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METHODS OF DIAGNOSIS OF CANCER, COMPOSITIONS AND METHODS OF 
SCREENING FOR MODULATORS OF CANCER 

CROSS-REFERENCES TO RELATED APPLICATIONS 
This application claims priority to USSN 60/340,376, filed December 14, 2001; 
Attorney Docket Number 018501-006400US, filed February 8, 2002; USSN 60/347.211. filed 
January 8, 2002; USSN 60/334,393, filed November 29, 2001; USSN 60/335,394, filed 
November 15, 2001; USSN 60/347,349, filed January 10, 2002; USSN 60/368,809, filed March 
29, 2002; USSN 60/409,450, filed September 9, 2002; USSN 60/359,077, filed February 20, 
2002; USSN 60/386,614, filed June 5, 2002; USSN 60/356.714, filed February 13, 2002; USSN 
60/397.775 filed July 22, 2002; USSN 60/332,464, filed November 21, 2001; USSN 
60/397.845, filed July 22. 2002; USSN 60/370.1 10, filed April 4, 2002; USSN 60/396.839. filed 
July 16. 2002; USSN 60/350,666. filed November 13, 2001; and USSN 60/372,246. filed April 
12. 2002; each of which is incorporated herein by reference for all purposes. The appUcation 
also incorporates by reference PCT/US02/29560; PCr/US02/02242; and PCT/US02/17594. 

FIELD OF THE INVENTION 
The invention relates to the identification of nucleic acid and protein expression profiles 
and nucleic acids, products, and antibodies fliereto that are involved in cancer and oflier 
diseases; and to the use of such expression profiles and conq)ositions in tiie diagnosis, 
prognosis, and therapy of these conditions. The invention fiirther relates to methods fi)r 
identifying and using agents and/or targets that modulate these conditions. 

BACKGROUND OF THE INVENTION 
Cancer is a major cause of morbidity in the United States. For example, in 1996, the 
American Cancer Society estimated that 1,359,150 people were diagnosed with a maUgnant 
neoplasm and 554,740 died from one of tiiese diseases. Cancer is responsible for 23.9 percent 
of all American deaths and is exceeded only by heart disease as a cause of mortality (33 
percent). Unfortunately, cancer mortality is increasing and sometime early in this century, 
cancer is expected to become the leading cause of mortality in tiie United States as it already is 
in Japan. 

Cancers share the charactaristic of disordered control over normal cell division, growth, 
and differentiation. Their initial cUnical manifestations are exhremely heterogeneous, with over 
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70 types of cancer arising in virtually every organ and tissue of the body. Moreover, some of 
those similarly classified cancer types may represent multiple dififerent molecular diseases. 
Unfortunately, some cancers may be virtually asymptomatic until late in the disease course, 
when treatment is more difficult, and prognosis grim. 

5 Treatment for cancer typically includes surgery, chemotherapy, and/or radiation therapy. 

Although nearly 50 percent of cancer patients can be effectively treated using these methods, 
the current therapies all induce serious side effects which diminish quality of life. The 
identification of novel therapeutic targets and diagnostic markers will be important for 
improving the diagnosis, prognosis, and treatment of cancer patients. 

10 Recent advances in molecular medicine have increased the interest in tumor-specific 

antigens that could serve as targets for various immunotherapeutic or small molecule strategies. 
Antigens suitable for immunotherapeutic strategies should be highly expressed in cancer tissues, 
preferably accessible &om the vasculature and at the cell surface, and ideally not expressed in 
normal adult tissues. Expression in tissues that are dispensable for life, however, may be 

IS tolerated, e.g., reproductive organs, especially those absent in one sex. Examples of antig^ 
that are currently available for the detection and treatment of certain cancers include H^^Aieu 
and the B-cell antigen CD20. Humanized monclonal antibodies directed to Her2/neu 
(Herceptin®/trastuzumab) are currently in use for the treatment of metastatic breast cancer. See 
Ross and Fletcher (1998) Stem Cells 16:413-428. Similarly, anti-CD20 monoclonal antibodies 

20 (Rituxin®/rituximab) are used to effectively treat non-Hodgldn*s lymphoma. See Maloney, et 
al. (1997) Blood 90:2188-2195; Leget and Czuczman (1998) Curr. Opin. OncoL 10:548-551. 

The elucidation of a role for novel proteins and compounds in disease states for 
identification of therapeutic targets and diagnostic markers is valuable for improving the current 
treatment of cancer patients. Accordingly, provided herein are molecular targets for therapeutic 

25 intervention in various defined cancers. Additionally, provided herein are methods that can be 
used in diagnosis and prognosis of cancer. Further provided are methods that can be used to 
screen candidate bioactive agents for the ability to modulate cancer. 

SUMMARY OF THE INVENTION 
The present invention provides methods for determining the presence or absence of a 

30 pathological cell in a patient, the method comprising detecting a nucleic acid comprising a 
sequence at least 80% identical to a sequence as described in Tables 2A-80 in a biological 
sample tcom the patient, thereby determining the presence or absence of the pathological cell. 

2 
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In certain embodiments of the method, the pathology is described in Table 1. including a 
cancer, the biological sample comprises isolated nucleic acids; the nucleic adds are mRNA; the 
biological sample is tissue from an organ which is affected by the pathology of Table I, 
including a cancer; a further step is used of amplifying nucleic acids before the step of detecting 
5 the nucleic acid; the detecting is of a protein encoded by the nucleic acid; the nucleic acid 
comprises a sequence as described m Tables 2A-80; the detecting step is carried out by using a 
labeled nucleic acid probe, utilizing a biochip comprising at sequence at least 80% identical to a 
sequence as described in Tables 2A-80, or detecting a polypeptide encoded by the nucleic acid; 
or the patient is undergoing a therapeutic regimen to treat the pathology of Table 1 , or is 
10 suspected ofhaving the pathology or cancer. 

Con^wsitions are also provided, eg., an isolated nucleic acid molecule comprising a 
sequence as described in Tables 2A.80, including. e.g.. fliose which are labeled; an expression 
vector comprising such nuclac acid; a host ceU comprising such expression vector, an isolated 
polypeptide which is encoded by such a nucleic acid molecule comprising a sequence as 
15 describedinTables2A-80;oranantibodylhatspecificallybindsthepolypeptide. Inparticular 

embodiments, the antibody is: conjugated to an effector component, is conjugated to a 
detectable label (including. e.g.. a fluorescent label, a radioisotope, or a cytotoxic chemical), an 
antibody fragment, or is a humanized antibody. 

Additional methods are provided, including methods for specificaUy targeting a 
20 compound to a pathological ceU in a patient, tiie method comprising administering to the patient 
an antibody, as described, thereby providing the targetting. Others include. e.g.. metiiods for 
determining the presence or absence of a pathological cell in apatient. the methods comprising 
contactingabiological sample with an antibody.as described, himore particular mediods, the 

antibody is: conjugated to an effector conqwnent, or to a fluorescent label; or the biological 

25 sample is a blood, serum, urine, or stool sample. 

Further methods inchide those for identifying a compound that modulates a pattiology- 
associated polypeptide, the method comprising steps of: contacting the con^und with a 
pathology-associated polypeptide, the polypeptide encoded by a polynucleotide that selectively 
hybridizes to a sequence at least 80% identical to a sequence as described in Tables 2A-80; and 

30 detemiining the functional effect of the compound upon the polypeptide. Another drug 

screening assay method comprises steps of: administering a test compound to a mammal having 
a pathology of Table 1 or a ceU isolated tiierefrom; and comparing the level of gene expression 
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of a polynucleotide that selectively hybridizes to a sequence at least 80% identical to a sequence 
as described in Tables 2A-80 in a treated cell or mammal with the level of gene expression of 
the polynucleotide in a control cell or mammal, wherein a test compound that modulates the 
level of e3q)ression of the polynucleotide is a candidate for the treatment of the pathology. 

5 DETAILED DESCRIPTION OF THE INVENTION 

In accordance with the objects outlined above, the present invention provides novel 
methods for diagnosis and prognosis evaluation for various disorders, e.g., angiogenesis, 
fibrosis, and various defined forms of cancer, including metastatic cancer, as well as methods 
for screening for compositions which modulate such conditions. Also provided are methods for 

10 treating such disorders or cancers. See, e.g., American Society of Clinical Oncology (ed. 2001) 
ASCO Curriculum: Svmptom Management Kendall/Hunt, ISBN: 0787277851; Bonadonna, et 
al. (2001) Textbook of Breast Cancer (2d ed.) Dunitz Martin, ISBN: 1853178241; Devita and 
Hellman (eds. 2001) Cancer Principles and Practice of Oncology (2 vols.), Lippincott WiUiams, 
ISBN: 0781723876; Howell, et al. (2001) Breast Cancer Isis Medical Media, ISBN: 

15 1901865584; Kaye and Laws (2001) Brain Tumours: An Encyclopedic Approach (2d ed.) 

Caiurchill Livingstone, ISBN: 0443064261; Mihm, et al. (2001) The Melanocvtic Proliferation: 
A Comprehensive Textbook of Pigmented Lesions Wiley-Liss, ISBN: 0471252719; 
Montgomery and Aaron (2001) Clinical PaOiology of Soft-Tissue Tmnors Marcel Deldcer, 
ISBN: 0824702905; Petrovich, et al. (eds. 2001) Combined Modality of Central Nervous 

20 System Tumors (Medical Radiology) Springer Verlag, ISBN: 3540660534; Rosen (2001) 
Rosen's Breast Pathology Lippincott Williams and Wilkins, ISBN: 0781723795; Shah, et al. 
(2001) Oral Cancer Isis Medical Media, ISBN: 189906687X; Weiss and Goldblum (2001) 
Enzineer and Weiss's Soft Tissue Tumors (4th ed.) Mosby, ISBN: 0323012000; Abelofif, et al. 
(eds. 2000) Clinical Oncology (2d ed.) Churchill Livingstone, ISBN: 044307545X; American 

25 Society of Clinical Oncology (ed. 2000) Cancer Genetics and Cancer Predisposition Testing 
Kendall/Hunt, ISBN: 0787276154; Fletcher (2000) Diagnostic Histopathologv of Tumors (2 
vols. 2d ed.) Churchill Livingstone, ISBN: 0443079927; Vogelzang (ed. 2000) Comprehensive 
Textbook of Genitourinary Oncology (2d ed.) Lippincott Williams and Wilkins, ISBN: 
0683306456; HoUand, et al. (eds. 2000) Holland-Frei Cancer Medicine (Book with CD-ROM 

30 5th ed.) Decker, ISBN: 1550091 131; Turrisi, et al. (2000) Lung Cancer Isis Medical Media, 
ISBN: 1901865428; Bartolozzi and Lencioni (eds. 1999) Liver Malignancies: Diagnostic and 
Interventional Radiology (Medical Radiology) Springer Verlag, ISBN: 3540647562; Gasparini 

4 
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(ed. Pr-r-^- in Nnde-Ne rtiv. .nH Node-Positive Breast Cancer Kluwer. 

ISBN- 0792384474; Hansen (ed. 1999) The T ,AST,C TextbooV of T nnp Cancer: Memational 
^,,.^.^..fn.tH.Sti.dvofLnn. Cancer Dunitz Martin, ISBN: 1853177083; Raghavan, et al. 
(eds. 1999) T.vtwVnfTTnc.oTnmon Cancer (2nd ed.) Wiley, ISBN: 0471929212; Thawley, et 
al. (eds. 1999) r^n^ pn^bensive MP ^.p^t^ent of Head and Neck Tumors (2 vols.) Saunders, 
ISBN: 0721655823; Whittaker and Holmes (eds. 1999) T niVprnia and Related Disorders (3d 
ed.) Blackwell Science. ISBN: 0865426074; Aapro (ed. 1998) OnroMedia: Medical Oncology 
(CD-ROM) Elsevier Science, ISBN: 0080427480; Abeloflf (1998) Clinical Oncology (Library 
Version 2 CD-ROM Individual Version 2.0 Windows and Macintosh) Harcourt Brace, ISBN: 
) 0443075557; Benson (ed. 1998) noc*nninf..ctinal Oncology (Cancer Treatment and Research, 
CTAR 98) Kluwer, ISBN: 0792382056; Btambilla and BrambiUa (eds. 1998) Lung Tumors: 

Riolo^ n Management (Vol 124) Marcel Dekker, ISBN: 0824701607; 
Canellos, et al. (eds. 1998) TheT.vmnhomas Saunders. ISBN: 0721650309; Greenspan and 
Remagen (1998) niffer^ti.l Diagnos ^° »f T,.n.nr. .nd Tumor-T .ike T ^ions of Bones and Joints . 
5 LippincottWilUamsandWilkinsPublishers.ISBN:0397517106;Hiddemann(ed. 1998)Asute 
T ^,v^i.. vn: Ex r>^»,^t.1 Annroaches and Novel Therapies (Haematologie Und 
Bluttransfosion, Vol 39). Springer Verlag. ISBN: 3540635041 ; Husband and Reznek (1998) 
T^.d.. in Oncology (2 vols.) Mosby. ISBN: 1899066489; Uibel and PhiUips (eds. 1998) 
T.^wVnfP.di«tion Oncology Saunders. ISBN: 0721653367; Maloney and Miller (eds. 

20 1 nn^>, n,.. o nn.nin<n,. P;.thonhvsi^i^P Y ni«Pno.is. and Management Blackwell Science. 

ISBN: 0865425175; Mittal, et al. (eds. 1998) AdvanreKinRadiatiop'PieraPYKmwe. ISBN: 
079239981 1 ; Oldham (ed. 1998) Prinryies of Cancer Bioiherapy (3d ed.) Kluwer, ISBN: 
0792335074; Ozols (ed. 1998) Gynecoloac^cote Kluwer. ISBN: 0792380703; Parkin, et 
al. (eds. 1998) r^nrer Tncidence in Five Continents (larc Scientific PubUcations, No 143) 
25 OxfordUniversityPress,ISBN:9283221435;PerezandBrady(eds. 1998) E^aElgaaM 

p^.H.. nf p.di.tion Oncology Lippincott Williams and Wilkins. ISBN: 0397584164; Black, et 
al. (eds. 1997) r^nr^r of the Nervous System Blackwell Science. ISBN: 0865423849; 
Bonadonna, et al. (1997) T^thnok of Brea st Can ce r: A C linical Guide to TherapY BlackweU 
Science, ISBN: 1853173487; Pollock (ed. 1997) Surgical Oncolosy Kluwer. ISBN: 
30 0792399005; Sheaves, et al. (eds. 1997) niitiiri^l Endocrine Oncology BlackweU Science, 

ISBN: 086542862X; Vahrson (1997) Radiation Onco ln f^r of Gynecological Cancers Springer 
Verlag, ISBN: 0387567682; Walterhouse and Cohn (eds. 1997) Diapnostic and Therapeutic 
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Advances in Pediatric Oncology Kluwer, ISBN: 0792399781; Aisner (ed. 1996) Comprehensive 
Textbook of Thoracic Oncology Lippincott, Williams and Wilkins, ISBN: 0683000624; 
Bertino, et al. (eds. 1996) Encyclopedia of Cancer (3 vols.) Academic, ISBN: 012093230X; 
CavaUi, et al. (1996) Textbook of Medical Oncology Dunitz Martin, ISBN: 1853172901; 

5 Peckham, et al, (eds. 1 995) Oxford Textbook of Oncology (2-Vols.) Oxford University Press, 
ISBN: 0192616854; and Freireich and Kantarjian (eds. 1996) Molecular Genetics and Therapy 
of Leukemia (Cancer Treatment and Research, V. 84) Kluwer, ISBN: 0792339126. 

In particular, identification of markers selectively expressed on defined cancers allows 
for use of that expression in diagnostic, prognostic, or therapeutic methods. As such, the 

10 invention defines various compositions, e.g., nucleic acids, polypeptides, antibodies, and small 
molecule agonists/antagonists, which will be useful to selectively identify those markers. For 
example, therapeutic methods may take the form of protein therapeutics which use the marker 
expression for selective localization or modulation of function (for those maricers which have a 
causative disease effect), for vaccines, identification of binding partners, or antagonism, e.g., 

15 using antisense or RNAi. The markers may be useful for molecular characterization of subsets 
of the diseases, e.g., as provided in Table 1, which subsets may actually require very different 
treatments. Moreover, the markers may also be important in related diseases to the specific 
disorders and cancers, e.g., which affect similar tissues in non-malignant diseases, or have 
similar mechanisms of induction/maintenance. Metastatic processes or characteristics may also 

20 be targeted. Diagnostic and prognostic uses are made available, e.g., to subset related but 

distinct diseases, or to det^mine treatment strategy. The detection methods may be based upon 
nucleic acid, e.g., PGR or hybridization techniques, or protein, e.g., ELISA, imaging, IHC, etc. 
The diagnosis may be qualitative or quantitative, and may detect increases or decreases in 
expression levels. 

25 Tables 2B-76B provide unigene cluster identification numbers for the nucleotide 

sequence of genes that exhibit increased or decreased expression in diseased samples (see 
Tables 1-3), particularly sequences involved in angiogenesis, arthritis, prostate cancer, breast 
cancer, colorectal cancer, cervical cancer, bladder cancer, head and neck cancer, esophageal 
cancer, lung cancer, ovarian cancer, pancreatic cancer, renal cancer, stomach cancer, skin 

30 cancer, testicular cancer, uterine cancer, gUoblastoma, Ewing sarcoma, soft tissue sarcoma, and 
lung fibrosis. Tables 2A-80 also provide an exemplar accession number that provides a 
nucleotide sequence that is part of the unigene cluster. 

6 
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Definitions 

The term "cancer protein" or "cancer polynucleotide" or "cancer-associated transcript" 
refers to nucleic acid and polypeptide polymorphic variants, alleles, mutants, and interspecies 
homologues that: (1) have a nucleotide sequence tiiat has greater than about 60% nucleotide 
5 sequence identity, 65%, 70%, 75%, 80%, 85%. 90%. preferably about 92%. 94%, 96%. 97%, 
98%, or 99% or greater nucleotide sequence identity, preferably over a region of over a region 
of at least about 25. 50, 100, 200, 500, 1000, or more nucleotides, to a nucleotide sequence of or 
associated with a gene of Tables 1-80; (2) bind to antibodies, e.g., polyclonal antibodies, raised 
against an immunogen comprising an amino acid sequence encoded by a nucleotide sequence of 
10 or associated with a gene of Tables 1-80. and conservatively modified variants thereof; (3) 

specifically hybridize under stringent hybridization conditions to a nucleic acid sequence, or the 
complement thereof of Tables 1-80 and conservatively modified variants thereof; or (4) have an 
amino acid sequence ihat has greater than about 66% amino acid sequence identity. 65%. 70%, 
75%, 80%, 85%, preferably 90%, 91%, 93%, 95%, 97%. 98%, or 99% or greater amino 
15 sequence identity, preferably over a region of over aiegion of at least about 25. 50, 100, 200, 
500, 1000, or more amino acids, to an amino acid sequence encoded by a nucleotide sequence 
of or associated with a gene of Tables 1-80. A polynucleotide or polypeptide sequence is 
typically fiom a mammal inchiding, but not limited to, primate, e.g., human; rodent, e.g., rat, 
mouse, hamster, cow. pig, horse, sheep, or other mammal. A "cancer polypeptide" and a 
20 "cancer polynucleotide," include both naturally occunring or recombinant forms. 

A "full iMigth" cancer protan or nucleic acid refers to a cancer polypeptide or 
polynucleotide sequence, or a variant thereof that contains elemarts normally contained m one 
■ or more naturaUy occurring, wUd type cancer polynucleotide or polypeptide sequences. The 
"full length" may be prior to, or after, various stages of post-translational prooessmg or spUcing, 

25 including altemative splicing. 

"Biological sample" as used herein is a sample of biological tissue or fluid that contains 
nucleic acids or polypeptides, e.g., of a cancer protein, polynucleotide, or transcript Sudi 
samples include, but are not Umited to, tissue isolated fiom primates, e.g., humans, or rodents, 
e.g., mice, and rats. Biological samples may also include sections of tissues such as biopsy and 

30 autopsy samples, fiozen sections taken for histologic purposes, archival samples, blood, plasma, 
serum, sputum, stool, tears, mucus, hair, skin, etc. Biological samples also include explants and 
primary and/or transformed cell cultures derived from patient tissues. A biological sample is 
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typically obtained fix>ni a eukaryotic organism, most preferably a mammal such as a primate, 
e.g., chimpanzee or human; cow; dog; cat; a rodent, e.g., guinea pig, rat, mouse; rabbit; or a 
bird; reptile; or fish. Livestock and domestic animals are of interest 

"Providing a biological sample" means to obtain a biological sample for use in methods 
S described in this invention. Most often, this will be done by removing a sample of cells from an 
animal, but can also be accomplished by using previously isolated cells (e.g., isolated by 
another person, at another time, and/or for another purpose), or by performing the methods of 
the invention in vivo. Archival tissues or materials, having treatment or outcome history, will 
be particularly useful. 

10 The terms "identical" or percent "identity," in the context of two or more nucleic acids or 

polypeptide sequences, refer to two or more sequences or subsequences that are the same or 
have a specified percentage of amino acid residues or nucleotides that are the same (e.g., about 
70% identity, preferably 75%, 80%, 85%, 90%, 91%, 93%, 95%, 97%, 98%, 99%, or higher 
identity over a specified region, when compared and aligned for maximimi correspondence over 

IS a comparison window or designated region) as measured using, e.g., a BLAST or BLAST 2.0 
sequence comparison algorithms with de&ult parameters described below, or by manual 
alignment and visual inspection (see, e.g., NCBI web site http://www.ncbi.nlm.nih.gov/BLAST/ 
or the like). Such sequences are then said to be "substantially identical." This definition also 
refers to, or may be applied to, the complement of a test sequence. The definition also includes 

20 sequences that have deletions and/or insertions, substitutions, and naturally occurring, e.g., 
polymorphic or allelic variants, and man-made variants. As described below, the preferred 
algorithms can account for gaps and the like. Preferably, identity exists over a region that is at 
least about 25 amino acids or nucleotides in length, or more preferably over a region that is 
about 50-100 amino acids or nucleotides in length. 

25 For sequence comparison, typically one sequence acts as a reference sequence, to which 

test sequences are compared. When using a sequence comparison algorithm, test and reference 
sequences are entered into a computer, subsequence coordinates are designated, if necessary, 
and sequence algorithm program parameters are designated. Preferably, de&ult program 
parameters can be used, or alternative parameters can be designated. The sequence comparison 

30 algorithm then calculates the percent sequence identities for the test sequences relative to the 
reference sequence, based on the program parameters. 
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A "comparison window", as used herein, includes reference to a segment of contiguous 
positions selected fioin the group consisting typically of from about 20 to 600, usually about 50 
to 200, more usually about 100 to 150, in which a sequaice maybe compared to areference 
sequence of the same number of contiguous positions after the two sequences are optimally 
5 aligned. Methods of aligmnent of sequences for comparison are well-known. Optimal 

alignment of sequences for comparison can be conducted, e.g., by the local homology algorithm 
of Smith and Waterman (1981) Adv. Anol. Math. 2:482-489, by the homology aUgmnent 
algorithm of Needleman and Wunsch (1970) J.Mol.Biol. 48:443-453, by the search for 
similarity method of Pearson and Lipman (1988) Prnr.Nat'l. Acad. Sci. USA 85:2444-2448, by 
10 computerized implementations of these algorithms (GAP, BESTFIT, FASTA, and TFASTA in 
the Wisconsin Genetics Software Package, Genetics Computer Group, 575 Science Dr., 
Madison, WI), or by manual aligmnent and visual inspection (see, e.g., Ausubel, et al. (eds. 
1995 and supplements) Current Protocols in Mole cular Biology Wiley). 

Preferred examples of algorithms that are suitable for determining percent sequence 
15 identity and sequence similarity include the BLAST and BLAST 2.0 algorithms, which are 

described in Altschul, et al. (1977) Nuc. Acids Res. 25:3389-3402 and Altschul, et al. (1990) L 
MolBiol. 215:403-410. BLAST and BLAST 2.0 are used, with the parameters described 
herein, to determine percent sequence identity for tiie nucleic acids and proteins of the 
invention. Software for performing BLAST analyses is pubUcly available through the National 
20 Center for Biotechnology Mormation (http://www.ncbi.nhn.nih.gov/). This algorithm involves 
first identifying high scoring sequence pairs (HSPs) by identifying short words of length W in 
tiie query sequaice, v^ch dther match or satisfy some positive-valued threshold score T when 
aligned with a word of the same laagth in a database sequence. T is refwred to as tiie 
neighborhood word score threshold (Altschul, et al., supra). These initial neighborhood word 
25 hits act as seeds for initiatii^ searches to find longer HSPs containing tiiem. The word hits are 
extended in bofli directions along each sequence for as fer as the cumulative alignment score 
can be increased. Cumulative scores are calculated using, e.g., for nucleotide sequences, the 
parameters M (reward score for a pair of matching residues; always > 0) and N (penalty score 
for nodsmatching residues; always < 0). For amino acid sequMices, a scoring matrix is used to 
30 calculate the cumulative score. Extension of thie word hits in each direction are halted when: th 
cumulative alignment score falls offby the quantity X Scorn its maximum achieved value; the 
cumulative score goes to zero or below, due to the accumulation of one or more ne^ve- 
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scoring residue alignments; or the end of either sequence is reached. The BLAST algorithm 
parameters W, T, and X determine the sensitivity and speed of the alignment. The BLASTN 
program (for nucleotide sequences) uses as de&ults a wordlength (W) of 1 1, an expectation (E) 
of 10, M=S, N=M and a comparison of both strands. For amino acid sequences, the BLASTP 

S program uses as defaults a wordlength of 3, and expectation (E) of 1 0, and the BLOSUM62 
scoring matrix (see Henikofif and Henikoff (1992) Proc. Natl Acad Sci. USA 89:10915-919) 
alignments (B) of 50, expectation (E) of 10, M=5, N=-4, and a comparison of both strands. 

The BLAST algorithm also performs a statistical analysis of the similarity between two 
sequences. See, e.g., Karlin and Altschul (1993) Proc. Nat'l. Acad. Sci, USA 90:5873-5787. 

10 One measure of similarity provided by the BLAST algorithm is the smallest sum probability 
(P(N)), which provides an indication of the probability by which a match between two 
nucleotide or amino acid sequences would occur by chance. For example, a nucleic acid is 
considered similar to a reference sequence if the smallest simi probability in a comparison of the 
test nucleic acid to the reference nucleic acid is less than about 0.2, more preferably less than 

15 about 0.01, and most preferably less than about 0.001 . Log values may be negative large 
numbers, e.g., 5, 10, 20, 30, 40, 40, 70, 90, 110, 150, 170, etc. 

An indication that two nucleic acid sequences are substantially identical is that the 
polypeptide encoded by the first nucleic acid is immunologically cross reactive with the 
antibodies raised against the polypeptide encoded by the second nucleic acid. Thus, a 

20 polypeptide is typically substantially idratical to a second polypeptide, e.g., where the two 
peptides differ only by conservative substitutions. Another indication that two nucleic acid 
sequences are substantially identical is that the two molecules or their complements hybridize to 
each other under stringent conditions. Yet another indication that two nucleic acid sequences 
are substantially identical is that the same primers can be used to amplify the sequences. 

25 A "host cell" is a naturally occurring cell or a transformed cell that contains an 

expression vector and supports the replication or expression of the expression vector. Host cells 
may be cultured cells, explants, cells in vivo, and the like. Host cells may be prokaryotic cells 
such as E. coli, or eukaryotic cells such as yeast, insect, amphibian, or mammalian cells such as 
CHO, HeLa, and the like (see, e.g., the American Type Culture Collection catalog or web site, 

30 www.atcc.org). 

The terms "isolated," "purified," or "biologically pure" refer to material that is 
substantially or essentially firee firom components that normally accompany it as found in its 
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native state. Purity and homogeneity are typically determined using analytical chemistry 
techniques such as polyacrylamide gel electrophoresis or high performance Hquid 
chromatography. A protein or nucleic acid that is the predominant species present in a 
preparation is substantiaUy purified. In particular, an isolated nucleic acid is separated from 
5 some open reading frames that naturally flank the gene and encode proteins other than protem 
encoded by the gene. The term "purified" in some embodiments denotes that a nucleic acid or 
protein gives rise to essentially one band in an electrophoretic gel. Preferably, it means that the 
nucleic acid or protein is at least about 85% pure, more preferably at least 95% pure, and most 
preferably at least 99% pure. "Purify" or "purification" in other embodiments means removing 
10 at least one contaminant or component from the composition to be purified, hi this sense, 
purification does not require that the purified compound be homogeneous. e.g., 100% pure. 

The terms "polypeptide," "peptide." and "protein" are used interchangeably herein to 
refer to a polymer of amino acid residues. The terms apply to amino acid polymers in which 
one or more amino acid residue is an artificial chemical mimetic of a corresponding naturaUy 
15 occurring amino acid, as weU as to naturally occurring amino acid polymers, those containing 
modified residues, and non-naturally occurring ammo acid polymers. 

The term "amino acid" refers to naturally occurring and synthetic amino acids, as well as 
amino acid analogs and amino acid .mimetics that fimction similarly to the naturaUy occurring 
amino adds. Naturally occurring amino adds are those encoded by the genetic code, as well as 
20 those amino adds that are later modified, e.g.. hydroxyproline. TM:ari)oxyglutamate. and O- 
phosphoserine. Amino add analogs refeis to compounds that have the same basic chemical 
structure as a natuiaUy occurring amino acid, e.g., anacarbonthatisboundto ahydrogai. a 
caiboxyl group, an amino group, and an R group. e.g.. homoserine. norleudne,methionine 
sulfoxide, methionine methyl sulfonium. Such analogs may have modified R groups (e.g.. 
25 norleucine) or modified peptide backbones, but retain somebasic chemical structure as a 

naturally occurring amino acid. Amino acid mimetic refers to a chemical compound that has a 
structure that is different from the general chemical structure of an amino acid, but that 
fimctions similarly to anothar amino add. 

Amino acids may be referred to herein by either their commonly known three letter 
30 symbols or by the one-letter symbols recommended by the lUPAC-IUB Biochemical 

Nomenclature Commission. Nucleotides, Ukewise, may be referred to by thdr commonly 
accepted single-letter codes. 



11 



wo 03/042661 



PCT/US02/36810 



"Conservatively modified variant" applies to both aniino acid and nucleic acid 
sequences. With respect to particular nucleic acid sequences, conservatively modified variants 
refers to those nucleic acids which encode identical or essentially identical amino acid 
sequences, or where the nucleic acid does not encode an amino acid sequence, to essentially 
5 identical or associated, e.g., naturally contiguous, sequences. Because of the degeneracy of the 
genetic code, a large number of functionally identical nucleic acids encode most proteins. For 
instance, the codons GCA, GCC, GCG, and GCU each encode the amino acid alanine. Thus, at 
each position where an alanine is specified by a codon, the codon can be altered to another of 
the corresponding codons described without altering the encoded polypeptide. Such nucleic 

10 acid variations are "silent variations," which are one species of conservatively modified 
variations. Every nucleic acid sequence herein which encodes a polypeptide also describes 
silent variations of the nucleic acid. In certain contexts each codon in a nucleic acid (except 
AUG, which is ordinarily the only codon for methionine, and TOG, which is ordinarily the only 
codon for tryptophan) can be modified to yield a fimctionally similar molecule. Accordingly, a 

1 5 silent variation of a nucleic acid which encodes a polypeptide is implicit in a described 

sequence with respect to the expression product, but not necessarily with respect to actual probe 
sequences. 

As to amino acid sequences, one of skill will recognize that individual substitutions, 
deletions, or additions to a nucleic acid, peptide, polypeptide, or protein sequence which alters, 

20 adds, or deletes a single amino acid or a small percentage of amino acids in the encoded 

sequence is a "conservatively modified variant" where the alteration results in the substitution of 
an amino acid wifli a chemically similar amino acid. Conservative substitution tables providing 
fimctionally similar amino acids are well known. Such conservatively modified variants are in 
addition to and do not exclude polymorphic variants, interspecies homologs, and alleles of the 

25 invention. Typically conservative substitutions include for one another 1) Alanine (A), Glycine 
(G); 2) Aspartic acid (D), Glutamic acid (E); 3) Asparagine (N), Glutamine (Q); 4) Arginine 
(R), Lysine (K); 5) Isoleucme (I), Leucine (L), Methionine (M), Valine (V); 6) Phenylalanine 
(F), Tyrosine (Y), Tryptophan (W); 7) Serine (S), Threonme (T); and 8) Cysteine (C), 
Methionine (M) (see, e.g., Creighton (1984) Protems: Structure and Molecular Properties 

30 Freeman). 

Macromolecular structures such as polypeptide structures can be described in terms of 
various levels of organization. For a general discussion of this organization, see, e,g., Alberts, 
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* et al. (eds. 2001) Molecular Biolof v of the Cell (4th ed.) Garland; and Cantor and Schimmel 
(1980) Rionhvsical Chemistry Part I: T he Conformation of Biological Maqpmolecules 
Freeman. "Primary structure" refers to the amino acid sequence of a particular peptide. 
"Secondary structure" refers to locally ordered, three dimensional structures within a 
5 polypeptide. These structures are commonly known as domains. Domains are portions of a 
polypeptide that often form a compact unit of the polypeptide and are typically 25 to 
approximately 500 amino acids long. Typical domains are made up of sections of lesser 
organization such as stretches of p-sheet and a-helices. "Tertiary structure" refers to the 
complete three dimensional structure of a polypeptide monomer. "Quaternary structure" refers 
10 to the three dimensional structure formed, usually by the noncovalent association of 
independent tertiary units. Anisotropic terms are also known as energy terms. 

"Nucleic acid" or "oHgonucleotide" or "polynucleotide" or grammatical equivalents used 
herein means at least two nucleotides covalently Knked together. Oligonucleotides are typically 
from about 5, 6, 7, 8, 9. 10. 12, 15, 25, 30, 40, 50, or more nucleotides in length, up to about 
15 100 nucleotides in lengfli. Nucleic acids and polynucleotides are a polymers of any length, 
including longer lengths, e.g., 200, 300. 500, 1000, 2000, 3000, 5000. 7000, 10.000, etc. A 
nucleic acid of the present invention wUl generally contain phosphodiester bonds, although in 
some cases, nucleic acid analogs are included that may have at least one different linkahge, e.g.. 
phosphoramidate. phosphorothioate, phosphorodilhioate, or 0-methylphophoroamidite linkages 
20 (see Eckstein (1992) niigoTiucleotides and Analogues: A Practical Approach Oxford Univ. 
Press); and peptide nuclac acid backbones and linkages. Other analog nuclac acids include 
those with positive backbones; non-ionic backbones, and non-ribose backbones, including those 
described in U.S. Patent Nos. 5,235,033 and 5,034,506, and Chapters 6 and 7 of Sangjhvi and 
Cook (eds. 1994) Catbobvdrate Modifications in Antisense Research ACS Symposium Series 
25 580. Nucleic acids containing one or more carbocycUc sugars are also included within one 
definition of nucleic acids. Modifications of the ribose-phosphate backbone may be done for a 
variety of reasons, e.g., to increase the stabiUty and half-life of such molecules in physiological 
environments or as probes on a biochip. Mixtures of naturally occurring nucleic adds and 
analogs can be made; alternatively, mixtures of different nucleic acid analogs, and mixtures of 
30 naturally occurring nucleic acids and analogs may be made. 

A variety of references disclose such nucleic acid analogs, including, e.g., 
phosphoramidate (Beaucage, et al. (1993) Tetrahedron 49:1925-1963 and references therein; 
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Letsinger (1970) J. Ore. Chem, 35:3800-3803; Sprinzl, et al. (1977) Eur. J. Biochem. 81:579- 
589; Letsinger, et al. (1986) Nucl. Acids Res. 14:3487-499; Sawai, et al. (1984) Chem. Lett. 
805, Letsinger, et al. (1988) J. Am. Chem. Soc. 110:4470-4471; and Pauwels, et al. (1986) 
Chemica Scripta 26:141-149), phosphorothioate (Mag, et al. (1991) Nucleic Acids Res. 

5 19:1437-441; and U.S. Patent No. 5,644,048), phosphorodithioate (Brill, et al. (1989) J. Am. 
Chem. Soc. 11 1:2321-2322), 0-methylphophoroamidite linkages (see Eckstein (1992) 
Oligonucleotides and Analogues: A Practical Approach. Oxford Univ. Press), and peptide 
nucleic acid backbones and linkages (see Eghohn (1992) J. Am. Chem, Soc. 114:1895-1897; 
Meier, et al. (1992) Chem. Int. Ed, Engl. 31:1008-1010; Nielsen (1993) Nature 365:566-568; 

10 Carlsson, et al. (1996) Nature 380:207, all of which are incorporated by reference). Other 
analog nucleic acids include those with positive backbones (Denpcy, et al. (1995) Proc. Natl. 
Acad. Sci. USA 92:6097-101 ; non-ionic backbones (U.S. Patent Nos. 5,386,023, 5,637,684, 
5,602,240, 5,216,141, and 4,469,863; Kiedrowski, et al. (1991) Angew. Chem. Intl. Ed. English 
30:423-426; Letsinger, et al. (1988) J. Am. Chem. Soc. 1 10:4470-4471; Letsinger, et aL (1994) 

15 Nucleoside and Nucleotide 13:1597; Chapters 2 and 3 in Sanghvi and Cook (eds. 1994) 

Carbohydrate Modifications in Antisense Research ACS Symposiimi Series 580; Mesmaeker, et 
al. (1994) Bioorganic and Medicinal Chem. Lett. 4:395-398; JejBfe, et al. (1994) J. Biomolecular 
NMR 34:17; Horn, et al. (1996) Tetrahedron Lett. 37:743) and non-ribose backbones, includmg 
those described in U.S. Patent Nos. 5,235,033 and 5,034,506, and Chapters 6 and 7 in Sanghvi 

20 and Cook (eds. 1994) Caifaohvdrate Modifications in Antisense Research ACS Symposium 
Series 580. Nucleic acids containing one or more carbocyclic sugars are also included within 
one definition of nucleic acids (see Jenkins, et al. (1995) Chem. Soc. Rev, pp 169-176). Several 
nucleic acid analogs are described in Rawls (page 35, June 2, 1997) C&ENews . 

Particularly preferred are peptide nucleic acids (PNA) which includes peptide nucleic 

25 acid analogs. These 'backbones are substantially non-ionic under neutral conditions, in contrast 
to the highly charged phosphodiester backbone of naturally occurring nucleic acids. This 
results in at least two advantages. The PNA backbone exhibits improved hybridization kinetics. 
PNAs have larger changes in the melting temperature (Tm) for mismatched versus perfectly 

matched basepairs. DNA and RNA typically exhibit a 2-4° C drop in Tm for an internal 
30 mismatch. With the non-ionic PNA backbone, the drop is closer to 7-9^* C. Similarly, due to 
their non-ionic nature, hybridization of the bases attached to these backbones is relatively 
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insensitive to salt concentration. In addition, PNAs are not degraded by cellular enzymes, and 
thus can be more stable. 

The nucleic acids may be single stranded or double stranded, as specified, or contain 
portions of botii double stranded or single stranded sequence. The depiction of a single stand 

5 also defines the sequence of the complementary strand; thus tiie sequences described hraran also 
provide tiie complement of the sequence. The nucleic acid may be DNA, botii genomic and 
cDNA, RNA, or a hybrid, where tiie nucleic acid may contain combinations of deoxyribo- and 
ribo-nucleotides, and combinations of bases, includmg uracil, adenine, tiiymine, cytosine, 
guanine, inosine, xantiiine hypoxanttiine, isocytosine, isoguanine, etc. "Transcript" typically 

10 refers to a naturally occurring RNA, e.g., a pre-mRNA, hnRNA, or mRNA. As used herein, tiie 
term "nucleoside" includes nucleotides and nucleoside and nucleotide analogs, and modified 
nucleosides such as amino modified nucleosides. In addition, "nucleoside" includes non- 
naturally occurring analog structures. Thus, e.g., the mdividual units of a peptide nucleic acid, 
each containing a base, are referred to herein as a nucleoside. 

15 A "label" or a "detectable moiety" is a composition detectable by spectroscopic, 

photochemical, biochemical, immunochemical, physiological, chemical, or otiier physical 
ineans. In general, labels fell into tiiree classes: a) isotopic labels, which may be radioactive or 
heavy isotopes; b) immune labels, which may be antibodies, antigens, or epitope tags; and c) 
colored or fluorescent dyes. Tlie labels may be incorporated into tiie cancer nucleic acids, 
20 proteins, and antibodies. For example, tiie label should be capable of producing, eitiier directiy 
or indirectly, a detectable signal. The detectable moiety may be a radioisotope, such as 3h, 
14c, 32p, 35s, or 125i, electron-dense reagents, a fluorescent or chemiluminescent compound, 
such as fluorescein isothiocyanate, rhodamine, or luciferm, or an enzyme (e.g., as commonly 
used in an ELIS A), biotin, digoxigenin, or haptens and proteins or otiier entities which can be 
25 made detectable such as alkaline phosphatase, beta-galactosidase, or horseradish peroxidase. 
Methods are known for conjugating tiie antibody to die label. See, e.g.. Hunter, et al. (1962) 
Nature 144:945; David, et al. (1974) Biochemistiv 13:1014-1021; Pain, et al. (1981) L 
Tnifnimnl. Metii. 40:219-230; and Nygren (1982) J. Histochem. and Cvtochem. 30:407-412. 

An "effector" or "effector moiety" or "effector component" is a molecule that is bound 
30 (or linked, or conjugated), either covalently, tiirough a linker or a chemical bond, or 

noncovalentiy, tiirough ionic, van der Waals, electrostatic, or hydrogen bonds, to an antibody. 
The "effector" can be a variety of molecules including, e.g., detection moieties including 
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radioactive compounds, fluorescent compounds, enzymes or substrates, tags such as epitope 
tags, toxins; activatable moieties, chemotherapeutic agents; lipases; antibiotics; chemoattracting 
moieties, immune modulators (micA/B), or radioisotopes, e.g., emitting "hard" beta, radiation. 

A "labeled nucleic acid probe or oligonucleotide" is one that is ]bound, e.g., covalentiy, 
through a linker or a chemical bond, or noncovalently, through ionic, van der Waals, 
electrostatic, or hydrogen bonds to a label such that the presence of the probe may be detected 
by detecting the presence of the label bound to tiie probe. Alternatively, methods using high 
affinity interactions may achieve the same results where one of a pair of binding partners binds 
to the other, e.g., biotin, streptavidin. 

As used herein a "nucleic acid probe or oligonucleotide" is a nucleic acid capable of 
binding to a target nucleic acid of complementary sequence through one or more types of 
chemical bonds, usually through complementary base pairing, e.g., through hydrogen bond 
formation. As used herein, a probe may include natural (e.g., A, G, C, or T) or modified bases 
(7-deazaguanosine, inosine, etc.). In addition, the bases in a probe may be joined by a linkage 
other than a phosphodiester bond, preferably one that does not functionally interfere with 
hybridization. Thus, e.g., probes may be peptide nucleic acids in which the constituent bases 
are joined by peptide bonds rather tiian phosphodiester linkages. Probes may bmd target 
sequences lacking complete complementarity with the probe sequence depending upon the 
stringency of the hybridization conditions. The probes are preferably directly labeled, e.g., with 
isotopes, chiomophores, lumiphores, chromogens, or indirectly labeled, e.g., with biotin to 
which a streptavidin complex may later bind. By assaying for ttie presence or absence of the 
probe, one can detect the presence or absence of the select sequence or subsequence. Diagnosis 
or prognosis may be based at the genomic level, or at the level of KNA or protein expression. 

The term "recombinant" when used with reference, e.g., to a cell, or nucleic acid, 
protein, or vector, indicates that the cell, nucleic acid, protein, or vector, has been modified by 
the introduction of a heterologous nucleic acid or protem or the alteration of a native nucleic 
acid or protein, or that the cell is derived bom a cell so modified Thus, e.g., recombinant cells 
express genes that are not found within the native (non-recombinant) form of the cell or express 
native genes that are otherwise abnormally expressed, under expressed, or not expressed at all. 
By the term "recombinant nucleic acid" herein is meant nucleic acid, originally formed in vitro, 
in general, by the manipulation of nucleic acid, e.g., using polymerases and ehdonucleases, in a 
form not normally found in nature. In this manner, operably linkage of different sequences is 
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achieved. Thus an isolated nucleic acid, in a linear form, or an expression vector formed in 
vitro by Ugating DNA molecules that are not normally j oined, are both considered recombinant 
for the purposes of this invention. It is understood that once a recombinant nucleic acid is made 
and reintroduced into a host ceU or organism, it will repUcate non-recombinantly, e.g., using the 
in vivo cellular machinery of the host cell rather than in vitro manipulations; however, such 
nucleic acids, once produced recombinantly, although subsequently replicated non- 
recombinantly. are still considered recombinant for the purposes of the invention. 

Similarly, a "recombinant protein" is a protein made using recombinant techniques, e.g., 
through the expression of a recombinant nucleic acid as depicted above. A recombinant protein 
is distinguished fiom naturally occurring protdn by at least one or more characteristics. The 
protein may be isolated or purified away from some or most of the proteins and compounds 
with which it is nomially associated in its wild type host, and thus may be substantially pure. 
An isolated protein is unaccompanied by at least some of Ihe material with which it is normally 
associated in its natural state, preferably constituting at least aboutO.50/0, more pref^^^^^ 
15 leastabout5%byweightofthetotalproteininagivensample. A substantially pure protem 
comprises at least about 75% by wdght of the total protein, with at least about 80% bemg 
prefeired, and at least about 90% being particularly preferred. Ihe definition includes the 
production of a cancer protein from one organism in a different organism or host celL 
Altematively. the protein may be made at a significantly Wgher concentration than is normaUy 
20 seen, through the use of an indudble promoter or high expression promoter, such that the 

protein is made at increased concentration levels. Altematively. tiie protein may be in a fomi 
not normally fomid in nature, as in the addition of an epitope tag or ammo acid substitutions, 
insertions and deletions, as discussed below. 

The term "heterologous" when used with reference to portions of a nucleic acid indicates 
25 that the nucleic acid comprises two or more subsequences that are not normaUy found in the 
same relationship to each other in nature. For instance, ihe nucleic acid is typically 
recombinantly produced, having two or more sequences, e.g., from unrelated genes arranged to 
make anew functional nucleic acid, e.g., a promoter fiom one source and a codmg region from 
another source. Similarly, a heterologous protein wiU often refer to two or more subsequences 
30 that are not found in the same relationship to each other in nature (e.g., a fiision protein). 

A "promoter" is typicaUy an array of nucleic acid control sequences that direct 
transcription of anucleic acid. As used herein, a promoter includes necessary nucleic acid 
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sequraces near the start site of transcription, such as, in the case of a polymerase n type 
promoter, a TATA element. A promoter also optionally includes distal enhancer or repressor 
elements, which can be located as much as several thousand base pairs from the start site of 
transcription. A "constitutive" promoter is a promoter that is active under most environmental 
and developmental conditions. An "inducible" promoter is active under environmental or 
developmental regulation. The temi "operably linked" refers to a functional linkage between a 
nucleic acid expression control sequence (such as a promoter, or array of transcription factor 
binding sites) and a second nucleic acid sequence, e.g., wherein the expression control sequence 
directs transcription of the nucleic acid corresponding to the second sequence. 

An "expression vector" is a nucleic acid construct, generated recombinantly or 
synthetically, with a series of specified nucleic acid elements that permit transcription of a 
particular nucleic acid in a host cell. The expression vector can be part of a plasmid, virus, or 
nucleic acid firagment. Typically, the expression vector includes a nucleic acid to be transcribed 
in operable linkage to a promoter. 

The phrase "selectively (or specifically) hybridizes to" refers to the binding, duplexing, 
or hybridizing of a molecule selectively to a particular nucleotide sequence under stringent 
hybridization conditions when that sequence is present in a complex mixture (e.g., total cellular 
or library DNA or RNA). 

The phrase "stringent hybridization conditions" refers to conditions under which a probe 
will hybridize to its target subsequence, typically in a complex mixture of nucleic acids, but to 
no other sequences. Stringent conditions are sequence-dependent and will be difTerent in 
difiTerent ciicumstances. Longer sequences hybridize specifically at higher temperatures. An 
extrasive guide to tiie hybridization of nucleic acids is found in "Overview of principles of 
hybridization and the strategy of nucleic acid assays" in Tijssen (1993) Hybridization with 
Nucleic Probes (Laboratorv Techniques in Biochemistrv and Molecular Bioloev) (vol. 24) 
Elsevier. Generally, stringent conditions are selected to be about 5-10° C lower than the 
thermal melting point (Tm) for the specific sequence at a defined ionic strength pH. The Tm is 
the temperature (under defined ionic strength, pH,. and nucleic concentration) at which 50% of 
the probes complementary to the target hybridize to the target sequence at equilibrium (as the 
target sequences are present in excess, at Tm, 50% of the probes are occupied at equilibrium). 
Stringent conditions will be those in which the salt concentration is less than about 1.0 M 
sodium ion, typically about 0.01-1 .0 M sodium ion concentration (or other salts) at pH 7.0 to 
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8.3 and the temperature is at least about 30° C for short probes (e.g.. about 10-50 nucleotides) 
and at least about 60° C for long probes (e.g., greater than about 50 nucleotides). Stringent 
conditions may also be achieved with the addition of destabilizing agents such as foimamide. 
For selective or specific hybridization, a positive signal is typicaUy at least two times 
5 background, preferably 10 times background hybridization. Exemplary stringent hybridization 
conditions can be as following: 50% formamide, 5x SSC, and 1% SDS, incubating at 42° C, or. 
5x SSC, 1% SDS. incubating at 65° C, with wash in 0.2x SSC, and 0.1«/o SDS at 65° C. For 
PGR, a temperature of about 36° C is typical for low stringency amplification, although 
amiealingtemperaturesmayvary between about 32°-48° C depending on primer length. For 
10 high stringency PCRamplification, atemperature of about 62° C is typical, althoughhigh 
stringency annealing temperatures can range from about 50-65° C, dependmg on the primer 
length and specificity. Typical cycle conditions for both high and low stringency amplifications 
include a denatuiation phase of 90-95° C for 30-120 sec. an annealing phase lastmg 30-120 sec, 
and an extension phase of about 72° C for 1-2 min. Protocols and guidelines for low and high 
15 stringency amplification reactions are provided. e.g., in Innis. et al. (1990) PCR Protocols: A 
Guide to Meth "^« A pplications Academic Press, NY. 

Nuclac acids that do not hybridize to each other under stringent conditions are stiU 
substantially identical if the polypeptides which they encode are substantially identical. lUis 
occurs, e.g., when a copy of a nucleic acid is created using the maximum codon degeneracy 
20 permitted by the genetic code. In such cases, the nucleic acids typically hybridize under 

moderately stringent hybridization conditions. Exemplary "moderately stringent hybridteation 
conditions" include ahybridization in abuffer of 40% formamide. 1 MNaCl. 1% SDS at 37° C, 
and a wash in IX SSC at 45° C. A positive hybridization is typically at least twice background. 
Altemative hybridization and wash conditions can be utihzed to provide conditions of simito 

25 stringency. Additional guidelines for determming hybridization parameters are provided in 
numerous references, e.g., Ausubel, et al. (eds. 1991 and supplements) Current Protocols in 

Molecular Biology Wiley. 

The phrase "functional effects" in the context of assays for testmg compounds that 
modulate activity of a cancer protein includes the determination of a parameter that is indirectiy 
30 or directly under the influence of the cancer protein or nucleic acid, e.g., a physiological. 

functional, physical, or chemical effect, such as the abiUty to decrease cancei:. It includes Ugand 
bmdmg activitjr, cell viability, cell growth on soft agar; anchorage dependence; contact 
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inhibition and density limitation of growth; cellular proliferation; cellular transformation; 
growth factor or serum dependence; tumor specific marker levels; invasiveness into M atrigel; 
tumor growth and metastasis in vivo; mRNA and protein ^ression in cells undergoing 
metastasis; and other characteristics of cancer cells. "Functional effects" include in vitro, in 
vivo, and ex vivo activities. 

By "determining the functional effect" is meant assaying for a compound that increases 
or decreases a parameter that is indirectly or directly under the influence of a cancer protein 
sequence, e.g., physiological, functional, enzymatic, physical, or chemical effects. Such 
functional effects can be measured, e.g., changes in spectroscopic characteristics (e.g., 
fluorescence, absotbance, refractive index), hydrodynamic (e.g., shape), chromatographic, or 
solubility properties for the protein, measuring inducible markers or transcriptional activation of 
the cancer protein, measuring binding activity or binding assays, e.g., binding to antibodies or 
other ligands, and measuring growth, cellular proliferation, cell viability, cellular 
transformation, growth factor or serum dependence, tmnor specific marker levels, invasiveness 
into Matrigel, tumor growth and metastasis in vivo, mRNA and protein expression, and other 
characteristics of cancer cells. The functional effects can be evaluated by many means, e.g., 
microscopy for quantitative or qualitative measures of alterations in morphological features, 
measurement of changes in RNA or protein levels for cancer-associated sequences, 
measurement of RNA stability, identification of downstream or reporter gene expression (CAT, 
luciferase, /5-gal, GFP, and the like), e.g., via chemiluminescence, fluorescence, colorimetric 
reactions, antibody binding, inducible markers, and ligand binding assays. 

"Inhibitors", "activators," and "modulators" of cancer polynucleotide and polypeptide 
sequences are used to refer to activating, inhibitory, or modulating molecules or compounds 
identified using in vitro and in vivo assays of cancer polynucleotide and polypeptide sequences. 
Inhibitors are compounds that, e.g., bind to, partially or totally block activity, decrease, prevent, 
delay activation, inactivate, desensitize, or down regulate the activity or expression of cancer 
proteins, e.g., antagonists. Antisense or inhibitory nucleic acids may seem to inhibit expression 
and subsequent function of the proteirL "Activators" are compounds that increase, open, 
activate, facilitate, enhance activation, sensitize, agonize, or up regulate cancer protein activity. 
Inhibitors, activators, or modulators also include genetically modified versions of cancer 
proteins, e.g., versions with altered activity, as well as naturally occurring anil synthetic ligands, 
antagonists, agonists, antibodies, small chemical molecules, and the like. Such assays for 
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inhibitors and activators include, e.g., expressing the cancer protein in vitro, m cells, or ceU 
membranes, applying putative modulator compounds, and then determining the fimctional 
effects on activity, as described above. Activators and inhibitors of cancer can also be identified 
by incubating cancer cells with the test compound and determining increases or decreases in the 
5 expression of 1 or more cancer proteins, e.g., 1, 2, 3, 4, 5, 10, 15, 20, 25, 30, 40, 50. or more 
cancer proteins, such as cancer proteins encoded by the sequences set out in Tables 2A-80. 

Samples or assays comprising cancer proteins that are treated with a potential activator, 
inhibitor, or modulator are compared to control samples without the inhibitor, activator, or 
modulator to examine the extent of inhibition. Control samples (untreated with inhibitors) are 
10 assigned a relative protein activity value of 100%. hihibition of a polypeptide is achieved when 
the activity value relative to the control is about 80%, preferably 50%, more preferably 25-0%. 
Activation of a cancer polypeptide is achieved when the activity value relative to the control 
(untreated with activators) is about 110%, more preferably 150%, more preferably 200-500% 
(e.g., two to five fold higher relative to the contixjl), more preferably 1000-3000% higher. 
15 The phrase "changes in ceU growth" refers to any change in cell growth and proUferation 

characteristics in vitro or in vivo, such as ceU viabiUty, formation of foci, anchorage 
independence, semi-soM or soft agar growth, changes in contact inhibition and density 
limitation of growth, loss of growth factor or serum requirements, changes in cell morphology, 
gaining or losing iimnortalization, gaining or losing tumor specific markers, abiUty to form or 
20 suppress tumors when injected into suitable animal hosts, and/or immortali2ation of the celL 
See, e.g., pp. 231-241 ia Freshney (1994) ri.ih.rft nf Animal Cells a Manual of Basic Technique 

(2ded.)Wiley-Liss. 

"Tumor cell" refers to precancerous, cancerous, and normal cells in a tumor. 

"Cancer cells," "transformed" cells or "transformation" in tissue culture, refers to 
25 spontaneous or induced phenotypic changes lhat do not necessarily involve the uptake of new 
genetic material. Although tiansfbrmation can arise from infection wifli a transforming virus 
and incorporation of new genomic DNA, or uptake of exogenous DNA, it can also arise 
spontaneously or following exposure to a carcinogen, ihereby mutating an endogenous gene. 
Transformation is associated with phraiotypic changes, such as immortalization of cells, 
30 aberrant growth control, nonmorphological changes, and/or malignancy. See, Freshney (2000) 
Cultijre of An imal Cells: A Manual of Basic Technique (4th ed.) Wiley-Liss.' 
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"Antibody" refers to a polypeptide comprising a framework region from an 
immunoglobulin gene or fragmmts thereof that specifically binds and recognizes an antigen. 
The recognized immunoglobulin genes include the kappa, lambda, alpha, gamma, delta, epsilon, 
and mu constant region genes, as well as the myriad immunoglobulin variable region genes. 
Light chains are classified as either kappa or lambda. Heavy chains are classified as ganuna, 
mu, alpha, delta, or epsilon, which in tum define the immunoglobulin classes, IgG, IgM, IgA, 
IgD, and IgE, respectively. Typically, the antigen-binding region of an antibody or its 
functional equivalent will be most critical in specificity and affinity of binding. See Paul (ed. 
1999) Fundamental Immunology (4th ed.) Raven. 

An exemplary immunoglobulin (antibody) structural unit comprises a tetramer. Each 
tetramer is composed of two identical pairs of polypeptide chains, each pair having one "light" 
(about 25 kD) and one "heavy" chain (about 50-70 kD). The N-terminus of each chain defines a 
variable region of about 100 to 1 10 or more ammo acids primarily responsible for antigen 
recognition. The terms variable Ught chain (Vl) and variable heavy chain (Vh) refer to these 

light and heavy chains respectively. 

Antibodies exist, e.g., as intact immunoglobulins or as a number of well-characterized 
fiagments produced by digestion with various peptidases. Thus, e.g., pepsin digests an antibody 
below the disulfide linkages in the hinge region to produce F(aby2, a dim©: of Fab which itself 
is a Ught chain joined to Vh-Ch1 by a disulfide bond. The F(ab)'2 may be reduced under mild 
conditions to break the disulfide linkage in the hinge region, thereby converting the F(ab)'2 
dimer into an Fab' monomer. The Fab' monomer is essentially Fab with part of the hinge-region 
(see Paul (ed. 1999) T^nnHnmeTita l Immunology (4lh ed.) Raven. While various antibody 
fragments are defined in terais of the digestion of an intact antibody, one of skill will appreciate 
that such fragments may be synthesized de novo either chemically or by using recombinant 
DNA methodology. Thus, the term antibody, as used herein, also includes antibody firagments 
either produced by the modification of whole antibodies, or those synthesized de novo using 
recombmant DNA methodologies (e.g., single chain Fv) or those idmtified using phage display 
Ubraries (see, e,g., McCafBerty, et al. (1990) Nature 348:552-554). 

For preparation of antibodies, e.g., recombmant, monoclonal, or polyclonal antibodies, 
many techniques known. See, e.g., Kohler and Milstein (1975) Nature 256:495-497; Kozbor, et 
al. (1983) Trnmunologv Today 4:72; Cole, et al. (1985) pp. 77-96 in Reisfeld and SeU (1985) 

Monoclonal Antibodies and Cancer Therapv Liss; Coligan (1991) QmCTtProtocols in 
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tomunology Lippincott; Harlow and Lane (1988) ^ntibodi^- A T.horator y Manua l CSH 
Press- and Coding (1986) Monoclon al Antibodies: Principles and Practice (2d ed.) Acadenuc 
Press Techniques for the production of single chain antibodies (U.S. Patent 4.946.778) can be 
adapted to produce antibodies to polypeptides of this invention. Also, transgenic mice, or other 
5 organisms such as other mammals, may be used to express humanized antibodies. 

Alternatively, phage display technology canbe used to identify antibodies andheteromeric Fab 
fragments that specifically bind to selected antigens. See, e.g.. McCafferty. et al. (1990) ^ 
348:552-554; Marks, et al. (1992) Biotechnology 10:779-783. 

A "chimeric antibody" is an antibody molecule in which (a) the constant region, or a 
10 portion 1iier«>f; is altered, replaced, or exchanged so that the antigen binding site (variable 

region) is linked to a constant region of a different or altered class, and/or species, or an entirely 
different molecule which confers new properties to the chimeric antibody, e.g.. an enzyme, 
toxin, hormone, growth fiictor, drug, effector function, chemoattractant, immune modulator, 
etc.; or (b) the variable region, or a portion thereof, is altered, replaced, or exchange 

15 variable region having a different or altered antigen specificity. 
Identification of cancer-associated sequences 

m one aspect, the expression levels of genes are detemnned in different patient samples 
for which diagnosis infonnation is defied, to provide expression profiles. An expression 
profile of a particular sample is essentially a "fingerprint" of the state of the sample; whUe two 

20 states may have any particular gene similarly expressed, the evaluation of a number of genes 
simultaneously allows the generation of a gene expression profile that is characteristic of the 
state of the cell. That is, normal tissue may be distinguished from cancerous or metastatic 
cancerous tissue, or cancer tissue or metastatic cancerous tissue can be compared with tissue 
from surviving cancer patients. By comparing expressionprofilesoftissueinknown different 

25 cancer states, infomiation regarding which genes are important (including both up-and down- 
regulation of genes) in each of these states is obtained. Molecular profiling may distinguish 
subtypes of a currently collective disease designation, e.g., different forms of a cancer. 

The identification of sequences that are differentially expressed in cancer versus non- 
cancer tissue allows tiie use of this infonnation in a number of ways. For example, a particular 
30 treatinent regime may be evaluated: does a chemotiierapeutic drug act to down-regulate cancer, 
and thus tiunor growtii or recurrence, in a particular patient. Alternatively, a teeatment step may 
induce otiier markers which may be used as targets to destioy tumor cells. Similarly, diagnosis 
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and treatment outcomes may be done or confiimed by conq)armg patient samples with the 
known expression profiles. Maliganant disease may be compared to non-malignant conditions. 
Metastatic tissue can also be analyzed to determine the stage of cancer in the tissue, or origin of 
primary tumor, e.g., metastasis fi:om a remote primary site. FurOiemiore, these gene expression 

5 profiles (or individual genes) allow screening of drug candidates with an eye to mimicking or 
altering a particular expression profile; e.g., screening can be done for dmgs that suppress the 
cancer expression profile. This may be done by making biochips comprising sets of the 
important cancer genes, which can then be used in these screens. These methods can also be 
done on the protein basis; that is, protein expression levels of the cancer proteins can be 

10 evaluated for diagnostic purposes or to screen candidate agents. In addition, the cancer nucleic 
acid sequences can be administered for gene therapy purposes, including the administration of 
antisense nucleic acids, or the cancer proteins (including antibodies and other modulators 
thereof) administered as therapeutic drugs. 

Thus the present invention provides nucleic acid and protein sequences that are 

15 differentially expressed in cancer relative to normal tissues and/or non-malignant disease, or in 
different types of related diseases, herein termed "cancer sequences." As outlined below, cancer 
sequences include those that are up-regulated (e.g., expressed at a higfher level) in cancer, as 
well as those that are down-regulated (e.g., expressed at a lower level). In a preferred 
embodiment, the cancer sequences are &om humans; however, cancer sequences fi'om other 

20 organisms may be useful in animal models of disease and drug evaluation; tiius, other cancer 
sequences are provided, fi:om vertebrates, including mammals, including rodents (rats, mice, 
hamsters, guinea pigs, etc.), primates, farm animals (including sheep, goats, pigs, cows, Eorses, 
etc.) and pets (e.g., dogs, cats, etc.). Cancer sequences from other organisms may be obtained 
using the techniques outlined below. 

25 Cancer sequences can include both nucleic acid and amino acid sequences. In a 

preferred embodiment, the skin cancer sequences are recombinant nucleic acids. These nucleic 
acid sequences are useful in a variety of appUcations, including diagnostic applications, which 
will detect naturally occurring nucleic acids, as well as screening applications; e.g., biochips 
comprising nucleic acid probes or PCR microtiter plates with selected probes to the cancer 

30 sequences. 

A cancer sequence can be initially identified by substantial nucleic acid and/or amino 
acid sequence homology to the cancer sequences outlined herein. Such homology can be based 
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upon the overaU nucleic acid or amino acid sequence, and is generally determined as outlined 
below, e.g., using homology programs or hybridization conditions. 

For identifying cancer-associated sequences, the cancer screen typically includes 
comparing genes identified in different tissues, e.g., normal and cancerous tissues, cancer and 
5 non-maHgnant conditions, non-malignant conditions and normal tissues, or tumor tissue 
samples from patients who have metastatic disease vs. non metastatic tissue. Other suitable 
tissue comparisons include comparing cancer samples with metastatic cancer samples from 
other cancers, such as Imig. stomach, gastrointestinal cancers, etc. Samples of different stages 
of cancer, e.g.. survivor tissue, drug resistant states, and tissue undergoing metastasis, are 
10 appUedtobiochipscomprisingnucleicacidprobes. The samples are first microdissected, if 
appUcable. and treated for preparation of mRNA. Suitable biochips are commerciaUy available, 
e.g., from Affymetrix, Santa Clara, CA. Gene expression profiles as described herein are 

generated and the data analyzed. 

In one embodiment, the genes showing changes in expression as between normal and 
1 5 disease states are compared to genes expressed in other normal tissues, including, and not 
limited to lung, heart, brain, liver, stomach, kidney, muscle, colon, small intestine, large 
intestine, spleen, bone, and/or placenta. In a preferred embodiment, those genes identified 
during the cancer screen that are expressed in a significant amount in other tissues (e.g., 
essential organs) are removed from the profile, although in some embodiments, this is not 
20 necessary(e.g.,whereorgansmaybedispensible.e.g..femaleormalespecific). lliatis.when 
screening for drugs, it is usually preferable that the target expression be disease specific, to 
minimize poss&le side effects on other organs were there expression. 

In a preferred embodiment, cancer sequences are those that are up-regulated in cancer, 
that is, the expression of these genes is higher in the cancer tissue as compared to non-cancer or 
25 non-malignant tissue. "Up-regulation" as used herein often means at least about a two-fold 
change, preferably at least about a three fold diange, with at least about five-fold or higher 
being preferred. Another embodiment is directed to sequences up-regulated in non-maligaant 
conditions relative to normal. Uniformity among relevant samples is also preferred. 

Unigene cluster identification numbers and accession numbers herein are for the 
30 GenBank sequence database and tiie sequenced of the accession numbers are hereby expressly 
incorporated by reference. GenBank is available, see, e.g., Benson, et al. (1998) msJ^ 
26:1-7; and http://www.ncbi.nhn.nih.gov/. Sequences are also available in other databases. 
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e.g., European Molecular Biology Laboratory (EMBL) and DNA Database of Japan (DDBJ). 
In some situations, the sequences may be derived fiom assembly of available sequences or be 
predicted from genomic DNA using exon prediction algorithms, such as FGENESH. See 
Salamov and Solovyev (2000) Genome Res. 10:516-522. In other situations, sequences have 
been derived from cloning and sequencing of isolated nucleic acids. 

In another preferred embodiment, cancer sequences are ttiose that are down-regulated in 
the cancer, that is, the expression of these genes is lower in cancer tissue as compared to non- 
cancerous tissue. "Down-regulation" as used herein often means at least about a two-fold 
change, preferably at least about a three fold change, with at least about five-fold or higher 
being preferred. 
Informatics 

The ability to identify genes that are over or imder expressed in cancer can additionally 
provide high-resolution, high-sensitivity datasets which can be used in the areas of diagnostics, 
therapeutics, drug development, pharmacogenetics, protein structure, biosensor development, 
and other related areas. For example, the expression profiles can be used in diagnostic or 
prognostic evaluation of patients with cancer or related diseases. See Tables 1-3. Or as another 
example, subcellular toxicological information can be generated to better direct drug structure 
and activity correlation (see Anderson (June 1 1-12, 1998) Pharmaceutical Proteomics: Targets. 
Mechanism, and Function, paper presented at the BBC Proteomics conference, Coronado, CA), 
Subcellular toxicological information can also be utilized in a biological sensor device to 
predict the likely toxicological effect of chemical exposures and likely tolerable exposure 
thresholds (see U.S. Patent No. 5,81 1,231). Similar advantages accrue Scorn datasets relevant to 
other biomolecules and bioactive agents (e.g., nucleic acids, saccharides, lipids, drugs, and the 
like). 

Thus, in another embodiment, the present invention provides a database ttiat includes at 
least one set of assay data. The data contained in the database is acquired, e.g., using array 
analysis eitiier singly or in a library format. The database can be in a form in which data can be 
maintained and transmitted, but is preferably an electronic database. The electronic database of 
the invention can be maintained on any electronic device allowing for the storage of and access 
to the database, such as a personal computer, but is preferably distributed on a wide area 
network, such as the World Wide Web. 
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The focus of the present section on databases that include peptide sequence data is for 
clarity of iUustiation only. Similar databases can be assembled for assay data acquired using an 

assay of the invention. 

The compositions and methods for identifying and/or quantitating the relative and/or 
5 absolute abundance of a variety of molecular and macromolecular species ftom a biological 
sample representing cancer, e.g.. the identification of cancer-associated sequences described 
herein, provide an abundance of information which can be correlated with pathological 
conditions, predisposition to disease, drug testing, therapeutic monitoring, gene-disease causal 
linkages, identification of correlates of immunity and physiological status, among others. 
10 Although the data generated fiom tiie assays of the invention is suited for manual review and 
amdysis, in apreferred embodiment, data processing usmg high-speed computers is utilized. 

An array of methods for indexing and retrieving biomolecular information is available. 
For example. U.S. Patents 6.023.659 and 5.966,712 disclose a relational database system for 
storing biomolecular sequence information in a manner tiiat aUows sequences to be catalogued 
15 andsearchedaccordingtooneormoreproteinfunctionhierarchies. U.S. Patent 5,953,727 
discloses a relational database having sequence records containing information in a format that 
allows a collection of partial-length DNA sequences to be catalogued and searched acconhng to 
association with one or more sequencing projects for obtaining full-length sequences from the 
collection of partial length sequences. U.S. Patent 5.706.498 discloses a gene database retneval 
20 system for making a retiieval of a gene sequence similar to a sequence data item in a gene 

database based on tiie degree of similarity between a key sequence and a target sequence. U.S. 
Patent 5,538,897 discloses a method uang mass spectroscopy fragmentation patterns of 
peptides to identify amino acid sequences in computer databases by comparison of predicted 
mass spectra with experimentally-derived mass spectra usmg a closeness-of-fit measure. U.S. 
25 Patent 5,926,818 discloses a multi-dimensional database comprising a functionaUty for multi- 
dhnensional data analysis described as on-line analytical processing (OLAP), which entails the 
consohdation of projected and actual data according to more than one consoUdation path or 
dimension. U.S. Patent 5,295,261 reports a hybrid database structure in which the fields of each 

database record are divided into two classes, navigational and informational data, with 
30 navigational fields stored in a hierarchical topological map which can be viewed as a tree 

structure or as the merger of two or more such tree structures. See also Baxevanis. et al. (2001) 
Pi»infnm,.Hp,.. A Pi-s.ctir.al Guuide to t^ - A..iy.^. nf Gene, and Protems WUey. Mount (2001) 
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Bioinformatics: Sequence and Genome Analysis CSH Press, NY; Duibin, et al. (eds. 1999) 
Biological Sequence Analysis: Probabilistic Models of Proteins and Nucl eic Acids Cambridge 
University Press; Baxevanis and Oeullette (eds. 1998) Bioinformatics: A Practical Guide to the 
Analysis of Genes and Proteins (2d ed.) Wiley-Liss; Rashidi and Buehler (1999) 
Bioinformatics: Basic Applications in Biological Science and Medicine CRC Press; Setubal, et 
al (eds. 1997) Introduction to Computational Molecular Biology Brooks/Cole; Misener and 
Krawetz (eds. 2000) Bioinfonnatics: Methods and Protocols Humana Press; Higgins and Taylor 
(eds. 2000) Bioinformatics: Sequence, Structure, and Databanks: A Pract ical Approach Oxford 
Uniyersity Press; Brown (2001) Bioinfonnatics: A Biologist's Guide to Biocomputing and the 
Internet Eaton Pub.; Han and Kamber (2000) Data Mining: Concepts and Techniques 
Kaufinann Pub.; and Watennan (1995) Introduction to Computational Biolo gy: Maps, 
Sequences, and Genomes Chap and Hall. 

The present invention provides a computer database comprising a computer and 
software for storing in computer-retrievable form assay data records cross-tabulated, e.g., with 
data specifying the source of the target-containing sample ficom which each sequence specificity 
record was obtained. 

In an exemplary embodiment, at least one of the sources of target-containing sample is 
&om a control tissue sample known to be free of pathological disorders. In a variation, at least 
one of the sources is a known pathological tissue specimen, e.g., a neoplastic lesion or another 
tissue specimen to be analyzed for cancer. In another variation, the assay records cross-tabulate 
one or more of the following parameters for each target species in a sample: (1) a unique 
identification code, which can include, e.g., a target molecular structure and/or characteristic 
separation coordinate (e.g., electrophoretic coordinates); (2) sample source; and (3) absolute 
and/or relative quantity of the target species present in the sample. 

The invention also provides for the storage and retrieval of a collection of target data in 
a computer data storage apparatus, which can include magnetic disks, optical disks, magneto- 
optical disks, DRAM, SRAM, SGRAM, SDRAM, RDRAM, DDR RAM, magnetic bubble 
memory devices, and other data storage devices, including CPU registers and on-CPU data 
storage arrays. Typically, the target data records are stored as a bit pattern in an array of 
magnetic domains on a magnetizable medium or as an array of charge states or transistor gate 
states, such as an array of cells m a DRAM device (e.g., each cell comprised of a transistor and 
a charge storage area, which may be on the transistor). In one embodiment, the invention 
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provides such storage devices, and computer systems built tiierewilh, comprising a bit pattern 
encoding a protein expression fingerprint record comprising unique identifiers for at least 10 
target data records cross-tabulated with target source. 

When the target is a peptide or nucleic acid, the invention preferably provides a method 
5 for identifying related peptide or nucleic acid sequences, comprising performing a computerized 
comparison between a peptide or nucleic acid sequence assay record stored in or retrieved torn 
a computer storage device or database and at least one other sequence. The comparison can 
include a sequence analysis or comparison algorithm or computer program embodiment thereof 
(e.g., FASTA, TFASTA, GAP, BESTFIT) and/or the comparison may be of the relative amount 
10 of al)eptide or nucleic acid sequence in a pool of sequences determined from a polypeptide or 

nucleic acid sample of a specimen. 

The invention also preferably provides a magnetic disk, such as an IBM-compatible 
(DOS, Windows, Wmdows95/98/2000, Windows NT, OS/2) or other format (e.g., Linux, 
SunOS, Solaris, AK, SCO Unix, VMS, MV, Macintosh, etc.) floppy diskette or hard (fixed, 
15 Winch^ter) disk drive, comprising a bit pattern encoding data from an assay of the invention in 
a file fonnat suitable for retrieval and processing in a computerized sequence analysis, 
comparison, or relative quantitation method. 

The invention also provides a network, comprising a pluraHty of computing devices 
linked via a data link, such as an Ethernet cable (coax or lOBaseT), telephone line, ISDN line, 
20 wireless networic, optical fiber, or other suitable signal transmission medium, whereby at least 
one network device (e.g.. computer, disk array, etc.) comprises a pattern of magnetic domains 
(e.g., magnetic disk) and/or charge domains (e.g., an array of DRAM cells) composing aliit 
pattern encoding data acquired from an assay of the invention. 

The invention also provides a method for transmitting assay data tiiat mcludes 
25 generating an electronic signal on an electronic communications device, such as a modem. 
ISDN terminal adapter, DSL, cable modem, ATM switch, or the like, wherein the signal 
includes (in native or encrypted format) a bit pattern encoding data from an assay or a database 
comprising a pluraUty of assay results obtained by the method of the invention. 

In a preferred embodiment, the invention provides a computer system for comparing a 
30 query target to a database containing an array of data structures, such as an assay result obtained 
by the method of the invention, and ranking database targets based on tiie degree of identity and 
g^ weight to 6ie target data. A central processor is preferably initialized to load and execute 
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the computer program for alignment and/or comparison of the assay results. Data for a query 
target is entered into the central processor via an I/O device. Execution of the computer 
program results in the central processor retrieving the assay data from the data file, which 
comprises a binary description of an assay result. 

The target data or record and flie computer program can be transferred to secondary 
memory, which is typically random access memory (e.g., DRAM, SRAM, SGRAM, or 
SDRAM). Targets are ranked according to the degree of correspondence between a selected 
assay characteristic (e.g., binding to a selected aflBnity moiety) and the same characteristic of 
the query target and results are output via an I/O device. For example, a central processor can 
be a conventional computer (e.g., Intel Pentium, PowerPC, Alpha, PA-8000, SPARC, MIPS 
4400, MIPS 10000, VAX, etc.); a program can be a commercial or pubHc domain molecular 
biology software package (e.g., UWGCG Sequence Analysis Software, Darwin); a data file can 
be an optical or magnetic disk, a data server, a memory device (e.g., DRAM, SRAM, SGRAM, 
SDRAM, EPROM, bubble memory, flash memory, etc.); an I/O device can be a terminal 
comprising a video display and a keyboard, a modem, an ISDN termmal adapter, an Ethernet 
port, a punched card reader, a magnetic strip reader, or other suitable VO device. 

The invention also preferably provides the use of a computer system, such as that 
described above, which comprises: (1) a computer; (2) a stored bit pattem encoding a collection 
of peptide sequence specificity records obtained by the methods of the invention, which may be 
stored in the computer, (3) a comparison target, such as a query target; and (4) a program for 
aligranent and comparison, typically with rank-ordering of comparison results on the basis of 
computed similarity values. See, e.g., Ewens and Grant (2001) Statistical Methods in 
Bioinformatics: An Introduction Snringer-Verlag. Mathematical approaches can also be used to 
conclude whether similarities or differences in the gene expression exhibited by dififerOTt 
samples are significant. See, e.g., Golub, et aL (1999) Science 286:531-537; Duda, et al. (2001) 
Pattem Classification Wiley; and Hastie, et al. (2001) The Elements of Statistical Learning: 
DataMming. Inference, and Prediction Springer-Veriag. One approach to detennine whether a 
sample is more similar to or has maximum similarity with a given condition between the sample 
and one or more pools representing different conditions for comparison; the pool with the 
smallest vector angle is then chosen as the most similar to the biological sample among the 
pools compared. 
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Characteristics of cancer-associated proteins 

Cancer proteins of the present invention may be classified as secreted proteins, 
transmembrane proteins, or intraceUular proteins. In one embodiment, the cancer protein is an 
intracellular protein. Intracellular proteins may be found in the cytoplasm and/or in the nucleus. 
> Intracellular proteins are involved in all aspects of cellular fimction and repUcation (including. 
e.g., signaling pathways); aberrant expression of such proteins often results in unregulated or 
dis,^gulated cellular processes (see, e.g., Alberts, et al. (eds. 1994) MnleoularBiology of the 
eeU (3d ed.) Garland). For example, many intracellular proteins have enzymatic activity such 
as protein kinase activity, protein phosphatase activity, protease activity, nucleotide cyclase 
0 activity, polymerase activity, and the like. Intracellular proteins also serve as docking proteins 
that are involved in organizing complexes of proteins, or targeting proteins to various 
subcellular localizations, and are involved in maintaining the structural integrity of organelles. 

An increasingly appreciated concept in characterizing proteins is the presence in the 
proteins of one or more stmctural motifs for which defined fimctions have been attributed. In 
1 5 addition to tiie highly conserved sequences found in the enzymatic domain of proteins, highly 
conserved sequences have been identified in proteins that are involved in protein-protein 
interaction. For example. Srchomology-2 (SH2) domains bind tyrosine-phosphorylated targets 
in a sequence dependent manner. PTB domains, which are distinct ftom SH2 domains, also 
bind tyrosinephosphorylated targets. SH3 domains bind to pioline-rich targets. Inaddition,PH 
20 domains,tetratricopeptiderepeatsandWDdomainstonameonlyafew,havebeenshownto 

mediate protein-piotein interactions. Some of these may also be involved in binding to 
phosphoUpids or otiier second messengers. Tliese motife can be identified on the basis of amino 
acid sequence; thus, an analysis of the sequence of proteins may provide insight into both the 
enzymatic potential of the molecule and/or molecules with which the protein may associate. 
25 One useful database is Pfam (protein femilies), which is a large colle«^on of multiple sequence 
aHgnments and Mdden Markov models covering many conmion protdn domains. Versions are 

available via tiie internet ftom Washington University in St. Louis, the Sanger Center in 
England, and the Karolinska Institute in Sweden. See, e.g.. Bateman, et al. (2000) 

28:263-266; Somihammer. et al. (1997) Proteins 28:405-420 ; Bateman, et al. (1999) Nuc. 
30 Acids Res. 27:260-262; and Sonnhammer. et al. (1998) Nuc. Acids Res, 26:320-322. 

In anoliier embodiment, tiie cancer sequences are transmembrane proteins. 
Transmembrane proteins are molecules tiiat span a phosphoUpid bilayer of a cell They may 
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have an intracellular domain, an extracellular domain, or both. The intracellular domains of 
such proteins may have a number of functions including those already described for 
intracellular proteins. For example, the intracellular domain may have enzymatic activity 
and/or may serve as a binding site for additional proteins. Frequently the intracellular donuiin 
of transmembrane proteins serves both roles. For example certain receptor tyrosine kinases 
have both protein kinase activity and SH2 domains. In addition, autophosphorylation of 
tyrosines on the receptor molecule itself, creates binding sites for additional SH2 domain 
containing proteins. 

Transmembrane proteins may contain from one to many transmembrane domains. For 
example, receptor tyrosine kinases, certain cytokine receptors, receptor guanylyl cyclases and 
receptor serine/threonine protein kinases contain a single transmembrane domain. However, 
various other proteins including channels and adenylyl cyclases contain numerous 
transmembrane domains. Many important cell surface receptors such as G protein coupled 
receptors (GPCRs) are classified as "seven transmembrane domain" proteins, as they contain 7 
membrane spanning regions. Characteristics of transmembrane domains include approximately 
17 consecutive hydrophobic amino acids that may be followed by charged amino acids. 
Therefore, upon analysis of the amino acid sequence of a particular protem, the localization and 
number of transmembrane domains within the protein may be predicted (see, e.g., PSORT web 
site http://psort.mbb.ac,jp/). Important transmembrane protem receptors include, but are not 
limited to the insulin receptor, insulin-like growth factor receptor, human growth hormone 
receptor, glucose transporters, transferrin receptor, epidermal growth factor receptor, low 
density lipoprotein receptor, qiidennal growth factor recqptor, leptin receptor, and interleukin 
receptors, e.g., BL-l receptor, IL-2 receptor, etc. 

The extracellular domains of transmembrane proteins are diverse; however, cons^ed 
motifs are found repeatedly among various extracellular domains. Conserved structure and/or 
functions have been ascribed to different extracellular motife. Many extracellular domains are 
involved in binding to other molecules. In one aspect, extracellular domains are found on 
receptors. Factors that bind the receptor domain include circulatiuig ligands, which may be 
peptides, proteins, or small molecules such as adenosine and the like. For example, growth 
factors such as EGFj FGF, and PDGF are circulating growth factors that bind to their cognate 
receptors to initiate a variety of cellular responses. Other factors include cytokines, mitogenic 
factors, neurotrophic factors, and the Uke. Extracellular domains also bind to cell-associated 
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molecules. In this respect, they may mediate cell-cell interactions. CeU-assodated Ugands can 
be tethered to the cell, e.g., via a glycosylphosphatidyiinositol (GPI) anchor, or may themselves 
be transmembrane proteins. Extracellular domains may also associate with the extraceUular 
matrix and contribute to the maintenance of the cell structure. 
5 Cancer proteins that are transmembrane are particularly preferred in the present 

invention as they are readily accessible targets for immunotherapeutics, as are described herdn. 
In addition, as outlined below, transmembrane proteins can be also useful in imaging 
modalities. Antibodies may be used to label such readily accessible proteins in situ. 
Alternatively, antibodies can also label intraceUular proteins, in which case samples are 
10 typically pemieablized to provide access to intracellular proteins. In addition, some membrane 
proteins can be processed to release a soluble protein, or to expose a residual fragment. 
Released soluble proteins maybe usefiil diagnostic markers, processed residual protein 
ftagments may be useful lung markers of disease. 

It wiU also be appreciated that a transmembrane protein can be made soluble by 
15 removing transmembrane sequences, e.g., through recombinant methods. Furthermore, 
transmembrane proteins that have been made soluble can be made to be secreted through 
recombinant means by adding an appropriate signal sequence. 

In another embodiment, the cancer proteins are secreted proteins; the secretion of which 
can be either constitutive or regulated. These proteins may have a signal peptide or sigoal 
20 sequence that targets the molecule to the secretory pathway. Secreted proteins are involved in 
numerous physiological events; e.g., if circulating, they often serve to transmit signals to^ 
various other cell types. The secreted protein may function in an autocrine manner (acting on 
the cell that secreted the fector), a paracrine manner (acting on ceUs in close proximity to the 
cell that secreted the factor), an endocrine manner (acting on cells at a distance, e.g, secretion 
25 into the blood stream), or exocrine (secretion, e.g., through a duct or to adjacent epitiieUal 

surface as sweat glands, sebaceous glands, pancreatic ducts, lacrimal glands, mammary glands, 
wax producing glands of the ear, etc.). Thus secreted molecules often find use in modulating or 
altering numerous aspects of physiology. Cancer proteins that are secreted proteins are 
particularly preferred in the present invention as they serve as good targets for diagnostic 
30 markers, e.g., for blood, plasma, serum, or stool tests. Those which are enzymes maybe 
antibody or small molecule targets. Otiiers may be usefiil as vaccine targets, eg., via CTL 
mechanisms. 



33 



wo 03/042661 



PCT/US02/36810 



Use of cancer nucldc acids 

As described above, cancer sequence is initially idraitified by substantial nucleic acid 
and/or amino acid sequence homology or linkage to the cmcer sequences outlined herein. Such 
homology can be based upon the overall nucleic acid or amino acid sequence, and is generally 
5 determined as outlined below, using eithor homology programs or hybridization conditions. 
Typically, linked sequences on a mRNA are found on (he same molecule. 

As detailed elsewhere, percent identity can be determined using an algorithm such as 
BLAST. A preferred method utiUzes the BLASTN module of WU-BLAST-2 set to tiie default 
parameters, with overiap span and overlap fraction set to 1 and 0.125, respectively. Alignment 
10 may include the introduction of gaps in the sequences to be aligned. In addition, for sequences 
which contain eiflier more or fewer nucleotides than those of the nucleic acids described, the 
percaitage of homology may be determined based on the number of homologous nucleosides in 
relation to tiie total number of nucleosides. Thus, e.g., homology of sequences shorter than 
tiiose of the sequences identified will be determined using tiie number of nucleosides in tiie 

IS shorter sequence. 

In one embodhnent, the nucldc acid homology is determined through hybridization 
stiidies. Thus, e.g., nucleic acids which hybridize under high stringency to a described nucleic 
acid, or its complement, or is also found onnatiirally occurring mRNAs is considered a cancer 
sequence. In anotiier embodiment, less stringent hybridization conditions are used; e.g., 
20 moderate or low stiingaicy conditions may be used; see Ausubel, supra, and Tijssoi, supra. 

The cancer nucldc acid sequences of tiie invaition, e.g., tiie sequences in Tables 1-80, 
can be fragments of larger genes, e.g., tiiey are nucleic acid segments. "Genes" in tiiis context 
includes coding regions, non-coding regions, and mixhnes of coding and non-coding regions. 
Accordingly, using the sequences provided hwein, extended sequoices, in eitiia: direction, of 
25 ttie cancer genes can be obtained, using techniques weU known for cloning eitiier longer 
sequences or tiie fiill length sequences; see Ausubel, et al., supra. Much can be done by 
informatics and many sequences can be clustered to include multiple sequences corresponding 
to a single gene, e.g., systems such as UniGene (see, http://www.ncbi.nhn.nih.gov/UmGene/). 
Once a cancer nucleic acid is identified, it can be cloned and, if necessary, its constifaient 
30 parts recombined to form tiie entire cancer nucleic acid coding regions or tiie witire mRNA 

sequence. Once isolated from its natural source, e.g., contained wittiin a plasmid or otiier vector 
or excised tiierefrom as a linear nucleic acid segment, tiie recombinant cancer nucleic acid can 
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be further used as a probe to identify and isolate other cancer nucleic acids, e.g., extended 
coding regions. It can also be used as a "precursor" nucleic acid to make modified or variant 

cancer nucleic acids and proteins. 

The cancer nucleic acids of the present invention are used in several ways. In one 
embodiment, nucleic acid probes to the cancer nucleic acids are made and attached to biochips 
to be used in screening and diagnostic methods, as outUned below, or for administration, e.g., 
for gene therapy, vaccine, RNAi, and/or antisense appUcations. Altematively. cancer nucleic 
acids that include coding regions of cancer proteins can be put into expression vectors for the 
expression of cancer proteins, again for screening purposes or for admmistration to a patient. 

In a preferred embodiment, nucleic acid probes to cancer nucleic acids (both the nucleic 
add sequences outlined in the figures and/or the complements thereof) are made. The nucleic 
acid probes attached to the biochip are designed to be substantially complementary to the cancer 
nucleic acids, e.g.. the target sequence (either the target sequence of the sample or to other 
probe sequences, e.g., in sandwich assays), such that hybridization of the target sequence and 
the probes of the present invention occurs. As outlined below, this complementarity need not 
be perfect; there may be any number of base pair mismatches which wiU interfere with 
hybridization between the target sequence and the single stranded nucleic acids of the present 
invention. However, if the number of mutations is so great that no hybridization can occur 
mider even the least stringent of hybridization conditions, the sequence is not a complementary 
target sequence. Thus, by "substantially complementary" herein is meant that the probes are 
sufficiently conq)lementary to the target sequences to hybridize under normal reaction 

conditions, particularly high stringency conditions, as outlined herein. 

A nucleic acid probe is generaUy single stranded but can be partially single and partially 

double stranded. The strandedness of the probe is dictated by the structure, composition, and 
; properties ofthe target sequence. In general, the nucleic acid probes range ftom about 8-100 

bases long, with from about 10-80 bases being preferred, and fiom about 30-50 bases being 

particularlypreferred. That is, generaUy whole genes are not used In some embodiments, 

much longer nucleic acids can be used, up to hundreds of bases. 

In a preferred embodiment, more than one probe per sequence is used, with either 
0 overlapping probes or probes to different sections ofthe target being used. That is, two, three, 

four or more probes, with three being preferred, are used to build in a redundiancy for a 
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particular target. The probes can be overlapping (e.g., have some sequence in common), or 
separate. In some cases, PGR primers may be used to amplify signal for higher sensitivity. 

Nucleic acids can be attached or immobilized to a solid support in a wide variety of 
ways. By ^Immobilized" and grammatical equivalents herein is meant the association or 

5 binding between the nucleic acid probe and the solid support is sufScient to be stable under the 
conditions of binding, washing, analysis, and removal as outlined. The binding can typically be 
covalent or non-covalent. By "non-covalent binding" and grammatical equivalents herein is 
meant one or more of electrostatic, hydrophilic, and hydrophobic interactions. Included in non- 
covalent binding is the covalent attachment of a molecule, e.g., streptavidin to the support and 

10 the non-covalent binding of the biotinylated probe to the streptavidin. By "covalent binding" 
and grammatical equivalents herein is meant that the two moieties, the solid support and the 
probe, are attached by at least one bond, including sigma bonds, pi bonds, and coordination 
bonds. Covalent bonds can be formed directly between the probe and the solid support or can 
be formed by a cross linker or by inclusion of a specific reactive group on either the solid 

IS support or the probe or both molecules. Immobilization may also involve a combination of 
covalent and non-covalent interactions. 

In general, the probes are attached to the biochip in a wide variety of ways. As 
described herein, the nucleic acids can either be synthesized first, with subsequent attachment to 
the biochip, or can be directly synthesized on the biochip. 

20 The biochip comprises a suitable solid substrate. By "substrate" or "solid support" or 

other granmiatical equivalents herein is meant a material that can be modified for the 
attachment or association of the nucleic acid probes and is amenable to at least one detecGon 
method. Often, the substrate may contain discrete individual sites appropriate for individual 
partitioning and identificatiorL The number of possible substrates is very large, and include, but 

25 are not limited to, glass and modified or functionalized gilass, plastics (including acrylics, 
polystyrene and copolymers of styrene and other materials, polypropyl^e, polyethylene, 
polybutylene, polyurethanes, TefioiJ, etc.), polysaccharides, nylon or nitrocellulose, resins, 
silica or silica-based materials including silicon and modified silicon, carbon, metals, inorganic 
glasses, plastics, etc. In general, the substrates allow optical detection and do not appreciably 

30 fluoresce. See WO 0055627. 

Generally the substrate is planar, although other configurations of substrates may be 
used as well. For example, the probes may be placed on the inside surface of a tube for flow- 
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through sample analysis to minimize sample volume. Similarly, the substrate may be flexible, 
such as a flexible foam, including closed cell foams made of particular plastics. 

In a preferred embodiment, the surface of the biochip and the probe may be derivatized 
with chemical functional groups for subsequent attachment of the two. Thus, e.g., the biochip is 
derivatized with a chemical functional group including, but not limited to, amino groups, 
caiboxy groups, oxo groups, and thiol groups, with amino groups being particularly preferred. 
Using these functional groups, the probes can be attached using functional groups on the probes. 
For example, nucleic acids containing amino groups can be attached to surfaces comprising 
amino groups, e.g., using linkers; e.g., homo-or hetero-bifunctional linkers as are well known 
(see 1994 Pierce Chemical Company catalog, technical section on cross-linkers, pages 155- 
200). In addition, in some cases, additional linkers, such as alkyl groups (including substituted 
and heteroalkyl groups) may be used. 

In this embodiment, oligonucleotides are synthesized, and then attached to the surface of 
the solid support. Either the 5' or 3' terminus may be attached to the solid support, or 
attachment may be via linkage to an internal nucleoside. In another embodiment, the 
immobilization to the solid support may be very strong, yet non-covalent. For example, 
biotinylated oligonucleotides can be made, which bind to surfaces covalently coated with 
streptavidin, resulting in attachment. 

Alternatively, the oligonucleotides may be synthesized on flie surface. For example, 
photoactivation techniques utilizmg photopolymerization compounds and techniques are used. 
In a preferred embodiment, the nucleic acids can be synthesized in situ, using known 
photolithographic techniques, such as those described in WO 95/25116; WO 95/35505; U.S. 
Patent Nos. 5,700,637 and 5,445,934; and references cited within, all of which are expressly 
incorporated by reference; these mediods of attachment form the basis of the AJBEymetrix 
GeneChip™ technology. 

Often, amplification-based assays are performed to measure the expression level of 
cancer-associated sequences. These assays are typically performed in conjunction with reverse 
transcription. In such assays, a cancer-associated nucleic acid sequence acts as a template in an 
amplification reaction (e.g.. Polymerase Chain Reaction, or PCR). In a quantitative 
amplification, the amount of amplification product will be proportional to the amount of 
template in the original sample. Comparison to appropriate controls provides a measure of the 
amoimt of cancer-associated KNA. Methods of quantitative amplification are well known. 
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Detailed protocols for quantitative PGR are provided, e.g., in Innis, et al. (1990) PGR Protocols: 
A Guide to Methods and Applications Academic Press. 

In some embodiments, a TaqMan based assay is used to measure expression. TaqMan 
based assays use a fluorog^c oligonucleotide probe that contains a S' fluorescent dye and a 3' 
5 quenching agent. The probe hybridizes to a PGR product, but cannot itself be extended due to a 
blocking agent at the 3* end. When the PGR product is amplified in subsequent cycles, the 5' 
nuclease activity of the polymerase, e.g., AmphTaq, results in the cleavage of the TaqMan 
probe. This cleavage separates the 5' fluorescent dye and the 3' quenching agent, thereby 
resulting in an increase in fluorescence as a function of amplification (see, e.g., Uterature 

1 0 provided by Perkin-Elmer, e.g., www2.perkin-ehner.com). 

Other suitable amplification methods include, but are not limited to, ligase chain 
reaction (LCR) (see Wu and Wallace (1989) Genomics 4:560-569, Landegren, et al. (1988) 
Science 241:1077-1080, and Barringer, et al. (1990) Gene 89:117-122), transcription 
ampUfication (Kwoh, et al. (1989) Proc. Natl. Acad. Sci. USA 86:1 173-1 177), self-sustained 

15 sequence replication (Guatelli, et al. (1990) Proc. Natl Acad. Sci. USA 87:1874-1878), dot 
PGR, linker adapter PGR, etc. 
Expression of cancer proteins from nucleic acids 

In a preferred embodiment, cancer nucleic acids, e.g., encoding canc^ proteins, are used 
to make a variety of expression vectors to express cancer proteins which can then be used in 

20 screening assays, as described below. Expression vectors and recombinant DNA technology are 
well known (see, e.g., Ausubel, supra, and Fernandez and HoefOer (eds. 1999) Gene Expression 
Svstems Academic Press) to express proteins. The expression vectors may be either self^ 
repUcating extrachromosomal vectors or vectors which integrate into a host genome. Generally, 
these expression vectors include transcriptional and translational regulatory nucleic acid 

25 operably linked to the nucleic acid encoding the cancer protein. The term "control sequences" 
refers to DNA sequences used for the expression of an operably linked coding sequence in a 
particular host organism. Gontrol sequences that are suitable for prokaryotes, e.g., include a 
promoter, optionally an operator sequence, and a ribosome binding site. Eukaryotic cells are 
known to utiUze promoters, polyadenylation signals, and enhancers. 

30 Nucleic acid is "operably linked" when it is placed mto a functional relationship with 

another nucleic acid sequence. For example, DNA for a presequence or secretory leader is 
operably linked to DNA for a polypeptide if it is expressed as a preprotein that participates in 
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■ the secretion of the polypeptide; a promoter or enhancer is operably linked to a coding sequence 
if it affects the transcription of the sequence; or aribosome binding site is operably linked to a 
coding sequence if it is positioned so as to facilitate translation. Generally, "operably linked" 
means that the DNA sequences being linked are contiguous, and, in the case of a secretory 
5 leader, contiguous and in reading phase. However, enhancers do not have to be contiguous. 
Linking is typically accomplished by Ugation at convenient restriction sites. If such sites do not 
exist, synthetic oligonucleotide adaptors or linkers are used in accordance with conventional 
practice. Transcriptional and transMonal regulatory nucleic acid will generally be appropriate 
to the host cell used to express the cancer protein. Numerous types of appropriate expression 
10 vectors and suitable regulatory sequences are known for a variety of host cells. 

In general, transcriptional and translational regulatory sequences may include, but are 
not limited to, promoter sequences, ribosomal binding sites, transcriptional start and stop 
sequences, translational start and stop sequences, and enhancer or activator sequences. In a 
preferred embodiment, the regulatory sequences include a promoter and transcriptional start and 

15 stop sequ^ces. 

Promoter sequences may be either constitutive or inducible promoters. The promoters 
may be either naturally occurring promoters or hybrid promoters. Hybrid promoters, which 
combine elements of more than one promoter, are also known, and are usefiil in the present 
invention. 

20 An expression vector may comprise additional elements. For example, tiie expression 

vector may have two repUcation systems, thus allowing it to be maintained in two organisms, 
e.g., in mammalian or insect cells for expression and in a prokaryotic host for cloning anil 
amplification. Furthermore, for integrating expression vectors, tiie expression vector often 
contains at least one sequence homologous to the host cell genome, and preferably two 

25 homologous sequences which flank tiie expression construct. The integrating vector may be 
directed to a specific locus in tiie host ceU by selecting tiie appropriate homologous sequence 
for inclusion m the vector. Constructs for integrating vectors are available. See, e.g., 
Fernandez and HoefQer, supra; and Kitamura, et al. (1995) Proc. Nafl Acad. Sci. USA 92:9146- 
9150. 

30 In addition, in a preferred embodiment, the expression vector contains a selectable 

marker gene to allow tiie selection of transformed host cells. Selection genes are weU known 
and will vary with tiie host cell used. 
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The cancer proteins of the present invention are usually produced by culturing a host cell 
transformed with an expression vector containing nucleic acid encoding a cancer protein, under 
the appropriate conditions to induce or cause expression of the cancer protein Conditions 
appropriate for cancer protein expression will vary with the choice of the expression vector and 
the host cell, and will be easily ascertained through routine experimentation or optimization. 
For example, the use of constitutive promoters in the expression vector will require optimizing 
the growth and proliferation of the host cell, while the use of an inducible promoter requires the 
appropriate growth conditions for induction. In addition, in some embodiments, the timing of 
the harvest is important. For example, the baculoviral systems used in insect cell expression are 
lytic viruses, and thus harvest time selection can be crucial for product yield. 

Appropriate host cells include yeast, bacteria, archaebacteria, fungi, and insect and 
animal cells, including mammalian cells. Of particular interest are Saccharomyces cerevisiae 
and other yeasts, E. coU, Bacillus subtilis, Sf9 cells, C129 cells, 293 cells, Neurospora, BHK, 
CHO, COS, HeLa cells, HUVEC Qiuman umbilical vein mdothelial cells), THPl cells (a 
macrophage cell line), and various other human cells and cell lines. 

In a preferred embodiment, the cancer proteins are expressed in mammalian cells. 
Mammalian expression systems may be used, and include retroviral and adoioviral systems. 
One expression vector system is a retroviral vector system such as is generally described in 
PCT/US97/01019 and PCT/US97/01048. Of particular use as mammalian promoters are the 
promoters from mammalian viral genes, since the viral genes are often highly expressed and 
have a broad host range. Exaiiq>les include the S V40 early promoter, mouse mammary tumor 
virus LTR promoter, adenovirus major late promoter, herpes simplex virus promoter, and the 
CMV promoter (see, e.g., Fernandez and HoefQer, siq)ra). Typically, transcription termination 
and polyadenylation sequences recogoized by maimnalian cells are regulatory regions located 3' 
to the translation stop codon and ttius, together with the promoter elements, flank the coding 
sequence. Examples of transcription terminator and polyadenlyation signals include those 
derived from SV40. 

Methods of introducing exogenous nucleic acid into maimnalian hosts, as well as other 
hosts, are available, and will vary with the host cell used. Techniques include dextran-mediated 
transfection, calcium phosphate precipitation, polybrene mediated transfection, protoplast 
fusion, electroporation, viral infection, encapsulation of the polynucleotide(s) in liposomes, and 
direct microinjection of the DNA into nuclei. 
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In a preferred embodiment, cancer proteins are expressed in bacterial systems. 
Promoters from bacteriophage may also be used. In addition, synthetic promoters and hybrid 
promoters are also useful; e.g., the tac promoter is a hybrid of the tip and lac promoter 
sequences. Furthermore, a bacterial promoter can include naturally occurring promoters of non- 
bacterial origin that have the abiUty to bind bacterial RNA polymerase and initiate transcription. 
In addition to a fimctioning promoter sequence, an efficient ribosome binding site is desirable. 
The expression vector may also include a signal peptide sequence that provides for secretion of 
the cancer protein in bacteria. The protein is either secreted into the growth media (gram- 
positive bacteria) or into the periplasmic space, located between the inner and outer membrane 
of the cell (gram-negative bacteria). The bacterial expression vector may also include a 
selectable marker gene to allow for the selection of bacteriial strains that have been transformed. 
Suitable selection genes include genes which render the bacteria resistant to drugs such as 
ampicillin, chloramphenicol, eryfliromycin, kanamycm, neomycin, and tetracycline. Selectable 
markers also include biosynthetic genes, such as those in the histidme, tryptophan, and leucine 
biosynthetic pathways. These components are assembled into expression vectors. Expression 
vectors for bacteria are well known, and include vectors for Bacillus subtilis, E. coli. 
Streptococcus cremoris, and Streptococcus lividans, among others (e.g., Femandez and 
Hoefifler, supra). The bacterial expression vectors are transformed into bactaial host cells usmg 
techniques such as calcium chloride treatment, electroporation, and others. 

In one embodiment, cancer proteins are produced in msect cells using, e,g., expression 
vectors for flie transformation of insect cells, and in particular, baculovirus-based expression 
vectors. 

In a prefOTcd embodiment, a cancer protein is produced in yeast cells. Yeast e3q)ression 
systems are well known, and include expression vectors for Saccharomyces cerevisiae, Candida 
albicans and C. maltosa, Hansenula polymorpha, Kluyveromyces fragilis and K. lactis, Pichia 
guillerimondii and P. pastoris, Schizosaccharomyces pombe, and Yarrowia hpolytica. 

The cancer protein may also be made as a fusion protein, usmg available techniques. 
Thus, e.g., for the creation of monoclonal antibodies, if the desired epitope is small, the cancer 
protein may be fused to a carrier protein to form an immunogen. Alternatively, the cancer 
protein may be made as a fusion protein to increase expression, or for other reasons. For 
example, when the cancer protein is a cancer peptide, the nucleic acid encoding the peptide may 
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be linked to other nucleic acid for expression purposes. Fusion with detection epitope tags can 
be made, e.g., with FLAG, His6, myc, HA, etc. 

In a preferred embodiment, the cancer protein is purified or isolated after expression. 
Cancer proteins may be isolated or purified in a variety of ways depending on what other 

5 components are present in the sample and the requirements for purified product, e.g., natural 
conformation or denatured. Standard purification methods include ammonium sulfate 
precipitations, electrophoretic, molecular, immunological, and chromatographic techniques, 
including ion exchange, hydrophobic, affinity, and reverse-phase HPLC chromatography, and 
chromatofocusing. For example, the cancer protein may be purified using a standard anti- 

10 cancer protein antibody column. Ultrafiltration and diafiltration techniques, in conjimction with 
protein concentration, are also usefiil. See, e.g., Walsh (2002) Proteins: Biochemistry and 
Biotechnology Wiley; Hardin, et al. (eds. 2001) Cloning, Gene Expression and Protein 
Purification Oxford Univ. Press; Wilson, et al. (eds. 2000) Encyclopedia of Separation Science 
Academic Press; and Scopes (1993) Protein Purification Springer- Verlag. The degree of 

IS purification necessary will vary dq)ending on the use of the cancer protein. In some instances 
no purification will be necessary. 

Once expressed and purified if necessary, the cancer proteins and nucleic acids are 
usefiil in a number of applications. They may be used as immunoselection reagents, as vaccine 
reagents, as screening agents, therapeutic entities, for production of antibodies, as transcription 

20 or translation inhibitors, etc. 
Variants of cancer proteins 

Also included within one embodiment of cancer proteins are amino acid variants^of the 
naturally occurring sequences, as determined herein. Preferably, the variants are preferably 
greater than about 75% homologous to. the wild-type sequence, more preferably greater than 

25 about 80%, even more preferably greater than about 85%, and most preferably greater than 
90%. In some embodiments the homology will be as high as about 93-95% or 98%. As for 
nucleic acids, homology in this context means sequence similarity or identity, with identity 
being preferred. This homology will be determined using standard techniques, as are outlined 
above for nucleic acid homologies. 

30 Cancer proteins of the present invention may be shorter or longer than the wild type 

amino acid sequences. Thus, in a preferred embodiment, included within the definition of 
cancer proteins are portions or fiiigments of the wild type sequences herein. In addition, as 
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outlined above, the cancer nucleic acids of the invention may be used to obtain additional 
coding regions, and thus additional protein sequence. 

In one embodiment, the cancer proteins are derivative or variant cancer proteins as 
compared to the wild-type sequence. That is, as outlined more folly below, the derivative 
5 cancer peptide will often contain at least one amino acid substitution, deletion, or insertion, with 
amino acid substitutions being particularly preferred. The amino acid substitution, insertion, or 
deletion may occur at many residue positions within the cancer peptide. 

Also included within one embodiment of cancer proteins of the present invention are 
amino acid sequence variants. These variants typicaUy fall into one or more of three classes: 
10 substitutional, insertional, or deletional variants. These variants ordinarily are prepared by site 
specific mutagenesis of nucleotides in the DNA encoding the cancer protein, using cassette or 
PGR mutagenesis or other techniques, to produce DNA encoding the variant, and thereafter 
expressing the DNA in recombinant ceU culture as outlined above. However, variant cancer 
protein fragments having up to about 100-150 residues may be prepared by in vitro synthesis 
15 using established techniques. Amino acid sequence variants are characterized by the 

predetermined nature of the variation, a feature that sets them apart finom naturaUy occurring 
aUeUc or interspecies variation of the cancer protein amino acid sequence. The variants 
typicaUy exhibit a similar quaUtative biological activity as a naturally occurring analogue, 
althou^ variants can also be selected which have modified characteristics. 
20 While the site or region for introducing an amino acid sequence variation is often 

predetermined, the mutation per se need not be predetermined. For example, in order to 
optimize the performance of a mutation at a given site, random mutagenesis may be conducted 
at the target codon or region and the expressed cancer variants screened for the optimal 
combination of desured activity. Techniques for making substitution mutations at predetennined 
25 sites in DNA having a known sequence are well known, e.g., M13 primer mutagenesis and PGR 
mutagenesis. Screening of mutants is often done using assays of cancer protein activities. 

Amino acid substitutions are typically of single residues; insertions usually wiU be on 
tiie order of firom about 1-20 amino acids, althou^ considerably larger insertions may be 
tolerated. Deletions generally range from about 1-20 residues, although in some cases deletions 

30 may be much larger. 

Substitutions, deletions, insertions, or combination diereof may be used to arrive at a 
final derivative. Generally these changes are done on a few amino acids to minimize the 
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alteration of the molecule. However, larger changes may be tolerated in certain circmnstances. 
When small alterations in the characteristics of the cancer protem are desired, substitutions are 
generally made in accordance with the amino acid substitution relationships described. 

The variants typically exhibit essentially the same qualitative biological activity and will 
elicit the same immune response as a naturally-occurring analog, although variants also are 
selected to modify the characteristics of cancer proteins as needed. Alternatively, the variant 
may be designed such that a biological activity of the cancer protein is altered. For example, 
glycosylation sites may be added, altered, or removed. 

Substantial changes in function or immunological identity are sometimes made by 
selecting substitutions that are less conservative than those described above. For example, 
substitutions may be made which more significantly affect: the structure of the polypeptide 
backbone in the area of the alteration, for example the alpha-helical or beta-sheet structure; the 
charge or hydiophobicity of the molecule at the target site; or the bulk of the side chain. 
Substitutions which generally are expected to produce the greatest changes in the polypeptide's 
properties are those in which (a) a hydrophilic residue, e.g,, serine or threone is substituted for 
(or by) a hydrophobic residue, e.g., leucine, isoleucine, phenylalanine, valine, or alanine; (b) a 
cysteine or proline is substituted for (or by) another residue; (c) a residue having an 

i 

electropositive side chain, e.g., lysine, arginine, or histidine, is substituted for (or by) an 
electronegative residue, e.g., glutamic or aspartic acid; (d) a residue having a bulky side cham, 
e.g., phenylalanine, is substituted for (or by) one not having a side chain, e.g., glycine; or (e) a 
proline residue is incorporated or substituted, which changes the degree of rotational freedom of 
the peptidyl bond. 

Variants typically exhibit a shnilar qualitative biological activity and will elicit the same 
immune response as tiie naturally-occuiring analog, although variants also are selected to 
modify the characteristics of the skin cancer proteins as needed. Altematively, the variant may 
be designed such that the biological activity of the cancCT protein is altered. For example, 
glycosylation sites may be altered or removed. 

Covalent modifications of cancer polypeptides are included within the scope of this 
invention. One type of covalent modification includes reacting targeted amino acid residues of 
a cancer polypeptide with an organic derivatizing agent that is capable of reacting with selected 
side chams or the N-or C-terminal residues of a cancer polypeptide. Derivatization with 
bifimctional agents is useful, for instance, for crosslinking cancer polypeptides to a water- 
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insoluble support matrix or surface for use in a method for purifying anti-cancer polypeptide 
antibodies or screening assays, as is more fiiUy described below. Commonly used crosslinking 
agents include, e.g., l,l-bis(diazoacetyl)-2-phenylethane, glutaraldehyde, N- 
hydroxysuccinimide esters, e.g., esters with4"azidosalicylic acid, homobifimctional 
imidoesters, including disuccinimidyl esters such as 3,3 -dithiobis(succinimidylpropionate), 
bifunctional maleimides such as bis-N-maleimido-l,8-octane and agents such as methyl-3-((p- 
azidophenyl)dithio)propioimidate. 

Other modifications include deamidation of glutaminyl and asparaginyl residues to the 
corresponding glutamyl and aspartyl residues, respectively, hydroxylation of proline and lysine, 
phosphorylation of hydroxyl groups of serinyl, threonyl, or tyrosyl residues, methylation of the 
amino groups of the lysine, arginine, and histidine side chains (e.g., pp. 79-86, Creighton (1992) 
Proteins: Structure and Molecular Properties Freeman), acetylation of the N-terminal amine, 
and amidation of a C-terminal carboxyl group. 

Another type of covalent modification of the cancer polypeptide included within the 
scope of this invention comprises altering the native glycosylation pattern of the polypeptide. 
"Altering the native glycosylation pattern" is intended for purposes herein to mean deleting one 
or more carbohydrate moieties found in native sequence cancer polypeptide, and/or adding one 
or more glycosylation sites that are not present in the native sequence cancer polypeptide. 
Glycosylation patterns can be altered in many ways. Different cell types to express cancer- 
associated sequences can result in different glycosylation patterns. 

Addition of glycosylation sites to cancer polypeptides may also be accomplished by 
altering the amino add sequence thereof. The alteration may be made, e.g,, by the addition of; 
or substitution by, one or more serine or threonine residues to the native sequence cancer 
polypeptide (for O-linked glycosylation sites). The cancer amino acid sequence may optionally 
be altered through changes at the DN A level, particularly by mutating the DNA encoding the 
cancer polypeptide at preselected bases such that codons are generated that will translate into 
the desired amino acids. 

Another means of increasing the number of carbohydrate moieties on the cancer 
polypeptide is by chemical or enzymatic coupling of glycosides to the polypeptide. See, e.g., 
WO 87/05330; pp. 259-306 in Aplin and Wriston (1981) CRC Crit. Rev. Biochem. 

Removal of carbohydrate moieties present on the cancer polypeptide inay be 
accomplished chemically or enzymatically or by mutational substitution of codons encoding for 
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amino acid residues that serve as targets for giycosylation. Chemical deglycosylation 
techniques are applicable. See, e.g., Sojar and Bahl (1987) Arch. Biochem. Biophvs. 259:52-57 
and Edge, et al. (1981) Anal. Biochem. 1 18:131-137- Enzymatic cleavage of carbohydrate 
moieties on polypeptides can be achieved by the use of a variety of endo-and exo-glycosidases. 
See, e.g., Thotakura, et al. (1987) Meth. Enzvmol. 138:350-359. 

Another type of covalent modification of cancer comprises linking the cancer 
polypeptide to one of a variety of nonproteinaceous polymers, e.g., polyethylene glycol, 
polypropylene glycol, or polyoxyalkylenes, in the manner set forth in U.S. Patent Nos, 
4,640,835; 4,496,689; 4,301,144; 4,670,417; 4,791,192, or 4,179,337. 

Cancer polypq)tides of the present invention may also be modified in a way to form 
chimeric molecules comprising a cancer polypeptide fiised to another heterologous polypeptide 
or amino acid sequence. In one embodiment, such a chimeric molecule comprises a fixsion of a 
cancer polypeptide with a tag polypeptide which provides an epitope to which an anti-tag 
antibody can selectively bind. The epitope tag is generally placed at the amino-or caiboxyl- 
terminus of the cancer polypeptide. The presence of such epitope-tagged forms of a cancer 
polypeptide can be detected usmg an antibody against the tag polypeptide. Also, provision of 
the epitope tag enables the cancer polypeptide to be readily purified by affinity purification 
using an anti-tag antibody or another type of affinity matrix that binds to the epitope tag. In an 
alternative embodiment, the chimeric molecule may comprise a fiision of a cancer polypeptide 
with an immunoglobulin or a particular region of an immunoglobulin. For a bivalent form of 
the chimeric molecule, such a fiision could be to the Fc region of an IgG molecule. 

Various tag polypeptides and their respective antibodies are available. Examples^ 
include poly-histidine (poly-his) or poly-histidine-glycme (poly-his-gly) tags; HIS6 and metal 
chelation tags, tine flu HA tag polypeptide and its antibody 12CA5 (Field, et al. (1988) MoL 
Cell. Biol. 8:2159-2165); tiie c-myc tag and the 8F9, 3C7, 6E10, G4, B7, and 9E10 antibodies 
thereto (Evan, et al. (1985) Molecular and Cellular Biology 5:3610-3616); and the Herpes 
Simplex virus glycoprotein D (gD) tag and its antibody (Paborsky, et al. (1990) Protein 
Engineering 3(6):547-553). Other tag polypeptides include the Flag-peptide (Hopp, et al. 
(1988) BioTechnology 6: 1204-1210); the KT3 epitope peptide (Martin, et al. (1992) Science 
255:192-194); tubulin epitope peptide (Skinner, et al. (1991) J. Biol. Chem. 266:15163-15166); 
and the T7 gene 10 protein peptide tag (Lutz-Freyermuth, et al. (1990) Proc. Nati. Acad. Sci. 
USA 87:6393-6397). 
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Also included are other cancer proteins of the cancer fanuly, and cancer proteins from 
other organisms, which are cloned and expressed as outlined below. Thus, probe or degenerate 
polymerase chain reaction (PGR) primer sequences may be used to find other related cancer 
proteins from humans or other organisms. Particularly useful probe and/or PGR primer 
5 sequences include the unique areas of the cancer nucleic acid sequence. Preferred PGR primers 
are from about 15-35 nucleotides in length, with from about 20-30 being preferred, and may 
contain inosine as needed. The conditions for PGR reaction have been weU described (e.g., 
Innis, PGR Protocols, supra). 

In addition, cancer proteins can be made that are longer than those encoded by the 
10 nucleic acids of the Tables, e.g., by the elucidation of extended sequences, the addition of 
q)itope or purification tags, the addition of other ftision sequences, etc. 

Cancer proteins may also be identified as being encoded by cancer nucleic acids. Thus, 
cancer proteins are encoded by nucleic acids that will hybridize to the sequences of the 
sequence listings, or their complements, as outlined herein. 
1 5 Antibodies to cancer proteins 

In a preferred embodiment, when tiie cancer protein is to be used to generate antibodies, 
e.g., for immunotherapy or immunodiagnosis, the cancer protein should share at least one 
epitope or determinant with the fiiU length protein. By "epitope" or "determinant" herein is 
typically meant a portion of a protein which will generate and/or bind an antibody or T-cell 
20 receptor in the context of MHC. Thus, in most instances, antibodies made to a smaller cancer 
protein will be able to bind to the fiiU-lengfli protein, particularly linear epitopes. In a preferred 
embodiment, the epitope is unique; that is, antibodies generated to a unique epitope show little 
or no cross-reactivity. In a prefenred embodiment, flie epitope is selected from a protein 
sequence set out in the tables. 
25 Methods of preparing polyclonal antibodies exist (e.g., Coligan, suprs; and Harlow and 

Lane, supra). Polyclonal antibodies can be raised in a mammal, e.g., by one or more injections 
of an immunizing agent and, if desired, an adjuvant. Typically, the immunizing agent and/or 
adjuvant will be injected in the mammal by multiple subcutaneous or intraperitoneal injections. 
The immunizing agent may include a protein encoded by a nucleic acid of Tables 2A-80 or 
30 fragment thereof or a fusion protem thereof. It may be useful to conjugate the immunizmg 
agent to a protein known to be immunogenic in the mammal being immunized. Examples of 
such immunogenic proteins include but are not limited to keyhole limpet hemocyanin, serum 
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albumin, bovine thyroglobuliii, and soybean trypsin inhibitor. Exanq)les of adjuvants which 
may be employed include Freund's complete adjuvant and MPL-TDM adjuvant 
(monophosphoryl Lipid A, synthetic trehalose dicorynomycolate). Various immunization 
protocols may be used. 

5 The antibodies may, alternatively, be monoclonal antibodies. Monoclonal antibodies 

may be prepared using hybridoma methods, such as ttiose described by Kohler and Milstein 
(1975) Nature 256:495. In a hybridoma method, a mouse, hamster, or other appropriate host 
animal, is typically immxmized with an immunizing agent to elicit lymphocytes that produce or 
are capable of producing antibodies that will specifically bind to the immunizing agent. 

10 Alternatively, the lymphocytes may be immunized in vitro. The immunizing agent will 

typically include a polypeptide encoded by a nucleic acid of the tables or Augment thereof, or a 
fusion protein thereof Generally, either peripheral blood lymphocytes ("PBLs") are used if 
cells of human origin are desired, or spleen cells or lymph node cells are used if non-human 
mammalian sources are desired. The lymphocytes are then fused with an immortalized cell line 

15 using a suitable fusing agent, such as polyethylene glycol, to form a hybridoma cell (e.g., pp. 
59-103 in Coding (1986) Monoclonal Antibodies: Principles and Practice Academic Press). 
Immortalized cell lines are usually transformed manmialian cells, particularly myeloma cells of 
rodent, bovine, or human origin. Usually, rat or mouse myeloma cell lines are employed. The 
hybridoma cells may be cultured in a suitable culture medium &at preferably contains one or 

20 more substances that inhibit the growth or survival of the unfiised, inmiortalized cells. For 

example, if the parental cells lack the enzyme hypoxanthine guanine phosphoribosyl transferase 
(HGPRT or HPRT), the culture medium for the hybridomas typically will include 
hypoxanthine, aminopterin, and thymidine ("HAT medium"), which substances prevent ttie 
growth of HGPRT-deficient cells. 

25 In one embodiment, flie antibodies are bispecific antibodies. Bispecific antibodies are 

monoclonal, preferably human or humanized, antibodies that have binding specificities for at 
least two different antigens or that have binding specificities for two epitopes on the same 
antigen. In one embodiment, one of the binding specificities is for a protein encoded by a 
nucleic acid of the tables or a Segment thereof, the other one is for another antigen, and 

30 preferably for a cell-surface protein or receptor or receptor subuuit, preferably one that is tumor 
specific. Altematively, tetramer-type technology may create multivalent reagents. 
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la a preferred embodiment, the antibodies to cancer protein are capable of reducing or 
eliminating a biological function of a cancer protein, in a naked form or conjugated to an 
effector moiety, as is described below. That is, the addition of anti-cancCT protein antibodies 
(either polyclonal or preferably monoclonal) to cancer tissue (or cells containing cancer) may 
5 reduce or eliminate the cancer. Generally, at least a 25% decrease in activity, growth, size, or 
the like is preferred, with at least about 50% being particularly preferred and djout a 95-100% 
deraease being especially preferred. 

In a preferred embodiment the antibodies to the cancer proteins are humanized 
antibodies (e.g., Xenerex Biosciences, Medarex, Inc., Abgenix, Inc., Protein Design Labs, Inc.) 
10 Humanized forms of non-human (e.g., murine) antibodies are chimeric molecules of 

immunoglobulins, immunoglobulin chains or fragments thereof (such as Fv, Fab, Fab', F(ab*)2 
or other antigen-binding subsequences of antibodies) which contain nunimal sequence derived 
fixHn non-human immunoglobulin. Humanized antibodies include human immunoglobulins 
(recipient antibody) in which residues from a complementary determining region (CDR) of the 
15 recipient are replaced by residues from a CDR of a non-human species (donor antibody) such as 
mouse, rat, or rabbit having the desired specificity, afBnity, and capacity. In some instances, Fv 
framework residues of a human immunoglobulin are replaced by corresponding non-human 
residues. Humanized antibodies may also comprise residues which are found neither in the 
recipient antibody nor in the imported CDR or framework sequaices. In genoral, a humanized 
20 antibody will comprise substantiafly aU of at least one, and typically two, variahle domains, in 
which all or substantially all of Ihe CDR regions coneqwnd to those of a non-human 
immunoglobulin and all or substantially aU of the framework (PR) regions are fliose of a human 
immunoglobulin consensus sequence. The humanized antibody optimally also vwll typically 
comprise at least aportion of an immunoglobulin constant region (Fc), typically that of ahuman 
25 immunoglobulin (Jones, et al. (1986) Nature 321 :522-525; Riechmann, et al. (1988) JMyre 
332:323-329; and Presta (1992) Ciirr. Op. Struct Biol. 2:593-596). Humanization can be 
essentially performed following the method of Winter and co-workers (Jones, et al. (1986) 
Nature 321 :522-525; Riechmann, et al. (1988) Nature 332:323-327; Verhoeyen, et al. (1988) 
Science 239: 1534-1 536), by substituting rodent CDRs or CDR sequences for correq)onding 
30 sequences of a human antibody. Accordingly, such humanized antibodies are chimeric 

antibodies (U.S. Patent No. 4,816,567), wherein substantiaUy less than an intact human variable 
domain has been substituted by corresponding sequence from a non-human species. 

49 



wo 03/042661 



PCT/US02/36810 



Human antibodies can also be produced using phage display libraries (Hoogenboom and 
Winter (1992) J, Mol. Biol. 227:381-388; Marks, et al. (1991) J.Mol. Biol. 222:581-597) or 
human monoclonal antibodies (e.g., p. 77, Cole, et al. in Reisfeld and Sell (1985) Monoclonal 
Antibodies and Cancer Therapy Liss; and Boemer, et al. (1991) J. Immunol. 147:86-95). 
Similarly, hiunan antibodies can be made by introducing human immunoglobulin loci into 
transgenic animals, e.g., mice in which the endogenous inununoglobulin genes have been 
partially or completely inactivated. Upon challenge, human antibody production is observed, 
which closely resembles that seen in humans in nearly all respects, including gene 
rearrangement, assembly, and antibody repertoire. This approach is described, e.g., in U.S. 
Patent Nos. 5,545,807; 5,545,806; 5,569,825; 5,625,126; 5,633,425; 5,661,016, and in the 
following scientific publications: Marks, et al. (1992) Bio/Technology 10:779-783; Lonberg, et 
al (1994) Nature 368:856-859; Morrison (1994) Nature 368:812-13; Fishwild, et al. (1996) 
Nature Biotechnology 14:845-851; Neuberger (1996) Nature Biotechnology 14:826; and 
Lonberg and Huszar (1995) Intem. Rev. Immunol. 13:65-93. 

By immunotherapy is meant treatment of cancer with an antibody raised against cancer 
proteins. As used herein, immunotherapy can be passive or active. Passive immunotherapy as 
defined herein is the passive transfer of antibody to a recipient (patient). Active immunization 
is the induction of antibody and/or T-cell responses in a recipient 0>atient). Induction of an 
immune response is the result of providing the recipient with an antigen to which antibodies are 
raised. The antigm may be provided by injecting a polypeptide against which antibodies are 
desired to be raised into a recipient, or contacting the recipient with a nucleic acid csq;)able of 
e3q>ressing the antigen and under conditions for expression of the antigen, leading to an Shmune 
response. 

In a preferred embodiment the cancer proteins against which antibodies are raised are 
secreted proteins as described above. Without being bound by theory, antibodies used for 
treatment may bind and prevent the secreted protein fiom binding to its receptor, thereby 
inactivating the secreted cancer protein, e.g., in autocrine signaling. 

In another preferred embodiment, the cancer protein to which antibodies are raised is a 
transmembrane proteiiL Without being bound by theory, antibodies used for treatment may 
bind the extracellular domain of the cancer protein and prevent it from binding to other proteins, 
such as circulating ligands or cell-associated molecules. The antibody may cause down- 
regulation of the transmembrane cancer protein. The antibody may be a competitive, non- 
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competitive or uncompetitive inhibitor of protein binding to the extraceUular domain of the 
cancer protein. The antibody may also be an antagonist of the cancer protein. Further, the 
antibody may prevent activation of the transmembrane cancer protein, or may induce or 
suppress a particular cellular pathway. In one aspect, when tiie antibody prevents the binding of 
5 other molecules to the cancer protein, the antibody prevents growth of tiie cell. The antibody 
may also be used to target or sensitize tiie cell to cytotoxic agents, including, but not limited to 
TNF-a, TNF-p, JL-l, INF-y, and E^2, or chemotiierapeutic agents including 5FU, vinblastine, 
actinomycin D, cisplatin, methotrexate, and the like. In some instances the anhTjody may 
belong to a sub-type fliat activates serum complement when complexed with the transmembrane 
10 piotdn thereby mediating cytotoxicity or antigen-dependent cytotoxicity (ADCC). Thus, 
cancer may be treated by administering to a patiait antibodies directed against tiie 
transmembrane cancer protein. Antibody-labeling may activate a co-toxin, localize a toxin 
payload, target a drug loaded Uposome, or otherwise provide means to locally ablate cells. 

In another preferred embodiment, tiie antibody is conjugated to an effector moiety. The 
15 effector moiety can be various molecules, including labeling moieties such as radioactive labels 
or fluorescent labels, or can be a therapeutic moiety. In one aspect the flierapeutic moiety is a 
small molecule that modulates the activity of a cancer protein. In anoflier aspect tiie therapeutic 
moiety may modulate tiie activity of molecules associated witii or in close proximity to a cancer 
protein. The tiierapeutic moiety may inhibit enzymatic or signaling activity such as protease or 
20 collagenase or protein kinase activity associated witii cancer, or be an attractant of otiier cells, 
such as NK cells. See, e.g., USSN 09/544,494. 

In a preferred embodiment, the tiier^utic moiety can also be a cytotoxic agent. In fliis 
method, targeting the cytotoxic agent to cancer tissue or cells results in a reduction in flie 
number of afEUcted cells, tiiereby reducing symptoms associated witii cancer. Cytotoxic agents 
25 are numerous and varied and include, but are not limited to, cytotoxic drugs or toxins or active 
fragments of such toxins. Suitable toxins and thek corresponding fragments include diphtiieria 
A chain, exotoxin A chain, ricin A cham, abrin A chain, curcin, crotin, phenomycin, enomycin, 
saporin, auristatin, and tiie like. Cytotoxic agents also include radiochemicals made by 
conjugating radioisotopes to antibodies raised against cancer proteins, or binding of a 
30 radionuclide to a chelating agent that has been covalently attached to the antibody. Targeting 
the ttia:q)eutic moiety to transmembrane cancer proteins not only serves to increase the local 
concentration of tiierapeutic moiety in tiie cancer afflicted area, but also serves to reduce 
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deleterious side effects tiiat may be associated with the untargeted therq>eutic moiety. 
Antibody fragm^ts may be used to target toxin loaded Uposomes. 

In another preferred embodiment, the cancer protein against which the antibodies are 
raised is an intracellular protein. In this case, the antibody may be conjugated to a protein 
which facilitates entry into the cell. In one case, the antibody enters the cell by endocytosis. In 
another embodiment, a nucleic acid encoding the antibody is administered to the individual or 
cell. Moreover, wherein the cancer protein can be targeted within a cell, e.g., the nucleus, an 
antibody thereto may contain a signal for that target localization, e.g., a nuclear localization 
signal. 

The cancer antibodies of the invention specifically bind to cancer proteins. By 
"specifically bind'* herein is meant that the antibodies bind to the protein with a of at least 
about 0.1 mM, more usually at least about 1 /iM, preferably at least about 0.1 fjM or better, and 
most preferably, 0.01 fcM or better. Selectivity of binding to the specific target and not to 
related sequences is often also important. 

Detection of cancer sequence for diagnostic and therapeutic applications 

In one aspect, the RNA expression levels of genes are determined for different cellular 
states in the cancer phenotype. Expression levels of genes in normal tissue (e.g., not 
undergoing cancer) and in cancer tissue (and in some cases, for varying severities of cancer that 
relate to prognosis, as outlined below), or in non-malignant disease are evaluated to provide 
egression profiles. A gene expression profile of a particular cell state or point of development 
is essentially a "fingerprint" of the state of the cell. While two states may have a particular gene 
similarly expressed, the evaluation of a number of genes simultaneously allows the generation 
of a gene expression profile that is reflective of the state of the cell. By comparing expression 
profiles of cells in different states, information regarding which genes are important (including 
both up- and down-regulation of genes) in each of these states is obtained. Then, diagnosis may 
be performed or confirmed to determine whether a tissue sample has the gene expression profile 
of normal or cancerous tissue. This will provide for molecular diagnosis of related conditions. 

'T)ifferential expression," or grammatical equivalents as used herein, refers to qualitative 
or quantitative differences in the temporal and/or cellular gene expression patterns within and 
among cells and tissue. Thus, a differentially expressed gene can quaUtatively have its 
expression altered, including an activation or inactivation, in, e.g., normal versus cancer tissue. 
Genes may be turned on or tumed off in a particular state, relative to another state thus 
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permitting comparison of two or more states. A qualitatively regulated gene wiU exhibit an 
expression pattern within a state or cell type which is detectable by standard techniques. Some 
genes will be expressed in one state or cell type, but not in both. Alternatively, the difference in 
expression may be quantitative, e.g., in that expression is increased or decreased; e.g., gene 

5 expression is either upregulated, resulting in an increased amount of transcript, or 

downregulated, resulting in a decreased amount of transcript. The degree to which expression 
differs need only be large enough to quantify via standard characterization techniques as 
outiined below, such as by use of Afiymetrix GeneChip™ expression arrays. See, Lockhart 
(1996) >Jflhire Biotechnology 14:1675-1680. Other techniques include, but are not limited to, 

10 quantitative reverse transcriptase PGR, northern analysis, and ENase protection. As outlined 
above, preferably the change in expression (e.g., upregulation or downregulation) is at least 
about 50%, more preferably at least about 100%, more preferably at least about 150%, more 
. preferably at least about 200%, with ftom 300 to at least 1000% being especiaUy preferred. 
Evaluation may be at the gene transcript or the protein leveL The amount of gene 

15 expressionmaybemonitoredusingnucIeicacidprobestotheRNAorDNAequivalentofthe 

gene transcript, and the quantification of gene expression levels, or. alternatively, the final gene 
product itself (protein) can be monitored, e.g., with antibodies to the cancer protein and standard 
immunoassays (ELIS As, etc.) or other techniques, including mass spectroscopy assays, 2D gel 
electrophoresis assays, etc. Proteins corresponding to cancer genes, e.g., those identified as 

20 being important in a cancer or disease phenotype, can be evaluated in a cancer diagnostic test 
In a preferred embodiment, gene expression monitoring is performed simultaneously on a 
number of genes. Multiple protein expression monitoring can be performed as well. 

In this embodiment, the cancer nucleic acid probes are attached to biochips as outlined 
herein for the detection and quantification of cancer sequences in a particular ceU. The assays 

25 are further described below in liie example. PGR techniques can be used to provide greater 
sensitivity. 

In a preferred embodiment nucleic acids encoding the cancer protein are detected. 
Although DNA or RNA encoding the cancer protein may be detected, of particular interest are 
methods wherein an mRNA encoding a cancer protein is detected. Probes to detect mKNA can 
30 be a nucleotide/deoxynucleotide probe that is complementary to and hybridizes with Ihe mRNA 
and includes, but is not limited to, oUgonucleotides, cDNA, or RNA. Probes also should 
contain a detectable label, as defined herein. In one method the mRNA is detected after 

53 



wo 03/042661 



PCTAIS02/36810 



immobilizing the nucleic acid to be examined on a solid support such as nylon membranes and 
hybridizing the probe with &e sample. Following washing to remove the non-specifically 
bound probe, the label is detected. In another method, detection of the mKNA is performed in 
situ. In this method permeabilized cells or tissue samples are contacted with a detectably 
labeled nucleic acid probe for sufficient time to allow the probe to hybridize with the target 
mRNA. Following washing to remove the non-specifically boimd probe, the label is detected. 
For example a digoxygenin labeled riboprobe (RNA probe) that is complementary to the mRNA 
encoding a cancer protein is detected by binding the digoxygenin with an anti-digoxygenin 
secondary antibody and developed with nitro blue tetrazolium and 5-bromo-4-chloro-3-indoyl 
phosphate. 

In a preferred embodiment, various proteins firom the three classes of proteins as 
described herein (secreted, transmembrane, or intracellular proteins) are used in diagnostic 
assays. The cancer proteins, antibodies, nucleic acids, modified proteins, and cells containing 
cancer sequences are used in diagnostic assays. This can be performed on an individual gene or 
corresponding polypeptide level. In a preferred embodiment, the expression profiles are used, 
preferably in conjunction with hig^ througihput screening techniques to allow monitoring for 
expression profile genes and/or corresponding polypeptides. 

As described and defined herein, cancer proteins, including intracellular, 
transmembrane, or secreted proteins, find use as markers of cancer, e.g., for prognostic or 
diagnostic purposes. Detection of these proteins in putative cancer tissue allows for detection, 
prognosis, or diagnosis of cancer or similar disease, and for selection of therapeutic strategy. In 
one embodiment, antibodies are used to detect cancer proteins. A preferred method sepsurates 
proteins from a sample by electrophoresis on a gel (typically a denaturing and reducing protein 
gel, but may be another type of gel, including isoelectric focusing gels and the like). Following 
separation of proteins, the cancer protein is detected, e.g., by immunoblotting wifii antibodies 
raised against the cancer protein. 

In another preferred method, antibodies to the cancer protein find use in in situ imaging 
techniques, e.g., in histology. See, e.g., Asai, et al. (eds. 1993) Methods in Cell Biologv: 
Antibodies in Cell Biology (vol 37) Academic Press. In this method, cells are contacted with 
firom one to many antibodies to the cancer protein(s). Following washing to remove non- 
specific antibody binding, the presence of the antibody or antibodies is detected. In one 
embodiment the antibody is detected by incubating with a secondary antibody that contains a 
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detectable label. In another method the primary antibody to the cancer protein(s) contains a 
detectable label, e.g., an enzyme marker that can act on a substrate. In another preferred 
embodhnent each one of multiple primary antibodies contains a distinct and detectable label. 
This method fmds particular use in simultaneous screening for a plurahty of cancer proteins. 
5 Many other histological imaging techniques are also provided by the invention. 

In a preferred embodiment the label is detected in a fluorometer which has the ability to 
detect and distinguish emissions of different wavelengths. In addition, a fluorescence activated 
cell sorter (FACS) can be used in the method. 

In another preferred embodiment, antibodies find use in diagnosing cancer from blood, 
10 serum, plasma, stool, and other samples. Such samples, therefore, are useful as samples to be 
probed or tested for the presence of cancer proteins. Antibodies can be used to detect a cancer 
protein by previously described immunoassay techniques including ELISA, immunoblotting 
(western blotting), immunoprecipitation, BIACORE technology and the like. Conversely, the 
presence of antibodies may indicate an immune response against an endogenous cancer protem. 
15 hi a preferred embodhnent, in situ hybridization of labeled cancer nucleic acid probes to 

tissue arrays is done. For example, arrays of tissue samples, includmg cancer tissue and/or 
normal tissue, are made, hi situ hybridization (see, e.g., Ausubel, supra) is then performed. 
Vfhsa comparing the fingerprints between an individual and a standard, a diagnosis, a 
prognosis, or a prediction may be based on the findings. It is fiirflier understood that the genes 
20 which indicate the diagnosis may differ fix)m those which mdicate the prognosis and molecular 
profiling of the condition of the cells may lead to distinctioiis between responsive or refiractory 
conditions or may be predictive of outcomes. 

In a preferred embodiment, the cancer proteins, antibodies, nucleic acids, modified 
proteins, and cells containing cancer sequences are used in prognosis assays. As above, gene 
25 expression profiles can be generated that correlate to cancer, cUnical, patholo^cal, or ofh^ 
information, in terms of long term prognosis. Again, this may be done on either a protein or 
gene level, with the use of genes bemg preferred. Smgle or multiple genes may be useful m 
various combmations. As above, cancer probes may be attached to biochips for the detection 
and quantification of cancer sequences in a tissue or patient. The assays proceed as outlined 
30 above for diagnosis. PGR mefliod may provide more sensitive and accurate quantificatioiL 
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Assays for thexapeutic compounds 

In a prefeired embodiment, the proteins, nucleic acids, and antibodies as described 
h^ein are used in drug screening assays. The cancer proteins, antibodies, nucleic acids, 
modified proteins, and cells containing cancer sequences are used in drug screening assays or 
by evaluating the effect of drug candidates on a "gene expression profile" or expression profile 
of polypeptides. In a preferred embodiment, the expression profiles are used, preferably in 
conjunction with high throughput screening techniques, to allow monitoring for expression 
profile genes after treatment with a candidate agent (e.g., Zlokamik, et al. (1998) Science 
279:84-88; Heid (1996) Genome Res, 6:986-994. 

In a preferred embodiment, the cancer proteins, antibodies, nucleic acids, modified 
proteins and cells containing the native or modified cancer proteins are used in screening 
assays. That is, the present invention provides novel methods for screening for compositions 
which modulate the cancer phenotype or an identified physiological fimction of a cancer 
protein. As above, this can be done on an individual gene level or by evaluating the effect of 
drug candidates on a "gene expression profile". In a preferred embodiment, the expression 
profiles are used, preferably in conjunction with high tfarougtqiut screening techniques, to allow 
monitoring for expression profile genes after treatment with a candidate agent, see Zlokamik, 
supra. 

Having identified the differentially expressed genes herein, a variety of assays may be 
p^ormed. hi a preferred embodiment, assays may be run on an individual gene or protein 
level. That is, having identified a particular gene as up regulated in cancer, test compounds can 
be screened for the ability to modulate gene expression or for binding to the cancer protein. 
"Modulation" thus includes both an increase and a decrease in gene expression. The preferred 
amount of modulation will depend on the original change of the gene expression in normal 
versus tissue undergoing cancer, with changes of at least 10%, preferably 50%, more preferably 
100-300%, and in some embodiments 300-1000% or greater. Thus, if a gene exhibits a 4-fold 
increase in cancer tissue compared to normal tissue, a decrease of about four-fold is often 
desired; similarly, a 10-fold decrease in cancer tissue compared to normal tissue often provides 
a target value of a 10-fold increase in expression to be induced by the test compoimd. 

The amount of gene expression may be monitored using nucleic acid probes and the 
quantification of gene expression levels, or, alternatively, the gene product itself can be 
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monitored, e.g., tiirough the use of antibodies to the cancer protein and standard immunoassays. 
Proteomics and separation techniques may also allow quantification of expression. 

In a preferred embodiment, gene expression or protein monitoring of a number of 
entities, e.g., an expression profile, is monitored simultaneously. Such profiles will typically 
involve a plurality of those entities described herein. 

In this embodiment, the cancer nucleic acid probes are attached to biochips as outlined 
herein for the detection and quantification of cancer sequences in a particular cell. 
Altematively, PGR may be used. Thus, a series, e.g., of microtiter plate, may be used with 
dispensed primers in desired wells. A PGR reaction can then be performed and analyzed for 
each well. 

Modulators of cancer 

Expression momtoring can be performed to identify compoimds that modify the 
expression of one or more cancer-associated sequences, e.g., a polynucleotide sequence set out 
in the tables. Generally, in a preferred embodiment, a test modulator is added to the cells prior 
to analysis. Moreover, screms are also provided to identify agents that modulate cancer, 
modulate canc^ proteins, bind to a cancer protein, or interfere with the binding of a cancer 
protein and an antibody or other binding partner. 

The term "test compound" or "drug candidate" or "modulator" or granwiiatical 
equivalents as used herein describes a molecule, e.g., protein, oligopeptide, small organic 
molecule, polysaccharide, polynucleotide, etc., to be tested for the capacity to directly or 
indirectly alter the cancer phenotype or the expression of a cancer sequence, e.g., a nucleic acid 
or piotem sequence. In preferred embodiments, modulators alter expression profiles, or 
expression profile nucleic acids or protems provided herein. In one ^bodiment, the modulator 
suppresses a cancer phenotype, e.g., to a normal or non-malignant tissue fingerprint In another 
embodiment, a modulator induced a cancer phenotype. G^erally, a plurality of assay mixtures 
are run in parallel witiii different agent concentrations to obtain a differential response to tiie 
various concentrations. Typically, one of these concentrations serves as a negative control, e.g., 
at zero concentration or below the level of detection. 

Drug candidates encompass numerous chemical classes, though typically they are 
organic molecules, preferably small organic compounds having a molecular weight of more 
than 100 and less than about 2,500 daltons. Preferred small molecules are less than 2000, or 
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less than 1500, or less than 1000, or less than SOO D. Candidate agents comprise functional 
groups necessary for structural interaction with proteins, particularly hydrogen bonding, and 
typically include at least an amine, caifoonyl, hydroxyl or caiboxyl group, preferably at least two 
of the fiinctional chemical groups. The candidate agents often comprise cyclical carbon or 
heterocyclic structures and/or aromatic or polyaromatic structures substituted with one or more 
of the above functional groups. Candidate agents are also found among biomolecules including 
peptides, saccharides, fatty acids, steroids, purines, pyrimidines, derivatives, structural analogs, 
or combinations thereof. Particularly preferred are peptides. 

In one aspect, a modulator will neutralize the effect of a cancer proteiiL By "neutralize" 
is meant that activity of a protein is inhibited or blocked and the consequent effect on the cell. 

In certain embodiments, combmatorial libraries of potential modulators will be screened 
for an ability to bind to a cancer polypeptide or to modulate activity. Conventionally, new 
chemical entities with useful properties are generated by identifying a chemical compound 
(called a "lead compound") with some desirable property or activity, e.g., inhibiting activity, 
creating variants of the lead compound, and evaluating the property and activity of those variant 
compounds. Often, high throughput screening (HTS) methods are employed for such an 
analysis. See^ e.g., Janzen (2002^ Hieh Throughput Screening: Methods and Protocols 
Humana; Devlin (ed. 1997) High Throughput Screen inp;; The Discovery of Bioactive 
Substances Dekker; and Mei and Czamik (eds. 2002) Integrated Drug Discovery Techniques 
Dekker, 

In one preferred embodiment, high throughput screraiing methods involve providing a 
library containing a large number of potential therqpeutic compoimds (candidate compoimds). 
Such "combinatorial chemical libraries" are then screened in one or more assays to identify 
those library members (particular chemical species or subclasses) that display a desired 
characteristic activity. The compounds thus identified can serve as conventional "lead 
compounds" or can themselves be used as potential or actual therapeutics. 

A combinatorial chemical library is a collection of diverse chemical compounds 
generated by either chemical synthesis or biological synthesis by combining a mmober of 
chemical "building blocks" such as reagents. For example, a Imear combinatorial chemical 
library, such as a polypeptide (e.g., mutein) library, is formed by combining a set of chemical 
building blocks called amino acids in every possible way for a given compound length (e.g., the 
number of amino acids in a polypeptide compoimd). Millions of chemical compounds can be 
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synthesized throu^ such combinatorial mixing of chemical building blocks (Gallop, et al. 
(19941 J. Med. Chem. 37:1233-1251). 

Preparation and screening of combinatorial chemical libraries is well known. Such 
combinatorial chemical libraries include, but are not limited to, peptide libraries (see, e.g., U.S. 
5 Patent No. 5,010,175, Furka (1991) Pent. ProtRes. 37:487-493, Houghton, et al. (1991) Nature 
354:84-88), peptoids (PCT Publication No WO 91/19735), encoded peptides (PCT Publication 
WO 93/20242), random bio-oligomers (PCT PubUcation WO 92/00091), benzodiazepines (U.S. 
Pat. No. 5,288,514), diversomers such as hydantoins, benzodiazepines and dipeptides (Hobbs, et 
al. (1993) Proc. Natl. Acad. Sci. USA 90:6909-6913, vinylogous polypeptides (Hagihara, et al. 
10 (1992) J. Amer. Chem. Soc. 1 14:6568-570), nonpeptidal peptidomimetics with a Beta-D- 
Glucose scajBfolding (Hirschmann, et al. (1992) J. Amer. Chem. Soc. 114:9217-9218), 
analogous organic syntheses of small compound libraries (Chen, et al. (1994) J. Amer. Chem. 
Soc. 116:2661-662), oUgocarbamates (Cho, et al. (1993) Science 261:1303-1305), and/or 
peptidyl phosphonates (Campbell, et al. (1994) J. Org. Chem. 59:658). See, generally, Gordon, 
15 et al, (1994) J. Med. Chem. 37:1385-1401, nucleic acid libraries (see, e.g., Stratagene, Corp.), 
peptide nucleic acid Ubraries (see, e.g., U.S. Patent 5,539,083), antibody Ubraries (see, e.g., 
Vaughn, et al. (1996) Nature Biotechnology 14(3):309-314, and PCT/US96/10287), 
carbohydrate libraries (see, e.g., Liang, et al. (1996) Science 274:1520-1522, and U.S. Patent 
No. 5,593,853), and small organic molecule libraries (see, e.g., benzodiazepines, page 33 Baum 
20 (Jan 18, 1993) C&EN: isoprenoids, U.S. Patent No. 5,569,588; thiazoUdinones and 

metatbiazanones, U.S. Patent No. 5,549,974; pyrrolidines, U.S. Patent Nos. 5,525,735 and 
5,519,134; morpholino compounds, U.S, Patent No. 5,506,337; benzodiazq)ines, U.S. Patent 
No. 5,288,514; and the like). 

Devices for the prq)aration of combinatorial libraries are commercially available (see, 
25 e.g., 357 MPS, 390 MPS, Advanced Chem Tech, Louisville KY, Symphony, Rainin, Wobum, 
MA, 433 A Applied Biosystems, Foster City, CA, 9050 Plus, Millipore, Bedford, MA). 

A number of well known robotic systems have also been developed for solution phase 
chemistries. These systems include automated workstations like the automated synthesis 
apparatus developed by Takeda Chranical Industries, LTD. (Osaka, Japan) and many robotic 
30 systems utilizing robotic arms (Zymate II, Zymark Corporation, Hopkinton, Mass.; Orca, 

Hewlett-Packard, Palo Alto, Calif.), which mimic manual synthetic operations performed by a 
chemist. The above devices are suitable for use with the present invention. The nature and 
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i]iq)lementation of modifications to these devices (if any) so that they can operate as discussed 
herein will be apparent. In addition, numerous combinatorial libraries are themselves 
commercially available (see, e.g., ComGenex, Princeton, NJ., Asinex, Moscow, Ru, Tripos, 
Inc., St. Louis, MO, ChemStar, Ltd, Moscow, RU, 3D Pharmaceuticals, Exton, PA, Martek 

S Biosciences, Columbia, MD, etc.). 

The assays to identify modulators are amenable to high throughput screening. Preferred 
assays thus detect enhancement or inhibition of cancer gene transcription, inhibition, or 
enhancement of polypeptide expression, and inhibition or enhancement of polypeptide activity. 
High throughput assays for the presence, absence, quantification, or other properties of 

10 particular nucleic acids or protein products are well known. Similarly, binding assays and 

reporter gene assays are similarly well known. Thus, e.g., U.S. Patent No. 5,559,410 discloses 
high throughput screening methods for proteins, U.S. Patent No. 5,585,639 discloses high 
throughput screening methods for nucleic acid binding (e.g., in arrays), while U.S. Patent Nos. 
5,576,220 and 5,541,061 disclose high throughput methods of screening for Ugand/antibody 

15 binding. 

In addition, higlh throughput screening systems are coramercially available (see, e.g., 
Zymark Corp., Hopkinton, MA; Air Technical Industries, Mentor, OH; Beckman Instruments, 
Inc. FuUerton, CA; Precision Systems, Inc., Natick, MA, etc.). These systems typically 
automate entire procedures, including sample and reagent pipetting, liquid di^ensing, timed 

20 incubations, and final readings of the microplate in detector(s) appropriate for the assay. These 
configurable systems provide high throughput and xapid start up as well as a high degree of 
flexibility and customizatioiL The manufacturers of such systems provide detailed protocols for 
various high throughput systems. Thus, e.g., Zymark Corp. provides technical bulletins 
describing screening systems for detecting the modulation of gene transcription, ligand binding, 

25 and the like. 

In one embodiment, modulators are proteins, often naturally occurring proteins or 
firagments of naturally occurring proteins. Thus, e.g., cellular extracts containing proteins, or 
random or directed digests of proteinaceous cellular extracts, may be used. In this way libraries 
of proteins may be made for screening in the methods of the invention. Particularly preferred in 
30 this embodiment are Ubraries of bacterial, fungal, viral, and mammalian proteins, with the latter 
being preferred, and human proteins being especially preferred. Particularly iiseful test 
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compound will be directed to the class of proteins to which the target belongs, e.g., substrates 
for enzymes or ligands and receptors. 

In a preferred embodiment, modulators are peptides of from about 5-30 amino acids, 
with from about 5-20 amino acids being preferred, and from about 7-15 being particularly 
5 preferred. The peptides may be digests of naturally occurring proteins, random peptides, or 
"biased" random peptides. By "randomized" or grammatical equivalents herein is meant that 
each nucleic acid and peptide consists of essentially random nucleotides and amino acids, 
respectively. Since generally these random peptides (or nucleic acids, discussed below) are 
chemically synthesized, they may incorporate a nucleotide or amino acid at any position. The 
10 synthetic process can be designed to generate randomized proteins or nucleic acids, to allow the 
formation of all or most of the possible combmations over the length of the sequence, thus 
forming a library of randomized candidate bioactive proteinaceous agents. 

In one embodiment, the library is ftilly randomized, with no sequence preferences or 
constants at any position. In a preferred embodiment, the library is biased. That is, some 
15 positions within the sequence are either held constant, or are selected from a limited number of 
possibilities. For example, in a preferred embodiment, the nucleotides or amino acid residues 
are randomized within a defined class, e.g., of hydrophobic amino acids, hydrophilic residues, 
sterically biased (either small or large) residues, towards the creation of nucleic acid binding 
domains, the creation of cysteines, for cross-linking, prolines for SH-3 domains, serines, 
20 threonines, tyrosines, or histidines for phosphorylation sites, etc., or to purines, etc. 
Modulators of cancer can also be nucleic acids, as defined above. 
As described above generally for proteins, nucleic acid modulating agents maybe 
naturally occurring nucleic acids, random nucleic acids, or "biased" random nucleic acids. For 
example, digests of prokaryotic or eukaryotic genomes maybe used as is outlined above for 
25 proteins. 

In a preferred embodiment, the candidate compounds are organic chemical moieties, a 
wide variety of which are available ki the literature. 

After the candidate agent has been added and the cells allowed to incubate for some 
period of time, the sample containing a target sequence to be analyzed is added to the biochip. 
30 If required, the target sequence is prepared using known techniques. For example, the sample 
may be treated to lyse the cells, using known lysis buffers, electroporation, etc;, with 
purification and/or amplification such as PGR performed as appropriate. For example, an in 
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vitro transcription with labels covalently attached to the nucleotides is performed. Generally, 
the nucleic acids are labeled with biotin-FITC or P£, or with cy3 or cyS. 

Jn a preferred embodiment, the target sequence is labeled witti, e.g., a fluorescent, a 
chemiluminescent, a chemical, or a radioactive signal, to provide a means of detecting the target 

S sequence's specific binding to a probe. The label also can be an enzyme, such as, alkaline 
phosphatase or horseradish peroxidase, which when provided with an appropriate substrate 
produces a product that can be detected. Alternatively, the label can be a labeled compound or 
small molecule, such as an enzyme inhibitor, that binds but is not catalyzed or altered by the 
enzyme. The label also can be a moiety or compound, such as, an epitope tag or biotin which 

10 specifically binds to streptavidin. For the example of biotin, the streptavidin is labeled as 

described above, thereby, providing a detectable signal for the bound target sequence. Unbound 
labeled streptavidin is typically removed prior to analysis. 

These assays can be direct hybridization assays or can comprise "sandwich assays", 
which include the use of multiple probes, as is generally outlined in U.S. Patent Nos. 5,681,702, 

15 5,597,^909, 5,545,730, 5,594,1 17, 5,591,584, 5,571,670, 5,580,731, 5,571,670, 5,591,584, 

5,624,802, 5,635,352, 5,594,118, 5,359,100, 5,124,246, and 5,681,697, aU of which are hereby 
incorporated by reference. In this embodiment, m g^eral, the target nucleic acid is prepared as 
outlined above, and then added to the biochip comprising a plurality of nucleic acid probes, 
under conditions that allow the formation of a hybridization complex. 

20 A variety of hybridization conditions may be used in the present invention, including 

hig[h, moderate, and low stringoicy conditions as outlined above. The assays are g^eraUy run 
under stringency conditions which allows formation of the label probe hybridization coinplex 
only in the presence of target. Stringency can be controlled by altering a step parameter ttiat is a 
thermodynamic variable, including, but not limited to, temperature, fonnamide concentration, 

25 salt concentration, chaotropic salt concentration, pH, organic solvent concentration, etc. 

These parameters may also be used to control non-specific binding, as is generally 
ouflined in U.S. Patent No, 5,681,697. Thus it may be desirable to perform certain steps at 
higher stringency conditions to reduce non-specific binding. 

The reactions outiined herein may be accomplished in a variety of ways. Components 

30 of the reaction may be added simultaneously, or sequentially, in different orders, with preferred 
embodiments outlined below. In addition, the reaction may include a variety* of other reagents. 
These include salts, buffers, neutral proteins, e.g., albumin, detergents, etc. which may be used 
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to facilitate optimal hybridization and detection, and/or reduce non-specific or background 
interactions. Reagents that otherwise improve the efficiency of the assay, such as protease 
inhibitors, nuclease inhibitors, anti-raicrobial agents, etc., may also be used as appropriate, 
depending on the sample preparation methods and purity of the target. 
5 The assay data are analyzed to determine the expression levels, and changes in 

expression levels as between states of individual genes, forming a gene expression profile. 

Screaas are performed to identify modulators of the cancer phenotype. In one 
embodiment, screening is performed to identify modulators that can induce or suppress a 
particular expression profile, thus preferably generating the associated phenotype. hi another 
10 embodiment, e.g., for diagnostic appUcations, having identified differentially expressed genes 
important in aparticular state, screens can be performed to identify modulators that alter 
expression of individual genes. In an another embodiment, screening is performed to identify 
modulators that alter abiological fimction of the expression product of a differentially 
expressed gene. Again, havmg identified the importance of a gene in a particular state, screens 
15 are perforated to identify agents that bind and/or modulate tiie biological activity of tiie gene 
product. 

In addition, screens can be done for genes that are induced in response to a candidate 
agent or treatment process. After identifying a modulator based upon its abiUty to suppress a 
cancer expression pattern leading to a normal expression pattern (or its converse), or to 
20 modulate a single cancer gene expression profile so as to mimic the expression of the gene ftom 
normal tissue, a screen as described above can be performed to identify genes that are 
specificaUy modulated in response to the agent Comparing expression profiles between nonnal 
tissue and agent treated cancer tissue reveals genes that are not expressed in normal tissue or 
cancer tissue, but are expressed in agent treated tissue.' Ihese agent-specific sequences can be 
25 identified and used by methods described herein for cancer genes or protdns. In particular, 
these sequences and the proteins they encode find use in marking or identifying agent treated 
cells. In addition, antibodies can be raised against the agent induced proteins and used to target 
novel therapeutics, e.g., toxin loaded Uposomes, to the treated cancer tissue sample. 

Thus, in one embodiment, a test compound is administered to a population of cancar 
30 cells that have an associated cancer expression profile. By "administration" or "contacting" 
herein is meant that the candidate agent is added to the cells in such a manner as to allow tiie 
agent to act upon the cell, whether by uptake and intracellular action, or by action at tiie ceU 

63 



wo 03/042661 



PCT/US02/36810 



sur&ce. In some embodiments, nucleic acid encoding a proteinaceous candidate agent (e.g., a 
peptide) may be put into a viral construct such as an adenoviral or retroviral construct, and 
added to the cell, such that expression of the peptide agent is accomplished, e.g., PCT 
US97/01019. Regulatable gene thenpy systems can also be used. 
5 Once a test compound has been administered to the cells, the cells can be washed if 

desired and are allowed to incubate under preferably physiological conditions for some period 
of time. The cells are then harvested and a new gene expression profile is generated, as outlined 
herein. 

Thus, e.g., cancer or non-malignant tissue may be screened for agents that modulate, 
10 e.g., induce or suppress a cancer phenotype. A change in at least one gene, preferably many, of 
the expression profile indicates that the agent has an effect on cancer activity. By defining such 
a signature for the cancer phenotype, screens for new drugs that alter the phenotype can be 
devised. With this approach, the drug target need not be known and need not be represented in 
the original expression screening platform, nor does the level of transcript for the target protein 
IS need to change. 

In a preferred embodiment, as outlined above, screens may be done on individual genes 
and gene products (proteins). That is, having identified a particular differentially expressed 
gene as important in a particular state, screening of modulators of either the expression of the 
gene or the gene product itself can be done. The gene products of differentially e^ressed genes 

20 are sometimes referred to herein as "cancer proteins" or a '^cancer modulatory protein". The 
cancer modulatory protein may be a fragment, or alternatively, be the full length protein to the 
fi:agment encoded by the nucleic acids of the Tables. Preferably, the cancer modulatory protein 
is a fi^gment In a preferred embodiment, the cancer amino acid sequence which is used to 
determine sequence identity or similarity is encoded by a nucleic acid of the Tables. In another 

25 embodiment, the sequences are naturally occurring allelic variants of a protein encoded by a 
nucleic acid of the Tables, hi another embodunmt, the sequences are sequence variants as 
further described herein. 

Preferably, the cancer modulatory protein is a firagment of about 14-24 amino acids 
long. More preferably the fragment is a soluble firagment. Preferably, the firagment includes a 

30 non-transmembrane region. In a preferred embodiment, the fragment has an N-terminal Cys to 
aid in solubility. In one embodiment, the C-terminus of the fragment is kept as a free acid and 
the N-terminus is a free amine to aid in coupling, e.g., to cysteine. 
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In one embodiment the cancer proteins are conjugated to an immunogenic agrait as 
discussed herein. In one embodunent the cancer protein is conjugated to BSA. 

Measurements of cancer polypeptide activity, or of cancer or the cancer phaiotype can 
be performed using a variety of assays. For example, the effects of the test compounds upon the 
5 fimction of the cancer polypeptides can be measured by examining parameters described above. 
A suitable physiological change tiiat affects activity can be used to assess the iifluaice of a test 
compound on the polypeptides of this invention. When the functional consequences are 
determined using intact cells or animals, one can also measure a variety of effects such as, in the 
case of cancer associated with tumors, tumor growth, tumor metastasis, neovascularization, 
10 hormone release, transcriptional changes to both known and uncharacterized genetic markers 
(e.g., norfliem blots), changes in cell metaboUsm such as cell growth or pH changes, and 
changes in mtracellular second messengers such as cGMP. In the assays of the invention, 
manunalian cancer polyp^tide is typically used, e.g., mouse, preferably human. 

Assays to identify compounds wifli modulating activity can be performed in vitro. For 
15 example, a cancer polypeptide is first contacted with a potential modulator and incubated for a 
suitable amount of time, e.g., from 0.5-48 hours. In one embodiment, the cancer polypeptide 
levelsaredeterminedinvitrobymeasuringtilie level ofproteinormRNA. The level of ptotem 
is typically measured using immunoassays such as western blotting, ELBA, and the like with 
an antibody that selectively binds to the cancer polypeptide or a firagment thereof: For 
20 measurement of mRNA, amplification. e.g., using PGR, LCR, or hybridization assays, e.g., 
northern hybridization, KNAse protection, dot blotting, are preferred. The level of protein or 
mRNA is typically detected using directly or indirectly labeled detection agents, e.g., 
fluorescailly or radioactively labeled nucleic acids, radioactively or enzymatically labeled 
antibodies, and ttie like, as described herein. 
25 Altranatively, a reporter gene system can be devised using a cancer protein promoter 

operably linked to a reporter gene such as ludferas^ green fluorescent protein, CAT, or ^-gal. 
The reporter construct is typically transfected into a cell. After treatmrait with a potential 
modulator, the amount of reporter gene transcription, translation, or activity is measured 
according to standard techniques. 
30 In a preferred embodiment, as outlined above, screens may be done on individual genes 

and gene products (proteins). That is, having identified a particular differentially expressed 
gene as important in apaiticular state, screening of modulators of the expression of the geat or 
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the gene product itself can be done. The gene products of differentially expressed genes are 
sometimes referred to herein as "cancer proteins.*' The cancer protein may be a firagment, or 
alternatively, the full Iragth protein to a fragment shown herein. 

In one embodiment, screening for modulators of expression of specific genes is 
performed. Typically, the expression of only one or a few genes are evaluated. In another 
embodiment, screens are designed to first find compounds that bind to differentially expressed 
proteins. These compoimds are then evaluated for the ability to modulate differentially 
expressed activity. Moreover, once initial candidate compounds are identified, variants can be 
fiirther screened to better evaluate structure activity relationships. 

In a preferred embodiment, binding assays are done. In general, purified or isolated 
gene product is used; that is, the gene products of one or more differentially expressed nucleic 
acids are made. For example, antibodies are generated to the protein gene products, and 
standard immunoassays are run to determine the amount of protein present. Alternatively, cells 
comprising the cancer proteins can be used in the assays. 

Thus, in a preferred embodiment, the methods comprise combining a cancer protein and 
a candidate compound, and determining the binding of the compound to the cancer protein. 
Preferred embodiments utilize the human cancer protein, although other mammalian proteins 
may also be used, e.g.» for the development of animal models of human disease. In some 
embodiments, as outlined herein, variant or derivative cancer proteins may be used. 

Generally, in a preferred embodiment of the methods herein, the cancer protein or the 
candidate agent is non-difRisably bound to an insoluble support, preferably having isolated 
sample receiving areas (e.g., a microtiter plate, an array, etc.). The insoluble supports may be 
made of a composition to which the compositions can be bound, is readily separated fiiom 
soluble material, and is otherwise compatible with the overall method of screening. The surface 
of such supports may be solid or porous and of a convenient shape. Examples of suitable 
insoluble supports include microtiter plates, arrays, membranes, and beads. These are typically 
made of glass, plastic (e.g., polystyrene), polysaccharides, nylon or nitrocellulose, teflon*™, etc. 
Microtiter plates and arrays are especially convenient because a large number of assays can be 
carried out simultaneously, using small amoxmts of reagents and samples. The particular 
manner of binding of the composition is typically not crucial so long as it is compatible with the 
reagents and overall methods of the invention, maintains the activity of the composition, and is 
nondifiusable. Preferred methods of binding include the use of antibodies (which do not 
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sterically block either the ligand binding site or activation sequence when the protein is bound 
to the support), direct binding to "sticky" or ionic supports, chemical crosslinking, the synthesis 
of the protein or agent on the surface, etc. Following binding of the protein or agent, excess 
unbound material is removed by washing. The sample receiving areas may then be blocked 
5 through incubation with bovine serum albumin (BSA), casern, or other innocuous protein or 
other moiety. 

In a preferred embodiment, the cancer protein is bound to the support, and a test 
compound is added to the assay. Alternatively, the candidate agent is bound to the support and 
the cancer protein is added. Novel binding agents include specijBc antibodies, non-natural 
10 binding agents identified in screens of chemical libraries, peptide analogs, etc. Of particular 
interest are screening assays for agents that have a low toxicity for human cells. A wide variety 
of assays maybe used for this purpose, including labeled m vitro protem-protein binding assays, 
electrophoretic mobility shift assays, immunoassays for protein binding, functional assays 
(phosphorylation assays, etc.), and the like. 
15 The determination of the binding of the test modulating compound to the cancer protein 

may be done in a number of ways. In a preferred embodfanent, the compound is labeled, and 
binding detentnined directly, e.g., by attaching all or a portion of the cancer protein to a solid 
support, adding a labeled candidate agent (e.g., a fluorescent label), washing off excess reagent, 
and determining whether the label is present on the solid support. Various blockmg and 
20 washing steps may be utilized as appropriate. 

In some embodiments, only one of the components is labeled, e,g., the proteins (or 
proteinaceous candidate compounds) can be labeled. Alternatively, more than one component 
can be labeled with different labels, e.g., 125i for the proteins and a fluorophor for the 
compound. Proximity reagents, e.g., quenching or energy transfer reagents are also use&l. 
25 In one embodiment, the binding of the test compound is determmed by competitive 

binding assay. The competitor may be a binding moiety known to bind to tiie target molecule 
(e.g., a cancer protein), such as an antibody, peptide, binding partner, ligand, etc. Under certain 
circumstances, there may be competitive binding between the compound and the binding 
moiety, with the binding moiety displacing the compound. In one embodiment, the test 
30 compound is labeled. Either the compound, or the competitor, or both, is added first to the 
protein for a time sufficient to allow binding, if present, hicubations may be performed at a 
temperature which facilitates optimal activity, typically between about 4-40** C. Incubation 
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periods are typically optimized, e.g., to &cilitate r^id high throughput screening. Typically 
between 0.1-1 hour will be sufficient. Excess reagent is generally removed or washed away. 
The second component is then added, and the presence or absence of the labeled component is 
followed, to indicate binding. 

Jn a preferred embodiment, the competitor is added first, followed by a test compound. 
Displacement of the competitor is an indication that the test compound is binding to tfie cancer 
protein and thus is capable of binding to, and potentially modulating, the activity of the cancer 
protein. In this embodiment, either component can be labeled. Thus, e.g., if the competitor is 
labeled, the presence of label in the wash solution indicates displacement by the agent. 
Alternatively, if the test compound is labeled, the presence of the label on the support indicates 
displacement. 

In an alternative embodiment, the test compoimd is added first, with incubation and 
washing, followed by the competitor. The absence of binding by the competitor may indicate 
that the test compound is bound to the cancer protein with a higher affinity. Thus, if the test 
compound is labeled, the presence of the label on the support, coupled with a lack of competitor 
binding, may indicate that the test compound is cs^able of binding to the cancer protein. 

In a preferred embodiment, the methods comprise differential screening to identity 
agents that are capable of modulating the activity of the cancer proteins. In one embodiment, 
the methods comprise combining a cancer protein and a competitor in a first sample. A second 
sample comprises a test compound, a cancer protein, and a competitor. The binding of the 
competitor is determined for both samples, and a change, or difference in binding between the 
two samples indicates the presence of an agent capable of binding to flie cancer protein and 
potffltially modulating its activity. That is, if the binding of the competitor is different in the 
second sample relative to the first sample, the agent is capable of binding to the cancer protein. 

Alt^atively, differential sheening is used to identify drug candidates fliat bind to the 
native cancer protein, but cannot bind to modified cancer proteins. The structure of the cancer 
protein may be modeled, and used in rational drug design to synthesize agents that interact with 
ttiat site. Drug candidates that affect the activity of a cancer protein are also identified by 
screening drugs for the ability to either enhance or reduce the activity of the protein. 

Positive controls and negative controls may be used in the assays. Preferably control 
and test samples are performed in at least triplicate to obtain statistically significant results. 
Incubation of all samples is for a time sufficient for the binding of the agent to the protein. 
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FoUowing incubation, samples are washed free of non-specificaUy bound material and the 
amount of bound, generally labeled agent determined. For example, where aradiolabel is 
employed, the samples may be counted in a scintillation counter to determine Has amount of 
bound compound. 

5 A variety of other reagents may be included in the screening assays. These include 

reagents like salts, neutral proteins, e.g., albumin, detergents, etc., which may be used to 
feciUtate optimal protein-protein binding and/or reduce non-specific or background interactions. 
Also reagents that otherwise improve the efficiency of the assay, such as protease inhibitors, 
nuclease inhibitors, anti-microbial agents, etc., may be used. The mixture of components may 

10 be added in an order that provides for tibe requisite binding. 

In a preferred embodiment, the invention provides methods for screening for a 
compound capable of modulating the activity of a cancer protein. The methods comprise 
adding a test compound, as defined above, to a cell comprising cancer protems. Preferred ceU 
types include almost any cell The cells contain a recombinant nucleic acid that encodes a 

15 cancer protein. In a preferred embodiment, a Ubrary of candidate agents are tested on a pluraUty 
of cells. 

In one aspect, the assays are evaluated in the presence or absence or previous or 
subsequent exposure of physiological signals, e.g., hormones, antibodies, peptides, antigens, 
cytokines, growth factors, action potentials, pharmacological agaits including 
20 chemothersq)eutics, radiation, caicinogenics, or other cells (e.g., cell-ceU contacts). In another 
example, tiie determinations are determined at different stages of tiie ceU cycle process. 

In fliis way, conq)ounds that modulate cancer agents are identified. Confounds tidth 
pharmacological activity are able to enhance or interfere witii the activity of the cancer protein. 
Once identified, similar structures are evaluated to idraitify critical stiuctural feature of tiie 
25 compound. 

In one embodiment, a mefliod of inhibiting cancer ceU division is provided. The mefliod 
comprises administration of a cancer inhibitor. In anotiia: embodimait, a method of inhibiting 
cancer is provided. The method may comprise administration of a canca: inhibitor. Inafiirtiier 
embodiment, mettiods of treating cells or individuals with cancer are provided, e.g., comprising 
30 administration of a cancer inhibitor. 

In one embodiment, a cancer inhibitor is an antibody as discussed above. In another 
embodiment, the cancer inhibitor is an antisense molecule. 
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A variety of cell growth, proliferation, viability, and metastasis assays are available, as 
described below. 

Soft agar growth or colony formation in suspension 

Normal cells require a solid substrate to attach and grow. When the cells are 
5 transformed, they lose this phenotype and grow detached from the substrate. For example, 
transformed cells can grow in stirred suspension culture or suspended in semi-solid media, such 
as semi-solid or soft agar. The transformed cells, when transfected with tumor suppressor 
genes, regenerate normal phenotype and require a solid substrate to attach and grow. Soft agar 
growth or colony formation in suspension assays can be used to identify modulators of cancer 

10 sequences, which when expressed in host cells, inhibit abnormal cellular proliferation and 
transformation. A therapeutic compound would reduce or eUminate the host cells' abiUty to 
grow in stirred suspension culture or suspended in semi-solid media, such as semi-solid or soft. 

Techniques for soft agar growth or colony formation in suspension assays are described, 
e.g., in Freshney (1998) Culture of Animal Cells: A Manual of Basic Technique (3d ed.) WUey- 

15 Liss; Freshney (2000) Culture of Animal CeUs: A Manual of Basic Technique (4th ed.) WUey- 
Liss; and Garkavtsev, et al (1996) Nature Genet. 14:415-20. 
Contact inhibition and density limitation of growth 

Normal cells typically grow in a flat and organized pattern in a petri dish until they 
touch other cells. When the cells touch one another, fliey are contact inhibited and stop 

20 growing. When cells are transformed, however, the cells are not contact inhibited and continue 
to grow to high densities in disorganized foci. Thus, flie transformed cells grow to a hi^er 
saturation density than normal cells. This can be detected morphologically by the formation of 
a disoriented monolayer of cells or rounded cells in foci within the regular pattern of normal 
surrounding cells. Altematively, labeling index with (3H)-thymidine at saturation density can 

25 be used to measure density limitation of growth. See Freshney (2000), supra. The transformed 
cells, when transfected with tumor suppressor genes, regenerate a normal phenotype and 
become contact inhibited and would grow to a lower density. 

In this assay, labeling index with (3H)-thymidine at saturation density is a preferred 
method of measuring density limitation of growth. Transformed host cells are transfected with 

30 a cancer-associated sequence and are grown for 24 hours at saturation density in non-limiting 
medium conditions. The percentage of cells labeling with (3H)-thymidine is detennined 
autoradiographically. See, Freshney (1998), supra. 
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Growth factor or serum dependence 

Transformed cells typically have a lower serum dependmce than their normal 
counterparts (see, e.g., Temin (1966) LNatL Cancer Insti. 37:167-175; Eagle, et al.(1970) L 
Exp. Med. 13 1 :836-879); Freshney, supra. This is in part due to release of various growth 
factors by the transformed cells. Growth factor or serum dependence of transformed host cells 
can be compared with that of control. 
Tumor specific markers levels 

Tumor cells release an mcreased amount of certain factors (hereinafter "tumor specific 
markers") than their normal counterparts. For example, plasminogen activator (PA) is released 
from human gUoma at a higjhier level than from normal brain cells (see, e.g., GuUino 
"Angiogenesis, tumor vascularization, and potential interference with tumor growth" pp. 178- 
184 in Mihich (ed. 1985) Biological Responses in Cancer Plenum. Similarly, tumor 
angiogenesis factor (TAF) is released at a higher level in tumor cells than their normal 
countCTparts. g^ft, ^ g ^ T?nl1nnan (1992^ Sem. Cancer Biol. 3:89-96. 

Various techniques which measure the release of these factors are described in Freshney 
(1998), supra. Also, see, Unkeless, et al. (1974) LBioLOienL 249:4295-4305; Strickland and 
Beere (1976) J, BioLChem. 251 :5694-5702; Whur, et al. (1980) Br. J. Cancer 42:305-312; 
Gullino "Angiogenesis, tumor vascularization, and potential intaference wifli tumor growth" 
pp. 178-184 in Mihich (ed. 1985) Biological Responses in Cancer Plenum; Freshney (1985) 
Anticancer Res. 5:111-130. 
Invasiveness into Matrigel 

The degree of invasiveness into Matrigel or some other extracellular matrix constituent 
can be used as an assay to identify compounds that modulate cancer-associated sequences. 
Tumor cells exhibit a good correlation between malignancy and invasiveness of cells into 
Matrigel or some other extracellular matrix constituent In this assay, tumorigenic cells are 
typically used as host cells. Expression of a tumor suppressor gene in these host cells would 
decrease invasiveness of the host cells. 

Techniques described in Freshney (1994), supra, can be used. Briefly, the level of 
invasion of host cells can be measured by using filters coated with Matrigel or some other 
extracellular matrix constituent. Penetration into the gel, or through to the distal side of the 
filter, is rated as invasiveness, and rated histologically by number of cells and distance moved, 
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or by prelabeling the cells with 125i and counting the radioactivity on the distal side of the filter 
or bottom of the dish. See, e.g., Freshney (1984), supra. 
Tumor growth in vivo 

Effects of cancer-associated sequences on cell growth can be tested in transgenic or 
immune-suppressed mice. Knock-out transgenic mice can be made, in which the cancer gene is 
disrupted or in which a cancer gene is inserted. Knock-out transgenic mice can be made by 
insertion of a marker gene or other heterologous gene into the endogenous cancer gene site in 
the mouse genome via homologous recombination. Such mice can also be made by substituting 
the endogenous cancer gene with a mutated version of the cancer gene, or by mutating the 
endogenous cancer gene, e.g., by exposure to carcinogens. 

A DNA construct is introduced into the nuclei of embryonic stem cells. Cells containing 
the newly CTgineered genetic lesion are injected into a host mouse embryo, which is re- 
implanted into a recipient female. Some of these embryos develop into chimeric mice that 
possess germ cells partially dmved firoiii the mutant cell line. Therefore, by breeding the 
chimeric mice it is possible to obtain a new line of mice containing the introduced genetic lesion 
(see, e.g., Capecchi, et al. (1989) Science 244: 1288-1292). Chimeric targeted mice can be 
derived according to Hogan, et al. (1988) Manipulating ttie Mouse Embrvo: A Laboratorv 
Manual CSH Press; and Robertson (cd. 1987) Teratocardnomas and Embrvonic S tem Cells: A 
Practical Approach IRL Press, Washington, D.C. 

Alternatively, various immune-suppressed or immxme-deficient host animals can be 
used. For example, genetically athymic "nude" mouse (see, e.g., Giovanella, et al. (1974) J. 
Natl. Cancer Inst. 52:921-930), a SCID mouse, a thymectomized mouse, or an irradiated mouse 
(see, e.g., Bradley, et al. (1978) Br. J. Cancer 38:263-272; Selby, et al. (1980) Br. J. Cancer 
41:52-61) can be used as a host. Transplantable tumor cells (typically about 10^ cells) injected 
into isogenic hosts will produce invasive tumors in a high proportions of cases, while normal 
cells of similar origin will not In hosts which developed invasive tumors, cells expressing a 
cancer-associated sequences are injected subcutaneously. After a suitable length of time, 
preferably about 4-8 weeks, tumor growth is measured (e.g., by volume or by its two largest 
dimensions) and compared to the control. Tumors that have statistically significant reduction 
(using, e.g., Student's T test) are said to have inhibited growth. 
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Polynucleotide modulators of cancer 
Antisense and RNAi Polynucleotides 

In certain embodiments, the activity of a cancer-associated protein is down-regulated» or 
entirely inhibited, by the use of an inhibitory or antisense polynucleotide, e.g., a nucleic acid 
complementary to, and which can preferably hybridize specifically to, a coding mRNA nucleic 
acid sequence, e.g., a cancer protein mRNA, or a subsequence thereof. Binding of the antisense 
polynucleotide to the mRNA reduces the translation and/or stability of the mRNA. 

In the context of this invention, antisense polynucleotides can comprise naturally- 
occurring nucleotides, or synthetic species formed from naturally-occurring subimits or their 
close homologs. Antisense polynucleotides may also have altered sugar moieties or inter-sugar 
linkages. Exemplary among these are the phosphorothioate and other sulfur containing species. 
Analogs are comprehended by this invention so long as they function effectively to hybridize 
with the cancer protein mRNA. See, e.g., Isis Pharmaceuticals, Carlsbad, CA; Sequitor, Inc., 
Natick,MA. 

Such antisense polynucleotides can readily be synthesized using recombinant means, or 
can be synthesized in vitro. Equipment for such synthesis is sold by several vendors, including 
Applied Biosystems. The preparation of other oligonucleotides such as phosphorothioates and 
alkylated derivatives is also well known. 

Antis^e molecules as used herein include antisense or sense oligonucleotides. Sense 
oligonucleotides can, e.g., be enq>loyed to block transcription by binding to the anti-sense 
strand. The antisense and sense oligonucleotide comprise a single-stranded nucleic acid 
sequence (either KNA or DNA) capable of binding to target mRNA (sense) or DNA (antisense) 
sequences for cancer molecules. A preferred antisense molecule is for a cancer sequences in the 
Tables, or for a ligand or activator thereof. Antisense or sense oligonucleotides, according to 
the preset invention, comprise a fiagment generally at least about 14 nucleotides, preferably 
fi:om about 14-30 nucleotides. The ability to derive an antisense or a sense oligonucleotide, 
based upon a cDNA sequence encoding a given protein is described in, e.g.. Stein and Cohen 
(1988) Cancer Res. 48:2659-2668; and van der Krol, et al. (1988) BioTechnigues 6:958-976. 

RNA interference is a mechanism to suppress gene expression in a sequence specific 
manner. See, e.g., Brumelkamp, et al. (2002) Sciencexpress (21March2002); Sharp (1999) 
Genes Dev. 13:139-141; and Cathew (2001) Curr. Op. Cell Biol. 13:244-248; In mammalian 
cells, short, e.g., 21 nt, double stranded small interfering RNAs (siRNA) have been shown to be 



73 



wo 03/042661 



PCTAJS02/36810 



effective at inducing an RNAi response. See, e.g., Elbashir, et al. (2001) Nature 41 1:494-498. 
The mechanism may be used to downregulate expression levels of identified genes, e.g., 
treatment of or validation of relevance to disease. 
Ribozymes 

5 In addition to antisense polynucleotides, ribozymes can be used to target and inhibit 

transcription of cancer-associated nucleotide sequences. A ribozyme is an RNA molecule that 
catalytically cleaves other RNA molecules. Different kinds of ribozymes have been described, 
including group I ribozymes, hammerhead ribozymes, hairpin ribozymes, RNase P, and axhead 
ribozymes (see, e.g., Castanotto, et al. (1994) Adv. in Pharmacology 25: 289-317 for a general 
10 review of the properties of different ribozymes). 

The general features of hairpin ribozymes are described, e.g., in Hampel, et al. (1990) 
Nucl. Acids Res. 18:299-304; European Patent Publication No. 0 360 257; U.S. Patent No. 
5,254,678. Methods of preparation are described in, e.g., WO 94/26877; Ojwang, et al. (1993) 
Ptoc. Natl. Acad. Sci. USA 90:6340-6344; Yamada, et al. (1994) Human Gene Therapy 1:39- 
15 45; Leavitt, et al.(1995) Ptoc. Natl. Acad. Sci. USA 92:699-703; Leavitt, et al. (1994) Human 
Gene Therapy 5:1 151-120; and Yamada, et al. (1994) Virology 205: 121-126. 

Polynucleotide modulators of cancer may be introduced into a cell containing the target 
nucleotide sequence by formation of a conjugate with a ligand binding molecule, as described in 
WO 91/04753. Suitable ligand binding molecules include^ but are not limited to, cell surface 
20 recq)tors, growth factors, other cytokines, or oth«: ligands that bind to cell surface receptors. 
Preferably, conjugation of the ligand binding molecule does not substantially interfere with the 
ability of tiie ligand binding molecule to bind to its correspondmg molecule or receptor, 6r 
block entry of the sense or antisense oligonucleotide or its conjugated version into the cell. 
Alternatively, a polynucleotide modulator of cancer may be introduced into a cell containing the 
25 target nucleic acid sequence, e.g., by formation of an polynucleotide-lipid complex, as described 
in WO 90/10448. It is understood that the use of antisense molecules or knock out and knock in 
models may also be used in screening assays as discussed above, in addition to mefliods of 
treatment. 

Thus, in one embodiment, methods of modulating cancer in cells or organisms are 
30 provided. In one embodiment, the methods comprise administering to a cell an anti-cancer 
antibody that reduces or eliminates the biological activity of an endogenous cancer protein. 
Alternatively, the methods comprise administering to a cell or organism a recombinant nucleic 
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acid encoding a cancer protein. This may be accompUshed in any number of ways. In a 
preferred embodiment, e.g., when the cancer sequence is down-regulated in cancer, such state 
may be reversed by increasing the amount of cancer gene product in the cell. This can be 
accompUshed, e.g., by overexpressmg the endogenous cancer gene or administering a gene 
5 encoding the cancer sequence, using known gene-therapy techniques. In a preferred 

embodiment, the gene therapy techniques include the incorporation of the exogenous gene using 
enhanced homologous recombination (EHR), e.g., as described in PCT/US93/0386. 
Alternatively, e.g., when the cancer sequence is up-regulated in cancer, the activity of the 
endogenous cancer gene is decreased, e.g., by the administration of a cancer antisense or other 

10 inhibitor, e.g., KNAi. 

In one embodiment, the cancer proteins of the present invention may be used to generate 
polyclonal and monoclonal antibodies to cancer proteins. Similarly, the cancer proteins can be 
coupled, using standard technology, to affinity chromatography columns. These columns may 
then be used to purify cancer antibodies usefiil for production, diagnostic, or therapeutic 
15 purposes. In a preferred embodiment, the antibodies are generated to epUopes unique to a 
cancer protein; that is, the antibodies show Uttle or no cross-reactivity to other proteins. The 
cancer antibodies maybe coupled to standard affinity chromatography columns and used to 
purify cancer proteins. The antibodies may also be used as blocking polypeptides, as outlined 
above, since they will specifically bind to the cancer protein. 
20 Methods of identifying variant cancer-associated sequences 

Witiiout bdng bound by theory, expression of various cancer sequences is correlated 
with cancer. Accordingly, disorders based on mutant or variant cancer genes may be 
determined. In one embodiment, the invention provides methods for identifying cells 
containing variant cancer genes, e.g.. detetmining aU or part of the sequence of at least one 
25 endogenous cancer gene in a ceU. In aprefeired embodiment, the invention provides methods 
of identifying the cancer genotype of an individual, e.g., detennining all or part of the sequence 
of at least one cancer gene of the individual. This is generally done in at least one tissue of the 
individual, and may include the evaluation of a number of tissues or different samples of the 
same tissue. The method may mclude comparing the sequence of the sequenced cancer gene to 
30 a known cancer gene, e.g., a wild-type gene. 

The sequence of all or part of the cancer gene can then be compared to the sequence of a 
known cancer gene to determine if any differences exist This can be done using known 
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homology programs, such as Bestfit, etc. In a preferred embodiment, flie presence of a 
difference in the sequence between the cancer gene of the patient and the known cancer gene 
correlates with a disease state or a propensity for a disease state, as outlined herein. 

In a preferred embodiment, the cancer genes are used as probes to determine the number 

5 of copies of the cancer gene in the genome. 

In another preferred embodiment, the cancer genes are used as probes to determine the 
chromosomal localization of the cancer genes. Information such as chromosomal localization 
finds use in providing a diagnosis or prognosis in particular when chromosomal abnormalities 
such as translocations, and the like are identified in the cancCT gene locus. 

1 0 Administration of pharmaceutical and vaccine compositions 

In one embodiment, a therapeutically effective dose of a cancer protein or modulator 
thereof, is administered to a patient. By "therapeutically effective dose" herein is meant a dose 
that produces effects for which it is administered. The exact dose will depend on the purpose of 
the treatment, and will be ascertainable using known techniques. See, e.g., Ansel, et al. (1999) 

1 5 Pharmaceutical Dosage Forms and Drug Dehverv Lippincott; Lieberman ( 1 992) Pharmaceutical 
Dosage Forms (vols. 1-3) Dekker, ISBN 0824770846, 082476918X, 0824712692, 0824716981; 
Lloyd (1999) The Art, Sci^ce and Technology of Pharmaceutical Compounding Amer. 
Pharmaceut Assn.; and Pickar (1998) Dosage Calculations Thomson. Adjustments for cancer 
degradation, systemic versus localized delivery, and rate of new protease synthesis, as well as 

20 the age, body weight, general health, sex, diet, time of administration, drug interaction, and the 
severity of the condition may be necessary. U.S. Patent Application No, 09/687,576, fiufher 
discloses the use of compositions and methods of diagnosis and treatment in cancer. 

A "patient" for the purposes of the present invention includes both humans and other 
animals, particularly mammals. Thus the methods are applicable to both human therapy and 

25 veterinary applications. In fhe preferred embodiment the patient is a mammal, preferably a 
primate, and in the most preferred ^bodiment the patient is human. 

The administration of the cancer proteins and modulators thereof of ttie present 
invention can be done in a variety of ways, including, but not limited to, orally, subcutaneously, 
intravenously, intranasally, transdennally, intraperitoneally, intramuscularly, intrapulmonary, 

30 vaginally, rectally, or intraocularly. In some instances, e.g., in the treatment of wounds and 

inflammation, the cancer proteins and modulators may be directiy applied as a solution or spray. 
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The phannaceutical compositions of the presait mvention comprise a cancra: protein in a 
form suitable for administration to a patient In the preferred embodiment, the pharmaceutical 
compositions are in a water soluble form, such as being present as phannaceutically acceptable 
salts, which is meant to include both acid and base addition salts. "Phannaceutically acceptable 
5 acid addition salt" refers to tiiose salts that retain ttie biological ejBfectiveness of tiie free bases 
and tiiat are not biologically or otiierwise undesirable, formed with inorganic acids such as 
hydrochloric acid, hydrobromic acid, sulftiric acid, nitiic acid, phosphoric acid, and the like, and 
organic acids such as acetic acid, propionic acid, glycoUc acid, pyravic acid, oxaUc acid, maleic 
acid, malonic acid, succinic acid, ftunaric acid, tartaric acid, citric acid, benzoic acid, cmnamic 
10 acid, mandeUc acid, metiianesulfonic acid, ethanesulfonic acid, p-toluenesulfonic acid, saUcyUc 
acid, and the Uke. "PhaimaceuticaUy acceptable base addition salts" include those derived from 
inorganic bases such as sodium, potassium, lithium, ammonium, calcium, magnesium, iron, 
zinc, copper, manganese, aluminum salts, and flie like. Particularly preferred are the 
ammonium, potassium, sodium, calcium, and magnesium salts. Salts derived from 
15 phaimaceuticaUy acceptable organic non-toxic bases include salts of primary, secondary, and 
tertiary amines, substituted amines including naturally occurring substihited amines, cycUc 
amines and basic ion exchange resins, such as isopropylamine, trimethylamine, diethylamine, 
trietiiylamine, tripropylamine, and efhanolanaine. 

The pharmaceutical compositions may also include one or more of the following: carrier 
20 piotdns such as serum albumin; buffers; fillers such as microcrystalline cellulose, lactose, com 
and other starches; binding agents; sweeteners and oilier flavoring agents; coloring agents; and 
polyethylene glycol. 

The pharmaceutical compositions can be administered in a variety of unit dosage forms 
depending upon tiie method of administration. For example, unit dosage forms suitable for oral 

25 administration include, but are not limited to, powder, tablets, pills, capsules and lozenges. It is 
recognized tiiat cancer protein modulators (e.g., antibodies, antisense constiiicts, ribozymes, 
small organic molecules, etc.) when administered orally, should be protected from digestion. 
This is typically accomplished eitiier by complexing the molecule(s) witii a composition to 
render it resistant to acidic and enzymatic hydrolysis, or by packaging the molecule(s) in an 

30 appropriately resistant carrier, such as a Uposome or a protection barrier. Means of protecting 
agents from digestion are available. 
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The compositions for administration will commonly comprise a cancer protein 
modulator dissolved in a phannaceutically accq)table carrier, preferably an aqueous carrier. A 
variety of aqueous carriers can be used, e.g., buffered saline and flie like. These solutions are 
sterile and generally free of undesirable matter. These compositions may be sterilized by 
5 conventional, well known sterilization techniques. The compositions may contain 

phannaceutically acceptable auxiliary substances as required to approximate physiological 
conditions such as pH adjusting and buflfering agents, toxicity adjusting agents, and the like, 
e.g., sodium acetate, sodium chloride, potassium chloride, calcium chloride, sodium lactate, and 
the like. The concentration of active agent in these formulations can vary widely, and will be 

10 selected primarily based on fluid volumes, viscosities, body weight, and the like in accordance 
with the particular mode of administration selected and the patient's needs (e.g., (1980) 
Remingtons Pharmaceutical Science (18th ed.) Mack, and Hardman and Limbird (eds. 2001) 
Goodman and Oilman: The Pharmacological Basis of Therapeutics (10th ed.) McGraw-Hill. 
Thus, a typical pharmaceutical composition for intravenous administration would be 

15 about 0. 1 to 10 mg per patient per day. Dosages from 0.1 up to about 100 mg per patient per 
day may be used, particularly when the drug is administered to a secluded site and not into the 
blood stream, such as into a body cavity or into a lumen of an organ. Substantially higher 
dosages are possible in topical administration. Actual methods for preparing parenteiaUy 
administrable compositions will be known or apparent. 

20 The compositions containing modulators of cancer proteins can be administered for 

ther^eutic or prophylactic treatments. In therapeutic applications, compositions are 
administered to a patient sufiFering from a disease (e.g., a cancer) in an amount sufficientio cure 
or at least partially arrest the disease and its complications. An amount adequate to accomplish 
tiiis is defined as a "therapeutically effective dose." Amounts effective for this use will depend 

25 upon the severity of the disease and tiie general state of the patient's health. Single or multiple 
administrations of die compositions may be administered depending on the dosage and 
frequency as required and tolerated by the patient. In any event, the composition should 
provide a sufficient quantity of the agents of this invention to effectively treat the patient An 
amount of modulator fliat is cqjable of preventing or slowing the development of cancer in a 

30 manmial is referred to as a "prophylactically effective dose." The particular dose required for a 
prophylactic treatmait will depend upon the medical condition and history of the manunal, the 
particular cancer being prevented, as well as other factors such as age, weight, gender, 

78 



wo 03/042661 



PCTAJS02/36810 



administration route, efficiency, etc. Such prophylactic treatments may be used, e.g., in a 
mammal who has previously had cancer to prevent a recurrence of the cancer, or in a manunal 
who is suspected of having a significant likelihood of developing cancer based, at least in part, 
upon gene expression profiles. Vaccine strategies may be used, m dthar a DNA vaccine form, 

5 or protein vaccine. 

It will be appreciated that the present cancer protein-modulating compounds can be 
administered alone or in combination with additional cancer modulating compounds or with 
other therapeutic agent, e.g., other anti-cancer agents or treatments. 

In numerous embodiments, one or more nucleic acids, e.g., polynucleotides comprising 
10 nuclac acid sequences set forth in the Tables, such as RNAi, antisense polynucleotides or 
ribozymes, will be introduced into cells, in vitro or in vivo. The present invention provides 
methods, reagents, vectors, and cells useful for expression of cancer-associated polypeptides 
and nucleic acids usmg in vitro (cell-fiiee), ex vivo or in vivo (cell or organism-based) 
recombinant expression systems. 
15 The particular procedure used to introduce the nucleic acids into a host cell for 

expression of aprotein or nucleic add is appUcation specific. Many procedures for introducing 
foreign nucleotide sequences into host cells may be used These include the use of calcium 
phosphate transfection, spheroplasts, electroporation, Uposomes, microinjection, plasma 
vectors, viral vectors, and other well known metiiods for introducing cloned genomic DNA, 
20 cDNA, syn&etic DNA, or oflier foreign genetic matarial into a host cell (see, e.g., Berger and 
gimmel H 9R7> Guide to Molecular Cloning Techmaues from Methods in Enzymo lpRV (vol. 
152) Academic Press; Ausubel, et aL (eds. 1999 and supplements) guffent Protocols Lippincott; 
and Sambiook, et al. (2001) Molecular Clo ning: A Laboratorv Manual (3d ed.. Vol. 1-3) CSH 
Press. 

25 In a preferred ranbodiment, cancer proteins and modulators are administered as 

therapeutic agents, and can be formulated as outlined above. Similarly, canco: genes (including 
both the full-loigth sequence, partial sequences, or regulatory sequences of the cancer coding 
regions) can be administered in a gene therapy appUcation. These cancer genes can include 
inhibitory appUcations, e.g., as inhibitory RNA, gene ther^y (e.g., for incorporation into flie 

30 g^ome), or antisense compositions. 

Cancer polypeptides and polynucleotides can also be administered as vaccine 
compositions to stimulate HTL, CTL, and antibody responses. Such vaccine compositions can 
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include, e.g., lipidated peptides (see, e.g.,Vitiello, et al. (1995) L Clin. Invest 95:341-349), 
pq)tide compositions encapsulated in poly(DL-lactide-co-glycolide) ("PLG") microspheres 
(see, e.g., Eldridge, et al. (1991) Molec, Immunol. 28:287-294,; Alonso, et al. (1994) Vaccine 
12:299-306; Jones, et al. (1995) Vaccine 13:675-681), pq)tide compositions contained in 

5 immune stimulating complexes (ISCOMS) (see, e,g., Takahashi, et al. (1990) Nature 344:873- 
875; Hu, et al. (1998) Clin Exp Immunol. 1 13:235-243), multiple antigen peptide systems 
(MAPs) (see, e.g.. Tarn (1988) Proc. Natl. Acad. Sci. USA 85:5409-5413; Tarn (1996) L 
Immunol. Methods 196:17-32), peptides formulated as multivalent peptides; peptides for use in 
ballistic delivery systems, typically crystallized peptides, viral delivery vectors (Perkus, et al., p. 

10 379, in Kaufinann (ed. 1996) Concepts in Vaccine Development de Gruyter; Chakrabarti, et al. 
(1986) Nature 320:535-537; Hu, et al. (1986) Nature 320:537-540; Kieny, et al. (1986) 
Bio/Technology 4:790-795; Top, et al. (1971) J. Infect Pis. 124:148-154; Chanda, et al. (1990) 
Virologv 175:535-547), particles of viral or synthetic origin (see, e.g., Kofler, et al. (1996) J. 
hnmunol. Methods 192:25-35; Eldridge, et al. (1993) Sem. Hematol. 30:16-24; Falo, et al. 

15 (1995) Nature Med. 1:649-653), adjuvants (Warren, et al. (1986) Annu. Rev. Immunol. 4:369- 
388; Gupta, et aL (1993) Vaccine 1 1:293-306), liposomes (Reddy, et al. (1992) J. hnmunol. 
148:1585-1589; Rock (1996) Immunol. Todav 17:131-137), or, naked or particle absorbed 
cDNA (Uhner, et al. (1993) Science 259:1745-1749; Robinson, et al. (1993) Vaccine 1 1:957- 
960; Shiver, et al., p 423, in Kaufinann (ed. 1996) Concents in Vaccine Dev elopment de 

20 Gruyter, Cease and Berzofiky (1994) Annu, Rev. Immunol. 12:923-989; and Eldridge, et al. 
(1993) Sem. Hematol. 30:16-24). Toxin-targeted delivery technologies, also known as receptor 
mediated targeting, such as those of Avant Immunofherapeutics, Inc. (Needham, Massachusetts) 
may also be used. 

Vaccine compositions often include adjuvants. Many adjuvants contain a substance 
25 designed to protect the antigen fix)m rapid catabolism, such as aluminum hydroxide or mineral 
oil, and a stimulator of immune responses, such as lipid A, Bortadella pertussis, or . 
Mycobacterium tuberculosis derived proteins. Certam adjuvants are commercially available as, 
e.g., Freund's Incomplete Adjuvant and Complete Adjuvant (Difco Laboratories, Detroit, MI); 
MCTck Adjuvant 65 (Merck and Company, hic, Rahway, NJ); AS-2 (SmithKJine Beecham, 
30 Philadelphia, PA); aluminum salts such as alumimun hydroxide gel (alum) or aluminiun 

phosphate; salts of calciiun, iron, or zinc; an insoluble siispension of acylated tyrosine; acylated 
sugars; cationically or anionically derivatized polysaccharides; polyphosphazenes; 
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biodegradable microspheres; monophosphoryl Upid A and quU A. Cytokiiies, such as GM-CSF, 
interleukin-2, -7, -12, and other like growth factors, may also be used as adjuvants. 

Vaccines can be administered as nucldc acid compositions wherein DNA or RNA 
encoding one or more of the polypeptides, or a fragment thereof; is administered to a patient. 
5 This approach is described, for instance, in Wolff et. al. (1990) Sciaice 247:1465-1468, as well 
as U.S. Patent Nos. 5,580,859; 5.589,466; 5,804,566; 5,739,1 18; 5,736,524; 5;679,647; WO 
98/04720; and in more detail below. Examples of DNA-based deUvery technologies mclude 
"naked DNA". faciUtated (bupivicaine, polymers, peptide-mediated) delivery, cationic lipid 
complexes, and particle-mediated ("gene gun") or pressure-mediated deUvery (see, e.g., U.S. 

10 Patent No. 5,922.687). 

For therapeutic or prophylactic immunization purposes, the peptides of the mvention can 
be expressed by viral or bacterial vectors. Examples of expression vectors include attenuated 
viral hosts, such as vaccinia or fowlpox. This approach involves the use of vaccinia virus. e.g.. 
as a vector to express nucleotide sequences that encode cancer polypeptides or polypeptide 
15 fragments. Upon introduction into a host, the recombinant vaccinia virus expresses the 

immunogenic peptide, and thereby eUcits an immune response. Vaccinia vectors and methods 
useful in immunization protocols are described in, e.g., U.S. Patent No. 4,722,848. Another 
vector is BCG (Bacille Calmette Guerin). BCG vectors are described in Stover, et al. (1991) 
Nature 351:456-460. A wide variety of other vectors are avaUablel for therapeutic 
20 administration or immunization, e.g., adeno and adeno-assodated virus vectors, retroviral 
vectors, Sahnonella typhi vectors, detoxified anthrax toxin vectors, and the Uke. See, e.g., 
Shata, et al. (2000) Mol Med Today 6:66-71; Shedlock, et aL (2000) J. Leukoc. Biol. 68:793- 
806; Hipp, et al. (2000) &^ya 14:571-85. 

Methods for the use of genes as DNA vaccines are weU known, and include placmg a 
25 cancer gene or portion of a cancer gene under the control of a regulatable promoter or a tissue- 
specific promoter for expression in a canco: patient Hie cancer gene used for DNA vaccines 
can encode full-length cancer proteins, but more preferably encodes portions of the cancer 
proteins including peptides derived from the cancer proton. In one embodhnent. a patient is 
immunized with a DNA vaccine comprising a pluraUty of nucleotide sequences derived from a 
30 cancer gene. For example, cancar-associated genes or sequKice encodn^ subfiagments of a 
cancer protein are introduced mto expression vectors and tested for then: immunogenicity m llie 
context of Class I MHC and an abihty to generate cytotoxic T ceU responses. This procedure 
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provides for production of cytotoxic T cell responses against cells which present antigen, 
including intracellular epitopes. 

In a preferred embodiment, DNA vaccines include a gene encoding an adjuvant 
molecule with the DNA vaccine. Such adjuvant molecules include cytokines that increase the 
5 inununogenic response to the cancer polypeptide encoded by the DNA vaccine. Additional or 
alternative adjuvants are available. 

In another preferred embodiment, cancer genes find use in generating animal models of 
cancer. When the cancer gene identified is repressed or diminished in cancer tissue, gene 
therapy technology, e.g., wha-ein inhibitory or antisense RNA directed to the cancer gene will 

1 0 also diminish or repress expression of the gene. Animal models of cancer find use in screening 
for modulators of a cancer-associated sequence or modulators of cancer. Similarly, transgenic 
animal technology, including gene knockout technology, e.g., as a result of homologous 
recombination with an appropriate gene targeting vector, will result in the absence or increased 
expression of the cancer protein. When desired, tissue-specific expression or knockout of the 

1 5 cancer protein may be necessary. 

It is also possible that the cancer protein is overexpressed in cancer. As such, transgenic 
animals can be generated that overexpress the cancer protein. Depending on the desired 
expression level, promoters of various strengths can be employed to express the transgene. 
Also, the number of copies of the integrated transgene can be determined and concqpared for a 

20 determination of the expression level of the transgene. Animals generated by such methods will 
find use as animal models of cancer and are additionally usefiil in serening for modulators to 
treat cancer. 

ICits for Use in Diagnostic and/or Prognostic Applications 

For use in diagnostic, research, and therapeutic applications suggested above, kits are 

25 also provided by the invention. In diagnostic and research applications, such kits may include 
at'least one of the following: assay reagents, buffers, cancer-specific nucleic acids or antibodies, 
hybridization probes and/or primers, antisense polynucleotides, ribozymes, dominant negative 
cancer polypeptides or polynucleotides, small molecule inhibitors of cancer-associated 
sequences etc. A therapeutic product may include sterile saline or another pharmaceutically 

30 acceptable emulsion and suspension base. 

In addition, the kits may include instmctional materials containing instructions (e.g., 
protocols) for the practice of the methods of this invention. While the instmctional materials 
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typically comprise written or printed materials, they are not limited to such. A medium capable 
of storing such instractions and communicating them to an end user is contemplated by this 
invention. Such media include, but are not Ihnited to, electronic storage media (e.g., magnetic 
discs, tapes, cartridges, chips), optical media (e.g., CD ROM), and the like. Such media may 
5 include addresses to internet sites that provide such instructional materials. 

The present invention also provides for kits for screening for modulators of cancer- 
associated sequences. Such kits can be prepared firom readily available materials and reagents. 
For example, such kits can comprise one or more of the following materials: a cancer-associated 
polypeptide or polynucleotide, reaction tubes, and instructions for testing cancer-associated 
10 activity. Optionally, the kit contains biologically active cancer protein. A wide variety of kits 
and components can be prepared according to the present invention, depending upon the 
intended user of the kit and the particiilar needs of the user. Diagnosis would typically involve 
evaluation of a plurality of genes or products. The genes will typically be selected based on 
correlations with important parameters in disease which may be identified in historical or 
15 outcome data. 

EXAMPLES 

Example 1: Gene Chip Analysis 

Molecular profiles of various normal and cancerous tissues were det^mined and 
20 analyzed using gene chips. RNA was isolated and gene chip analysis was paformed as 

described (Glynne, et al. (2000) Nature 403:672-676; Zhao, et al. (2000) Genes Dev. 14:981- 
993). 
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TeUelBsbnie^ 

oondSions (incbding variws steoes anto 

Wood VKSSlstei^ogenesIs: hemangtomas, tymphanglomas, anglosarooma, tymphangiosarcoma, KaposTs sarcoma, wound healing, Qssue remodding. psoriasis, bchenrfc, heart 
disease, biflannmabfy dbeases (e.9., erthrifis. BSflmia. chronic bronchifis), atherosdeiosis. endometriosis, presumed ocuSar histoptasmo^ syndrome, hypoxia, solid lumois. 
lymphomas, lymphadenBls, tymphanglGs. autoimmune diseases (e«.. RA. SUE, Juvenito chronic arthnfi^ pigmentBd ^tonodular synovitis, eta). reM neovasculatzaOon 
^dromes (6.9, di*efc relinopalhy. macular degcnei^ 
uteitne fibroids 

Uadden caidnoma in situ. pa;dIanfcarcinQntas.tTansilional dell care^^ 

bone: Ewing saruoma, sarcomas arising Crom siieietat and exIraslceletaloonnecSve (issues, including the peripheral nervous system (e^.chondrosacoma, osteosamoma) 
brain: gfcWastoma. cflgodendtoglioFna. anahlasfc 

ptneocytoma, neuroGbrama. neurofibresareoma, malignant perijtoal neive sheaOi tumore, granular cell tumore, plexosareoma, gat^noneuroblastMia neuraepttheOoma 

neuroma, ganglioneuroma 
braasfc ductal carcinoma In situ, lobular carcinoma in situ 
oendx: cancer of the oeivbc vagina, or vuhra 

colonftBrtjrrci^^ cotorxta) disease (e^, neoplasQc polyps (adenomas), famiTial adenomatous polyposis, uloerBlhn colifb], ooton cancer. e.g, epiMd hmur (e.g, 
ad CTOOT ctnoma. nrndnous alenocardnana, signeWng cell adenocarcinoma, squamous ceil carcinoma. aderasiiuBmous careinoma, unififliBrenSated cardnoma. undassRied 
carcinoma), carinoJd himor (ag.. argentalBn. nonargenlaffln, compositB), novepllhellal tumor {e.g, lelmyo earoonta. others), Mlammatory bowel disease (e*. iteaBve 
oofite, Crohn% disease (granulomatous coOIis), dysplasia), rectal cancer, cancer of the anal re^ (e^^ squamous oefl carcinoma, bansittonal cardnoma, adenocaicinQmsL 
carcinoma, papillary villous carcinoma, mucinous adenocarcinoma, melanomeO 

esophagus: premaBgnant or pretfeposingcorKCtions{e.g.,esopha^), squamous cell cancers (e^ gastrodigestivecarcinamas 
^ (ag^ cancers of the stomacK coton. or rectum) 

fibrosis: lung fibrosis (Idiopathic pulmonary fibrosis, hypersansitivay pneumonies,lnterstitial pneumonitis, nonspecific Idiopalhic pneumoniBs). chronic obstructive pulmonary disease 
(e.g, emphysema, chronic bronchitis), asthma, bronchiectasis, cirrhosis (Bver fibrosis), renal fibrosis, scleroderma, wound healing , 

head and neck: tumors of the nasal cavily. paranasal sinuses, nasopharynx, oral cavity, ortil pharynx, lip, laiynx, hypopharynx, saTwary glands, pangangDomas, esophagus 

icidney: dear cell (nonpapillary) cardnoma, papillary cardnoma, chromophobe renal cardnoma, hypemephroma, adenocantona, sporadic rensd caidnomas, heredRary renal 
carcinomas (von HippeMJndau disease), cardnoma of the rend pehris, ureteral cardnoma, fibroma, papillary adenon^ anglomyolipoma, oncocytoma 

leukocytes: acuta lymphotilastic leuJcenda/Iymphoma, chronic lymphocyOc leukemia, fdlicuiar lymphoma, large &<jeQ lyn^oma Burtrftt lymphoma, ptema cell neoplasms, mantle ceD 
lymphonra. lymphoptasmacytic lymphoma, peripheral T-cell lynvhoma, adult T<ell leukemlaAymphoma, Hodgkin disease, acute myelogenous leukemia, chronte myelogmis 
leukemia, thymic hyperplasia, hairy cell leukemia, malignant transformatton. Inappcopriate acfavaSon or abnormafiiies of ieukoq^tes (ag., immalura precursor 6 (pre^) or 
precursor T (pre-t) iym^rtwcytas, monocytes, Aeutroplds. eosinophils, basophils, dendriSo cells, lymphoUasts). arttiriHs. Inttammaiton, toukocytosis, lymphadenitis, 
lymphangitis, bacteremia, chronic nonspedfic lymphadenitis, psoriasis, wound healing 

Hven hepafifis (e.g.. types A. B, C), benign epitheOal tumors and himor m conditfons. prfma7 malignant epItheOd tumors, primary malignant mesenchymal tumore. tumors of the 
gallbladder or bile duct 

hmg: lung cancer, smaD cell lung cardnoma (oat ceO cardnoma), noiwmaH cell cardnomas (e.g., squamous cell cardnoma adenocarcinoma large cefl lung cadnoma cardndd, 

granulomatous), fibrosis (kfiopalMe pulmonary fibrosis, hypersensitivity pneumonilis,intersl]tial pneumoniSs. nonspedfic Ud^thfe pneumonitis), duonfc obsfnictrve piAnonaiy 

disease (ag., emphysema chronic brenclnfis]. asthma brondilectasis. esophageal cancer 
ovary: ovarian candnoma(a9^ep{lherial (serous hnoiarnudnoushimoraendometrf^ 

cardnoma endodenna] sinus tumor, dysgemthoma gonadoblastDm^, sbomd cardnomas (ag., granuksal stromal ceO tumors)), fiadloplan tube cadnoma peritoneal 

carcinoma leiomyoma 

pancreas: adenocarchoma ductal adenocarcinoma mucinous cyst adenocarcinoma acinar cell cardnoma undassified large ceO carcinoma small cell carcinoma 

pancreatoblasloma duct«ctatlc mudn-byperseoetlng tumor, mucinous cyst adenoma papOary cysfic neoplasm, serous cyst adenoma diabetes melitis, chronfc pancreaCtis 

prostata: epithefial neoplasms (ag., adenocarcinoma smaB oeU tumoia translitondl eel cardnoma cardnoma in sHu. and basal cell cardnoma), cardnosarooma non^pithellal 
neoplasms (ag., mesenchymal and lymphoma), geim oeD temors, proslafic intraeplthellal neoplasia (HN), hormone independent prostate cancer, ben^n prastale liyperplasla 
prostatifis 

sklnAndanoma melanoma tentlgo (common benign kwaHzed hyperplasia of melanocytes), nevocellular nevi (conger^ or acquired neoplasm of melanocytes), acinic keratosis 
(overgrowth of outer layers of skin), basal cell cardnoma Meri(el cell camlnoma benign fibrous hisiiocytoma (dennal neoplasms of fibroblssts and hlsfio^tes), 
dennatofibrosansoma protuberans (weQ differentiated fibrosanoma of the sMn), xanthomas (tumor-like coOecttons of (bamy MsUocytes witlfti Bie dermis), demial vascuter 
tumors, seborriteic keratoses (benign tumor), acanthosis nigricans (benign or maTignant hyperplasia and hyperplgmentafion of skin), and squamous ceO cardnomas of the skin, 
lung, cervU. esophagus, utems. head. neck, or Uadder 

soft fissue: soft tissue tumors (ag., fibrosanxm, liposarcoma lekMnyosarooma histiocytoma fibroWstiocytk: sarcoma) smooth musda tumors (e.g., rtrabdomyoma 

rtiabdomyosarooma) tumors of the blood and lymph vessels (e.g, angiosarcoma lymphanglosarcoma KaposTs sarcoma), perivascular tumors (ag., gtemus temors, 
hemangbpericytoma). synovial tumors (e.g.. mesothefionna), neurd bimocs (a^.. neurofibroma nemoflbrasarconna maS^ant peripheral nerve sheath hmm. granular cell 
tumors, ptexosarcoma gangSoneuroblastoma neuroepithelioma extrasketetei Bwlrid^ sarcoma schwannoma neuroma gangSoneurama). paraganglioma extrasketetd 
cartilaginous and osseous tumors (ag.. chondrosannma osteosarcoma), pluripotential mesenchymal tumors. epItheOod sarcomas, riiabdoU tunwa desmodasttc small cell 
tumors, alveolar sarcoma 

stomach: adenocardnoma squamous cell carctnoma adenoacanthoma cardnoU. tetomyosarcoma gastriSs (dvonte atrophia K pytori assodated), hyperptastk: pdypa Bpoma 
telomyoma esophageal adenocardnom as 

testfcles: gerni ceil himors (Indudlng semlnomaa embryonal cardnomas. teralomaa choriocardnomas, yolk sac tumors), sex chord stromd lumois (Induding Leydig ceO tumors, 
Sertoli cell bimors, and Granulosa cell tumors), germ cell and gonadal stromal etements (B.g., gonadoUastomas). adnexal and paratesflcular himors (ag., mesotheSOmas, soft 
fissue sarcomas, and adnexal of the rete testes), miscellaneous neoplasms (biduding cardnoid. iynqrfwma and cysts) 

utenis: ei^elial himors (e.g.. endometrioid, papSIary endomstrioid, papillary serous, ctearceD, mudnous), mesenchymal himors (e.g, endometrial stromal sarcono, 
letonvosarcoma noiapedtesaRxxnas), rnlxedtomois (ag..inallgnammlxfid md 



Tables 2&-72B,76B.and79Blistaooes8tonnumfaereforPk6ystaddngUn!geneta8lQrTabtes For eadiprobeset Is fisted gene duster number 

from whfchongonudeolfales wars designed. Gene dusters were compiled ustog sequences derived tkomGenbankESTa and mRNAa These sequences were clustered based on 
sequence similarity using Ctostering and Allgmnent Tods (DoufateTwist.OakM Genbank accession numberefbr sequences comprising each duster are listed to the 

'Accession' cdumn. 

TaWes 20-720, 76C and 79C Bsl genomic poslttoning for Pkeys tedibig Unlgene iCTs and accession numbers to Tables 2A.72A, 76A, and 79A, respedively. For ea* predicted 
exon is listed genomk: sequence source used for prsdkdkm. Nudeofidetocafions of each predated enn ere abo fisted. 

Tabte2A. Disease lndk;a6ons and Preferred UtHilles for Selected Genes 

Tafate2AprovMespreferreddtse3setodka9onsandprefeneduSiifiesfQra^ These genes were hfenfiSedustrvEosMfiymetrixGeneditpaTays. 

Pkey: IMque Eos probeset identifier number 
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(monoclond antibody taigeQ, sjn. (smaU motecuie taigeQ 

Pkey; ExAccn; UnigenelD; Unigene Title; Disease; UtiRt/ 

102892; BE440042; Hs.83326; matrU melanoproteinase 3 (st headnk; mAb+diag-^m 
104865; T79340; Hs.22575; B-cell OUIyrTvhonia 6, niember ; angto; CTL 
104978; A11 99268; Hs.19322; Homo sapiens, SimBar to RIKEN; cotan, lung. pros. Wad, stem; CTL 
109424; NM„005329; Hs.85962; hyaluranan synthase 3; Wad, hmg; mAb+sm 
110765; AK000322; Hs.18457; liypolhetical protein FU20315; colon, pros, stom. utsr; mAb*d!ag 
110906; AA03521 1; Hs.17404; S0X7 SRY (sex detenriming legi; angio. Wad; CTL 
11 5522; BE6143B7; Hs^33893; c-Myc target JP01; colon, lung. Wad, pane; CTL 
116176; AA311152; Hs^8B708; hypothetical proleln aJ21562: colon; CTL 
118695; AK000465; Hs,50081: KIM1 199 protein; colon, hing; dag 
123049; BE047680; Hs.211869; dickkopf {Xenopus laevis) homo; EWS; mAb-Kiag 
131486; F06972; Hs.27372; endotheUal tyrosine kinase (E; anglo; CTL-^jn. 
133370; AF245505; Hs.72157; AdHcan; breast, tang, pane; diag 
310016;AW449612:Hs.152475:ESTs;coton;Ca 
25 322303; Ai357412; Hs.157601; ESTs; colon, pros, fibro. brea^ CTL-Hllag „AK«ib«4*in 
400289; X07820; Hs.2258; matrix metdBoproteinase 10 (s; angio. Wad, lung, cerv, ovar, headnk, esop^ mAlHdiao^un. 
400297; AI127076; Hs.288381; hypothetical protein DKFZp5640; breast. Wad. coloa pros; mAb 
400303; AA242758; Hs.79136; UV-1 protein, esbogen regula; breast, owar, pros, stom, uter, Wad, lung. headnK: mAD 
400843; ; ; NM_003105*:Homo sapiens sortil; Wad; sm ,. »u jt 

30 402075; ; ; ENSP00000251056*:Rasma membra; biad. lung, headnk. ceiv, meia, esoph; mAI>^ao 
402901; ; ; NM_02520S*:Homo sapiens hypolh; blad ; CTL 
404287; ; ; FGENESH predicted novel CU Wo; pane, lung, colon, uter, esoph; mAb+s.m. 
404682; ; ; ortholog of mouse pdydomain p; pane; diag 
404875; : ; NHt.022819':Homo sapiens phosph; Mad; CTL-»s.nv 
35 404977: ; ; Insufifrlite growth factor 2 (; Wad. ovar. sarc; mAb*diag 
405033; ; ; C100265r^1S44327|spIQ04799|; Wad; sm 
406400; ; ; kdHkrein 8 (neuropstn/ovasin; ovar, uten diag 
405964; M213D5; ; FGENES predicted novel secrete; angio. Wad, fibro, sane; diag 
407603; AW955705; Hs.62604; Homo sapiens, done IMAGE:4299; glto. Wad; CTL 
40 407792; AI077715;Hs.39384:putath« secreted ligandhomol; ovar, uter, cerv, pane; 

407811; AW190902; Hs.40098; cysteine knot superfamHy 1. B; blad. pane, stem, uter, lung, esoph; diag 
407836; T79340; Hs52575; B^B CLUtymphoma 6, member ; angto; CTL 
407975; X89426; Hs.41716; endothelial cell-specific mole; angio, renal; diag 
408243; Y00787; Hs.624; bilerteuWn 8; Wad, stom, headnk, cen/. lung, angio, esoph, pane; diag 
45 408367;AKD01178;Hs.44424:HomosapiensorphanneurotransiriieJa;mAb*«.m. 

408369; R38438; H8.118747; SLC15A2 Solute carrier famly ; pros, lung, fibro, uter, gFio, cew. ovan mAD 
408380: AF123050; Hs.44532; diuWqultin; king. Wad. headnk, pane, stom, fibro. esoph, mela; CTL 
408482; N>4_000676; Hs.45743; adenosine A2b rBCCptor, hing. esoph. headnk. colon; mWHsm 
408562; AW36323; K5,31141; roundabout (axon guidance race; uter, fibro. sarc; mAb+sm 
50 408790;AW58Q22r.Hs.47860:neurotrophlctyrosinekinase,;hmg;mAb^ 

408908;BE2962Zr;H5^22;serinerthreonlnektoase15;Wad.Iung,hearink.stor^^ ^^^^^ 
409041; AB03302S; Hs^OOSI; Hypoftelkal protoU XP_05186: uter. ovar, lung, colon, stem, headnk. breast pane; CTL+dlag 
409079; W87707; Hs.82065; InterieuWn 6 signal transduce; breast, pros; mAlHSja 
409103; AF251237; Hs.1 12208; XAGE-I protein; lung; CTL 
55 409178; BE393948;Hs.60916;k8ilitoeinS: ovar. breast, mda; dbg . , ^ 

409220; BE243323; Hs.51233: tumor necrosis factor recepton anglo. renal, coton. stom; mAb+s.m. 
409420: Z15008: Hs,54451: iamlnin. gamma 2 (nicdn (100k: lung, headnk. pane. stom. cerv, esoph. Wad; diag 
409632; W74O01 ; H3.55279; serine (or cystehie) protelnas; king. Wad, headnk; diag 
409663; AI7437S0; Hs.g8306; KIAA1862 protein; renal; CTL 
60 409757; N!yLfl01898;Hs.123114:cystallnSN: pane. stom. lung, Wad; diag 

4098B9;AW630041;Hs.56937;supprBSsk)ndtumorigenk^;cdon,ovar.pros:riiAb4sm 
409893; AW247090; Hs.57101; mlnichromosome mahUenance def; hing, cerv, Wad. test, eoph; CTL-«jn. 
409956; AW1 03364; Hs.727; WsWn. beta A (activln \ ac; breast, pane. ovar. coton, headnk. hmg. Wad, esoph; diag 
410001; AB041036; Hs.57771; k^ffiki^n 11; ovar, pros, uter, cerv, lung ; diag 
65 410055:AJKQ839;H8.58241;gen8farserineflhreonln8prot; renal;8jn. 

4101 53: BE311926: HS.1S830; hypothefled protein FU12691; fend.Wad: CTL 
410274; AA381807; Hs.336402: hypoxla4nduelWe protein 2; lung, renat; CTL 
410309; BE043077; HS178153: alpha-2,8^te!yIlrBnsferBse II: pane; sja 

410407; XB6839; HsJ63287; carixBilc anhydrase IX; rend, lung, coton, stom. ovar, uter, Wad, sarc; mAiHS.m. 
70 410418; D3138iHl6332S;transri«nnbrane protease, serine: ootoa Wad. lung, ovar. pan^ 

411274; NM_002776: H5.69423: ¥Mitia 10; coton. ovar, uter. cenf, headk, pane; <fiag 

41 141 1; AA345241 : Hs.55950; ESTs, WeaWy similar to I<!AA13; renal; mAb^ 

41 1773; NM.005799: Hs.72025: protease, sertoe. 21 (testisin; ovar; diag 

411975; Ai916058: Hs.144583: S-UTRofc dead ringer (Drosoph; test, colon; CTL 
75 412078;XB9689;Hs.73149:pa&«dboxBenB8;ovar.Ca , ^ ^ 

412140; AA219691; Hs.73625: RAB6 intefacOng. Wnadvte lung. Wad. headnk. breast ovar. pane, angio. test mete; s.ra 

412314; AA825247; Hs.356084; G protdfrcoupted receptor 27 ; ovar, uter. test mAb^m 

412609; Z48804; Hs.74124: ocular aiWiiism 1 (Netfleshlp-; mda; sm 

412628; A1972402; Hsi06051; hypotheltoal protein MGC2648; pros; diag 
80 412709; AL022327; Hs.74Sie: KIAADQS? protdn; gOo, sarc; mAtHsm 

412719^ AWD1661QE H3.816; ESTs; hmg, headnk, Uad. gSo. oenr. sarc; sjn. 

412959; D874S8: H&75090; K1AA02B2 pratrin:gno; Ca^sja 

413048; M93221; Hs.75182; rnannose receptor. C type 1; fibTOk pane; rnAb 
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413063: A1J035737; Hs.75164; chianase34ike 1 (caitilaQe ; glio. ovar, Uad. tung ; cfiag 

413278; BES63085; Ks.833; tnterfiaron<f]raabtsd pntein^ pane, iung, Uad. breast, oerv. ovar, headnk, asoph. (nda; CTL^sm 

413324; V00571; Hs.75294: corMrapin releasing hormon: btad; diag 

413385; M34455; H3.640; Indolearrin&fyrrole 2.3<fiaxyg; Uad. lung. mela. fibre, DlBr.8arB;8.ia 

413554; AA319148; K5.75426; eecretogranin II (chromogranin; pane. gOoc diag 

413719; BE439580; Hs.75498; emaO Indudbia cytokina subfa; leuK pane, lung, headnk. cerv, colon. utsr.atBtrv esoph; diag 

4145S5; N98569; Hs.76422 phosphoGpase A2, gntup ItA (p; pros; am 

414577; A10S6548; KS.37893B; hypotheScal protein FU20992 ; angfo; CTL^Kilag 

414774; X02419; Hs.77274; plasidnogen acQvatDr. tirotina; lung. Uad, headnk, pane. stom. ovar, esoph; diag 

41481 2; X7Z755: Hs.77367; monotdne induced by gamma inta; breast. Uad. hing, Sbni. pane, odon. headnk. ceiv, stDm. renal, ovar, test, mala, esoph; diag 

414883; AA926360; Hs.348869: COC28 protein kinase 1 ; tung. ovar. stom, cohm, cere, headnk, test; Sin. 

414907; X9072; Hs.77597; ptilo (DrasophiaHikB Mnase; Uad. Iur«. ovar, test sjn. 

414991; C17898; ; Homo sapiens up^egutated by B; Gbro. tung; RiAtHdiag 

415138; C18356; H3^S944; tissue factor pathway tnUUto; anglo, pane, stom, king, Uler. CTL-«aag 

415539; AI733881; Hs.72472; NAME OMTTTED ... receptor Htnase; breast; mAb^sm 

415668; AW957684; Ks.306814; Homo sapiens lysyl oxidase^ mela; diag 

41 5669; »ttU)0502S; H&78S89: serine (or cysteine) proteinas; hmg; mAb«dIag<&m. 

41SB17; U88967; Hs.78867; proteta lyrasine phosphatase. : hing. gBo. he^^ 

41S929; AA724373; Hs.304950; Homo sapiens mucoE(A)4(MCOL: mda: mAb 

416091; AF295370; Hs.283082: defensbi, beta 3; headnk. esoph, mela; CTL-Kfiag 

416209; AA236776; Hs.79078; MA02 (mltoGc anest defidenl; lung, headnk. colon, utar.Stom; Ca<»8.m. 

416250; AA581386: Hs.73452; Kremen 2; esoph, lung. ceiv. ovar, mAb^.m. 

416530; U62B01; Hs.79361; katSkrebi 8 (neurosin, zyma); ovar, uter, diag 

416636; N32536: Ks.42645; solute canter MIy 16 (mono: breast, pane. uter. mela; mAb«s.ni 

416658; U03272; Hs.79432: fibrillin 2 (congenital contra; king. ovar. uter, Uad. angb. tasl, sare; diag 

416836; D54745; Hs.80247; choiecyslokinln; pros, EWS, g8o ; diag 

416857; AA188775; HS.2924S3; FGENESH predk:ted TM confalnin; gHo; mAb«sja 

416965; N26223; Hs.160436: MDACI; fibre, ovar. uter. mAb 

417034; NMJ)06183; Hs.80962: neurotensin; lung, headnk. cerv; diag 

417079: U65590: Hs.81134; biterteukln 1 receptor antagon; Uad. lung, headnk, ceiv. esoph; diag 

417166; AA431323; Hs.42146: Paired box proteb Pax-3; mela. sarc; CTL 

417389: BE260964; Hs.82045: midkina (neurite growth-promot; ovar. tung. Uad, uter. cerv. pane. stom. mela. test, colon, sarc; mAb«dlag 

417433; BEZ70266; Hs.82128; 5T4 oncofetal trophoUast glyc; pane, breast Uad, tung, headnk. cerv. uter. ovar, stom, rendl; mAb 

417771; AA604698; Hs.82547; retinoic acid receptor respond; Uad. cerv. pane, piDs, ovan mAb 

417866; AW067g03; Hs.82772: collagen, type XI. alpha 1; lung, pane, breast over, headnk, stom, saic; CTl 

417931; W95642; Hs.82961 ; trefoil factor 3 (intesSnal); ovar, pane. stom. coton. uter. pros; diag 

417933; X02308; Hs.82962; thymtdylate synthetase; Uad, king, angkib colon, pane, esoph; s-m. 

418007; M13509; Hs.83169; matrbc metaHoprotelnase 1 (in; lung. Had, fibiD, headnk. pane, stom, ookm, ovar, esoph. meta; mAb*diag«sjn. 

418030; BE207S73; Hs.83321; neuromedin B; glio. pane; di^ 

418064; BE387287; Hs.83384; S100 caldum^nding prolan. ; msia; diag 

418281; U09550; Hs.1154: cviductal glycoprotein 1. 120k; uter, ovar; 

418478; U38945; Hs.1174; cycnnHlependent kinase inhtbi; lung. Uad. ovar, headnk. pane, cerv, mela. saro; s.m. 

418506; AA08424B; H5.3726S1; Unknown protein for M6C:29643 ; anglo, ovar, glio. uter. lung. Uad, pane, mela, saro; mAb^diag . 

418526; 6E019020: Hs.65638; sokite canfer family 16 (mono; lung. Uad, rendl pane. slom. cokin. ovar, mAb^sm 

418558; AWQ82266: Hs.86131; Fas (TNFRSF6>«sociated via d; esoph. headnk; sja 

416678; t4MJ)013Z7: Ks.87225: cancer/tesfis antigen (NY-ESO-; hmg. Uad. stom. ovar. pane, esoph. cerv. saro; CTL 

418738; AW388633; H8.6682; solute cam'erfamny 7, (cafi; angto. lung, ovar, Uad, oUon, stom, pane, uter, leuk; n^Ab^ 

418830; BE513731; Hs.348874; hypolhetica] protein MGC4816; lung; CTL 

418867; 031771; Hs.89404; msh (DrosophUa) homeo box hom; blad; s.m. 

418870; AF147204; Hs^14; chemoUne (OXC molH), reoep; leuk. ovar. breast Uad. renal; mAb«6jn. 

419080; AW1S0835: H8.18878; tiypotheSca) proton FU21620; renal, Itmsr uter. lung; CTL 

419121; AA374372; Hs.89826; parathyroid honnone^ horoio; hmg, esoph, headnk, Uad; diag 

419171; NM_002846; Hs.89655; protein tyrosine phosphatase. ; hjng: mAb^m 

419172; AW338525; HsJZ2026; ESTs; similar to TRANSMEMBRAN; angk). renal; mAb^sjn. 

4191 83; U60669; H8.89663E cytochrome P45a subMty XXi; Had. lung, head^ 

419216; AU076718; Hs.164021 ; small IhdudUe cytokine subb; pane, lung, stom. cenr. pros, headitk, asoph; diag 

419235; AW470411; Hs.288433; neurotilmin; pane, fibro, headnk, luag; mAlndlag 

41 9452; U33635: H3.90572; PTK7 protein tyrosine kinase 7; ovar, pros. lung, breast uter. test pane. stom. sarc; mAb46.fa 

419S08; AW997938: Ks.90786; ATP-Undlng cassette, sub-tami; gUo^ omuc. stom. tung, pane, cUon. renat uter. mAb^ja 

419556; U29615; H5.91093; chiSnasa 1 (ehitotilosMase); king. fibfO, tast; mAb«diao 

419704; AA429104; HS.4S057; ESTs; gito; CTL-*9.m. 

419723; AL120193; K&339810; tongevity assurance (LAG1. 8. ; glto; mAb«diag 

419741; NM.007019; Hs.93002; ubiquifin carrier protein E2-C; Uad, lung, colon, ovar, test esoph. mela. sarc; CTl'«SJn. 

419833; AA251131; Hs.220697; Homo sapiens tiyptophanyt-tRNA; fibre, stom. Uad, esoph, uter. diag 

420159; AI572490; Ks.99785; Homo sapiens ct3NA: FU21245 fi; Uad. stom; mAb 

420162; 6E378432; Hs.95577: cydin-dependent kinase 4; lung, m^ sarc; s.m. 

420370; Y13545: Hs.97234; uroplakin 2; Uad; mAb 

420440; NM-002407; Hs.97644; mammagk}Un 2; ovar. utar. oenr; diag 

420602; AF060877; Hs.99236; regdator of Giirotetn s^nall; headnk. gfio, cerv, mela; GTL^.m. 

420610; AI683183; Ks.9g348; distaMess \mso box 5; ut&, endo. lung; CTL 

420737; 108096; Hs.99899; CO70 ; tumor necrosis factor ; renal; mAb«5ja 

420876; AA918425; Hs.177744; FGENES predicted novd protein; pane. Uad; sjn. 

421066: AU076725; H8.101408; branched chain amkntransfsras; Uat king; CTL-»&m. 

421 1 10; M250717; Ks.1355; cathepsln E; Uad. pane, stem, hmg. fibro, ovar, esoph; snndlag 

421340; F07783: Hs.1369; decay accet er a S ng factor for ; angto. pane, stom; diag 

421379; Y1522l'; Ks.103982; small InductUe cytokine subfa: breast pane, headnk. hmg, stom. Uad. cenr. cokn. leuk, fibre, test mela. esoph; diag 
421471; U90S4S; Hs.327179; sdutacanier farnily 17 (sodi; renal; mAb*sm 
421474; U76362; Hs.104637; sokite carrier family 1 (ghita; tung; mAb^sm 
421524; AA312082: Hs.105445; GONF famDy receptor dpha 1; breast; mAb««m 

421552; AF026692; Hs.105700; secreted fiizzled^ated prot; breast ovar. plane, oenr, uter, pros, king, stom. headnk; diag • 

421563; NM.006433; H3.105806; granulysin; fibro; diag 

421574; AJOOOIS^ Hs.105924; defensln. bflta Z headnk. kmg; CR^ 

42158% AI910275; Hs.350470; MB lia^ 1 (breast canoe; breast pane, hing, omuc; diag 
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421659: N(A.014459; Hs.106511; pratocadherin 17; fibre: mAb 
421753; BE314828; Hs.107911; ATP4)Mn9 cassette, sub-faml; lung; mAinsm 
421817; AF14e074; Hs.108660; ATP-*indmg cassette; sub-fern; lung, cerv. headnk. Uad; mAb+sjn. 
421829; AB01833Q; Ks.108708; cddumfeaknodufitHlependentp; pros; s.m. 
422048; NVL01244S; Hs.288126; spondin 2. extracellular malri; pane, pros, sarc: dlag 
422083; NM_001141; Hs.111256; arachWonate ISTipoxygenase, ; pros; sjn. 
422109; S73265; Hs.1473: gastrin-releasing peptide; pane, lung, colon, fibro; dtag 
422158; L10343: Hs.1 12341; proiease Inhbitor 3. Sidn^ headnk. Uad, hng. ceiv. stoia esoph; diag 
422192: AA305159; Hs.113019: fls48S: mela: 8.m. 

422260; AA315993; Hs.105484: regenaraOng gene type IV; colon, cmx, slom, pane; mAtwDag 
422282; AF019225: Hs,114309; apoQpoproteln U blad, lung. Iieadnk, renal; diag 
422283; AW41 1307; Hs.11431 1; CDC45 (cell dMsfon cyde 45,; lung, blad, lest, ceiv, headnk. esoph; s.ni. 
422330; 030783: Hs.115263:ep!regulin; pane, coton. blad; mAb^iag , ^ 

422397; AJ223366: Hs.116051; MYEOV Myetema overexpressed ge; pane. stom. coton, esoph, lensl, wad; CTL«»sja 
422424; AI1 86431; Hs.296638; prostate differenSaBon facto; blad. pane. pros, anglo, colon, stom, hmg, mela; diag 
422578; AF239666; Hs.1545; caudal type homeo box transcn; colon; CTL 
422627; BE336857; Hs.118787; transfcrmlng growth factor, be; colon, renad, saic; mAlndlag 
422765; AW409701; 1^1578; baculovirat lAP repeal-conta'n: lung, blad; s.m. 
422809: AK001379; Hs,121028: hypothetical protein FU10549; blad. cer. lung, uter, angle, stom. test; s.m. 
422867; U2137; Hs.1584: cartBage oligomeric matrix pr; breast, over, pros, pane. lung, colon, uter, sarc; dlag 
422956; BE545072: Hs.122579; ECT2 protein (Epithelial cell ; ovar, blad, pane. lung, headrtk, colon,stDm; CTL*8jn. 
423161; AL049227: Hs.124776; downstream of cadhedn 6 (by 3; renal, ovar. blad; mAb+sjn. 
423184; NM_004428; Hs.1624; cphfin-AI; pros. pane. renal,colon; mAlw.m. 
423242; AL039402; Hs.125783; DEME-6 prolan; breast, renal, ovar, pros, coton; CTL 
423508; AW604297; Hs.12971 1; hepalife A vims cellular rec; renal, coton; mAb 
423583; AL122055; Hs.129836; WAA1028 protein; pros; sm 
423634; AW959908: Hs.1690; heparln-blndbg growth factor ; lung. blad. headnk, pane; diag 

423673; BE003054; Hs.1695; matrix mel^oproteinase 12 (m; blad, lung, headnk, ovar. pane, coton. stom. uter, oew, esoph. test mAb*<Iiaff»€.m. 
423936; U77629; Hs.135639; achaetMCute complex (Drosoph; coton, stom. ovar; CTl 
30 423961; D13666; Hs.136348: periosUn (OSMos): breast, coton. Wad. lung. tero. pane, headnk. ovar, mda. sarc; mAb+dlag 
424008; FD2740; Hs.137555; putative chemoHne receptor; G; Wad, headnk. stom, cew, esoph: mAb^m. 
424046; AF027866: Hs.138202; serine (or cystsine) protelnas; headnk, lung, cerv; diag 
424321; W74048; Hs.1765; lymphocyte-specific protein ty; mela, fibre; s.m. 
424381; AA2B5249; Hs.146329; protein Knase Chk2 (CHEK2); lung, coton, test; sm 
35 424411; NIL00S209: Hs.146549; oystaHin, beta A2; pane, sarc; sjil 
424502; AF242368; Hs.149585: lengsln; lung; s.m. 

424503; NM-002205; Hs.149609: Integrin. alpha 5 (fibronecfin; pane, pros,angto, blad, limg; mAb*s.m. 
424620; AA101043; Hs.151254; kallikren 7 (chymotrypfic, st; ovar; dlag 

424687; J05070; Hs.151738; matrix metafloprotelnase 9 (ge; headnk, pane, lung, blad, uter, cert, colon, stom, lest, mela, saic; diag 
40 424735; U3187S;Hs.272499:short'Ch^dooholdehydrQgen:blad,breast; CTL-^jn, 

424825; AF2070e9: Hs.153357: procollagen^yslne, 2-oxDghila: mela; CTL-»sjn. 

424905; NW_002497; Hs.153704; NIMA (never to mitosis gene a); ovar, blad, lung, headnk, paras, stom; 8.m. 

424917; A1636208; Hs.96901 ; hypothetical protein FIJ23049; fibco, uter. ovar, CTL 

424943; AU077260; Hs.153924; deattvassoeiated protein kinas; fibro; sm 
45 425003: X58288; Hs.1S4151: protein tynstos phosphatase. ; renal, fibro; mAb«&m. 

425071; NH/L013989: Hs,154424: detodlnase. todothyronlne. typ: pros, coton, atom, uter, ceiv, headnk, esoph. pane; dlag 

425115; R44664: Hs.123956;downstreaniofc Gproleifrcoup:glio;mAb4sm 

425247; NiyL005940; Hs.155324; matrix melailoprotelnase 11 (s; breast, ovar, tong. coton, pane, heaAik. stom. uter. cerv, blad, esoph. saro; mW 
425263; NR.001 197; Hs.155419; BCL2^nteraefing kilter (apopl; pros; sm 
SO 425322; U6363a Hs.155637; protein kinase, DNAactivated,; tong, headnk; sm 
425535; A6007937; Hs.158287; syndecan 3; mela, gBo; mAb«sm 

425650; NRU)01944: Hs.1925: desmogteln 3 (pemphigus vulgar, tong. headnk. cew, esoph. blad; mAb 
425721; AC002115: Ks.1S9309; uroplakln 1A; Uad; mAb 

425723; NM-014420: Hs.159311; dlekkopf (Xenopus laevis) homo;endo, uter, colon; ca^ag 
55 425734; AF056209; HS.1S9398; pepOdylglydne alphframtoaQn; tong; sm 

425776: U2S128: Hs.159499: parathyroid honnone receptor 2; ovar, uter, lung; mAfr»diag 

425842; AI587490; Hs.159623; NK-2 (Drosophila) homdog B; pane; gtto; sjn. 

425852; AK001504; H5.159651; dealh receptor 6. TNF Buperf^* Wad. lung, headnk; mAb*«m 

425883; AL13770B: Hs,161031; Homo sapiens mRNA; cONA DKFZp4; blad, pane; mAb 
60 425998; AU076629; Hs.165950; fibroblast growth factor recep; ren^ mAb«sm 

426028; NM01 110; H3.172028; a dlsintegrin and mstanoprote; blad; mAb*<fiag 

426215; AW963419: Hs.155223; stanntocatehi 2: breast, tong. renal, coton, ovar. uter. mAb^ 

426227; U67058; Hs,154299; Human proteinase activated rec; pane. tong. coton. esoph, stom; mAb«m 
^ . 426322: J05068; Hs^12; Iranscobalanln I (vltandn B12 ; pane. Wad, stom; dlag 
65 426344; H41821; Ks^489; trenscripSona! acfivator of t; gflo; CTL^sm 

426427; M86699; Hs.169840; TTK protein Knase: ovar, lung, headnk, ceiv, coton, utef. stom, test; CTL-«m 

426451; A1908165; 1^169946; GATArbinding protein 3 (T-obB; biad, breast; sm 

426514; BE616633; Hs.170195: bone morphogenette protein 7 (; ovar, coton, blad. tong, oew; mAb«dlag 
„^ 426600; NJ^003378: Hs.171 014; VGF newe growth factor Indud; mela, sarc; dlag 

70 426761: A10157D9; Ks,172089; PORIMIN PnHMicosb receptor h tong. esoph, pros, uter, pane, coton, ovar, headnk; mAb^m. 

426812; AF105365: Hs.172613; sohite carrier family 12 (pola; renal; mAb*sm 

426890; AA393167; Hs.41294; ESTs; renal, coton, ovar, uter, stom; CTL 

427239; BE270447; Hs^12: ublquHin earner protein; hmg. blad, test, mela. saic; CTL-tsm 

427335; AA448542; Hs.278444; G anfigen 76; lung, headnk, blad, mela, esoph, saro; CTL 
75 427343; AI880044; Hs.176977; proteto kinase C binding prole; glto; CTL-^m 

427722; AK000123; Hs,180479; hypothetfca! prolan aJ20116: coton, stom. pane; CTL 

427747; AW41 1425; Hs.180655: serine/threonine kinase 12; blad. tong. ovar, stom. test esoph, sarc; sm 

427923; AW274357; Hs.301406: FGENESH predfcted 11 TM protei; mela: mAb 
_ - 427969; NM-001 963; HsJ230: epidermal growth factor (beta-; pane; mAb+ifiag 
80 428093; AW59450S: Hs.104830; ESTs; ovar. pane; CTL 

428179; AI127772: H&380877; serumiiglucocoitieoM regulated; breast sm 

^87; AI6873Q3; Hs2B5S29; G pnteiiKOupted receptor49; ovar, uter. oPhin. stem; mAb*s.m. 

428242: H557ligs Hs^teukemto tahlbRofyfector(ch( ovar. pane. l8d^ 
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428295; NM.003058: Ks. 183572: sdute cairier famOy 22 (orga; renS^ mAb*«jn. 

428330; L22524: Hs.2256: matrix metaltopKjtelnasa 7 (rra; utef. ow^ 

428368; BE440042: Hs.83326: matrix metaOoproteinase 3 (st; headnk. stom, esoph. colon; (flag 

42839% H10233: HS.Z265: secretory gramde, neuioendocr. pane; (Sag 

428450; NM^014791; Hs.184339: KtAA0175 gene ptoduci; over. cenr. pane tung. blad. mala; SJn. 

428479; Y00272; KS334562; cen diviston 2. G1 to 8; lung, blad. cok^ 

428484; AF104032; Hs,1 W601; solute carrier tantily 7 (caQo; lung, Uad. hsadnk. cerv. esoph. g!to. uter, stom. colon, mela: mAlHsm 

42848S; AW583497; Hs.184604; pancroalk; potypepSde; pane; diag 

428505; ALJ035461 ; Hs^l ; chromogrsnln B (secretogrenln ; pane, lung; (Tiag 

428513; BE220806; Ks.184697; plexbi CI; mela. pane, tneaststom. headnk; mAb 

428579: NiyL0057S6; Hs.184942: G proteuKOupled reoeptor 64; ovar. EWS. uter; mAtHSjn. 

428664; AK001666: Hs.189095; similar to SALL1 (sal (Dmsoph; Uad. ovar, pros. lung. stem, test; CTL-»5.fa 

4286S8; AAB52773; Hs.334838; KIAA1B66 preteh; breast, colon, lung, pane, stom, headnk, ovar. EWS; mAb 

428748; AW5932(^ Ks.9878^ K8p37 proti^ lung, sarc; (flag 

428758: AA433988; Hs.98502; CA125 anfigen; mudn 16; ovar. cerv, lung, pane. stom. renal; (flag 
428778; AK000530; Hs.193326; fibroblast growth {actor recep; ovar, mAb^sjn. 

428953; AA30661Q; H3.3461 83; tumor necrosis fector receptor, cenr. pane, cobw, skim, headnk. renal; mAb^ 
428969; AF120274; HS.1946B9: alemln: hu^. cerv, dlag 

428970; BE276891:H$.1S4691:reQno)c add biduoed 3 (RAIG; stom, pane, odon. ovar. fibre; mAlHS.ia 
429149; AW193360; Hs.197962: Homolog of mouse AOP^Sxtsytat; gOo; mAb«em 

42921 1; AF0S2693; H5.198249: gap junction protein, beta 5 C lung. blad. headnk. cenr. esoph. stom, mala; mAbtsja 

429263; AA019004; Hs.198396; ATP-Unding cass^ sub4and; lung; mAb^SJn. 

423276; AF056a85: H3.198612; G protebcoupled receptor 51; angto. Uad. grn; mAb«sjn. 

429353; AL117406; H&335891; ATP-tMig cassette transport; breast, pn>s ; mAtHsjn. 

429547; AW009166: Hs.99376; F6ENESH predicted novel secret; pane, headnk. hing. over; diag 

429610; AB024937; Hs.211092; LUNX protein; PLUNC (palate lu; lung, fibre; mAb«diao 

429903; AL134197; Hs.93597; cydiiHlependent kinase 5, reg; lung, mela; sm 

42991 0; NIiL000867; Hs.2S07; 5^draxytryptam!ne (serotonin; leto; mAb«s.in. 

430147; R&0704; Hs.234434; ha![yfenhancer-of-«pOt relate; giio; 8.m. 

430178; AW44961 2; Hs.152475; SVTR of: achaetfrscute comple: cokm. stom, ovar, CTL 

430377; NM.001922; H5.301 865; dopachrome tautomerase (dopach; mela; CTU 

430413; AWB42182; Hs.241392: small inductbte cytokine A5 (R; fibro. esoph, mela; diag 

430486; BE062109; Hs.241551; chloride channel, calcium acti; hing. btad, headnk, cerv, esoph; mAlHSJii 

430822; AJ005371; Hs^48017; gtyceraldehyd&^fhosphate deh; mela. saic: 8.nv 

431130; NM.006103; Hs^19; HE4; epidldyml^specific. whey; ovar, uter; diag 

431462; AWS83672; Hs.25631 1; granh-ike neuroendocrine pep; pane, hing, gtk). test; (fisg ' 

431515; NM_012152; Hs.258583; EDG-7 (enddheHal dlflisrenti; ovar, pnDS, lung, blad; mAtHsjn. 

431620: AA126109; Hs.264981; 2'-ff-oBgoadenyla{B synttetas; esoph. cerv; CTL-»6ja 

431629; AU077025; Hs.265827; Interferon, alpha^ucible pr; pane, uter, cew. stom. esoph. mela; mAb^ag 

431630; N(iL002204; Ks.265829; Integitn, alpha 3 (antigen 0)4; ovar. pane, btad, headnk. inela, rend; mAb^&m. 

431745; AW972448; Hs.163425; Novel FGENESH predidBd cadhen fibro, ovar. uter; mAb 

431840; AA534908; Hs.2860: POU domain, dass 5, Iranscrip; test, renal, blad; CTL 

431846; BE019924: Hs.2715B0; uroplaHn IB; lung. Wad, headnk. uter, cert, stom, ovar; mAb^ag 

431958; X63629; Hs^7; cadherin 3, type 1, P-cadherin; lung. Uad. cerv. headnk. ovar, coton. pnw, pane, breast, esoph. test mela; mAb^ 

432101; Ai918950; Hs.123842: EphA3; pros. pane. EWS sarc; s.m. 

432179; X75208; Hs.2913; EphB3; ovar, cokxr. mAb«s,m. 

432196; AW300888; Hs^230: hypothetical protein FU10830; renal; CTL 

432201; A1538613; H8.298241; Transmembrane proteasa, serine; breast, cotan. ovar, stom, pane, uter. cerv. kmg ; mAlHdiag*sjn, 
432579; AF043244; Hs.278439; nudeUar protein 3 (apoplosis; renal; CTL 
432598; AJ224741; Hs^78461: matriDn 3; pane, bteasi, aarc; diag 

432806; NM.002104; Hs.3066; granzyme K (serine protease, g; ren^ breast, kmg. stom, hepC. fibro. leidq CTL 

432829; W60377; Hs.57772; ESTs; Uad; CTL-HLm. 

432874; Wg4322; Ks.278651 ; melanoma inhibitory actlvtty; pane, stom, mela. saro; dlag 

432990; AU)36071; Hs.279899; tumor necrosis factor receptor; pros, renat; mAb^m 

433001; AF217513; H1279905; done HQ0310 PROOSIOpI; odon. breasl. hing, Uad. cenr, uter. test, mala; sjil 

433447; U29195; Ks^81: neuronal pentraxin D; mela. esoph, colon, rmal; diag 

433848; AF095719; Ks.93764; carboxypeptidase A4; headnk, esoph. hing; SJn. 

433867; AK000596: Hs.3618; hlppocaIdiv411ce 1; renak CTL 

434206; AW136973; Hs.36291 5; ESTs, Weakly similaf to 869890; cdon. kmg. stom; CTL-*s.m. 
434276; AF123659; Hs.93605; leudne zipper, putelive tumor; mela; bjul 
434293; NA4.004445; Hs ^796; EphB6; blad. pros; sm 

435013; H91923; Hs.110024; NM-020142:Homo sapiens NADItub; renal, lung, aaie; CTL 

435472; AW972330; H3.283022; triggering receptor expressed ; giio; mAb 

435505; AF2Q0492; Ks^11238; kilerieukin-1 homdog 1; king, headnk; dlag 

436456; AW292677; H&248122; metaniivooncenlraling hormone ; mala, gOo; mAlH&m. 

436480; AJ271643; H8.87469; putative add^enslng ton chan; gUo; mAt>*8Jn. 

436481; AA379597; Hs.5199; KSPC150 protein similar to uU; lung. Uad, coton, ovar, utsr. headnk. test; 8.ra 

436576; AI458213; Hs,77542: ESTs; lenal. pane, headnk, king; mAb+sm 

436608; AA62898Q; H8.192371; down syndrome criCcal regton ; Uad. tong, saro; CTL^em 

438895; AR)37335; Hs.5338; carbonk: anhydrase XH; breast. ren4 ovar, glto; mAlHsm 

436961; AW375974; Ks.156704: ESTs; tong. pane, renal, uter. coton ; CTL 

436982; AB01 8305; Hs.5378; sponrfin 1 . (Upondin) extrace; ovar. fibro: diag 

437016; AU076916; Hs^8; guanine monphosphata synthetas; kmg, Uad. ceiv. esoph. coton, headnk; ml 

437044; AL035864: Hs.6951 7; differenOaUy expressed In Fa; headnk, cerv, lung, blad. breast pR», ovar, stom. esoph; CTL 

437789; A1581344;H5.12781 2; ESTs. WeaWydniartoT17330; kmg; CTL 

437652; 6E001836; Hs.25^7; putafive GPCR; Uad, lung; mAb«s.m. 

438380; T08430; Hs.6194; chondroitin sultato protooglyc; glto, mela; dlag 

438549; BE386601; Hs.21658; trinudeoQde repeat oontalnin; mela, sarc; Ca^Kliag 

439018; AW300887; Hs.26638; membrano^panning 4-domabis. s; utar, stom, pros, fibro; mAb 

439223: AW238299; H3.2S0818: UL16 Undkig protein % tong, headnk, cenr, esopk teuk. Uad. odon; mAb 

439477; W69813; Hs^2: ESTs. Moderately sknilar to GF; tong; mA!HS.ra 

439569; AW6Q2166: Hs.222399; CEGP1 proteto; breast, pros. Uad; diag 

439606; W791 23; Hs^l; G protaliKCOupted receptor 87; tong, Uad. headnk. ceiv. esoph; mAlH&ia 
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439738; BE246502: Hs.9598: sema domain, Immunogtebulin do; Wad, lung, cerv. renal; mAtHSjn. 
439979; AW600291; Hs.6823: hypothelicat protein FU10430; fenal. cefv, pros, headnlc. colon, test, saro; mAb 
440006; AKS00517: Hs.6844: NALP2 pioteln; PYRt»4-Oontainin; blad. ovar. lung, headnte. test; s.m. 
440065; W03478: Hs.266331: Homo sapiens Ft receptor homoi; mela; diag 
440304; BE159984; Hs.125395; hepalifis A virus cellular rec; renal, colon, blad; mAb^ 
44051 6; S42303; Hs.1 61 ; cadherin 2. type 1 . hkariheiin: glfo, ovar, uter, rend. hepG mAb^diag 
440672; AF08381 1; Hs.7345; MA01 (mitoSc arrest deficient: meta; 8.m. 

441362; BE61441Q: Hs.23044: RAD51 (S. cerevlsiaa) homolOQ ; lung, blad, headnk. test, mda^csoph; sm 
442117; AW664964; Hs.128899; ESTs; hypottiellcal proWn for, breast, lung, Wad. pane headnk. stoni. ovar, pros, sarc; mAb^m 
442133; AW874138; Hs.129017: ESTs; type la transmembrane p: ovar, uter, mAb 
442275; AW449467: Hs.54795: Homo sapiens secretoglobin. fa; fibro; diag 
442652; AI005163; Hs.201378; Homo sapiens cDNA FU40427 lis; tibro, ovar. uter, CTL 
443105; X96753; Hs.9004; chondroltin sulfate praleoglyc; mela; mAb+dlag 
443247; BE614387; Hs.333893; (>Myc target JP01; colon, lung, blad, pane; CTL 
443324; R44013: Hs.164225; ESTs; fibro; mAb^diag 

443426; AF098158; Hs.9329; chromosome 20 open reading fra; colon, lung, blad. stom, test mela, sate; CTL 
443595; AF169312; Hs.9813; FPAR(gamma) angiopoieiin reiat; renal; diag 
443648; AI085198; Hs.164226; Thiombospondin 1; angto, pane, uter; diag 
443859; NM_013409; Hs.9914: fbllistatin; king, cerv, headnk. Wad, esoph; diag 
20 443987;AW163123;Hs.1007l;seventransmembraneprotahiTM;renaJ:mAl>*s.nfL 

444006; BE39S085; Hs.334762; type I transmembrar© protein F; pane, colon, hing, ovar, renal, esopn. nwa. uad, stom, ceiv; mAb 
444090; 569115; Hs.1O306: natural (dnerceli group 7 se; fibro. renal, mela: diag 

444371; BE540274;Hs.239;ibrk!iead box Ml; lung, headnk, Wad, gBo. test, mela; am ^ ^ ^ ^ i..«..m^b« 

444381; BE387335; Hs.283713; hypolhefical protein BC014245; breast, colon. Wad. lung, pane, headnk, ovar. stom, uter. lenal. angio. tesL mda, esoph, sarc, CTL^iag 
25 444488; AW192879; Hs.355660; ancient conserved domain prote; renal; mAb^sm 

444527; NM_t)05408; Hs.1 1383; smafl Inducible cytokine subfa; fibro. esoph; diag 

444781; NWL014400; Hs.1 1 950; GPI^chored melastasis^sod; lung. Uad. headnk, cerv; mAb*diag 

444783; AK001468; Hs.621 80; anlflin (DrosopWIa Scraps hom; ovar, king, blad. haadnk, pane. ceiv. stom. uter, coton. esoph: CTL-»s.m. 

445417; AK001058; Hs.1 2680; a disintegrin-like and metallo; pane, headnk. stom, lung, esoph, sarc. coton; diag 
30 445537; AJ245671; Hs.12844; EGF^Ike^main, multiple 6; ovar, blad, Uter, breast. lung, headnk, lenfl!. Iftro, pane, cerv. sarc; mAb^ag 

445891; AW391342; Hs.199460; DPCR1 protein; stom. pax. esoph, omuc, esoph; mAb 

445895; D29954; Hs.1 3421; K1AA0056 protein; pros; CTL 

446051; BE048061; Hs.37054; eplirin-A3; coion. breast; mAb^lag 

446163; AA026880; Hs.25252; prolactin receptor; breast, cerv, uter, mAb+Sjn. 
35 446341; AU)40763;Hs.310735;FGENESH prediction simaar to; mela; mAb^.m. 

446619; AU076643; Hs.313; secreted phosphoprotran 1 (ost; ovar. fibro, pane, headift, lung, colon, Uad, mela, esoph. Uter. sarc; (Bag 

446650; AB016625; Hs.15813; solute canter family 22 (orga; renal; mAb*s.m. 

446921; AB012113; Hs.16530; smaH inducible cytokine subfa; breast, pane, hearin!<, lung, fibro, mela; diag _ . 

447033; AI357412; Hs.157601: Predicted gene: Eos cloned; se; colon, pros, fibro. breast, ovar, king, pane, sarc; CTL-Kllag 
40 447072; D61 594; Hs.17279; tyrosylprotein sulfolransferas; gfo. pane; CTL-^jn. 

447131 : NM.004585: Hs.17466; rellnolc acid receptor respond; renal, breast, stom. lung, mela, ovar; mAb*m 

447208; BE315291; Hs.237971; hypothetical protrfn MGC5627; esoph, stom. colon; CTL-nliag 

447269; NkL004861; Hs.l7958; cerebroside ( J-phosphoadenyly; renal; CTL 

447342; AI19926B; Hs.19322; Homo sapiens. Similar to RIKEN; coton. blad, pros, king, stom, ovar; CTL 
45 447400; AK0Q0322; Hs.18457; hypothelical protdn FLJ20315; coton, pros. stom. uter, mAb^ag 

447674; BE270640; Hs.19192; (^iHtependentldnase 2; mela; s.m. 

448243; AW369771; Hs,367688; totegrin. beta 8; ovar, uter, tong, stom, headnk. gito, pare ; mAb^m 

448610; NM_006157; Hs.21602: nel (chickenHike 1; mela. sarc; diag 

448733; NM-005629; Hs.187958; solute canter farrtly 6 (neuro; lung, renal; mAb«.m. 
50 44B844; AI581S19: Hs.177164; FGENESH predicted novel ceO s; pane, lung. stom. omuc; mAb^sm 

449032; AA045573; Hs.22900: nuclear factor (erythrWd^eri; coton. test, stom; CTL+sjn. 

449048; Z45051; Hs.22920; slmflar to S68401 (caiHle) glu; pane, ovar, uter. gto, headnk. lung, sarc; mAb 

449444; AW818436; Hs.351 306; sohjte carrter family 16 (mono; renal, pane; mAb+sjn. 

449523; NiyL000579; Hs.54443; chemdWne (C-C motit) receptor lung, pane renal stom, hepC fibro. leuk. mela; mAb4«4a 
55 449720; AA311152:Hs.2B8708;hypdlh6lIcal protein FU21562; coton; CTL 

449722; BE280074: Hs.23960! cycOn 81; headnk, blad. lung, pane, angto. test, mela, esoph; 
450001; NM_001044;Hs,406: solute earner tanrlly 6 {neuro; renal; mAb4SJii. 

450375; AA009647; Hs.352537; a tfdntegrto and metafloprote; breast, ovar, headnk. pane. lung, esoph. coton, sarc; mAlHdiag46.m. 

450531; AW301032;Hs.203800;(BC017500)Simflaf to hypothet coton; CTL 
60 4S0701; H39960; KsJ88467; hypotheiieal protein XP.098151; tong. headnk, pane, breasl stom, ovar. esoph. colon, sarc; mAlHdlag 

450726; AW2O4600; Hs.355462; HUMPSPBA Human pulmonary surfa; fibro. lung; sm 

450931; N25156; Hs.25648; tumor necrosis factor receptor, lung, renal; mAlnsjn. 

450983; AA305384; HS.2S740; ER01 (S. cerevisiaeHke; Wad, lung, ovar, pane; diag 
^ _ 451310; AW250651; Hs^213; Human ONA sequence ftom ctone : colon, pane; CTL 
65 451527; AF022813£ Hs^6518: tra nsm entoie 4 superfamliy me; renal; mAb 

451537; R56631; Hs.28550; reGnoM X receptor, gamma; mela; CTLi&m. 

451668; 243948; Hs.326444; carlitoge addto protein 1; Wad, ovar, king; mAb^dlag 

451939; U80456; HsJZ7311; singMinded (prosophaa) bom; pros; CTL 
„^ 451979; F06972: Hs^7372; endolhe&al ^loslne kinase (E; angto; CTL^ m 
70 45l988;AF263928:Hs^410;papatoma»Infiregulatorytacl:renal;Cn. 

452017; AF109302: Hs^495; prostate cancer associated pro; pros; sjn. 

452097; AB002364; Hs:27916; a dislntegrWike and metaflo; ovar. mAb^sm-Kfiag 

452190; H26735; Hs.91668; Honx) saptens ctone PP1498 unkn; breast, stom, pane; n\Ab 

4521 94; A189441 3; Hs.373599: oHactoiy receptor, tamfly Z ; stom, pane, renal, colon, mela. fibro; mAb*«.m. 
7 5 452203; X57522: Hs^52018j transporter 1 , ATP^Hnding cas; ceiv, esofdi. Uad. stom. mela. renal; mAb*s.m. 

452281; T93500; Hs.28792: Homo sapiens cONA FU11041 (Is; breast, headnk. pane, stom. king, esoph. fibro: diag 

452401; NM_.007115; Hs.29352; tumor necrosis factor, alphas Wad, breast, pane, headnk.stom, lung, leuk, renal, esoph; diag 

452431; U88879; Hs.29499; loIMto receptor 3; renal. hepC; mAb 
„ - 452747; BEl 53855; Hs.61460; Ig superfanily receptor LNIR; breast Wad, lung, headnk, ovar, stom. uter, pane; mAb 
80 452838: U65011;H$^43;pr^n0aly expressed anti9;king. ovar. breasLinela. testes^ 

452882; AW378065:H5.8887;ADAMrS2 (a distotegrmAe a; headnk, breast cotori, leuk. lung, Uad. esopi). stain, s^ 

453195; 6E241876; HS.323S2; hypoOteCcsl proteto DKFZp434K; renal; CTL 

4S349G; AA442103; Hs.33084;sdutocaritertefflly 2{faca;ienal pros; mAb^sm 



wo 03/042661 



PCT/US02/36810 



453837: AL1383S7: Ks^56126; bacutovirsl lAP repeat-contain: rensi. meta, sarc; am 

453968; AA&47843; Hs.6271 1; High mobSty graup (nn^visbxic hing. uter. Uad, \ssk CTLf^m 

45S546: AiG90321: HS.20384S; KCNK15 potassium ctiannel. sultit: war ; mAI>^m. 

456682: NM.002448; HSJ494; nisli (Dnsopttila) hoRttO 

457133; M54968: Hs^51221: v-Kkas2 Kitstan tat sareoma ; pane; am 

457469; AI693615; Ks. 127179; oypSc gene; pane, pras. tung; dlag 

457819; M057484: Ks.35408: RJ20522 Hypothetical protein ; lung, ceiv. tieadnk; mAtHdUg 

456079; AI796870; H$.381220; Homo sapiens similar to RIKEN ; nnla. titiro. saic; mAb 

458627: AW088642: Hs57984: SRY (sex detenn!nlr« raglcn Y); ovar, utar, lest; CR 

TABl£2B 

Pkey: Unique Eos probeset identitier number 
CAT nunit)er Qene duster nuntber 
Accession: Genbaidi aooesslon numbers 

PIcey CAT Number Accession 

414991 1785136L1 078831017893078863 

TABLE 20 

Ptny: Unique number oonesponding to an Eos probeset 

Ref: Sequence source, lite 7 digit numbers In this column are Genbanktden)ier(GI) numbers. *Dunham Let el' refers to the putAcalBonenlllled The DNA 

sequence of human diromosome 22.' Dunham Let a!.. Nature (1999) 402:48&495. 

Strand Indicates OhIA strand fironiwliichescons were ptedicled. 

NtpostOon: Indicates nudeoBdeposiSons of pie&led axons. 



Ptey 


Ref 


Sband 


NtjjQsiSon 


400843 


9188605 


Plus 


586a^7653.7784.8892-9023,9673^. 


402075 


8117407 


Phis 


121907-122035.122804-122921,124019-12416 


402901 


8894222 


Minus 


175425-175657 


404287 


2326514 


Rus 


53134-53281 


404682 


9797231 


Minus 


4097741150 


404875 


9801324 


Ptus 


96S88'96732,9772247831 


404977 


3738341 


Minus 


4308143229 


405033 


7107731 


Minus 


' 142358-142546 


406400 


9256298 


Ptus 


1553-1712.1878-2140.42524385^5922-6077 



TabieSA. Disease Indications and Preferred UtiEfieslbr Selected Genes 

Table 3A provides prefened disease Indications and praliarred utilities for about 2709 setected genes. These genes were Identified using Eos/Aflymetrix Genechip airays. 

Plcey: Unique Eos probeset MenlHier number 

ExAocn: Exemplar Accession number 
UnigenelD: Unigene ID nuniber 
Un^e Title: Unigene gene fitie 

Disease: ptefBrred diseases tmficaled (or selected gene as described in table 1^ blad (bladder diseases), anglo (blood vessel diseases). EWS 

(bone diseases), gflo (brain diseases), breast (breast diseases), cerv (cervical diseases), colon (colorectal diseases), esoph (esophageal diseases), Gbro (fibresb 
diseases), tieadnk Oiead & ned( diseases), (teiomyoma diseases), leuk (leukocyte diseases), hepC (liver diseases), lung (lung diseases), over (ovarian 
diseases), endo (ovarian endometrioid diseases), omuc (ovarian mucinous diseases), pane (pancreatic diseases), pros (pnstaie diseases), renal (renal diseases), 
sarc (soft tissue and bone diseases), mela (skin diseases), stem (stomach diseases), test (testicular diseases), uter (uterine (fiseases) 

Utility: preferred utilities for selected gene as described in tttt taxi and flbbrev^ Cn.(DNAvaoQne target). (Sag (diagnostic or pregnoslictaig^,n^ 

(monoclonal anObody targ^. 8JIL (smaD molecutB target) 

Pkey; ExAccn; UnigenelD; Unigene Tifie; Disease; UfHity' 

100125; R02740; Ks.137555; putative diemoktne receptor G; blad; mAb^sm 

100131; 012485: hts.11951; edonudeofkle pyrophosphatase; breast; mAb 

100147; D13666; Hs.136348; pertosBn (OS^2os): breast, colon, blad. lung, fibio. pane; mAb*dlag 

100241; 8E273848; Hs.32983; cadhertn type % Kcadherin; blad; fflAb 

100299; 04949% Hs.2171; growth diflerenOaGon facfor : EWS; dlag 

100335; AW247529; Hs.6793; platelet-activating factor ace; breast, lung. Uad; sm 

100385; At878927; Hs.79284; mesoderm spedTtc transcr^ C colon, pros; dlag 

10037% NM_014791; Hs.184339; KIAAD17S gene product; ovar, lung. cen^. pane; sm 

100405; AW291587; Hs.8Z733; nidogen Z ar^iSag 

100420t 088983^ Hs.1 18893; Melanoma associated gene; breast, pros, lung, cidon. anglOk leuk; dlag 

100448; AF234887; HS.576S2; cadherin, E6F LAG seven-pass 6; breast; mAb*ajn. 

10O452; D&7742; Hs.241552: KiAA0268 protdn; pros; diag 

100559: NM.000094; Hs.1640; cdtaoen, type Vil. alpha 1 (e; kng; CTl46.m. 

100654; A0375Q;Hs.184411; NM.00047r:Homo sapiens aQximi: pros; dlag 

1006SS; A03758( Hs.184411; EmfdrfcaBy selected from AFFX; pros; dlag 

100668; L05424; HS.16961Q; C044 anfigen (homing function ; lung, breast; mAb 

100824; AI393237; H3.193989; runkelated transcription fac; ovar; CTLt8.m. 

100930; J04129; Hs.82269; progestagen-assodaled endorrwt lung; diag 

101063; 054745; K&80247; chotecystoldnbi: pros. EWS; dlag 

101097; BE245301; Hs.89414; chemoktne (C-X^moSO. recep; leuk. ovar, breast Uad; mAb«sja 
101104; AW862258; H&.169266; t^europepSde Y receptor YV. breast. EWS; mAb 
101192; eE247295; Ks.7845% sotule carrfer eanuly 20 (phos; an^ mAb«6JTL 
101 193; L20861; Ks.152213; wingless4ype MM1V integration; blad. lung; diag 
101249; L18964; Ks.1904; pntein tdnase a tata; ovan am 
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101261; D308S7; Hs.82353: prot^ C receptor, endothella; angto; mAb*sm 
101389; AW951430; Hs.7B888; diazepam binding inhibitor (6A; pros: inAt>«m 
101431; 8E16S289; Ns.1076: small proHnfr^ch pioteb IB ; lung, blad; diag 
101447; M21305; : gbiHuman sipha satellite and s: anglo, biad; diag 
5 101461; N98569; Hs.76422: piiospholipase A2. group IIA (p; pros; diag 

101485; AA296520: Hs.89546; seleclin E (endofheTia! adhesi; pros, ovan mAb 
101506; J02931; Hs.62192; coagulation liactor lit {8iromb: pros; mAb 
101526; NIUL002197i Hs ^00529; aconitase 1, soluble; lung, colon, headnk, pane; mAb 
101543; M31166; HS.205Q: pentaxbHslaled gene, rapidly; angto. ovar diag 
1 0 10154S; BE246t54; Hs.154210: endotlieOa! differenlialion. s; angio; mAb^m 
101560; AW958272; Hs.347326; interceDular adlieaon molecul; an^; mAb 
101526; M57399: Hs.44: pleiotroptiin (Iteparin binding ; lung; diag 
101649; AW959908; Hs.1690; heparin-blndlng growth factor ; lung, blad; diag 
10l7l4;M68874;Hs.2115B7;phospholipaseA2,flrouplVA(c;anglo;8.nu 
1 5 101724; LI 1690; Hs.l98689; bullous pemptiigoid antigen 1 (; breast, pros, blad, lung; mAb+CTL 
101741; MM 003199; HS.32B198; transcription factor 4; anglo; CTL+sm 
101748; NmI001944; Hs.1925; desmogleln 3 (pemplilgus vulgar, kmg. blad, headnk. owv; mAb 
101759; M80244; Hs.1B4601; sdlutB carder family 7 (caUo; king. glio. blad, headnk; mAb^jn. 
101791 ; MB3822; Hs.62354; eel di\rtsion cycle 4^ike; pros; sm 
20 101804; l\A86699; Hs.169840; TTK protein kinase; ovar, lung. Wad, ceiv; CTl4S.m. 

101805; AA586894; Hs.1 1 2408; S 100 caldunvbinding protein A; kmg. breast blad; diag 
101809; M86849; Hs.323733; gapjunctfon protein, beU2. ; coton, blad. lung, pane, headnk; mAb 
101839; AA446644; Hs.692: GA733-2 antigen; ei^lhelial gl; ovar, pros; mAb 



25 



101845; U8B967; Hs.78867; protein tyrosine phosphatase. ; lung, glio. headnk, cerv; nWHsm 
101851; BH260964; Hs.82045: midklne (neurlte giowllHJromot; lung. Wad. ovar. breast, pane; mAMdiag 

^ M Ji\. I 1^ J A. ..^A^aIm MfOr* £ m 



102009; BE245149; Hs.82643; protein tyrosine kinase 9; ovar; s.m. 
102012; BE259035; Hs.11 8400; singed (DrosopWla)-Bte (sea ; angto; dag 
102024; AA301867; Hs.76224; EGF^laining fibuDn-lika ex; angio; diag 
102048; U07225: Hs.339; purinergic receptor P2Y, G-pro; Wad; mAb 
30 102076; BE299197; Hs.179665; cycilfrdependenl kinase inhail; pros; GTUsm 
102125; NM_006456: Hs.288215; sialyltransferase; breast, lung, ovar; aja 
102136: AA300576; Hs.85769; acklic 82 kDa protein mRNA; ovan diag 
102151; T27013; Hs^l32; steroidogenic acute regulatoty; ovar, diag 
102154; U17760; Hs.75517; laminin, beta 3 (niceln {125kD; lung. Wad. headnk; diag 
35 102178; AW178761; Hs.22794B; serine (or cysteine) protetnas; Wad; mAb4diag 
102187; U20325; Hs.1707; cocaine- and amphetamine-regul; breast* (feg 
102193; AL036335; Hs.313: secreted phosphoprolein 1 (osl; ovar, lung, libro; diag 
102200; AA232362; Hs.317432; branched chain amtaotransfeias; ovar. am 
102208; U22961; Hs,l8441l; gb:Human mRNA clone with slmit pros; diag 
40 102211; BE314524; Hs.78776; putative transmembrane protein; breast blad; mAb 
102283; AW161552; Hs.83381; guanine nudeotida binding pro; angto; CTUsjn. 
102297; NM_0015O4; Hs.198252; G proteiiwoupled receptor 9; breast; mAb 
102304; AF015224;Hs.46452;mamiiiagloWn1; breast; tfag 
102305; AL043202; Hs.90073; chromosome segiegatton 1 (yeas; ovar, tong. Wad ; diag 
45 102348; U37519; Hs.87539: aldehyde dehydrogenase 3 tamB; lung. Wad; 6,m. 
102380; U40434; Hs.l55981; mesotheGn; ovar; diag 
102394; NML003816; Hs.2442; a dlsintegrln and metaltoprota; pane; s.m. 
102455; U48705; H3.75562; (fisooldin domain receptor fami; breast; mAb 
102457; NM_001394; Hs^59; dud specificity phosphatase 4; breast; s.m. 
50 102522; BE2S0944; Hs.l83556; solute carrier family 1 (neutr. pros; mAb 

102581; AU077228; Hs.77256; enhancer of zesle (DrosophUa); blad, EWS. teuk; CTL*«.m. 
102610; U6501 1; Hs.30743; preferanfially expressed anfi^; king, ovar, CTL 
102623; AW2492B5; Hs.371 10; melanoma anfigan, family A. 9; lung, Wad; mAb^ 
102669; U71207; HsJ29279; eyes absent (Drosophila) homol; king, pros; ca*s.m. 
55 102696; BE540274; Hs.239; forkhead box Ml; lung, Wad; sjn. 
102725; AB0261B7; Hs.374280; protocadherin 11; EWS; mAb 
102742; U79293; Hs.l59264; Human ctone 23948 mRNAsequenc; breast ovar ; diag 
102745; AW753865; Hs.74376; olfactomedin related ERtocai; EWS; diag 
102803; H4829g; Hs^l26; claudin 10; ovan mAb 
60 10282% NMJ006183; Hs.80g62; neurotensin; lung, ovar, headnk; diag 
102836; U9432B; Hs.158330; neuropeptide Y receptor Y5; EWS; mAb 
102852; V00571; Hs.75294: corfeJbopin releasing homujn; Wad; diag 
102898; NM_002205; Hs.149609; Integrin, alpha 5 (fibronecto; angto, Wad, lung, pros; mAb<s.m. 
102915; X07820; Hs.2258; matrix metafloproteinase 10 (s; angto, blad, king, ovar, mAb*diag«jn. 
65 102917; AI016712: Hs.287797; hilegrin, beta 1 {fit)rDnecfin ; angto; mAb 
102927; BE512730; Hs.651 14; keraSn 18; ovan diag 
102968; AU076611; Hs.154672; methylene tetrahydfofolate deh; ovan sjn. 
102994; X51730; Hs:2905; progesterone recepton Wad; mAb^sm 
103003; AI910275; Hs.350470; trefoil factor 1 (breast cance; breast pane; diag 
70 103021* BE001596;Hs.85266;lntegrtn, beta 4; lung Wad; mAb 

103036; M13509t Hs.83169; malrbi metaltoprotelnase 1 (in; angto, coton, Wad. hing. to*, owar, headnk. fibro. pane, stom; niAb*W«jn. 
103037; BE018302; Hs,2894; placental growth factor, vascu; anglo; diag 

103060; NH-005940; Hs.155324; matrix metaltoproteinase 11 (s; breast kmg, ovar. pane; mAb*«ag«jn. 

103080; AU077231; Hs.82932; cycSn D1 (PRADl: paralhyroW ; breast EWS; (fiag 
75 10309Si NmjD05424; H8.78824; tyrosine kinase wiffi Immunogto; angto; mAb 

103111;Nk4.0061O3;HsJ719;epldWyrnls^specific,whey-acW;ovar.uten(fiag . _^ ... ^ 

103119; X63629; HsJZ877; cadherm 3. type 1. P-cadherin; lung. Wad, ovar. colon, pros, pane, breast; mAI>Mriag 

103206; X72755; Hs.77367; monoHne Induced by gamma tote: breast, kmg: diag 

103210; X72925: Hs.69752; desmocollto 1; pros; mAb 
80 103280:U8«72ftH8.7620fi;cadherto5.type2.VEKadhed;8ntfo,lihfO!rnAlHsm 

103299; NM05756; Hs.184942; 6 protehvcoupted receptor 64; orar, mAlHsm 

103312: Y12642: Hs^lBS; tysosomat; bng. Wad; mAb 

103385; xgogOB; Ks.74126t add WixBng pm^ 6h : Wad; dtog 
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103408; KM_001504; Ks.198252; 6 pTDteiiHSupte^ 

103476^ BE514982: Hs^l; SlOOcaldunvfalnifing protein A: lung. blad. headnk; (Bag 

103587; BE270268; Ks.82128; 5T4 OROofetal Irophoblast glyc; breast, btad. lung; mAb 

103594: AI368680: H5.8I6: SRY (sex determMng region Y); tung. gfio; sjit 

10369% AW13791 2; Hs.227583; Homo sapiens chromosome X map ; angio; mAlHsm 

103739; AA115173; ;gi)zn30dOZs1 Strategene nauro; pros; sm 

103757; BE244667; H8.348996; CQ-IOO protein; anglo; dl^ 

103989c AA315993; H9.1054d4; regeneraSng gene type iV; colon, omuc; mAb«diag 

1040S2; NM_002407; Ks.97644: mammagioUn 2; ovan <Qag 

1041 IS; AF183ai0;Hs.261O2: opposite strand of. trichoilil; breast; mAb 

104252; AF002246; Hs2108^* oeB adhestan moteculs with ho; ovar diag 

104301; AA768491; Ks.6783; hypolhelicd protein FIJ22724; ovar, dlag 

104308; N2S117; H5.355957; ribosomd protein S28; pros; diag 

104394; AA129551; Hs.172129; Homo sapiens cONA: FU21409 G; colon; dlag 

104542; R29657; ;gbf 1-11790 22 week old human ; pm6;diag 

104608; AF143867: Hs^5B8; ESTs. Moderately skniiar to S6; blad; mAb 

104659; AW9697e9; Ks.100343; ESTs; EWS; di^ 

104660; BE298S6S; Ks.14846; Homo sapiens mRNA; cONADKFZpS; liter, colon, pros; mAb 

104667; AI239923; Hs.63931 ; dachshund (DrosophHa) homobg; breffil, pros, colon; diag 

104689: AA420450; Hs.380088; Ptikophiin: tung; diag 

104691; U29G90; H&.37744; Hono sapiens beta-1 adrenergic; pros. EWS; mAb^sjn. 

104755; T49951; Hs.9029; DKFZP434G032 protein; breast colon; di^ 

104764; AI039243; Hs^78585; ESTs; angio; diag 

104786; AA027167; Hs.380438; KIAA09S5 protein; angio; CTL^m 

104877; AI138635: Hs.22g8B: intnon of VEGFR; renal; diag 

104888; AW939S91; Hs.5940; mudn 13, eplthdlal transmemb; colon, stem, uten mAb^jn. 

104919; AA026680; HsJ52S2; Homo sapiens cOHA FU13603 fis; breast cenr. uter. mAImm 

104943; AF072873; Ks.1 14218; frizzled (Drosophita) homolog ; ovar; mAb-^sm 

104954; AW250651; H$.2621 3; Human ONA sequence from done ; ooion; dlag 

104971; eE311926; Hs.15830; hypothe6cal protdn RJ12691; blad; Ca 

105012; AF098158; Ks.9329; chnxnosome 20 open reading fra; colon, lung, blad; GTL 

105038; AW503733; Hs.9414; K1AA1488 protein; breast angio; CTL-^sm 

105039; AA907305; Hs.36475; ESTs; breast; diag 

105093; AL1375e6; Hs.32405; Homo sapiens mRNA; cDNA DKFZpS; blad; diag 

105149; BE089268; Hs.895a: Homo sapiens cDNA FU12024 fis; pms; diag 

105175: AA30S384; HS.2S740: ER01 (S. cerevisiaeHii«; cdlon. lung; mAb 

105263; AW388633; Hs.6682: solute carrier family 7, (c^jar^o. lung. ovar. blad, pane; mAt>«s.m. 

105298; BE387790; HsuS369; Ivpothetical protein FU20287; ovar. hmg; diag 

105301; AW352357; H8.7457; MAGE1 protein; EWS; diag 

105316; AI671245; Hs.24835; hypothetical protein aJ14594; EWS; mAb 

105329; AA234561; Hs,22862; ESTs; breast, pros; CTL4s.m. 

10533% AW338625:Ks.22026: ESTs; similar to TRANSMEI^RAN; anglo; mAlHsm 

105370; AF179274: Hs.22791; transmembrane protein with EGF; pms ; niAb*s.m. 

105500; AW602166; Hs.222399; CEGP1 protein; breast pros; diag 

105503; AW963624; Hs.31707; ESTs. Weakfy slmnar to YEW4.Y; pros, breast ooton; CTL-^jn. 

105507: BE268348; Ks.3e0963: CCR4ilOT transciipGon complex: colon; diag 

105516; AKD01269: H3.30738: hypotheScat protehi I^J10407: ovar; diag 

105564; BE61G694: Hs.288042; hypotheticsl protein FU14299; breast: diag 

105645; AW2g4631; Hs.351270: ESTs; pros; diag 

105715; 6E621&00; Ks.29444; putaSva smaO membrane pmtei; colon; (fiag 

105743; 6E246502; Hs.9598; sema domain, immunoglobulin do; breast lung; mAlHS jn. 

105746; AW151952; K3.46679; hypothetical protein FU20739: breast; CTL-«s.m. 

105777; R42755; Hs.23096: ESTs; breast; di^ 

105782; H09748; Ks.57g87: &cel CLUIymphoma 11B (zinc ; EWS; CTL^sm 

105826; AA478756; Hs.194477: E3 ubic^lfln Dgase SMURF^ anglo; s.m. 

105990; A1690586; H3u{9403; hypothetical protein FIJ2208Q; breast: dlag 

106000: AW194426: Hs.20726; ESTs; breast; disg 

105012; AI240665; H&352537; ESTs; breast lung; diag 

106014; AF123094; Hs.1 80566; mucosa associated lyinphotd tis; leuk; diag 

106063; BE260415; Hs^8198; hypotheScal protdn aJ20262; pros; dlag 

106086; AW274357; Hs.301408: hypothetical protein PP3501; mefa; CTl.^.m. 

106111; AW875398: HS.64S1; PRO0659 protein; EWS; CTL-^m. 

106124; K93386; Hs.7567; branched chabi aminotransferas; angio; sjn. 

106155: AA425414; Hs^7; nudear factor 1/6; breast pros, angio; diag 

106373; AW503807: Hs.21907; Mstone aoetyOransCerase; breast sm. 

106400; BE397649; H&279607; Homo sapiens cDNA HJ13634 lis: colon: diag 

10641 4; BE56820S; Hs.28827; mitogen-activated prntebi Una; bre^ sjn. 

106448; Z42061; Hs^004; ESTs; pros; dtag 

106533; AL134708; H8.145998: ESTs; EWS; diag 

106574; BE04432S; Hsi27280; US snRNA^ssodated Sm>a« pr. cdknv diag 

1K579; AA456135; Hs.23023; ESTs; pros; diag 

106632; NM.014400; Hs.1 1950; GPI-anchored metastaslMSSod; hmg. Uad. headnk; mAbHfiag 

106738; AW149266; Hs.251 30; Homo sapiens d)NA aJ14923 lis; ovar. Osg 

106793: H94997; Ks.16450: ESTs; angio; dl^ 

106844: AA48S0S5: Hs.158213; spemn assodatad anCgen 6; breast; mAb^CTL 

106906; AA881271; Hs.222024: transcription factor BMAL2: lung, Uad; dl^ 

106890; AA2B0722: Hs.24758; ESTs. WeaMy sin^ to 138022; breast; diq 

107036; AI973016; H&15725: hypdheOcal protein SBBI48; pros; diag 

107102; A6037765: Hs^2: K1AA1344 protein; pros, breast; diag 

107105; AW963419: Hs.155223; stanniocaldn 2; breast; (Sag 

107136; AV661958; Hs.8207: GK001 protein; breast colon; di^ 

1071S1;AW37808S(Hs^:AOAMTS2 (a dislntegrirvlte a; breast oobii.teak. lung, btad; mAI^ 
107216^ D51069; Hs.21 1579; melanoma oeB adhesion mdecul; anQ^ dag 
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107248; AW263124; Hs.350547; nuclear recaptof awepressort breast colon, pros; mAlHSJn. 

107284: NWL005629; Hs,187958; solute earner family 6 (neuro; lung; mAb*s.fn. 

107385; NM_005397; Hs.16426; podocalyxin-Uke; angfo; dlag 

107901; L42612; Hs,335952: keratin 6B; breast. Had, lung; (Sag 
5 107922; BE153855; Hs.61460; Ig supeifamiV fBceptor I^IR; breast Wad. lung; mAb 

107932; AW392555; Hs.18878; hypolheBcal protdn RJ21620; lung; CTL 

108055; AJ404672; Hs.334483; hypothetical protein FU23571; breast ovan dlag 

108059; S69002; Hs.234773; Homo sapiens cDNA: FU22281 fi; ovar; CTL^«jn. 

108153: AW5192D4; Hs.40808; ESTs; pros; dlag 
10 1081 86: AW068579; Hs.7780; Homo sapiens mRNA; cONA DKFZpS; pros; dlag 

10B242; AA062746; Hs.355244; Qb3m03g12^1 SIralagene come; pros; dlag 

108282; AA065142; ; gb:zm50hll.r1 Slratageneflbro; pros; dlag 

108505; AA0B3376; ; gb2n09g08.s1 Stralagene hNT n; pros; diag 

108879; AA11S963; Hs.323423; ESTs, Moderately slmflar to B ; pros; diag 
1 5 1 08695: AB029000; Hs.70823; KIAAl 077 protein; breast cdon, lung; diag 

108732; AA2S8888; Hs.107476; ATP synthase, H+ transportirjg.; pros; 5.m. 

108778; AF133123; Hs.90847; general transcription factor I; ovar. dlag 

108828; AK001G93; H8.273344; OKFZP564O0463 protein; breast; diag 

108860; AA133334; Hs.816; ESTs; lung; s.m, 
20 109001; A105654B; Hs.721 16; hypothetical protein FU20992 ; angta; CTL-Kliag 

109032; AI219207; HsJ2222; hypothetical protein FLJ13459; Uad; CTt 

109077: AI732617; Hs.182362; ESTs; btad; diag 

109112; AW419196; H5^924: hypothetical protein FU13782; breast, pros, blad; diag 
109141: AF174600:Hs.5978; ESTs. Highly shnilar to AF1746: colon; CTL^m oaic.« 
25 109168; AA219691; Hs.73625; RAB6 interacting, kinesln-Rke; hjng, Wad, breast colon, ovar, headnk. EWS; s.m. 
109220; AW95B181; Hs.l8999a: ESTs; pros; dlag 

109273; AA375752: Hs.34B140; Homo sapiens mRNA; cDNA OKFZpS; breast; diag 
10329% AW97574G; Hs.188662; KIAA1702 protein; breast; dlag 
1 09454; AA232255: Hs^S232: ESTs, Moderately similar to A4: ovan diag 
30 109456: AW956580: Hs.42699; ESTs; angle, pane; diag 

109514: AA234087; Hs.262346; ESTs. WeaJdy slmflar to S72482; breast ; dteQ 
109530; AA9a8645; Hs.19597; KIAA1694 protein; pros; CTL-Hi,m. 
109648; H17800; Hs.7154; ESTs; ovan dlag 
109680; AB037734; Hs.4993: KIAA1313 protein; ovar; diag 
35 110009: BE075297: Hs,6B14; ESTs. WaaWy slmlarto A43932: breast eoton; diag 
110151; H18835; Hs.31608; hypothetical protein Fy20041; pros. EWS; dlag 
1 1 0156: AAS81322; Hs.4213: hypothetical protein MGC16207: lung, blad; dlag 
1 10240; A1668594; Hs.l7658B; ESTs, WedMy Simitar to CP4Y_H: breast; (fiag 
1 10278; AF061573; Hs,19492: protocadherhi 8; EWS; mAb4Sjn. 
40 110575; H89355; Hs.249159: adrenergte. alpha-2A-, recepto; pros; mAb*«.m. 
1 10728; AA737106: Hs.322S0; ESTs, Moderately similar to 17; EWS; s.m. 
110844; A1740792; Hs.167531; methytcrotonoyl-Coenzyme Acar, pros, pros: sjn. 
110915; BE092285: Hs,29724; hypothetical protein FU13187: breast pros; diag 
110971; AI760098; Hs-21411; ESTs; pros; diag 
45 1 1 1 157; AL109729: Hs,99364; putative transmembrane protrin; pros; mAb^s-m. 
111179; AK000136; Hs.10760; asporin(LRR class 1); breast colon; CTL4S.m. 
111185; AJ245671; Hs.12844; EGF-IikeKiomain, mulBple 6;ov8r, btad; mAb+dag 
11 1223; AA852773; Hs.334838; KIAA1866 protein; breast colon, lung. EWS; mAb 
111299; AB033091; Hs.355925; KIAA1265 protein; ovar; dlag 
50 11 1357; BE314949; H5.87128; hypothelkal protrin FIJ23309; breast diag 
111384; N94e08: Hs.288969; HSCAR6 proldn; breast; dlag 
111900; AF131784; Hs.25318; Homo sapiens done 25194 mRNA; breast; diag 
11 1929; AF027208; Hs,1 12360; promtnin {mouseHIke 1; cdon, breast fibre; mAb 
112134; R41823; H5,7413; ESTs; caJsyntenln-2; breast EWS; diag 
55 112244; AB029000; Hs.70823: K1AA1077 protein; breast, colon, blad, lung; dlag 
1 1 2280; AAB63360: Hs.26040; ESTs, Weakly similar to fatty ; breast; ssti 
112283; LI 4561; Hs.20952; ATPase, C8++ transporting, pte; ovan n»Ab 
112287; AB033064: Hs.236463; KIAA1238 protdn; breast ; diag 
112971; Z42387; Hs.83883; transmembrane, prostate androg; coton, pros, pros; mAb*«ja 
60 113003; AW292315; Hs.7215: ESTs; EWS; dlag 

113021; AL122055: Jte.129836; K1AA1028 protein; pros; sm 
1 13047: AI571940; HS.7S49; ESTs; breast colon; diag 
1 13073; N3934?. Hs.103042; mlcrotubule^odated protein; pros; CTLis.m. 
113168; AW002393;Hs,337629;gbwu61d05jrt Na_CGAP.GC6 Horn; ovar. dlag 
65 113195; H83265; Hs.8881; ESTs. Weakly amBar to S41044; angio, lung; dbg 

113230; T61430; ; gteycOOaOasI Stralagene lung ; blad; dbg ..... ^ 

113361; T79589; Hs.63325: transmembrane protease, serine; colon, blad, king, ovar, pane, headnk; raAb^ag-»s.m. 
113374; T79925; Hs.269165; ESTs. Weakly similar to AUJIJi; tauk; dlag 
113443;AW083920;Hs.l6098;claudta2;colon.panc;mAb ' 
70 113471; AI7658S0; Hs.16341; MAWD binding protein; pros; diag 

113490; BE1781 10; Hs.173374; Homo sapiens cDNA FUIOSOO fis; coton; diag 
1 13950; Ai267652; H5.246107; Homo sapiens mRNA; cDNA DKFZp4; breast pros : dlag 
113970; W27249: Hs.8109; hypothetfcd protein FU21080: breast king, stem, uten dlag 
114124; W57554; Hs,125019; lymphoid nuclear protein (UF-; breast; diag 
75 114251; H15261; Hs^l948: ESTs; breast; diag 

114292: AI815395; Hs.184641; fatty add desaturase 2; breast; sin. 
114334; AB037784: Hs^l; KIAA1363 protdn; ovan diag 

114407; BE539976: hte.103305; Homo sapiens mRNA; eONA DKFZp4; breast cdon. king; diag 
114452; AI359275: Hs^43010; Homo sapiens cDNAFU14445 fis; angio; diag 
80 114480; BE066778; Hs.151678; U0P-N-acetyl^»D«alacl05a; breast; sjn. 

1 14531: AA053033; Hs.63325; bansmembrane protease, serine; ookxi, Uad, hmg, ovar, pane, headnk; mAb^tfrag+sjn. 

1 14540: A1904232; Hs.75323; prohtbiBn; breast; diag 

11454% AWg70128; Hs.91011; anterior aradisnt2 (Xenepus 1; breast pros; diag 
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114587: AF08600^ Hs.296338; gb:Homo sapieiB fuB tcngto 

114724; R64730xQRip; Hs.155986; DEAOW {Asi><3lu-VteVtepftfe) b; ovan CTl*s.nv 

11476ft AF21284at Hs.182339: eto horwteQous factor pros, bte^ 

1147B8; AA159161: Hs.54900: serObgteaDy defined coton ca; pros; CTL-^sja 

1 14W AA454985: Hs.54973; cadheiirvfks protein VR2Q; pros; (fi^ 

114918; BE155762; Hs.23518; hypotheficd protein from BCRA; pros; dlag 

114965; A1733881; Ks.72472; NAME OMITTEO ... receptor Mnase; breast mAb 

115060; AF052693: Hs.198249; gaplunctoo prateh, beta 5 (; hmg. Uad. headnk; mAb^sjn. 

115221; AW365434; Hs.79741: hypoifteficai protein FU10116; ovan diag 

115239; BE251328; Hs,73291; hypoOwtical protein FU10881; cdon; diag 

115291; BE545072; Hs.122579; hypotheScd protein FU10461; ovar. lung; CTL^m. 

115412; AW131 168; Hs.372382; ESTs, WeaMy sinular to 138022; pros; diag 

1 15574; AW992356; Hs.380760; Htimo saitos pyiuvate deh^^ 

1 1 5675; W87707; Hs.82065; InterteUUn 6 signal liansduca; breast pros; mAln&in. 

115683; AF255910: Hs.54650: junctional adlieslon motecuie 2; an^ gib; mAb 

!!^?? Hs.63325; transmembrane protease, serine; cdon, Wad. lung. cv», pane, headnlq inAlHdiao^Bja 

115719; AW992405; Hs.352406: Homo sapiens, done «WAGE:3507; pros, breast, colon; Ca^.m. 

115819:AA486620:Hs.41135:endomiidn^8nglo;d]ag 

115827^ AA428000; K578307% acGn related protein 2^ comp; angto; diag 

115844; AI373062: Hs.332938; hypoiheecal protein MGC5370; pros; di^ 

115881; NiyL005755; Hs.184942: G proteln<xmpled receptor 64; ovar, EWS, utei; mAb*sm 

115892: AA291377: Hs.50831; ESTs; ovar, blad. lung; diag 

11S909:AW872527;HsJ9761: ESTs, Wealdy similar to OAPl H; over, bing; diag 

115947; R47479; Hs.94761: K1AA1691 protein; colon; dlag 

115978; AL035864; Hs.6951 7; cDNA tor differentially expres; bng. Nad, breast, pros^ ovar. headnk; CTL 

116003; BE275469; H3.66493; Down syndrome criQcal region ; colon; mAb 

116011; AL359053; Hs.57664; Homo sapiens mRNA U length ; breast; dlag 

116028; H59799; Hs.42644; Ibioredoxin^ ovar, lung; diag 

116107; AL133916: Hs.47860; hypothetical protein FU20093; lung, breast diag 

1 16202; BE159395;H5^092; ESTs; pros; diag 

116238;AVS60717; H5.47144; OKFZP565N0819 protein; ovan diag 

116301; AWg69706; Hs.293332; ESTs; EWS; dim 

116334; AU)3B450: Hs.48948; ESTs; pros; diag 

116335; AK001100; Hs.41690: desmocoDin 3; hing, blad, headnk; diag 

116393; A1972402; Hs.306051; hypothetical protein MGG2648: pros; disg 

116399; AA889120; Hs.110637; homeo boxAlO; pros; CTl^.m. 

116401; AW893940; Hs.S9698; ESTs; ovan dSag 

116416; AW753676; Hs.399a2; ESTs; ovan diag 

116470; AI272141; Hs.351928; SRY (sex determining regton Y); coton, breast, angio, blad; dlag 

1 16483; AI346201; Hs.761 18; ublquiSn cartnxyl^Bmilnal es; ambi hino; 8.m. 

116610: 080449:Hs.184841; ESTs; pros; diag 

116732; AW15222S; Hs.165g09; ESTs. Weakly similar to 138022; cOton; dlag 

1 16787; AW362955; Hs.356547; Homo sapiens cONA RJ14415 lis; pros, bieast. cokm. pros; mAb 

116962; H79677: ; gb7u76gl0.s1 Scares fatal Ov; pros; diag 

117027; AW085208; Hs.130093; ESTs; breast ;dl^ 

117280; M18217; Hs. 1721 29; Homo sapiens CDNA: FU21409flE breast coton. pros; di« 
117264; AK001701; Hs.183779; Homo sapiens cONA FU10S901]^ pros; diag 
1 17320; AB024g37; Hs.21 1092; LUNX protein; PUUNC (pdate he teng; mAtHdiag 
117367; AI041793; Hs.42502; ESTs; breast ; dl^ 

M7412; N32536; Hs.42645; solute canter family 16 (mono; breast ovar ; inAtH&m. 

117425; AKD00O28; Hs.356100: ribosomal protein S24; pros; olag 

117563; AF055634; Hs.44553; unc5 (Oetegans homolog) c; leuk ; dag 

117602; N35020; Hs.44685: C3HC4^ zinc finger protein; EWS; CTL-»SJn. 

11 7921; AA021459: Hs.306480; Homo saptens tvSm cONA 0KFZp7; pros ; dteg 

117984; AFie9723; KS.10677Q; ATPase^ Ga^ transporting, typ; pros, bre^ colon; mAb 

11804% N53145: ; gb.7v55iD9j1 Soares fstalliv; pros; diag 

1 18314; N48580; Hs.46692; ESTs: blad. lung; diag 

1 18336; BE32731 1; Hs.47166; HT021; breast ovar, blad. pros; CTL*«jn, 

1 18368; N64339; Hs.46956: gap )unctton protein, bete 6 0 teng, Uad; mAb 

118417; A^080229: ; gb:Human endogenous rebovlms; pros; sm 

11847^ AL157645; Hs.173179; bromodomain and PHD linger con; breasf dlM 

118511; M75620; Hs.43157; ESTs; angio; dl^ 

118901; AW292577; Hs.94445; ESTs; breast; diag 

118905; AW973708; Hs.201925; Homo sapiens cDNA FU13446 lis; breast; dteg 

119018; AA631143; Hs.278695; Homo sapiens prostein mRNA. co; pros, pros; ^ 

119036; R95872; Hs.117572; chemoHne binding protein 2; breast ovar. mAb 

1 19073; BE245360: Hs.45514; v-ets eiythroUastosts vims E; angk^ pros; CTL^ 

119082; AF252297; Hs.91546; cytochrome P450 reHnoW metab; EWS; diag 

119125; R45175; H8.117183; ESTs; pros, breast ooton; dl^ 

119279; N57568: Hs.48028: EST; breast; diag 

119307; BE048061; Hs.37054; ephrinV\3; coton, breast; mAb^dteg 

1 19478; AI624342: Hs.179082; ESTs; breast; dteg 

1 19617; AA51 6531; Hs.55999; NK homeobox (Drasophlte). tend; pros; diag 

1 19743; AA947552; Hs.58086; braiched chdn ffrinotransferas; ovar, sm 

1 19771; AI905687; Hs J48419; AI905687:IL-BT09S-190199^19 B; breast; diag 

119780; NM»01662S: Hs.191381; hypothefcal protein; ovar, kmg: 

119789; BE39394a; Hs.50915; kallikiein5:ovandteg 

I I^S JZ? • ® protebw»iipted receptor 87; hmg, bbd. headnk. ceiv; mAb^ 

119940; AU)S0097; Hs^72S31; DKFZP586B0319 protein; pros; d!^ 

120104; AI^123; Hs.160479; hypotheScal prot^ nJ20t16; cokm. teng; dteg 

120132; W57554; Hs.125019; lymphoid nuctear protein (LAF-; pros, breast diao 

120147; AI917116; HS.348W1; hemogtobin, betsc »VS; diag 
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120206; H26735: Hs.91668: Homo sapiens clone PP1498 unkn; breast: mAb 
120242: AW969587; Hs.86366: ESTs; blad; dtag 
120328; AAS23Z78: HS.29090S; ESTs. Weakly simHar lo protea; pros; sm 
120438; AW015242: Hs.99488: ESTs, WeaMy similar to YKS4 Jf ; own (Sag 
5 120471; AA251944; Hs.104058: CGI-29 protein; colon; dbg 

120486; AW368377; Hs.137569; tumor protdn 63 kDa with slro; lung, blad. headnk; diag 
120588: AA703226; Hs.16193; Homo sapiens mRNA; cDNA DKFZpS; pros; diag 
120624; AW4a7g87: Hs.173S18: M-phase phosphoprotein bomoiog; breast sm 
120830; AI568170; Hs.96888: ESTs; EWS; diag 
10 120977; AA398155; Hs.97600; ESTs; breast, ovar. diag 

121027; Ai572490; Hs.99785; Honw sapiens cDNA: FU21245 fi; blad; mAb 
121231; AA814948; Hs.96343; ESTs, WeaWy similar to ALUC.H; EWS; diag 
121335; AA404418; : gb2w37e02j1 Scares JotaLfet; angio; diag 
121362: AF050147; Hs.97932: chondromodulin I precursor. EWS; n\Ab 
1 5 121457; W07404; Hs.102558; hypothetical protein FU22Q55; colon; diag 

121619; AA528339; Hs,178C62; ESTs, Weakly similar to phosph; EWS; s.m. 
121710; AF163474; H5.g6744; prostate andfogen-cegulated tn pros; diag 
121721; AL047051; Hs.l99961: ESTs. Weakly sinflar to ALU7JI: pros; diag 
121723; AA243499; Hs.104800; hypothetical protein FU10134: breast; diag 
20 121748; BE536911; Hs.234S45; hypothetical protein NUF2R; breast; diag 
121779; AW513143; Hs.98367; SRY (sex detem^nlng region Y); ovar; diag 
121791; AA815378; Hs,293317: ESTs, Weakly similar to GGC1.H; blad. headnk, lung, ovar, mAb+CTL 
121792; AW969726: Hs.983B1; ESTs. Wfeddy similar to serine: EWS; diag 
121913; AI249368; Hs.98558; ESTs; protease Inhibitor 15 (; breast, pros; s-in. 
25 121920; AA428300; ; gb:zwl8b02^1 Scares ovary turn; ovar, uter, ceiv; diag 

122041; AA677577; Hs.380213: Homo sapiens Chromosome 16 BAG; pros; diag 
122520; AW951324; Hs.173609; pregnancy specific beta-l-glyc: colon; diag 
122797; AJ251027; Hs.99526; odoranl4)lnding prolan 2B (OB; breast; diag 
122802; AI687303: Hs j?8S529; 6 protein^xjupled receptor 49; ovar, liter, mAb+sm 
30 122969; AW821252; Hs.104336: hypothetical protein; ovar, diag 

123005; AW369771; Hs^676B8; Inlegrin, beta 8; ovar, lung, headnk, gllo; mAb*s.ra 
123044; AK00l035;Hs.130881;B^!iaUlymphoma11A (zinc; lung; dag 
123137; AI073913; Hs.1 00686; ESTs, Weakly ssnilar to JB0350; breast, cdton. ovar. uter, hing. stem; diag 
123158; AF161425; Hs.218329: hypothelical protein: breast; diag 
35 1 231 60; AA488687: Hs.284235: ESTs. Weakly similar to 138022; hing; diag 

123169; AI950C87; Hs.36952B; gb.'w?05c02J{1 Na_CGAPJKkJ12 H; ovar; diag 
123209; AWS68543; Hs.203270; ESTs. Weakly sintilar to ALULH; pros; diag 
123308; C14187; Hs.157208: ESTs; EWS; diag 
123339; AW188464; Hs.l01515; ESTs; ovar; diag 
40 123475; BE439553; H3.12329; Homo sapiens, ctone IMAGE:4098; pros; diag 
123494; AW179019; Hs.1 12110; mitochondrial ribosomal protei; ovan diag 
123520; AA608550; ; gb:ae53dl2^1 Stratagene lung ; pros; s.m. 
123533; AA605751; ; gb:ae56h07^1 Stratagene lung ; coton; diag ^ . _ 
123619; AA602984; Hs.36631 8; gb:no97c02^1 Na^CX5APJ« Hoim breast; CTL*S4n. 
45 123689; AA399323; Hs.2B51 30; Homo sapiens plnch-2 protein m; ovar, diag 
123709; AA706910: Hs.112742: ESTs; breast diag 
123829; AF251237; Hs.112208; XAGE-1 protein; hmg, Wad, test; CTL 
123972; T46848; Hs.70337; immunoglobulin superfamfly. me; ovan <fiag 
124006- AI147155: Hs^79727; ESTs; homotogue of PEM^ ICton; breast, angio, lung, ovar, EWS; diag 
50 124059; BE387335; Hs.283713; ESTs. Weakly slmHar to S640S4; breast, ooton, Uad. lung; CTL-KDag 
124153; AU077333; Hs.160483: erythrocyte membrane protein b; pros; mAb 
124352; AA640891; Hs.102406; ESTs; breast, pros. ovar. lung; diag 
124526; N62096; Hs.293185: ESTs, Weakly similar to JC7328: pros; mAb+sm 

124579; AI693815;Hs.127179;crypllc gene; pane; diag 

55 124777; R41933: Hs.140237; ESTs. Weakly slmflar to AUil.H; pros, breast diag 
125103; AAS70056; Hs.122730; ESTs, Moderately simiar to W; colon; mAb 
125154; W38419; ; gb:zc78a07^1 Pancreatfc islet ovar; diag 
125250; W26524; Hs.356686; protein phosphatase 4 regitoto; ovar; CTl^m 
125266; W90022; Hs.186809; ESTs, Highly similar to LCT2JI: angto; diag 
60 125453; BE385523: Hs.18048; melanoma antigen, family ^ 10; Wad; mAb^m. 
12S666; AU90172: Hs,317432; Homo sapiens cDNA: FU21270 ft ovar; diag 
125770; AA143045: Hs.8166^ v-kH Hardy-Zuckerman 4 feline; EWS; diag 
125975; AA435760; Hs.35552; flb3v67d11 j1 SoarBS.tolaLfet pros; diag 
126399: AAfl88767;Hs.83883; transmembrane, prostate androg; pane; mAb^m. _^ 
65 126645; AA318181; Hs,61635; sU transmembrane epifteRal a; pros, breast, hing. pane, headi*. EWS; mAbHJTL 
126758; AI5S9444; Hs.104679; ESTs: pros, breast mAb 
126799; AW753865; Hs.74376: dfactomedin related ER tocafi; EWS; diag 
126872; AW450979; ; gb:Ul-H^I3-ala^12-04jLs1 N; blad; diag 
126892; AF121856; Hs;Z84291: sofDng nexbi 6; ovan diag 
70 126960; AIJ3g0172;Hs.317432:brandieddiainaminotransferas: ovar. S4n. 
128966; R38438: Hs.118747; sdhile carrier family 15 (H^/p; pros; mAb 
127003; AW81651S: Hs,173540; ATPase, Class V, typo 10D; pros; mAb 
127221; BE062109; Ks^41551; chlOfWa channel, calchmi acfi; lung. Uad, headnk, ceiv; mAb4SJa 
127240; AJ005683; HS.8699B; nuclear factor of acSvaledTs pros; CTL*Sin. 
75 127^5; AF183810: Hs561Q2; trfctwrhinophdangea! syndrome; breast mAb 

127479; 031152; Hs.17S729: collagen, type X, alpha 1 (Sch; breast lung, headrik. pane; (fiag 
127537; AI926047; Hs.162859: ESTs; pros; diag 
127664; AA806154; Hs.116502: ESTs; EWS; diag 

128046; AA8732B5; Hs.357313; gb»h68h05Al Na_CGAPJQd5 Ho; pros, broast coton: diag 
80 128305; AI954g68:Hs.36S706;niatiixGlapiDtan; breast diag 
128478; AA708205: Hs.100343; ESTs; EWS; CTL-^ 
128515; BE3950a5; Hs.334762; type I transmambrene protein F; pane; mAb 
12BSS5; U31875; Hs.2724g9: shoitdidn alcohfil d^ydiogen; Uad. breast Ca-*sm 
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128610; N48373; Hs.10247; xSvated teticocyta cdl adbes; breast, pros, hmg, ovan (Sag 

128734; AB00833Q; Ks.104570; kaOikrein 8 (neurepsbiATvasin: ovar; (Hag 

128790; AR)26^ HalOSTOO; secreted fiizz!sd^etatBd pmt; br^ 

128797; NM-002975; Hs.105927; stem cell growth facton lymph; EWS, leuk; diag 

128654; BE159181; Ks.168232; hypotheficd protein FU13855; breast: diag 

128925; R67419; Ks^1851; Homo sapiens cONA RJ129X fis; bieast; diag 

128949; AA009647: HS.352S37; a dislntegrin and metaQopmts; breast, ever, headnk, pane; niAb^diag^jta 

128989; Z42047; Hs.107479; Homo saptens PR02751 raRNA, com; pros; (flag 

129041; BE3827S6; Hs.169g02; solute earner family 2 (facil; kmg, btad; mAb^m 

129097; BE243933; Hs.108842; zinc finger protein 22 (KOX 15; ova; CTL^Sja 

129099; AF146074; Hs.108660; ATP-binding cassette. sub-M; lung, Uad. headnk : mAb«6ja 

129184; AW161450; Hs.109201; CGM protein; pros; mAb 

129260; AF07720a: 88.279813; hypofheSca) protein; ooion: diag 

129284; AA318224: H129S141; ESTs; colon: diag 

129362; U30246; H5.1 10738; sohJte canter family 12 (sodi; colon, breast pros; mAb 

129386; BE220806; Ks.184697: Homo sapiens done 23785 mRNA ; breast; diag 

129389; NM.012445; Hs.288126i spondin Z extraceOuiar matti; colon, pros; diag 

129404; A126770Q; Hs.351201: ESTs; pros, ovar, lung. Uad, headnk. pane; diag 

129466; L42583; Hs.334309; keraOn 6A: lung, btad; diag 

129482; AA1 88185; Hs.289043; spindHn; breast; diag 

129534; AK002126; Hs.11260; hypothetical protein FU 11 264; pros; diag 

129571; X51630; Hs.1145; WBms tumor 1;ovar; CTL+sm 

129605; AF061812; Hs.1 15947; keratin 16(bcal non^pidenno; lung. biad. headnk; diag 

129620; D79338; Hs239720; CCR4.NC3T transcripSon complex; breast, angb; diag 

129628; U38945; Hs.1174; cycSn-dependent kinase inhibl; lung. btad. ovar. headnk; &m. 

129650; AF109298; H5.118256; prostate cancer associated pro; pros, EWS; diag 

129689; AW748482; H5.77873; B7 homoiog 3; breast; diag 

129703; 6E388865: Hs.17g999; Homo saptens. ctene IMAGE:3457i EWS. teuk; diag 

129720; AA156214: HS.121S2; APMCFI protein; breast dteg 

129750; AF0S6085; Hs.198612; G proteiivcoupled receptor 51; angto^ blad; mAlHS.nL 

129869; AI222069; Hs.13015; hypolheOca) protein similar t breast diag 

129912; AF155096; Hs.107213; hypothelk:al prot^ aJ20585; ovan CTL-^ 
129936; AJ250717; HS.13S5; cathepsin E; blad; snHillag 

129953; AA412195; Hs.13740; ESTs; breast dteg 

13977; 1^1^000399; Hs.1395: early growth response 2 (Krox-; EWS; CTL^m 

130010; AA301116; Hs.142838; nucteolar phosphoprotein Nopp3: ovar; diag 

130057; AF027153; Ks^24787; solute carrier family 5 Onosi; breast mAb 

130095; AK001635; Hs.14d38; hypothetical protein FU10773; breast diag 

130155; AA101043; Hs.1512S4; kailikrein 7 (chymotrypQc. st ovan dteg 

130181; AF052119; Hs.151608; Homo sapiens done 23622 mRNA ; pros; diag 

130184; H58306; H&1516S: leGnok: add induced 14; anglo; diag 

130262; D63216; Hs.153684; fHzzled^ated protein; pane, EWS. stom, renat diag 

130343; AB040914; Hs.278628; KIAA1481 protein; breast diag 

130376; R40873; Hs.155174; C0C5 (ceQ dhriston cyds 5, S; ovar; CTL-»5m 

130385; AW087800E Hs.155223; slanntocakin 2; breast hmg; mAb^diag 

130455; D90O41; K5.1559S6; N^cslyttransferase 1 (aiytamt breast 8.nt 

13051 1; L32137; Hs.1584; cariilaoe ot^omerfc matrix pr. breast ovar. diag 

130558; BES64937; Hs.15984; pp21 homotog; pros; CTL^sin. 

130577; M69241; Hs.162; insulin-like growth tedor bin; ovar; dteg 

130604; AA383256; Hs.1657; estrogen receptor 1; breast mAl>«sjn. 

130627; BE003054; Hs.1695; matrix meteHoproteinase 12 (m; teng, cdon, bted. headnk. ovar. pane; inAb4dag^.m. 
130637; AA356764; Hs.17109; Integral membrana protein 2A; EWS; mAb*ejn. 
130648; AI458165; Hs.17296; hypothetical prdeki MQC2376; colon; diag 
130667; BE246961; Hs.17639; Homo sapiens ubiqitilin protein; breast sm 
13069Q; AB006625; Hs.139033: paternally expressed 3; ovan diag 
130714; AI348274; Ks.18212: DMA segment on chromosome X (u; breast diag 
130760; AW379130: Hs.18953; phosphocfiesterase 9A; pros; CTL^em 
130800; AI187292; Hs.19574; hypothetical protein MGC5469; colon, lung; <Sag 
1 30839; AB01 1 169; HS.38Q875: similar to S. cersvisiae SSM4; angte; dteg 
130844; U76248; Hs.20191; seven te absenlte (Drosophtte); breast diag 
130892; AL120837; Hs.20993; Ngh^luoosMegdated protein; breast CTL^sjn. 
130941; NM_000869; H3.2142: &4iydroxytiyptanilne (serotonin; ovan mAb 
130967; AA393071; Hs.182579; leucine anHnopepOdase; ovar; 8.m. 
130972: D81866; Ks.374468; Homo s^itens mRNA; cONA DKFZpS; angb; diag 
• 130987; BE613269; Hs.21893; hypoflietlcal protein DKFZp761N; colon; (fiag 
131046; AA321649; Ks.2248; small indudbte cytokine subfa; breast lung. bted. ovar, tibro; dteg 
131080; NM_001 955; K&2271; endotheSn 1; angb; diag 
131083; Y09763; Ks.22785; gamma«minobutyrte add (GABA); pros; mAb 
131 148; AW953575; HS.30312S; p53^uoed protein RGPC1 ; breast coten. angio; diag 
13121 6; AI81&486; Hs.243g01; Homo saptens cONA FL)20738 fis; colon, breast dbg 
131228; AW207469; H3.24485; chondrdtin sulfate proteoglyc; ovar. dteg 
131244; AI638429; Hs^4763; RAN binding protein 1; lung, bted. headnk; CTL«8.m. 
131288; AA278482; H3.2S328; ESTs. Moderately dmiiar to AI4 pros; dteg 
131289; AA296696: Hs.333418; FXYD domaiiHsntantng ion tra; colon; dteg 
131307; NM.00002S; H8.S49; adrenei^, bela^. receptor; EWS; mAb 
131313; R96290; Hs.75874: ribosomal protein U4; EWS; diag 
131492; A1452601; Hs.288869; nuctear receptor subtemHy 2. ; pros; mAtHsm 
131544; AU55715: Hs.28555; programmed ceQ death 9 (P0C09; breast dag 
131559; Ali}78599; HS.107B4; hypotheticat protein FU20037: breast dteg 
131564; T93S00; Hs^8792; Homo sapiens cONA FU11041 fis; breast dteg 
131603; XB1334: Hs.2936; matdx metaltoprotetease 13 (c; bted; sja 
131643; AW410601; HS.3002S; HSPC182 protein; breast dteg 
131739; AF017988: Hs.31386; secreted (Hzzted-ieteted prot breast mAb«em 
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131817: U20536: Hs.3280; caspase 6, apoptosls^elated c; fibro. breast cetv. tang, Wad. pane, glto; sm 
13l88S;BE502341:Hs.3402;EST5; breast; diag 
131919:115803; Hs.272458: polein phosphatases (formert; pros, breast sm 
13192S AF15104B; Hs.183180; anaphase promoting complex sub; breast (flag 
5 131965; W79283;Hs^5962;ESTs; lung, ovai; {flag 

131985; AAS0302O; Hs.36563; hypothetical protein FU22418; breast ovan <flag 
132050; AI267615;Hs.38022;ESTs:angia:dtag , 
132173; X89426; Hs.41716; endothelial celkpecHic mote; angio; dlag 
132180- NM.004460; Hs.418; fibroblast activalion prolela; colon, pane, esoph. nWD 
1 0 132191*; AA507576; Hs.288361; Homo sapiens cDNA: FU22698 fi; ovan diag 
132349; AW975654: Hs.181286; serine protease inhibitor. Kaz; pros. Wad; s.in. 
132354; BE185289; Hs.1076; small profele^ich protein IB ; lung; dlag 
132358; NM_003542; Hs.46423; H4 Kstone famny. member G; pros; CTbiSJn. 

132371; AA235448: Hs.222088; PRO2000 protein; breast diag 

1 5 132464; BE296227; Hs.250822; serineAhrconlne kinase 15; blad. breast sjti 
132490; NM_001290; Hs.4980; UM domain binding 2; angio; diag 
132520; AA257992; Hs.50651; Janus kinase 1 (a protein tyro; EWS; s.m. 
132528; T78736; Hs.50758; SIWC4 (slnictural maintenance o; ovan CTL*s.fn. 
132543- BE568452; Hs.344037; protein rcgi^ alor of cytokines; colon, lung; dlag 
20 132572; A1929659; Hs,23782S; signal recognilton particle 72; ovar; diag 

132592; AW803564; Hs.2888S0; Homo sapiens cONA: HJ22528 ti; colon; diag 
132S24; AA326108: Hs,33829; mM protetn DEC2; ovan diag 
132632; AU076916; Hs.5398; guanine monphosphate synthalas; ovar, lung; sjn. 
132669; W38586; Hs.380933; guanine nucleotide binding pro; ^^i^ 
25 132710; W74001; Hs.55279; serine (or cysteine) protelnas; lung. blad. colon. headnK (Sag 
132725- NlyL006276; HS.1&4167; spTidng tactor. agininefeeri; ovar, CTL-^jn. 
132767; BE182592; Hs.1 1281; small prolne^ich protein 2A: hing; diag 
132791; AB029551; Hs.7910; R1NG1 and YY1 binding protwi; pros; CTL4S.m. 
132837- AA370362; Hs.57958; E6F-TM7.latrophIliiMB!ated pn an^; diag 
30 132856; NNL001448; Hs.58367; glyplcan 4; breast colon, pros; mAb 

132888: NM_005476; Hs.5920; UDP-N.acelylglucosamlne-2^pim; pros; sm 
132902; AI93B442; Hs.59838; hypothetical protein FLJ10808; colon; diag 
132939; AB009284; Hs.61 152; exostoses {muldpIeHika 2; ovar, diag 
132964; AI362575; Hs.30317l; ESTs; pros; dlag «*k^i 
35 132967; AA316181; Hs.61635: six transmembrane epilhefial a; pros, pro8-^mAl>K;TL 
132990; X77343; Hs.334334; transcription factor AP-28Jph; breast hmg;CTL-»«m 
132994; AA112748; Hs,279905; clone HQ0310 PRO0310p1; colon, breast sm 
133006; AW978436; Hs.62515; K1AA0494 gene product oblon; dlag 
133015' AJ002744; Hs.246315; UOP-N-acetyl-aJpha-lHalactosa; breast colon, pros; sjn. 
40 133016; AM39688; Hs.6289; hypothetical protein FU20886; breast diag 

133061; A1185431: Hs.296638; prostate dHferentialion facto; ango. pros, blad; diag 
133063: A1654133; Hs.356247; thyroid receptor Interacfing p: prw; mAb**.m. 
133070. U92649; H$.380136; a dislnlegrln and metaltoprote; leuk; diag 

133179; U81599;Hs.66731;homeo box B13; pros; CTL->s.m. , 

45 133199; AF231981; Hs^175; homolog of yeast long chain po; breast angio; ca-^jn. 
133260; AA403045; Hs.6905; Homo sapiens cDNA: FU23197 fi; angio; diag 
133272: NM.002776; Hs.69423;kanikreln «I5? !S?,S?|av w^^ f^nM, 
133314; AA102670; Hs.70725; gamma-aminobutync add (GABA); breast pane; mfto 
133321; T79526: Hs.179516; Integral ^pe t protein; breast dlag 
50 133391; AW103364; Hs.727; inWbln. beta A (actlvln A. ac; breast Wad. lunff diag 

133415; X69699; Hs.73149; paired box gene 8; ovan CTL 

133477; AW502935; Hs.740: PTK2 protein tyrosine Wnase 2; bre^ SJH 
133579; Xr5346; Hs.75074; mitogen-acfivatad prolan Wna; pros; dlag 
133626; AW836130; Hs.75277; hypothetical protein aJ13910: pros; diag 
55 133736; 049958; Hs.75819; gtycoprotdn M6A; pj^j mAb 

133829; AW630088; Hs.76550; Homo sapiens m!^ cDNA DKFZp5; ovan aag 
133860; S78296; Hs.76888; hypothetical prot^ MGC127(p Wad; ^ 
133944; AWQ68579; Hs.7780; Homo sapiens mRNA; cONAOKFZpS; Pros|flia9 
133975; C18355; Hs.295944; fissue factor pathway Inhibito; angio. Pa"?^*-'^ 
60 133976; AI908165; Hs.159946; GATA^inding protein 3 (T^t breffit blad; mAlHSJn. 

134100: AA460085; Hs.171075; repllcaBon factor C (actlvato; prw; dteg 

1341 10; U41060; Hs.79136; UV-1 protein, estrogen regula; breast oad. ovar. pros; mAD 
134169; AI690916; Hs.178137; transducer of ERBB2, 1; breast CTL^ 
134219; MI/L00O402; HS.8020B; glucose^osphale dehydrogen; breast s.m. 
65 134319; BE304999; Hs^54; furaarate hydratase; colon; sm 

134326; AW903838; Hs,81800; chondroifin sulfate proleoglyc; ovar. bre^ pane. king, dlag 
134348; AW291946; Hs,82065; interieuldn 6 signal transduce; breast mAb*wn. 
134374; N22687; Hs.8236; ESTs; pros; diag 
134390; R35528; Hs.8258; DKFZP43401 335 protein; pros; CTb»SJn. 
70 134401; A1916662; Hs^11577; Wnecfin 1 (Wnesin receptor); pros, breast fnAb4Sjm. 

134405; AW067903: Hs.82772; collagen, type XI. al^Aa 1; breast, tang, ovar. headnk; CTL 
134470; X54942; Hs,83758; COC28 protein kinase 2; tung, Uad. headnk; Sin. 
134520; BE091005; Hs.349506; acOvated RNA polymerase D iROrar. sm 
134529; AW411479; Hs.848; FK50Wjinding protein 4 (59kD); bre^ feg 
75 134570; U66615; Hs,172280; SWl/SNF related, matrix assod; EWS; CR-tsjn. 
134654; AK001741; Hs.8739; hypothetical protein FU10879; breast ; dag 
134666; BE391929; Hs.8752; transmenArane protrin 4; breast mAlHsm 
134691; AW382987; Hs.8B474; prostagtendln-endoperoxide syn; ovar sm 
134727; X80507; H5^2Q; yes-assodated protein 65 kDa; blad; diag 
80 134731; 089377; Hs.89404; msh (Drosophia) homeo box hom; blad; SJn. 
134786; T29618; Hs^640; TEK tyrosine Wnase. endcflieit angbr, sm 
134824: 878723; Hs.298623; 5-hydroxytiyptaraIne (serokMiln; Uad; mAb 
134856; BE28112a; Hs.9030; TONDU; blad; CTL^ 
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134868: AB020Ga9: Hsmi9: KIAA0882 pioWn; breast: <fiaB 

134924; eE294029; Hs^03; tomOtag enriched ki br^ 

134972; AL033527; Hs.1692S2; v4Tiyc avian mydocytomstosis v; ovar; CTL^sjn. 

134975: R50333; Hs.d2186; Lman c(M<x£i protein; breast diag 

134989; AW96B058; Ks.92381 ; nudix (mideoskie diphosphate ; cdon; dlag 

135073: W5S956; Hs.94030: Honio sapiens mRNA; cOWV DKFZpS; angb; diag 

1351 17; W52493; Hs.94694; Homo sapiens cONA FU10561 &: breast; diag 

135166; AA135867; KS.2B085B: ESTs, Kghly simOar to A35661; pros; diag 

135235; AW298244: Hs766195; ESTs; diag 

135242; A15B3187; Hs.g700: cycTn El; ovan CTl-^sja 

135243; BE463721; Hs.97101; putaQve 6 protdivcoupled rec; ookMU fnAI>«6.flt 

135255; Y13645; Hs^7234; uropl^ 2; Uad; mAb 

135309; AI564123; Hs.355689; AOP-rfbosytaSon factor49ce 5; pros; diag 

135315; H81 136; Ks.334604; Homo sapiens mRNA for K1AA1870; pros; diag 

135389; U05237; Hs.99872: felal Alzheimer anfigen; pros, breast, colon; GTL^m 

135400; X7BS92; Hs.99915; androgen reoeplor (dSiydrotest pros; mAlnsjiL 

300254; AW183618; Hs.55610; sdutd earner family 30 (zinc; pros* breast mAb«sm 

300256; AW591433: Hs.298241: Transmembrane proteese, serine; breast, colon, hing, ovan mAI>«d!ao«6Jn. 

300316; AW444502; Hs.:S6982 ESTs. Weakly sImSar tD NEL1_H: angtoi CTL«diao 

300605; A)218B47; Ns.152670: ESTs; pros; dlag 

300921; AF146747; Hs.232165; pdycylhemia rubra vera 1; cet; pros; mAlHSjn. 

300923; AW1 36372; Hs.1652; add phosphatase, prostate; pros; sjn. 

301042; AI659131: Hs.366053; ttypotheScal pnlehi MGC2B49: pros; mAb 

301043; AI160316; Ks.149155; voltag&^epeRdent anion channe; pros; mAtMSia 

301050; AW136973: Hs^2915; ESTs, Weakly similar to 869890; colon, lung; CR^sm 

301341; AA8B7801; Hs.208229; G proteitHXuipled receptor; breast, lung; mAtHsm 

302001; AB02071 1; Hs.374965; KIAA0904 protein; breast ; CTL-«6jn. 

302005; BE2S292% Hs.123119: MAD (mothers agabist decapenta; pios; dlag 

302067; BES42706: Hs^99: CEGP1 protein; breast; diag 

302167; NM_006227; Hs^007; phosphoTipid transfer protein; pros; mAb 

302225; NM.007231; Hs.162211; solute carrier family 6 (neuto; pane; mAb-»s.m. 

302276; AW057736; Hs^3910; HEf^ receptor tyrosine kinase ; breast; mAi>*sjn. 

302290; AA179949; H3.175S63; Homo sai^ens mRNA; cOf^ DKFZpS; pros, breast dlag 

302372; All 17406; Hs.335891; ATP-binding cassette transport breast, pros ; mAlHSjn. 

302384; Ai678059; Hs.202876; synaptonemal complex protein 2; breast, oenr; dlag 

30241O; NM.004917; Hs.218366: kaOikretn 4 (prostase. enamet pros; diag 

302468; AL133561; Hs^OISS; DKFZP434B061 protein; pros; diag 

302564t 6E14976:^ Hs.48956; gap Junctfon protein, beta 6 D tung. blad; mAb 

302881; AA508353; Hs.105314; relaxin 1 (HI); pros; diag 

303295; AA205625; Hs.208067: ESTs; blad; diag 

303380: AW982764; Hs.303171; oifactory receptor, My 51,; pros; mAb 

303506; AA340605; Hs.105887: ESTs, Weakly simitar to Homoto; pros, breast, coton ; dlag 

303699; BE143707; Ks.19525; hypothetical protein FU22794; pros; diag 

303753; AW503733; Hs.9414; K1AA1488 protein: pros, breast, colon; CrL^.m. 

305503; AA7591 77; Hs.298148: ESTs, Weakly similar to K1AA05; pros; diag 

306273; AA936290; ; gb:on7030U1 SoaresJ<R^T_(%C; pm; diag 

306676; AI0Q5603: : gb:ov15c10j1 NCI_CGAP.GC3 Hom; lung; diag 

306840; AI077477; H3-307912; ESTs; an^o; diag 

309177; AI951 118; Hs.326736: Homo sa^ns breast cancer ant breast, pros; mAt>«CrL 

309583; AW170035; Hs.326736: Homo siapiens breast cancer ant breast mAMTL 

309931; AW341683; Ks.343663: gbchd13d01.x1 SoaresJIFUTjCBCi hing; mAb 

310362; AI73400g: Hs.127699; KIAA1603 protein; pros; diag 

310431; AI420227; Hs.366053; ESTs, Weakly similar to A46010; pros; diag 

310573; AW292180; Hs.156142: ESTs; pros; diag 

310636; AI814373; HS.16417S; ESTs; lung; diiQ 

310781; AI380797: Hs.158992; ESTs: breast ; dlag 

310955; AI476732; Hs.263912: ESTs; breast, angto; diag 

311034; 6ES67130; K5.31 1389; ESTs. Highly similar to NKa)_H; tuns mAb^m 

311166; AI821005; Hs.1 18599; Intron o£ BFF9 (GONFf^.; breast ; diag 

311251;AI655e6% HS.19769B; ESTs; pios;diag 

311557; AF200492: Hs.211238; Interieukbi-I homotog 1; hjng; (fiag 

31 1596; AI682088; Hs.79375; stngt&^rnnded (Diosophlla) horn; pros; CTL 

31 1630; A1915444; Hs.372037; ESTs; colon, Uad. tung, ovar, pane, headnk; mAtHdiag-»ejn. 

311877; AA084248; Hs.37265l; G protetivcouplad receptor 39; ovar. angiq, gito; mAt^^em 

311911; R19175E HS.1697S3; ifbosomaf protein 1^2: pros; dlag 

311928; T62216; Hs^6028: ESTs: pros; diag 

312182; T94344; K&326263; ESTs; pros; diag 

312252; Ai128368; Hs.143655: ESTs; fated: diag 

312319; AAS06997; Hs.160780; TERA protein; cdon; CTL-*s.nL 

312521; AI263307: H1356901: H2B htstone tianily. mento U pros, breast, lung; dlag 

312S44; AA516420: Hs.352340; ESTs. WeaUy dmHar to I38Q22; breast dlag 

312742; AI650363: Hs.116462; ESTs; colon; diag 

312795; AW975014; Hs.^; terrochelatase (protoporphyria; pros; sjn, 

312857; BE08386B; Hs.126914: KIAA1430 protein; coton. pros; CTL^ 

312922; AA329256: Hs.378739; ESTs. Moderately similar to at pros; diag 

313328; AW44921 1; Hs.105445: GDNF famOy receptor alpha 1; breast ; mAlHs.ffl. 

313513; AW298600; Hs.64313: ESTs. Weakly similar to 85K01: angto; mAlH&ia 

313556; AA628517: Ks.118502; ESTs; tm^ diag 

313665; AW751201; H5.120932; ESTs; angiocdlag 

313774; AI916058; Hs.144583; ESTs: coton; CTl 

313915; C18883; Ks.163443; Intron of periosSn (OSF-2os); breast dl^ 

313978; A1870175: Hs.13957; ESTs: diag 

314078; AW129357: Hs^OO; ESTs; breast di^ 
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314097; AA648744; Hs.269493: ESTs; breast; diag 

314121; A1732083; Ks.187619: ESTs; pros, breast : diag 

314171; A1821B95; Ks.193481; ESTs; pros; diag 
^ 314506: AA8336S5: Hs.206868: Homosapfens cONA RJ14a66 lis; breast: diag 
S 314547; AA3g9272: Hs.144341: ESTs; breast ; diag 

314558; AI873274; H3.370280; ESTs; breast pros; diag 

314589; AK001432; Hs.153408; Homo sapiens cDNA FU10570 fis; lung, blad; diag 

314691; AW207206; Hs.356982: ESTs: breast, pros; diag 

314785; AI538226: HS.32976; guanine nucieoBde binding pn; colon, pros; diag 
10 314907; AW97108^ Hs.222886; ESTs. Weakly similar to TRtiY^H; pros; diag 

315006; A)538613; Hs.298241; Transmembrane protease, serine; breast, colon. lung, ovan mAb4diaa4S.nL 

315033; At493046; Hs.146133; ESTs; colon; diag 

315051; AW292425; Hb.163484: ESTs; breast, pros. Had; dtag 

315052; AA876910; Hs.134427; ESTs; pros, breast ; diag 
1 5 315196; A1367347; Hs.44898; Homo sapiens clone TCCCTA00151: breast; diag 

315368; AB037745: Hs.104696: KIAA1324 protein; pros; diag 

315408; AW273261; Hs^16292; ESTs; pros; diag 

315634; AAB37085: Hs^72254; ESTs: breast pros; diag 

315720; AA292998; Hs.153900; ESTs; blad; diag 
20 31 6177; AI904982; Hs.293102; downstream of breast cancer an; breast; mAb+CTt 

316442; AA760894; Hs.125350; ESTs; pros; diag 

316560; AA938198; Hs.146123; poly(A) polymerase gamma; breast angio; sm 

316886: AA836331; Hs.170261; ESTs; breast ; diag 

316943; AW014875: Hs.137007; ESTs; blad; diag 
25 317079; BE159984; H3.125395; ESTs; Wad; mAb+sm 

317140; AAB85430; Hs.201925; Homo sapiens cDNA FU13446 fis; breast diag 

317224: X73608; Hs.93029; sparc/osteonectin, cwcv and ka; pros, angk); diag 

317548; BE568568; Hs.159066; ESTs; pros; CTt-«5.m. 
^ ^ 317803; AW664964; Hs.128899; ESTs; breast lung, over, pros; mAlHSm 
30 317881; AI827248: Hs.224398; Homo sapiens cDt^A 1^11469 fis; breast iung ; diag 

316240; AI085377; Hs.143610; ESTs; lung; diag 

318524; AK001050; Hs.159066; iiypoUieGcal protein FU10188: pros, colon; Ol^sM 

318532; AW139377; Hs.127179; cryptic gene; pane; diag 

318744; AI793124; Hs.144479; ESTs; breast diag 
35 318754; W21423; Hs.44222; CGl-90 protein; pros: diag 

319080; AW967646; Hs.23023; ESTs; pros; diag 

319795; AB037821; Hs.146858; protocadtierin 10; pros, gllo; niAiHsm 

320066; BE305242; Hs.16098; daudin 2; colon, pane; diag 
. ^ 320167; AA984373; Hs.90790; Homo sapiens cDNA: RJ22930 li; breast pms; diag 
40 320203; AL049227; Hs.124776; downstream of cadiiedn 6 (by 3; ren^ ovar, mAb^&m. 

320211; AL039402; Hs.125783; DEME-6 fratein; breast pros; CTL 

320322; AF077374; Hs.139322: small pronne-rich protein 3; lung; diag 

320324; AF071202; Hs.139336; ATP-blndtng cassette. subM; pros; mAb 
. . 320561; AF085808; Hs.159330; uroplakin 3; ptas. blad; diag 
45 320590; U67058; Hs.154299; Human proteinase activaled lec; pros; niAb*s.m. 

320835; N50617; Hs.805O6; smati nuclear rS}onucleoprot^ angio lung; diag 

320736; AA315361; Hs.170195; bone morphogenetfc piotein 7 (; ovan mAb-«Jiag 

320796; AK001541: H5.31218; secretory carrier membrane pro; pros, colon ; diag 

320896; BE019924; Hs^1580; uropiaidn 18; lung. blad. ovar, headnk; mAb*diag 
50 321023; AW294316: H3.125«J8; ESTs; colon; diag 

321107; A1732643; Hs.144151; downstream of breast cancer an; breast mAlHCTL 

321412; AI674383; Hs.22891; solute canter famOy 7 (caOo; pros; mAb^sm 

321441; AF107493; Hs^0167S; Homo sapiens UUCA-15 protein m; pros. breast; diag 

321644; AW975944; Hs.237396; ESTs; breast pros ; diag 
55 321717; AW956580; Hs.42699: ESTs; angk); diag 

321906; AW270608; Hs.170195; bone morphogenefic protein 7 (; ovan mAb«iIiag 

321911; AF026944; Hs^97: ESTs; angk}. lung, tdad; diag 

322035; AL137517; Hs.306201; hypothetk^ protein OKI=Zp5640; breast Mad; mAb 

322521; AF147347; ; gb:Honio sapiens tun iengtti in; breast ; diag 
60 322706; AA018899; Hs.127179; aypfc gene; pane; diag 

322762; AA056060: Hs.202577; Homo s^ens cDNA FU12166 tis; pros; diag 
322818; AW043782: Hs.2d3816; ESTs; pros, breast angto. gflo ; diag 

322882; AW248508; Hs.279727; Homo sapiens cONA i^ 14035 fis; breast tung. ovar. angio, Uad; diag 

322975; C16391; ; htron of breast cancer anfige; breast ; mAbtCTL 
65 • 32316a;AL120862;Ks.124165:progiBmmedcelideatli 9 (POCOg; breast; dteg 

323226; AF055019; Hs.355279; Homo saj^ done 24670 mRKA ; pros; diag 

323262; AL133990; Hs.190642; CEGP1 protein; breast pros, blad; diag 

323287; AA639902; Hs.104215: ESTs, Moderately dmilar to Si^ pros; diag 
_ . 323332; AI829520; ; *:wl19c05jrt NCi.CGAP.UI Horn; breast ; diag 
70 323335; AI655499; Hs.161712; ESTs; pros, breast mAb 

323587; AI299709; Ks.131886; Homo sa{te cDNA: FaJ22113 ii; colon; diag 

323817: AA410943: ; NAME OMITTED ... receptor kinase; breast ; mAb 

324261; 8E069341; ; gb:QV3^0381-27010aO7^8 B; breast dteg 
_ _. 324295; AA434579; Hs.143691; ESTs; pros; diag 
75 324338: AA927668; Hs.145078; regdator of differenQaiton 0 odon; diag 

324430; AA464018; H1335798; Homo sapiens cONA: FU23241 fi; pros, oolonc diag 

324432; AA464S10; Hs.15281 2; ESTs; breast lung, pane; diag 

324603; AW993S22; Hs^g867; ESTs; pros, breast diag 
- - 324617; AAS08552; Hs.222874; ESTs. Weakly slmiiar to I38Q22; pros; diag 
SO 324656; A1694767; Hs.129179; Homo sapiens cDNA FU 13561 fis; pros ; diag 

324718; AI55701% Hs.1 16467; smaH nudear protein PBAd odon. pros; diag 

324866; A1541 214; Hs.46320: SmaK pro&ne^ protdn SPR; lung, blad; diag 

324a71:AI890347: Hs.271923; HonusaplanscCINA: FU22785fi;cokm:d^ 

99 



wo 03/042661 



324987; AI375572: Ks.172634: ESTs; breast; <fl^ 
325372: Ptiase 2 & 3 Exons; breast CTUsm 
32S544; ; ; Phase 2& 3Exons; breast, engio; dlsg 
327038; :: Phase 2 & 3 Exons; kmg, angio; (gag 

327075; ;: Phase 2 & 3 Exons; breast, tung; di4 
327414; ;; Phase 2 & 3 Exons; anglo; dbg 
328700; ;; Phase 2 & 3 Exons; breast, anglo; diag 
330211; ; ; Phase 2 & 3 Exons; pros; CTL-*sm 

330468: L10343; Hs.112341: protaase kihOHtor 3; sfctrvden (ung. coton. Uad; (flag 

330493; M27826; Ks.334372: endogenous retroviral prateasa; lung, colon; sm 

330830; NM.002g02; Ks.79088: reMocdUn 2; EF^iand 

330762; AW407332; Ks.13014: ADP-ribosytaOon eactor GTPasa: pros: Ca46.m. 

330790; A1660243: HS.318S4S; HuOl Chip Redos; pros. blad:dl^ 

330814; A1955040;Hs.265338;PAR« beta (parfiGontng def; breast dlag 

330827; AI961486; KS.2491S6; ESTs; hing. titer; diag 

330892: AF109298: HS.11825B; prostata cancer associated pro; pros; diag 

331014; AW77Q394: H&30340; hypolheSca! protein K1AA1165; coton; diag 

331151; R82331; Ks.121602: ESTs; pros, breast; dfeg 

331183; T40769; Hs^69: ESTs; colon: diag 

331237; W87874: Hs^77; Homo saptens cDNA FU10717 fis; angio; disg 

331490; AF216751; Hs^lS; C0A14; pros; diag 

331578; A!246482;Hs.243010; ESTs; angto; diag 

331614; N92293; Hs.206832; EST; Moderately slniSar to ALU; breast ; diag 

33181 1; AW885727; H8.9914; HuOl Ch^ Redos; lung; diag 

331889; AA677577; Hs.380213; Homo sapiens Ctiromosonn 16 BAG; pros; diag 

331969; AAS2e91 1; Hs.82772; coQagen; type XI; alpha 1; breast, hmg; CTL 

332180; AF134160; Hs.7327; daucfin 1; lung; mAb 

332247; AA669097; ; ESTs: pros, breast ; dt^ 

332396: AW579842; Hs.380730: hypothetical protein FU10697; pros; diag 

332453; L42583; Hs.334309; HuOl Chip Redos; lung; diag 

332466; AB018259; Ks. 11 81 40;- KIAA07 16 gene product; angio; d]«Q 

332530; M31669; Hs.1735; inhlbin; beta B (adivki AO be; ovar, pros; diag 

332535; AF167706: Hs.19280; cysteine^ repeatcontahiin: angio; diag 

332840; BE568452; Hs.344037: protein regulator of cytokines; blad. headnk; diag 

332845; AA264371: Hs.118064; ESTs; breast, colon; di^Q 

332686; X69899: Hs.73149: p^ box gene 8; ovar; Cn.-»sm 

332697; XS1 405; Hs.75360: carboxypeptidase E; pros; diag 

332740; BE409869: Hs.286241 ; Homo sai^ens cONA: RJ22698 fi; pros; diag 

332798: ; ; C22000007:gI112314195|embp^ pros, breast ; disg 

333769; ; ; NM.005940*:Homa sapiens matrix; breast colon, lung; mAbHfiag^SJTL 

333904; ; ; Chromosome 2Z pros: diag 

334223; ; ; N^tj005080*:Homo sapiens Xtot ; pros, breast; diag 

334447; ;; NH.012429^Homo sapiens 8EG14 ; pros: <fisg 

3351 1 5; ; : HM-0064g8*:Homo sapiens Iec6n; pros; CTL-^m. 

335809; ; ; NM.014509*:Homo sapiens kraken; breast; CTL^ 

335824; ; ; ENSP00000249072MXI222£13,1 (N; breast, pros; CTL^sjn. 

335825; ; ; ENSP00000249072^OJ222£13.1 (N; breast; diag 

335936; ;; Cluomosoma 2% lung; diag 

336034; ; ; NM.007172:Honio sapiens nudeop; breast angio; CTL»s.m. 

336152; ; ; NM.014246:Homo sapiens cadheil; breast ; mAb 

336638; ; ; C22000024«:g!|10645308t9b{AAG2; lung, breast; CTL-»&m. 

338008; ; ; NM.005940*:Homo sapiens matrix; lung, breast colon; mAb4<lIag*SJn. 

338033; ; ; Chromosome 22; lung, angio; diag 

338158; ; ; NM.012399':Homo sapiens phospli; lung, angk>; diag 

338255; ; ; NMJ014323*:Homo sapiens zinc t pros, breast colon ; CTL<*sjtl 

400195; ; Hs.42650; NM.007057*:Komo sapiens ZW10 1; lung; Cn^MU 

400269; ; Hs^95; Eos Control; fibro; <RaQ 

400285; ;; Eos Control; lung; diag 

400287; 839329; Ks.181350; kaiiikrein 2. proslafk:; pros; diag 

400288; X06256; Ks.149609; integrin, alpha 5 (fibronectln; pane, pros,angto^ blad. hmg: mAb«s.ia 
400290; H18836; Hs,31608: hypotheScal protrfn FU2(K)41; pros, coton. EWS; mAb 
400294; N957g6; H$^8695; Homo sai^ens prostein mRNA, oo; pros, pros; mAb 
400295; W72838; Hs^19; At905687:IL-BT095-190199^19 B; breast dt^ 

400298; AA032279; Hs.61635: six transmembrane epHhelia) a; pane, lung, headnk. stem. EWS, ovan mAtnCTL 

400328; X87344; ; transporter 2, ATP-blnding cas; lung: mAb^sja 

400409; AF153341: ; Homo sapiens winged heSx/lbrfc: btad; CTL^ftjn. 

400419; AF084545; ; Target; lung, saro; diag 

400440: X83957; Hs^70; nebtAi; sarc; diag 

400494; ; ; ENSP0000023897O*:aG30 (Fragma; angto; mAb 

400517; ; ; lengsin; stom. cerv. uter, lung, pros, coton, hapC; diag 

400651; ; ; ENSP00000228031'KX}PPER CHAPER; saro; sm 

400665; ; ; N^^002425:Homo sapiens matrix ; lung; mAt>*dl^4Sjm. 

400773: : ; Nh^003105*:Homo sapiens sortH; Uad; mAb 

400844; ; ; NM_003105*:Homo sapiens sortH; blad; sm 

400846; ; ; sortifirHelatBd receptor. 1(0; btad; mAtHs.m. 

400881; ; ; NM_02S080:Homo sapiens hypothe; ovar; diag 

401093: ; : C12000566':8i|6330167Idbl{BAA8; btad. lung; CTL^ 

401234; ;; milogervactivated protein kina; angto; (Sag 

401424; ; ; NII4.001 172:Homo sapiens arenas; pros; 8jn» 

401486: : : C4000647*:6i}475B5081retlNP JO: headnk; mAb 

401704; ; ; NM.021 195*'iiomo saptons daudl; test mAb 

401732; ; ; NA4.001 176**iiomo sapiens Rho GO. pane; diag 

40174?: Horno sapiens karafto 17 (IOT17: blad. lung. haadnl(, mala; diag 
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401760; ; ; Target Exon; blad, lung, headnk. esoph; diag 
40178at ; : NM_00555r:Homo sapiens kerafi; lung, blad, headnk. esoph, meia; otag 
401781: ; ; Target Exon; hing, blad, headnk, esoph, cenr; diag 
401785; ; ; NM_002275*-i1omo sapiens kerali; hing; diag 
5 401797; ; ; Target Exon; saic. diag 
401994; ; ; Target Exon: lung; diag 
402145:;:Tar8etExon; test; CTL'^sm 
402199; ; ; Target Exon; test aL-»sjn. 
402230; ; ; Fgenesh predicted: CYTOCHROME : blad; diag 
1 0 402239; ; ; Target Exon; blad; diag 

402260; ; ; NHC001436*:HonK) sapiens fibril; blad; Ca-^sm 
402265:;; Target Exon: lung; diag ^ . , ^« 
402305; ; ; C19000735':gi|4508027IreriNP.O; blad; CTl+sjn. 
402420; ; ; C1000823':gin0432400|embICAC1; lung; diag 
1 5 402424; ; ; NM_024901:Homo sapiens hypothe: blad; CTL^s.m. 
402447; ;:C1000201:gil2D4416|gblAAA02627; esoph; mAb 
402474; ; ; NM-004079:Homo sapiens catheps; lung, cotan. stom, fibre; diag 
402550; ; ; Target Exon; Gbro; diag 
402604; ; ; Target Exon; gllo; diag 
20 402605;;: Target Exon; glio; diag 

402606; ; ; NM_024626:Homo sapiens hypothe; ovar, breasi; mAb 
402880; ; ; Target Exon; test; mAb 
402777; : ; C1C02652*:gil544327|spIQ04799I; Wad; diag 
402860; ; ; ENSP00000239210©J50O24,4 (nov; mela; CTL+sjn. 
25 402888; ; ; Target Exon; sarc; diag 
402992; ;; Target Exon; sans diag 
402994; ; ; NM-002463':Homo sapiens tnywwl: esoph; diag 
403046;;;NM_005656*:Homo8apienstran8ni:pros;mAb 
403047; ; ; NM_005656*:Homo sapiens transm; pros, blad, cdon; mAb 
30 403071; ; ; NM_00331 9*:Homo sapiens lilin : sarc; diag 
403088; ; ; NVL003319':Homo sapiens tiiin ; sarc; diag 
403171; ; ; C2001472*:gi|5809678Igb|AAB418; test; diag 
403328; ; ; Target Exon; mela; diag 
403329; ; ; unnamed protein product {Homo ; lung: diag 
35 403381; ; ; ENSP000O0231844*:Ecolroplcvir. Wad; CTL^Jri. 
403409; : ; NM„005929:Homo sapiens anGgen; mela; mAb 
403433; ; ; NM 001622:Homo safdens alph»a; hepC; diag 
40347B; ; ; NwC022342:Homo sapiens Mnedn; lung; CTL««.m. 
403715;;; Target Exon; lung; diag 
40 403740; ; ; NM-001076*:Homo sapiens UDP gl; pros. hepC; s.m. 
403776; ; ; ENSP00000226542':Small indudb; pane; diag 
403903; ; ; C5001632*:gi)10645308|gblAA<321; Uad; CTL^sjn. 
404029; ; ; NM_018936*:Homo saptens protoc; gllo; mAb 

404049; ; ; NM_01893rHomo saftois protoc; glio; mAb ^ ^ rf«„. Htan 

45 404210; ; ; NluL005936:Homo sapiens mycloW; pane, uter, ceiv. lung, owar, pros, colon, stom, oiag 
404240; ; ; NM-018950:Honio sapiens nwjor h; fibre; mAb 
404253; ; ; NM_02105B*:Homo sapiens H2B hi; lung; CTL-*«JTi. 
404286; ; ; C6001909:gll704441|dh]|BAA1890; pane; diag 
404298; ; ; C6001238*:glll217151sp(P266971; lung; s.nv 
50 404403;;; Target Exon: Uad; diag . aw^i 

404440; ; ; NVL021048:Homo sapiens metenom; lung, blad; mAb*CTL 
404866; ; ; ENSP000002511 12':Sodlum/potass; pane; 8.tn. 
404877; ; : NMJD05365:Homo sapiens melanom; king, Wad; Ca*s.m. 
404927; ; : Target Exon; hjng, headnk; diag 
55 404996; ; : Target Exon; king, headnk, esoph; diag 
405001; ;; InterieuWn enhancer bJnding f; saro; diag 
405025; ; : Homo sapiens bone morphogenefi; angn; dlap 
405121; ; ; mfiogen-adlvated protein Mna; anglo. renflt sin. 
405238; ; ; Target Exon; glio; diag 
60 405239;;; oxidative 3 alpha hydroxystero;glio:sjn. 

405451; ; ; Homo sapiens glutamln^ped; mela; sm 
405545; ; ; Target Exon; cerv; mAb 
405546; ; ; N^018833•:Homo sapiens transp; cenr. mAb 
405547; ; ; NM_018833'*tomo saptens transp; cenr, mela; mAb 
65 405546; ; ; C12000200:dil45572251rBt|NP.OO; lung; diag 
405704; ;;NM.001844*.Homo sapiens collag; sarc; dfag 
405770; ; ; NM_0fl2362:Honio sajiens melanom; hmg. esoph; raAhnni- 
405849;;; Target Exon; pane; (Bag ^ 
405932; ; ; CI 5000305:9l3806122|gb|AAC691; Wad. lung, headnk, ceiv; CTL-«sja 
70 406081;;: Target Exon; blad; diag ^ 

406137; ; ; N^4_000179^J^omo sapiens mutS C lung; ca-tsjn. 
406173; ;; ENSP00000250148*:Growlh hormon; pane; CTL«m 
406348; ; ; Target Exon; breast; CTl+sm 
406380; ; ; Target Exon; lung, headnk; diag 
75 406399; ; ; NU-003122'toio sapiens serine; Wad; diag 
406434; ; ; NM_030579*:Homo sapiens cytoch; Wad; diag 
406467; ; : Target Exon; king, headnk. Wad; diag 
406508; ; ; Targ^ Exom angk}; diag 
406547; ; ; Target Exon; test; diag 
80 406627; T64904;Hs.l53780;ESTs;angio;CU4Sja 

406671; AA129547; Hs.2B5754; met prokwjncogene (hepaioeyte; pane; mAb 

406672; M26041;Hs.1982S3; major histocompaMtycQmpl;fibro:m^^ . . ^ 

406685; M18728; ; gbHuman nonspecific cressieac; pane, ccAn, Uad. headnk, stom, hmg; mAb*CTL 
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408687; M31 1 26; H5.3S2054; matrix metaltoproteinass 1 1 (s; breast king, ovar, oerv. uter, pane, esoph. mela, sarc; mAlndiaB^&ia 
406690^ M29540: H5.220S29; caictnoentiyonlc anfigeiHetat; tung, tteadnk. pane. stom. Uad, colon, oenr. mAb^TL 

406706; X03740E Hsi^lSBI; myosin, hsaior pdy^ 

406850; AI624300; H5.17292B: collagen, type I, dpha 1: sarc; CTL4«^ 
5 406906; 225424; ; gb:Ksapiens protdrvsertne/lh; Uad. (ung: s m 

408937; U14622; ; gb:Human tiBnsketolase^ica pn test; s m 

406967; M24349; ; gb:Human paralhymW homwn&l; lung; CTL-»«ja 

406974; M57293; ; gtxHunan paralhyroU homion»i; hing. Uad; (Sag 
^ _ 407013;U35637;Hs.83870;gb:Humannel)uIinmRNA,partiaI;5arc;diao 
10 407034; U84540;;ob:Kuin8ndystrDbrevinisofbmi:^diag 

407103; AM24fi81; Hs.2563Dl; hypothefical protein M6C13170; pros; diag 

4071 18; AA156790; Hs.262036; ESTs. WeaHy similar to Z223.H; pros; (flag 

407122; H20276; Ks.31742; ESTs; pros; diag 
, ^ 407137; T97307: ; gb,7e53h05^1 Soares fetal Dv; kmg, Uad. ovar. pros. pane. Ixsadnk; diag 
15 407168: R4517S; Hs.117183; ESTs; pros, breast colan; diag 

407178; AA195651; Hs.35231 2; AP-2 beta transcription factor; breast; CTL-^ 

407202; N58172: H5.109370: ESTs; pros; (Sag 

407216; N91773: Hs.348385; tysyt oxidase; pane; diag 

407242; M18728;;gb:Humannonspecifccrossreac; pane, colon, blait!eadnK8ton%l^^ 
20 407244; M10014; ; fibrinogen, gamma polypepSde; hing; diag 

407245; X9C568: Ks.1720O4; fiHn; sarc; diag 

407251; U67611; Mm.29182; transaldolase 1; pros:8m 

407252; AA659037: Hs.163780: ESTs; angio; CTL-»S4n. 
^ _ 407276; AI951 1 1 8; Hs.326736; Ho(TW sapiens bieast cancer ant; breast; mAI>^ 
25 407289; AA135159; Hsi03349; Homo sapiens cONA FLJ12149 fis; lung; diag 

407366; AF026942; Ks.17518; gb:Homo saf^ns dg33 mRNA, pa; ovar, hepC stom. esoph; diag 

407581; R48402; H5,173508; P3ECSU Wad; CTL-»«.m. 

407601; AC0Q2300; Hs.37129; sodium channel. nonvoUage^at blad; mAb 

407619; ALJ050341: Ks37165; collagen, type IX. siplia Z saro; diag 
30 407634; AWD16569: H5.136414: UDP-XScNAcbetaGa) beta-1.344-; lung, headnk; s.m. 

407710; AW02Z7Z7; Hs.23616: ESTs; lest; diag 

407720; AB037776; Hs.38002; KIAA1355 protein; lung; mAb 

407746; AK001962; K5.38114; hypothefical protein aJlllOO; tung; diag 
^ - 407756; AA116021; Hs.38260: utA^uitinspedlic protease 18; pane. iung. esoph, fibre, mela; CTL-»sjn. 
35 4Q77S8; DS091S; Hs^365; K1AA012S genepioduct; kmg; diag 

407777; AA161071; Hs.7146S; stiudene epoxidase; pane, esoph; sxn. 

407782; AA6089S6; Hs.112619; ESTs, Moder^ similar to PU; lung; diag 

407786; AA68753B; Hs.38972; tetraspan 1; pros, colon, uter. stom. ovar, cerv; mAb 
^ ^ 407788; BES14982; H3^991; S100 caldunvtlnding protein A; headnk. pane. Uad. lung, fibre; diag 
40 407818; ALD21938: K5.401S4; ]umonli (mouse) homotog; test; GTL-«6Jn. 

407624; AA147684; HS.9&12; Homo sapiens cDNA FU14388 lis; sare; diag 

407839; AA045144; Hs.181566; ESTs; blad. headnlq mAb 

407846; AA426202; Hs.40403; Cbp/^0(Hnteracfing transacli; mela; diag 
. ^ 407653; AA336797: H3.40499; dIcMtopf (Xenopus laevis) homo; colon, stom. renal, breast, ovar. uter. cenr; diag 
45 407856; AA04S281: KS.26617S; phosphoprotein associated with; mela; diag 

407872; AB039723; Hs.40735; frizzled (Drosophlla) homdog ; ovar. mAb 

407861; AW072003; Hs.40988; heparan suKate (glucosamine) ; pane; sm 

407910; AA650274: Hs.41295: fibronecBn leucine rich trans; fibre; mAb 

407944; R34008;Hs^727;desmocoinn 2; hing. headnk, esoph; mAb . 
5 0 407949; W21 874; Hs J47057; ESTs. WeaWy similar to 210926; fibro. Wad; (Sag 

407962; AI133530; Hs.62930; ESTs, Weakly similar to S59S01; angto: mAlnejm. 

408000; 111690; Hs.198689; buRous pemphigoid antigen 1 C breast, pres. Uad. lung, headnk. cenr, esoph; mAtHGTL 

408015; AW136771; Hs J44349; epidermal difkrenflafibn comp; mela^ saro; diag 
^ - 408045; AW138g59; Hs.245123; ESTs; breast; diag 
55 408056; AA312329; Hs.42331; ephrin^; ovar. diag 

408063; BE086548; Hs.381047; cateineurin^ndlng protein ca; pros. Kmg: (flag 

408081; AW451597; Hs.167409; Intron of b3Sk>^efix-toop-hel; ovar. gHo; diag 

408101; AW988504: H3.276346; C0C2-rel8ted protein kkiase 7; breast king, stom; s-mi 

408122; AI432652; Hs.42824; hypothetical protdn FU10718; lung; diag 
60 408209; N^L.004454; Hs.43697; ets variant gene 5 (ets^te; mela; CTL^sja 

408298; All 17452; Hs.44155; DKFZP586G1517 protein: angto; diag 

408308; AU)33377; H3.44197; bypofhelical protein Di<FZp564D; pane, renal, odon; mAb 

408353; BE43983B; Hs.44298; mitochondria ribosoma! pnitei; lung; dag 
, _ 408430; S79876; Hfi.44926; dipeptidylpeptidase IV(C026. ; pros; mAb 
65 408522; AI541 214; Hs.46320; Small prollnfrffdi protein SPR; (ung. blad. headnk, eospK cbpt, diag 

408561; A1308037: Hs.84120; hypotheBcd protein MGC13016; mela; CrL-»3jn. 

408570; Alj048406; Hs.103483: KIAA1798 protein; angio; CTL^m 

408572; AA05S611 ; Hs.226568; ESTs. Moderately siTBlar to AU lung; diag 
_^ 408591; AF015224; Hs.464S2; mammagloWn 1; breast, cenr. diag 
70 40861 1; 1^004367; Hs.46468; diemoHne (OC moffl) recepton mela; mAb 

408633; AW963372; Hs^088; PRO20Q0 protein; blad. hmg. headnk. pros; diag 

40886Qt AA525775; Ks^04a ESTs. Atoderetely similar to PC; (war. pane; pns. e^ 

408728; AL137379; Hs.4712$; hypothetkal protein FU13912; test; diag 
„^ 408758; NM-00368e; Hs.47504; exonudease 1; mela;CTL-»sja 
75 408770; AW270608; Hs.170195; bone morphogeneik: protein 7 (; ovan mAb*dlag 

408771; AW732573; HS.475B4; potasshim volteg&oated channe; lung; mAb 

408760^ [)31797;Hs.6S2; tumor necrosis factor (Pgand); bide; diag 

408795; AW749126; Hs.170345: hypothetk:d protein RJ1371Q; ovar diag 
^- 408826; AF21 6077; Ks.46376; Homo 8apten3ckjneKS-2nnRNA6; pane, pros; diag 
80 408833; AW612232;Hs^835; ESTs: pros; diag 

408877; AA479033: Ks.130315; ESTs. Weakly stndar to A47582; breast dlsg 

408915; N14.0166S1: Hs.48950: heptaoeltotar candnoma novd : pane, sa^ 

408930; AA148721; Hs.334688: hypottieOcal proteto FlJ21S8a( blad; GTL^ 
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40B962: BE38B436: Hs.44317; SRY (sex detemilning region Y); mela; diag 
408992; AA059325: Ks.301 14; guanine nudeolide binding pro; tung; diag 
40B996; AI979168; Hs.82226: glycoprotein {transmembrane) n; mela; mAlHSja 
409012: AL117435: Hs.49725; DKFZP434121 6 protein; sarc; Ca^.m. 
409038; T97490; H5.S0002: small Inducible cytokine subta; melaE diag 
409051; AA080912; ; gb3n04d03.r1 Stratagene hNT n; pros; s.m. 
409077; AA053037; Hs.66803; ESTs; lung; diag 
409093; BE24d834; Hs.50441: CGI-04 protein; lung; diag 
4091 23; AA063403; ;gb2m04d 12^1 Stratagene come; pros; 8.m. 
409142; AL136877; Hs^758; SMC4 (sbuctural maintenance o; ovar. lung, mda; diag 
409153; W03754; Hs^813; hypothfifcal protein 1=U20022; fibre; diag 
409200; ALD42914; Hs.51039; KIAA0076 gene product; sarc; CTl+s.m. 
409203; AA780473: Hs.6a7; cytochrome P450, suWanflly IVB; fibro, blad, ovar. diag 
409228; R16811; HsJ22010; ESTs. WeaMy similar to 210925; lung: mAb 

408231; AA446644; Hs.e92: GA733-2 antigen; epithelial gi; pros. ovar. breast, utsr, pane, coton. stem; mAb 
409243; AB037761; Hs.51743; WAA1340 protein; test; diag 
409262; AK000631; Hs.52256; hypoth^ protein aJ20624; pros; CTL4S.m. 
409264; NH.014937; Hs.52463; KIAA0966 protein; mela; CTU^. 
409269; AA576953; Hs.22972; steroid 5 atphaH«ductase 2'ti; breast, ovar. lung, pane, uten mAb 
20 409327^ U1162; Hs.53563; coDEQen, ^ IX, alpha3; coton. pane, sarc; CTL^a 
409340: BE174629; Hs.321130; hypoftetlcal proteh MGC2771; mela; CTU+sm 
409342; AU077058: Hs,54089; BRCA1 associated RING domain 1; tesi; CTL^sjtu 
409348; A1401535; Hs.146090; ESTs; renal, glio: diag 

409361; NMJX}5982; Hs.54416; sine oculis bomeobox prosophi; blad. lung, pros; CrL^.m. 
25 40938%AB007g79: Ks^01281; Homo sapiens mRNA. chromosome; glio; diag 

409395; U46745; H5.336678; dystrobrevh. alpha; glio; diag 

409402; AF208234; Hs.695; cystaOn B (stefin B); blad; diag 

409415; AA579258: Hs,6083; Homo sapiens cONA: FLJ21028 fi; mela; diag 

409421; AA199B83; Hs.67624; ESTs; lest; diag 
30 409430; R21945; Hs.346735; spfidng factor, arginlnefeert; mela; diag 

409432; D49372: Hs.54460: small inducibte cytoMne subfe; stom. esoph; diag 

409433; AA074382: Hs.135255: ESTs; gRo, sarc; diag 

409509; AL036923; Hs.322710; ESTs; angio; diag 

409512; AW979187: Hs.293591; melanoma diffetentiatioo assoc; mela. esoph; Ca«m 
35 409542: AA503020; Hs.36553; hypolhefical protein FU22418: breast, ovar; diag 
409582; R27430; Hs.271565; ESTs; lung; diag 

4C9601; AF237621; Hs.80828; keratin 1 (epldermolyflc hyper; headnk. mela, sarc; CTL-4fim 
409533; AW449822; Hs.S5200; ESTs; sarc; diag 
409637; AA323948; Hs.55407; Homo sapiens mRNA; cONA DKFZp4; rend; diag 
40 409638; AW4S0420;Hs.21335; ESTs; gfio; (Bag 

409570; AI368109; Hs.381 163; KIAA1856 proteto; test CrL-»s.m. 
409703; NM„005187: Hs.56009; Z-S'-oligoadenylate synthetas; pane, esoph, mela; SJn. 
409705; M37762; Hs.56023; braln^Jerived neurotn^Wctac; lung; diag 
409719; A1769160; Hs.l08681; Homo sapiens brain tumor assoc; lung; diag 
45 409731; AA125985; Hs.56145; thymosin, beta, Identified In ; pros, sarc; Ca-^jn. 
409745; AA077391; ; gb:7B14E12 Chromosome 7 Fetd ; ovar, renal; ca^s-ia 
409935; AW511413; Hs.1B7393; ESTs; lung; diag 
409958; NWL001523; Hs.67697; hyaluronan synthase 1; pane, ovan mAb 
409988; NZ7687; Hs.334334; transcription «actor AP-2 alph; mela; diag 
50 410006; AW732308; HsOT83: eukatyofic translation initial; test; diag 
410037; AB020725; Hs.58009; K1AA091B protein; pros; diag 
41X44; BES66742: Hs^169: highly expressed in cancer, fi; Had; diag 
410048; W76467; Hs.343874; prafine oxWasa homolog; test; ML ' 
410076;T05387; Hs.7991; ESTs; lung, pros; diag 
55 410079: U94382: Hs^0757; glycogenin Z mela; diag 

410082; AA081594; Hs.l58311; MusashI (DrosopHla) homolog 1; pros; diag 
410102; AW248508; HsOT727; ESTs; homotogue of PEM-3 [Gon; ovar. bieasL Uad. hmg, angto. sarc; diag 
410174; AA306007; Hs.59461; DKFZP434C245 protein; mela; dbg 
410240; AL157424; Hs.612B9; synaptolanln 2; angioc diag 
60 410247; AF181721; Hs.61345; RU2S; ovar; CTL^«jn. 

410268; AA3161 81; Hs.61 635; sbc transmembrane epHheOal a; pane, pros. EW5; mAbHHI 
41O290; AA402307; Hs.322844; hypothetical protein DKFZp564A: mela; diag 
410310; J02931; Hs.62192; coagulatton factor III (Bromb; pros, pane; mAb 
410361; BE391804: Hs.62661; guanylate binifing protein 1. i; mela. esoph. hepc; fibro. uten diag 
65 410438; AW748012; Hs.45207: hyp(ihe8cal protein KIAA1335; lung; CTt«sjn. 

410467; AF102546; Hs.63931 ; dachshund (DrosqihUa) homolog; breast coton, uter, stom; dlag 
410480; R97457; Hs.63984; cadherin 13, H^adherin (heart; angb; mAb 
410491; AA465131 ; Hs.64001; Homo sapiens ctone 25218 mRNA ; mela, esoph; diag 
410530: M25809; Hs.64173; ATPase. H transporfing. lysoso; ovai; mAb 
70 410553; AW016824; Hs.272068: hypotheficsi proteh MGC14128: Wad. lung; dlag 
410555; U92649; Hs.380136: a dlslntegrin and metalloprote; leuk. lung; mAb 
410561; BE540255; Hs.6994; Homo sapiens cDNA: FU22044 fi; lung; diag 
410556; AA373210; Hs.43047; Homo sapiens cDNA FU13585 fis; pane; drag 
410600; AW575742; Hs.351676; ESTs, Moderately similar to S6; mela; mAb*s.ro. 
75 410521; AA194329: H6.172004: fifin; sanr. diag 

410581: AW246890; Hs.65425; calblndln 1. (28kD); lung; diag 
41 0587; U24389; Hs,65436; lysyi oxtdase^ike 1; pane; diag 
410733; D84284; HS.660S2; CD38 antigen (p45); pros; mAtnCTL 
410763; AF279145; Hs.8966: hypothe&cal protein FIJ21776; pane; mAb 
80 4108SS; X97795; H3.6S718; RAD54 (S.cer8vlsiae>ae: test; CTL-^- 
410887; X63556; Hs.750; fibriinn 1 (Marian syndrome): pane; diag 
410870: U81S99; Hs.66731; homeo box 613; pros; CTL^sjn. 
410683: D43767;Hs£6742;Oai7chemQUn8 (rARq(^A1:feidc;dteg 
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410889; X91662; Hs.66744; twist (Onosopt^) riomotog (ac; sac; CTl'^ 

410929: H4^Hs^S43; ESTs; ovar. test; (fiag 

411078: AI222O20; Hs.182364: CoooaOrIsp; pros. gBo, breast cSag 

41 10B9: AA455454: Hs.214291: ceQ division cycb 2^ H lung. 6bro: CTL^m 

41 1243; AB039B86; Hs.69319; CAII; esoph; (Bag 

41 1248: AA551538; H5.69321 ; Homo sapiens cDNA FU14408 (is: btad: diag 

411257: AA62B9S7: K5.115274: Indian hedgehog protein (IHH) ; ovar. dlag 

41 1 263; BE297802; Hs.69380; Mnesiivaca 6 (mUotto centro; king. Uad. headnk; CTL^ 

4112^' BE207307; Hs.10114: growth suppressor 1; sac; diag 

41 1356; R47479; Ks.94761: KIAA1691 protein: mela.renal. sarc; mAb 

41 1388: X7292S; Ks.69752; desmocoOin 1; headnk, mela: mAb 

411393: AW797437; Hs.6g771; B-factor. properdin (COMPLEMHN; ovar; diag 

41 1558; AA1Q2870; Hs.70725; gamma^mlnobutyrlc acki (GABA); pane. pros. stom. breast, ular, cerv. ovan mAb 
41 1573; A6029000; Hs.70823; KIAA1077 protebi; pane, headnk, hmg. stom; diag 
411579: AC0052S8; Hs.70830; U6 snfm^ssodated SnvCks pr; hmg: diag 
41 1732; U47924; Hs.71642: guanine nudeofide binding pro: iung; dag 
411768: NM.013371; Hs.71979; interieuktn 19; ovar. uter. cenr. diag 

41 1789; AF245505; Hs.721 57; AdQcan; breast, pane. lung, strnn, headnk. ovar. uter, esoph. sarc; diag 
41 1825; AK000334; Hs.352415; solute canter family 39 (zinc; ooton, ovar; mAb 
411828; AW161449; Hs.72290; wingless^nw MMTVInlegTation; ovar. dlag 
41 1 869; W20027; Hs^39: ESTs; angta; diag 
41 1874; AA096105; Hs.20403; ESTs; Uad; diag 

41 1 880; AW872477; ; gbJun30f03j(1 Na_CGAP_Thy4 Ho; blad; diag i 

41 1945; Ali)33527; K3.92137; Lfny&>2 protein (MYa2): btad. ovar; CTL^m 

412006; AW451618; Hs.380683; ESTs; saro; diag 

412026; AA383618; Ks.73073; testiMpecilic ankyrin moHf ; test; diag 

412045; AA099802: Hs.83883; transmembrane, prostata androg; pms; mAb^sm 

412099; U64198; Hs.73165: interteukln 12 receptor, beta ; leuk, mela; mAb 

412104; AW20S197; Hs.240951; Homo sapiens. Similar to RIKEN; pane, fibro; diag 

412115; AKD01763: Ks.73239; tiypolheiicat protein FU10901: lung. Uad; CR^m 

412116; AW402166; Ks.784: Epstein^arr virus induced gen; pane; mAb 

412133; U83460; Hs.380728; solute carrier family 31 (oopp; pros; mAb 

412228; AW503785: Hs.73792; oomptement component (3d/Epste; mela; mAb 

412247; AF022375; H573793; vascular endothetial growth la; renal, gfio, blad. colon: diag 

412265; AA101325; Hs.85154; hypoihe6cal proton FLJ12457; test; CTl^m 

412326; R07566; Hs.73817; small inducible cytokine A3 (h; pros, leuk; diag 

412351; AL135960: Hs.73828; T<cell acute lymphocytic leuto; angki; CTL4S.m. 

41 2A20i AL035668; Hs.73853; bone morphogeneSc protein 2; btad, gBo, hing, stom. angtoc diag 

412448; LI 2964; Hs.73895; tumor necrosis factor receptor, leuk; mAb 

412471; M63193; Hs.73946; endotheOa) ceQ growfli factor; cenr, mda, esoph; dlag 

412490: AW803564: Hs.288850; Homo sapiens cONA: FU22528ti; mdat diag 

412519; AA196241; Hs.73980: troponin T1. skeletd. slow; sen:; dlag 

412530; AA76626B; Hs.266273; hypotheScal protein FU13346; blad. lung; diag 

412564; X83703; Hs.355934; cardiac ankyrin repeat protein; angio; diag 

412580; AA113262; Hs.17901; similar to CABINS IHomo saplen; mela; diag 

412610; X90908; Hs.74126; fatty add binding protein 6, ; blad; diag 

412651; N32860; Hs^4611; ESTs, WeaMy similar to 154374; blad; CTL^.m. 

412715; NM_000947; Hs.74519; primase. polypepfide 2A(58kD); pros; sjn. 

412723; AA648459; Hs.335951 ; hypothetical proton AF301222; lung. Uad. headnk. colon, stom. uten diag 

412755; BE144306; H5.179891; ESTs, Weakly similar to l^il; angbism 

412811; H06382; Hs.349705; ESTs; lung; dlag 

412817; AL03715SE Hs.74619; proteasoma (prosome, macropsln; iung; sjil 

412843; AF007S55; Hs.74624; protein tyrosine phosphatese, : pros; mAb 

412856: BE386745; Hs.74631: basi^n (OK blood group); mela; mAb 

412926; A1879076; Hs.7S061; macrophage myristoylated dani; mela; CTL-ts.m. 

412939: AW41 1491; Hs.75069; eukaryotic translation elongat; mela. renal; diag 

412970; ABQ26436; HS.177S34: dual specificity phosphatase 1; breast, mela: sm 

412986: X81120: Hs.75110; cannaUnold receptor 1 (br^);gQo; mAb 

413004; T35901 ; H5.751 17; interteukln enhancer binding f; lung; diag 

41301 1; AW068115; Hs.821; Ugtycan; hing; CTl-»e.m. 

413049; NMJ)02151: Hs.823; hepsln (transmembrane protease; pros; mAb 

413095; AA4943S9; Hs.30715; potasshim volt8g»«ated chaniie; pane, stom, renal, cdon; inAb««m 

413125; BE244589; H8.7S207; glyoxalase 1; pros;8.fn. 

413126; AW419203; Hs.174174; ESTs; angio; diag 

413129; AF29210a; H3.104613; RP42 homolog; hmg; dlag 

413132: NK^0Q6823: Hs.75209; prolebi Mnase (cAMP-dependent; angio; CTL^sm 

413142; M81740; Hs.7521^ ornithine decaifaoxytase 1; hmg: em 

413163; Y0081S: Hs.75216; protein tyrosine phosphatase, ; pros; mAb 

413171; AA318325; Ks.75219: lyrosinas&relatBd protein 1; mela; mAb 

413190; AA151802; Ks.40368; adaptor-related protein comple: meia; diag 

413219: AA878200; Hs.1 18727; Homo sapiens cDNA aJ13692 fis; esoph. cerv; dteg 

413223; AI732182: Hs.191866; ESTs; hmg; dlag 

413268; AU}39079; Hs.75256; regulator of &prot^ stgnaH; haacMc; CTl<*sm 

413281; AA661271 ; Hs.222024; transcription factor BMAU hmg, Uad, headnk. pane, arqio; dlag 

413313; N1^002047; Hs.23368S; glycyMfVlA synthetase; test 8.m. 

413328; Y15723; Ks75295; guanytate cyclase 1. sohiUe, ; pros; sm 

413335; A1613318; Hs.48442; ESTs; ovsr. diag 

413384; BES36218; Hs.137516; tklgeSrv^ike 1; lung; dlag 

413372; H55532: Hs.34g695; tubulin, alpha 2t test; diag 

413435; X51405: HSJ536Q: carboxypeplUasa E: pros. gOo^ pane sac; dlag 

413436; AF238083; Ks.66061: sphkigoslne kinase 1; sac; sja 

413472; B£24287Q( Hs.75379; soluta caiier fainly 1 (gSal: glio: mAb 

413566; AW604451; Hs.381 153; sprouty (Drosophia) homotog 4; sac; CTL-^sm 
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413573; AI733859; Hs.149089; ESTs; hJtig; diag 
413582; AW295647; Hs.71331: hypothetical protein MGCSaSO; lung; dlag 
413597; AW302885;Hs.117183; ESTs; pros; (Hag 
413623; AA825721; Hs.246973; Intron of Bicaudal D homolog 1;ov8r.pros; (flag 
5 413691 ; AB023173: Hs.7547B: ATPase, Oass VI, type 11B; kmg; mAb 
41371 1AW291765;HsJ5486; heal shock transcripfonfecte:«n8t dlag 

413753- U17760- Hs.75517; lamlnln. beta 3 (nicein (125kD;tang. blad. headnk, pane, eav.esoph. colon; diag 
41376^ AW411479; Hs.848; FK506*fndlng protab 4 (59kD); test dlag 
413778; AA090235; Hs.75535; myosin, light polypeptide 2, r, sarc; diag 
10 413794; AF234532; Hs.61638; myosin X; mela; diag 

413804; T64682; ; gb7c48b02.r1 Stratagene Ever, blad; diag 
413808; J00287; Hs.350O38; Homo sapiens mRNA for caldesmo; esoph; diag 
413813; M96956; Hs.75561; tfiratocancinoma^lerlved growth; colon; diag 
413833; 215005; Hs.75573; cenlromefe protein E (312kD); tung; CTL-ts.m. 
15 413842; M29383;Hs.B56; Interferon, gamma; leuk; diag 

413869; NMJ000878; Hs.75596; interieiddn 2 receptor, beta; fibre, renal; mAb 
413880; AI660842; Hs.110915; InlerteuWn 22 receptor; pane, colon; mAb*«.m. 
413924;AL119964;Ks75616;seladln.1;pros.breast.ovar,dlag 
413943; AW29441 6; Hs.144687; Homo sapiens cDI^ FU12981 lis; blad. lung; CTL^sjn. 
20 413985; A!018666;Hs.75667;8ynaptophysin;fllio, sarc; mAb 

414004- AA737033; Hs.7155; ESTs, Moderately similar to 21; pane, mela; diag 
414020: NiyL002984; Hs.75703; Ca4 Chemoklre (OC motif) Kg; pros; diag 
414034; U89277; Hs^5985; eatly developmenl regulator 1 ; test; CTL+sm 
414035; Y00630; H3.757 16; serine (or cystane) protelnas; hing, cerv, headnk, Mad; sm 
25 414053; BE391636;Hs.75725;transge!in 2; Wad; <fiag 

414061; NM-000689; Hs.300280; amylase, alpha 2A; pancreatic; ovar, dlag 

414065; AW515373: H8^1249: Homo sapiens cDNA aJ13580 fis; pros; diag 

414085; AA1 14016; Hs.75746; aldehyde dehydrogenase 1 fami; pros, pane, sarc; sjn. 

414142; AW368397; Hs^4485; hemicenlin (fibufin 6); fibro. pane, sarc; diag 
30 414161; AA136106; Hs.184852; KIAA1553 protein; test diag 

414166; AW888941; H5.75789; N-myc downstream regulated; pros, renal; dlag 

414217; AI309298; Hs.27fl898; Homo sajtens cONA: I^J23165 fi; gDo; diag 

414219; W20010; Hs.75823; ALLI-fused gene from chiomosom; sarc; diag 

414221; AW450979; ; gb:Um.BI3^a*12-0-Ul.s1 N; Wad; diag 
35 414251; AL042306; Hs.97689; VASA protein; test; CTL*s.m. 

414259; W44633; H5.301296; integrin. beta-tike 1 (with EG; pane; diag 

414334' AA824298: Hs.21331; hypoMcal protein FU10036; test; diag 

?14mM62194;vk75929:cacSS^ 

414368; W70171; Hs.75939; uridine monophosphate kinase; lung; s.m. 
40 414386; X00442; Hs.75990; haptoglobin; ovan diag 

414416; AW409985; Hs.76084; hypolhefical protein MGC2721; blad. lung: CTL+SJn. 

414420; AA043424; Hs.76095: Immediate earty response 3; pane, cobwi; diag 

414430; A!346201;Hs.761 18; uWquilincarboxyl-temiinales; lung; sm 

414443; AU077268; Hs.76144; plateleWerived growth facton sarc, pane, headnK; mAb 
45 414475; AA301867; Hs.76224; EGF-conlalning fibulln^ke ex; angfo; diag 

414477: U41635:Hs.76228; amplified h osteosarcoma; sarc; dlag 

414509; AW161311; Hs.76294; CD63 anBgen (melanoma 1 aillg; _ ... ^^^^nhrOxi 

414521; D2B124; H8,76307: neuroblastoma, suppression of ; breast, ovar. uter, pros. blad. pane, colon, stem. Hbr; diag 

414565: AA502972; Hs.183390; hypolhefical protein FU13590; pros; ^ 
50 414569; AF109298; Hs.1 1 8258; prostate cancer associated pro; pros, EWS; diag 

414575; H1 1257; Hs.375743; Homo sapiens done IMAGE:45193; renal; dlag 

414595; AA641725; Hs.289015; hypothefical proteh ^^}J}:}^}f^ 

414602; AW6300B8: Hs.76550; Homo sapiens mRNA; cDHA DKFZpS; pros: mAb 

414683; S78296; Hs.76888; hypothetical protein MGC12702; blad, hjng, test diag 
55 414732; AW410976; Hs.77152; minichromosome maintenance deft test. Wad; (flag 

414761; AU077228; Hs.77256; enhancer of zeste (Drosophia); lung, blad, test; CTL*s.m. 

414776; AA155598; H3.212B39; hypolheQca! protein FU141955 an*>; «ag 

414786; AI246482; Hs^43010; Homo sapiens cONA FU14372 is; angto; diag 

414799; AI752416: Hs,77326; Insulifrlike growth factor Kn; renal; dlag 
60 414805; 014694; Hs.77329; phosphaDdylserine synthase 1; hing; mAb 

414807; AI738616; Hs.77348; hydroxyprostagtendhddiydroge; Wad; sm 

414809; AI434699;Hs.77356: transit receptor(p9aCOT|ta^ ^ K-«i«n«*.mAK*«nL 

414825; X06370; Hs.77432; eirfdemia! growth factor recept glk^ tang, 

414915; NWL002462; Hs.75391; myxovirus Onlluenza) resblar; esoph; diag 
65 414918; AI219207; Hs.72222; hypoBwfica! protein FU13459; Wad; CTL 

414921; BE390551; Hs.77628; steroidogenic acute regulatoir. breast diag 

414945;BE076358;Hs.77667:lyraphocyteanligen6coai(tex.;mfllasmAb 

414987; AA524394;Hs.294022;hypolhe6cai proton FU149S0I Wad, pane, esoph; dlag 

414998; Nli/L002543: Hs.77729; oxidised low density Ippprate; ffliro, owar, pane, colon; mAb 
70 415003; Ml 1437; Hs.77741; klninogen; pane; diag 

415025; AW207091; Hs.72307; ESTs; Wad: diag 

415091; AU)44872; Hs.77910; 3*ydroxy^thylglutaryM3oe; lung, headnk; sjn. 

415178; D80S03; Ks.46692: ESTs; blad; diag 

415214; A144S236: Hs.125124; EphB2; coton, stom; mAb 
75 415314; N88802;Hs.5422; glycoprotein M6B; mela; mAb 

415457; AW081710; Hs.7369; Homo sapiens testes specific A; libro, orar. uten CTl+sjn. 

415511; Ar732617; Hs.182362; ESTs; blaJ. ovar. renal; diag 

415542; R13474; Hs.290253; ESTs, Weaidydmnar to 138022; Wad; diag 

415724; NWL003580; Hs.76687; neutral sphingomyelinase (M^ test CTL-»sm 
80 41 5752: BE314524; H3.78776; putative transmembrana prot^ endo, uter. breast, stom, Bad, mela; mAD 

415786; AW419196; Hs.257924; hypofteiical protein FU13782; breast, pros. Wad; diag 

415787; H01463; HS.S3534; ESTs; pros; diag 

415819; AU077330; Hs^791; transcripfion etongaOon tapto; test CTL^ 
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415829: AW4501S8; Hs.163742: ESTs; test; (flag 

415857: AAB681 1 5: Ks.127797: Homo sapiens cONA FU11381 fis; hmg. test: diag 

415910: U2O350: Hs.7891% chenwUne (C-XS^ receptor 1; flOo: mAb 

41S947: U0404S: Hs.78934: nwtS (E cdi) homolog 2 tooto; test (flag 

415989; A1267700: Hs.3S1201: ESTs; pros.ovar. bted. tuns, headnk. panc^coba sarc: diag 

415992: C05837: Hs.145607: hypothellcd protein FU1359a: pne. fibro; fiiAb 

415999: AA17217gc H5.294029; ESTs; pros, oter : diag 

41G018; AW138239: Hs.78977; propiotein oonvertase subSfls; odon. pane, hmg; diag 

41603Q: H15261: Ks.21948; ESTs; tireasl fibra; diag 

416065; BE267931; Hs.7B996; proHferaSng ceH nudear ant; blad, lung, headnk. mela: CTL^sm 

416111; AA033813; Ks.79018: chromatin as^int)ty factor 1, s; hmg, stom; CTLisA 

416168; BE157260: Hs.79070; wnyc avian myelocytomatosb v; pfos; dbg 

416201; AA467752; Hs.19S161; ESTs; test; diag 

41 6208; AW291 168; Hs.41295: ESTs, Wealdy similar b mC2J^ hmg; diag 

416224; KM.002902: Hs.79088; feticulocalbin 2. EfMiand calc; ovan diag 

416225; AA577730: Hs.1886&4: ESTs. Wealdy similar to PC4259; pros. Mad; dteg 

416350; AF188625; Hs.1 89507^ phosphoQpase A2. group IID; test mela. Gbro; diag 

416370; N90470; Hs.203697; C038 anOgen {p45); pros. gHo; mAt>*CTL 

416373; AA195845; Hs.73680; ESTs, WeaWy similar to SI 2658; sarc; (flag 

416402; NM.00071S: Hs.1012; complement component 4-t^ng; fitvo:di8g 

416448; L13210; H8.7S33g: lectin, gaiactosida^ibidlng. s; over, colon, stom; diag 

416498; U33632; Hs.79351: potassium channel, subfemOy K; pane, stom, tireasl over, colon; mAb 

416539; Y07g09: Hs.79368; epithefid membrane protefai 1; pros, headnk; dag 

416602: NM-0061S9; Hs.367895; PnM kinase Ofainding prote; breast; diag 

416640; BE262478; Hs.13406: neuron^edSc protein; mela; diag 

416661; AA634543; Hs.79440; IGF-U mRNA4)lndlng protein 3; blad. hjng. headnk, cenr, pane, angto; diag 

416773; AK000340: Hs.79S2&; hypotheScal protein ai20333; test; CTL^sjn. 

416815; U41514; H5.80120; UDP-N-acetyl-alpha^aiactosa: an^; 8.m. 

416619: Un735; H8.8020S; pim.2 oncogene; lung, test; diag 

416881; N32S20: Hs.141358; ESTs; mela; diag 

416929: N20535; Hs.43265: melaslalin 1; mela; diag 

416975; NJ^004131; Hs.1051: granzyme B (granzyme 2. cytoto; mela; sjn. 

417003; AL038170; Hs.80756; betalne-homocystsine methyltra; blad; sm 

417070; Z19077: Hs.172004; fifin; saro; diag 

417105; X60992; Hs£1226; G06 antigen; fibre; mAb 

417115; AW95279a Hs.334612: small nuclear ribonudeoprotel; lest; CTL-»sjti. 

417124; 6E122762; Hs.2S338: ESTs; angio;dIag 

417148; AA359896; Ks.374554: hypotheOcd proteki aJ14902; pane; dlag 

417151; AA194055; Hs,293858; ESTs; Wad; dlag 

417153; X57010; Ks.81343: collagen, type H. alpha 1 (pn pros, saic; dlag 

417218; AA00S247; Hs.285754; met protOKmcogene (hepatocyte; hmg; mAlH&m. 

417237; HB6385; H5.81737; paln^Hirotdn thioesterase; mala; em 

417259: AW903638; Hs.81 800; chondroiUn sul^ proteoglyc; pane, breast; dlag 

417275; X63S78; Hs.2S5449: paivalbumin; blad; dlag 

417295; AW993524; Hs.43148: epithelial membrane protein 1 ; pros; dtag 

417308; H60720; Hs.81892: KIAA0101 gene product; lung, headnk. blad. cenr, angk). mela, sarc; diag 

417312; AW88841 1; Ks^811; leidcemia-assodated phosphopro; blad; Ca-»sja 

417333; AL157645; Hs.173179; bromodomaih and PHD linger con; breast; diag 

417355; 013168; Hs.82002; endotheGn receptor type B; gfio. mela; mAb 

417365; D50683; Hs.82028; transfbnning growth factor, be; fibro. anglo; mAb 

417366; BE185289: Hs.t076; smaD proline*rk;h protein IB ; lung. Uad. headnk. pane, esoph, mela: diag 

417370; T28651; Hs^74466; tryplophanyMRNA synthetase; Gbro. mda; dlag 

417391: AW291946; Hs.82065; Interleukki 6 signal transdiss; breast; mAln&m. 

417400; AA663486; Ks.123072; RAB3B. member RAS onoogeno fern; pros; diag 

417407; AA923278; Hs.290905: ESTs, Weaidy sln^ar to pFOtea; test, pros; 8 jn. 

417409; BE272506: Hs.82109; syndecan 1; blad; diag 

417412; X16896; Hs.82112: bitedaukln 1 receptor, type 1; fibrob pros, pane; mAb 

417426; NM-002291; Hs^2124: Mnin, beta 1; angto; dlag 

417437; U52682; Hs.B2132; hterferon regulatory factor 4; mela; Cll^jn 

417512; X76534; Hs.82226; gtycoprotein (transmembrane) n; lung, mda. headnk. pane, breast; mAb 

417515; L24203: H$.82237; alaxla4elanglectasia group D-; lung, headnk. blad; diag 

417542; J04129; KBi2269; progeslagen^soeialed endomet; hmg. mala; diag 

41759% AA204664; Hs.1B2437; ESTs. Wesidy similar to 154383; (est; dlag 

417599; AA204688; Ks.62954; ESTs; blad. esoph; diag 

417621; AV654694; H3.82316: biterferon^nditced. hepaSfls ; esoph; diag 

417696; 8E241624: H5.82401; C069 anSgen (p60. earty T-oet; pros; mAb 

4inOS; AW1349S2; Hs.17S220; hypolhefleal pral^ RJ14541; lest; mAb 

41771S; AW9695B7; Hs.86386; ESTs; Uad. hmg. headnk; dlag 

417720; AA20562S; H3^8067; ESTs; blad. lung, esoph. headnk; diag 

417750: AI267720; Ks J60523; synovial sarooma. Iranstocated; saic; dlag 

417777; A1823763; Hs,7055; ESTs, WeaWy similar to 178885; test 8.m. 

417791; AW965339; Hs.44269: ESTs; over. Uad, hmg. headnk; CTl-^sja 

417801; AA417383; Hs.82582: integrin. betake 1 (with EG; pane, fibro; dlag 

417805; U38545; Hs.82587; phosphoGpase 01. phophafidytc; angb; sm 

417831; H16423; H3.82685: C047 antigen (RMielated anfig; ovan mAb 

417843; W07361; Hs.22545; Homo sa^ cDNA HJ12935 fis; pros; di^ 

417847; AI521550; Hs7331; hypothsQcal protein HJ22316: over; diag 

417849; AW2915S7; Hs.82733: nkiogen 2; angto. headnk; diag 

417874; BE616160: Hs.82829: protein tyroane phosphatase^ ; pane; mAbtSJn. 

417880; BE241595; Ks.82848: setedin L (lymphocyte adhesto; melac mAb 

41 7886; AA214584; ; ESTs; test. ovar. dlag 

417900; BE250127; HS.82S06: C0C20 (oefl divlston cyde 20^ lung. stom. test. Uad. headnk. cenr. esoph; Ca-^sm 
41791 1; AA333387; Hs.B2916; chaperonin containing TCP1. su; test; diag 
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417944; AU077196; Hs.82985; collagen, type V. alpha Z sarc; tfag 
417975; AA641836; Hs.30085; hypolheCcal protein FU23186; colon, stom, hing; mAb 
417976; BE56S892; Hs.83077; Interieuldn 18 (intetferon-gam; colon, stom, ftoros; dlag 
418004: U37519; Hs.87539; ddehyde dehydrogenase 3 fama; king, headnk, esoph; s.m. 
5 41803G; Z37976; H8.83337; IM transforming growth fac; anglo; dlag 

418054; NM_002318; Hs.83354: lysyl oxidase^ike 2;,lun9. angio, test, sarc; dtog 
418067; AI127958; Hs.83393; cyslafin E/M; headnk. pane, Wad; diag 
418068; AW971 155; Hs.293902;ESTs, Weakly sirnilaf to ISHUSS;blad;s.nL 

4181 13; AIZ72141; Hs.83484; SRY (sex detemMig region Y); blad, breast, uter, colon. lung, ovar, glio. lest, sarc; CTL-»s.m. 
10 418134:AA397769;Hs.88617tEST8; test; dlag 

418140; BE613836; Hs.83551; mcrofibrfllar-associated prol; lung, headnk, eeafii, owar, saic; diag 
418156; W17056; Hs^3623; nuclear receptor subfamily 1. ; Ito. niAb^m 
418203; X54942; Hsi3758; C0C28 protein kinase 2; lung. blad. lest, mela. stom; sm 
418216; AA662240: HSJ83099: AF15q14 protein: headnk, lung, blad; dlag 
15 418245; AA0B8767;tte.83883:transfnembfanei prostate androg;pan^ 

418283; S79895; Hs.83942; cathepsin K (pycnodysoslosis); breast, cew, ovar, uter. pros, headnk. lung, pane, colon, atom; dlag 
418318; U47732; Hs.84072; transmembrane 4superfamily me; pane, pros, colon, Stom, omuc; mAb 
418322; AA2841 66; Hs.841 1 3; cydin-dependent kinase inhibi; headnk, lin^ Wad; 8Jn. 
418338; NM.002522; Hs.84154; neuronal pentraxin !; sarc; diag 
20 418339; AA639902; Hs,104215; ESTs, Moderately sinfflar to SP; pros; diag 
418345; AJ001696; Hs.241407; serine (or cysteine) proteinas; cew, him sjn* 
418371; M13560; Hs.84298; 0074 antigen Onvarianl polype; renal; mAb 
418379; AA218940; Hs.137516; fidgeSn^Ike 1; (ung; diag 
418394; AF132818; H3.84728; KmppeHikefador 5 Ctntesti; pane; CTL4s.ni. 
25 418396; AI765805; H3.26691; SIX;2A12 Solute carrierfemily ; pros; mAb 
418397; N^^001269; Hs.84746; chromosome condensalion 1; lung; diag 
418399; AF131781; Hs.84753; liypothetteal prote^n BJ12442; test, blad, sarc; diag 
418406; X73501; Hs.8490S; cytokeraBn 20; Wad. colon; diag 
418432; M14156; H5.851 12; Insulln^ke yowlh factor 1 (; proa, fibre; diag 
30 418460; M26315;Hs.85258:CD8anagen. alpha polypeptkfetibro; mAb 

418462; BE001596; Hs.85266; Integrin, beta 4; lung, blad, cerv, headnk. ovar; mAb 
418543; NIVL005329; Hs,85962; hyaluronan synthase 3; blad, lung; mAb 
418576; AW968159; Hs^O2740; EpItheHal calcium channel 2, ; pros; mAb+sm 
418610;AW245993;Hs.32417;hypotheticalprotelnMGC2742;pros;dlag , ^ , . _^ 
3 5 418641; BE243136; Hs.86947; a disintegrin and metalloprote; cerv, lung, pane, Uadi headrtk. stom; mAb 
418655;AA226354;Hs.111240;ESTs;pros;dBg ' 
418661; NIVL001949; Hs.1189; E2F transcripfion fector 3; ovar, king, mela; CTL*«.ia 
418663; AK001 100; Hs.41 690; desmocoIGn 3; lung, blad. headnk. cerv. esoph; mAb 
418683; U90908; Hs^7241; hypoftetical protein from clon; anglo; CTL^.m. 
40 41 8686; Z36830; Hs.87268; annexin AS; blad. lung; diag 

418693; A1750878; Hs.87409; Ihrombospondln 1; angio. pane; diag 
418695; AW959433; Hs.326290; hypothetical protein FU12581; test; diag 
418739; AA310964; H3.88012; SHP2 Interacfing transmembrane; mala; diag 
418756; AA252254; Hs.226949; ESTs; test ; diag 
45 41B825; AA228881; Hs.22394; hypothetical protein FU10893; angio; diag 
418829; AA516531; Hs.55999: NK homeobox (Drosophila), fan^; pros; diag 
418882; NMJ004998; Hs.89433; ATP-blnding cassette, subtoi; ovar, pros, breast, lung; diag 
418883; BE387036; Hs.1211; ackJ phosphatase 5. tartrate n fibro; sm 
418888: AU076801; H3.89436: cadheiin 17, U cadherin (five; cokm, stem, ovar. uter, pane; nwwm 
50 418918; X07871; Hs,89476; C02 antigen (p50). sheep red b; mete, fibro; mAb 
418932; 1^059; Hs.89484; cadherin 4, type 1 , Rodhetin; gHo; mAb 
418941; AA452970; Hs.239527; E1B-55kDa-as5odated protein S; angio. blad; dlag 
418968; NMJ000078; Hs.89538; chotesteryl ester transfer pro; mela; diag 
418994; AA296520; Hs.89546; selecfin E (endothelial adhesi; pros, anglo; mAb 
55 419038; AW134924;Hs.58290; ESTs; pros; diag 

419073; AW372170; Hs.183918; transmembrane receptor Unc5H2 ; ovar, rend. Uad. tung; mAb 
419078; 11193119; H5^9S84; insulinoma^ssodated 1; Mad. tung. pane, saro; dteg 
419079; AW014836: Hs.18844: ESTs; esoph. hmg, stom. colon; <fiag 
419086; NM_000216; Hs.89591; Kdlmann syndrome 1 sequence; fibro: dlag 
60 419092; J05581; Hs,89603; mudn 1, transnwnbrane; breast, pane, lung. Mad, flbro; mAb 
419222; AD001528; Hs^18; spennkie synthase; pros; 8.m. 
419223; X60111: H8.1244; C09 antigen (p24); breast, pros, ovar; mAb 
419231; AU046294: Hs.136245; ESTs. WeaWy sinto toT17227; fibro; diag 
419261; X07876; Hs.89791; wlngless^ype MMTV integrafion; pane; diag 
65 419264; AA877104; Hs^3872; ESTs, Weakly similar to ALIB_H; pros; diag 
419290; AI128114; Hs.1 12885; spinal cord-deilved growth fac; pane; diag 
419356; AI6S6166; Hs.7331: faypoiheQcal protein RJ22316; uter. ovar; (fiag 
419359; AU}43202: Hs.90073; chromosome segregatton 1 (yeas; lung. Uad, test; dteg 
419440; ABQ20689; Hs.90419; KIAA08B2 protrin; breast; diag 
70 419485; AA489023; Hs,99807; ESTs, WedHysimiter to unname; mela; diag 
419490; NM.006144; Hs.90708; granzyne A (granzyme 1, cytoto; fibro; am. 
419519; AI1987igt Hs.176376; ESTs; mete; diag 

419551; AWS82256; Hs.91011; anterior gradient 2 (Xenepus 1; pane. pros, breast; diag 
419559; Y07828; Hs51098; ring finger protan; Wad, coton. stom; CTL^ja 
75 419568; AB0261t6; Hs.283078; hOAT4: renal; mAb 

419569; AI971651: Hs.91143;]^ged 1 (Alagilte syndrome); headnk. lung; diag 
419G28; H67546; Hs.49768; ESTs; ntete. saic; diag 

419667; AU077005; Ks.92208; a dislfltegiin and met^prote; breast, cerv. angio; mAb 
419693; AA133749; HS.M1350; FXYD dom^iHantafning ion tra; pros, breast, ovar, pane, king; mAb 
80 413721: N.M_001650; HS.3153S9; squaporfn 4: gBo. hmg. 6bro; mAb 

419743; AW408762; Hs.8957: Homo sapiens done 24416 niRNA ; bted. headnk; diag 
419749; X73608; Hs^3029; sparc/osteonecfin, cwcv and ka; pros, 
419752 AA249S73; Hs.152618; ESTs. Moderately steilar to ZN; hmg; dteg 
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41S839C U24577: H5.93304; phosphdtpase A2, group VII (p; pros, tung; (Sag 

419870; AW403911; Hs.2^175; phosphoprot^ assoctited wilh; mela; dlag 

41987S; AAa53410: KS.83S57; proenkephaSn; sma diag 

419948; AB041035; Hs.93847; NM.016931 :Komo sapiens NADPH o; anglo; mAb 

419956; AL137939: K3.40096; cadherin 19. type 2; ntda; mAb 

41 99S8; X0443O; Hs^13; biterleukln 6 (inteiferon. bel; lu(«, pane, esaph; cfiag 

419981: AAB97581; Hs.128773: ESTs; an^o: (flag 

42000S; AW271 106; Ks.133294: ESTs; lung, test Uad. colon; (flag 

420062; AW411096; H3.84785; TGf (betaHnduced transaipik); test: CK^jm, 

420067; TS2431; Hs.94795: Homo sapiens mRNA; cONA OKFZpS; sarc; diag 

420137; AA306478; Hs.9S327; C030 anSgen, delta polypepad; te; mAb 

420154; AI093155: K3.95420: G ant^en (amDy C 1 protein (; pros, leio; CTL^m 

420174; AI824144: Hs.199749; ESTs; angio; CTL-^ 

420208; BE276055; Hs.95972: silver {mouse homolog) like; mel^ sare; mAb 

420209; AA256444; Hs.126485: hypothetlca) protein aj12604.': anglo; diag 

420218; AW958037; Hs^llOS; ribosomai protein L4; mela, pros; diag 

42025S; NM.00728g: H$.1298; membrane metall»«ndopeptidase; pros; mAb 

420256: U84722; HS.7620G: cadherin S. type Z V&GBdheri; angio, fibn; 

420267; N37030; Hs.173337; ESTs; mala, saro; diag 

420281; AI623693; Hs.323494; Predicted cation efOux pump: lung. Uad, over, pane; mAb 
420301; AA767526: Ks.22030: paired box gene 5 (B^ tine; mela; diag 
420338; AAB25595: Hs.88269; Homo sapiens, done MGC:17339.; meia; mAb 
42034Q; NML000734: Ks.97087; C03Z anSgen. zeta polypeptide; fibro; mAb 

420344; BE463721: Hs^lOI; putaSva G protein^pled rec; colon, pros, blad, headnk. pane. stom. ovan mAb 

420347; A1033539; HsJ7124; Human DMA sequence from done ; test; diag 

420360; U83171; Hs.97203: smaU indudble cytokine subb; leuk; di^ 

420367; AA259090; HS.2S7028; ESTs; test; diag 

420376; AL137471; HsJ7266; prolocadherin 18: sarc; mAb*sm 

420378: NM_014143; Hs.97269; B7.H1 protein; leuk; mAb 

420380: AA640891; Hs.102406: ESTs; lung; diag 

420424; AB033036; Hs.97594: KIAA1210 protein; pros; diag 

420462; AF050147; Hs.97932: chondromoduBn I precursor lung. EWS, sarc; mAb 

420474; L09753; Ks.1313; tumor necrosis factor (ligand); leuk; mAb 

420544; AA677577; Hs.380213; Homo sapiens Chromosome 1 6 BAG; pros; diag 

420576; AA297634; Ks.54925: KIAA1858 protein; saic; diag 

42059B; NII4.002692: Hs.99185; polymerase (ONA directed), eps; lest; CTL-^m. 

420833; NR^014581; Hs.274480: odoranl^ng protein 2B (OB; breast, endo; diag 

420656; AA27909B; Hs.187636: ESTs; fibre; diag , 

420710; NM.007009; Hs.99875; zona peOuckia binding protein; test; (Sag 

420729; AW964897; Hs.290825; ESTs; pros; (S^ 

420757; X78592; Ks.8^15; androgen receptor (dihydrotesi; pros; mAb«sjn. 

420759; T11832; Ks.127797; Homo sapiens cONA FU1 1381 lis; test; dl^ 

420783; AI65g838; HS.9S923; lectin. galactoshle^Mig. a: hing. Uad. headnlq diag 

420789; AI670057; Hs.199882; ESTs; ren^.; diag 

420859; AW468397: H8.100000; S100 catelum^lnding protein A; saro; diag 

420908; AL049974; Hs.100261 ; Homo sapiens mRNA; cDNA DKFZpS; pane; dlag 

420923; AF097021: Ks.273321; differentia)ly expressed in he; blad. colon; dlag 

420931; AF044197; Hs.100431; small indudble cytokine 6 sub; breast lung, melac dlag 

420981; L40904; H3.10D724; peroxisome profiferaSve adiv; edon; mAb«s.m. 

421016; AA50458% Hs.101047; transolplton factors (E2A im; test; CTL'«8jn. 

421044; AFD61871; Hs.101302; Human ONA sequence from done ; pane; dag 

421059; AI654133; Hs.355247; thyroid receptor interading p: pros; inAb«Sjn. 

421064; AI245432; Hs.101382; tumor necrosis fador. dphfri; Uad. titer; diag 

421070; AA283185; Hs.19327: ESTs; Uad; diag 

421100; AW3S1839: K5.12466QC Homo sapiens cDI^ FU21763« Uad; dlag 

421133; AAB14971; H8.26410; ESTa; lung; dlag 

421154; AA284333; Hs.287631; Homo sapiens cONA FU14269 fis; BPH; dlag 

421155; H87879; Hs.102267; ly^yt oddase; headnk, pane, renal, sarc; diag 

421218; NM.000499: Hs.72912; cytodirone P4Sa subMy I (; Uad. angnc diag 

42123% AAa09S34: H&284243; tstraspan NET4 pntebi; pros, breast ova^ 

421241: X918t7; Hs.102866: traisketdas»like 1; test; sxn 

421302; T34462; Hs.103291; neunOn; uter. endo ; diag 

421305; 6E397354; Hs.324830; diptheda toxin resistance pro; ovar; di^ 

421307; eE539976; Hs.103305; Homo sapiens mRNA; cONA DKFZp4; broast hing. angk>. test saro; dlag 

421341; AJ243212; Hs.27961 1; deleted h maOgnant brain turn; pane, lung; diag 

421350; AW301608; K&278188; ESTs. Moderately similar to 15; test; dl% 

421373; AA808229; Hs.222088; ESTs; Uad; dlag 

421433; Ai829192; Hs.22380; ESTs; pros; diag 

421451; AA291377; Hs.50831: ESTs; ovar, blad. lung; diag 

421458; NM.003654; H&104576; carbohydrate (keratan sulfate ; sate; sm 

421478; AI683243; Hs.g7258; ESTs, Mo(ieratety skniar to 82; over. Uad. renat uter; dlag 

421481; AW391972; Hs.104696; K1AA1324 protein; pros; diag 

421502; AF1 1 1856; 85.105039: solute canter family 34 (sodr, ovar, taw: mAb 

421506; BE302798; Hs.l05097; thymkfine kinase 1. sofuUe; tung. headnk. esoph; sm 

421508; NM.004833; Hs.1051 15; absent in melanoma 2; Uad. esoph, lur«. nctsc CTL<*&m. 

421535; AB002359: Hs.105478; phosphoribosytformyiglydnamkl; test 8.m. 

421537; BE383488; Ks. 105547; neural proTifBratloiv (SSlom: pros; (flag 

421566; NM.000399; H8.1395; early growth response 2 (Krox-; pros; ca-»e.m. 

421579; NM.00297S; Hs.105927; stem cell growtt) fador. lym|A; saic; mAb 

421633; AF121860; Hs.t06260; sorSng nexin 10; mel? dlSQ 

421650; AA78179S; Ks.343800: ESTs; mda; diag 

42166G; AL0352S0: Hs.1408: endothein 3; mela; dl^ 

421727^ Y1315% Hs.107318; kynurenine ^monooxygenase breast; am 
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421773: W69233: Hs.112457; ESTs; mela. esoph. sarc; diag 
421777; BE562088: Hs.108196; HSPC037 protein; esoph. ceiv, lung: dlag 
421779; AI879159; Hs.108219: wlngless-type MMTV integrafion; colon, ovan (Hag 
421798; N74880: Hs.355462; N-acylspWngos!ne amidohydrola; fibre; s.m. 
5 421814; U2350;Hs.108623:lhroft*ospon(fin 2; pane; dlag . 

421831; AA298836; Hs.22026; ESTs; siniilar to TRANSMEMBRAN; angio; mAlw.ni. 
421887; AW161450: Hs.109201: CGI-86 protein; pros; mAb 
421898; K62293; Hs.45107; ESTs; pros; dlag 
421917; AB028943; Hs.109445: K1AA1020 protein; test diag 
1 0 421920; BE551245; Hs.1438; gamma^'nobutyric acid (GABA); sarc; mAb 
421924; BE614514: Hs.109606: coronin, actin-binding protein; fibro; diag 
421948; L42583; Hs.334309: keratin 6A; iung, headnk, Wad, esoph. earv, mela; diag 
421952; AA300900; Hs.9aB49: dynein Hglit chain 2B (DMLCffl): fibro; diag 
421991; NM_014918; Hs.11(M88: K1AA099D protein; pane; diag 
1 5 42199B; AW583807; Hs.1460; glucagon; pane; diag 

422002; X7G070; Hs.1 10642; neurotensin receptor 1 (high a; coJon; mAb 
422027; AL043100; Hs5B8828; fatty add amide hydraiase: pros; s.m. 
422033; AW245B05; Hs.11 0903; claudin 5 (transmembrane prote; gflo; mAb 
422087; X58968; Hs.l 11301; matrix melalloprolelnase 2 (ge; sarc; dlag 
20 422089; AA523172; Hs.103135; ESTs, WesiWy simnar to SFR4„H: pros; dag 
422094; AF129535; Hs.272027; F-box only prolefai S; blad. lung; CTL-»6.m. 
422095; AI86BB72; H8.2a2804; hypothefical protein FIJ22704; lung, pane, ovar, breast; CTL+s-m. 
422099; AA156022; HS.11151B; hypothetical protein; anglo; CTL+sm 
422100; AI096988: Hs.111554; ADP^^bosylat»n (actor-Tike 7; lung, esoph; CTL-tSJn. 
25 422110; A1376736; Hs.121555; secreled protein, addic. cyst; pane; diag 
422119; AI277829: Hs.1 11862; K1AA0590 gene product; Wad; diag 
422134; AW179019; H8.112110: mitxhondriai n^bosomal protel; lung; dlag 
422152; AA909249; Hs.112282; sokrte canter famfly 30 {zinc; Wad; mAb^m 
422163; AF027208: Hs.112360; pronirin (mouse)-fike 1; colon, breast fibro; mAb 
30 4221 64* NIVL01431 2; Hs.ll 2377; corficai thymocyte receptor (: Wad; mAb+sjn. 

422168; AA585894; Hs.112408; StOO cddumtlnding protein A; lung, Wad, headnk, breast, mela, esoph. sarc. cerv; CTLisjn. 
422170; AI791949; Ks.112432: anlMAiBerian hormone; uter, Wad; diag 
422173; BE385828; HS.2S0619: phorboTuvlike proton MDS019 ; mela; dlag 

422247;U18244:Hs.113602:solutBcarrterfamily1(high;blad;mAb 

35 422278; AF072873; Hs.114218; frizzled (Drosophila) homotog ; ovar, headnk. Wad. cerv. lung, pane, stem. mAb 
422309; U79745; Hs.1 14924; solute carrier family 16 (mono; mela; mAb^.m. 
422311; AF073515; Hs.1 14948; cytoWneieceplor-IIke factor ; lung, fibro; diag 
422355; AW403724; Hs.300697; coagulation factor VII (serum ; fibro; diag 
422363; T55979; Hs.1 15474; repllcafion factor C (acfivalo; mela, colon; diag 
40 422398; AI476149; Hs.334489; hypothelica! protein FU21992; fibro; CTL4s.m. 
422406; AF025441;Hs.ll6206;Opa4nlefacfing protein 5; blad. hjng; diag 
422420; U03398; Hs.1524; timor necrosb factor (Dgaml); coton, pane, stom, leuk; mAb 
422423; AF283777; Hs.1 16481; CD72 antigen; spteen, leuk; mAb 
422440; NiyL004812; Jte,1 16724: aIdo4ceto reductase family 1, ; lung, headnk; sm 
45 422487; AJ010901; Hs.198257; mucin 4, tracheobronchjal: lung, headnk. pane, sarc; dlag 
422532; AIJ008726; Hs.1 18126; protective protein for beta^a; renal, mela; s.m. 
422565; BE259035; Hs.118400; singed (DrosophOaHikB(sea ; pane, test mela; diag 
422573; AW297985; Hs.295726; integrkt. alpha V (vitronecfi; pane; mAb*s.m. 
422S96: AF063611: Hs.1 18633; 7-5*-oligoadenylate synlhetes; esoph, mela; m 
50 422603; aE242S87; Hs.118651; hematopdetkaHy expressed ho; angio; CTL*siii 
422633; X56832; Hs.ll8804: enolasa 3. (beta, musde): saic; sm 
422658; AF231981: Hs.250175; homotog of yeaslteng chain po; pros; dag 
422689; AW856665; Hs.299797; gb:l«»Cr0297-29010W)13HJ03 test; Olag 
422726; U11690: Hs.1572; fadogenital dysplasia (Aarsko; test; diag 
55 422728;AW93782fi;Hs.103262;MAD(mothersaga!nstdec^enta; pros; diag 
422789; AK001113; Hs.120842; hypothetical protein FLI102S1; test; CTL^fiJn. 
422835; BE21 8705; Hs.121378: meteltothlonein4a« 5^ tesfis; breast diag 
422871; AU)31228: Hs,121509; coSagen, type XI. alpha 2; sarc; diag 
422887; AI751848;Hs.49215; ESTs; sarc; CTL4&in. 
60 422938; NM_001809: Hs.1594: centromoB protein A (ITkD); tung, test Ca-^sjit 
422963; M79141; Hs.13234; ESTs; lung, pane; diag 
422997; BE018212; Hs,122908; DMA repfeafion factor, test CTI.-»SJn. 
423017; AW178761; HsJ227948; serine (or cysteine) proleinas; Wad, headnk. mela; mAbnfiag 
423052; M28214; Hs.123072; RAB3B, member RAS oncogene fam; pros; diag 
65 423189; M59371; Hs.l71596; EphA2: colon, ovar. mAb 

423196; AKD01866; Hs.125139; hypothelkal protein FU11004; fibro; CTL+sjn. 
423198; (yl81933; H5.1634; cell dh/iaoneyde 2SA; test Cn.-*9.m. 
423201; NKL000163; Hs.125180; growth hormone recepton pros; mAb 
423217; NM_000094; Hs.1640; cdlagen, type VII, alpha 1 (e; king, esoph; diag 
70 423271; W47225; Hs,126256; InterteuMn 1, beta; Wad, stom, esoph; dlag 
423309; BE006775; Hs.126782; sushi^epeat protein; lung, coton; dlag 
423354; ABOl 1130; Hs,127436; cddum charmet vdtageKleperi; test fibro; mAb 
423387; AJ012074; HS.348500; vasoadlvetatestinal p^e ; pros; mAb 
423397; NM_00183a; Hs.1652; chemoWne (C^ mofif) receptor Wad, mela; mAb 
75 423412; AF1C9300; Hs.351615; prostate cancer assodated pro; pros; dlag 
423422; AC005175; Hs.l28425; NY-REN-24 anBgen; gfio; mAb^CTL 
423445; N1^014324; Hs.128749: alpha^ne^hytecy^a>A laoemase; pros; sjn. 
423453; AW450737; Hs,128791; CX3WJ9 protein; hmg; CTU^Sjn. 
423458; AI204212: Hs^1113; ESTs; test CTL-»s.m. 
80 423511; AF036329; Hs.129715: gonadobopuweleaslng honnone; iung; diag 
42351 5; AA327017; Hs.176594; ESTs; ovar, diag 
423541; AA296922; Hs.12977a: serine protease inhibitor, Kaz;ootan, pane; diag 
423575; (^8883; Hs.l63443;intron of periosfin (OSF.2os); headnk, breast pane. tUng,fibro^ esoph; diag 
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423605; AfW7828: Hs.12^; cadheifn 19. type 2: me!a; mAb 

423642; AW4S265Q; Hs.157148; hypothefkal protein MGC13204; tung; (Sag 

4238S2; AK001035; Hs.130881; &<el CUyiymphoma ItA (zinc ; tung; di^ 

4238B5; BE350494; Hs.497S3t uveal autoanSgen with ooi^ ; pane, Uter, cdon: CTL^sm 

423725: AJ403108; Hs.132127; hypofheScal protfibi LOC57822: lung, headnk. Uad; (fiag 

423739; AA398155; Hs.9760Gc ESTs; breast, ovar. pane; diag 

423761; NM.006194: Hs.132576: paired hex gene 9; Iwadnk; CTL^m 

4237G5: R238S8; HS.14337S; Homo aliens, done tMAGE:384Q( test dlag 

423778; Y09267; Hs.132821: fiavin containing monooxygenas; filira; sm 

423779: AW071837; Hs.S7971; TRANSCRIPTION FACTOR KES^; gHo; dlag 

423787; AJ29S745; H&236204; nuclear p«e complax prntein; test, esoph; diag 

423788; AR)47033: Hs.1 32904; sohite canler femlly 4, sodiu; angio; mAb 

423799; AWQ26300! Hs.132g06: 19A24 piot^; mela; mAb 

423849: AL157425; Hs.133315: Homo sapiens mRNA; cDNA DKFZpT^ hmg; diao 

423887; AL0802a7: Hs.134585; DKFZP434G232 protein; headnk. lung; diag 

423899; NM.001427; K5.134989; engrafled homobg 2; mela; CR^jn. 

423305; AW579960: KS.13515Q; tung cefl membrane^sso; test mAb 

423909; AJ223183; Hs.135194; lmmuno<gk)bufin eiqjsfamily, me; test diag 

423934; U89995; Hs. 159234; fortdiead box El (Oiyrdd trans; lung; CTL-^sm 

424001; W67683; Hs.137476; paternally expressed 10; breast, ovan dteig 

424012: AW368377; Hs.137569; tumor protein 63 kOa wHh stro; iung, Uad, tieadnk. esoph; diag 

424036; AA770688; Hs.348495: H2A histone family, member U pane ovan CTL-»sjtl 

424054; AA33451 1; Hs.26638; membrane^panning 4-ilomains. s; pros, fibre; mAb 

424078; AB00662S; Hs.139033; paternally expressed 3; cvar, uter; CTl4s.m. 

424081; Nl\/L008413; Ks.139120; flbonudease P (30kD); test 8.m. 

424098: AR}77374; Ks.139322: small proline^ protein 3; lung, btad, headnk, esoph. cerv; dlag 

424125; M31669: Hs.1735; Inhltiia beta B (actlvin AS be; ovar, pros; diag 

4241 44; AA454033; Hs.41 644; AKAP-assodaled spemi protein; Hbroc diag 

424153; AA451737; Hs.141496; MAGE^ike 2; mela; Cll^.m. 

4241 65; AW582904; Hs.142255; Islet amytoid poiypepQda; pane; mAb 

424212; NNL005814; Hs.143131: glycoprotein A33 (transmembran; coton, stom, ovar; mAb 

424218; AF031824; H5.143212; cystalin F (leukocystalin}: meia, fibro; diag 

424244; AV647184; Hs.143601; liypottiefical protein hOAriso: btad; diag 

424252; AK000520: Hs.14381 1; liypotiietied protein FU20513; cokm, stom; diag 

424264; D80400; Hs^388: Human DNA sequence from ckme : Uad; mAb 

424308; AW975531: H5.154443; mimcttromosome maintenance det btad. lung, test: dlag 

424310; AA33B648: Ks.S0334: testes developmenketated NYD: mm; diag 

424332; AA33B919; Hs.101615; ESTs; pros; diag 

424339: BE2S7148; Hs.14541 6; endogiycan; pros, lung; diag 

424343; AW95636(i; Hs.4748: adei^latecydaseactivaBRg p; gl]o,ovar, utan mAb 

424364; (^W38322G: Hs.163834; ESTs. VMdy similar to G01763; kmg. blad, headnk. cerv; diag 

424399; AI905687; Hs.348419; AI905687JL-BT095-19019M19 B; breast, uter. headnk; diag 

424420; BE614743: Ks.146688; prosts^lanfin E syntiiase; hmg. Uad; sm 

424440; AA340743; Ks.133208; ESTs; saro; diag 

424441: X148S0: Ks,147097; H2A Mstonefamly, member X; lung; di^ 

424450; AL137526; Hs.147472; dynein Intennediale chain 2; fibro; (Sag 

424522; AL134847; Ks.149957; ribosomal protein S6 kinase, 9; breast, ceiv, ovar, uter, Uad, colon, stom; s.m. 

424527; AW138558; Hs.334873; ESTs. Weakly similar to IS4374; fitxo; dbg 

424578; AK001973; Hs.150890; tiypothetteal protein; test CTL^sm 

424581; M62062: K3.150917: catenin (cadhertn-assodated p: gOo, ovar, uter; mAlHftjn. 

424586; NM-003401: Hs.150930: X-fay rep^rcomplemenfing det pane; CTL-»sm 

424629; M906S&; K&151393; g!utamat&«ysteine (igase, cat tung; CTL'*s.m. 

424635; AA420887; Hs.1154S5; Homo sapiens cDNA FU142S9 lis; gHo; diag 

424676; Y08565; Hs.151678; UDP-N-acetyMpha-IVga!actosa: breast ssti 

424704; AI263293; Ks.152096: cytochrome P450. subMy lU; renat SJn. 

424711; NM_005795; Hs.152175; cdcttonln receptor-like: angio: mAb 

424717; H03754: HS.1S2213: wlngtes&4ype MM1V Integratton; blad. lung, headnk; diag 

424800; AL035588: Hs.153203: MyoO family inhibitor; test, pros; diag 

424806; AA382523; K5.105689; MSTP031 protein; aigb; mAb 

424834; AK001432; Hs.153408: Homo sapiens cONA RJ10570 fis; tung^ Uad. ovar. headnk. esoph, ceiv, ufen diag 

424846; AU077324; Hs.1832; neuropepGde Y; pros; diag 

424897; 063216; Hs.1S3684; (Hzzlad^ated protein: pane. EWS. stom, renal; diag 

424902; NM.003866; Hs.153687: biosHol polyphosphatM-p hasp; pane, leuk, mela; CTLt8.m. 

424954; NM.000546; Hs.1846; tumor pnoteb p53 (U-Fraument md% cokm; CTL-t«ja 

424971; AA479005; K5.154036; tumor suppressing subtransfera; pane, mela; CTL-»sjn. 

424998; U58515; Hs.154138: chiSnase 3-nke 2; gHo; diag 

425023; AW956889;K3.154210;ED&1 (endothelial differenb*; angio; mAb 

425048; H05468; H3.164502; ESTs; lung, Uad; diag 

425057; AA826434; Hs.1619: achaet&<cute complex (Drosoph; glo. lung; CTLiem 

425088; AA663372; Ks.169395; hypotheScal prot^ FU12015; glto. mela; diSQ 

425154; NfyLOOIOSI; Hs.154850; coDagen. type IX. alpha 1; saro; diag 

425159; NM.004341: H3.154868; carbamtqMiosphata synthetase; Iw^ test sjn. 

425200; BE255203.comp; Hs.1S5101; ATP synthase. H transporting, ; pane; sm 

425206; NM.002t53; Hs.1S5109: hydroxysteroid (17-beta) dehyd; Uad: mAb 

42521 1; M18667; Hs.1867; progastricsin (pepsinogen C); Ebro, esoph, pros; diag 

425234; AW152225; Hs. 1 65909; ESTs. Weakly simnar to 138022; tung. angto. Uad. meia; diag 

42S235; AA35311% Ks.105468; Homo sapiens cONA: FU22743 ft angto; diag 

425237; U07695; Hs.155227: EphB4: test mAb 

425245; AI7S1768; Hs.155314; KIAA0095 gene product tung; diag 

425259; A1049280; Ks.145010; Homo sapiens mRNA; cONA OKRpS; pros; diag 

425262: D87119: Hs.155418: GS3955 protein; mela, renal; CTL^sm 

42S26Gt J00077; KS.15S421: a^ihaMpratelnE tung; diag 

425274; BE281191; Hs.15S46% minichromasome mahlenanoe det test diag 
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425289; AW139342; Hs.155530; Interferon, gamma^ducible pr. mela; CTL-»«4n. 
425308- M97639: Hs.155585; receptor lyrosine Wnase-like ; pros, saic; mAb 
425367: BE271188; Hs.155975: protein tyrosine phosphatase, ; fibro; (Sag 
425371: D49441; Hs.155981: mesoftelin: ovar, lung, fibroc mAb 
5 425397; J04088; Hs.15634B: lopolsomerasa PNA) II alpha (; lung, blad. pane, angio. test, mela esoph: CTL-^jn. 
425427: AI652662; H8.317432; branched chain aralnotransferas; test s-m. 
425428; AL11026l:Hs.157211:DKFZP586B062l protein: pane; diag 
425465; L18954; Hs.1904: protein kinase C lota; war, pros, colon; sm 
425525; AA358883; Hs.23a7l; ESTs; sarc; diag 
1 0 425545; N98529; Hil 58295; Honio sapiens, clone MGC:12401,; save; (flag 

425555: AA359291; Hs.130767: Homo sapiens cONA: FU23553 ft fibroj CTI-^jil 
425572; AB01107B: Hs,158307; undifferentiated embryonic eel; test CTL-»«jn. 
425601; AW629485; Hs.140720: GSK-3 binding protein FRAT2; test; ca-*s.m. 
425606: U52112; Hs.158331; renln-Wnding protein; mela; (Sag 
15 425628; NM_004476: Ks.1915; folate hydrolase (prostale^pe; pros; sjn. 

425638: NM.012337; Hs.158450; nasopharyngeal epfthefium spec; fibro; CTL+SJn. 
425679; X0S997; Hs.159177: lipase, gastric; esoph; sjn. 
425692, 090041; Hs.155956; t^acetyltransferase 1 (arylami; breast sm 
425695; NM«005401; Hs,l59238; protein tyrosine phosphatase, ; lung; mAb+sm 
20 425709; AA3B3076: Hs.159274; outer dense fibre of spenn tal; test diag 
425710; AF030880: Hs.l59275; solute carrier famUy. member ; pros; mAb 
425722: AI659076; Hs.97031; hypothetical protein M6C13047; mela; diag 
425726; AF085808: Hs.159330; uroplakin 3; pros, blad; diag 
425769; IJ72513; Hs,159486; Human RPL13-2 pseudogene mRNA.; test diag 
25 425811; AL039104; Hs.159557: karyopherin alpha 2 (RAG cohon test diag 

425849; AJ000512; Hs,296323; serum/^cocorlicokl regulated: lung, beadnk; sjn 
426921; NiyL0O7231; Hs.162211; sohite canter family 6 (neuro: stom. pane: mAb 
425976; C75094; Hs^45l4: NG22 protein; pros, ovar, mAb 
426027; NVL00260B; Hs.1976; platelet^lerlved growth factor; sarc; diag 
30 426050; AF017307; Hs.166095: E74-llke factor 3 (ets domain ; ovar, blad, stom; CTL-tsjn. 
426059; BE29284i Hs.166120; interferon regulatory factor 7; esoph, cew; CTL*s.m. 
426067: AW664e91; Hs.97053: ESTs; lung; diag 
426088; AH)38007; HS.16619B; ATPase. Qass I, type 8B. memb; blad, hing; mAb 
426094; AF03461 1; Hs, 166206; cublHn (bitrinsfc Sactor-coba; renal; diag 
35 426116; AA868729:Hs.l44694; ESTs; fibro; diag , «u ak 

426125" X87241; Hs.1 66994; FAT lumor suppressor (Drosophi; colon, slom. pane, pros, renal, fibro, oenr; mAD 
426156; BE244537;Hs.l67382:naWuretfcpeplktereceptor^owr,mA^ ^.^.^ 
426158; NVL001982; Hs.199067; v^b2 avian erythroblasfic ; breast ovar, utar, pros. Mad. pane, colon, fibro. mela; diag 
426172; AA371307;Hs.125056; ESTs; pros; diag 
40 426174; AA547958; Hs.115838; Homo sapiens similar to Echino; breast pros, fibrot diag 
426212; S71824; Hs.167988; neural cell adhesion molecule ; giro; mAb 
426271; AF026547; Hs.169047; chondroffin suHaie proieoglyisglto; diag 
426274; 038122; Hs^007; tumorneoosis factor Otgand); fibro. mela; mAb 
426300; U15979; Hs.169228; deltaJike homdog (DrosophUa; ovar, sarc; mAb 
45 426310; NM_OOO909; Hs.169266; neuropeptide Y receptor Y1; breast mAb 

426312; AF026939; Hs.181874; kiterferot^lnduced protein wit esopli, mela; diag 
426320; W47595: Hs.169300; transfbimlng growth factor, be: ovar. pros. Wad. panc; aag 
426350; NM_003245; Hs.2022; transghitanihase 3 (E polypept cerv; fijn. 
426363: M58524; Hs.2025; transforming growth factor, be; pros; diag 
50 426370; R9B2B8: H3^1706; sortHIn 1; sac; diag 

426416; AW612744;H3,169824;l{flIerceniectin-akereoept fibro: mAb . , ^ .... 
426440; BE382756; Hs.169902; solute carrier family 2 pa* I""* ^ veaAtO^ esoph; mAb 

426462; U5911 1; Hs.169993; dermatan sulphate proteoglycan; sarc; diag 
426470: AA528794; Ks.128644; ESTs; mela; diag 
55 426471; M22440; Hs.170009; transfbnning gnwft factor, al; headnk, renal, pane; diag 
426490; NM_001621; Hs.170087; sryl hydrocarbon recepton pane; mAb^m. 
426501; AW043782; Hs.293516; ESTs; pros, breast gllo, hing, mela; mAb 
425502; Y07759; Hs.1701 57; myosin VA (heavy polypepDde 1; mete; diag 
426534; U58095; Hs.2051: tesfc specific protein, Y-fin; test CTL^jn. 
60 426535; AU077012; Hs.l70279; ESTs, WeaWy simile to uWqui; angio; diag 

426555; NM_000372; Hs.2053; tyrosinase (ocukxjutaneous alb; mela, sarc; mAb 
426559; AB001914; Hs.170414; p^ basic amino add deavt hepC. breast «war, rensl; diag 
426575; M74826; HS.17G808; glutamafe decarboxylase 2 (pan; pane; sm 
426627; AF012359; Hs.195685; ESTs; test deg 
65 426635; BE395109; Hs-129327; hypothetfcal protein MGC1 3057; ovar, CTL-^m, 
426682; AV660038; HsJ2056; UDP glycosyllransferasa 1 faml; Uad, hmg; sjil 
426591: NM_006201; Hs.171834; PCTAIRE prolriii Wnase 1; ovan CTl.i«ia 
426696; AW363332; Hs.171844; Homo sapiens cDNA: RJ22296 fl; angte; mAb 
426721; AA383588; H8.288545; ESTs, WeaWy sintilartoT29012; fibro; diag 
70 426726; AA488915; Hs.171955; trophlnin associated proton f test diag 
426747; AA535210; Hs.171995: kaffikrein 3, (prostate spedt pros; diag 
426752; X69490; Hs.172004: tilin; sarc; <fiag 
426759; AI590401; Hs.21213; ESTs; mela: diag 
^ ^ 426793; X89887: Ks.172350; HIR (histone cell cyde regiia; pros; CTL^m. 
75 426828; NM_000020; Hs.172670; acfivin A receptor type IWk; angio: mAb 
426866; U02330; Hs.172816; neuregufin 1; esoph; CTL^sjn. 
426837; AW976570: Hs.973a7; ESTs; lung; diag 
4269C0; AWl 63564; Hs.1 42375: ESTs; blad. pros; mAb 
426935; NM-0O00B8; Hs.172928; coOagen, type I, alpha 1; test sarc; CR^m 
80 425966; AI493134:Hs^9204;sderosen:hmg: diag 

42696B; U07616; Hs.173034; amphlphydn (Sfiff^tom syndro; bbd; mNa*Cn. 
42699 1 ; AKDOl 538; Hs^ 441 0; Homo saptens cDNA FU1 0674 fis; ovar, sarc; diag 
427080: AW068287; HsJOl 175; ras^eJated C3 boMihum Inxi^ 
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427099: AB032953; Hs.173560: odd Oz/tetHn homolog 2 (Diosop; headnk, esoph; (Bag 

42712% AW057736; Hs.32391 0; HER2 receptor tyrosine Unase ; breast; mAb 

427244: AA402400: Hs.178045; ESTs; esopJi; dl^ 

427260; AA663846; : gb:aG70b06^1 Stral^ene schiz: lur^ diag 
J 427274;NAL005211;Hs.17414%cdonysQmulaQng(acAr1ce:piQS^ 

427298; AA4004SS; ; ESTs; test: dlag 

427318; AFIBSOSI; Hs.175783; zinc transporter: pros: mAb 

427333; AF067797: HS.17665B: atjuaporfn Q; pane, colon: mAb 

427344; NM_000869; Hs^142: ^lydroxyliyptamlne (serotnrin; war, mAb 
lU 427356: AW023482; Hs.87849; ESTs; ovar. breast pros. Uad, hn^; d!ag 

427398; AW390020; Hs.20415: chromosome 21 open reading tra; pros: diag 

427427; AF077345: Hs.177936; lectin, supeifamiiy member 1 (; breast: dlag 

427441: AA412fi05: Ks.293266: SPANX family, mamber C; hing. esoph: CTl^ 

427461: AAS31S27: Ks.332040; hypotheflcal piotdn MGC13010; pros: mAb 
1 D 427474; U13192: H&21S9; aggrecan 1 (chondroitin sutfat: sarc; dt^ 

427488: AA974433: K5.362432; fibroblast growth factor 4 (he; test; di^ 

427510; Z47542: Hs.1 79312; small nudear RNA adivaling c: lung; CTL^m. 

427515; T7S526; HS.179S16: integral type I prate&i; pros: dl^ 

427521; AW973352;; ESTs: test; dlae 
2U 427528; AU077143; Hs.1 79565; minichromosome maintenance del; mela; CTL^eja 

427535; R29543: Hs.2164; piXHdatelet basic protein (in; Gbro; dlag 

427546: AA405280; Hs.367g3: hypotheticai prot^ FU23188; lung; dlag 

427550: BE242818: Ks.31 1609; nudear RNA heGcase. DECO var; meia; CTl^sjn. 
^ 427557; NM_002659; Hs. 179657; plasminogen activator, urokkia; pane. cdon. stom. ovar, cerv, btad, lung, headnk, esoph; mAb 
25 427578; AI591305: Hs.169084: ESTa, Highly similar to TUL3_H; test diag 

427583; M82962: Hs.179704; meprfn A, dpha (PABA pepfide ; colon; mAb 

427584; BE410293: Hs.179718: v-myb avian n^elobtastosls vin test; CTL^m 

427585; 031 152: Hs.179729; coDagen. type X, dpha 1 (Sch; breast, lung, headnk. pano^stom, colon, ovar. ceiv, sarc; diag 
_ _ 427615: BE410107; Hs.l79817: CGW2 proteh. PSDR1; pros; disQ 
3U 427634; AI399745; Ks.1844g; hypotheOca) protein MGC10820; mela. sarc; dlag 

427647; W19744; Hs.180059; Homo sapiens cDNA FU20653 6s; sarc; dlag 

427666; AI791495; Ks.1 80142; calmoduTirvae sidn protein C breast, cerv, Uad, hjng. headnk, esoph; diag 

427667; AK001279; Ks.180171; Homo sapiens cONA RJ10417 fis; test; dlag 

427568; AA298760; Hs.180191; hypotheifcal protein FU14904; lung, test; diag 
35 427681: AB018263; H8.284232; tumor necrosis factor receptor; ovar; mAb^m 

427698; AW972594; Hs.3354g9; ESTs: fibre; CTL-»sm 

427701; AA41 1101; Hs.243686: nuclear autoantigenlc spenn pr; lung; mAb^CTL 

427715; BE245274; Hs.180428; KIAA1161 prot^; pros; dlag 
. - 427719; A1393122: Hs.134726; ESTs; test Wad; diag 
40 427730: AW250549: Hs.180577: granulin: meta; diag 

427766; BE407863; Hs.256871: ESTs; esoph. biad: dlag 

427809; M26380; Hs.180878: lipoprotein Ipase; ovar; mAb 

427811; M81057; Hs.180884; cartoxypepHdasa 61 (Gssue); breast s.m. 

427697: NM_017413i Hs.303084; apeTin; pepSde llgand for APJ; angto. renal, pros; diag 
45 427912: AL022310: H8.181097; tumor necnsts bctor (Qgand); anglo; mAb 

427958; AA418000; Hs.376771: potassium MennedialafemaD c; pro5« glio; mAb 

427961: AW293165: Hs.143134; ESTs; hmg. sen:; diag 

428001; H97428; Hs.219907; ESTs. Moderately simnar to Tn mela; diag 

428004: AA449663: Hs.1513g3; ghitamate^ysteine Dgase, cat; lung; sjn. 
5U 428023; AL03a843: Hs^4530; Homo sapiens eONA: RJ23602fi; hmg; dlag 

428048: AW81279S; Hs.337534: ESTs. Moderately simOar to 13: hmg, coton ; diag 

428062: AA420683; Hs.98321; hypothetical protein FU14103; anglo; dlag 

428087; AA100573; Ks.182421; troponin C2. fast; sarc; CTl^ 
. ^ 428141; D50402: Hs.18261 1; sotuto canier fandiy 1 1 (prot; gHo; mAb 
55 428153; AW513143; Hs.98367; SRY (sexdetemiinlng regton Y); ovar; diag 

428169; AI928984; Hs.182793; goigl phosphoprotein 2; pros; dbg 

428182; BE386042: H&293317: ESTs. Wedldy sNtar to GGCIJi; btad. headnk. kmg. ovar, sare; CTL^sjil 

428183; AW969726; Ks.98381: ESTs. Weaidyslmnar to serine; EWS; dlag 

428206; AB020643: H8.183006; K1AA0836 protein: angio; mAb 
OU 428221; U96781: Hs.1B3075; ATPase, Ca tratepoifing. card!; sarc; sjiu 

428227; AA321649; Hs^48; small bidudbfe cytokine subfa; beast, hmg, blad. over, headnk. Iibn>. ooton. stom, cerv. tsuk. renal, test mela. esoph, hepC; dlag 

428248; AI126772: Hs.40479; ESTs: sarc; dlag 

428293; BE250944; Hs.1 83556; sotote carrier family 1 (neutr; pros: mAb 
^ 428305; AA446628; Hs^9: cartilage Gnldng protein 1; saic; dlag 
05 428329: AA426091; Hs.98453: ESTs. Moderetety similar to R2; test; diag 

428336; AA503115; Ks.183752: microsen^noprotein. beta-; pros; dag 

428355; BE2S6452: Ks.2257: vitronectin (semm spreading f; colon; diag 

428398; AI249388; Hs.98558: ESTs; pros, breast ; diag 
_^ 428405; Y0076^Hs.2266; cholinergic receptor. nksfiiS: esoph, sare; mAb 
7U 428423; AU076517: Hs.184276: sotuto caniar family 9 (sodiu; ovar; CTL-»S4n. 

428434; AW363590: HS.6S551 : Homo sapiens. SlmSar to DNA s; hmg. tibro; diag 

428467; AK002121; Hs.184465; hypotheticai protein FU11259; fibre; mAb 

428471; X57348; H&184510; stratiiiru tong. headnK colon, pane; dlag 
- - 428645; AA431400; K&98729: ESTs. WeaUy skr^ to 201720; hmg; SA 
75 428651: AF196478; Hs.188401; annexin A10; blad. stom. pane; diag 

428667; A13755S0; Hs.346888; nudeolar protein p40: homofog; Qvo, uter; diag 

428722; U76456; Hs.190787: tissue Inhibitor of metdlopro; glio: ^ 

428728; N^4.01662S; Hs.191381: hypoihe&cal protebi; over, hmg, BPH; CR^ 

428771; AB02899^ Hs.193143; K1AA1069 protein: hmg; CTl^SJiv 
OU 428784; Y1 2851; Hs.193470: purtner^ roceptor P2X. I^an; gBo. mela; mAb 

428800; M57627: Hs.193717; biterteuldn 10: fibre; diag 

428801; AW277121; Hs.254881: ESTs; pros; diag 

428804; AK00IJ713: HS.1S3736; hypoAetical pnteto FU2im)6; meta; (Dso 
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428810: AF06a236; Hs.l93788; nitric oxide synthase 2A (Indu; lung; 8.m. 
428819; AL1 35623; Hs.1 93914; KIM0575 gene product; pros; CTL-»sjn. 
428a24;W23624:Hs.t73059;ESTs;panc;diag 

428832; AA578229; Hs.324239; ESTs, Moderately similar to ZN; pane, uten diag 
5 428841; Al418430;Hs.104935; ESTs; renal; diag 

428848: N^L000230; Hs.194236: lepUn (murine olwsity tvomolog; sarc; diag 
428852; NM 000346; Hs.2316; SKY (sex delennining region Y); pros, sarc; CTL+sjn. 
428927: AA441837; Hs.90250; Homo sapiens hypothetical prol; fibio; mAlhKliag 
428928; BE403838; Hs.194657; cadhenn 1, type 1, E-cadherin; pros, lireast stom, t)!ad; mAb 
1 0 428949; AA442153; Hs.104744; hypothetica! protein DKFZp434J: sarc; diag 
428957: NM_003881: Hs.194679: WNT1 Inducible signafing pafliw; cerv; diag 
428959; AF100779; Hs.194680; WNT1 inducible signaling pathw; sarc; diag 
428977; AWX)1404; Hs.194698; cydin B2; test; CTL+sm 
428981; BE313077; Hs.93135; ESTs, Weakly similar to ALU^H; sarc; diag 
1 5 429002; AW248439: Hs.2340; juncfion plakoglobin; blad; CUj^m. 

429010; Y18198; Hs.194725: one cut domain, famfly member ; pane; diag 
429038: AU)23513: Hs.194766: seizure related gene 6 (mouse): lung: mAb 
429058: AF138863: Hs.35254; hypottietical protein FLB5421: esoph; diag 
429065; AI753247; Hs.29643; Homo sapens cDNA FU13103 lis; hing; diag 
20 429083; Y09397; Hs^27817: BCL2-reialed protein A1; mela; diag 

429113; D28235; Hs.196384; proslaglandln-endoperoxlde syn; anglo. blad. stom; 8.ro. 
429120; AK0016r3;Hs.196530:lwotheflqa! protein FU10811; test: diag 
429150; AF120103; Hs.197366: smoolhened (Drosophila) homolo; ovar; mAb 
429163; AAB84766; ; gteam20a10.s1 Soares.NFl^T^GBC; pros; diag 
25 429170; NWL001394: Hs.2359: dual speclftaity phosphatase 4; breast, panc,8lJBn, lung, mela; s.m. 
429201; X03178: Hs.198246; group-specific component (vita: pane; diag 
429220; AW207206: H8.356962; ESTs: breast, pros. BPH: diag 
429228; AI553633; Hs^828: ESTs; hing. fibro. headnk, eso|*; diag 
429259; AA4204SO; Hs.380088; PlakopWnn; lung, headnk; diag 
30 429290; AF203032; Hs.19B760; neurofilament, heavy polypepfl; pros; CTL-»sm 
429299; A1620463; H5^47408; hypothetical protein ^AGC13102; pros, ceiv; diag 
429329: AA456140: Hs.99235: Homo saplers pannexin 3 (PANX3; sarc; mAb 

429345; R11141;Hs.199e95; hypothetical protein; Wad; diag , ^ earr- mAh 

429359; W004B2; Hs.2399; matrix melalloprotekiase 14 (m; headnk. breast, cew, ovar. Wad, lung, esoph, meb, sarc; mAb 
35 429413; NM-.014058: HsJ201877; OESCl protein; lung, blad; diag 

429415; Nli^002593: H3.202097; proeoflagen Oendopeptidase en; sarc; diag 
429423; At016712: Hs.380983; integrin, beta 1 (llbronecfin ; angio; mAb 
429432; AI678059; Hs.202676; synaptonemal complex protein 2; beasl. cetv; diag 
429441; AJ224172; Hs.204096; RpophiTm B (uterofltobin fan* breast, pros, ovar; diag 
40 429466; M85835: Hs.12827; ESTs; glk), uter, CTL-»s.m. 

429489; M64S90: Hs.380791; glydne dehydrogenase (decarbo; test; sm 
429486; AF155827; Hs^03963; hypothefical protein FU10339: Wad. lung. headi*M^ diag 
429500; X78565; Hs.2891 14; hexabrachion (tenascin C, cyto; lung, gito. headi*, mete, sarc; diag 
429504; X99133; Hs^238: lipocafin 2 (oncogene 24p3) (N; ovar, hmg, Wad; diag 
45 429505; AW820035; Hs.278679; a disintegrin and metalloprote; colon, leuk; mAb 
429538; BE18ffi92; Hs.139322; small profine^ protein 2A; lung, esoph; diag 
429563; BE61 9413; Hs.2437: eukaryotic translaSon iniliaJ; lung; diag 
429586; T73510; Hs.209153; angkjpofetirvlike 3; hepCi CTL4sm 
429597; NH/L003816; Hs.2442; a disbitegiln and metalloprotB; pane, colon, stom. lung; mAb 
50 429B09; AF002246; Hs.210863; cell adhesion molecule with ho; ovar, mela; diag 

429612; AF062649; Hs.252587; pftuitaiy tumor-transfonrfng 1; lung, blad, headnk; diag 
429655; U48959; Hs^11582: myosin, light polypeptide Wna; pros; sjn. 
429663; M68874; Hs.211587; phospholipase A2, group WA (c; an^, lung; SJn. 
429664; 120433; Hs.21 1588; POU domah, dass 4, transcrip; sarc; CTL*s.m. 
5 5 429736; AF125304; Hs.2126a0: tumor necrosis factor receptor; lung; mAb 

429747; M87507; Hs.2490: caspase 1, apoptosiswelated c; coton, stom. fibro; SJn. 
429764; BE245076; Hs^16958; KIAA0194 protein; pros: mAb 
429759; NM«004917; Hs.218366; kaffikieln 4 (prostase, enamel; pros; sm 
42S784; M89796: Hs^ mernbranMpannlng 4KJomains, s; fibro; mAb 
60 429823: AA459443: Hs.181400: ESTs; sarc; diag 

429859: NM_007050: Hs,225952; protein tyrosine phosphatase, : breast; mAb*fi.m. 
429918; AW873986;Hs.119383; ESTs; pros, gto; diag 
429921; AA526911; Hs.82772: collagen, type », alpha 1; headnk. pane, sarc; Ca 
429983; W92820; Hs,260855; ESTs; blad; diag 
65 429986; AF092047; Hs.227277; skie ocuRs homeobox (Drosophi; lung; CTL^jn. 
430014; H59354; Hs.374303; acGnin, alpha 4; renal; diag 
430016; NM_004736; Hs^656; xenobopic and polytropic retr; ovar. mAb 
430044; AA464510; Hs.15281 2; ESTs; breast, lung, pane, headnk, ovar, stom, esoph; diag 
430056; X97548: Hs.2280$9; KRAB-assodated protein 1; test; CTl^sjn. 
70 430129; BE301708: Hs.233955: hypolhetfcai protein FU20401: anglo: diag 

430130; AL13731 1; Hs234074; Homo sapiens mRNA; cDNA DKFZp7; pros; mAb 
430144; AI73Z722; Hs.98927; ERGL proteirr, ERQC^me pr, pros; diag 
430152; AB001325; Ks234642; aqu^odn 3; Wad, fibro; mAb 
430154; AW583058; Hs^726; serine (or cysteine) proleinas; pros; diag 
75 430157; BE348706; Hs.278543; ESTs; Wad; diag 

430168; AW968343; Hs,145582: DKFZP434I1735 protein; liad; dag 
430223; NM_00251 4; Hs^5935; nephroblastoma overexpressed g; mela; diag 
430226; BE245562; H3.2551: adrervergic, bela-2-, receptor,; pros; mAb 
430228; AW950939; Hs.6382: ESTs. Highly similar to T00391: gllo; (Sag 
80 430252; AI638774; Hs.105328; testes devdopmentfalated NYD; test; CTL-^sjn. 
430253; AKD01514; Hs.236844; hypotheficd proteto FU10652; test; Cn.-»sm 
430255; AKD00703; Hs.323822: Homo sapiens mRNA for K1AA1551; test; CTL*s.m. 
430259; 6E550ia2: Hs.375142; RalGERike protein 3, mouse h; ovar; CTL^m 
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430260; AA351258;Hs.237BS8; bitateuldn 7 receptor, mela. hmg. pane, stom, 

430287: AW182459: Hs.125759; ESTs, WesMy sfanOar to l£U5.H: test: dlag 

430294: Ai538226t Hs.32976; guarine RudeoSdB l)iRd&^ 

430337; M3S707: HS.239800E calnttduliivlite 3; hing: diao 

430354; AA9S4810: Hs.239784; human homotog of DrosophOa Sc; ovan diag 

430378; Z29572; Ks^: timv}r necTDsIs factor receptor; lung,Q}ro^ 

430393; BE185030: Hs.241305: estrogen-responsive B box proi; lung; dlag 

430398; 04974^ Ks.241383! hyaluronai-bindlRg pcDtein Z pane; diag 

430407; H23551; Hs.30974; ESTs; pane; dag 

430439; A1133S61 ; Hs^ISS; DKFZP434B061 pratdn; hing, test; diag 

430451; AA835472; Hs^7939; calhepsin B; ovar. lung, headnid panc^ atom; diag 

430454; AW463011; Hs.105635: ESTs; lung; diag 

430476; AM47465; HS.2S63: tachykinin, precursor 1 (subst; san:; dbg 

430487; D87742; Hs.241552; KIAA0268 protein; pros; diag 

430491; AL109791; Hs^41559; Homo sapiens mRNAfUD length ; ovar; dlag 

430498; X02910; Ks^41570; tumor necrosis fiactDr(TNF sup; letik; diag 

430508; A1015435: Hs.104637; ESTs; lung; mAlHS.m. 

430521; NM»016383: Hs.242183; HOM-TES^ tumor anfigen; test CTL^m 

430540; AW245422; Hs.1063S7: Homo sapiens cDNA: FU221 05 fi; mela; mAb 

430563; AA481269; H$.348628: ATP-binding cassette, sub-fami; lung; diag 

430594; AK000790; Hs.246&B5: hypothetfeal protein FU20783; mala; dlag 

430634; AI860651; HsJ6685; caicyptK)s{ne; ovar. dlag 

430637; BE160081; Hs.256290: 8100 caldunvbkidii^ protein A; mela; diag 

430647; AC003682: Hs.1 27988; ESTs. simliar to Z21 1_H; test; diag 

430676; AF0B4866; Hs.372585; gbiHomo sapiens envelope prota; test; dlag 

430677; Z26317; Hs.359784; desmoglein 2; lung, colon; mAb 

430676; Ai458174; Hs.192855; ESTs; lung; diag 

430686; NML001942; Hs.2633; desmoglein 1; lung, headnk. mela; mAb 

430691; 014167; Hs.1S720a; aristaless-related homeobox pr. EWS. ovar. pane; diag 

430704:AW813091:H5.335799: ESTs; stom; diag 

430770: AA765694; Ns.123296; ESTs: mela; diag 

430832; AI073913; HS.10Q686; ESTs. Weakly simaar to JB)350; breast colon, ovar. tiler, king. stom. fibre; diag 

430838; N46664; Hs.169395; hypoUieScal protein FU1201S; mela; CTL-»fi.m. 

430890; X54232: Hs.2699; glypican 1; grto. tung. cerv. blad. esoph; mAb 

430985; AA490232; Hs^23; ESTs. Weakly similar to 178885; tung: mAb 

431009; BE14g762; H3.489S6; gap Junctton piotetn, bela6 C lung. Uad. headnk. esoph; mAb 

431053: S40369; H$249141; Gutamate receptor subunit gSo; mAb 

431070; AW408164; Hs.249164; transcription factor 19 (SCI); blad; diag 

431089; BE041395; Hs.374629; ESTs. Weakly similar to unioMw; blad, lung, pros, angto, fibre; diag 

431099; Y13367; Hs^49235; phosphdnosltide^ase. cia( pros; GTL'*8Jii 

431103; M57399; Hs.44; pletotroptiin (heparin binding ; aaro. mela; dlag 

431124; AF284221; Hs.59506; doublesex and mab^ related Ir, tung; CTL^jn. 

431151; BE207083; Hs.366053; gb:ba10d10.y1 N1H_MGCJ Homos; pros; mAb 

431164; AA4g3650: Hs.94367: thyroid banscriptkm factor 1; fibro; CrL46.m. 

431163; NiVL006855; Hs^50696; KOa (Lys-Asp-Glu^au) endopla; mela. pros, pane, ooton. stom; mAb 

431211; M8684g; Hs.323733; gap Junelton protein, beta 2. ; cokin. Uad. lung, pane; headnk. esoph; mAb 

431217: NML013427: Hs.250830; Rho GTPase activafing protein ; pros; CTL-»6.m. 

431221; AA449015; Hs.286145; SRB7 (suppressor of RNApolyme; tung; CTl^sjn. 

431222; X56777; Hs J73790; zona pellucida glycoprotein 3A; pros; dlag 

431250; BE264649; Ks.251377: taxol resistance associated ge; esoph; diag 

431322; AW970622; Ks.376626; gb:EST382704 MAGE resequences.; blad. ovar, uter; diag 

431347; Ai133461; Hs.251664; insuSnte ^owth fector 2 C blad; mAb«diag 

431354; BE046956; Hs.251673; OKA (cytosIne^)-methyttrans1; test CTLiajn. 

431360; Nh^0004Z7: Hs.251660; toricrin; mda, saic; dlag 

431362; AI874223; Hs.293560; ESTs; anglo; diag 

431369; BEie4455; H3.251754; secretory letiko^ protease i; ovar. blad; diag 

431384; BE158000: Hs.334372: gb:MR2-HT0377-1 50200-202-003 H; hmg; dlag 

431385; 6E178538; Hs.11(S0; membran&^pannlng 4-domains, s; pane; dlag 

431441; U8ig61; KS.Z794; sodium channel, nonvottage-gat ovar, pros, blad; mAb 

431448; AL137517; Hs^06201; hypothetical protein DKFZpS640; blad; mAb 

431457; NVL012211; Hs.256297; Integifn. alpha 11; headnk; mAb 

431474; AL133990;H5.190642:CEGP1 protein; breast pros. Uad; dlag 

431494; AA9913S5i Ks^8312: hypothetical protein DKFZp434A; king: diag 

431512; 6E270734; Hs.2795; lactate dehydrogenase A; pane; sjn. 

431548; AI834273; Hs.971 1; novel protein; tong. angle, pros; diag 

431553; X78075; Hs^9; cartilage Gnking protein 1; saro; diag 

431579; AW97108% H&222866; EST8.Weal4y similar to TRHY.H: pros; dlag 

431616; AA506552; HS.222B74: ESTs. Weakly similar to 138022; pros, pane, ooton ; mAb 

431674; AA098901; K3^1642: &pnM coupted receptor; ovan niAlHSm 

431723; AW058350; Hs.276966; Homo sapiens mRNA; cONA DKFZpS; fibre; diag 

431728; KM.007351; Hs.268107; muISmerin; angb; dlag 

431608; M30703; Hs270833; ampMregidbi (aehwannoma^erhr: breast headnk, pane, cotan; dlag 
431836; AF17B53% Hs^1411: beta^ APP^Ieavhg enzyme ; mela; mAb 
431870; AW449902; Hs.105500; ESTs; renal; diag 

431890; X17033; Hs^7ig88; integrii. alpha 2 (CD49B, a!ph; Uad. headnk. lung, pane, cbn, stom; mAb 

431938; AA938471; Hs.S4431; speciSe granule protein {;28 k; pane; diag 

431939; AW006061; Hs.231994; ESTs; rend, colon; dlag 

431941; AK000106; H8.272227; Homo safilens cONA FU2Q099 fls; cenr. gObc diag 

431989; AW972870; H3.291069; ESTs; ovan diag 

431992; KM.002742; Hs^91; protein kinase C nui; pros, giio; sm 

432004; 6E018302; Hs.2894: placental growth factor, vascu; renal; diag 

43201 5: AL1 57504; Hil 591 1 5; Homo saptons mRNA; cONA OKI^ Uad; dtog 

432023; AW2731 28; Hs.30(l26B; EST; kmg; diag 
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432097: X51730; Hs590S; progesterone lecepton bted; raAb^m 
432117; AU)36195; Hs2909; prolamine 1; lest; CTL«jti. 
432128:AA127221;Hs.66; ESTs; angio; diag 

432141' BE410964; Hs,272736: nuclear receptor tjlnding prote; test; mA!HS.m. 
5 4321B9'AA527941; ;gb:nti30c04^1 Na_CGAP_Pr3 Horn; pros; tfag 

432199; A1693815; Hs.127179; ciypSc gene; pane: u^»^.Ai^ 
432210; A1567421; H8.273330; Homo saiaens. done IMAG&3544; ovar. hing. Had. diag 

432222; AI204995; ; glKan0acO3Jc1 Stratagene schb; angto, blad, libio: diag 

432231 ; AA339977; H3.274127; aST 1 1240 prot^ fibro; diag 
1 0 432239; XB1334; Hs.2g36; matrix metalloproteinase 13 (c; Wad. lung, heactak, esoph. sarc; sm 

432240; AI694767: Hs.129179; Homo sapiens cONA FLJ13581 fis; pros; diag 

432305; M62402;Hs.274313:iiisuWte growth factor bin; ra^^ 

432374- W68815; HS.301B85: Homo sapiens cONA FU1 1346 fis; eerv, lung, fibro. pcOK dlag 

432407; AA221036; ; gb2T03n2.r1 Stratagene mZ n; lung, tesl^ton; diag 
1 5 432415; 116971;; ESTs. Weakly amflar to A43932; ovar. pros; diag 

432432; AA541323;Hs.115831: ESTs; uler. pros; diag 

432435; BE218886; Hs.282070; ESTs; pros, utar, colon, atom, fflw^ ^ 

432441; AW292425; Hs.163484; Intron of Iiepatocyte nuclear f, Mad. iijro. proa; diag 

432473; AI202703; H3.152414; ESTs; pros; diag 
20 432481; AW451645: Hs.151504; intron of colagen. type XI. a; sarKttag 

432512: N^/L003284;Hs.30l7;t^al^sition protein 1 (during h; test; Ca*sj^^ 

4325lSAiM1311:Hs.l30704: ESTs. Weddy similar to BCHUIA;libro.(W^^ 

432527; AW975028; Hs.102754: ESTs; pros, uler, ovar, cerv ; diag 

432542; AW0B3920; Hs.16098; claudin 2; colon, pane; diag 
25 432583- AW023624; Hs,162282; potassium channel TASM; pota; lung; mAb 

432615; AA557191; Hs.55028; ESTs. Weaidy similar to 154374; pros; diag 
432621; AI298501; Hs.21192: ESTs, WeaJdy similar to T46428: pros; mAb 
432629; AW860548;Hs.280658: ESTs; ovar; diag 

432653- N62096- Hs.293185; ESTs, WedWy similar to J C7328; pros, lung ; mAt^^m 
30 432666; AW204069; Hs.35l118: ESTs. Weakly simnar to unname; test; diag 

432706- N»JL013230; Hs.286124; CD24 antigen (small cell king ; colon, ovar. pros; mAb^^TL 
432n0; AI066520; Hs,131358; ESTs: test; diag 

432731; R31 178; Hs.287820; fibronectin 1; pane, fibre; O'afl ^ ^ , _ 
432768; AA521091; Hs.178499; Homo sapiens cONA: FU23117 (i; lung, ovar; CTL-»s4r. 
35 432800; BE391046;Hs.278962;AlM-1 protein; mela. pros; mAb 

43284^ AW674093; Hs.334822; hypoflwiical proteh MGC4485: Wad, lung, haadnk; CTL^sm 
432850: X87723; Hs.3110; angiotensin receptor 2 (AT2); teio; mAb 
432855; AF017988; Hs.279565; secreted ftizzled-related prol; pane; (Bag 
432867; AW016936; Hs.233364; ESTs; stom. colon; diag 
40 432878; BE386490:Hs.279683:Firin; mela; CTL^fljn. 

432887; AI925047; Hs.162859: AK056805: Homo sapiens cDNA FL; pros; diag 
432938; T27013; Hs.3132; steroidogenic acute reguiaionr. ovar; dlag 
432956; AA650114;Hs.325198; ESTs; pros; diag 
433012; Nfi/L004045: Hs.279910; ATX1 (antioxidant protrin 1. y; roda; diag 
45 433013; AI697890: Hs.127337; axln 2 (condudin, aidi); colon; CTL^ m 

433043; W57554; Hs.1 25019; lymphoid nuclear protein (LAF-; pros, breast; diag 
433068: NW_006456: Hs.288215; slalyltransferaseibfBasl W "^'j.s^ 
433078; AW015188; Hs.121575; Homo sajfens CDNA RJ12231 lis; blad; dteg 
433091- Y12642; Hs^185; lymphocyte anfigen 6 complex, ; blad, lung, headnli, cerv; mAb 
50 433147; AF091434; Hs,43080; platelet dertved growth factor, ovar, pane, Jbw dlag 
433159; AB035898; Hs.150587; ldnesirv4ike protein 2; ovar. uter. colon. Uad; diag 
433170:AB037816; H5.8982: KIAA1395; angle; cBag 
433183; AF231338; Hs.222024: transcitpdon f^ BMA15; tag; dlag 
433228; F28212; Hs.14953: KIAA1491 protein; test; CTL*SJa 
5 5 433258; AI806626; Hs.207300; ESTs. WeaWy similar to ALUBJt hjng; (Sag 
433285; AW975944;Hs.237396; ESTs: breast, pros; diag 

433293; AF007835; Hs-3241 7; hypothetical protein MGG2742: ttKOi pres. «om. pane; CTb»«Jn. 
433323; AA805132;Hs.159142; ESTs; pros; dlag 

433334; AI9Z7208; Hs.231958: matrix metalloproteinase 28; pane; wrv ^u^At^ 
60 433336; AF017986; Hs^1386; secreted Inzzled^elated prot; ovar, fibre, headi*. lung. parw. Wad; fliag 
433354; AI075407; Hs.296083: ESTs, Moderately similar to 15; mela; diag 
433355; AF026944; Hs.293797; ESTs; blad; «ag 
433376; A1249361; Hs74122: easpase 4, apoptosis^elatod c; angio; 8.m. 
433388; AI432672; Hs.288539: hypofiwficd protein FLI22191: om; CTL4Sjn. 
65 433404: T32982:Hs.352570;HocTO sapiens CDNAFU32054 fis; pros; (Dag 

433437- U20536; Hs^O; easpase 6. apoptosis-reiated c; fibre, breast, ceiv, lurvg. blad, pane, gKo, colon; sjn. 
433444; AW975324: Hs.129816: ESTs; pros; diag 
433466; AA508353; Hs.105314; relaxin 1 (HI); pros; diag 
433485; A1493076; Hs.306098; atd&teto reductase taniy 1, ; hng; sjn. 
70 433495; AW3737B4: Hs,71; aIpha-2-glyooproWn 1, zhc; beast, pros; dlag 
433576; BE080715: Hs.161091; ESTs; mela; diag 
433662; W07162: Hs,150826; I^AB25 RAa25. member RAS oncogat cotai; dteg 
433671; AW138797: Hs.132906; 19A24 protein; fibre; mAb 

433701; AW445023; Hs.15155; ESTs; test; cfiag 
75 433724; AI8Zr749;Hs.144924:serine;ihreon!ne protein Hnas; test; CTi-^JTL 

433764; AW753676: Hs.39982: line finger protein WNZF (NMj pros, owar, diag 

433800; AI034381; HS.1351S0: lung type^ call metnbranMSSo: tf^ 

433914; AF108138; Hs.1 12160; Homo sapiens DNA heDcase homo; ta^ sm 

43401 1; AW953437; Hs.5486; done FIS5214: pros; dlag 
80 434105: AW952124;Hs.13094;prBseniIin3assodatBdchonta tag; drag 

434217; AW014795; Hsi3349; ESTs; angio; diag 

434262; AF121858: Hs.1 2169; sorting nexin 8; mela; Ca-»siiL 

434274; AA628539: Ks.57783: ESTs. I^toderatety similar to AL test tfag 
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434334: AA912476: H& 11 6750; Homo sapiens cONA FU13221 fis; test; 

434340; AIig3043: Ks.353146: ESTs. WeaMy slmnar lo T1 7226; ting: dl^ 

434360; AW015415; Hs.127780; ESTs; tung; di^ 

43437(KAF130988;Hs.58346;edodyspisin1,8nhkiroQcre;oo^ 
D 434377; AW13714e; H3.306693; intron of periosfin (OSF-2os); headnk; ^ 

434398; AA121098; H3.3838; serunMndudbte tclnase (SNK); ai^ farest; CTL'^&ia 

43441 1; AA632B49: Hs.201372; ESTs; stom. leuk; (Dag 

434414; Ar738376; ;gb:tr34bG7j(1 Na.CGAP_Ov23Ha:lung.teslodon;diag 

434423; NII/L006769; Ks.3844; UM domain only 4; pane; diag 
I U 434449; AW953484; Hs.3849: hypotheOca) protein FU22041 ; saic; di^ 

434487; AF143867; Hs.337588; ESTs, Moderately simflar to 36; Bad; mAlH&m. 

434596; T59538; ; gb^beSglZsl Stiatagene ovary; angio; sm 

434608; AA805443; Hs.179909: hypotheOcat protein FU22995; test CTL^&in. 
^ 434609; R76593; ; gb7l60c11.r1 Soares placenta; pros; diag 
1 D 434636: AA083764: Hs.349208; hypolheScat prot^ MGC317e; angio; dlag 

434649; AA738254; H5.165390: ESTs. Highly similar b A40350; test; diag 

434665; AA6421 25; Hs.74502: gtKiu60o01 j1 NCLCGAP.Lym3 Ho; pane; di^ 

434666^ AF151103; Hs.112259: T oel] receptor gamma locus; pros; inAt>4s.(n. 

434699; AA643687; HS.14M25; Homo sapiens CDMA FU119B0 lis; pane; diag 
ZU 434826; AF155661;Hs.22265; pyruvate dehydrogenase phospha:mela;sm 

434846; AW295389; Hs.119768; ESTs; angte; diSQ 

434876; AF160477; Hs.61460; Ig superfamSy receptor UllR; king, blad; mAb 

434927; H46612; HS.29381S; Homo sapiens HSPC285 mRNA. par; angio; dlag 
^ - 434973; AW449285;Hs.313636; EST; pros; dag 
25 435045; BE2971S5; Hs.143696: ESTs; test; diag 

435047; AA454985; Hs.S4973; cadherMlce protein VR20; pros; mAb 

435066; 6E2B1750; Hs.4747; dyskeratosis congenita 1, dysk; colon; Cni«^ 

435080; AI831760: Hs.1551 1 1 ; hypotheScal protein FU14428: rend; mAb 

435094; AI560129; Hs.289008; EST; ovar. cerv; diag 
3U 435099: AC0O477O; Hs.4756; flap structure^pecHic endonu; blad. lest, mela; CTL^m 

435140; AAG68123; Hs.134170: ESTs; Gbto; dlag 

435159; AA668879; Hs.116649; ESTs; lung; diag 

435206; AI432384; Hs.160594; ESTs; test; diag 
. _ 435243; AW292886; Hs.346932; hypothelical protein dJ434014.: cerv. headnlc diag 
35 435292; N20514: Hs.172965; ESTs; meia; dlag 

435299; AI74545B;Hs.343026: ESTs, Weakly similar to T20S93; fibre; dlag 

435479; AF197137; Hs.155101; ATP synthase, H transporting. ; pros; 8.m. 

435496; AW840171; Hs^5398; PAR6 beta; breast, pane, ovar; diag 

435553; AF210317; Hs.95497; solute carrier family 2 (Jacil; blad; mAb^am. 
4U 435575; AF213457; Hs.44234; triggerir^ receptor expressed ; fibro; mAb«&fn. 

435602; AF217515: Hs.283532; uncharactarized bone marrow pn lesi; diag 

43561 5; Y15065: Ks.4975; potassium voitago^aled ehanne; gSo; mAb 

435652; N32388; Hs.334370; uncharacterized hypothalamus p; pane; diag 
. - 435793; AB037734; Hs.4993: KIAA1 313 prol^; ovar. lung, uter; diag 
45 435849: 8E305242; Hs.16098; daudtn 2; colon, paic; diSQ 

435876; AW612S86; Hs.160271: G proteb^XHipied receptor 48; pros; mAb 

435897; AF269223; Hs.12832% l<omp!ex 11 (a murine tcp horn; test; diag 

435904; AF261655; Hs.8910; 1,2-alpha<nannoskJ8se IC; blad; sjn. 

435918; AF263538; Hs.86232; growth differentiatton factor ; test; (Sag 
DU 43S974: 029690: Hs.37744; Homo sapiens beta-l adrenergic: pros. EWS: mAb«&m. 

436032; AA150797; Hs.109276; latexln protein; pane, angto; diag 

436063; AK00OQ28; Hs.356100; rfbosomal protein S24; pros; dlag 

436120; AI248193; Hs.1ig860; ESTs; libro; diag 
. . 436199; R38946; H3.1279S1; hypothetk^al proteiit FU14503; renal; diag 
55 436246; AW450963: H5.119991; ESTs; blad; diag 

436251; BE515065; Hs.296585; nudeotar protein (KKE/D lepea; colon, test. Had; GTL^sjn. 

436278; BE396290; Hs.5097; synaptogyrin 2; pros; mAb 

436291; BE568452: Hs.344037; protdn regulator of cytokines: hing. Mad. headrik; dliQ 

436293: AI60118B; Hs.306201; ESTs; Wad; dlag 
OU 43630% A1355841; H8J9330: hypotheScal protein FU23588; lung; diag 

436315; BE390513; H127935; hypo&ieScai protein MGC4837: meta; diag 

436396; Ai683487; Hs.1 5221 3; wingtass^pe MMFV integrafion; lung, headnk, pros, pane; dim 

436420; AA443966: Hs^l595; ESTs; angio; mAb 
^ _ 436476; AA326108: H5^829: bHLH protein 0EC2: pane; di^ 
05 436511; AA721252; Hs.291502; ESTs; hing; di^ 

436553; AW407157; Ks.181 125; ImmunogtobuTin lambda tocus; bug; diag 

436569; BE439539; Ks^1961; glutathione S-transferase M2 C Uad; sm 

436614; AW1 04388; Hs.149091; ESTs; mete; CTL^ja 

435700; AI693690; H8,301406; hypothetteal protein PP3501; meia; mAb 
/U 436729; BE621807; Hs.35131 6; transmembrane 4 superfamfly me; pane, ooton, stonx ovar. lung, btod; mAb 

436772: AWg75688; Hs.348918; metalothlonein IE (funcfional: angto; diag 

436775; AA73111 1; Hs.37222S; ESTs: uter. ovar; dl^ 

436839; AA767346; Ks.372277; ESTs; king; diag 
_ - 436856; AI469355; Hs.127310: ESTs; mela; diag 
75 436954; AA740151; Hs.130425; ESTs; Gbro, uter, ovar, dlag 

436972; AA284679: Hs.25640; daudln 3; ovar. lung, pros; mAb 

437052; AA861697; Hs.120591; ESTs; pros; diag 

437099; K77793; Hs.488 59; ESTs, Highly similar to S14458; test; diag 

437100; AI761073;H3.14535: Homo saideflscONA:RJ22314 8; pane, renal; diag 
oO 4371 19; AI379921; H3.177043; XP_171387 similar to rtujtekin; fibro; dlag 

437145; AF007216; Ks.5462; sohte car r ie r fam ily 4. sodlu; pane, pros, stom; mAb 

437156; A1916600: Hs.121194: Homo sapiens cONA: FU21569 fi; stam, lenal. cdkxK dtog 

437161; A1306615; Hs.125343; ESTs. Weakly sinlv to KIAA07; Ited; mMH&m. 
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437204; AL110216; Hs355961; ESTs. WeaMy slrrilar to 155214: hing: CTL^. 
437212; AI766021: Hs.210775; ESTs; renal, uter, war, (flag 
437224; AL1 17628; Hs.97808; ESTs; test diag 
437259; AI37775S: Hs.120695; ESTs; Jung; diag 
437267; AW5114W; Hs.258110; ESTs; BPH: dag 
437269; AA334384;Hs.149420; ESTs; anglo; diag . , 
437330; AL353344; Hs^OHS; Homo sapiens mRNA; cDNA DKFZp?; saic; diag 
437381; NM 003684; Hs.5591: MAP kinase-lntefacOng serine^ gfio; CTL^sm 
437390; A1125859; Hs.112607; ESTs; lung; diag 
437412; BE089288: Hs.34744; Homo sapiens mRNA; cDNA DKFZpS; lung; diag 
437435; AA249439; Hs.27027; hypolhetical protein DKFZp762H; !ung: diag 
437437: AA226869: Hs.351623; Itypothetical pfolein DKFZp762L; lest CTL-^ 
437478; AL390172: Hs.317432; branched cha'n amlnolransferas; angto; sm 
437553: AI829935; Hs.1 30497; ESTs, We*ly slrnHar to MAT8J1; blad; mAb 
437571; AA760894; Hs.125350; ESTs; pros; diag 
437623; D6388Q; Hs.5719; cliromosome condensafion4B!ate: test diag 
437740; AA810265; Hs.l22915: ESTs; mela; diag 
437802; AI475995;H5.122910: ESTs; pane; diag ^^.^ ^ , ^. 
437862; AW978107: Hs.5884: Homo sapiens mRNA; cDNA OKFZpS; mela; CTL-»sja 
\ 437908: AI082424;Hs.351043: ESTs; test diag „ ^ u»j ^ ^ - 

437915- AI637993; Hs.202312: Homo sapiens clone Nil MTera2D; lung, headnk. ovar. blad. uter. diag 
437931; AI249468; Hs.124434: ESTs; Nad; diag 

437935* AW93g591; Hs.5940; mucin 13. epithelial transmemb; colon, stom, uter. pane; mAb^m 
437938! A1950087: Hs,369628: gbnw?05c02jc1 Na_CGAP.Wd12 H; renal, orar, uter. ceiv. blad; diag 
i 437939; AW298500; Hs.64313; ESTs, Weakly similar to SS9501; angto; mWHSJti. 
437960;AI669586;Hs.369312;ESTs;uter.ovar;dlag , . , 

438167; R28363; Hs.24286; chemoklne binding protein 2 (C: ovar. breast uter, niAb 
438199; AW016531: Hs.122147; hypothetical protein FLJ13189 ; breast diag 
438209; AL120659; Hs.61 11; aryl-hydrocarhon leceptornucl; mela; mAb+s-m. 
) 438233; W52448; Hs,56147; ESTs; pros, cerv ; diag 
438274; AI918906; Hs.55080: ESTs; headnlq diag 
43840% AA806607; Hs.292205; ESTs; lung; mAb 
438438; AA2S7992; Hs.50651: Janus kinase 1 (a protein lyro; EWS; s.m. 
438450; AI050866; Hs.65853; nodal, mouse, homolog; test diag 
5 438456; AA913381;Hs.279763; ESTs; lest diag 

438552; AJ245820; Hs.6314; type I Iransmembrane receptor ; pros, ovar, diag 
438670! AI275803; Hs.1 23428. ESTs; fibro; CTU^m 
438702; AI879064; Hs.7164; ESTs; lung; diag 
438707; lJ08239;Hs.5326; amino acid system Ntransporto; ovar, mAb 
40 438746; AI88581 5; Hs,1 84727; Human melanoma^ssodated anti; pane, Wad, mala, oran mAbKJTL 
438817: AI023799; Hs.163242; ESTs; ovar, uter. Wad. renal; diag 
4388S9; A155962ft Hs.93522: Homo saptens mRNA for KIAA1 647; renal; diag 
438866; U44385; Hs.6441; 6ssue iitfiibltor of metaOopro; mela; diag 
438873: AI302471: Hs.124292; Homo sapiens cDNA: FU23123 fi; fibro; diag 
45 438898; A1819863;Hs,106243: ESTs; kjng: diag . . . , 

438915; AA280174: Hs.355711; WilBams^euren syndroms chrom; king, test mela; diag 
438929; AW19S515:Hs.253177: ESTs; rendt diag 
438956; W008I7; HS.13S056; Human ONA sequence from done ; hing; diag 
438966; AW979074; ; gb:EST391 184 MAGE resequences,; renat diag 
50 438983; AF085884;Hs.20029;proacrosln binding protein sp3; lest CTL-»€,m. 
438993; AA828995; ;gb:od77b08.sl NajX3AP_Ov2 Horn; ovar; mAb*«jn. 
439053; BE244S88: HS.645G; chaperonto containing TCP1 . su; test diag 
439092; AAa30149: ; gbMJc44f0a* 1 Na_CGAP^GC81 Ho; pros; diag 

439176:Al446444:Hs.l90394:ESTs.WeaWysknllartoB28096;pros;dlag ^ mrf,mAh 

55 439180; A1393742: Hs.199067; v<rb-b2 avian erythroblastk: ; breast ovar, uter, pns. Wad, pan^ coton, Biro, maa: nw) 

439221; AA737106; H8.32250; ESTs, Moderately similar to 17; EWS; sm 

438237; AW408158; Hs.3ia893; ESTs, Weakly simBar to M7582; mela. fibro: diag 

439239: AI031540;H5.235331; ESTs: blad; diag . 

439285; AL133916; Hs.47860: hypothetical protein FU20093; lung, breast diag 
60 439310; AF086120;Hs.l02793; ESTs; mela; diag . ^ ^ ^ v. «»b.n,Ah«m 

439318; AW837046: Hs.6S27; G proteitHaupled receptor 56; colon, breast ovar. uter. cerv. pros, lung, headnk, Nad, mela, mAlHsm 

439335; AA742697; Hs.62492; NMJ052863:Homo saptens secrato; fibro, uter. diag 

439366; AF100143; Hs,6540; fibroblasl growtti factor 1 3; pros; CTL-»«ja 

439382; BE247684; Hs.103070: ESTs: anglo; diag 
65 439394; AA149250; Hs.56105: ESTs; king; diag 

439410; AA63a012: H8.188746; ESTs; angto; diag 

439453; BEa64974; Hs.6566; BvroW hormone receptor Inler, tang, csoph, ovai; mAb«jn. 
439496; BE616501; Hs.32343j Homo sapfens. Stoiiar to RIKEN; mela, esoph; diag 
439659; AW970780; Hs.5&483; leudnoflch fepeat^wnbining; ovar. stom, mela, colon; mAb 
70 439668; AI091277: Hs.302634; Inzzled (Drosophila) homotog ; ovar, uter, mAb 

439670; AF088076; Hs.59507; ESTs, WeaMy simflar to AC0048: lung, headnk, cerr, diag 
439702; AW08552S;H8.S5964; ESTs; mda; diag 

439706; AW872527; Hs.59761: ESTs, WbaWy similar to DAP1_H; ovar, tong. headnk; diag 
439735; A1635386: Hs.142846: hypothefical protein; pros; diag 
75 439737; AI751438; Hs.41271: Homo sapiens mRNA M length ; pane; diag 

439750; AL3590S3; Hs57664; Homo sapiens mRNA fjt length ; pane, Sao, breast diag 
439755;AW7«482;Hs.77873:B7homotag3:sare;mAb 

439759; AL3S90S5: Hs.67709: Homo sapiens mRNA fiitength ; coton, stom. pane, leuk,lung; diag 
439778; AL109729: Hs.99364: putative Iransmembrane proton; pros; mAb*sm 
80 439780; AL109688;:gb:Homo saptens mRNA fuflleng: blad. esoph: diag 

439620; AU60204: Ks.283853; Honw saptens mRNA fdl lengm ; ovar, uter, carv, breast pros ; dto^ 
439864; AI720078: HS.2919g7: ESTs. WeaUy ^liar to A47582; test diag 
439667; AA84751Q: Hs.161292; ESTs; pane; diag 

117 



wo 03/042661 



PCTAJS02/36810 



439920: K05430t HS.2B8433: neuro«mii5 pane; rn^ 

439926: AW014875t Hs. 137007; ESTs; Had. csoph. lung, cenc (Sag 

439983; AW247529J Hs.6793: pJatdeVflcflvaflng (actor aca; breast, lung, Wa* sm 
- 440042; AI073337: Hs.133a98: ESTs; ovar; CTL^ 
0 440086; N«^00S40%Hs.G90G;v^8imianleukemiaviidon;aigio;(^^ 

440099; AUnOOSB: Hs.690% DKFZP564G202 pRridn; pane; 

4401 19; AA86S455: HS.12S331: ESTs. Moderately siMtar to un; test; diag 

440138: AB033023; Hs.318127; hypolheBcal protein FU10201; lung; CRifim 

440151;AA868167;;gb:ak38e07^1 Soares.testis.NH; sare; dtai 
1 U 440207; AI371978; Hs.128326: ESTs; test dlag 

440209; H05049; Hs.247837; neurexln 3; fibro; dlao 

440210: AW674562; Hs.122128; ESTs; gflo; (fi^ 

440225: BE2g5762; H&159; tumor necrosis (actor receptoi; ^ mAb 

440238:AW451970:Hs.155644:pairedboxgen82;oyar;dIag 
1 D 440260; AI972887i Hs.7130: oopbw IV; pros; diag 

440273; A1805392; Hs.3a335; Homo sajto cDNA: nJ23523 li; hmg. (Oho; dl^) 

440274; R24595; H5,7122: scrapie responsive protein 1; sac; (fisg 

440311; AI733079;Hs.125407; ESTs, Moderately sIraQar to AUrenat diag 

440325; NVL003812; Hs.7164: a dlslntegrin and metaHoprote; hmg; mAb 
ZU 440333; AI378424; HsJ88761; hypolheScal protein aJ21749; pros; CTL-»sjn. 

440449; AA88S430; Hs^1925; Homo sapiens cDNA RJ 13446 lis; breast; diag 

440452; Ai925136; Hs.55150; ESTs. WeaWy slmfla- to CAYP.H: fQuo! diag 

440457; BE387593; H$.21321: Homo sa;^ done F139213 PRO; mela; diag 

440484; BE328156; H8.150356: ESTs; pane; diag 

440529; AW207640: Hs.16478: Homo sapiens cONA: FU21718 fj; pros; diag 

440659; AF134160; Hs.7327; daudln 1; hing; mAb 

440704; M69241; Hs.162; InsuTm-Ste growth lactor bin; lung, gllo^ ovan diag 

440773; AA352702; Hs.37747; Homo Similar to RIKEN; test; diag 

440801; AA906386;Hs.370038; ESTs: pros; diag 
iU 440819; A1809444; Hs.202108; ESTs; pros; diag 

440901; AA909358; Hs.128612; ESTs; ovar, pros; diag 

440943; AW082298: Hs.146161; hypotheScal protein MGC2408; hng; diag 

440983; M20661; HS.7S94; sohite carrier family 2 (facO; test; mAb 
^ - 441020; W79283; Hs^9S2; ESTs; lung, pane; diag 

3D 441031; All 10684; H$.7645; fibrinogen. B bete polypeptide; lui^, pane, cdton; ca^sjiL 

441085; AW136551; Ks.181245; Homo sapiens cONA aj12S32(is; pane, ovar. sloia uter, limg; dl» 

441 1 34; W29092; Hs.346950; cellular relinolc add4)inding; saro; di^ 

441247; AW1 18681; Hs.128051 : Homo sapiens thymic siromd ly: pros; (fla 
. ^ 441321; H17182; H5.7771; 6^ assodated protein; test; diag 
4U 441345; AW068579; Hs.7780; Homo sapiens mRNA; cDNA DKFZpS; pro6;'diao 

441350; AB020690; Hs.7782; paraneoplasfc antigen MA2; pane; mAb+CTl 

441377; BE218239; Hs.202656; ESTs; uter. endo. lung; diag 

441384; AA447849; Hs.288560; reOnolc add Induced 3; ovan mAlHSm 

441392; AW4S1831: Hs.222119; ESTs, Wealdy similar to S30433; renal; di% 
45 441457; AW996651; Hs,43838: ESTs; anglo; diag 

441495; AW294603; Hs.127039: ESTs; biad; diag 

441525; AW241867; Hs.127728; ESTs; lung; di^ 

441553; AA281219; Hs.121296; ESTs; hmg, test, ovar; CTL^.m. 
... 441633; AW958544; Hs.1 12242; nomtal mucosa o( esophagus spe; blad, hmg, cerv. headnk. colon, oanc; dlaa 
50 441790; AW294909;Hs.132208; ESTs; lung; diag -f" . «a 

441801; AW242799; H9.88366: ESTs; biad; diag 

441835; AB036432; Hs.1B4; advanced glyoosylation end pro; fibre; mAb 

441859: AW194364; Hs.380444; biteileukln^ Induced gene-l n ovar. mst% fibro; mAb 

- - 441878; AI801869: Hs.127982; ESTs; test; di^ 

55 442006; AW975183; Hs.372210; ESTs. VVtoMyslndlar to S72482: fibre. 8ni^CTL<«s.ia 

442082; R41623; Hs.7413; calsyntenin-2; breast, pros, ovar; diag 

442104; 120971; H5.I88; phosphodiesterase 4B. cAMP^ aiglo; CTL^ 

442108; AW452649; H3.3432S9; ESTs; hmg; diag 

442242; AV647908; Hs.90424; Homo sapiens cONA: aJ23285 fi; BPH; diag 
OO 442323; AW016669; Hs.29190: ESTs; breast; disg 

442333; A1650877: Hs.129302; ESTs; test; diag 

442432; BE093589; Ks.38178; hypoe<e6cal protein FU23468; fated, hmg. pane, esoph, mela; Ca^sm 
442438; AA9959S8; Hs^70007; gb.*os26b03^1 NCLCGAPJOdS Ko; uter. ovar, ren^ dtag 

^ . 442441; At820662; H$.1295g8; ESTs; breast; diag 

05 442503; AF147076; H8.375031; psa^esponsivegene 5; mds; diSQ 
442506; 6ES66411: H8.41726: ESTs; angto; diag 

442573; H93366; Hs.7567; branched chain amtnotransferas; ovar. pane. anglOk test; 8.ro. 

442577; AA292998; Hs.163900; ESTs; blad« pane, colon, stom. ovar; dag 
„ 442580;AI733682;Ks.130239;E8T8;bre8St;diag 
70 442609; ALa209g6;Hs3518E6eteno|irotehr« mela: diag 

442613; A100400% H&.130S2% KvdtanneMnteracCng proteki;glio; diag 

442622; NM_000435: Ks.8546; Notdi (DrosophSa) homotog 3; ovar; mAb 

44271 1; AF151073; H$.8645; hypothefical protdn; angio, mda. saro; diag 

- 442739; NM.007274; Hs.867^ cytosoQc acyl coenzyme A Ihlo; meta; sjn. 
/5 442757; AI738S28;Hs.28345; ESTs; mela; di^ 

442818; AKD01741: Hs.8739; hypothafical protein FU10879: breast; diag 
442821; 6E391929; Hs^S2; transmembrane protrin 4; ovan dl^ 
442832; AW206560; Hs.253569: ESTs; pros, fibrac dis« 
442896; R37725: H!l283093; ESTs; pane; diag 
oO 442994: AI02S718( Hs.16954; ESTs; bted. fibro; diag 

443054; A1745185: Hs.84520: ye»«ssodated protein 65 kOa; blad; di^ 
443162; T499S1; Hs^29; OKFZP434G032 protebi; Uad. fco^; 
443171; BE281 128; Ks^30; TONOU; Had. ovan (Sag 
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443184; A1638728: HS.1351S9: ESTs; sac; diag 

443211; AI128388; Hs.143655! ESTs; bbd, ovar, lung, headnk. stom. cokw diag 

443216; W80487; Hs.324521; hypothelfca] protein DC50; test; diag 

443257; AI334040; Hs.1 1614; HSPC065 protein; fbnn CTL*s.m. 
5 44340Q;R28424;Hs.250648; ESTs; lung; (Sag 

443523; AK001S75: H8.g536: hypottwGcal ptotn'n RJ10713; test: Ca-*SJa 

443537; D13305; Hs^3; chcdecystokinin B receptor, test; mAb 

443646; AIOSSSH; K5.143610: ESTs; iung. tieadnlc diag 

443709; AI0a2692: Hs.134662; ESTs; tibro; diag 
1 0 44371S; AI5831&7; Hs.9700; cycHn El; lung, slom, ovar. colon; CTL«sjn. 

443785; AW449952: Ks.190125: basIe^eiix-too(>fielb(-PAS pro; gOo^ uter. ovan CTt-^ 

443802; AW504324: Hs.9805; KIAA1291 protein; sarc; diag 

443883; AA1 14212; Hs.9930; serine (or cysteine) proteinas; saic; 8.m. 

443885; H91806; Hs.15284; ESTs; mela; diag 
1 5 443892; A1889572; Hs^46875; ESTs; lung; diag 

443950; NIJL001425; Hs.9999; epittielid membrane protein 3; mela; mAb 

4439S8; AA2877D2; Hs.10031; KIAA09S5 protein; angio; diag 

443983; H04482; Ks.163724; ESTs; mela: mAb 

443991; NM^002250; Hs,10082; potassium iniennediatefemaii c; pros, colon, uter; mAb 
20 444009; A!380792; Hs.1351(W; ESTs; anglo; diag 

444151; AW972917; Hs.128749; alpha^nethyiacyl-CoA racemase; pros; mAb 

444159; AF1 16846; Hs.10431; dead finger (DrosophHaHll^ ; test; CTL+s-m. 

444163; Al12609d; ; FGENESH predicted RNaseH domai; blad; sm 

444301; AK00G136; Hs,10760; asporin (LRR ciass 1); pane; diag 
25 444325; AW152618:Hs.16757; ESTs; esoph; diag 

444330; AI597655; Hs.49265: ESTs; anglo; diag 

444342; NM.014398; Hs.10887; similar to lysosome-assoclated; hepC, lung, fibre. Uad. esoph; diag 
444378; R41339; Hs.47860; neurotrophic tyrosine Idnase, ;lung,gllo; mAb^fija 
^ * 444409; AI792140: Hs.49265: ESTs; angio: diag 
30 444444; AI149332: Hs.14855; ESTs; blad; diag 

444471; AB020684: Hs.11217; KIAA0877 protein; gHo, iung. colon ; mAb 
444476; AFO20038; Hs.1 1223; isocitrate dehydrogenase 1 (NA; blad; s.Ta 
444484; AK002126; Hs.11260: hypothetical protein FIJ11264: pros; diag 
444633; AF111713; Hs.1 2284; Junctional adhesion molecule 1; ovar. uter, breast, cew. blad, headnk; mAb 
35 444649; AW207523; Hs.371001; ESTs; Wad; diag 

444670; HS8373; Hs.332938; hypotheticai protein M6C5370: sarc, diag 
444754; T8391 1; Hs.1 1 881 ; bansmembrane 4 superfamlly me; pane. omuc. stom, hing. cdon; roAb+m 
444809; BE207568; Hs.208219; oculospanin; mela; mAb 
^ ^ 444823; BE262989; Hs.12045; pulabVe protein; test diag 
40 444863; AW384082; Hs.104879; serine (or cysteine) proteinas; mela; sjn. 

444895: A1674383; Ks.22891; solute carrier family 7 (catio; ovar; mAb+s-m. 
444995; AJ272265; Hs.12230: secr^ phosphoprotein 2. 24k; hepC. pane; diag 
445019; AI205540; Hs^81295: ESTs; headnk. lung, cdon; diag 
445070; N1^000677; Hs.258; adenosine A3 receptor, glfo. lenal; mAb 
45 445076; AI20688d: Hs.154131: ESTs; test; diag 

445084; H38914; Hs.250848; hypothetkal protein FLJ14761; sarc; mAb 
445093: AI207197; Hs.156905; ESTs; test; diag 
445109; AF039916: Hs.12330; ectonucteoside triphosphate di; pros; sm 
4451 19; AR)3S121;Hs.12337; kinase inserldomain receptor: angio; mAb 
50 4451 60; AI299144; Ks.101 937; sine ocuDs homeobox (DrasoiM; saic; CTli&in. 
445182; AW189787; Hs.361778; ESTs; blad; diag 
445247; AW274290: Hs.l53997; ESTs; mel? diag 
445Z79; R41900; Hs^45; ESTs; angio; di^ 
445363; N1^005993; Hs.12570; hibuniwpeclik: chaperone d; test diag 
55 445413: AA151342; Hs.12677; CGI-147 protein; pros, colon, uter, ovar, hng. pane ; diag 
445418; AW139377: Hs.127179; cryptfc gene; pane; diag 
445424; AB028945; Hs.12696; coitaclin SH3 domabvbinding p; pros ; diag 
445443: AV653838; Hs.295131; ESTs; lung; diag 
^ _ 445654; X91247; Hs.13046: thtoredoxin reductase 1; lung; sm 
60 445684; AK001696; Hs.13109; Ran binding protein 1 1; angio; diag 

445701; AF055581; Hs.13131; tymphocyte adaptor protein; anglo; CTL-»sm 
445784; AI253155; Hs.146065t ESTs; mela; CTL^ 
445885; AI734009; Hs.127699; KJAA1603 protein; pros, fibro; diag 
445900; AF070526; Hs.125036; Homo saifens done 24787 mRNA : renal, leuk; mAb 
65 445911; AI985987; Hs.145645; ESTs. Moderately simlar to AL; blad; diag 
445982; BE410233; Ks.13S)1; pescadilo (zebrafish) homotog; mela; diag 
446057; AI420227: Hs.366053: Ttp^ transient receptor pota; pros; mAb 
446082; A1274139: Hs.156452: ESTs; blad; diag 
_ _ 446098; AW072215; Hs^8470; ESTs; anglo; diag 
70 446100; AW967109;Hs.13804:hypolhe6cd protein dJ482023^ pros: diag 
446102; AW16&067: Ks^17694: ESTs; hmg; diag 
448113; AW957553; Hs^3518; Homo sajdens mRNA for aJ00083; test mAb 
446269; AW263155; Hs.14559; hypolhetkal prateb FU10540: lung, headnk; CTL-»5jn. 
446291; BE397753: Hs.14623: interferori, gaiTtma^ucible pr; mela; diag 
75 446292; Al=081497; Hs.279682: Rh type C glycoprotan; lung, cerv; mAb 

448293: AI420213; Ks.149722; UM domain transcripfon facto; ovar. test diag 
446320; AF126245: Hs.14791; acyV<k>enzyms A dehydrogenase ; pros; &m. 
448332; AK001635; Hs.14838: hypotheticai protein FU1077% breast; dfag 
_ ^ 446342; BE296865: H&14d46: solute canier family 7 (caSo; uter, cdon. pros, mela; mAb 
80 448428; AW082270: Hs.12496; ESTs. WfeaHy sImKsr to ALU4l.H; fibro; diag 
446528: AU076640; Hs.15243; nudeolar protein 1 (1 20kO); lung, test diag 
446608; N75217; HS.17S622: ESTs; uter, Gbroc (fiag 
44G628; AW2921flO; H5.15614% ESTs; pros; dfag 
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446636; AO002S63; Hs.1 5767; dtron (iho4nteracflng. serin; king; CTL«»«m 

446644: NM_003272; HS.210&S; transmembrane 7 superfamiiy me; mela; mAb 

446673; NM-016361; HS.1S871 ; LPAP for lysoptusphaiidic ackl; Uad; (fiag 
- 446727; AB011095; Hs.16032: K1AA0523 protein; angb; CTL^&ia 
5 446733; AA863360;H5.26O4O:EST8. Weakly sMIv Id fatty: breast; 8^ 

446755; AW451473; Hs.16134: serine/lhreonlne tdnase 10^ mda; CR-^wa 

446791; AI632278( Hs.195922; ESTs; test diag 

446839; BE091926; Hs.16244; mlto!lc spindle coMccA rec (Bst; diag 
^ . 446856: A1814373; H$.164175: ESTs; lung; diag 
1 0 446868; AV660737; Hs.348297; ESTs; pane; (Sag 

446872; X97058; Hs,16382: pyrimhfineigic receptor P2Y, Gj hmgi mAb 

446932; AA96t459; Hs.125644; ESTs; fibra; diag 

4469$7; AI699629C HS.1S6781; ESTs; fibio; diag 

446979; AI654443tHs.197683; ESTs; tast diag 
1 5 446984; AB02072^ Hs.16714; Rho guanine exchange factor (G; angto; CTL'»&m. 

446989: AK001898; Hs.16740: hypothetical protein FU1 1036; lung, headnlq diag 

446998; N99013; Hs^8966; Hofno sapiens mRNA; cONA DKFZpS; pane, fibro; diag 

446999: AA151520; Hs.351416; hypothetic^ prattin MGC448S; headnk; diag 
^ ^ 447004: AW296968: Hs.157539; FGENESH pfedfeted secreted pro; gllo; diag 
20 447078; AWBB5727; Hs.9914; ESTs; hmg; dteg 

447126; AW1S063% Hs.170307; Rat guanine nudeoSde exchang; angio; diag 

447164; AF026941 ; Ks.17518; viplrin; similar to inDammat; cdon, lung, breast, stonv hepd esoph, mela; diag 

447176; AW594641; Hs.192417; ESTs; mela; diag 

447188; K65423; Hs.17631; hypothelicai protein DKFZp434E: test; diag 
25 447210; AF035269; Hs.17752: phosphatidylserine'Specfllc ph; pros, mda; sjn. 

447269; AW247017; Hs.36978: melanoma antigen, family A, 3; hnq. melac mAb*€TL 

447334; AA51 5032; Hs.91 109; ESTs; blad; diag 

447343; AA256641; Hs^94; ESTs. Highly similar to S02392; hmg. Uad. pane, headnk. mela; mAb+sm 

- ^ 447350; AI375572; Hs.172634; v^«rt>^ avian erythroblasOc I; breast, ovar. utei; iSag 
3U 447377; X77343; H5.334334: transcripQon factor AP-2 alph; breast, lung, mela; CTbsjn. 

447395; AI418412; Hs.184793: Homo salens cONA: RJ2ie80 fi; pane; diag 

447437; U07225; H3.339; purinergic receptor P2Y, G^; blad; mAb 

447499, AW262580: Hs.147674; prolocadherin beta 16; pros, gBo. ovar ; mAb*s.m. 
^ _ 447532; AK000614: Hs.18791; hypolhetical protein FU20607; lung. Wad; CTL^m. 
35 447534; AW953935; Hs.288655: ESTs; lung, test; diag 

447578; AA912347; Hs.136585; ESTs, WeaWy similar to JC5314; ovar; 8.m. 

447595; AW379130: Hs.18953; phosphodiesterase 9A; pros; CrL-*ejn. 

447604; AWD89933; Hs.301342; hypo^efica] prot^ MGC4342; meta; dbg 
. 447636; Y10043; Hs.1 91 14; hlgh-mobily group (nonhlston; lung; CTb«sjn. 
40 447733; AF1 57482; Ks. 1 9400; MA02 (mitotic arrest defkM; test: diag 

447749; T53260; Hs.8297; ESTs; ren^ diag 

447761; AF061573; Hs.19492: protocadherin 8; EWS, gHo; mAb 

447768; X88400; Hs.19520: FXYD domdn-containlng Ion tra; renal; mAb 
. _ 447818; W79940; Hs.3S5279; Homo sapiens done 24870 mRNA ; renal; diag 
45 447835; AW591623: Hs.164129; ESTs. Vteafc^y similar to 13802% lenal. ovar, uten dbg 

447881; BE620886: H8^79; GCN1 (general control of amino; rend; diag 

447937; AL109716;Hs^034; Homo sapiens mRNA fiiD length; mela; mAb 

447993; AW139525; Hs.170362; ESTs; colon, blad. lung, ovar. pane, headnk; mAbfdiag^&m. 
. ^ 448030; N30714; Hs^960; membrane-spanning 4-domaln3, s; pane. ieuk. canal stom lung; mAb 
5 0 448045; AJ29743^ H&20166; prostata stem ceQ antigen; Uad, panc^ pros; mAb 

446105; AW591433; Hs^8241: Transmembrane protease, serine; breast, pane, colon, king, ovar, stom; mAb^diao^&m. 

448133; AA723157; Hs.73769: folate receptor 1 (adult); ovar, fibro; mAb 

448140; AF146761; Hs.20450; BCM-like membrane protein prec; fibro, mela. Ieuk; mAb 
. . 448153; Y10805: Ks^21; HiUTTI (hnRNP methyltranslarBse,: test crL«s.ffl. 
5 5 448181; AFZ72833; Hs^Sd; hypoSieScal protein FU10S04: test diag 

448204; A1475124: Hs.170561: ESTs; sane; 

448231; AI701916; Hs.202509; ESTs; angk); diag 

448258; BE386983; Hs^3214; hypotheticai protein FU20396; mela, ovar. mAb 

448262; AW880830;Hs.ie6273; ESTs: Uad: dl£g 
50 446275: BE514434; Ksi0830; klnesln^iks 2; over, asoph, mela; dl^ 

446276; W07369: Hs.1 1782; ESTs; tung; (Sag 

446290; AK002107; Ks^0843; Homo sapiens cDNA FU11245 fis: pros; diag 

448321; Nfvt005e83; Hs.20912; adenomatous polyposis coS gllo; CTL^sm 
^_ 448357; N20169;Hs.108923;RAB3a. member RAS oncogene fam; lung, mela; diag 
65 448410; AK000227: Hs.21126; hypolhsScal protein RJ20220; mela; diag 

448437; AW47012S; Hsms^, gb3cw60c04jt1 NQ.CGAPJ'anl Ho; pane, coton; diag 

448499; BE613280; Hs.77550; p53^ulated DQA3; glio: diag 

448569; BE382657; K&21486: signa) transducer and acSvato; pane, haadhk, fibna, cerv, mela^ ranat CTL-tem 
448588; A1970276; Hs.156905; WAA1676: test CTL^m 
70 448595; AB014544; Hs.21 572; K1AA0644 gene product breast gOo; mAb 

448664; AI879317; Ks.334691; splicing fector 3a subunit 1.; mela; CTL^.m. 

446674; W31 178; Hs.154140: ovary^pec^ acidic prot^ angb; dl^ 

448692; AW013907; Ks.167531 ; mathyk:rotonoyk^oenzyme A car; pros, pros; sjn. 

- - 448706; AW291095; Hs.21814: tnterlaukin 20 receptor, alpha: pros, uter, blad. cohm; mAb 
75 448719; AA033827: Hs.21858; b1ntK:ieoftIe repeat cental; mda. saro; CU-Hfiq 

448775; AB02S237; Hs.388; nudix (nudeoskf a diphosphate ; test diag 
448811; A1590371; Hs.199460; ESTs; esoph. pane; mAb 
448939: BE26779S; KS.22S95: tiypotheScal protein RJ10637; test CTL<«sjn. 
448966; AW372914; Hs.86149; phosphdnosttol Sitophat&ti; meta; CTl.-»sjn. 
oO 448981; AI968719; Hs.195387; ESTs; test diag 

448988; Y09763; Hs.22785; gamma^obutyric add (GABA); pros. cerv. cokxi. fcmg. stom, blad. headnk. ovar. breast mAb 
446993; AI471630; H8^952: KlAA0144gene product hmg. ttad; diag 
448999; AF179274; Hs.22791 : transmembrana protein wBh EGF: pros, glio : mAb 
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449003; X76342; Hs.389; alcoho! dehydrogenase 7 (dass; lung. headnJcsm 
449019; AI949095; Hs.67776; ESTs. Weakly similar to T22341; Wad. lung; fliag 
449027; AJ271216; Hs.22880; dipepOdylpeptidase lit blad, colon, ovar, sja 
449040; NVL012t9l; Hs.22919; putaBve tumor suppressor, lung; CTL-»sjn. 
5 449078; AK001256: Hs.22975; KIAA1576 protein; mela; diag 

449101; AA205847; Hs,23016; G prot^n^aupled recepten lung, headnk; mAb 
449109; AW270992; Hs.l20949; ESTs, WeaJdy similar to ALU7_H; sarc; dlag 
4491 56; AF1 03907; Hs,171353; prostate cancer antigen 3, non; pro8;inAb^ni 
449207; AL044222; Hs^3255; nudeoporin 165kD; lung; diag 
10 449228; AJ403107;Hs.148590; protein related with psoriasis; lung; diag ^ ,^ 

449230; BE613348; Hs,356392; melanoma cell adhesion molecul; lung, ceiv, headnk. btadi war, colon: mPb 
449317; AW293413;Hs.132906;19A24 protein; mela; mAb 

449318; AW236021; Hs.78531; Homo sapiens, Similar to RIKEN; headnk. lung, angk); CTL4S.m. 
449322; AI638616; Hs,196566; ESTs; test; diag 
1 5 449338; H73444; Hs.394; adrenomedulHn; renal; diag 

449394; AA004368; Hs.18160; Homo sapiens cDNA RJHSSO fis; angio; mAb 
449437; AI702038; Hs.100057; Homo sapiens cDKA: FU22902 fi; test; diag 
449448; D60730; Hs.5747l; ESTs; blad, lung, headnk. breast: diag 
449467; AW205006; Hs.197042: ESTs; lung; dlag 
20 449494; AW237014; Hs.315369; aquaporin 4; fibto; dtag 
449569; A1656634; Hs.l9S389; ESTs; test; dlag 
449S92:Al655494;Hs.195718; ESTs; pane; diag 
449618: AI076459; Hs.15978; KIAAl 272 protein; angio; diag 
449625; NM-014253; Hs.349094; odz (odd OzflenHTi. Drosophlla); pros; diag 
25 449650; AF055575; Hs.2383a; catelum channel. voHageKlepen; pros; mAb 
449680; AI033821: Hs.12160; ESTs; renal; diag 
449961; AW265634: Hs.133100: ESTs; gfio. esoph, lung, blad ; diag 
449976( H06350; Hs.1350Se: Human DNA sequence from done ; lung; diag 
450096; AI682088: Hs.79375; singte^ninded (Drosophlla) hom; pros; CTL 
30 450098; W27249; Hs.8109; hypothetical protein FIJ21080; breast, lung, stom, uler, di^ 
450149; AW969781: Hs.132863; Zic famDy memb» 2 (odd-pdlre; sarc; CTL^m 
45015% AI13B635; Hs.22968; inbon of VEGFR; renal; dag 
450377; AB033091; Hs.355925; KIAA1265 protein; ovar, colon; diag 

450382; AA397558: Hs.60257: Homo sapiens cDNA FU135981is: pros; diag 
35 450400; AI694722: Hs.279744; ESTs; pane; dag 

450431: AW136797; Hs,266041; ESTs; test; dag 

450451: AW591S28; HS.2D2072: ESTs; uter. endo; diag 

450506; NM_004460; Hs.418; tibrbblast adivaBon protein.; pane, esoph; diag 

450534; AI570189; Hs.25132; KIAA0470 gene pnoduct; angto; CTL-ts.m. 
40 450581; AF081513; Hs.25195; TGF-beta 4; uler, cerv, test; diag 

450836; AW403954; Hs.25237; mesenchymal stem cell protein ; blad; mAb 

450642: R39773: HsJISQ; copine IV; pros; diag 

450656; AA010S39: Hs.18912; unnamed protein product; fibro. uter; CTL-^jn. 

450563; H43540: Hs^5292; ribonudease Hi, large suburut; mela; sm 
45 450676; AI1471S5;Hs.279727: ESTs; sarc; diag 

450684; AA872605; Hs.25333; inleileuWn 1 receptor, type 1; blad. hjng, headnk; mAb 

450690; AA298696: Hs^ld; FX^D domabH»ntantng ton tia: mela; dag 

450693; AW450461; Hs.203965: ESTs; pros, uten dag 

450719; AI096837;Hs.21349: ESTs, WeaHyslraaar to RB8BJt; test: dlag 
50 450737; AW007152; Hs.63325; transmembrane protease, serine: colon, blad, hing. ovar, pano, headnk; mW>*dag*SJa 

450785; AA852713; Hs.108885; Homo sapiens, alpha-l (VO col; sarc; CTL-»sja 

450832;AW970602;Hs.105421;ESTs;lung;da9 

451027; AW519204; Hs.40808; Homo sapiens. Slnilar to RIKEN; pros. uter. glio: dag 

451035; AU076785; Hs.430; plasfin 1 (I Isofonn); pane; dag 
55 451050; AW937420;Hs.351859: ESTs; mela; dag 

451099; R52795; Hs.25954: mterteuWn 13 receptor, alpha; gto, fibnj, mela; mAb 

451108; BE382701; Hs^gsO; N-MYC oncogene; test, over, CTL^&m. 

451110: A1955040; Hs.2653g8: PAR6 beta (partiOoning def. breast, ovar. king, colon; CR^jn. 

451181; AI798330; Hs^461: ESTs; panq dlag 
60 451253; H48299: Hs.26126; cteudn 10; lung, ovar, pane; mAb 

451291; R39288; Hs.6702; ESTs; lung; dag 

45129S: AiSS7212; H&.17132; ESTs. Moderately dnAar to IS; pane; dag 

451324 AW1 18072: Hs.350251; dacylglycerol Wnase, zeta (1; hing; 8.m. 

451346; NM_00B338; Hs.26312; gfioma amplified on dwomoscme; ovar; mAb 
65 451386; AB029006;Hs.26334;spastR paraplegia 4 (autosoma;hm9: dag 

451398; AI793124; Hs.144479; ESTs; breast, ovar. dag 

451411; AA017492: Hs.135655; EST; pros; dag 

451497; H83294; Hsi&4122; WM inhibitoiy fiactor-l; titer, fibro, pros, odon, san; dag 

451541; BE279383; Hs.2B557; pldkophain 3; king, blad. ovan dag 
70 451592; AI805416; Hs^13897: ESTs; king, headnk; dag 

451635; AA018899: Hs,127179; crypfic gene; pane; dag 

451663; AIS72360: Hs.209293: ESTs; pros; dag 

45172); AW970985; H3.290853: ESTs; pros; dag 

451743; AW074266; Hs^28; ESTs; king; dag 
75 451820; AW058357; Hs.199248; ESTs; pane; mAb 

451844; T61430; ; gb:yc06a03£l Stratagene lung ; btad; dag 

45198% E13038; HsJ27373: Homo sa^^ens ml^ cONA OKFZpS; pros, blad; mAb 

451999; AW176401; Hs.380623; DEAD/H (Asp^hi-AlaAsp/His) b; test; CTl^SJa 

452046; AB018345; Hs.27657; KIAA0802 protein; hing, uter; Ca^s-m. 
80 452208; AA024792: Hs.31^; hypogieticai piotdn &{GC4093; renal; dag 

452240; AI591 147; Hs.61232; ESTs: blad. hmg, headnk. pane, ceiv; dag 

452243: AL355715; HS.28SSS; programrned oel daalh 9 (PDC09: bCBast: dag 

452244; N33530; Hs.176674; ESTs: mela; dag 
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452291: AF015592: Ks.28853: a)a (ceQ division (^ds 7. S; test 

452295: BE379936: Hs.28866: pragrammod cen dealh 10; tung: 

452298^ AI039243E HS.278SB5; ESTs; aigto; dISQ 

4523(M;AAQ25388; Hs.61311: ESTs, WeaHy sln^ Id 810590; bng. pane, 

452316; AA238484: Hs.61 265; ESTs. Modemtsly similar b 67: Had; dlag 

452340; NM_002202: Hs,505: ISL1 transcripfcn factor. pane, pros; CTL^wn. 

452353^ a8825: K8.29191; epitheOd membrane protein 2; pros, breast; mAb 

4S23SS; N54926: Hs.29^ G pro!sinH»up!ed receptor 34; gBo. Gbro. pane; mAb 

452387: U71207; Hs^79: eyes absent (Drosophfla) homot: lung. pros, ovsr, titon CTL^sm 

452416; AA026115; Hs.114777: ESTs: fibro; dJag 

452461; N78223; Hs.108106: transoipSon factor; Uad, hing. headnk, ovar, tfio. stom.odk)n. ceiv; CTLtsm 
452571; W3151B: Ks.34665; ESTs; stom. lune, pane, colon, libfo; diag 
452594; AU076405; Hs.2S981 : solute carrier tamOy 26 (8u!^ ovai; mAb 
452613; AM61599: Hs.23459; ESTs; tung; dlag 

452679; Z42387; Hs.83883; transmembrane, prostate endrog; pras. colon, pane, pros; mAb 

452705; H49805: Hs.246005: ESTs; pane; dlag 

452717; AW160399; Hs.3Q376; hypothetical protein; pros; dlag 

452721; AJ269529; Hs.301871; sotute carrier family 37 (glyc; pros; mAb 

452732: BE30007B; Hs.80449: Komo sapiens, done (MAGE:353S; blad; dlag 

452744; AI267652; Hs.246107; Homo sai^ens mRNA; cONA DKFZp4; mda; diag 

452792; AB037765; H$.30652; KIAA1 344 protein; pros. uter. breast ; dtag 

452795; AW392S55; Hs.18878; hypothetical protein aJ21620; renal, headnk. colon, lung, pane; CTL 

452796; AB01 1 1 00; Hs.30656: K1AA0528 geno product; test; diag 

452833: BE559B81; Hs.30736; KIAA0124 protein; lung, mda; Ca-»s.ra 

452865; Aig24046; Hs.1 19567; ESTs. WeaUy similar to M7682; lung; dlag 

452899; M96739; Hs.30956; nesdent heTix loop heTix 1; sanr. CTL^-m. 

452924; AW580939; Hs.97199; complement component C1q recep; angio; dlag 

452933; AW391423; Hs.288555; Homo sapiens cDNA: RJ22425 fi; anglo; Ca^sm 

452934; AAS81322; Hs.4213; hypothelicat protein MGC16207: lung, blad; diag 

452955; AVV39028Z Hs.31 130; transme m brane 7 superfamily ma; pros; mAb^m. 

453006; AI36257S; H8.303171; ESTs; pros; dlag 

453028; AB006532; Hs^1442; RecQ protein-IDce 4; blad, lung, test; CTL^m. 

453065; AW954243; Hs.351573; KtAA0251 prot^; anglo; 

453096; AW294631; Hs.351270: ESTs; pros; diag 

453102; NMJ007197: Hs.31664; fiizzled (DrosophBa) homolog ; hsig. headnk. ooton; mAb 

453107; NM.016113; HS.Z79746; vanllhiid feceptor-OkB protel; mala; mAb 

453134; AA032211; Hs.118493; ESTs; blad; dlag 

4531 42; AA033648; Ks.7473; Homo sapiens gap junction prot fibro; mAb 

453160; AI263307; K3.356901 ; H2B hlstona ian&f, member U lung. pane, pros; diag 

453210; AL133161; Hs^2380; hypothetk:aI protdn FU10867! hmg; Ca<»8m 

453216; AL137566; Hs^2405; progesterone receptor (PR); blad; mAb«6.m. 

453256; A1S65587; Ks.32556; KIAA0379 protein; mela; dl^ 

453310; X70697; Hs553; solute carrier family 6 (neuro; fibro: mAb 

453321; AI984381; Hs.232521; ESTs; blad; diag 

453323; AF034102; Hs.3»51: solute carrier family 29 {nud; ovar, CTL-»6.m. 

453331; AI240665; Hs.352537; ESTs; breast, kmg. pane, esoph; inAb^iag*«.m. 

453344; BE349075; Hs.44571; ESTs; mela; (Sag 

453348; BE272318: Hs.8595; hypoSieflcal protein FU12438; test CTL^sm 

453365; AA035211; H3.17404; S0X7 SRY (sex determining regl; anglo, blad; CTL^ 

453370; AI470523; Ks.139336; ATP-tdndlng cassette. 8ub4ami: pros; mAb 

453389; BE273848; Hs.32d63; cadherin 6, type 2. Kcadhedn; renal, ovar, Uad; mAb»6jn. 

453392: U23752: H8.32964; SRY (sex determkiing regfon Y); ovar, bmg. gOOb sarc; CTL^ 

453459; BE047032; Hs.257769; ESTs; ovar, oerv. Uad. uter. pane, angto, lung; dlag 

453464; A188491 1; Hs.32989: receptor (caldtonin) activity; pros; mAb 

453833; AA357001; Hs.34045; hypothetical protein FU20764; lung. esopN test; diag 

453637; NM.002589; Hs.34073; BH^tocafiieitn (braln^ieart); headnk; mAb 

453642; A137O936;Hs^74;d]pep0dytpepadase VI: gOo; mAb 

453779; N351B7; Hs.43388: 28kO interferon responshre pro; mda; dlag ^ 
453789; AA62e517; Ks.118502: ESTs; anglo; dag 

453857; ALJ08O235; Hs35861; R3&4nduoed senescence 1 (RSI; gBo. lung, uter, haadnk, cerv, pane, pos. sarc; mAb 

453883; A1638516; Hs.347524: cofiactor required for Spl Iran; blad. lung; dlag 

453884; AA355925; Hs^232; KIAA0186 gene product lung. ovar. test, esoph; diag 

453912; AL121031: Hs.356843; SWl/SNF related, matrix assod; mda; dlag 

453922; AF0S3306: H5.36708; buddir^ urtinhibited by benzimi; coton. stem, hmg, tost; CTL-»&m. 

453935; A1633770; Hs.42572; ESTs; pane; dlag 

453941; U39817; Hs.36820; Bloom syndrome; lung. ceiv. headnk; CTL^sia 

453964; A1S814^ Hs.2^196; ESTs; tung: dl^ 

453966; 6E148734: Ks.63325; transmembrane protease, serine; ookxi. Had. tung. ovar. pane, headnk; mAb^diag^sm 
453985; N44545; H5.25186S; ESTs; test; diag 

454034; NM.000691; Hs.575; aldehyde dehydrogenase 3 famil; lung, headnk; SJn. 

454042; H22570: Hs.47860; hypothetkal protein FU20093: hmg; dlag 

454066; X00356; Hs^TOSS; cdhAonln/leaAdtonin^^taM 

454071; AI041793; Ks.42502; ESTs; breast ; diag 

454077; AC0059S2: Hs^062; lnsulirv«ka 3 (leyrRg ceO): test; dlag 

454098; W27953; Hs2l7493: HakophOln; lung; diag 

454117; BE410100:Hs.4036a;adaptor4etatBd protein cornpl^nnela; CTL 

454380; L78207; Hs^TO; ATP-btnding cassette, sublami; mAb 

454429; 6E273437; Ks.301408; hypotheSeal protdn PP3501: mda; mAb 

454439; AW819152 Hs.154320; OKFZP56601646 protein; long; dlag 

454478; AWB05749; Ks.372783; superaodde (Ssmutase 2, rattodi; mda; sja 

455601; A1368680; Hs.816; SRY (sex determining regkm Y); lung. cerv. esoph; SJn. 

456(m; AW4S0979; : {^iJKH«^«la^12-4>4JU1 N: bbd, fan; diag 

45608% AI866286; Ks.71 962; ESTs. WeaUy sknOar to B36298; fibiD, ovar, utor; diag 
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456177; N!^012391; Hs,79414; prostate epithellunwpedfic E; breast pros: diag 

456266; L29073; Hs.198726; cold shock domain protein A; pane; CTL'*s,m. 

456321; NM 001 327; Hs.87225; cancerftestis antigen; lung; CTL 

456653; M721325; Hs.189058; ESTs. Higtily similar to Simila; pane; diag 

456723; 243902; Hs.4748; adenylate cyclase activaling p; glto; mAlHS-m. 

456736; AW248217; Hs.1519; achaeto^te complex (Drosoph; hing; diag 

456759; BE259150; Hs.127792; delta (Drosophila)-like 3; gfio, lung; mAb 

456847; A1360456; Hs.86088; ESTs; lest; diag ^ 

456938; X52509; Hs.161640; tyrosine aminolransferase; breasq sm 

456977; AK000252; Hs,169758; hypothefica! protein FU20245; angto; diag 

457200; U33749; Hs.197764; thyroid transcripflon (actor 1; fibro; CTL^. 

45721 1; AW97256S; Hs.32399; ESTs, Wealdy simHar to S51797; mela, pros; CTL-^ 

457292; AI921270; Hs.281462; hypothetical protein FU14251; blad; mAb 

457313; AR)47002; Hs,241520; transoiptional coactivalor, test; aL-»sm 

457411; AW085981; Hs.130093; iroquois-dass homeobox prole!; breast, fibro; diag 

457465; AW301344; Hs.122g08; ONA lepTicailon factor, test, mela; diag 

45749^ AI732230: Hs.191737; ESTs; pros; diag 

457561; AA331517;Hs.286055:chimerin(chimaerin) 2; glio: mAb 

457590; AI612809; Hs.5378; hypotheBcal protein M6C10724; ovaR diag 

457869; AU077186; Hs.l08885; Homo sapiens, alpha-1 (VI) col; saro; CTL«.m. 

458092; W67353: Hs^SOSSS; KIAA0251 protein; hing; diag 

458124:AW005548;Hs.l24S90; ESTs; fibro; diag 

458435; AI41B718; Hs.144121: ESTs. WeaWy similarto T46916; gHo; diag 

45M71; AV648609; Hs.194240; ESTs; renal, pane. hepC; (fiag 

458933; A1638429; Hs.24753; RAN binding protein 1; lung, test; diag 

459373; BE408266; Hs.301406; hypothetical protein PP3501; mela; mAb 

459578: AW61253B:>te.304491; EST; mela; diag , ^ 

459702; AI204995; ; gb:an03o03J(1 Stralagene schiz; btad. fibro; diag 

459705; BE082764; Hs.270252; ESTs, Weakly similar to androg; fibro; mAb«.m. 

TABLE 3B 

Pkey: Unique Eos probesetldenfifier number 
CAT number Gene cluster nuntber 
Accession: Genbank accession numbers 



103739 
108282 
113230 
11B417 



CAT Number 

49403.2 
108971_1 
2327174J 
LI 





121335 


1369289J 




126872 


685586J 


50 


322521 


14637_1 


322975 


1784158.1 




323332 


245301.1 




323817 


887879.1 




324261 


1026976.1 


55 


406685 


OJ) 


409051 


107934.1 




409123 


108378J 




409745 


MH1944.5 


60 








411880 


1139083.1 




413804 


1556661.1 




414221 


685586.1 


65 


417888 


1031334.1 


427260 


1127^50 




427298 


115241.1 




427521 


51321^.1 


70 


429163 


1238297.1 


432189 


112710.1 




432222 


639529.1 




432407 


MH1429J2 


75 








432415 


11371.1 


80 








434414 


35978.1 



Accession 

AA115173 AA075709 AA076354 AAD83101 AAD76396AA085391 AA070684AA083368AA075779 AAfl75221 AAfl76395 AA650486 AA0B3500 
AA06S143AA065142 

S^^^^^mimQmNmm AW665466 BF5122IO U87595 U87589 BE550633 AI572574 BE467547 AI680B33 AW514951 

SnS69SS675S 

S4™^Sl3 BGai271 BF773517 

AA207155 B1004756 AA206262 A1365204 H77608 AW590511 

AA404418AI217248 

AA13^3AA136656AW450979AA9B43SBAA8090S4AVV2380» 

AF147347T55503T65426 

C16391 C16413 

A1829520 Ar791832 AI791823 AA229315 AA228414 AA223211 
AAA10943BF366582AA334202 AA332882 BF371899 AW948953 
AUM48gi At90824Q AA393080 AW748403 68)69341 BF330S73 
M18728 



AA07S318 AA076594 AA078900 AA134801 AA063293 AA083403 AW974305 

^^£m^m^B\mmAmmfiA2&\A5^ AI0B8754 AW207491 AA077391 BG012775 BQ997382 AA286^ AA150722 
BTO^B10278MBI0W^ 

BG997377 AA150780 B1033518 B1027818 BG015789 61033807 AA341445 
BE088101 T0S990AW872477 
RP1fifi9fiG BE168190 T64682 

AA1366S3AA13eGS6AW4S0979AA9843S8AAB09054AW238038AA4920736£168945 
AA210987 057294 AA214584 AA207006 056572 
AA401424 AA400100 AA663848 

SBSSSbE5517<^AASS8414AB393598H>S8801AI»^ 

AA548736 AA768578 AI539081 AW025957 AA736837 N79575 AW594357 AA4B0832 
AW974271 AA592g75 AA447312 AA884766 
AA527941 AA635266 AI81060a AI620190 

BG207209BE166299AI204995BG199355AW969908AAS28756AW440776BI044354 Aw»iftiru 
^36675 BF772D05 BF77186S BG860386 BG960381 N!iU»5712 AF110315 BE074534 BE182776 BE158000 BE157999 BEn«15 AW8^^ 
^IllAW^Am^AW^I^ 

bS bSobS^BF^^ AM57591 ^^^^^J^]^^^^ 

AA584918 BG959570 BF773486 AL041698 BF959013 RB7170 C16859 BF770411 BF771298 AI075321 L13823 AA216700 BF771884 A1TO1W9 
Saw ffi719 0=^72 BR^ 

^Wmmi^i^^J^ BR)55052BB56861 A1804220AW^A14raB«AJ^ 

H09495 AI283334 AA609495 AI122773 AW162643 AW161788 6FS40077 AI8Q8B25 AI38086S AI123189 R40236 R2a726 AW975899 BE764052 

'jJ/^lSwKSW^^ *^58362AB17548Bn71^Mmi1MM^^ 
AAD55556BF773400BF998869BB»1333 BB073424BE1 42245 H59571 H595706F871558eFa71064Ba»1132BF826831 AW754298 
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A A 'yitna arooTftU RfiWHIW? AWQQ1(K7 hhfOMSA RAaiSSDI BF73fi309 AI69A9fiS AAOiSSSA Bfi9£ 


i02S6 AI829309 BG987850 BE09317S 






BF654337 




434S96 


14701J 


AF1 47374 T59S38 TS9589 T59598 T59542 




434609 


14739J 


AF147390R76593 R76594 




438966 


1242593J 


AW979074AA834641 AA8286S0 




438993 


2580163J 


AI926381AA834879AA628995 




439092 


919640.1 


AW978407 AA830149 lil»S983 AW503637 BF352096 




439780 


49082.1 


AL109688 R23665R2G578 




440151 


187g911_1 


AA868167F2t558 F31418F3S624 




444163 


6a2245J 


BG403189A1148521 A)184746AI1260g8R0S933 61057330 




451844 


2327174.1 


AI820S46AI821336 T61430 




456034 


665586.1 


AA136653 AA136656 AW450979 AA984356 AA809054 AW238038 AA4g2073 BE1 68945 




4S9702 


539529.1 


BG2072Dg8E166299A1204995BG199355AW969908AA5287S6AW440776BI044354 





TABL£3C 



Pkef. Unique number conesporuSiis to an Eos probeset 

Ref: Se(pence60un». Be7d]gItnumbefSlnttdscoIuiraiareGenb3nkldenfi^ 1)unhamLetd.*refisistoOiepufaiicalton6ntifled'TheDNA' 

sequence of human chromosome 72.' Dunham t. el el. Nature (1999) 402489495. 
Strand: IndicafeesDNA strand fnmwidchexons were pred^ 
NLposiOon: Indicates mideoSde positions of predicledexons. 



Pkey 


Rer 


Strand 


NtposiSon 


325372 


5866920 


Minus 


1117061-1117304 


325544 


6682452 


Plus 


171228-171286 


327036 


6531985 


Plus 


319951420040 


327075 


6531965 


Plus 


40413184041431 


327414 


5867750 


Pius 


102461-102586 


328700 


5868264 


Plus 


764089-764203 


330211 


6013592 


Plus 


59158-59215 


332798 


t)unham. 1. elaL 


m\]S 232147^1974 


333769 


Dunham. 1. et^al. 


Rus 769K25-7698707 


333904 


Dunham. L elaL 


Minus 82173748217261 


334223 


Dunham. I.C 


iaL 


Minus 12734365-12734269 


334447 


' Dunham. 1. el^al. 


Phis 14308764-14308824 


335115 


Dunham. I.( 


)laL 


Minus 21388250-21388146 


335B09 


Dunham, 1. elal. 


PhJS 26310772-26310909 


335824 


Dunhanv I elaL 


Rus 26376860-26376942 


335825 


Dunham. 1. elal. 


Plus 2637817&-26378268 


33S936 


Dunhanv L elaL 


Mhns 27360474-27360400 


336034 


Dunham, L elaL 


Rus 29014404-29014590 


336152 


Dunham, I elal. 


Minus 30156053^155870 


336638 


Dunham. I elaL 


Rus 988418.989165 


338006 


Dunham, Lelai 


Rus 7697068-7697236 


338033 


Dunham, I elal. 


Plus 809212M092271 


338156 


Dunham, L elaL 


Minus 11794465-11794343 


336255 


Dunham, I elaL 


Minus 15242294-1S242231 


400494 


9714719 


Plus 


169845-170272 


400517 


9796686 


Minus 


4999&G0346 


400651 


8117978 


Minus 


81488^646 


400665 


8118496 


Rus 


16879-17023 


400773 


8131629 


Minus 


4411644238.4820M8321 


400844 


9188605 


Phis 


24746-24872,25035-25204 


400846 


9166605 


Plus 


39310^9474 


400881 


2842777 


Minus 


91446-91603,92123-92265 


401093 


8516137 


Minus 


22335-23166 


401234 


9929842 


Plus 


120173-120337 


401424 


8176894 


Phis 


24223-24428 


401486 


7341763 


Rus 


32S8&^58.36281-3654Q,4079140933,4401 


401704 


3097841 


Plus 


24712-25374 


401732 


1200312 


Rus 


19346-19525,19625-19708.19897.19973,2006 


401747 


9789872 


Minus 


. 118596-118816,119119-119244.119609.11976 


401760 


9929699 


Plus 


8312&83250.8532a^540,94719-9S2B7 


401780 


7249190 


Minus 


28397-28617,28920-29045,29135-29296:2941 


401781 


7249190 


Minus 


8321&«343533531-83656,8374&^901,8423 


401785 


7249190 


Minus 


165776-165996.166189-1 66314,16&408-16656 


401797 


6730720 


Plus 


6973-7118 


401994 


4153858 


Minus 


4290443124,4321143336.4460744763.4519 


402145 


8018280 


Rus 


113086-114800 


402199 


8576116 


Minus 


64187-84744 


402230 


9986312 


Minus 


29782-29932 


402239 


7680131 


Plus 


3817&38304.4213^42266 


402260 


3399665 


Minus 


113765-113910,115653-115765.116808-11694 


402265 


3287673 


Rus 


21059-21168 


402305 


7328724 


Rus 


4083241362 


402420 


9796339 


Rus 


129750-129919 


402424 


9796344 


Mnus 


649&6S073 


402447 


97S6640 


Rus 


476O647729,5169S61B21,S207&€2257,S33O 


402474 


7547175 


Minus 


5352&^362B3575&6S92aS7S30«7757 


402550 


7652009 


Minus 


80413«)673 


402604 


990942D 


Rus 


20393-20767 


402805 


9909420 


Minus 


4766047973 
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402606 
402680 

402860 



9909429 
8113438 



402992 
402994 
403046 
403047 
403071 
403088 
403171 
403328 
403329 
403381 
403409 
403433 
403478 
403715 
403740 
403776 



10 



15 



20 



404029 
404049 
25 404210 
404240 
404253 



9588237 
9930892 
7767907 
2996643 
3540153 
3540153 
8954241 
8954241 
9838164 



8516120 
9438267 



9719611 



30 



35 



40 



45 



50 



55 



60 



65 



70 



75 



80 



404298 

404403 

404440. 

404866 

404877 

404927 

404996 

405001 

405025 

405121 

405238 

405239 

405451 

405545 

405546 

405547 

405646 

405704 

405770 

405849 

40S932 

406081 

406137 

408173 

406348 

40S360 



7630882 
7770611 
7710671 
7671252 
3688074 
5006246 
5002624 
9367202 
2326514 
9944263 
7272157 
7528051 



Mmus 

Plus 

Pius 

Minus 

Minus 

Minus 

Minus 

Minus 

Minus 

Plus 

Plus 

Minus 

Minus 

Plus 

Minus 

Plus 

Minus 

Plus 

Plus 

Plus 

Minus 

Mnus 

Phis 

Minus 

Pius 

Minus 

Minus 

Plus 

Minus 

lifinus 

Plus 



406434 
406467 
405506 
406547 



Pius 

Plus 

Pius 

IMinus 

Hus 

Minus 

Minus 

Plus 

Minus 

Phis 

Plus 

Plus 

Rus 

Phis 

PhB 

Minus 

Minus 

Minus 

Mnus 

Plus 



9256107 Minus 

9256288 Minus 

9256651 Minus 

9795551 Phis 
7711374 
7711513 



1519284 

7342002 

6007890 

6015406 

7107727 

8102330 

7249119 

7249119 

7622517 

1054740 

1054740 

1054740 

4914350 

4204244 

2735037 

7651817 

7767812 

9123861 

9166422 

7230224 



81747-82094 

137634-137768,139702-139893,140475.14059 

128786-126948 

76423-76560 

54727-54901 

42137-42515 

4727-4969 

55707-55859.56369^11 

59793-59968 

136688-137096 

169894-170193.170504-170806 

74502-74703 

120428-120703 

96450-96598 

26009-26178 

6860-7054.12573-12771 

72225-72437 

116458-116564 

85128-85292 

86504-87227 

1414-1513,1624-1756 

101165-102597 

108716-111112 

75765-78155 

169926-170121 

116132-116407.116653-116922 

5S67&^6055 

51086-51301 

73591-73723 

72053-72238 

80430-81581 

11743-11929 . 

1095^107 



37999-38145,38652-38998,39727-39872.4055 
104646-104819 

106267-105343,108184-106294.106387-10653 

35816-36004.36587-36684 

51728-51836 

144345-144464.144690-144836,151750-15188 
145949-146227 

118677-118807,119091-119296.121626-12182 
124010-124183 

124361-124520,124914-125050 

741-969 

138842-139051 

61057-62075 

17705-18287 

123525-123713 

38115-38691 

30487-31058 

1292S-13213 

71754-71944 

7513-7673 

63448-63554 

17803-17931 

182212-182958 

68438077 

172780-174358 



Ta^!« At ficfe ahnirt 435 osn6& uD-reoilatBd fai bnast canoer oonHiaied to nonnd adult tissues and to non4naGgnant breast tissues. These genes were selected frwn a starting 



SSJ^lS^iiSlTlieS 
S^II^^SirSofSSTo^^ 

pkinase. death-domain. 7tm. phosphatase, or ion.transpoitBi). Certain predicled protein domains are noted, 

TABLE 4A: ABOUT 425 GENES UP-REGUIATEDIN BI^ST CANCER COMPARED TO MOiRMAL ADULT TISSUES 

Plcsy. Unique Eos probeset identifier number 

ExAccn: Exemplar accession nunter, GenBanlt accession number 

ftSftSSomans: SSS^S protein domains. Abbievlafions used: TM. transmembrane domain; SS. signal sequence; =Y. very Bcely ^J^I^ISicoBm 
Pred-PTOLDomams. Jj^P^^^^^y^^^^^^a^g^p^^gin^^^^ 

U^GeneTlOe: Ur^enegenefiHe 

f^j: Ratio (rfOOlhpereenSle of hJinor to 75ihpercentae of noimal body tissue 

Plcey ExAccn UniGenelD PredPiOLDoindns UhlGeneTlte 
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5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



419551 
426174 
409340 
428471 
417931 
447966 
406387 
421814 
406867 
426104 
421481 
422511 
426539 
419693 
419329 
418344 
407116 
417389 
419452 
421552 
409453 
409632 
417515 
411573 
418751 
422087 
421143 
408491 
417944 
409062 
422281 
425308 
406349 
449019 
435561 
410687 
429455 
414407 
419390 
453902 
411089 
450172 
449717 
451529 
435370 
411761 
424223 
426935 
408798 
407230 
422830 
447528 
430168 
423225 
414822 
452683 
444784 
453857 
413859 
440369 
418140 
441384 
424464 
423582 
43262 
433320 
429165 
416984 
448913 
430154 
400496 
442599 
448520 
431309 
426485 
435858 
446051 
451982 
450334 
431890 
434449 



AWS822S6 H3.91011 

AA5479S9 Hs.115838 

BE174629 Hs.321130 

X57348 Hs.184510 

W95B42 H&82961 

AA340605 H&105887 



L12350 

AA157857 

AI204418 

AW391972 

AU076442 

AB011155 

AA133749 

AY007220 

AA216387 

AA130986 

BE260964 

U33635 

AF026692 

A)685516 

W4001 

U4203 

AB029000 

BE389014 

X58968 

AB024536 

AI088063 

AU077196 

AL157488 



M97639 

BE546947 

Aig49095 

AA351978 

U24389 

A1472111 

AA147026 

AI701162 

BES02341 

AA456454 

NM_005864 

AB040935 

AI917901 

Aig64074 

AI733848 

AJ243706 

NM-000088 

AA688292 

AA157857 

AC007954 

AI612027 

AWg68343 

AA852604 

AA156542 

A1089575 

D12485 

AL08O23S 

AW392356 

AW176150 

BE613836 

AA447849 

R68537 

BBX10831 

BE531048 

D60647 

AW009886 

H38765 

AA194422 

AWS830S8 

Af078037 

AB0O2367 

AW451711 

NM_O06207 

AF254260 

08)48061 

F13036 



X17033 

AW953484 

BE4105gO 



Hs.108623 
Hs.162265 
Hs.190080 
Ms.104696 
Hs.117938 
Hs.170290 
H5^013SO 
HsJ2889g8 

Hs^71627 

HS.8204S 

Hs.90572 

Hs.105700 

Hs.95612 

Hs^9 

Hs.82237 

Hs.70823 

Hs.372548 

H5.111301 

Hs.102171 

Hs.7882 

Hs.82985 

Hs^lSO 

H8.346935 

HS.15S565 

H$.44276 

Hs.67776 

Hs.4943 

Hs.65436 

Hs278G94 

Hs.76704 

Hs^1904 

Hs^Q2 

Hs^55702 

Hs^4587 

Hs.23954 

Hs.208541 

Hs.225838 

H3.71935 

H5.143323 

Hs.172928 

Hs.170345 

Hs.182265 

H3,121371 

Hs.76277 

Hs.145582 

Hs.125359 

Hs.72127 

HsJ74574 

Hs.11951 

Hs.35861 

Hs^ 

Hs.132449 

Hs^l 

Hs^GO 

Hs.17962 

Hs.23837 

H^^22 

Hs^50879 

Hs.1 18258 

Hs.80706 

H122S64 

K8.234726 

Hs.324051 

H5.21355 

Hs.313760 

Hs.170040 

Hs.283009 

Hs.37054 

Hs.27373 

HS24879 

Hs.271986 

HSJ849 

Ha.119257 



TM=M;SS=M 

14^;TM=M:SS=N 
trefoa;TW=N:SS=M ' 

EGF^_1,vwcTSPN.bp«3; 
filam6nU)ZlP;TM::N;SSsM 

TM=M:SS=M 
CoQsgen,none 

SH3.PDZ.ajanylateJdn;TM= 

ATP161_PLMJ*AT8:TM=Y:SS=M 

SJOOiTM^M^-SS^N 



PTK.MK;TM=M;SSs'Y 

lg.pWnas8;TM=Y;SS=M 

F2W^T^#=N;SS=M 

cadlierin,cadhertn.Cadh6ri 

88rpin:TM=N;SS»N 

z»_box.zf-UBR1:TM=M;SS» 

Sulfatase;TM=M;SS=N 

SH2.none 

fn2,hemopexin,PepfldaseJ^ 
(S^RR.LRRNT.LRRCTtTM::M;S 

vwcCo{lagen,COLFI;TM=N;S 

hemopexin:T^«::N:SS°M 
ioJ(rinsl8.pkinase,Fz;TM3 
homeobox;TM=M;SS^ 

MAGE,Cys_|{nol.EGFJamInki 

LysyLoxidase:TM4l:SS=M 

lacOxjc 

PMP2^Claudfai.PMP2^Ciaud 



SH3,honnone3;TM=M:S&=N 
Qyoo.tran$t25;TM=N;SS=N 
a^none 

B3F,fn3,librinogeiLC,toxi 

rM2H2;TM=M;SS=N 

PH0;U«DJn<(yn?X2«;5H 

vwcColla9en.COLFI;'TM=M;S 

hoRnon6../BiVEfC4 . 

l9ament^ZIP:TM=N:S8"M 

TB2.DP1_HVA22:TM=Y:SS=M 
eftiand,eihanc) 

tgj%'bosoniaLS19:TM4/l:8S» 

honraoboxJHLH 

hofneoboxjiona 

SomatomedIn_B,EiKioiiuGl8as 

TiyNY;SS=M 

SAMJ>NT^ 

TM=M;SS=M 

7tnL3^on8 

hofneobox,none 

TGFbj)rope|>tUebTGF4)eta. 

zK:2H2:TM=M;SSsN 



Fl8vodQxIn_2:T&N«SS=N 
rmi.2H^anBP.pldn8S6.GST.- 

serp{n:TM=M:SS=M 

TM=Y;SS=N 

SH3.ank;TM=W;SS=N 

pltoe.XX;TM=M;SS^ 

homeobox^ione 

NA:NA 

PAP2:TRA=Y;SS=M 
vwaJntegrin^FG<3AP;TM= 
eOianMn<BP:TM=M;SS=N 
SH3.HSt^pcTM>M;SS«N 



anterior gradient 2 (Xenspuslaevis &7 

Homo sapiens sbTiSar to Edilnoidin 7.0 

mdanophi!in(MlPH).inRNA &8 

strafilin 6.4 

W factor 3 (IntesQnaO 6.3 

EST8.W^ similar to Homolog of ai 

Target Exon 6.0 

Ihrombospontfin 2 5.8 

keraSnlO 5.8 

ESTs 5.8 

KIAA1324 protein 5.8 

oollagen.typeXVII.dpha1 &7 

discs, large (Drosaph!Ia)honi6log 5 &6 

FXYD domaln-oontaining bn transpor S.5 

SlOO^ypecstdum binding protein A 5.4 

gb3ic16b02.sl NCLCGAPJ>r1 Komo sap 6.2 

ESTs 6.1 

midldne(neuritBgrawfii-fnmiofiRgf &1 

PTK7 protein tyrosine Unasa 7 5.1 

secreted fibzled^eiatadpRrtsIn 4 5.1 

ESTs 5.1 

serine (or cysteine) protdnase inii S.1 

ataida-teiangiectasla group Oassoc 5.0 

KtAA1077 protein 5.0 

phosphdnositide-3^ase, regulate &0 

matrix metalloproteinase 2 (geialin 5.0 

InununoQiobuBn superfantily oontsiiri 4.9 

ESTs 4.9 

ooiIagen.fypeV,alpl)a2 49 

Homo sapiens mFtNA;cDNADKFZ^564B16 4.9 

l)6niope)dn 4.9 

receptor tyrosine kinase^ orplia 4.8 

homeoboxCIO 4.8 

ESTs.WeakiyslnilartDT223411iypo 4.8 

hepatocelutarcan^tnomaassocfBtad 4.8 

ly^ oxidase^ 1 4.8 

CO209anfigen 4.8 

ESTs 4.8 

liypolheticai protein MGC1 1 138 4.7 

ESTs 4.7 

ceO divlston cyde 2-Dke 1 (PITSL 4.7 

sign^ transducSon protein (SH3 oo 4.7 

cerebrs) cell adhesion molecule 4.6 

ESTs 4.6 

ESTs 4.6 

putative zbic finger protein from E 4.6 

putative DNAA:lvomaSnUnifingmoll 4.6 

collagen, type I, alpha 1 4.5 

EST8 4.5 

heraSn 19 4.4 

hypc^eOcal protein DKFZp434P0111 4!4 

Homo sa(^, done (MGC-OSSLmRMA. 4.4 

DKFZP434l1735pn)lein 4.4 

ITiy-lod surface anagen 4.4 

ESTs 4.4 

progesterone membrane binding prote 4.4 

ectonucteotldepyrophosphatase/i)hos 4.4 

Ra&^nduced senescence 1 (I^SI) 4.4 

Homo sapiens pyiuwato dehydrogenase 43 

downstream of breast cancer an^en 4.3 

micrpfitMfflar-assodated pratdn 2 4.3 

rBfinote add Induced 3 4.3 

ESTs 43 

HomosapienscONAFU116121is,do 43 

OKFZP586G1 122 protein 42 

EST8.Hl9Hy6imB9toCTXNRATCO 42 

prostata cancer assodaiedproti^ 42 

dlaphorase(NAOH/NAOPH)(cytocrvo(ne 42 

myosin VI 42 

serine (or cysteine) proteinase bih 42 

ENSP00000224716*tGTP-bMlngprotel 42 

ftelA^odated Inhibitor 42 

doublecor€n8ndCaMkinase4Uc8l 4.2 

ESTs. WeaMysimOar to 138022 hypo 4.2 

platdet-derived growth Cactorreoe 4.2 

tMnI A2 

ephrtn^ 42 

Homo sapiens ml^cONAOKFZp564017 4!2 

phosphaOdic add phosphatase type 41 

lntegrfn,atpha2(C0498.a|pha28 41 

hypoIheQcal protein FU22041sinil 41 

emsl sequence {mammaqr tumor and eq 41 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Hs.194101 
HS39384 



Hs.135121 

Hs.255565 

Hs.91877 

Hs.104800 

Hs.325335 



423057 AW961597 Hs.130816 
452063 R53185 Hs.32366 
4S06B0 AF131784 Hs.25318 
418283 S79895 Hs.83942 
416361 AW204907 Hs.6872 
4262S5 BE262530 K5.2006 
408113 T82427 
40n92 A1077715 
422765 AW409701 Hs.1578 
429359 W00482 Hs^399 
442572 AI001922 
448826 A1580252 
419648 T73661 
421485 AA243499 
440273 At805392 
417363 AW129357 Hs,329700 
451277 AK001123 Hs.26176 
421823 ri40850 Hs.28625 
452239 AW379378 Hs,356289 
444266' AI625304 Hs.201008 
451541 BE279383 Hs^6557 
451304 M92642 Hs.26208 
429556 AW139399 Hs.314807 
441094 U33819 Hs.7647 
407788 BE514982 
451292 AB037716 
437762 T7802B 
433399 N46406 
408056 AA312329 
404578 AF183810 
443883 AA114212 
445084 H38914 
453880 AI803166 
424125 M31669 
437377 AL359573 
422562 AI962060 

422320 AI745249 

433078 AW015188 HS.121575 
411B94 M57609 Hs.72916 
425976 C75094 
418113 AI272141 
418753 BE217B18 
4S2679 Z42387 
421030 AW161357 Hs.101174 
431567 N51357 Hs.260855 
426363 M58S24 
447151 AIQ22813 
448717 R67419 
425867 D60385 
423940 NM_012429 Hs.277728 
426742 AA38382B Hs.181131 
435818 AA700553 



Hs.38991 

Hs.26204 

HS.1S4679 

Hs.84700 

Hs.42331 

Hs.26102 

Hs.9930 

Hs.250848 

Hs.135t21 

Hs,1735 

Hs.124940 

Ks.118397 

Hsl3650 



Hs.334514 
Hs.83484 
H5.87016 
Hs.83883 



Hs^S 
Hs52679 
Ks21851 
Hs.12079 



HLH;TM=M;SS=N 
ras.none 

Peptidase_C1;TM^;SS=M 

GST^C.GST.N:TM«M;SS=N 

7bTL3,nofie 

TM=M;SS=Y 

BIR;TM=M:SS=N 

heniope)dn.Pepttd8seJA10;T 

HSP70 

TM=N;SS=M 
TM=Y:SS=M 



TM=Y;SS=M 



Armadilo_seg:TM=M:SS=N 

Ool!agBti.TSPN:TM=M;SS=M 

TM=M;SS=N 

zM:2H2.UM.PHD,TFIIS;TM= 
eniand,S 100,S_100,efii8nd 
SH3;TM=M;SS=N 
C2,none 

START:TM=M;SSsN 

Ephrifi;TM=M;SS=M 

zf-C2H2.njbredoxln;TM=M:S 

serpin;TM=M;SS=M 

TM=Y;SS=M 

HSP70^n8 

TGF-beta,TGFb_prDpeptlde; 

ras;TM=M;SS=N 

ZnjDaibOpept,F5J8.ty|»„C 

TIUNY;SS=N 

asp 

zK:2H2;TM=N:SS=M 

vo!tage^CLC:TM=Y:SS=M 

HMG.boxMneobcix;TM=M:SS= 

TM=Y;SS=M 

lubuJiiv«ndlng;TM=N;SS=M 
TM=M;SS==N 

TGF-beta.TGFbj)rapeplide; 

HLH,homeobax.nooe 
ca(iherln:TM=Y;SSsM 
CRAljrWO:TM=M;SS=N 



420005 AWZ71106 H$.133294 
Hs.750 
Hs.104696 
H&22891 
HS.10S889 
Hs.203845 
Hs.188173 
Hs.348495 



Hs^14 arf^RecRjnone 



410867 

40^1 AB037745 

449029 N28989 

424806 AA382523 

443933 AI091631 

432952 AA813887 

424036 AA770688 

453828 AW970960 Hs.293821 

407112 AA070601 Hs£1615 

445669 A1570830 Hs,174B70 

446091 AW022192 Hs^0197 

424851 AI493206 Hs.120785 

409178 8E393948 

417059 AL037672 

431194 D43704 

430397 A1924533 

418969 W33191 

427378 BE515037 

424012 AW368377 Hs.1375e9 
418840 AIB21614 HS.18S831 
433573 AF234887 
433430 AI863735 
422491 AA338548 Hs,117546 
435114 AA775483 HS.2B8936 
416899 BE262645 
422110 AI376736 
448560 BE613183 



Hs.50915 

HSA1071 

Hs^12 

Hs.105607 

Hs^907 

Hs.177555 



Hs.57652 
HsJ69982 



414945 
422119 A1277829 
447335 BE617695 



Hs.80420 
Hs.121555 
Hs^213 
Hs.77667 
Hs.111862 
Hs^192 



EGF.mwntEB.TIL;TM=N;SS 
TM=M;SS=M 

aaLpenTiBascs;TM=Y;SS=M 

TM=Y;8S=N 

loiUrans;TA«=Y;8S=M 

hlstone.C8FDJ^FYBJiMF;TM= 

Pep.M12Bj»opep.Repn)lysi 

honnon8jeczJC4 

homeobox.none 

trypsln;TM=M;SS=Y 
TM»N;S8«Y 

C8Lch3nneLB.RepBj)rateln 

HC03_cotransp:TM=Y:SS=N 

SH3;TM=M:SS=N 

MAGE:TM=M.-SS=N 

SAM.P93:TM4«SS^ 

7tmJ!,EGF/adherlnJaniW 

lhyroflIobuJln-.14GFBP.rf- 

TW=M;SS=Y 

ODCJVZ4a»somaU2jN:TM» 

zM^P.i/I0M2,Ndr 
UPAa.LY6;TM=M;SS=M 

wo40:-nwNM:SS=N 



ESTs. Moderatety sfanilar to 138022 
ESTs, Weakly similar to TWST_HURMN 
Homo sapiens done 25194 mRNA sequo 
calhepsin K (pycnodysoslosis) 
ESTs, Weakly similarto CA13_HUMAN 
glutathione S-transferase M3 (brain 
Homo sapiens cDNA: FU20869 (is, d 
puIaBve secreted Bgand homologous 
bacoloviral lAP repeat-containing 5 
matrix metaHoproteinase 14 (membra 
hypothelicd protein FU22415 
ESTs, Wedldy simiiar to putative pi 
thyroid homione responshre SP0T14 ( 
hypothetical protein FU10134 
Homo sapiens dSNA: FU23523 lis. d 
ESTs 

hypotheGcal protein FU10261 
ESTs 

protein tyro^e phosphatase, recep 
ESTs 

p(akDpNKn3 

cdlagen. type XVI, alpha 1 
ESTs 

MYOassodated zinc finger protein 
S100 cddumtindhig protein A2 
KIAA1295proldn 
synaptotagmln 1 

simiiar to phosphafidykhorme tran 
ephrirv*'A4 

WdiorWnophalangeal syndrome I gen© 
serine (or cysteine) proteinase inh 
hypothefical protein FU14761 
ESTs. We^ similar to 138022 hypo 
Inhibln. beta B (adivin AB beta po 
GTP4)indtng protdn 
AE-btn(fing protem 1 
ESTs, Weakly slntilar to AAB47496 N6 
Homo sapiens cDt4A FU12231 fis, do 
GU-Kruppel family member GIJ3 (Gre 
NG22 protein 

SRY (sex detennining region Y)-box 
hypothetical protein FU22938 
transmembrane, prostate androgen in 
mk^otubule-assodated protein lau 
Homo sapiens cONA: FIJ21410 (is. d 
^tonnlng growth fador, beta 3 
Homo sapiens dona CQABP0014 mRNA s 
Homo sapiens cONA FU12g00 lis, do 
c^ntenin-2 

SEC14(S.ceievislaeHikB2 

ESTs 

ESTs 

ESTs 

fibrillin 1 {Marfan syndrome) 
K1AA1324 protein 
solute earner famSy 7 (cafionic a 
MSTP031 protein 

two pore potassium channel KT3.3 
Homo sapfens cONA FU121S7 fis, do 
H2A histone fanfly. member I 
ESTs 

EST8.WbddydmilarbALU7J1UMAN 

ESTs 

ESTs 

ESTs 

kamkieinS 

extracelhjlarmafaixprot^ 1 
cddum channel, vdtege<lependent. 
bx»ibonate transporter related pro 
hypoOie&:d protein FU20258 
melanoma anfigen, taniy D, 1 
.tumor protein 63 kOavilIh strong ho 
ESTs 

cadherin, EGF LAG seven-pass G^ 
ESTs 



mttodnndrtd libosomal protein L9 
SRteO IhdudUe cytokine subfamily 
secreted proteto, acklic. cysteine- 
ESTs 

lymphocyte anOgen 6comptex. tocos 
KIAAD590 gene product 
nypotneocai pTOEui ru^usHu 
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4.1 
4.1 
4.1 
4.1 
4.1 
4.1 
4.1 
4.1 
4.1 
41 
4.0 
4.0 

40 . 
4.0 
40 
40 
4.0 
4.0 
40 
40 
4.0 
40 
4.0 
40 
4.0 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
19 
. 3.9 
3.9 
3.9 
3.9 
19 
3.9 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.B 
U 
3.8 
3.8 
3.8 
17 
17 
17 
17 
17 
17 
17 
17 
17 
17 
17 
17 
17 
17 
3.7 
17 
17 
17 
3.7 
17 
16 
16 
16 
16 
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450663 H43540 Ks^5292 
417387 AW021102 Hs^1S09 
450825 AG0OS954 HS.2SS27 
439755 AW748482 Hs.77873 
439873 BE159253 Hs.300638 
439039 A16567D7 Ks.48713 
419235 AW470411 Hs.288433 
445033 AV652402 Hs.72901 
404394 AF332975 H$.307004 
452222 AW806287 Hs.21432 
422961 yi3620 Hs.122607 
420988 AW006352 K5.159643 
439680 AW245741 Hs.58461 
426815 D59505 Hs^1344 
437446 AA788946 KS.1013Q2 
421690 AW162667 Hs.106857 
453939 AA418160 Hs.86043 
426158 NM.001982 Hs.199067 
439246 A1498072 HsJ51474 
410653 BE383768 Hs.65238 
412703 AW984744 
427871 AW992405 Hs.352406 
444273 A1903474 Rs.230 
434936 AI285970 Hs.183817 
457869 AU077186 Hs.108885 
422575 AKD00546 Hs.118552 
428343 AL043021 Hs.12705 
426716 NfcC006379 Hs.171921 
423778 Y09267 H$.132821 
451558 NiyL001089 Hs.26630 
407926 AW9S6382 Hs^9771 
447041 AL135480 Hs^50705 
419073 AW372170 H3.183918 
446945 A1193115 Hs.16611 
416322 BE019494 Hs.79217 
447347 AA570056 Hs.122730 
448984 AW751955 Hs^753 
421778 AM2B000 Hs.283072 
423363 BE544348 Ks.127562 
432545 X52486 Hs.3041 
408495 W66796 Hs^37731 
406851 AA60g7B4 Ks^2392 
418735 T18979 HS.8790B 
410197 NM_005518 H3^9889 
453597 BE281130 Hs.33713 
417259 AW903838 Hs.81800 
453885 N44545 
412634 U55984 
407204 R41933 
444371 6E540274 
447334 AA51S032 
426530 U24578 
419749 X73608 



423595 
406673 M34996 



HS.2S1865 
Hs.356531 
Hs.140237 
Hs.239 
Hs.91109 
Hs^8625 
HSS3029 
Hs.220702 
HS.1982S3 



Hs^83 



421777 
453082 H18835 



434241 AF119913 

412490 AW803564 

452277 AU)49013 

431457 NM.012211 Ks.256297 
K&108ig6 
Ks.31608 

414085 AA114016 HS.7S746 

440300 N39760 

400290 H18836 

433339 AR)19226 

419301 AA236166 

414792 BE314949 

451428 AW083384 Hs.11067 

432210 Ai567421 Hs^73330 

452242 R50956 

450676 Ai147155 

413014 AW250533 Ks.75139 

427919 AA173942 Hs.326416 

424005 AB033O41 

422072 AB0ia2S5 
440995 T57773 
426150 N^L003658 Ks.167218 

416877 BE386266 Hs.85658 

452191 AU076408 K3.28309 

450273 AW296454 Hs^4743 

456177 NVL012391 H3.79414 
423062 NM_003655 H5.5637 

421848 X15880 Hs.108885 



Hs.31608 
Ks.8036 
Hs.132957 
H8.B7128 



Hs. 159993 
Hs.279727 



Hs.137507 
Hs.111138 
Hs.10263 



RNaseJ{n;TM=N;SSsM 
zl'C2H2,non8 

P0Z.Gu8nylateJ(bi;TM»N:SS 

pkina56,nono 

ank:TMsN:SSsN 
EGF^1,vwcv«dJhm.Keral 
Sema,Tn5,PS1.6DI 
TM=M;SS=:N 

zM2H2.TRlS,KRAB;TM=M:S 
ig.SCrm.zK90(C;Adap_c 
' fo3iVmiiColtooen,TSPN:TM» 
efhand;TliNlA;SS4< 

Fui1ivCke,pkinase,RQcep_ 

8nk.pklnase.UPF0073:TM=N; 

zMaHC4;UP3;TMNM:SS»N 

TIUNWI;S8=N 

LRR,LRRNT;TM=M;S&sM 

UCH-2 

vwa,Q)lla88n;1M=M;SS=M 

PTR2:niNY:SS=»M 

WD40:TM=N;SSaM 

lg,8emaPS1;TM=N:SS=M 

FMCWtke.pyTjedo)t;TM=Y;S 

ABCJran,8RPS4JM»Y;S&4yi 

TYA:TMsN;SS«M 

(teaih^U5:TM=N:S84A 

PSCaNA0.Gly3Pjdh,0ctopin 
NA;NA 

NA;NA 

hoineobox;TM=M;SS=N 
cycOniiions 

lg.WHCJLbet8:TM=M;SS=Y 

helIcase,CATJook.SNF2^N 

HMG_CoA^5yntTM=N;SS=N 

KH-domaln.RibosomaLS3„(; 

EGF^Ject'iLPiSUshUQi 

PH,norB 

htet0ne,his1onG 
FbrUiead:TM=M:SS^ 

A2IANrR>kNATO,A2kOUffeny 

kazai,OiyrQglolnilinJ;TM= 

hom8obi3X,fX)ne 

(g,MHCJLatpha;TM»M;SS=M 

TM=N:SS=M 

ank;TM=M;SS=N 
FGW,vwa:"rM=Y;SS=M 

TM=M;SS=N 

ba.trats;TM»Y:SS^ 

ddedh:TliHj:SS4A 

TM=M;SS=N 

Cysjmot 

TM=Y;SS=M 
TiyNY;SS^ 



libomidease HI. brga subunit 
ESTs 

Qght juncQon pfotsln 3 (zona ood 

B7honKdog3 

ESTs 

ESTs 



TM=M;SSsN 
CTFJ<FI,none 
TM=Y;SSaN 
RhoGAP;TM4ll:SS»N 

lujmeobQx;TM=N:SS=M 

zM2H2:TM=M:SS=N 

UOPGJAGDP_dh,UDPGLMGDP.dh 

Et5.SAMJ'NT;TM=ft^N 

chramo:TM=N;SS^ 

vwaiOQnagen;TMsU;SSeM 



cycQiHtependentldnase blMb^ 

Zbnsdhssln 

SEX gene 

&celt CXi/lymphania 9 

ESTs. Weakly siftto to T32554 hypo 

ESTs, WeaUy stmOar to A35659 knie 

ESTs. WeaMy simBar to KICLHUMAM 

ESTs. Moderately sindar to CA1C RA 

calbindin 2, (29kO, calretinln) 

Homo s^ens cONA FU13558 lis. do 

yt-efMsZ avian eiylhroblasQc leiAe 

membrana^ssod^ tyrosine* and ( 

95 kOareSnotilastoma protein t)ind1 

gb:RC1.HN001»)4&4(X»)11-dO3 HNX15 

Homo sapiens, done IMAGE:3507281. 

titutunodidln 

ESTs 

Homo sapiens. aIpha-1 (VQ collagen 
hypotlteBcal pret^ FU20539 
ESTs 

sema domain, immunogtobultn domain 
fiavin containing monooxygenase 2 
ATP-tinding cassetta^ sub-family A 
ESTs 

•Homo sapiens C0NAFU11685 lis. do 
Homo sapiens cDNA FU12797 lis, do 
tumor protein 052-0(61 
ftymline-ScarbQxyfate reductase 1 
ESTs. Moderately similar to KIAA1 21 
hypotfielical protdn FLI22318 
ectin related protein 2/3 complax. 
homeoboxCII 
uradM)NA glyoosylase 2 
ESTs 

magor histocompaObility complex, c 
8nf2-related CBP adivator protein 
S4iydroxy'-3-mettiyIgtutary)-Coenzymd 
myoinositol l-piiosptiatB synthase A 
chondroiQn sulfale proteoglycan 2 
ESTs 

heat shocl( 90kD protein 1 . alpha 
ESTs. W^sbnilartoAlUIJIUMAN 
foricheadboxMI 
ESTs 

oomplenrant component 4A 
spaic/ostBonec6n. cmv and kazaM 
ESTs 

ma^ hlstocomp^bility complex, c 
Homo sapiens PRO3077 mRNA, oomptets 
Homo sapiens cONA: FU22528 fis. d 
KIAA1223 protein 
integttn, alpha 11 
HSPC037 protein 
hypothetical protdn RJ20041 
aldehyde dehydrogenase 1 famiy, ma 
Homo sapiens, Slmiiar to RIKEN cDNA 
hypothetical protein FU20041 
gliol>lastoma overexpressad 
teiKxnodufin protdn 
hypolhefica) protein FU23309 
ESTs. High^8lmilartoT46395 hypo 
Horoo 8apteia.cto nelMAGE3S4Wg2, 
gycosyftransfeisso 
ESTs 

partnerofRAa(ai^2) 
Homo sapiens mRNA: cONA DKFZt)664H19 
vang (vangogh. DrosophHaHiKe 2 
K1AA0712 gene product 

ESTs 

BarH4ikehomeobox2 
hypotheOcal protein FU23436 " 
UOP-gluoose dehydrogenase 
hypothelica) protein aJ20171 
prostate epithefium-spedfic Ets \i 
ESTs 

collagen, type VI, etphal 
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3.6 

ae 

IS 
3.6 

ae 

3.6 

ae 
as 

3.6 

as 
as 
ae 
ae 
ae 
a6 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 

3^ 

as 
as 
as 
as 
as 
as 
as 
as 
as 
a4 

3.4 

a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 

3.4 
3.4 
3.4 

a4 
a4 
a4 

3.4 

a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a4 
a3 
a3 
as 
a3 
a3 
a3 
as 
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433577 AW007080 Hs.284192 
409636 AA305729 Hs.18272 
404730 AM86704 Hs.33287 
422940 BE077458 
5 410001 AB041036 
427461 AAS31527 
453468 Vkf007l2 
443807 WS930 
456034 AW450979 
10 424307 AW293399 Hs.356377 
412755 BE144306 Hs.179891 
429690 AW956329 Hs^721 
423472 AF041260 Hs.129057 
424118 BE269041 Hs.140452 
15 437275 AW976035 Hs.292395 
437464 AA323296 Hs.97837 
433592 NMJ)04642 Hs.3436 
434931 AVW68941 Hs.166254 
451691 AI809278 Hs.208152 
20 430433 AA478883 Hs,273766 
429343 AKD00785 Hs.199480 
450835 BE262773 Hsl5584 
414591 AI868490 
452579 AA131657 
25 409960 BE261944 

406850 AI624300 

453874 AW591783 Hs36131 
425964 AW889928 Hs.9071 
428412 AA428240 Hs.l26083 
30 430316 NM_000875 Hs.239176 
440087 W28969 Hs.7718 
449933 AW157098 Hs324104 
441128 AA570256 
434182 W20309 
35 422737 M26939 

408202 AA227710 Hs.43658 
424971 AA479005 Hs.154036 
407869 A1827976 Hs.24391 
444734 NM.001380 Hs.11806 
40 426991 AK001536 Hs.214410 
414081 AW959976 Hs^65706 
408795 AW749126 Hs.170345 
452345 AA293279 Hs.29173 
437879 BE262DB2 Hs^894 
45 407872 AB039723 Hs.40735 
427289 AI097346 Hs.323878 
432375 BE536069 Hs2962 
429415 NM 002593 Hs.202097 
412774 AA120865 Hs.380149 
50 445942 T80334 
439456 AI752409 
414774 XD2419 

433336 AF017986 

439905 AW799755 Hs.110953 
55 420251 AW374968 Hs.379829 
4130W 135901 
418686 Z388^ 
410279 BE271977 
424391 BE5501t2 
60 440409 AW294316 Hs.125608 
452689 F33868 Hs^84176 
418154 BE16S866 
434384 AA631910 
413436 AF238083 
65 431663 NVL016569 Hs.267182 
432874 W94322 Hs^9651 
436252 AI539519 
421044 ARJ6t871 
419102 AA234098 
70 419359 AU)43202 

441859 AW194384 Hs.9877 
426418 M90464 HS.169&25 
413076 U10564 Hs.75188 
407874 AI766311 Hs^047 
75 448019 AW947164 Hs.195641 
427024 AA397572 Hs^02 
410281 AF076612 
447205 6E617015 
434433 AW6297S9 
80 439737 AI751438 

450157 AW961576 Hs.60178 
445989 H97754 HS.1110B 
442213 N36110 



Hs.57771 
Hs.332040 
HS32990 
Hs.9822 



Hs.248107 
Hs23830 
Hs^55264 
Hs.172928 



Hs348504 

Hs.8107 

Hs.119571 



Hs.13479 
Hs.109314 
Hs,77274 
Hs.31386 



Hs.75117 
Hs.87268 
Hs.61809 
Hs.158549 



H&3S2403 
Hs,370133 
Hs.68061 



HS.142B27 
Hs.101302 
tte.42424 
Hs.90073 



A8Ltrans;TM=Y;SS=N 
CTF_NR.none 
Sec7.PHANFjeceptor.lig_ 
bypsln;TM=M;SS«M 
TM=Y;SS=M 
TM»M:SS=N 
HAT:TIHtS8=M 



sugar tr,Rjboscxnai.S25 
TM=M;SS=N 
periIiplJi;TM^N;SS=M 
FrizztedLFz 

TM=M;SS«N 

C2 

WW,none 

VHS.9irH,UlM;TM=N;SS=M 
ArfGap;TM=N:SS«M 

CN_hydrolase 

wrc,Cotlagen.COLFI;TM4fl;S 
homeoboiMione 

1h3.Furi[aike,pkinaS6,RB 
KOW.Rbosom^S4e.S4OT 
OUF176,efhand;TM=M;SS=N • 
TM=Y;SS=M 
&gan¥!ia;TM=M;SS=N 
Conagen,COLFI;TM«N:SS=M 
CXJF;TM=M;SS=N 
PH;TM4lI;$S=N 
emand:TM=M:SS=N 
ERG4_ERG24;TM=Y;SS=M 

flla:TM=N:SS=Y 
honnonejeczMM 
0SPc;TM44:SS=N 
TM=N;SS=N 

Fz.Frizzl8d.7tnUDUF81;T 
arnlnotiau5,SDF.none 
efhand^ 100;TM=N;SS^ 

cub.ktStm=N:SS=m 

hormone jec,2MM 
TM=M;SS=N 
2f-C2H2:TM=N;SS»M 
krinol8.bypsin.plaiiLJBii 
F2|ITR;TM=H:SS4il 
HLH:TM=M;SS=N 

annodn;-T«H«;SS=N 
ras;TM=M:SS=N 

ttuoied 

transfen1n,KHKiomalmnn 
hotinonejec.zKI4^one 

OAGKc;TM=M;SS=N 
T-box:TM=M;SS=N 
SH3;TMfM:SS=Y 

ft»3,vwa,C6Dagen.TSPN:T«*» 

CAS.CSE1:TM=M;SS4J 
Amino oxidas6.FADJ)indiRg 
Co!teBen,C4.VPR:TM=N,^S=M 
pldnas8:TM»M;S8>N 
C0Q7 



Hs.166ie6 
Hs.11006 

H5.41271 



WicW2jMA3JrilF4G 
LEA.p6ri]!pIn:TM»M:SS-N 

Clq.Collagen,none 
PH,BandJ1.RhoGEF.none 



ESTs 

amino acid transporter system A1 
Nuclear factor l/B 

flb:RC1-BT060&O9050O<»St04 BT0605 
kankftiinll 

hypoOieOcat protein MGC13010 
OKFZP566F084 protein 
HCNP protein: XPA-tinding protein 2 
gb:UI-H^l3.al2ha-12-O.UI,s1 NCI^CG 
nudearieceptoroMiepiessor 1 
ESTs. WeaWy similar to P4HA.HUMAN 
ESTs 

breast cardnonna amplified sequence 
cargo selection protein (mannose 6 
ESTs. Vfeakiy shrilar to A475B2 &<e 
Homo sapiens mRNA; cDNA DKFZp547J04 
deteted in oral cancer (mouse, homo 
hypotiielical protein DKFZp566l133 
ESTs 
ESTs 

Homosapiens.Sinni1artoep5ln3,c . 
ttypothetical proteni FU10767 
ESTs. WeaHy similar to AUISJIUMAN 
ESTs 

hexddnasel 
ooUagen.typel,alptial 
collagen, type XW, alpha 1 (undiiS 
pnsgesterone membrane binding prols 
ESTs 

Insuiln^ite growth factor 1 recept 
hypothetical protein FU22678 
Human DNA sequence from done RPl-6 
ESTs. WeaWy similar to T23273 hypo 
Gitrotein gamma-12 subunlt 
c6il8oen. type 111. alpha 1(Etiler8 
DKFZP586L1S1 piotoin 
tumor suppressing subfransferaUe c 
hypothetical protein FU13612 
7-dehydrocholesterol reductase 
Homo sapiens cDNAFLJ10674lis.cto 
mabfacGIa protein 
hypotheficalprotdnFU13710 
tiypolhefica) proton FL120S15 
hypothefica) protein FU10305 
frizzled (DrasopMIa] honvlog 3 
phosphoserlne antfnotransferase 
SI 00 caldum^inding protein P 
procoNen <>«idopeptklase enhance 
ESTs 

hypothefical protein FU20847 
hypothetical protein FLJ20960 
plasminogen activator, moMnase 
secreted fiizzled-related protein 2 
retinoteadd Induced 1 
Human DNA sequence from done RP5-1 
interieuKin enhancer binding fector 
annexinAS 

hypothefical protein FIJ14117 
ESTs. Weddy slraBar toT2D3.HUMAN 
ESTs 
transfernn 

nudear receptor subfanffly 1, group 
ESTs 

sphingosine kinase 1 
TBX^ protein 
rodanomaWiibftoryadivily 
Homo saptens cONA FU11552 lis. do 
Human DNA sequence from done RPl-2 
ESTs, WeaWy simflar to 2004399Ach 
chromosome segregation 1 (yeast hom 
intertBuldn4 Induced gene-1 protd 
cdlagen.-type W. alpha 5 (Alport 
wee1(S.pc)mbe)homolog 
Homo sapiens cONAFU14059fis. do 
ESTs, Moderately sunSar to 138022 
chromosome 11 open reading frame 14 
Homo sapiens done 23928 mRNA seque 
ESTs. Moderately similar to T17372 
gb:hh70e05.y1 Na.CGAP_GU1 Homo sap 



3.3 
3.3 
13 
3.3 
3.3 
3.3 
Z.Z 
Z2 
3.3 
3.3 
3.3 

a3 

3.3 

a3 

3.3 
a3 

as 
a3 
a3 

3.3 



na.1 1 iw 

Hs.305971 sugarJr;TM=Y;SS=M 



ESTs 
ESTs 

solute canterMly 2 (fadiitete 
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3.3 
3.3 

a3 
a3 
as 
a2 
a2 

3.2 
3.2 
3.2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

a2 

3.2 
3.2 

a2 

3.2 
3.2 

a2 
a2 

a2 

12 

12 

3.2 

12 

32 

12 

12 

12 

3.2 

12 

3J2 

12 

12 

12 

12 

11 

11 

11 

11 

ai 
ai 

11 
11 
11 
11 
11 
11 
11 
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402496 








TargstExon 


ai 


438974 


AR)89816 


Hs.6454 


POZ;TMaN:SS=M 


dvomosome 19 open readbio frane 3 


11 


439335 


AA742G97 


H5.62492 


TM»N:SSsM 


NMJ052863:Honio sapiens socrtioi^ 


3.1 


412276 


BE262621 


H$.73798 


MIFjBugar.tr,none 


macrophogo fntgrelion f nhfifloiy fas 


3.1 


416950 


AL049798 


HS.805S2 


dsimatopontin 


3.1 


456157 


AW979153 


Hs.336881 


fransiranibran84jiono 


ESTs 


11 


452753 


AA028049 


HS.27772B 


CRALTRIO,none 


SEC14{S.C8rBvfslaeHil(a2 


11 


414420 


AA043424 


H5.76095 


TM=iy|;SS»N 


fanmsdiatB eariy response 3 


11 


446229 


A1744964 


Hs.14449 




iaAA1609preteIn 


11 


453143 


AA382234 


Hs.356289 


sefpin;TM=N;SS^ 


protein (ytosine phosphatase, recep 


11 


411441 


A1J042355 


Hs.70202 


WO40:TM=M;SS=N 


WD repeat domain 10 


11 


422921 


BE062D45 


Ks.351625 


AAAMmoneLTeci^ 


Honn sapiens cONA: FLI23260 lis, d 


11 


444441 


AW613841 


Hs.301394 


IRK:TM:^:SS^ 


hypottiellcat pratetn MGC3101 


11 


436729 


BE621807 


Hs.351316 


TMsY:SS^ 


transmembrane 4 supeifamSy mentber 


11 


427890 


AA435761 


Hs.373623 


RF)UM/UbIndbio,nQne 


ESTs 


11 


444838 


AV651680 


Hs^08558 


lnlBg[1rLAiF&GAP,none 


ESTs 


11 


427876 


A1494291 


Hs.369171 




ESTs 


11 


413040 


AA19333e 


Hs.12321 


Na_Ca.Ex;TM=Y;SS=M 


sodium caldum exchanger 


11 


427515 


T79526 


Hs.179516 


EMP24_GP25UTM=Y;SS=M 


integral type 1 protein 


11 


451092 


A12072S6 


Hs.13766 


fiIam8nt:TMNN;SS^ 


Homo sapiens mRNA for FU00074 pro( 


11 


442222 


AI061301 


Hs.164773 


trypsin Joinola.UPAR.LY6 


ESTs 


11 


452613 


AA461599 


H5.23459 




ESTs 


11 


447191 


NM_014521 


Hs.17667 


SH3:TM=M;SS=N 


SH3-doma!n binding protein 4 


11 


412890 


T85247 


Ks^51875 


C0X6C;TM=ryl:SS=M 


cytochrome c oxidase subunit Vic 


11 


418313 


BE244231 


Hs.84038 


TM=Y;SS=N 


CGM)6 protein 


11 


440006 


AK000517 


Hs.6844 


AAA>l&ARaPAADJMPiN:NA; 


NAiP2 protein; PYRIflContalning APA 


11 


434042 


A1589941 


Hs.8254 




Homo sapiens. SimHar to tumor diff 


11 


420576 


AA297634 


Hs.54925 




K1AA1858 protein 


11 


432269 


NVL002447 Hs.2942 


p}dnase.SemaPSI.T1GA4.E 


macrophage stimuialing 1 receptor ( 


11 


424927 


AW973666 


Hs.1 53850 




hypothetical protein C321D^4 


11 


440100 


BE382685 


Hs.158549 




EST8.Weakty8imnar(oT2D3 HUMAN 


11 


452408 


AA306477 


Hs.29379 


TM=M;SS=N 


hypothetica) protein FU10687 


11 


441362 


6E614410 


H5.23044 


TWNI:SS=N 


RAD51 (S. cerevislae) homolog (E co 


11 


418444 


AI902899 


HS.851S5 




butyiBte response (actor 1 (EGF-res 


11 


423464 


NML016240 Hs.128856 


Goll^en;TM»Y;SS»N 


CSR1 protein 


11 


424604 


AW885388 


Hs.151076 


TM»M;SS=N 


KIAA1243 protein 


11 


420059 


AF161486 


Hs.94769 


fas.none 


RA623, member RAS oncogene bRfily 


11 


453271 


AA903424 


Hs.6786 


UM;TM=M;SS=N 


ESTs 


11 


411274 


NM 002776 Hs.69423 


trypsin:TM=M;SS=N 


kailikreinlO 


11 


434095 


AA011117 


Hs^45 


EGFj^^8.lype.C;TM»N:SS» 


ndkftAQlQbui^EGF factor 8 prate 


11 


403439 






ank;TM»M;SSBN 


NM_031419':Homo sapiens molecule po 


11 


413244 


AW955851 


Hs.159265 


Gn'B.Pep.M12Bj)ropep,RapR) 


kmppekelated zinc finger protein 


11 


411756 


GE294350 


HS.71B91 


p»nase.F5.F8.lype.C;Tiyt>Y 


disoojdin domain receptor femOy, m 


11 


409007 


AL122107 


HS.49S99 


Homo sapiens mRNA; cONA DKFZp434G08 


11 


45247 


AA33S295 


Ks.74120 


L£A;Tiyt=M:SS=N 


adipose spedftc 2 


11 


414359 


hA62194 


H3.75929 


cadheHn.Cadherin.C_tenn; 


cadheiln 1 1, type 2. 0&«adherin (o 


11 


433212 


BE218049 


H8.121820 




ESTs 


11 


449123 


050920 


Hs.23106 


TW=M:SS=N 


KIAA0130 gene product 


11 


431176 


At026984 


Hs.293662 


MCP8fgnal,lamin(tiJB,tamin 


ESTs 


10 


419245 


Ar732742 


Hs.87440 




ESTs 


10 


434493 


AA635305 


Hs^75591 




ESTs 


10 


449177 


8E616694 


Hs^88042 




hypothetical protein FU14299 


10 


430449 


AA352723 


Hs^41471 


WH1:TM=M:SS=N 


RNB6 


10 


452887 


At702223 


Hs.107253 


M)Ox;TM=N:SS=M 


hypothetical protein DKFZp761F241 


10 


451678 


AA374181 


Hs.26799 




OKFZP564D0764 protein 


10 


445457 


AF168793 


Hs.12743 


Cem_acylt^ans^.T^NM:8SsN 


camiOne 0<x:tanoyl transferase 


3.0 


407597 


AA043925 


Hs.339352 


fn3.lg:TM=Y;SS=M 


Homo sapiens broOier of CDO (BOQ ro 


10 


431629 


AU077025 


Hs.265827 


TM=M;SS=Y 


inteiferon, atphsMnducBile praldn 


10 


432302 


AA345857 


Hs.274307 


T1G:TM=M;SS=N 


KIAA1442 protein 


10 


442549 


Ar751601 


H3.8375 


MATazf.TRAF^HC4:TM= 


TNF receptcv-assodated fector 4 


3.0 


437959 


AI472068 


HS.37S604 


elF5_eIF2B.W2;TM=iyi;SS=N 


K1AA18S8 protein 


10 


447400 


AKD00322 


HS.184S7 


zK:3HC4:TM3Y;S$:4yi 


hypothetical protein FIJ20315 


10 


411734 


AW374g54 


H3.71779 




Homo sapiens DNA from dvomosome 19 


10 


443547 


AW271273 


Hs.356487 


fh3jione 


hypotheSca) protein FU12666 


10 


417X0 


BE277919 


Ks.306019 


TM=Y;SS=M 


ESTs. WeaMy similar to AUJ7J{UMAN 


3.0 


416987 


D86957 


Hs.80712 


GTP.COC;TM=M;SS=M 


KIAA0202 protein 


10 


424494 


U78575 


KS.14925S 


PIP5K;TM=N;SS<4yi 


phosphaA^ylinositoM-phosphats^ 


10 


414496 


W73853 


Hs^55424 


l*l«B8,F5^Jyp^CadlL 


ESTs 


10 


413336 


A15699E38 


Hs^178 


Occlud]n;TliM;SS»N 


hypothetical proldn FU22637 


3.0 


434314 


6E392921 


Hs^797 


ras.art;TM=M;SS=N 


RAB26. member RAS oncogene family 


10 


401038 








CI 1000425:oi)4S07721[rBilNPJ003310. 


10 


418245 


AA088767 


H3.83883 


TM=Y;SS=M 


trans memixane, prostate androgen in * 


10 


407688 


W25317 


Hs.37616 




Human D9 spfioe variant B mRNfV, com 


10 


456906 


AF117646 


Hs.156637 


iK3HC4.CfaLN.CbUI2,Qil 


Cas^-M (murine) ectrapic rebroirir 


10 


424744 


AW175781 


Hs.152720 


TlllNytSS^N 


Mfhsss phosphoprofein 6 


10 


452195 


AA994712 


Hs.116878 




ESTs 


10 


415988 


BE407713 


HS.7B943 


Pe|iLC1-Gka;TllHI:SS^ 


bieomydn tiydrolase 


10 


418399 


AF131781 


Hs.84753 




hypotheiicai protein RJ12442 


10 


420568 


F09247 


Hs^47735 


cadh8rin.npocaI!n:TM=M;S 


protocadherin alpha 10 


10 


• 404661 






TM=M:SS=N 


CS000306*:g{I1 2737280^efp(Pj006682 


10 


414152 


NM.003248 Hs.75774 


EGF.TSPN.Isp.3;TMMiA:SS»M 


fhromtx)S|ff ndin 4 


10 


421307 


BE539976 


Hs.103305 


chnxno 


Homo sapiens mRNA: cONA DKFZp434604 


10 


444868 


BES60471 


Hs.12101 


TM=N;SS»M 


tiypothetical prolebi 


10 
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450214 BE43g763 

452664 AA3g88S9 

422105 AI929700 

422278 AF072873 

434067 H18913 

412876 NM.000165 

426801 M486846 

421983 AI2S2640 

429299 AI620463 

408912 » AB011084 

438746 At885815 



HsOT57l 

Hs.18397 

Hs.111680 

Hs.114218 

Hs.124023 

HS74471 

Hs.271795 

Hs.110364 

Hs.347408 

Hs.48924 

Hs.184727 



R6S:TM=M;SS=N 

TM=USS=M 

TM=M;SS=N 

Fz.FiizzIed.7bnJ:TM=Y;SS 

conn8xlmConne3dn43tTM=Y; 

projsofneras8,none 
TM=Y;SS=N 

ArTnadnio.seg;TM=M;SS=M 
transfiB(i1n,GuanylateJc]n 



regtialorof &protein signalling 4 
hypotheBcal protein FU23221 
endosulfine alpha 
frizzled (DrosopHIa) homolog 6 
Homo sapiens cDNA FU14218 lis, do 
gap function protein, alpha 1, 43kD 
ESTs. We^ sontiar to 138022 hypo 
pepQdylprolyl Isomerase C (cycloph 
hypolheGcal protein MOC13102 
KIAA0512 gene produce ALEX2 
Human melanoniehassoeiaN antigen p 



3.0 
3.0 
3.0 
3i) 
3J) 
3i) 
3.0 
3.0 
3.0 
3.0 

ao 



TAM4B 

Pkey: Unique Eos piobeset identilter number 
CAT number. Gene cluster number 
Accession: Genbank accession numbeis 

ptey CAT Number Accession 

418344 245371 1 AA216387 T6354BAA228676 

412703 1243670 1 AW984759 AW984744 

434241 63414 1 AF119913AI2076S8R57074 

422940 58443'"l BC012771 BG397153BF366196AA337277AA319285AW843252 

S Si AA136553AA136656AW450979AA88435BAAB09054AW238038AA492073BE168945 

434433 111338J AA633408AW749955AW6297S9AI651005 

TABLE 40 

sejuence of human chromosome 22.' Dunham I. et«L, Nature (1999) 402:48M95. 
Strand: Indlcales DMA strand from which exons were predicted. 
Ntj>osllion: Indicates nucleotide positions of predicted exons. 

NtDostOon 

116229.116371.117512.117651 
4151541695 
8615-9103 
91463.91632 
4277-4469 

33374.33675,33768-34008 





Pkey 


Ref 


Strand 




406387 


9256180 


Plus 




400496 


9743564 


Rus 


40 


402496 


9797769 


Minus 


403439 


9719679 


Ptus 




401038 


7232177 


Minus 




404661 


9797073 


Pkis 



45 



50 



55 



TABIE ^^^^^^^ TO MOOUUTIOM BY SMAa MOIECULES. PEPtlDB, OR AMIIBOOIK 

Pkey: iMqueEosprabesetUenliliernumber 

ExAocn: Ennv)lv accession numbar.GenBank accession nuinber 

SSILalns: SlKSSpr*hdonute.AbtmvIa»o«,used^ 

nearmuonians. Jg^^J^^j;, ,gJ5|i^J^^ „„an^;uoOa,pTObln domain abbf^^ 

UnlGeno Title: UniGeno gene fitlB 

1^^. RaDo of 90th perceniae tumor to SOlhpercenlite of nonnat body tissue 





PIcey 


ExAocn 




409340 


BE174629 


60 


421481 


AW391972 


419693 


AA133749 




417389 


BE260g64 




414521 


D2B124 




438091 


AW373062 


65 


413815 


AUD46341 


439180 


Ai393742 




431441 


uaig6i 




4^7 


AA335295 




452239 


AW379378 


70 


441384 


AA447849 


419223 


X60111 




413859 


AW992356 




410687 


U24389 




422699 


BE410590 


75 


419452 


U33635 


427378 


BE515037 




444764 


D1248S 




436972 


AA2B4679 




412926 


AI879076 


80 


425280 


U31S19 


432636 


AA340864 




423778 


Y09287 




«4206 


NiyL003734 




444797 


AB018333 



UniGenelD Pred,ProLDom^s 

Hs.321130 aaj]6mieases,pyddoxaLde 

Hs.104696 TM=M:SS=M 

Hs.301350 ATP1G1.PUyLVAT8;TM=Y;SS»M 

Hs.82045 PTNJ«<;TM=M;SS=Y 

Hs.76307 DAN:TM=M;SS=M 

H5^1546 hormone_re<;2f-C4,none 

Hs.75562 pldnase,F5J^Jype«C;TM?Y 

Hs.199067 FuraMilce.pldnase,Recep_ 

Hs2794 ASC:TM=Y;SS=N 

HS.7412D LEA;TM=M;SS^ 
Ks.355289 

Hs.288660 7tni.3,none 

Hs.1244 transmembrane4JM8Y;8S=M 
Hs.8364 SAM_PNT,none 
H&6S436 LysyU»id3S6;TM=N;SS=M 
Hs.119257 SH3.HS1jep:Tiyi=M;SS=N 
Hs.90572 lg.pldnase;TM=Y;SS=M 
Hs.177556 MAGE;TM=M:SS=N 
Hs.11951 SomatDmedjn^B,Endonuciea5 
KS.25S40 PMP22_Ctaudin;TM=Y;S&:M 
Hs.75061 MARa«;TM=N;SS=M 
Hs.1872 PEPCK;TM4tSS=N 
Hs.278562 PMP22Laauifin;TI*=Y:SS=M 
Hs.132821 FMWilcBj>yrjedox;TM=Y;S 
Ks.198241 CD.ainnejDxid,CiL?rninejix 
Hs.12fiQ2 SH3.SAM;TM=II«SShN 



UnlGeneTitle 

melanophilin (MIPH). mRNA 
KlAA1324protdn 

FXYDdomdiiMonlalntng ton transpor 
midkine (neurite growtNpromofing f 
neuroblastoma, suppresdon of tumor (DAN) 
nudear receptor subfamiiy 1, group 
discoklin domain receptor family, m 
v-ert>^ avian erythraiUasScteuka 
sodium channet, nonvallag&gated 1 
adipose specific 2 



refinoicacidbutuced3 
C09an6gen(p24) 
Homo sapiens pynivate dehydrogenase 
lysytoxidas&tikel 

emsl sequence (mammary tumor and sq 
PTK7 proteki tyrosine kinase 7 
melanoma antigen, family D, 1 
ectonudeoSde pyrophosphatase/^os 
daudin3 

macrophage myiistoytated alanhie-ri 
phosphoendpyruvate carboxykinase 1 
daudInT 

flavin contafaiing monooxygenase 2 
anuiB (vddase. copper oontaning 3 
nAA0790piOtdn 

131 



R1 

205 
1&3 
U7 
13.7 
13,7 

ia4 

13.2 
13.2 
123 
1Z4 
12.1 
11^ 
11.7 
11J 
11.2 
10.1 
9.9 
9.9 
9.9 
9.7 
9.5 
9.5 
9.4 
9.4 

a4 

9.0 
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402559 


AR)43329 


Hs.173717 


PAP2;TM=Y:SS=M 


PPAP2B PhckS|dialUlcfldd pho^)hsUypB 28 


&0 


443932 


AW888222 


Ks^73 


SH2,WW^lD^n6 


tensin 


&9 


421143 


AB024S38 


Hs.102171 




imniuiiogiobuOn superfandy oontainl 


as 


433592 


NMJ)04642 


Hs^ 




dteteted in otbI csnccr (mouse, homo 


a7 


410668 


6E379794 


HS.1S9651 


death,TNFFU6frM=Y:SS=M 


hypolhe&s! prot^ 


a7 


433862 


W07162 


Hs.150826 


fas^_tran.arf;TM=M;SS= 


RAB25 RAB25. member RAS oftcogane b 




421853 


AL117472 


Hs.108924 


SH3,8orb;TMNM;S&=N 


SH3-dQnia!n pntein 5 (ponsin) 


ae 


425335 


BE394327 


Hs^67 


^hand,kssUrf/as,7ln\_ 


fidOistaGivfike 1 


as 


400290 


H18836 


H&31608 




hypolheScal protein FU20041 


as 


438089 


WDS391 


Ks.351546 


hcNTnansjec^-C4,non8 


nuctsSTfeoeptorstAlamDy 1, group 


a4 


426156 


NM_001982 


Hs.199067 


Fiiifcv(ika,pidnase.Rec8p. 


v-ert)-ti2 avian eiylhroblasSc leuka 


a3 


447191 


NM^014521 


Hs.17667 


SH3:TM=M:SS=N 


SH3-domdh Undbig protein 4 


a2 


439941 


A)392640 


Hs.18272 


A^trans:TM=>Y;SS=N 


amino add transpntsr system A1 


a2 


439318 


AW83704& 


Hs.6527 


7lnL2.CytC_8sraGPS:TM=Y;S 


G pratein<ooupted receptor 56 


ai 


442213 


N36110 


Hs.305971 


sugar.tT;TM=Y:SS=M 


solute canfer fentiljf 2 (fisdilale 


ai 


412649 


NM_002206 


Hs.74369 


lnt8grirLA.F&GAP:TM=M;SS 


bitegrfn^ 8lpha7 


ai 


448913 


AA194422 


Hs.22564 


rnn^^BP.pi(ln8se.GST_ 


nvostnVI 


ai 


420166 


AW732276 


Hs.95583 


tFansmembr8ne4;TM3Y;SS=M 


trsnsmembrsie 4 superfemity member 


ao 


407102 


AA007629 


Hs.348601 


traispait4»ot.SWIB>^SC 


fllyoBfpt'3'phosphfltp dfltyjfoflftnflsft 


7.9 


452516 


AA058630 


Hs.29759 




RNA PaYMStASE 1 AND TRANSCRIPT REL 


7.9 


413076 


U10S64 


Ks.75188 


pidnas8;TM=M;SS^ 


weel (S. pondie) homolog 


7.9 


443604 


C03577 


H5.961S 


e(hand:TM»M;S&:N 


myosin regulatory light chain 2, era 


7.7 


429002 


AW248439 


Hs^340 


AnnadaiojBeg:TM=M:SS=N 


JuncQon plakoglobin 


7.6 


432562 


BE531048 


Hs.278422 


zK2H2;TM^M;SS=N 


DKFZP586G1 122 protein 


7.6 


426359 


AA3764Q9 


Hs.10882 


adeny1a!eldnasa^Raiie 


Homo saidens cDNA: FU23313 fis» d 


7.6 


417733 


ALJ048678 


H5^2503 


NA.*NA 


Ksaptens mRNA for aUTR of unknown 


7.5 


451541 


BE279383 


Hs.26557 


Annadato.8eg:TM^S8»N 


pld(ophiBn 3 


7.4 


443951 


F13272 


Hs.356835 


PMPZLCIaudin,non8 


ferritin, light polypepiide 


7.4 


409960 


8E261944 


Hs^5264 




hexoldnasel 


7.3 


423164 


NiyL004428 


Hs.1624 




ephrin-AI 


7J 


405121 


X04385 


Hs.110802 


C^J(not,TGF4)ela.vwa,vwc 


von Waiebrand fector (VWF), mRNA 


7.1 


438974 


AF089816 


Hs.6454 


P02;Tft*=N:SS=M 


chiomosome 19 open reading trame 3 


7.1 


417771 


AA804698 


Hs,82547 




refinolc add receptor respondor (t 


7.0 


424116 


BE269041 


Hs.140452 


peril]pin;TM=N;SS=M 


caigo selection protein (mannose 6 


7.0 


402705 


X67951 


Hs.180909 


AhpO-TSA:TM:»M;SS=M 


peroxfredoadn 1 (PRDX1) 


7.0 


417115 


AW95Z792 


Hs,334612 


Sfn,pl(inase:TM=N:SS=N 


small nudearribomffileoprotein po) 


7.0 


442572 


At0019Z2 


Hs.135121 


HSP70 


hypotheticai protdn FU22415 


a9 


447216 


R75812 


Hs.169248 


cytochn)m8jc;NA:NA 


p76tiTR-8SSOciated ceD death execut 


a9 


422278 


AR!72873 


Hs.114218 


F2,Frizzl8d,7!nL2;TM=Y;SS 


frizzled (Drosophlta) homolog 6 


6.9 


414657 


AA424074 


Hs.76780 


TM=M;SS=H 


protein phosphatase 1, regidatoiy ( 


6.9 




A1612027 


Hs.76277 


TBi.DP1_HVA22:TM=Y;SS=M 


Homo sapiens, done MGC:9381, mRNA. 


6.9 


436729 


BE621807 


HS.3S1316 


TM=Y;SS=M 


transmembrane 4 superfemily member 


a9 


428013 


AF151020 


Hs.181444 


TM=Y;SS=M 


hypotheOcal protein 


6.9 


444143 


AW747996 


Hs.1609g9 


Bcl-2,nona 


ESTs, Moderately similar toA56194 


a8 


414443 


AU077268 


m.76144 


l9^as6;TM-Y;8S^ 


idatelet'derived growth factor reoe 


a7 


418751 


BE389014 


Hs.372548 


SH2,nane 


phospholnosit]de-3^ase. regulato 


6.7 


448479 


H96115 


K5.21293 


UDPGP:TM=M;SS=N 


UDP-N-acteyighJcosamlne pyniphospho 


as 


410552 


X86945 


Hs.748 


ig4)kinase.SK2.SH3,CZPH. 


fibrotjiast growth factor receptor 1 


6.6 


414863 


AA926980 


Hs.348869 


CKS:TM=N:SS=N 


COC28 protein kinase 1 


6.6 


417426 


NM.002291 


Hs^2124 


lamtniiL$GF,laminIn.Ntenn 


lamlnin, beta 1 


6.6 


428179 


Ai127772 


Hs^9696 


pMnas8,PX.p]dnasejC;TM3N 


senim^uoocorficold regulated kina 


a6 


443195 


BE148235 


Hs.193063 


Aa.tr6m.none 


Hbmo sapiens cONA FU14201 fis, do 


as 


424512 




Hs.149846 


rnlesrirt.B.EGFJMNY:SS»M 


Integral, beta 5 


as 


421733 


AL1 19671 


Hs.1420 


iO,pkiriase;m=Y;&S=M 


fibroblast growth fxiot receptor 3 


as 


428950 


BE311S79 


Hs.194673 


C)EO:TM=M:SS=N 


phc^oprotein enriched In astrocyt 


as 


450172 


NMJ005864 


Ks^4S87 


8K3bhonnone3;TM=M;SS»N 


signal transdudton protein (SH3 co 


as 


416078 


A1034349 


HS.790Q5 




prddn ^frosbie phosphatss6« rscsp 


as 


408912 


AB011084 


Hs.48924 


AnnadinoL?eg;TM=M;SS=M 


KIAA0512 gene product AL£X2 


a4 


428373 


AI751656 


Hs.163988 


lg;TM=Y:SS=M 


poSovIms receptor-related 2 (herp 


a4 


449029 


N28S89 


Ks.22891 


aaj)ermea3es;TM=Y;SS=M 


sdute canter family 7 (caOonlc a 


a4 


406621 


X57809 


Hs.181125 


ig,HSP70,Ppx-GppA;TM=M:SS 


innnunogk>b(din lambda locus 


a4 


431829 


AU07702S 


HS.26S827 


TliN«SS»Y 


interferon, alpha^nAjiSile protein 


a4 


428169 


AI926984 


Ks.182793 


pholoRCUPF0118;TM»Y;8S=N 


gdglphosphoproteln2 


a4 


443337 


Y07604 


Hs.9235 


NDK;TM=N;8S=N 


non-metastaQc cells 4. prolein exp 


a4 


451292 


AB037716 


Hs.26204 


SH3;TM=M:SS=N 


KIAA1295 protein 


a4 


425976 


C75094 


Hs.334514 


vo)t2^ aC;TM:>Y;SS=M 


NG22 protein 


a4 


426539 


AB011155 


Hs.170260 


SH3.PDZ.Guanyl3teJdti:1Ms 


discs^ laige (OnsophSs) homdog 5 


as 


417208 


S67773 


HSJ1665 


ig.pUnasefrM>Y:S&>M 


v4dt Hsrdy-Zudcannan 4 ftf ne sarc 


a3 


438278 


BE409248 


H5^988 


TFIlS,RNA_POm/L15KD.liPF0 


hypotheU pnst^ FU223S7sirriD 


aa 


429455 


AM72111 


Hs278694 


Iec6i\_c 


CO209 antigen 


aa 


431685 


AW296135 


K&267659 


CKQAGJ'E4)ind.PH.RhoGEF. 


V3V 3 oncogene 


as 


445033 


AV6524a2 


Hs.72901 


aik;TM=N:SS=N 


cycGn^Iependent kinase iniilbltor 2 


as 


411756 


BE2943S0 


Ks.7ie91 


pWnase.F5_F8JW)e.C:TM=Y 


disoddin domain receptor fan%, m 


6.3 


453902 


BE502341 


Hs34Q2 




ESTs 


as 


410)05 


AI188220 


Hs.83164 


CQkg8n,TSP»tTM>M;S&«l 


cdlagen. type alpha 1 


a2 


449924 


W30681 


Hs.148233 


SH3,none 


Homo sapiens cONA: FU22130 lis. d 


a2 


426520 


BE545684 


HS.343S66 


asLpsmaases4iyridoxaLd8 


KIAA0S1 protein 


a2 


453064 


R40334 


Ks.89463 


potassium large oonductarico caldum 


a2 


448520 


AB002367 


Hs^1355 


pUn85e.DCX;TM^:M;SS=N 


douUeoomn and CaM ldnas»4ike 1 


6.2 


452683 


A1083575 


Hs.374574 


homooboouiono 


progesterone membrane binding prote 


a2 


402575 


AF04332g 


Hs.173717 


PAP2;TM=Y.-SS=M 


PPAP2B Phosphalkic add pho^haL type 2B 


a2 


444672 


ZS5636 


Hs.11669 


lamInliuEGF.famWn_G,EGF 


laninin, dpha S 


a2 


450440 


A8024334 


Hs.25001 


14^TM=M;SSsN 


tyrosine 3-monooxyg6nase/byptophan 


a2 
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432314 AA533447 
438564 AA381553 
444252 R21135 
425184 BE278288 
431890 X17033 
449475 A1348027 
449538 AI559444 
414496 W73853 
414217 AI309298 
445333 BE537641 
431183 NM«006855 
40964S AI142265 
412276 BE262621 
416137 BE279513 
412969 AI373162 
414504 AW0E9181 
433573 AF234887 
436415 BE26S254 
413900 AW409747 
441455 AJ271671 
444006 BE395085 
408269 AW888219 
411372 AI147851 
450825 AC00S954 
4S5534 X91195 
451558 NM.001089 
446812 AL042279 
424307 AW293399 
405484 XM_093451 
425367 BE271188 
444607 AW405635 
421456 AW579842 
412810 M21574 
450334 AF035959 
453830 A1803166 
439578 AW263124 
4S0954 A1S04740 
414555 N98569 
409963 AA133590 
450463 AW952018 
425177 AF127577 
445496 ABQ07860 
426981 6E313077 
424441 X14850 
415662 AW972481 
422105 A1929700 
429656 AW139399 
408056 AA312329 



425205 NM_005854 
444633 AF111713 
431565 AF161470 
429655 U48859 
431888 177964 
453143 AA382234 
451863 AL120634 
422293 X944S3 
432179 }C75208 
408048 NM.007203 
448153 Y10B05 
421251 Z28913 
439039 A1656707 
409882 AJ243191 
451295 AI557212 
442549 AI751601 
445930 ARJ5K)09 
453082 H18835 
426432 AF001601 
415753 U52819 
450778 U81375 
414739 U83867 
421233 AA209S34 
414774 X02419 
414368 W70171 
446051 6E048061 
423619 T48691 
440188 AKD01812 
414135 NM.004419 
444838 AV851680 
447918 A)129320 
405517 AF000974 
413588 AAd71014 
411089 AA456454 
416157 NM_003243 



Hs^85173 XlbiMons 
Hs.198253 Ig.MHCJLa!pha.iwn8 
Hs,54985 

Hs.155048 i9:TM=Y;SS=M 
Hs.271986 vwaanteflrin^FfrGAP:TM= 
Hs,129826 transn»mbrane4;TM3Y;SS=M 
Hs.104679 TMfM;SS=M 
Hs.355424 pWnase.F5_F8_*ifpe_C»adli. 
Hs.279898 NA;NA 
Hs.44278 ras.arf.TK;Tf*=N;SS=M 
Hs.250696 ERJumen_rGC8ptTM=M;SS=M 
H3.55498 pclyprenyLsynt:TM=M:SS=N 
Hs.73798 MlF,sugarJr,nooe 
Hs.278607 pWnasB,UBMhiF;TM=M;SS= 
HSJ5103 14-3^TM=N:SS=M 
Hs.115175 pklnaSB,SAM;TM4A;SS»N 
Hs,57652 7lm_2,EGF,cadhcrln,tenilnI 
Hs^3258 PeptidaseJA24.Furiivlike. 
Hs.75612 TPRPDZ.WW,6uaityIate_kin: 
Hs.7854 2ip:TM?=Y;SS=M 
Hs.334762 ldLrecepLa.PKD.MHCJ;TM 
Hs.44077 CH:TM=M;SS=N 
Ks^13289 Glyco_iransfJ1,EGF^r 
Hs^27 P0Z,Guany1^.ldn:TM=N:SS 
Hs.100623 UM.PDZ.pkinase;TM=N;SS=M 
Hs.26630 ABC_lTan,SRP54;TM=»Y;SS»M 
Hs.16206 pkinase 
Hs.356377 

TM=N;SS^ 
Hs.155975 TM=M;SS=Y 
Hs.293587 PWLC-X.PH.PI-PLC.Y 
Hs.104557 2f.C2H2,DUF18,efhand.C2,P 
Hs.74615 ig,pkinas8,DUF11;TM=M;SS= 
H5.24879 PAP2;TM=Y;SS=M 
Hs.135121 HSP70^one 
Hs.350547 WD40;TM=M;SS=N 
Hs.25691 TWNY;SS=M 
Hs.76422 phosrip;TM=M;SS=Y 
Hs^77830 MBOAT,none 
Hs^01398 C1q,CoIlagen;TM=WSS=«Y 
Hs.155017 TM=N;SS=M 
HS.12B02 SH3.ank.PHAfGap:TM=M;SS 
HS.9313S mn 

Hs.147097 histone.C8FD_NFYBJ1MFrril*= 
Hs.170610 pldnase.non8 
HS.1116B0 TM=M:SS=N 
Hs^148a7 TM=M;SS=N 
H8.42331 Ephrin;TM=M;SS=M 
Hs.155106 TM=Y;SS=^N 
Hs.12284 Ig;TM=Y;SS=M 
Hs^6C622 TM=Y;SS«N 
Hs^11582 planase.1h3.ig^e 
Hs.271980 pMnas9;TM=M:SS=N 
Hs^56289 6erpln:m=N;SS=M 
Hs.331803 cpn60jrCP1.E1-E2JVTPase,C 
Hs.114366 8ldedh.aakbiase:TM=M;SS=N 
Hs.2913 EPHJbd,fh3.planasd.SAM:T 
Hs.42322 Paraleni(T^;TM=M;SS=N 
H3J20521 NusG:TM=N:SS=M 
Hs.102948 UM.PDZ;TM=N;SS=M 
Ks.48713 pklnase,none 

HSP20;TM=N,'SS=M 
pklnaso,DAG_p&ttid.pWna 
MATH^MRAF;i«:3HC4;TM= 
DAGKcDAGKa,ank.WO40^ZlP 

foiutrans;TM=Y^=M 

HS.1698S7 Afytesterase:TM=M;SS=N 
Hs.78781 PDGF;TM=M:SS=M 
H5.25450 Nudeos!deLtran;TM-Y;SS=M 
Hs.77196 eIhand.SH3.spedrin;TM=N; 
Hsl84243 transmembrano4JM=Y:SS=M 
Ks.77274 fcringte.lrypsin.ptanUhi 
Hs.75939 PRK,CoaE;TM=N;SS=N 
Hs^7054 EphfinA.deamin,dsmu-al 
Hs^49159 7lnu1.7tn\^TM=Y;SS=M 
Hs.7036 ROK;TM^SS^ 
H^iTB Rhodanese.OSPc.Yjihosphat 
H&208558 lntegrirLA.F&GAP.none 
Ks.1 15175 pkinase.SAM.none 
Hs.119498 UM;TW=M;SS=N 
Hs.75432 IMP0H.<;CBS4MPDm<:TM=M; 
Hs^55702 

Hs^2874 2msLpeOucida:TM»Y;SS^ 



Hs^4 

Hs.17132 

Hs.8375 

Hs.13456 

Hs.31608 



ESTs 

major Nstocompab'bllity comple)(, c 
EST$ 

LuttiBfan blood group (Auberger b an 
integrin, alpba 2 (CD49B. alpha 2 s 
hypoBieBcai protein PP1057 
ESTs 
ESTs 

Homo sapiens cDNA: FU23165 lis, d 
hypottielicai protein FU12538 simil 
KDEL (Ly8-;k£p<21uAeu) endoplasmic 
geranyigeranyi diphosphate synthase 
macrophage ndgraton inhibitory fac 
utnqu'rtin aclivaling enzyme E1-lii<e 
tyrosine 3-monooxygenase/lryptDphan 
steifle-aipha motif and ieudne zip 
cadhedn, E6F LAG seveni>ass 
prdiferaiion-associated 2G4, 38kD 
stress-lnduced-phosphoprolein 1 (Hs 
zincfton regulated transporter-fik 
type 1 transmembranB protein Fn14 
paivin, alpha 

low density lipoprotein receptor (f 
l^htjuncfion protein 3 (zona ocd 
phosphdipase beta 3. neighbor p 
ATP-bindlng cassette, sub-famlty A 
uncharaoterized hypothalamus prola 
midear receptor co^epressor 1 
C3002124*:g!|12737280|r8!|XPJX)8682 
protein tyrosine phosphatase, recep 
ESTs 

hypolhelfcai protein FU10697 
platetel-derived growth factor rece 
phosphalklic add phosphalase type 
ESTs. We^ similar to 136022 hypo 
nudear receptor oHepressorfHDACS 
receptor (caldtonin) activity modi 
phosphoiipase A2. group ilA (platel 
catdum/calniodurnHlependent prold 
6 protein coupled leoeptor Interact 
nudear receptor interacting protei 
development and differen6atk}n enh 
ESTs. WeaWy simiiar to AUJ2J^UMAM 
H2A hlstone family, mender X 
ESTs. HigMy stmHarto G01887 AAEK 
endosulfine^lpha 
ESTs 
ephrin-A4 

receptor (caldtortin) adivity modi 
luncQonal adheskm molecule 1 
butyrsMduced transcript 1 
myosin, light polypepSde kinase 
mitoaen-acdvated orotein kinase 6 



ATPase, Ca transpoiiing, plasma mem 



EphB3 

A kinase (PRKA) anchor protein 2 
HMTl (hnRNP mefliyltransferase. S. c 
enigma (LIM domain protein) 
ESTs 

heal shock 27kD protein family, mem 
ESTs. Moderately sintilar to 154374 
TNF receptor-assodated (actor 4 
Homo sapiens done 24747 mRHA seque 
l^lhetical protein FIJ20041 



vascular endothelial grovrth factor 
solute canter family 29 (nudeosid 
spectrin, alpha, norvetyihrocyfic 1 
letraspanNEr-6 protein 
piasn^nogen acSvator, utildnasa 
urldbie monoptiesphatB Unasa 
ephrln-A3 

adrenergic alpha-2Ar, receptor 
t^-Acetylgiucosamine kinase 
dual speciSdty phosphatase 5 
ESTs 

ESTs. Highly similar to JC5818 gamm 
thyroid horrone reoeplor snleractor 6 
IMP Ctnosine monophosphate) dehydro 
oeDdivislQncyde2^1 (PITSL 
Iransteming growth factor, beta re 
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407744 


AB020629 


Ks.38095 


ABC^tran,PRK;TM=Y;SS=M 


446108 


AL036596 


Ks.42322 


PardenuTdn:TM:^SS44 


422034 


AC006486 


Hs.333069 


Els;TM=M;SS=N 


417098 


AB017385 


tte.173859 


Frtzzl8d.Fz,7lrtL2.taxiit? 


430526 


AF181862 


Hs^42407 


7tnu3:TM=Y:SS=M 


414176 


eE140538 


Hs.75794 


7lin_1.CRCB:TM=Y;SS=N 


416710 


AI26832S 


HS.S4890 


PepfidaseJM9.EGF.ig;teiir 


417896 


M379770 


Hs£2B90 


DAO;TM»Y;SS^ 


413244 


AW955951 


HS.1S9265 


BTB.PepJA12B_pn>pep,R8pco 


421837 


AF135168 


Hs.108802 


AAAdCdc48J4.odc4UNB^ 


429379 


NM.014S40 


HS.20059B 


pkbiase;R101;TM=M;S^ 


429619 


AL120751 


HS.211S68 




437275 


AW376035 


Hs.292396 




421071 


Ai311238 


Hs.104476 


TM=Y;SS=M 


448561 


NM_002709 


Hs.21537 




452568 


AA805634 


Hs.300870 


P13.PI4Jdnas©;TM=M;SS=M 


452069 


AB028849 


Ks.183994 


MetaIlophos;TM=M;SS»N 


437175 


AwgesoTS 


Hs.87773 


pkinase,pl(Inase.C»none 


437056 


Alt47061 




spec(rin,SH3,PH.CH 


4509S8 


BE387614 


Hs.25797 


nni;TM=M;SS=N 


444441 


AW613841 


Hs.301394 


IRK;TM=Y;SS=N 


448528 


BE613248 


Hs.172084 


PHD;TM4«:SS^ 


452345 


AA293279 


H5^9173 


D8PC;TiyNM;S8»N 


443412 


W84893 


Hs.9305 




412853 


M34175 


Hs.74626 


AdapliiLN>^tpha.adaptinC2 


439866 


AA280717 


Hs.6727 


nm,NTF2;TM=M;SS=N 


439975 


AW326081 


Hs.6817 


Ham1p_iacQ;TM=M;SS=N 


43S523 


T62B49 


Hs.11090 


TM=Y;SS=M 


433423 


BE407127 


Hs.8997 


HSP70Jg,Ppx-6ppA;TM=M:SS 


412641 


M16660 


Hs.74335 


HSPOaHATPaseucTM^SS^N 


431236 


AV656&40 


Hs.285115 


fh3:TiyNY;SSBM 


438552 


AJ245820 


Hs.6314 




422765 


AW409701 


Hs.1578 


B1R;TM=M:SS=N 


427502 


At811B85 


Hs.7133 ■ 


TM=M;SS=N 


414166 


AWB88941 


Hs.75789 


DEAD,haBcase_Crnn,Ndr,C 


424954 


NM.000546 


Hs.1846 


P53,W040,IRK;TM=M;SS=N 


422089 


AAS23172 


H5.103135 


REJPLAT.PKD,WSCIHR 


426636 


BE242634 


Ks^SS 


ThiF,UBACT:TM=M;SS=N 


410793 


AV\^1906 


Hs.66392 


SH3.efhand.C2.PH.RhoGEF.M 



TABLE SB 

Pkey: Unique Eos probeset idenSlier nunnber 
CAT number Gene cluster number 
Aooesstonc Genbank oocesston numbGss 



ATP-lifaxfing cassette, sub-tamOy A &2 

A idnase(PRKA} anchor protein 2 S2 

Ets2 repressor tetor 5>2 

fiizzied(DroGopHla}homo(097 5^ 

6 protBin-ooupted receptor, famOy S.2 

EOG-2 (endotheHaildiilerenflation S2 

hypottietical pretdn FU23580 5.2 

defender egsinst ceO deelh 1 S»2 

IsuppeMelatod idnc finger protein 5.2 

N-elhytmaIeimtdfr«ensHhre factor &2 

KlAAOS37genaprodud S.2 

eukaryoUc translation initiation ( &2 

EST8,Vfeal4y8lmBBrtoA47582a«e &1 

ESTs.WeaUy similar to OGHUIEogO &1 

prot^ phosphatase l.catalyttesu 5.1 

Homo sapiens mRNA;cONAOKFZp547M07 5.1 

IOAA1026 protein 5.1 

praleinl(hasB.cAMP<dependent,cat &1 

gbMl(33a11.s1 Soares.NSFJ8.9W.OTJ> 5.1 

splicing factor 3b, subunlt 4, 49kD 5l1 

hypotheOcal protein M6C3101 5.1 

htomosapiens,clonelMAG£:3627860, &1 

hypoSiefical protein FU20515 &1 

angiotensin receptor-Gke 1 5.1 

adaptor-relaied protein complex 2, 5.1 

Ras-6TPase activating protein SH3 d S.1 

inosine triphosphatase (mideoside 5.1 

membrane-spanning 4-doniains, subfam 5. 1 

heatshod(70ld}protein1A 5.1 

heatshoci(90l(Oprots]n1,beta 5.1 

faiteileukin 13 recepior, alpha 1 5.1 

type I tiensmembrane receptor (seiz 5.0 

bacutovira) lAP repeatrcontaining 5 5.0 

Homo sapiens, done 1MAGE:3161564. 5.0 

14-myc downstream regulated 5.0 

tumor protein p53 (Li-Fraumen) synd 5.0 

ESTs. Weakly simto to SFR4^HUMAN 5.0 

ut^uitirvaclivating enzyme El (AIS 5.0 

intefsedin 1 (SK3 domain prated) 5.0 



CAT Number Accesston 

428504.3 AW976398A1147061 AA76S223 AA743380 AI803927 



Pkey 

437056 

TABLE SC 

Pkey. 
Ref: 

Strsnd: 

NLpostGon: Indicates nudeotkJe positions of predicted axons. 

Pkey Ref Strand Ntj)osifion 

405484 5922025 Plus 1 99214-199579.1 99872'199920.2002B^20049 



Unique numtier correspomflng to an Eos prol)eset 

Sequence source. The 7 digit numbers In this column are Genbank UenSlier (Gl) numbers. 'Dunham L et ai.' refers to Ihe pubOcalion entiSed 7he DMA 
sequence of human chromosome 2Z' Dunham I. et si, Nature (1999) 402:489495. 
buScates DMA strand from which exons were p 



TABLE6A: 777 GENES UP-REGULATED IN COLON CANCER COMPARED TO NORMAL AOULT TISSUES 

TeWe 6A Iists777 genes up-regulated in coten caim compared to nomiai adult fissues. Th^ 
that the ralto d 'average' colon cancer to 'ay^e' oomial adutt fissues was greater than or 

coton cancers. The 'average' normal adult fissuo level was sat to the OfP percentile amongst 209 ncn-mallgnant tissues. In onler to remove genMpecBic background levels of non- 
specific hvbrldizaflDn. the 15* percentile value amongst the 209 fmcwnafignant Hssues was subtracted from bogi the numerator and the den ominator batprB Ihe raflo was ewluaied. 

VkBf Unkiue Eos probeset Uentifier number 

ExAccn: Exemplar Accesskmminto; Genbank aocesskn number 

UnigsnelD: Unlgene number 

Unigene Title: Utiigene gene tiite 

R1: Rafio of tumor to normal body fissue 
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Pkey ExAocn UnlgenelD Unigene Title 



5 

10 
15 



447033 AI357412 Hs.157601 ESTs ^ ^ ^ ^ 

409041 AB033025 Hs.50O81 WA^^^^S P^S^^ , .^^^^ 

Hs^169 matrix melaHoprotelnaselOntBrstraal 

Hs.115263 eplregtilln 

_ _ Hs.285529 G protein-coupled receptor 49 

428368 BE440642 Hs.83326 matrix melalloproteinase 3 (slramelysTn 

422956 BE545072 Hs.122579 hypothetical proleln FU 10461 

416209 AA236776 Hs.79a78 MAD2 (mitotic arrest deficient yeast, h 

444783 AK001468 Hs.62180 anfllin (DrosoptiOa Scraps homolog), act 

41S989 AI2B7700 Hs^l75B4 ESTs 

Hs.179729 conagen.typeX.8iptia1(Sclimidmelaph 

Hs.7645 fit)rinogen.Bt)ala polypeptide 

Hs.1378 annexinA3 

Hs.67709 Homo sapiens mRNAfiiB length Insert cON 
nudev factor (erythfokMeiived 2Hik 



418007 M13509 
422330 030763 
428187 AI6B7303 



20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



427585 D31152 

441031 A1110684 

421470 R27496 

439759 AL359055 

449032 AA045573 HS.229Q0 

450531 AW301032 HS.2D3800 ESTs 

432867 AW016936 Hs.233364 ESTs 

443211 AS128388 Hs.143855 ESTs 

450221 AA328102 Hs.24641 cytoskelelon associated protein^ 

40S964 M21305 " — 

410355 858544 



gb:Hiiman d|rtia sateUits and sabelBte 3 

^ Hs,153057 sperm assodatedanBgenl 

441377 iE2'l8239 Hs.202656 ESTs 

413318 AU076607 Hs.75285 hter-aipha (globulin) Inhibitor, H2 pdl 

442409 BE208843 Ks.129544 hypothetical protein MGC15438 

440304 BE159984 Hs.125395 ESTs 

426427 M86e99 Hs.169840 TTK protein Mnase 

451561 N52812 Hs.177403 ESTs 

434032 AW009951 Hs^06892 ESTs 

428365 AA295331 Hs.183861 Homo sapiens cONAFU2D042iis^one CO 

422420 U03398 Hs.15a4 tumor necrosis factor <|igand)superfaml 

428664 AK001666 Hs.189095 similar to SAai(sdHDrosopNla).Hke 

446232 A1281848 Hs,194691 reflndc add Induced 3 

424252 AK000520 Hs.143811 hypothetical protein nJ2051 3 

450149 AW969781 Hs.l32863 Sc family men*er2(pdUip^^ 

419752 AA249573 HS.1S2618 ESTs^ModerdtdyslnJartoZ^^ 

422011 U30246 H5.110736 solute caniarfartlly 12 (sodium/lwlassl 

452461 N78223 Hs,108106 transoipfloo factor 

431808 M30703 HS.270B33 ampWre3>ilin(sclwannon»<terivedgro»ift 



interieuMn 20 receptor, alpha 



400534 

448706 AW291095 Hs.21814 7— - ---r- 

453688 AW381270 Hs.194110 hyprthellcal protein PRO2730 

426890 AA393167 Hs,41294 ESTs 

408950 AA707814 Hs.14945 

423020 AA383092 Hs.l608 

453922 AF053308 Hs.3e708 

447505 AU)49266 Hs.18724 

425761 AW664214 Hs.196729 ESTs 
404557 



bng fatty acyl-^ synthetase 2gene 
repTcafion protein A3 (14kO) 
budding urinNtM by faenzlniSdazoles 1 
Homo sapiens fflRNA; cONA DKFZpS64F093 (fr 



Hs^999 



428536 AI143139 Hs^ 

414972 BE263782 Hs.77695 

459504 BE514127 

438018 AK001160 

447863 AL047611 

442353 BE379594 



420900 AL045633 

438639 A1278360 

439521 A1808955 

445676 A1247753 

40B489 A1082437 



visinln^l 
KlAA0008gei»prodxl 

gb:601315974F1 NH.MGCJB Homo sapiens cD 
ns^wa hypothefica! protein FU10298 
Hs^88885 Homo sapiens cDNA FU14246 lis, done OV 
442353 Bt3/s«w Hs.49136 ESTs.^tode^atelyslmaartoALU7JWMANA 
424905 NrA-002497 HS.1S3704 WMA (new hiritodsgaiw abated K 
451917 AW391351 Hs.50820 Homo sapiens unknown artRMA 
Hs.44269 ESTs 
Hs.31409 ESTs 
Hs.58248 ESTs 
Hs.16928 ESTs 
Hs^O ESTs 

418738 AW388633 Hs.6682 ^^^^JJ'^.^.uml 
446311 AW007294 Hs,149795 ESTs. Moderately similar to AUJ1.HUMAN A 
423349 AF0102S8 Hs.127428 homeoboxA9 
4117M H43346 gb:yp09a04j1 Scares breast 3NbHBst Homo 

418895 AA894638 H3.14600 ESTs .... 
424653 AW977S34 Hs.151469 caldum/calmoduraMJependenlsenneprol 
448776 BE302464 Hs^57 MRS2(S.cerBvislae)-fika, magnesium hom 
417218 AA005247 Hs.285754 melprotoonoogenaChepaloqrtegro^ 
414559 AV656184 Hs.76452 Oreacfive protein, pefltra!dn^alalad 
445436 A1224105 Hs.151408 ESTs 

Hs.3281 neuronal pentraun 11 

4Uf 100 rvwui* Hs.1 17183 ESTs 

419335 AW960146 HsuJ84137 hypolheScal protein FU12B88 

422505 AL120862 Hs,124165 ESTs 

458242 BE299588 HS.2B465 ItomosaffenscONA: FU218696s,dooeH 

452943 BE247449 Hs31082 hypolheficd protein FUIO^ 

446155 A1553695 Hs.159422 Homo saplenscDNAFUIaSOTliSi dona Y7 

409687 T5112S Ks.6493 ESTs 



403776 
433447 U29195 
407168 RA5175 



R1 

31.35 

29.00 

26.41 

24^8 

24J0O 

23^ 

2170 

21J60 

21.15 

2095 

19^ 

ia68 

18.05 

17.30 

17.15 

16.60 

16.35 

15.80 

15.10 

15.00 

14.70 

14.45 

14.35 

14.35 

14.25 

13.60 

12.80 

1Z75 

1Z65 

12.55 

1Z40 

1125 

12.18 

11.85 

11.80 

11.65 

11.42 

11.35 

11.00 

10.75 

10.75 

10.60 

10.55 

10.50 

10.50 

10.40 

10.25 

10.15 

10.10 

10.05 

9.95 

9.90 

g.85 

9.78 

a73 
a68 

9155 
955 
9.50 
9.50 
9.37 
9.00 
8.96 
a90 
8.90 

ass 
aao 
a75 
ass 
a64 
aso 
aso 
aso 
aai 
a30 
a25 
a20 
ai5 
aio 
ao5 
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416661 AA634543 Hs.79440 tGRl mRNA4)iiHfing protein 3 6.00 

4438U AV655386 H5.7645 tibrira)gen.Bbetapolypeplide 7.93 

406360 NA NA 7.80 

443450 N66045 Hs.133529 ESTs 7.75 

5 414422 AA147224 Hs.337232 ESTs 7,75 

442611 BE077155 Hs.177537 hypothetical p(OleinDKFZp761B1 514 7.70 

438604 AA811896 Hs.44604 ESTs 7.60 

447254 NM.004153 Hs.17908 cslQtn recognlQan complex, sutxina 1 (y 7.55 

400250 NA NA , 753 

10 420759 T11832 Hs.127797 Homo sapiens CONAFU11381 lis. clone HE 7.60 

404996 7J0 

450459 AI697193 Hs^99254 Homo sapiens cDNA: RJ23597C3. done L 7.45 

445019 AI205540 Ks.281295 ESTs 7.30 

409259 AA576953 Hs,22g72 hypothetical protein FU1 3352 7.25 

IS 446816 AB0330S2 Hs22151 K2AA1 226 protein 7J25 

444361 W76027 Hs.23920 hypothetical protein RJ 11105 7.25 

449370 AKD02114 Hs.23495 hypothetical protein RJ 11252 7.20 

433859 AW896758 Hs^3789 ESTs 7.20 

416143 Aig5S650 Hs.79033 oIutamlnyH»pQde cydotransferffie (glu 7.20 

20 456120 AA535244 Hs.78305 RAB2.meniberRAS oncogene^ 7.20 

419751 AW1955B1 Ks.93121 K1AA0761 protein 7.16 

417830 AW504766 Hs.122579 hypothetical proton RJ10461 7.15 

456553 AA721325 HS.1890S8 ESTs. Highly sbnUar to Similar to a Ce 7.15 

421373 AAB08229 Hs.167771 ESTs 7.10 

25 416763 AK00Q219 HS.B8367 hypothe6cdpraleInFU20212 7.00 

423248 AA380177 Hs.125845 iflwIose^iihospKate^pImerase &96 

444796 BE242144 Hs.12013 ATP-Undlno cassette, 8iMm{lyE(QABP &95 

429486 AF155627 Ks.2D3363 hypolhefical protein aJ10339 6l95 

413573 AI733859 Hs,149089 ESTs M5 

30 442660 AW138174 Hs.130651 ESTs &93 

427878 005766 Hs.181022 CGi-07prolsIn 6.90 

438394 BE379623 Hs.27693 peptidytprolyl isomerase (cydophiOnH 6^85 

422711 D60641 Hs.21739 Honro sapiens mRNA;cONADKFZp588l151 8 (f 6.82 

457030 At301740 Hs.173381 dihydropyrimidinase^ike 2 6.80 

35 417168 AL133117 H5.81376* Homo sapiens mRMA;cOMAOKFZp5Bai1 21 (f 6.80 
442973 BE567665 Hs,288550 Homo sapiens cONA:aJ23156fis, dons L 6.80 
453102 NM_007197 Hs,31664 frizzled (Drosophlla) homdog 10 6.75 
416018 AW138239 Hs78977 proproteln convertase sut)tilisln/kexln I 6.75 
424051 AL1 10203 Hs,138411 Homo sapiens mRNA;cONADKFZp588J1922(f 6.71 
40 401644 8-™ 
450434 AA166950 Hs.195870 hypotheScal protein Fyi4991 6.70 
428479 Y00272 Hs.1 84572 oen division cyde 2. G1 .to 8 and 62 to 6.69 
405747 AI925153 Hs.217493 annexlnA2 6.65 
445191 AF048686 Hs,12393 dTDP.£>fllxose 4,6Kiehydratase 6.60 
45 424295 AI631874 Hs,155140 casdn kinase 2. alpha 1 pdypeptido ^60 
428392 H10233 Hs.2265 secretory granule, neuroendocilneprotd 6l55 
427072 H38046 Hs.303193 ESTs 6.55 
452588 AA889120 Hs.110637 homeoboxAlO 6.53 
439809 R41396 Hs.101774 hypothetical protein FU23045 6.50 
50 423123 NM 012247 Hs.124027 SELENOPHOSPHATE SYNTHETASE; Human selen &50 
418454 AA315308 Hs.195670 hypothe&d protein FU14991 6.50 
423685 BE350494 H&49753 uveal autDanfigeniiiOhcdtodoofldomal 6.50 
447342 AI199268 Hs.19322 Homo saptens. Similar to RIKENd^NA 2010 6.50 
410908 AA121688 Hs.10592 ESTs 6.^7 
55 406671 AA129547 H5.285754 metprotooncogene(hepatocytegrwirth«a 6.47 
450638 AK001826 HS.2S245 hypothetical protdnRJl 1269 6.45 
452B38 U6S011 Hs30743 prderentialiy expressed antigen hmela 6.42 
451389 H73222 Hs.279009 matrix Glapffitdn ^40 
438202 AW169287 Hs.22588 ESTs 6.40 
60 452198 AI097560 Hs.61210 ESTs, V\feakly similar to 138022 hypotheO 6.40 
425660 L29339 Hs.1964 sdute canter femOy 5 (sodnim/^Iucose 6.37 
435538 AB011S40 H84930 low density apoprotein reoeptor-ielated a36 
436539 A1005457 Hs.275048 ESTs 6.35 
417404 NM_007350 HsJ2101 plectetrinhomdofly^lkB domain, faniBy 6.34 
65 430388 AA356923 Hs^4077O mjdearcaplMngpro(ein8Ubunit2,2 6.32 
425905 AB0329S9 Hs.318584 novel C3HC4 type Zinc finger (rfngfinge &31 
407237 AA169872 H3.6216 Homo sapiens hepatocellutarcaraInGm»es 6.30 
413597 AW302B85 Hs.117183 ESTs 6.30 
429529 AA454190 Hs.24283 ESTs. Moderately dmilar to reduced expr 6l30 
70 409916 BE313825 Hs.57435 sotute carrier famDy 1 1 (protOTKOupled 6.25 
407748 AK0O1982 Hs.38114 hypotheflcalprotelnFUIIlOO 6.20 
426921 AA037145 H3.172865 deav8ge5timulaBoneBCtor.3rpie.RNA, 6.20 
438050 BE262816 Hs.6061 protstn kinase, AMP-acfivated. beta 1 no 6.20 
416857 AA188775 Hs.292453 ESTs 6.20 
75 409683 U33317 Hs.711 d8fensln.aIpha6,PanelhceIkped8c 6.18 
452291 AF015592 Hs.28853 COC7(ceO(fivlstoncyCto7.S.o«evisi 6.15 
420098 AA775910 Hs.95011 syntrophin. t)eta 1 (dystroph&MSSOdate 6.15 
448693 AW004854 Hs.228320 hypotheBcal protein FU23537 6.15 
„^ 433393 AF038564 Hs.98074 Ddiy (mouse homotog)E3ulrfquiDnprotB 6.11 
80 424745 AA214618 Hs.152759 acBvatOf of S phase Wnase 6.10 
408771 AW732573 Hs.47584 potasshirovdlagfrgated channel, delayed aiO 
454438 AA224053 Hs.172405 ceBdhrlstoncyd827 &08 
407771 AL138272 H3.62713 ESTs a08 
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416057 AI9Z7382 HS.298S7 

442917 AA314907 HS.B5950 

451813 NM.016117 Hs.27182 

453700 AB009426 HsiSO 

412246 AlieOSn 1^69233 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



ESTs 
ESTs 

phosphclpase A2-actlvaling pralein 
apaljiopiolein B niRNA editng enzyme, ca 
33iicfinsBr protein 
430899 Brai8217 HS.18352B Ivpottefica! protein FU149Q6 
418668 AW407987 Hs.173518 M-phase phosphoproletn hoaiolog 
416421 AA1340G6 HS.7930S eukaryoGctranslaOonirUon factor 
455800 R22479 Hs.167073 Homo sapiens cDNAFU13047fis, doners 
409913 BE243842 Hs^77 Genlros(mtalP4J-8SSOciatedpioteiri;unc 
429201 X03178 Hs.198246 group-specific coniponent(vitamtnD bind 
40890B BE296227 Hs.250822 sennefthiEonine kinase 15 
413585 A1133452 Hs75431 fflxinogen. gamma polypeptide 
432298 AL118812 Hs.274293 Homo sapiens fnRNA:cDNADKFZp751G11 11 (f 
424345 AKD01380 Hs,145479 Homos8piBnscDNARJ10518fis,donefrr 
441645 AI222279 Hs.20l555 ESTs,WeaMysiirtIartoT23406hypo«iefi 
409187 AF154830 Hs.50965 cart)amoyH>hosphatB synthetase 1. miloch 
406687 M31126 Hs.272620 pregnancy specific bela-l-gtycoproteln 9 
452281 T93500 Hs.2B792 Homo salens cDNAFU11041 lis. clone PL 
429945 NM_006729 Hs.226483 diaphanous (Dn)sophla,homok)g) 2 
459309 AA040620 Hs.5672 hypothefical protein AF140225 
glypican4 
ESTs 

Homo sapiens mRNA for KIAA1771 protein, 
hypothetical protein FU2Q275 
mitochondrial Inlennediate pepfidase 
429125 AA446854 Hs^71004 ESTs, Weakly simBar to 138022 hypotheli 
442957 A1949952 Hs.49397 ESTs 

ubiquifin C-temiinal hydrolase UCH37 
KlAAOOOg gene product 
Homo sapiens, done IMAGE:36853ge, mRNA, 
COBW-tike protein 



410060 NM.001448 Hs.58367 

423806 AA331247 Hs.86617 

454036 AA374756 Hs.93560 

430345 AK000282 HsJ239681 

411096 U80034 Hs.68583 



426642 AW068223 Hs.171581 

426518 Z43039 Hs.170198 

441894 AA134329 Hs.24170 

415385 R17798 Hs.7535 



409757 NW_0O1898 Hs.123114 cystaflnSN 



gb:ny57g01.8l NCl_CGAP318 Homo sapiens 
gb:HA2093 Human fetal Fiver cONA Bbiay 
hypothetical protein nJ23441 



433587 AA743991 

424492 Ail33482 

452606 N45202 H^.90O12 

438777 AA825487 Hs,142179 ESTs 

417235 AA810278 Hs.24250 ESTs 

451177 AI969716 Hs.13034 ESTs 

41S227 AW821113 Hs.72402 ESTs 

436217 T5392S Hs.107 librinogen-Cke 1 

452881 AW135220 Hs^41921 ESTs 

426010 AA136563 Hs.1975 hypothe&d protdn FU21C07 

426235 AI631964 Hs.34447 

445640 AW969626 Hs,31704 



ESTs 

ESTs. Weakly simlar to KIAA0227 {H.sapi 
444743 AA045648 Hs.301957 nudix (nucleoside diphosphate Gnked md 
442980 AA857025 Hs^ Mnesln4n»1 

ATFMilndlns cassette, sutvMly C (CFTR 
KIAA0186geneprodud 
M-phase phosphoprotein 1 
fibrinogen, A dpha potypepSde 
riboGomd prot^ L4 



418882 NMJ)04996 Hs.89433 
453884 AA35S925 Hs.36232 
444478 W07318 Hs.240 
419502 AU076704 Hs.90765 
420218 AW9S8037 Hs^ 
421155 H8787g Hs.102267 lysyloxidase 
441421 AA356792 Hs.334824 hypothelfcd protein FU 14825 
455435 AI880384 Hs^0747 ESTs. Weakly simnar to ALU2J<UMAN ALUS 
428046 AW812795 Hs.15S381 ESTs, Moderately similar to 138022 hypot 
446372 AB020644 Hs.14945 longf^acyU:oAsynthelase2gene 
HS.1046SO hypi3thet!caIpiotdnFU10292 
ftaduTB callus 1 (raO homdog 
hypothefical protein DKFZp547A023 
ribosomal protein S24 
Hs^728 ESTs 
ESTs 

RA66 Interacfing, Unesin^ (labMnes 
Hs.102267 ly^ oxidase 

odlasen.typelX,a|pha3 
phosphOfibosylsAydnainde luiiiynitf btei 

„. Human DNAsequenoe from done RP1-187J11 

436016 AA806465 Hs.121536 Human DNA sequence liom done RP11-472ES 
449347 AV64g748 Hs^5901 K1AA0493 protein 
Hs.143917 dI467N11.1 protdn 
Ks.44577 ESTs 

hypothetted protdn MGGS350 
ESTs. W^ drnHar to 138022 hypoOieS 
syntrophln. beta 1 (dydraphlrMSSOdala 
ESTs 

Hs.1 1 0826 trinudeofide repeatcontddng 9 
H5.16986 hypothe6cdpiddnFU11046 
AD024 protdn 
ESTs 



4214n A1904743 

409564 AA045857 Hs^943 

453060 A1423056 Hs.23921 

430217 N47863 

417372 T99755 

415139 AW97S942 Hs.48524 

412140 AA219691 Hs.7362S 

424086 AI351010 

409327 U1162 

417576 AA339449 Hs^S 

452131 AI860677 Hs.72325 



Hs^36901 



Hs53563 



445038 AI635444 
453921 

413582 AW295647 Hs.71331 

421076 AWQ07988 Hs.2332g9 

407684 BE075316 H&S5011 

433384 AI021992 

422026 U80736 

447020 T27308 

441795 N58115 

443416 A!65t016 



Hs.124244 



Hs.21137 
Ks.246311 

418379 AA218940 Hs.137516 fidgdinJike 1 
426753 T89B32 Hs.17a278 ESTs 
422109 S73265 Hs.147a gastruHdeasing peplkfe 



6.05 
6.00 
6i)0 
5196 
5.96 
5.65 
&95 
5.95 
5.90 
Sl90 
5.87 
5.88 
5.86 
S.85 
5.85 
5.85 
&8S 
5.85 
5.82 
5.80 
5.80 
5.79 
5.77 
&75 
5.75 
5.75 
5.75 
5.75 
5.70 
5.70 
5.70 
5.70 
5.69 
5.68 
S.60 
5.60 
5.60 
5.60 
5.60 
S.S8 
5.56 
5.55 
&55 
5.55 
5.53 
5.52 
5.50 
5.50 
5.47 
5.47 
a47 
5.45 
5.45 
6.45 
5.45 
5.44 
5.42 
. 5.41 
5.41 
5.35 
5.33 
5.30 
5.30 
5.29 
5.27 
5.27 
5.26 
5.25 
6.25 
5.25 
&25 
&25 
53 

a2s 

5J24 
5.23 
5.21 
5.20 
5.20 
&20 
SiO 
5.18 
5.17 
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424085 NiyL002914 Hs.139226 cepilcafion facta C(acQvator 1)2(40 5.17 

41680S NM.000288 Ks.79993 peraxisoniaibbgenesisfiactor? 5.17 

424717 K03754 Hs.152213 wbig{esMypeMMTVinlBgraIions!tBfBiTii S.15 

42n28 AJ245G0O Hs.180545 Homo sapiens inRNA for hypoiheficalpioto 5.15 

5 447713 AI420733 Hs.207083 ESTs S.15 

425739 T19016 Hs.159410 mdytxioplerin synthase suUiiiylase 5.15 

420170 U43374 1^95631 Human cuxmal keratinocyte mRNA 5.15 

407244 M1Q014 H5.75431 fibrinogen, ganvnapdypepfide 5.13 

441139 AW449009 Hs.126647 ESTs 5l13 

10 451121 AW973795 Hs.128927 Homo sapiens cDNAflJ13903fls. done TH 5.10 

435202 AI971313 Hs.170204 KIAA0551 protein 5.10 

431699 NlyL001173 Hs.267831 RhoGTPBseaclivaSnpprotdnS 5.10 

418384 AW149266 H&25130 Homo 8ap{enscDKAaJ14923 lis. done PL 5l09 

422805 AA436989 Hs.121017 H2AfilslDne family, member A 5.07 

15 411750 BE562298 Hs.71827 KIAA0112 protein; homdog of yeast ribos SOS 

435496 AW840171 Hs.265398 ESTs, WeaWy similar to transforniattofrf 5.06 

434539 AW748078 Hs.214410 ESTs.W^yslml8rtoMUC2J1UMANMUQN 5.05 

413293 A1047483 Hs.302498 GTP-dnding protein tiomdogous to Saocha 5.05 

^_ 445236 AK001676 Hs.12457 hypothetical protdn FU10814 5.05 

20 415091 AU)44872 Hs.77910 34iydraxy-3-fnethyi8iutaiyM:oenzymeA8y 5.05 

441675 AI914329 Hs5461 ESTs 5.00 

449802 AW901804 Hs.23984 hypotheOcal protein aJ20147 5.W 

401480 NA NA 5.00 

^- 408562 AI436323 Hs.31141 Homo salens mRNA for KIAA1568piotBin, 4.95 

25 426269 H15302 Hs.168950 Homo sapiens mRNA; d)NADia^Z|i566A1046V 4.92 

414718 H95348 Hs.107987 ESTs 4.91 

419139 Ai123517 Hs.269940 ESTs 4.90 

430789 AA632577 KS.31023S ESTs, Weddy similar to 178685 serineAh 4.90 

425420 BE536911 Hs.234545 hypothetical proldn NUF2R 4.90 

30 408758 NM.003686 H5.47504 exonudeasel 4.90 

439741 BE379846 Hs.6904 Homo sapiens mRNAfull length insert cON 4v90 

416612 AB037788 Hs.224961 deavageandpdyadenylationspedScfa 4.90 

433927 AI557019 Hs.1 16467 smal nudear protein PRAC 4.89 

450568 AL050076 Hs.25159 Homo sapiens cDNAFU10784fi5. dona NT 4.88 

35 455777 AAS242B5 H8.154172 ESTs. Moderate^ stmOar to BCGFJiUMANB 487 

428743 AL080060 Hs.301549 Homo sapiens mRNA; GONADKFZp564H172(tr 4.87 

421126 M74587 Hs.102122 insulin^ growth factor landing piOtB 4.66 

411835 U29343 Hs.72550 hyatun]narHnediatBdnio6Iityieoeptor(R 4.85 

418396 AI765805 Hs.26691 ESTs 4.85 

40 430510 AW162916 Hs.241576 hypdhe6cdprotdnPR02577 4.84 

408430 S79876 Hs.44928 dlpeptidylpepUdase IV (CD26. adenosine 4.80 

406414 4.75 

430178 AW449612 Hs.152475 ESTs 4.71 

411901 AA16S730 Hs.6966 Human DNA sequence from done RP1-187J11 4.70 

45 404025 NA NA ^4.70 

451807 W52854 Hs.27099 hypothellcd protein aJ23293slmnar to ^ 4.66 

436662 At582393 KS.12669S ESTs 4.68 

414140 AA281279 Hs.23317 hypofhdicd pmtdn RJ14681 4.68 

410044 BE566742 Hs.58169 highly expressed in cancer, ddi fa) leuc 4.65 

50 431041 AM90967 Hs,197955 KiAA0704 protein 4.65 

417860 AW408557 Ks235498 hypolheScal protdn FU14075 4.65 

410658 AW105231 HS.19203S ESTs 4.65 

425695 AI269484 Hs.161427 zinc finger protein 215 4.65 

422892 AA988176 Hs,121553 hypothetical protdnRJ20641 4.65 

55 436397 AA715013 Hs.169835 ESTs 460 

439225 AA192669 Hs.45032 i ESTs 4.60 

423197 T91418 Hs.125156 tianscriptiona] adaptor 2 (AQA2. yeast. 460 

413374 NM-001034 Hs.7S319 ilbonudeotide reductase M2 polypeptide 4.60 

^. 412723 AA648459 Hs.335951 hypotheficdprotdnAI=301222 4.59 

60 425745 U44060 Hs.14427 Homo sapiens cDNA:RJ21 800 fis, done H 459 

452795 AW392555 Hs.18878 hypoOieticd proton FU21 620 4.58 

430704 AW813091 Hs.335799 ESTs 4.56 

429662 Nl^006306 Hs.2116a2 8MC1(8fructUTal maintenance Of chromoso 4.55 

433326 Ai379486 Hs.159430 ESTs 455 

65 437958 BE139550 Hs.121668 ESTs. Moderately sin^ to PC4K9fieni 455 

410566 AA373210 Hs.43047 Homo sapiens cONAFU13585fis. done a 455 

423343 AA324643 Hs.246106 ESTs 4.55 

416467 H57585 Hs.37467 ESTs 4.55 

408887 AA437199 Hs.656 cetldhrfsloncyde25C 454 

70 419423 D2&488 Hs.90315 KlAA0007prOteIn 454 

414132 AI601235 Hs.48480 ESTs 4.53 
423948 AW392342 Hs.283077 cenlnsomd P4.1.assodalBd protdn; une 4.53 
425748 N)i4.001701 Hs.159440 bile add Coenzyme A: Bidno add N^ 450 
„^ 451009 AA013140 Hs.115707 ESTs 450 

75 431064 AI903735 gb:MR4T035-200199«1 BT035Homo8apten 450 

432725 AL137496 Ks.g001 ESTs 450 

400298 AA032279 Hs.61635 dx transmembrane epitheDdanSgen of 450 

410486 AW235094 Ks.69233 dnc finger protdn 4.50 
428532 AF157326 Hs.184788 TBP-^teradingpQtdn 4.50 
80 429782 NM.005754 HS.22Q689 Ras-6TPasfr.adivalinQpratdnSH3-domdn 4.50 

408380 AF123050 Hs.44532 dIubiqdSn 449 
423936 Un629 Hs.135639 8diade«»toCQRvfBX(ProsopN]d)hamd 447 

434294 AJ271379 Hs.76194 ribosomd proldn 85 447 
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Hs.a8045 
Hs^1445 



Homo sapiens dona TCCCTA00142 mRNA sequ 
ESTs. Weakly similar to T18712 hypotheti 
Hs.124918 KIAA1795 protein 

hypothetical protein MGC5297 
ESTs 
MA 
ESTs 

Hs.131693 ESTs 

gb:QV3-LT0048.14020CW)83^5 LT0048 Homo 
Hs^0883 K1AA18M protein 
Hs,12B355 ESTs. Moderately similar to ALU7_HUMAN A 
Hs^3201 glycerot-S^hosphate dehydrogenase 2 (mi 
Hs^S040 zinc finger protein 239 
Hs^66308 mosaic serine protease 
Hs.89791 wingless-type MMTV integration site femi 

gb:lr34tj07j{1 Na„CGAP_Ov23 Homo sapiens 
Hs^64915 Homo sapiens cDNAnj12908fis, done NT 
deavage and polyadenylatlon specific fa 
Homo sapiens cONA FU14232 lis, done 1^ 
lniegrin.i)etafi 
ESTs 

HS.15002B ESTs 

Hs^93847 ESTs. Moderately sMar to S65657 alpha 
HsJ34828 hypothetical protein FU10719:KIAA1794 
452401 Nht007115 Hs^9352 tumor necnsisfBdor.alphaMuced pro 
422835 BE218705 Hs.121378 melatloaiionein^S.testls-specific 

dvomobox homdog 5 (Drosophila HP1 alph 
ESTs, Weakly stmilar to 138022 hypotheti 
H3.164478 hypothetical protein FU21939 similar to 
RAD51-interac9ng protoln 
phenyldanyMRNA ^thetase bet»ubunl 
serine (or cysteine) proleinasa kihUto 
ESTs 



442875 BE623003 Hs.23625 

447102 BE167434 Hs.98471 

410142 AA08t924 

434894 AW977850 Hs^856 

420092 AA814043 

400115 1^ 

430967 H16791 

438078 AI016377 

412359 AW8379B5 

429774 AI522215 

426214 H59846 

419790 U79250 

450480 X82125 

421211 AA284966 

419261 X07876 

434414 AI798376 

448305 AA625207 

410568 AW162948 Hs.64542 

459574 A1741122 Hs.101810 

448243 AW369771 Hs^O 

436089 N80701 

446152 AI292036 

439580 AF086401 

436211 AK001581 



Hs.33790 



418845 AA852985 Hs.89232 

439619 AW975998 Hsi85g5 

458076 RBQ061 

450192 AA263143 

443232 AF161521 

413881 100190 



Hs^4S96 

Hs.9081 

Hs.75599 



434217 AW014795 Hs^3349 

409723 AW885757 Ks^7862 ESTs 

417956 AA210704 Hs.190465 ESTs 

458433 AL1353S2 H825S883 ESTs, Weakly Similar to 138022 hypothefl 

409928 AL137163 Hs.57549 hypothetica! protein dJ47384 

447400 AKD00322 Hs.18457 hyiwthetica! protein FU2031 5 

424563 AF017445 Hs.150926 fucose-l-f^hosphateguanylyltransferase 

42943S AA452934 Hs:279813 hypoSietica! protein 

424625 AW904466 Ks.321ig7 PDZ domain protein (Drosophila inaD-Dka 

448912 083781 Hs^9 KIAA0197 protdn 

Hs.134779 EST 

Hs^73789 ESTs 

HSJ4113 eydbHtependenlkin3S8lnhibitor3(C0K 

Hs.172844 ESTs 

gb:onS2g03.y5 NCI_CGAP_Co6 Homo sapiens 



442671 AI005668 

411893 R82845 

456281 AA284166 

421106 AAB77124 

451401 AI793163 

404516 NA 



NA 



414968 016096 Hs^2826 tn}pomodulin3(ul)iquitous) 
421308 AA687322 Hs.192843 teudnezfpper protein RCSG14 
419229 Ai827237 Hs.282884 ESTs 

412104 AW205ig7 HsJ240951 Homo sapiens, Similar to RlKENcONA 2210 
453911 AW5038S7 Hs.4007 Sarcolemmal-assodatBd pntdn 
Hs.150587 kinesin^ike protein 2 

fragile X mental retardafion 1 
hypothetic^ protein DKFZp434K2435 
Hs.111449 CG^proteln 
Hs.11 0103 RNA polymerase I transcription factor RR 
Hs334822 hypothetical protein MGC4485 
ESTs 
ESTs 
ESTs 

Qiosomucold 1 
neurexin3 
Hs.124961 ESTs 

NY-R£N'5d antigen 

methytorotonoyU^oenzyma A caiboxytase 2 
ESTs. Weakly sknHar to 138022 hypotheti 
pepSdyf prolyl isomeiBse B (cydophiRn 
Hs.177677 exosome component Rrp40 
Hs.142634 zinc (inger protein 



433159 AB03S898 

419247 S65791 

432491 AA862910 Hs.42635 

422093 AF151852 

428692 AI372822 

446999 AA151520 

414538 AW512228 Hs.107g87 

453931 AL121278 Hs.25144 

427718 AI798680 

453863 XD2544 

440209 H05049 

435148 At916049 

409732 NM-016122 Hs.56148 

448692 AW013907 H3.167531 

428301 AW628666 Hs.98440 

444188 AI393165 Hs.699 

457059 BE561665 

407162 N63855 
406117 

434370 AF130988 



Hs.69764 



Hsi5933 

Hs^72 

Hs.22269 



HS.5B346 



ectodysplasin 1, anhidroSc receptor 
Homo sapiens cDNA FLJ12277 fis, dons MA 
448666 NM.014953 Ks.323346 KIAA1008 protein 
450375 AA009647 Hs.8850 adisintegiinandmetaUoproteinasedoma 
dachshund (Drosophila) homotog 
H5.164852 KIAA1553prot^ 
HS.13171S hypothefical protein PR01777 
Hs.164228 ESTs 

Hs.130554 Homo sapiens cDNA:aJ23Q89 fis. done L 
addk:82kOapral^mRNA 



427651 AW405731 Hs.1B498 



410467 AF102546 Hs.63931 

456030 AA136106 

434082 AI3734d1 

443546 AIQ8S198 

434265 AAB46611 

418524 AA300576 Hs.85769 



432619 AW291722 Hs278526 telated to (he N terminus of Ire 



4.46 
4.45 
4.45 
4.45 
4.45 

4.45 

4.41 

4.41 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.37 

4.35 

4.35 

4.35 

4.35 

4.35 

4.34 

4.32 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.29 

4.28 

4.26 

4.26 

4.25 

4.25 

4.25 

4.24 

4.22 

4.20 

4.20 

4.20 

4.20 

4.20 

4.20 

4.20 

4.20 

4.20 

4.20 

4.20 

4.20 

4.18 

4.16 

4.16 

4.15 

4.15 

4.15 

4.15 

4.15 

4.15 

4.14 

4.12 

4.11 

4.10 

4.10 

4.10 

4.10 

4.10 

4.10 

4.10 

4.10 

4.10 

4.10 

4.09 

4.08 

4.07 

4.07 

4.07 

4.05 

4.05 

4.05 

4.05 

4.05 

4.05 
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447207 AM42233 Hs.17731 hypolh^ pnM FU12892 4^ 

423873 BE003054 Hs.1695 rna!it(tnetaltoproteInas8 12 (macrophage 404 

414S53 U3t116 Hs.77501 saicogtyOT. beta (43kD dystnopWiMSsoc 4.04 

_ 424176 AL137273 Hs.142307 hypothsSca! proton 4.04 

S 452259 AA317439 Hs.28707 signal sequence receptor, gannia(translo 4.04 

418203 X54942 Hs.83758 COC28piotdnl(lnase2 4.03 

43S420 Ai928513 Hs.59203 ESTs 4.03 

408686 V00495 Hs.184411 sDnorfti 4.02 

417655 AA780791 Hs.14014 hypoOieQcal protein FU14613 4.00 

10 449448 DSOm Hs.57471 ESTs 4.0O 

421037 A1684a08 Ks.197653 ESTs 4.00 

448310 A1480316 gb:tm2ai09j(1Soa(es_NFljr.GBC_S1 Homos 4.00 

408155 AB014528 Ks.43133 iaAA0828 gene product 4.0O 

413841 M34276 Hs.75576 plasminogen 3^ 

IS 400110 HA UA 198 

400289 X07820 Hs.22SB matrix metaHoproleinasa 10 (stromdysln 197 

443715 A1583187 Ks.9700 cyc&nEI 197 

408296 AL1 17452 Hs.44155 DKFZPS6661517 pret^ 197 

450164 AI239923 Hs.30098 ESTs 197 

20 451592 A1805416 Ks.213897 ESTs 195 

402373 AL1 35225 H$.301865 dopachionntautom8rase(dopaclvQme delta 195 

426199 AA371B65 H5.97090 ESTs 195 

414148 BE084049 gb:PM0«T0651<27040O4}03^ BT0851 Homo 195 

417006 AW573506 Hs.80758 aspartyWRNA synthetase 194 

25 449532 W74653 H5.271593 EST8.ModeTatetysIiidlartoA47S82&«flI 193 

434551 BE387162 HS.2B0856 ESTs, Highly similar to A35661 DNAexcb 193 

436291 BE568452 Ha.5101 protein regulator of cytokinesis 1 192 

423337 NM-004655 Hs,127337 axin 2 (conductin. axil) 191 

416185 AW975861 Hs.47367 WAAl 785 protein 191 

30 443054 AI745185 Hs.8939 yes^assodated protein 65 kDa 190 

432596 AJ224741 Hs.278461 matriiinS ' 190 

451229 AW967707 Hs.48473 ESTs 190 

413583 AL120806 Hs.5888 ESTs ISO 

432702 AW973953 Hs.293744 ESTs 190 

35 ' 437207 T27S03 Hs.15929 hypothelica] protein FU12910 190 

434699 AA643687 Hs.149425 Homo sapiens cDNAaJ11980fls.cione HE 3.90 

423697 8E088697 Hs.131834 Homo sapiens mRNA:cONADKi:Zp434B0328(f 190 

428822 W28418 Hs.3a715 potassium voUag&iiflled channel. tslMQl 190 

432289 AI860145 Hs.55118 ESTs 189 

40 413384 NM.000401 Hs.75334 exostoses (indBple) 2 188 

414136 AAB12434 Hs.119023 SMC2 (structural mdntenanoe of duomoso 3^ 

433042 AW193534 Hs281895 H&mo sapiens cDNARJIieeOfis. done HE 188 

410094 BE1478g7 H3.5B593 general transcription factor liF, polype 188 

441826 AW503603' Hs.129915 phosphotrtesterase related 187 

45 444059 R69743 Hs.116774 Intsgrin. alpha 1 186 

426282 AI792141 H8.196270 folate transporteitanler 185 

452641 AW952893 H5.237825 signal recognOion particle 72i(D 185 

454403 BE065985 gb:RC3^T0319-120200-014-aOg BTOSigHomo 3.65 

448315 AW290912 Hs.20797 ESTs.WBaWyslmaartoALU1JilttliANAUJS 185 

SO 411343 U77949 Hs.69563 C0C6 (cell division cyde 6, S.oersvisl 185 

409734 BE161664 Hs.55155 hypothetical protein 3.85 

454014 AW016670 Hs233275 ESTs 184 

453116 AI276680 Hs.146088 ESTs 183 

449508 AK001566 Ks.23818 hypotheScal protein FU10704 182 

SS 428227 AA32164g Hs.2248 smanindudblecytoMn98ubfaniOyB(Cy 162 

435040 A1932350 Hs.152825 ESTs 181 

426249 F05422 Hs.1 68352 nudeoporin^ pmlein 1 181 

451110 AI955040 ^fcjffi5338 ESTs. WeaHy similar to transfofmafiorw 181 

431716 D89053 Hs.268012 fatty^d-CoenzymeABgaseJong-di^ 181 

60 437631 AA764749 Hs.267245 hypothetteal protdn FU14803 160 

429118 H20669 Hs.35406 ESTs. Highly similar to unnamed protein 180 

405769 IBO 

438295 AI394151 Hs.37932 ESTs 180 

^_ 453628 AW243307 Hs.83937 hypofteScal protein 180 

65 450098 AI68208B Hs.79375 hdocarboxylase synthetase (bio&Hprop 180 

449318 AW236021 Hs.78531 Homo sapiens. SimQar to RIKENcDNA 5730 3.76 

423881 AH0O172O Hs.134403 hypothetical protein FU10858 175 

408728 AL137379 Hs.47125 hypoOieOcal protein FU1391 2 175 

422219 AWg78073 Hs.1010 regulator of mitoGe spindle assembly 1 175 

70 418661 NM.001949 Hs.1 189 E2F transcription factor 3 174 

420726 KD2402 Hs.1330 coagulation factor IX (plasma thrombopla 174 

418413 R9S73S Hs.1177S3 EST8.WedMyslmflartoA48666ceapid 173 

443354 AW97Q672 H$.9247 protein kinase. AMP-ad)vated. alpha Ic * 173 

406667 M12523 Hs.184411 albumin 3.72 

75 436411 AW674352 gb:ba63c07.y1 Nl)LMGCJ2 Homo sapiens d) 172 

417246 At760098 Hs.21411 ESTs 172 

410664 NM.006033 H&65370 6pasa.endoOMfial 171 

432886 BE223007 Hs.l52460 Homo sapiens cONAaJ1290968. done NT 170 

_^ 442881 AI023175 Hs.167022 ESTs 170 

80 432356 AA831032 Ks.111670 ESTs. Kightys&nBar to J C2257 prolyl o) 170 

450218 R02018 Hs.168840 enicytosis. progressive (mouse) homdog 170 

405460 NA NA 170 

452824 W27643 Hs.73985 spHdng fador. eiginineiterin&4ldi 2 170 
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445873 AA2S0970 Hs.251946 poly{A)-binding protein, cytoplasrrtlcW 

425282 AW163518 Hs.155485 hunOnglln interaciing protein 2 

439857 AA847194 Hs.232002 ESTs « ^ ^ , 

430403 AF039390 Hs^41382 tumor necrasb factor (Pgandjsuperfami 

5 444471 AB0206B4 Hs.11217 KIAA0877 protein 

419559 Y07828 Hs.91096 ring finger proldn 

437641 AA811452 Hs.291911 ESTs 

455364 H72176 Hs.4273 liypottvetfcd pitrte&i FU131S9 

417791 AW965339 Hs.1 11471 ESTs 

10 414Z71 AK000275 Hs.75871 protdnHnaseC binding protein 1 

432023 AW273128 Hs.330144 EST . ^ ^ , 

430294 AI538226 Hs.32976 guanine nudflofideljlnding protein 4 

450600 BE079478 Hs^4880 ESTs 

420595 AA278865 Hs,88523 ESTs 
15 404477 NA ^ . ^ « 

457003 S78234 Hs.172405 <*'«slon cycle 27 

443055 AV653742 Hs.16536 hypothefical protein DKFZp761J139 

452220 BEISaOOS Hs.21229S ESTs 

414463 T6907B Hs.76177 alpha-1-microg!otjuBnAikunlnprecuisor 

20 457465 AW301344 Hs.122308 DMA repBcafion factor 

436149 AI754308 Hs.159452 ESTs 

433790 BE298216 Hs^968 RAB22\ member RAS oncogene fanfly 

427920 Z11502 Hs.181107 annexlnA13 

424641 AB001106 Hs.1S1413 gfia maturation factor, beta 

25 426514 BE616833 Hs.170195 bone morphogeneficprolein 7 (osteogenic 

411975 AI91605B Hs,144583 ESTs ^kk«v»oi i 

409239 AA740B75 Hs,44307 ESTs, Moderately sinfflar to 138022 hypol 

429628 H09604 Hs.13268 ESTs 

449722 BE280074 Hs.23980 cydinBl 
30 428389 AW135714 Hs.283127 ESTs. WeaJdy similar to T19201 hypoBieli 

S H^S H^osap^sn^SSJSS^S 

42^ AW505139 H85460 Homo sapiens mRNA:cONADKFZp547C244 (ft 

407809 AW082279 Hs^44106 ESTs 

35 457708 AA80S443 Hs.179909 »W>othelIcaI profetn FU22995 

427943 AW9S907S Hs238797 ESTs, Moderately simBar to 138022 hypol 

42B771 AB028992 Hs.193143 KIAA10e9 protein 

£l5783 HomosaplSismRNA:cDNADKFZp434P1115(f 

418888 T85017 Hs.1192 WAA0074 protein 

40 436361 AW375974 Hs.1 56704 ESTs ^ 

430514 AA318501 Hs.241587 megakaryocytB^nliancedgenetranscripn 

415245 N59650 Hs.27252 ESTs 

452823 AB012124 Hs.30696 tianscripfion factor-Eke 5 (baste heOx 

423508 AW604297 Hs,129711 h8patifisAvimsce«u!arreceptor1 

45 401165 NA 

415382 AI743539 Hs.72465 ESTs. Weakly slmBar to non4ens beta ga 
433968 AL157518 Hs^0421 PR024Wproleln 
421528 AB037837 Hs.105461 Ivpottwlira) protein FU!^^ 
443325 BE398006 Hs.90462 Homo sapiens, clone IMAGE:41 32043, mRNA. 
50 444355 BE383688 Hs.191621 ESTs, Moderately shrilar to ALU6.HUMAN A 
450715 AI2664a4 HsJ1570 ESTs, WealdyslmUar to KIAA1324 protein 
427510 Z47542 Hs.179312 smsUnucloarRNAacflvatlng complex, po 
455630 AV655701 Hs.75183 cytodnome P450. subfantily HE (elhanol- 
441085 AW1365S1 Hs.181245 Homo sapiens cDNAFUl 2532 fis. clone NT 
55 434206 AW136973 Hs^88516 ESTs, WeaHy similar to S69B90 mitogen! 
446519 AU076643 Hs.313 secreted phosphoprotein 1 (osteopontin, 
432542 AW083920 Hs.16098 claudta2 
433675 AV«77653 Hs.75319 libonudecfide reductase M2 poJypepiidB 
423441 R68649 Hs^8359 absent h melanoma 1 like 
60 452940 AA029722 Hs5173 fuoosyltransferase4(alpha(1,3)fucosy 
440400 AA994364 Hs.125594 ESTs. Weakly similar to T25472tiypothefi 
453439 AI572438 Hs.32976 guantaemideotkte binding protein 4 
447247 AW389351 Hs.287955 Homo sapiens cDMAFU13090 lis. done MT 
449915 NML004529 Hs.404 myelokWjfmphoTdormJxed^eageteukem 
65 427975 AI536Q65 Hs.122460 ESTs 

400297 AI127076 Hs^73 hypoOietkal protein DKFZp5540l278 
404253 

435567 AW504944 Hs.ie2990 Homo 8aptenscONAFU14193fe. done NT 
432158 W33165 Hs52983 UDP^Iucosfl:gVooprotekiflJiioo8yaransfa 
70 417315 A:080Q42 Hs.336901 ribosomd protein S24 
419140 AI982647 H3^15725 ESTs 

446901 AI347274 gbJdl5d02Ji1 NCLCGAP.ai6 Homo sapiens 

451806 NM_003729 Hs.27076 fWIA3'-termlnai phosphate cydase 
411571 AA122393 Hs.70811 hypoth^protdnFLI20516 

75 442717 R88362 Hs,1 80591 ESTs. WeaJdy similar to T23976hypothea 
443426 AF098158 Hs.9329 chromosome 2D open reading frame 1 
419131 AA406293 Hs.41167 ESTs . 
430264 AA470519 gbatt71f105l Na_CGAPJ^ Homo sapiens 

450159 AI702416 Hs,200771 ESTs, Moderately dmBar to A Chain A, T 

80 453531 AA417940 Hsi71400 ESTs.WeaHysSmaaftoJC5795CDEPpml 

444826 AI674482 Hs.148441 ESTs r««Ao«-DUA 
445354 AV653485 Hs£390 Homo sapiens done FlB3344PRO0845mRNA, 
444078 8E2469ig Hs.ia290 U5sARNP.$pedfic40kDaprotdn(hnp8- 
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3.69 

3.68 
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3.66 

3.66 

3.65 

3.65 

3.65 

3.65 

3.65 

3.65 

3.65 

3.65 

3.64 

3.63 

3.63 

3.63 
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3.61 

161 
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3.60 

160 

160 

3.60 

3.60 

160 

160 

160 

160 

159 

159 

158 
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3.57 

3.55 

155 

155 

155 

155 

155 

3.55 

155 

155 

155 

155 
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154 

153 

153 

152 

151 

151 

150 
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3.48 

3.47 
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3.42 
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3.41 
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418939 


AW630603 


Hs^9497 


lamlnBI 


3.40 


416134 


AA397769 


Hs^17 


ESTa 


3.40 


430544 


AM81066 


Ks.105153 


Homo sapiens, done tMAG£;3461 987, mRNA. 


3.39 


427927 


AI879165 


Hs^ 


CCAAT/enhencer bMig protein (C/EBP), 


3.39 


410804 


U64820 


Hs.66521 


MachadoJoseph disease (spinocerebellar 


139 


410406 


At969703 


Hs.1466 


glycerol kinase 


3.38 


408494 


AA554714 


HS.187S78 


Homo sapiens cONA FU11639 lis. done HE 


138 


452930 


AW195285 


H&194097 


ESTs. WeaMy similar to 138022 hypotheS 


138 


446432 


AI377320 


Hs.150058 


ESTs 


136 


456853 


Af807519 


Hs.104520 


Homo sapiens cONA FU13694 fls, done PL 


135 


42S322 


U63830 


Hs.155637 


pmtein kinase. DNA-ecQvated. calalyfic 


135 


428261 


AW006855 


Hs.118392 


ESTs. Wealdy simDar to LNHUER I9E Fc re 


135 


421039 


NKL003478 H5.101299 


cuHinS 


135 


407B19 


R42185 


H&274803 


ESTs 


135 


424698 


AA164366 


Hs.15ig73 


hypothelicat protein RJ23511 


135 


433361 


AW469373 


Hs^141 


ribosomal protein 139 


135 


435022 


AW183385 


H5Ji4627 


ESTs. Weakly sbnflar to FTDHJ1UIUIAN lOf 0 


135 


447164 


AFQ26941 


H&17518 


Homo sapiers dflS niRMA, paifial 8ec)U8nc8 


135 


454018 


AW016892 


Hs.100655 


ESTs 


135 


439871 


R88518 


Hs.46736 


hypotheGcai protein FU23476 


135 


453941 


U39817 


HSJ8620 


Bloom syndrome 


134 


411560 


AW851186 


Hs.179909 


hypothetical protein FU22995 


133 


43K32 


AW291488 


Hs.117305 


Homo sapiens, done lMAGE:36a2908. mRNA 


133 


438008 


AA775026 


Hs.203802 


ESTs 


133 


421246 


AW582962 


Hs.102897 


CGM7 protein 


133 


451707 


AW051061 


Hs.60973 


ESTs 


133 


457574 


H88717 


Hs.27774 


ESTs, Highly similar to AF161349 1 HSPCO 


131 


443613 


A(079356 




gb»z39t)09£l Soares.NhHMPu.S1 Homosapi 


131 


415857 


AA866115 


Hs.127797 


Homo sapiens cDNA RJ11381 fis, done HE 


131 


438746 


AI88581S 


Hs.184727 


ESTs 


3.30 


408660 


AAS25775 


HS.292S23 


ESTs. Moderately similar to PC4259 ferri 


130 


427738 


NML000318 Hs.180612 


penodsoma) memlirane protein 3 (35kO, Ze 


130 


458855 


AW381299 


Hs.107000 


hypothetical protein FU11294 


130 


417221 


AW379029 


Ks.118338 


ESTs. Wealdy sbnilar to unnamed protein 


130 


424770 


AA425562 


Hs.11055 


Homo sapiens H0CME13P mRNA, parHalicds 


130 


417720 


AA205625 


Hs.208067 


ESTs 


129 


428571 


NN^006531 


Hs^91 


Protw hTg737 (polycystic kUn^ disease. 


129 


452662 


AW378065 


H8.8687 


ESTs 


128 


414343 


AL036166 


Hs,323378 


coated vesicle mendirans protein 


128 


437222 


AL117588 


Hs.12778 


ESTs 


128 


422665 


AJ011812 


Hs.119018 


(ransciiptidn factor NRP 


128 


414706 


AW340125 


HS.76S89 


KIAA0097 gene product 


128 


446565 


D13757 


H5.311 


phosptioritxttyl pyrophosphatoaintdolrBnsf 


127 


447829 


AI433029 


Hs.164104 


ESTs 


127 


427576 


BE242611 


Ks.2173 


fiicosyltransferasa 4 (apa(1,3) fuoosy 


127 


456132 


BE219771 


Hs.237146 


hypotheticd protein FU 1 2752 


126 


407305 


AA715284 




gb3w35f03.r1 NCLCGAPjBiS Homo sapiens 


126 


419741 


NM_007019 HS53002 


ubiqultln carrier protein E2-C 


126 


424581 


M62062 


Hs.150917 


catenin (cadherln-assodated protein), a 


125 


445592 


AV6S4382 


H&17947 


ESTa. Weakly sltnDartoT16534hypo1heti 


125 


453320 


AW450240 


Hs^7274 


ESTs 


125 


451797 


AW663858 


HSJ33513 


smati indudbto cytoUno suUandy ^ mo 


125 


413930 


M86153 


Hs.75618 


RAB1 1 A, manibar RAS oncogene Csnfly 


125 


410659 


A1080175 


Hs.68826 


ESTs 


125 


446202 


AI279706 


Hs.149474 


ESTs 


125 


432193 


AA372264 


HsJ273193 


bypothetica) proldn FLI10706 


125 


439262 


AA832333 


Hs.333045 


ESTs 


125 


401823 


NA 




NA 


125 


441264 


AA927170 


Hs.23290 


ESTs 


125 


424081 


NM.006413 HI.13912D 


ribonudease P (30kD) 


124 


408321 


AW40S882 


Hs.44205 


cor&laGn 


124 


447432 


AW95&473 


Hs,301957 


nucfix (nucleoside diphosphate linked md 


124 


404519 








124 


443268 


AI800271 


Hs.129446 


hypotheScal protein FU12496 


123 


422660 


AW297582 


Hs.103267 


hypotheses protein FU22548 stmOar to 


123 


427961 


AW293165 


Hs,143134 


ESTs 


3.22 


427660 


AI741320 


Hs.l 14121 


Homo sapiens cONA: FU23228 lis. done C 


122 


411643 


A1924519 


Hs.192570 


hypotheScaIprotdnFU22028 


3.21 


458652 


AW376610 


Hs.117102 


hypothetica! protdn FU1 3046 similar to 


121 


426472 


BE246138 


H5.308S3 


ESTs 


121 


410389 


AW954049 


Hs^177 


ESTs. WeaWy similar to RHUB8 saiivaiy 


3.21 


439979 


AW600291 


HS.6B23 


hypotheScal protein FIJ10430 


3.21 


422363 


T55979 


Hs.115474 


repItoaGon todor C (adivstor 1) 3 (38 


120 


443162 


T49951 


H&g029 


DKFZP434G032protdn 


i:k) 


431678 


AW072372 


Hs^67446 


hypotheticd protein FU11184 


120 


430439 


AL133561 


Hs^41426 


OKFZP434B061 protein 


120 


407201 


N31998 


Hs.164256 


bypolh^cd protein FU20657 


120 


437905 


AW363121 


Hs.175598 


ESTs. Weddy dmiter to T26935 bypdhsfl 


120 


434160 


BE551196 


Ks.1 14275 


ESTs 


120 


407995 


AI094748 


Hs.100134 


hypothetical protein FU12787 


120 


412966 


BE243311 


Hs^024 


IK cytokine, dounwegidator of KLA II 


119 


414388 


XD0442 


Hs.75990 


h^ito^obln 


119 


444381 


BE387335 


Hs^13 


ESTs, sbniiar to S64054 hypolhdi 


118 



142 
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429597 NM.0O3816 Hs.2442 
433764 AW7S3676 H&39982 
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41S083 AI632S83 

4246S7 J0SO7O 

428839 AITSnse 

423S29 AW021173 Ks.ie612 

443830 AI14209S 

413516 BE145907 



Hs^179 
Hs.151738 
Hs^2 



a dislnlsgifn and metanopnMnaM doma 

459370 AAB89982 Hs.271826 ESTs.WeaWysltnflaf to 138022 hypolhefi 

429616 AI982722 Hs.120845 ESTb 

Homo sapiens cDNA aj12933 fis. done NT 
malrix metalloprotelnase 9 (gelaQnase B 
Homo sapiens cONA HJ14814 fis. dons NT 
Homo sapiens cONA: aJ21909 lis. done H 
Hs.143273 ESTs 

flb:MR04fr020M21299.a04«12 Hro20B Homo 

433527 AWa5613 Hs.133020 ESTs ^ u 

427986 N45214 Hs.282387 Homo sapiens cDNA:aJ21837 lis. done H 
457453 Z70695 Hs.272240 Homo sapiens cDNAFUl 1086 fis. done PL 
427687 AW003867 Hs,1570 histamine receptor HI 
455068 AI807894 Hs.47274 Homo sapiens mRNA:cDNADKFZp564B176^ 
441720 AI346487 Hs^8739 ESTs 
419569 AI971651 Hs^1143 jagged 1 (AlaoKle syndrome) 
445921 AW015211 H8.146181 ESTs 
429957 AW204530 Hs.99500 ESTs 

425268 Aia078a3 Hs.180059 Homo sapiens GDNAaJ20653 fis, done KA 
428645 AA4314X Hs.98729 ESTs, Weakly simliar to 201 7205Adihydro 
439635 AA477288 Hs.94891 Iwltefca" P^teln FU22729 
408806 AW847814 Hs.289005 Homo sapiens cONA: FU21532 fis. done C 
439277 R80061 Hs.1 64478 hypoiheficaIpTOleinFLJ21 939 similar to 
HS.26724S hypolhetica) protein aj 14803 
HS.1&4411 eibumin 

Hs.332649 oifiadoty receptor, fiamny 2. subfamny 
*»/oy» ,v^^o.H^. Hs,74335 heal8hoci(90kD protein 1, beta 
433759 AA6B0003 Hs.109363 Homo sapiens cDNA:FU23603 fis, done L 
420911 U77413 Hs.100293 (Winked N-acetylglucosamine (QcNAc) Ir 
414080 AA135257 Hs/7783 BaggfesshrelymplnmBgene 
450209 AW008921 Hs.13138 Homo sapiens, done IMAGEa448343,mRNA. 
441790 AW294909 Hs.132208 ESTs 
439352 BE614347 Hs.ie9615 hypolheticeipra(leiftFU20989 
449664 R06212 Hs.127733 ESTs .....^ 
435979 W03698 Hs^lS ESTs. Wealdysimilai to ALUIJiUMAN ALUS 
424602 AK002055 H8.161046 hypottielical protein RJ11193 
402963 

428967 AW978441 Hs.296100 ESTs 

455838 BE145808 flb:MRO-HT0208-101299-103fl1 HT0208 Homo 

407502 U52096 gbiHuroanrincfcigeriwoldn(ta'-znf1)m 
426853 U32974 Hs.17Z777 bacailoviraIIAPfepeatconlaining4 ^^^^^ 
417845 AL117461 Hs.82719 Homo sapiens mRNA;cONADI<I7p58^1M2(f 
421056 AI076890 Hs.146B47 TRAFfamliymember-assodatedNFKBadW 
420617 AK001652 Hs.99423 ATP-^JependentRNAheficase 

421841 AA908197 Hs.108850 MAK-«lated Idnase 

429534 AW976987 Hs,163327 ESTs, Wealtly simliar to 2109260ABcdl 
408353 BE439838 Hs.44298 mHodwndriai ribosomal protein S17 
433037 NJ^014158 Hs.279938 HSPC067 protein 

Homo sapiens cONA FU12521 fis, done NT 

ESTs 



443584 AI807036 

406668 TB2745 

452194 Aie94413 

437594 AA761431 



443183 R16258 Hs.6217 
457726 AI217477 Hs.194591 ^ . „ 

416786 AW419196 Hs.257924 hypotheficaJ protdnFU13782 

433013 AI697890 Hs.127337 axin 2 (condudin, a)dl) 

417601 NiyL014735 Hs.82292 KIAAD215geneprodud 

420276 AA290938 Hs.190561 ESTs. Highly simHar to SORLHUMAN SORT! 

443323 BE560621 Hs.9222 estrogen receptor binding site assodate 

446223 BE300091 Hs.119699 hypcthelical protein FU12969 

425851 NIVL001490 Hs.159642 glucosantinyi(N-acelyl) transferase 1,c 

436203 BE384982 Hs^76 Homo sapiens cDNA:RJ22128 fis, done H 

416402 NIUL000715 Hs.1012 complemenl component 4-binding protein. 

436554 At9B5810 Hs.301173 ESTs 

413801 iyJ62246 Hs.35406 ESTs, Wghty similar to unnamed protein 

416248 H99169 Hs.23450 ntodtondridribosomdl protein 825 

445413 AA151342 Hs.l2677 CGH47 protein 

452909 NM-015368 Hs.309B5 panneidnl 

447048 AW393080 Hs,228320 tiypotheficdi protein RJ23537 

425942 AU077195 Hs.164038 glucosamine (N-acetyi)-5^dfatase {Sanf 
406333 

428454 U55936 
411864 AW948147 
458632 AI744445 
448^2 BE281316 Hs.47334 
459055 N23235 Hs^67 

402167 . . ^ 

433133 AB027249 Hs.104741 PDZ-binding kinase; T-cdlonginatedpr 

.• M^jA pabedboxgeneS 



Hs.184376 synaptosomakassodated protein. 23kO 

gb:RCO-MT0013.28030(W31-e03 MT0013 Homo 
Hs.167073 HomosapienscDNAai13047fi8.doneNT 

■ hypothetical protein I^J14495 

ESTs, Weakly simRar to B34087 hy poihefi 



437828 AW976806 H5.73149 
404232 

418154 AI761820 Hs-41074 

412610 X90908 Hs.74126 



ESTs. Weakly simiter to 09294 Mdeod sy 

, fatly add binding protein e^itei (gas 

45Z787 AW294022 Hs.222707 KIAA1718 protein 
425782 U66468 Hs.159525 ceil growth cegiiatonfwlftff^anddoma 
410718 AI920783 Hs.191435 ESTs 
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3.05 

105 

105 

105 

105 
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419196 


AF110908 


Hs.297660 


TNF rsceptor-assodatBd facbr 3 


3.04 


446861 


AI696519 


Hs.14427 


Homo sapiens cONA: nJ21800tis,dQn9H 


3X)3 


425492 


AL021918 


Hs.158m 


dne finger protein 184 (KruppeMOce) 


3l02 


452834 


AI838627 


Hs.105685 


iaAA1688 protein 


3l02 


410102 


AW248508 


Hs^79727 


Homo saf^ cONA FU14035 (is, ckMie HE 


3w02 


416568 


K64844 


Hs.138558 


ESTs 


102 


42S834 


NM.001639 Hs.1957 


amytoid P component, senjm 


3.02 


426711 


AA383471 


HS.1B0869 


coisenred gene ampOisd in osteosaooma 


3.01 


412719 


AW016610 


Hs.129911 


ESTs 


3.01 


439586 


AA922936 


Hs.110039 


ESTs 


3.01 


422867 


L32137 


Ks.1584 


cartilage oGgomeric matrix protein (pso 


3l01 


429703 


T93154 


Hs^OS 


ESTs 


3.00 


400296 


AA30S627 


Hs.139336 


ATP-Unding cassette, 8ut)4anilly C (CFTR 


3.Q0 


415261 


T40928 


Hs.8346 


ESTs 


&00 


419435 


A1200540 


Hs.14877 


ESTs, Weakly similar to (defllne not ava 


3.00 


429985 


NM 015636 Ks.227274 


tryptophanyl tRNA synthetase 2 (mitochon 


ZJOO 


423038 


D26528 


H8.123058 


DEAO/H (Asp^thAla^p/His) ban polypep 


aoo 


407162 


AA312SS1 


Ks.230157 


ESTs 


3.00 


424202 


BE350295 


Hs.15032 


fW4 Innding protdn 17 


3.00 


444585 


AW170015 


H3.6594 


ESTs 


O.UU 


420552 


AK000492 


Ks.98806 


iiypothetical protein 


• 3.00 


451939 


U80456 


Hs,27311 


singla^inded (Drosophfla) homolog 2 


3.00 


441928 


AI370168 


Hs.211454 


ESTs 


aoo 


430868 


BE155293 


H3,76D64 


ribosorha) protein l^a 


3.00 


417805 


A1867277 


Hs.183733 


ESTs 


aoo 


♦47175 


A1365208 


Hs^93606 


ESTs 


aoo 


417177 


NM.004458 HsJ1452 


eatly^d-Coenzynne A ligase, tong-diain 


aoo 


435447 


AI872932 




gtKwm72e09j(1 NQ_CGAP.Ut2 Homo sapiens 


aoo 


405394 








aoo 


454975 


AW848047 




gt):IL3<;T0214-29129W)52-A12 CT0214 Homo 


aoo 


441535 


AL13573S 


Hs.7865 


phospiiatidylinositol titnding clattirin as 


3.00 


428361 


NlyL01590S H8.ia3858 


transcription^ intermediaiy fBctor 1 


aoo 



PIcay: 

CATruml)er 



Unique Eos probeset identifier number 

Gene cluster number 
Genbank accesskm numbers 



Pkey CAT number Accession 



41176S 
411864 
412359 
413516 
414148 
424492 
430264 
431064 
433687 
434414 



435447 
436411 
443813 
446901 
448310 
451401 
454403 
454975 



125700J 
1262055J 
129085.1 
1374595J 
142133J 
240008.1 
315008L1 
32747^1 
373061.1 
.1 



406400.1 

419334.1 

575391.1 

697809.1 

757918.1 

868474J 

1170435J 

1247077J 



455838 1374605.1 
TABt£6C 



H43346 AA248302 AA0g5182 

AW948147 BE092316 AVV948138 AVV948130 AVV94614e AVV948129 AVV948136 AVV948152 AV^ 
AW837985 AW837938 AA1 01955 AWB37913 AWB37935 

BE145907 BE145796 BE145803 BE145851 BE145923 BE145812 BE145809 BE145852 BE145856 

6B)84049 AW292907 AA135984 

At133482 A1207619 AA341626 

AA470S19 BE303010 BE302954 BE384120 

Ai90373SAA491283AI694953AW976903AA761382 

AA743991 AA604852AW272737 

AI798376S46400AW811617AW811616W00557BE142245AW858232AWB61851 AW858362AA232351 AA218567AA055556AW858231 
AVV857541AVV814172K66214AVV814398AF134164AA243093AA173345AA199942AA223384AA227092A^ 
AA149776AA699829AVV879168AVV813S67AVVB13538AI267168AA157718AA157719AA100472AAiro^^ 
AA157715AA053524AW849581AVV8545e6 0)5254 AVV882836 T92637AW812621AA206Sn 

N66951 AA527374 H66215 AA04S564 AI694265 H60808 AA149726 AW195620 BE0B1333 BE073424 AW817662 AW817705 AW817703 AW817659 
BE081531 H59570 

At872932AA662306 BE220163 W88695 T61307H91447 

AW6743S2AA715374Z25205 

A1079356W23287 

AI347274AW844024 

A14803t6AW847535 ' 

AI793163 AWB7S182 AWB75178 AW875176 

BB)6S985 B&065944 BE066008 BE066083 BE066093 

AW848047 AW848202AW848631 AW848142 AW848702AW848121 AW846632 AW848140AW848571 AW848009AW848087 AW848069 AW848905 
AWB48214 

6E145B0B BE145807 BE181883 



Pfcsy: Unique numt)er corrssponding to an Eos probeset 

Ret: Sequence source. The 7 digit mnnbers in this column are Genbaril(1dertliSer(GQnumbef8. Duntiarol.etaL'fefBrBtDthepubOcalionenSaedThBDHA 

sequence of human dnomosome 22.' Ouniiam L el sL, Nature (199^ 402:46^95. 
Strand: lodicalesONA strand tram wl^exons were predicted. 

KtjmdQan: i ndi ca te s nu d eofldeposifiorB of prBdictBdeicons. 
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10 



15 



20 



25 



Pkey Ref 



400534 

401165 

401480 

401644 

401823 

402167 

402963 

403137 

403775 

404025 

404232 

404253 

404477 

404516 

404519 

404567 

404995 

405394 

405460 

405769 

406117 

406333 

406360 

406414 



Strand Ntposlfion 



9438376 
7321503 
8576138 
2262095 
8571795 
5419653 
9211494 
7770611 
7341444 
8218045 
9367202 



8151967 
8152000 
7249169 
6007890 
6624123 
7684569 
3046270 
9142932 
9213235 
9256107 
9256407 



Minus 

Minus 

Phis 

Plus 

Minus 

Rus 

Minus 

Mbujs 

Mhttis 

Plus 

^^us 

Minus 

Rus 

Rus 

Plus 

Minus 

Plus 

Minus 

Minus 

Minus 

Pius 

Plus 

Minus 

Pius 



278637-279292 
166244-168423 

166120-166347.16645M665S7.16965M68832 



4257542697,4318&43287.45B3a4S974 

109122-110357 

12950-15959 

92349.92572,9295B-93084^357M3712.93949.9407i94S91.94748,9S214.95337 

1414-1513.1624.1756 

131740-131905 

71800-71956 

5567&^6055 

113390-113577 

114153.114322 

12817-13000 

101320-101501 

37999-38145,38652-38998,39727.3987^40557.40674,42351-42450 

31900^2373 

52223-52389 

76844-77193 

54304-54584 

64689^798 

7513.7673 



30 TABLE7A: 516 GENES UP-REGUIATEDW COLON CANCER COMPARED TO rraRMALOT^^ 
Table 7A Dsts 51 6 genes ujKegulated in colon canrer compared to nomial c^^ 

{issue Ust as llie normd samptes in determining the denominator valuB and Ihe ratio was eoual to or oreater than 5.0. , 



35 



40 

45 

50 

55 

60 

65 

70 

75 



PItBy: Unique Eos probeset identifier luimber 

ExAoctc Exemplar Accession nimtber. Genbank acoesston number 

UnieenelD: Unigene number 

Unigene TMe: Unigene gene liOe 

R1: Ralto of tumor to nomral colon 



Pkey ExAccn UnigenelD Unigene Title 

441031 A1110684 Hs.7645 fibrinogen. B beta polypepfide 

406667 M12523 Hs.184411 albumin 

409041 AB033025 Hs.»]081 KIAA1199 protein 

428330 122524 Hs.2256 maMx metalloproteinase 7 (matrilydn. 

421552 ARJ26692 Hs.105700 secreted fHzz]ed.reiated protein 4 

429201 X03178 IHs.198246 group-specific component (vitarhInD bind 

452281 T93500 Hs.28792 Homo sapiens CDNAFU11041 Us, done PL 

447033 A1357412 Hs.157601 ESTs 

428839 AI767756 Ks.82302 Homo sapiens CDNAFU14814 6s. ckme NT 

438461 AVW75485 H3J286049 phosphoserine anilnotransferase 

413841 M34276 Hs.75576 plasminogen 

428187 AI687303 Hs^85529 GproteiiHXXipled receptor 49 

408806 AW847814 Hs289005 Homo sapiens cONA:FU21532fis, done C 

452882 AW378065 Hs.8687 ESTs 

415989 AI267700 HsJ17584 ESTs 

427585 D31152 Hs.179729 coBagen. type X. alpha 1 (Sdunid metaph 

421470 R27496 Hs.1378 annexinA3 

424051 AL110203 Hs.138411 HomosaptensfnRNA;cONAOKFZp586J1922(( 

439759 AL359055 Hs.67709 Homo sapiens mRNAfiiOlengtl) insert cDN 

449032 AA045573 Hs22900 nuclear factor (ery(hrofaMeiiv8d2Hac 

421462 AF016495 Ks.104624 aqtiaporinO 

424252 Ara)00520 Hs.143811 hypotittScal protdn FLI20513 

452823 AB012124 Ks.30696 transcftpflonfaclor4aGe5(bask;helix 

432340 AA534222 gbai|21d02^1 Na_CGAP^1 Homo sapiens 

433447 U29195 H&3281 neuronatpenlraxInD 

414386 XD0442 Hs.75990 haptoglobin 

425260 L47726 Hs.1870 phenylalanine hydroxylase 

444754 T83911 Hs.118d1 transmembrane 4 superfam9y member 4 

439518 W76326 gb2d60d04j1 Soares.fetaUiearLNbHHISW 

443211 AI12B388 Hs.143555 ESTs 

439608 AW8&46g6 Hs.301732 hypothelicat protein MGCS306 

41455S AV656184 K3.76452 Ckeac&va prat^bt, pantiadn^atod 

412719 AW016610 Hs.129911 ESTs 

439451 AR»6Z70 Hs.Z78554 heterachnmaGnaBprateial 

448974 AL0493g0 Hs22689 Homo sapiens inRNA:cONADKFZ0S86O1318(f 



R1 

57^ 

49.94 

49.18 

4Z22 

34.64 

33.38 

33.10 

ZMA 

2BM 

25.40 

24.68 

24.00 

23.18 

21.34 

20J92 

1922 

17.92 

17.36 

1728 

17.08 

17.02 

16.98 

16,70 

16.64 

16.59 

16.19 

16.08 

15.82 

1&80 

15.78 

15.52 

15.42 

1524 

15.18 

1S03 
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416402 NM-000715 Hs.1012 oonip(ementi»mpon8iri4ttKflii^ 14j60 

453883 XD2544 Hs572 oresanuoGidl 14^ 

441243 AI767055 Hs.193002 ESTs 14^ 

413318 AU)76607 H3,75285 to-dpha (globuHn) InhlWtar. H2 pol 14^ 

5 451917 AW391351 Hs^20 Homo sapiens unknown mRNA 13^1 

433213 AW665130 Hs.1371S0 ESTs 13^0 

428261 AW008855 H5.11&392 ESTs. W^aMy similar to LNHUERlgE Fere 13.52 

438578 AAB11244 Hs.1641^ ESTs 13.40 

^ 429170 NNL001394 Hs.2359 dual specifidiy phosphatase 4 13.36 

10 417006 AW673606 Hs.80758 aspar^MRNA synthetase 13.00 

449199 AI990122 H&19S988 ESTs 12^ 

436393 AW022213 Hs.143817 ESTs 12.90 

413585 AI133452 Hs.75431 fibrinogen, gamma polypepfide 12^ 

451561 N52812 Hs.177403 ESTs 12.72 

15 420734 AW972872 Hs.293736 ESTs 12.70 

422420 U03398 Ks.1524 tumor necrosis factor (IIMsupeiM 1Z50 

441377 BE218239 Hs.202656 ESTs 12.45 

435381 H74319 Hs.188620 ESTs 12.38 

417296 138196 HsJ1884 suRblransferase family. cytDSollc2A, 12.38 

20 428664 AKD01666 Hs.189095 stndarbSAai (sal(D(QSophilaHik8 12.38 

459370 AAB89982 Hs.271826 ESTs. WeaMy similar lD 138022 hypoUi^ U34 

430290 AI734110 Hs.138355 ESTs 12.30 

450221 AA328102 Hs.24641 cytosketetonassodaN protein 2 12.26 

450628 AW382B84 Hs.204715 ESTs 12.24 

25 446232 AI281848 Hs.194691 roGnoic add induced 3 12.16 

428223 AA424313 Hs.98402 ESTs 12.08 

432582 A1623817 Hs.168457 ESTs 12.08 

407884 BE07S316 Hs.95011 syntropMn. t)eta 1 (dystrophin^sodatB 12.02 

428493 AK001745 Hs.18462B hypotheScal protein FU10883 12.01 

30 407202 N58172 Hs.109370 ESTs 11.64 

422109 S73265 Ks.1473 gastiin^eieasing peptide 11.68 

434699 AA643687 Hs.14942S Homo8ep!enscDNAFU11980iis.doneHE 11.68 

447532 AKOQ0S14 Hs.18791 hypothe6caIfBOtdnRJ20607 11.67 

443162 T49951 Hs.9029 IWZP434G032 protein 1167 

35 450149 AW989781 Hs.132863 Zicfam8ymemliar2(od(H)alfedDn»opht 11.62 

446372 AB020644 Hs.14945 long fatty acyl^ synthetase 2 gene 11.46 

453809 AW004O45 Hs.203365 ESTs 11.42 

416655 AW968613 Hs.79428 Ba2/adenovtnjsE1B19kI>intBrec6n9pro 11.34 

452903 Ai953425 Hs.246911 ESTs. Weakly similar to 138022 hypotheS 11.32 

40 433011 H07960 Hs.306044 CGI-05prota*n 11.30 

423575 C16863 Hs.163443 Homo sapiens cONAFU 11 576 fis. done HE 11.22 

455777 AA524265 Ks.154172 ESTs. ModeialBiy similar to BCGFJ1UMANB 11^ 

425745 U44060 Hs.14427 Homo sapfens cONA: FU21800 lis, done H 11.08 

407168 R45175 Hs,117183 ESTs 10.91 

45 407633 NlyU)07069 Hs.37189 similar to rat HREV1 07 10.90 

400534 10.88 

450434 AA166950 Hs.195870 hypolheScal protein i^l14g91 10.76 

445873 AA250970 H3.251946 poiy(AH>Indtog protein, cytopbsmto 1-1 10.68 

440526 AI832243 Hs.211471 ESTs 10.63 

50 427644 AI767152 Hs.181400 ESTs.WbaIdy similar to 178885 sertneAh 10.62 

447974 fl76886 gb7t64t)03.s1 SoarespiaoentaNb2HPHafi» 10.52 

431958 X63629 H8.2877 cadhertn 3, type I.P-cadherin (placenta 10.52 

453922 AF053306 Hs.38708 budding uninhibited Ivbenzimidazatesl 10.50 

457065 AI476318 Hs.192480 ESTs 10.40 

55 408950 AA707814 H&14945 longfiBltyacyU>iA9nthetase2gena 10.38 

419852 mxanB Wamm hypothellca] protein dJ551D2.S 10.34 

414718 H95348 Hs.107987 ESTs 10.29 

447505 AL049266 Ks.18724 Homo sapiens mlWA;cONADKFZp564R)93(fr 10.28 

404567 10-1^ 

60 428538 AI143139 Hs.2288 vIstrA^I 10.06 

444381 6E387335 Hs.283713 ESTs,Vfc8tdysimiartoS64054hypotheli 10.05 

437267 AW511443 Hs.25B110 ESTs 10.00 

420583 H77859 Hs.65450 rBticulon4 10.00 

407244 M10014 Hs.75431 fibrinogen, gamma polypepQde 9.99 

65 425071 Nlil.013989 K8.1S4424 deIO(flnase.todothyionine.typen 9.97 

449855 AI021987 Hs.59970 ESTs 9.91 

459504 6E514127 gb:601 31 5974F1 N1K.MGC.8 Homo sapiens cD 9.90 

434609 R76593 gb^ieOc1 1 /I Soares placenta Nb2HP Homo 9.90 

412104 AW205197 Hs.240951 Homo sapfans,Slnflar to RIKENcONA 2210 a88 

70 447863 AL047611 HS.28888S Homo 8aptensG0NAFU14246fis. done OV m 

448108 Ai800470 Hs.171941 ESTs 9.64 

439192 AW970536 Hs.105413 ESTs 9.64 

446619 AU076543 Hs.313 secreted ptwspboprotein 1 (osteoponfki. 9.61 

427535 R29543 Hs.2164 piQi>iatdet basic protein (Indudespta 9.50 

75 440591 AA431599 Hs.132799 hypotheOcd protein FU23451 a44 

440404 AI015881 Hs.324527 mitochondrial ribosomal protein SS 9.40 

426283 NVL003937 Hs.169139 icyra]reninase(L<kynurenIn8 hydrolase) . a36 

401742 NA NA 9.30 

416393 N54037 Hs.262869 plasmtaogefrCto 028 

80 413339 AI818080 Hs.194^ ESTs 9.28 

437641 AA811452 Ks.291911 ESTs 9.28 

428743 A1J080060 Hs301549 Homo8aptensirRNA:cONADKFZpS64H172^ 9.22 

431319 AA8733S0 Hs.302232 ESTs 021 
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434008 M740878 Hs.1 12982 ESTs 

446311 AW007294 Hs.149795 ESTs. Moderately slmBar to ALULHUMAN A 9.16 

419968 X04430 Hs.93913 interieuldn6(lntBrfaKm,bete2) aW 

413597 AW302a85 Hs.117183 ESTs ^c„c« uk oil 

5 440527 AV657117 Hs.184164 ESTs. ModetaleJy similar to S65657 alpha 9.14 

409327 L41162 Hs.53563 collagen. VpefX.a*pha 3 9." 

444107 T46B39 Hs.10319 UDPglyca^toansferase 2 family, poly^ 9.» 

456653 A1807519 Hs.l04520 Homo sapiens cDNARJ13694fis. done PL a» 

450154 AI239923 Hs.30098 ESTs »•» 

10 432667 AVU0ie936 Hs.233364 ESTs 

437396 BE140398 Hs.21621 hypoMcal prolan DKFZp762O076 

421126 M74587 Hs.102122 lnsuM«gtow!h factor binding prole 8.^ 

452712 AWB38616 gbJ^C5-LT0054.14020M134)01 LT0054Homo 8.90 
419131 AA406293 H5.41167 ESTs . , , ^ , , . ' 

15 444783 AK001468 Hs.62180 an!llln{Pw)SophRa Scraps homoteg). ad 8.82 

418895 AA894638 Hs.14600 ESTs 8.82 

422665 AJ011812 Hs.l19018 transcription factor NRF 8.82 

409757 NM_001898 Hs.123l14 cystatinSN 8.78 

419752 AA249573 Hs.152618 ESTs. Moderately sunBar to ZN91_HUMANZ 8.74 

20 412446 AI768015 Hs.92127 ESTs 8-71 

433285 AW975944 Hs.237396 ESTs 8.68 
414538 AW612228 Hs.l07957 ESTs 

449318 AW236021 Hs.78531 Homo sapfens, Similar to WKENcDNA 5730 8.52 

430835 AI240006 Hs.l92326 ESTs ^ 8.50 

25 445467 A1239832 Hs.15617 EST8.WWWy8lrrilartoALU4JWMANAUJS 8.59 

445537 AJ245571 Hs.12844 EGHike^kJmaln,multipte6 8.52 

450375 AA009647 Hs.8850 adisintegrin andmetaltoprotelnasedoma 8.W 

428355 BE256452 Hs.2257 vitronectin (serum spreading factor, som 8.50 

444478 W07318 Hs.240 M^ihase ptiosphoprotein 1 8.47 

30 439398 AA284267 HS.221S04 ESTs _ oi? 

428368 BE440042 Hs.83326 matrix meteltoprotehiase 3 (sfcomelysin 8.43 

403776 l\i 

418973 AA233056 Hs.191518 ESTs 8.« 

445436 AI224105 Hs.151408 ESTs 8'^ 
35 417958 AA767382 Hs.193417 ESTs . , ^ 
452838 1^65011 Hs.30743 preferentially expressed snbgen In mela 

425761 AW664214 Hs.198729 ESTs ^ 

449419 R34910 Hs.119172 ESTs ..^in-^K*.. ftM 

407007 U22961 gbiHumanmRNA done with slntflarity to L ^28 
40 420900 A1045633 Hs.44269 ESTs ^^^^^ 

452503 AB000509 Hs.29736 THFreceptor^assodated factor 5 8-23 

458242 BE299588 Hs.28465 Homo sapiens cDNA:FU21869fis, done H 8.18 

420120 AIJ049610 H5.95243 transcfipfionelongafioo factor A (SlI)- 8.16 

432363 AA534489 glKnf76g11.fi1 NCLCGAP_Co3 Homo sapiens 8.1S 

45 418738 AW388633 Hs,66B2 soWecaitier family 7. (cafionicanilno 8-12 

446155 A1553695 Hs.l59422 Homo sapiens cDNA FIJ13997 lis, done Y7 WO 

418379 AA218840 Hs.137516 fidgefifrOfcel 8.07 

424560 AA158727 Hs.150555 protein predicted by done 23733 8.06 

453116 AI276680 Hs.146086 ESTs 8.M 

50 419929 U90268 Hs,93810 cefebralcawnowmalfcimattonsl 

409687 T51125 Hs.8493 ESTs ^, 8.00 

407790 AI027274 Hs.288941 Homo sapiens CDNAFU14866 6s. done PL 8.00 

416661 AA634543 Hs.79440 IGF-ll mRNArbtndIng protein 3 8.00 

418036 Z37975 Hs.83337 latent IransfcrmlnggKMrth factor bete b 7.re 

55 422762 ALfl31320 Hs.119976 Human DNA sequence from done RP1-20N2O 7.9B 

421633 AF121860 Hs.10626O sorting nexin 10 Jffi 

432542 AW083920 Hs.16098 daiidln2 'jf 

414869 AA157291 Hs.21479 ublnudelnl • J-Jj 

419502 AU076704 Hs.90765 fibrinogen, A alpha polypeptide 7^ 

60 406666 V00495 Hs,184411 albumin JJJ 

418007 M13509 Hs,83169 matrix melalloprotfilnase 1 fmteistilial 7.78 

439616 BE018635 Hs.58582 Homo sapiens cONAaJ12789fis, done NT 7.77 

406360 KA NA . . . . « I « 

406687 M31126 Hs.272620 piegnancy specific beta-1-gIyoeprotem 9 7.re 

65 431510 AA580082 Hs.112264 ESTs , 7.76 

414312 AA155694 Hs.191060 ESTs 7.71 

443450 N66045 Hs.133529 ESTs 7.TO 

449870 AI672487 Hs.15423 hypolhaflcal protein HDCMC04P 7.M 

425681 AB018297 Hs.159183 K1AA0754 protein 7.ra 

70 408897 N50204 H5283709 I^X)pdysacdwidespedftore8ponse.7p 7.0 

443285 A1301918 Hs.334264 ESTs 7.80 

420807 AA280627 Hs.57846 ESTs ™ 

4246S0 AW576156 Hs.250824 Homo sapiens cDMA:RJ23435«s,d0neH 7.60 

410718 A1920783 Hs.191435 ESTs 7.60 

75 430848 AW021726 gb:df27e02-y1 Morton FetelCoditea Homo 7.W 

434294 AJ271379 Hs.76194 ribosomal protein S5 7.60 

445808 AV655234 Hs.298083 ESTs, Moderately similar to PC4259fefri 7.S6 

438604 AA811896 Hs.44604 ESTs 7.54 

458997 AVI/937420 Hs.69662 ESTs , 7.54 

80 400289 X07820 Ks.2258 ri\alnxmetanoproteinase10{slromelysin 7.54 

409187 AF154830 Hs.50966 caAamoyH)hosphato synthetase l.mitoch 7.82 

445640 AW96g626 Hs.31704 KTs.WeaWy similar to KIAA0227lH5apl 7.49 

404996 7.48 
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4207S9 T1t832 Hs.127797 HoinosapienseONAFU11381<is,ckmHE 

433BS9 AW896758 Hs^69 ESTs 

4239S2 AW877787 Hs.1381(l2 MAAOBSSpmUil 

431193. Am49505 Hs.296770 KUA1719pratin 

413530 M1301S8 H$.19977 E8T8.M0(la«telyslmllarbAU18J<UMANA 

HS.133SS4 ESTs.W6a)dysMarbZ195jaAIWNZINC 

H$.151236 Mg^chaigedpraleln 

Hs.208a67 ESTs 

HSJ9S901 KIAA0493pnlato 

sduts canter fBndly 16 (monocfirtKBOfOc 



417479 AI057052 

424613 Alj079850 

417720 AA205625 

449347 AVB49748 

449444 AW818436 H5.23590 

447499 AW262580 Ks.147674 pFot0cadh8r(nbetat6 

426890 AA393167 Ks.41294 ESTs 
H5.251S9 



450568 AUDSOOTB 
445019 AI205540 



Ks.281295 ESTs 



Homo sapiens cDNA FIJ10784 fis, done NT 



419474 AW968619 Hs.155849 ESTs 
417015 Ma3772 Hs.80876 fiavtn coitairang monooxygenase 3 



411765 H43346 
448816 AB0330K Hs^lSI 
418143 AI95S6S0 Hs.79033 



gb7p09a04 Jl Soaros breast 3NbHBst Homo 
KIAA1226 protein 

ghitamlnyl-peptide cydotransferese (glu 
451815 AW974911 Hs.184793 Homo sapiens cDNA: nJ21B80 redone H 
420777 AA28Q223 Hs.13086S ESTs 

^a-1-microgIobuIin/bikunin precursor 
tiypothefical protdn FU13352 
fibrinogen, B beta polypeptide 
kiterleuidn 20 receptor, dipha 
Hs.1 19563 ESTs 
Hs.272572 heinoglobin. alpha 2 
Hs.150058 ESTs 



Hs.76177 
Hs.22972 
Hs.7645 



414463 T69078 

409269 AA576953 

443614 AV655386 

448706 AW291095 Hs.21614 

441124 T97717 

414680 AA743331 

446432 AI377320 



439295 AW206091 H&.253538 ESTs 

436902 AW247145 Hs.192729 ESTs 

428679 AA431765 gb-2w80c03x1 Soares_testis_NHT Homo sap 

414865 AA157155 Hs.274414 hypothelicd protein aj14457 

421373 AA808229 Hs.167771 ESTs 

432435 BE218885 Ks.282070 ESTs 

427933 AW974643 Hs.190671 ESTs 

436330 NAiL004413 H3.109 dipepHdase 1 (renal) 

433800 AI034361 Hs.135150 kmg type^ceDmembiBne-assodaledgly 
liypothettcel protein FU2Q212 



418763 AK000219 
446322 N23033 



Hs.88367 

H&155814 ESTs 

442577 AA29299B Hs.163900 ESTs 

429486 AF15S8Z7 Hs^S3 hypothetical protein FU10339 

412280 AW205116 Hs.272814 hypothetical protein DKFZp434E1723 

436679 AI127483 Ks.120451 ESTs. Weakly sirrular to unnamed protein 

429125 AA446854 Hs^71004 ESTs. Weakty similar to 138022 hypotheO 

453204 R10799 H&19ig90 ESTs 

431576 M76665 Hs.275215 hydroxysteroid (ll-beta) dehydrogenase 1 ' 

427878 C05765 Hs.181022 CGl-07 pjxiteln 

454438 AA2240&3 Ks.172405 cen divisicn cyde 27 

424402 M63108 Hs.1769 luteinizing hormone/dioriogonadotropln r 

Hs.27693 peptkfylpralyl isomerase (cydophiUnH 

Hs.75871 protein kinase C binding protein 1 

Hs^1376 Homo saptens mRNA; cONA DKFZp566L1121 (T 

Hs.91662 KIAA0888pnt^ 



438394 BE379623 

414271 AK000275 

417168 AL133117 

419629 AB020695 

451686 AA059246 



H8.110293 ESTs 



430829 AW451999 Hs.194024 ESTs 
446501 AI302616 Hs.150819 ESTs 

442973 BES$7665 Ks.288550 Homo sapiens cONA:FU231S6fis, done L 
457030 AI301740 Hs.173381 dihydropyrinddlnas&^ike 2 

Hs.283018 replication protein A complex 34 kdsubu 

pro protein convertase sobSBslnfioBxIbi t 
Hs^8d40 ESTs 

Hs.192570 hypothetical pro(dnRJ22028 
hypothetical prol^ RJ12577 
fttzzled (Drosophia) honx)tog 10 
Ks.269607 ESTs. Weakly sbnOar to ALUIJftJIMANAUJS 
Hs.25245 hypothetical protein FU1126g 
zirtt finger protein 239 
dTDP-(Hlucose 4.6^ehydratase 
Homo sapiens done IMAGE-451939. mRNA se 
gb:EST3858e6 MAGE resequences, MAGM Homo 
squamous ceO carcinoma antigen recogrit 
CLLL7 protein 

hypothetical protein FU14007 
acGvator of S lAaso lAiasd 
ESTs 

Hs.269533 ESTs 
Hs.3a31S3 ESTs 
ESTs 

fibrfnogetvOe 1 



Hs.25040 
Hs.12393 
Hs.22968 



437773 U24186 

416018 AW138239 Hs.78977 

425478 AB007953 

411643 AI924S19 

418555 AI417215 Hs.87159 

453102 N^1.007197 Hs^1664 

433515 AA732982 

450838 AK001826 

450480 X82125 

445191 AF048686 

414575 H11257 

43^ AW973785 

410116 AW630671 Hs^8836 

449894 AK001578 Hs^4129 

442914 AW1B8551 Hs.99519 

424745 AA214618 Hs.152759 

441801 AW242799 Hs.86366 

435542 AA687376 

427072 H38046 

416051 AW192S35 Hs.19479 

436217 T53925 Hs.107 

439809 R41396 Hs.101774 hypotheOcd protein FU23045 

430704 AW813091 Hs.335799 ESTs 

410227 AB009284 Hs.61152 

417067 AJ001417 Hs.Bt086 



exostoses (muUpleHte 2 
sohita canter farrOy 22 (extraneuronal 



7.48 

7.44 

7,44 

7.43 

7.40 

7.40 

7.37 

7.35 

7.34 

7.34 

7.32 

7.31 

7.28 

7.28 

7.24 

7.24 

7.24 

7.18 

7.18 

7.18 

7.16 

7.14 

7.14 

7.14 

7.13 

7.12 

7.10 

7.10 

7.08 

7.08 

7.08 
7.08 
7.06 
7.05 
7.04 
7,04 
7.01 
&98 
6.98 
6.96 
6.94 
6.92 
a90 
6.90 
&90 
6.88 
6.88 
&86 
&88 
&84 
&80 
6.80 
6.80 

aso 

6.78 
6.78 
6.78 
6.76 
6.73 
&72 
6.70 
6.70 
&67 
6.62 
6.62 
&60 
&58 
&56 
a54 
&54 
&54 
&S3 
6.53 
a52 
6.52 

asi 
aso 
a46 
a46 
a46 
a44 
a43 

&41 



148 



wo 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 
35 
40 
45 



428392 H10233 Hs^265 secretoiy granule, neuroendoortfiB protel 

452198 AI097560 Hs.61210 ESTs.Wedkfyslmllaf to 138022 hypoM 

438202 AW159287 Hs.2258a ESTs ^^^r^u 

458311 AFQ69478 gb*.AF0B9478 Homo sapiens astrocytoiTaSb 

451389 N73222 Hs.279009 maWx Gla protein 

427899 AA829286 HS.3320S3 serum amyWd Al 

448693 AW004854 Hs.228320 hypothelicd protein FU23537 

425492 AIJ021918 Hs.158174 zinc finger proHn 184 (JC^^^^ 

435532 AW291488 Hs.117305 Homo sapiens, done lMAGE:3682908,mRNA 

433908 AW298141 Hs.157975 ESTs 

430114 AAB47744 Hs.99540 ESTs 

434032 AW009951 Hs.206892 ESTs 

444656 AI277fi24 Hs.145199 ESTs 

433607 AA602004 Hs.23260 ESTs 

440559 .AF134160 Hs,7327 ctaudini 

435663 AI023707 Hs.134273 ESTs . ^ , ^ . . 

409916 BE313625 Hs.57435 solute earner faniay 11 (protofroouplea 
leucine zipper transatplion fector-Tikd 

Hs.159212 ESTs 

Homo sapens hepafcoodhilar caromomafls 

*1ffia m»OT»aoi ra.owww ESTS -enAn-l—riT 

423276 Aa)03034 Hs.126261 Homo saj^ens Chromosome 1 6 BAG dona OT 

438138 R98299 Hs.177502 ESTs 

424590 AW966399 Hs.46821 hypottiefcal protein FU20086 

416857 AA188775 Hs.292453 ESTs 

427667 AK001279 Hs.180171 Homo sapiens cDNAFU10417iis. done MT 

429S98 AAB11257 Hsi69710 ESTs 

426921 AA037145 Hs.172865 deavages8mulaton«BCtor.3rpre4WA. 

£5^5 

NA 
ESTs 

C0C7 (cell dbislon cyde 7. S. ceievis) 
syntrophki. beta 1 (dystropWrMSsodate 
427513 A1476318 H3.192480 ESTs ^.....^ 
448934 A159B134 Hs^5592 ESTs. Highly skralartoTS1 146 ring-box 
410389 AW954049 Hsi177 ESTs. Weaidy similar to PIHUB65anvary 
430345 AK0002B2 Hs^9681 hypalheacalpratdnFU20Z75 
S HSJ9521 ESTs.Wfeakly8lmiiarto2N43J4UMAN2INC 

ESTs 

H2B histone famity. meato Q 



436547 AJ297351 Hs.30824 

447500 AI381900 

407237 AA169872 Hs.6216 

417715 AW969587 Hs.88366 



438940 AF075045 Hs.271609 

400195 NA 

430473 AW130690 Hs.59962 

452291 AP01SS92 Hs.2B853 

420096 AA775910 Hs.95011 



409048 H59990 HsOT99 

427674 NM„003528 Hs2178 

452889 F33868 Hs.284176 

4S3884 AA3Q0204 Hs.35276 

442875 6E623003 Hs^25 

408243 Y00787 Hs.624 
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6.40 

6.40 

a38 

6.36 

&36 

&35 

6.34 

6.34 

6.32 

632 

6.32 

6.31 

&30 

6.26 

6.25 

&24 

6.24 

6.24 

6.24 

&22 

6.22 

6.20 

6.20 

6.20 

6.20 

&18 

6.18 

6.18 

6.18 

6l15 

6.12 

6.10 

6.10 

6.10 

&10 

6.08 

6.08 



KtAAD852 protein 

Homo saiilens done TCCCrA00142mRNAsequ 

...... interteuWnS 

420721 AA927802 Hs.159471 ZAP3 protein 
429393 AA383024 Hs.201603 Homo sapiens mRNA:cDNADKFZp434D0917(f 

435420 AI928S13 Hs592D3 ESTs _ ^ i 

428046 AW812795 Hs.155381 ESTs, Moderately similar to 138022 hypol 

407746 AKD01962 Hs.38114 hypothetical protein FU1 1100 

442116 AI8B4570 Hs.128813 ESTs 

423568 NM_005256 Hs.129818 growth arrest^pedfic 2 ^ ^ 

422011 U30246 H8.110736 sdute canter famBy 12 (sodium/t»tassi 

441794 AW197794 Hs.253338 ESTs 

434739 AA804487 H3.144130 ESTs 

449802 AW901804 Hs.23984 hypothafecal protein FU20147 

420218 AW958037 Hs.286 rtjosomfll protein L4 

4K707 AF115402 Hs.11713 E744ikef8dDf 5 (ets domain transcript 

445548 AW468821 Ks.156054 ESTs 

439096 AA8301B5 Hs.269680 ESTs 

452606 N45202 Hs.90012 hy|»0w8cd protein FU23441 

427701 AA411101 Hs.243886 nudearautoanfigenic sperm protein (his 

417246 AI760038 H821411 ESTs 

433190 M26901 Hs.3210 renin , , ^ ^ 

418744 A1887288 Hs,196379 EST8.WWMysImBartoputaavep150(H 

421477 Ai904743 Hs.104650 hypotheBcd protein FU10292 

434342 AI791138 Hs.116768 ESTs 

406668 T62745 Hs.l84411 dbumin 

418668 AW407987 Hs.173518 Ifrjlhasephosphopioldnhomdog 

429984 AL0S0102 Hs.227209 hypoftefiC3« protein FU21617 

40^ AA437199 Hs.655 cell division cyde25C 

409913 BE243842 Hs283077 cenbosomai P4.1-assodated protem; unc 

450380 AI883675 Hs.114017 ESTs ^ ^ „ 

413026 AA809485 Hs.124219 hypothefcal protein RJ12fl34 

454653 AW812227 ^C2.ST017M0109W)11<09ST0173Homo 

457876 A1821940 Hs.264622 ESTs. Moderately dniiar to AUJ8_HUMAN A 

437222 AL117588 Hs,12778 ESTs „ef^^ 

455630 AV655701 Hs.75183 cytodnnmBP450.auWanilynE(ethaiid. 

426269 H15302 Hs,168950 HomosaptensmRNA;d)NADKFZp565A1046(f 

409045 AAS35062 H8i0094 HomoS8ptensmRNA;cDNAOKF2i)43400515(f 

441645 AI222279 KS.201S55 ESIs.Vfe^sin)ii8rtoT23406liypoQisS 

401352 

419088 AI538323 Hs.52620 lntagrin.beta8 
431379 AA504264 Hs.182937 pepfidylpiolylbomeiaseA(cjdopHlh 



6.08 
&08 
6.06 
6.06 
6.05 
6.04 
6.04 
6.04 
6.04 
6.04 
6.02 
6.00 
6.00 
5.99 
5.99 
5.98 
S.96 
S.98 
5.94 
5.94 
5.94 
6.94 
5.94 
5.94 
5.92 
5.92 
5.92 
5.92 
5.92 
5.90 
5.90 
5.90 
5.88 
• 5.88 
5.88 
5.87 
&88 
5.86 
5.86 
5.84 
5J4 
5.84 
S.84 
5.84 
S.83 
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439560 AF08&401 Hs293847 ESTs.(A)derateIysiniilarlDS65657 8lpha 

424345 AKD01380 Hs.14S479 Homo sapiens cDNAFU10518 6$. done KT 

419220 AAait938 Hs^1759 ESTs 

439303 W00805 H3.102784 ESTs 

415954 AA171850 Hs.42251 ESTs 

418849 AW474547 HS.535S5 Homo sapierePIG^mRNA for mannosyttran 

429945 NM.008729 Hs^83 (fiaphaiKws (OrosopMla. homolog) 2 

439527 AW298119 Hs.202536 ESTs 



Hs^78 
HS.98S63 
H5^761 



Hs.17279 
Hs.131765 



435380 AA679001 

424086 AI3S1010 

425698 AA365649 

428460 AM28865 

416623 N74925 

413982 BE503035 

453240 Aig69564 

410505 AW752139 Ks.314323 

447072 D61594 

433312 A1241331 

448966 AW372914 Hs^149 

433384 At021992 

41S38S R17798 

441894 AA134329 

414696 AF002020 

448866 KMJ)14953 Hs.323346 

412246 A1160873 H8.69233 

426516 Z43039 

418269 AAB06113 Hs.189025 

443316 AI478463 

422805 AA436989 

442252 AI733395 
414372 AA143654 
435040 AI932350 
438777 AA82S487 
433849 BE465864 
438639 AI278360 



Hs.192221 ESTs 
H5.102267 lysy) oxidase 



ESTs, WisaMy simibr to PC42S9 fefri fia 
ESTs 

Homo sapiens cONA: FU21564 fis, done C 
Hs^9193 ESTs 

Hs.166254 hypolhetical protein DKFZpS661133 
ESTs 



ESTs. Moderately simaar b 138937 DNMR 
phosphoino^tol S-phosphate^ndlng prat 
Hs.124244 ESTs 
Hs.7535 protein 

Homo saidens. done iMA6E:3685398. mRNA. 
Nienmnn-Pid( disease, type CI 
ICIAA1008 protein 
zinc finger protein 
Hs.170198 KIAA0009geneprodud 
ESTs 

aldehyde dehydrogenase 8 family, menter 
H2A histone family, member A 
Hs.129124 ESTs 

gb3o65a02jr1 Strataoene pancreas (93720 
Hs.152825 ESTs 
Hs.142179 ESTs 
ESTs 
ESTs 

10 



H8,24170 
Hs.76916 



Hs.18443 
Hs.121017 



Hs^728 
Hs.31409 



Hs^7l13 



411274 NM.002n6 Hs.69423 kaOiiaein 
435008 AF150262 Hs.162898 ESTs 
434194 AF119847 Hs.283940 
452881 AW135220 Hs.241921 
426010 AA136563 H8.1975 
424492 AI133482 
418971 AA380392 
453716 AA037675 
40B972 M32053 
417543 AA203620 
419423 026468 
434674 AA831879 
442980 AA857025 
418882 Nh^004g96 Hs.89433 
404227 NA 
412766 BE544475 
441708 AI469911 
408432 AW195262 
437440 AA846804 
410486 AW235094 Hs.69233 
456435 Ai680384 
437378 A1198823 
436907 AA737171 
407300 AA102&16 
413582 AW295647 
441795 N58115 
452449 AW088658 Hs,20943 
439699 ARn6534 Hs.187561 
431941 AK000106 
441217 Ai9221B3 
432383 AK000144 
453891 AB037751 
406690 AW864542 
433759 AA680003 
446142 Ai754693 
408562 AI436323 
433929 A1375499 
421155 HB7879 
424853 BE549737 
453931 AL121278 



Homo sapiens PR01 550 mRNA. partial ods 
ESTs 

hypolhetical piotdnaJ21007 
gb:HA2093 Human M liver cONAibrary 
ESTs 

H5.15267S ESTs 

gbiHuman HI 9 RNA gene, complete ods. 
Hs.110153 ESTs 
Hs.90315 K1AA0007 protein 
Hs.136985 ESTs 
Hs.8878 kinesirMDsl 

ATP-bindIng cassette, suMamily C (CTTR 
NA 
ESTs 

hypoflieScd protein FU21657 
gb3(n67b05jc1 NCI.CGAP.CML1 Homo sapiens 
HS.123&94 ESTs 

zinc finger piDt^ 
H&270747 ESTs, Weakly similar to AlU^UMAN AUU S 
ESTs 
ESTs 

gb2n43e07.8l Stratagene Het^ cell $3 93 
hypotl;e&:a) protein MGC53S0 
AO024protdn 
ESTs 

ESTs. Moderately slmi]arloAUJ1.HUMAN A 
Homo sapiens cONA HJ20099 fis, done CO 
HsJ13246 ESTs 

Hs.274449 Homo sapiens CONAFU201 37 fis. done CO 
Homo sapiens fARNA full length Insert cDN 
gb:PM4^0O16-12050(MXmiO2 SN0016 Homo 
Homo sasHem cONA: Ftl23603 fis. done L 
Hs.145968 ESTs 

Hs.31141 Homosa|seRsmRNAforKIAA1568ptotein. 
ESTs 

lysylaiddase 

Human EST done 122887 mariner transposo 
ESTs 



Hs^7 
Hs^6498 



Hs.160473 
Hs.131809 

Hs.71331 
Hs.21137 



Hs^2227 



H&36353 
Hs.109383 



H8.27379 
Ks.102267 
Hs.132987 
H3.25144 



409091 AW970388 H&269423 ESTs 
416057 AI927382 Hs,29857 ESTs 



438647 AAS1311B 

415091 A1J044872 

445038 AI635444 

408822 AA066060 
403432 

435820 AA700580 



Hs.163230 ESTs 

Hs.7791 0 3^d^oxy4^llethylBlutfflyl-Coenzyme A sy 

Hs.143917 dJ467N11.1 protein 

Hs.202577 Homo sapiens cONAaJ12166 fis. done MA 

Ks.189000 ESTs 



5.82 
5.82 
&82 
5.80 
S.80 
SlSO 
5.80 
Sl78 
5.78 
5.76 
&76 
5.74 
&74 
&74 
5i74 
5.72 
5.72 

&72 

5.71 

6.70 

5.70 

5.70 

&68 

5.68 

5.68 

5.66 

5.64 

5.64 

5.62 

5.60 

5.60 

5.59 

5.58 

5.58 

5.58 

5.55 

5.55 

5.54 

5.54 

5.54 

5.54 

5.52 

5.52 
5.51 
5.51 
5.51 
5.50 

SlSO 

5^ 
5.49 
5.49 
5.49 
5.48 
5.48 
5.48 
5.44 
5.44 
5.44 
5.44 
5.42 
S42 
5.42 
&40 
5.40 
5.40 
5.40 
5.40 
5.40 
5.39 
5.38 
5.36 
- &36 
6.34 
&34 
5.34 
5.33 
&33 
S.32 
5.32 
5.30 
5.30 
529 
5.28 
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401714 NA 

449508 AKQ01566 Hs.23618 

4t3151 H47969 

414853 U31116 

417372 T99755 

443613 AIG793S6 

412610 X90908 

408943 mjmm Hs.49105 

415139 AVUg7S942 Hs.48524 



NA 

hypothetical protein nJ10704 
Hs.141971 EST8.We^simil8rtDALU1jmMANALUS 
Hs.77501 sarcoglycan.bela(43M)dystiophitK8Ssoc 
Hs.334728 ESTs 

gbu}z39b09^1 Soares.NhHMPu.S1 Homo sapi 
fatty add tibding protein 6^ Hed (gas 
FKBP-«s$ociated protein 
ESTs 



Hs.74126 



Hs.137551 ESTs 

Hs.310235 ESTs. Wealdy Similar to 178885 serine/lh 

Hs.44577 ESTs 

Hs.271565 ESTs 

Hs.100293 O^nked N-acetylelucosaimie (GlcNAc) tr 



447982 H22g53 

430789 AA632577 

453921 AI824009 

409582 R27430 

420911 U77413 

422956 BE545072 Hs.122579 hypothetical pfoWnFU10461 

416661 Nli^001949 Ks.1189 E^transcfiptfon factor 3 

446271 D82484 Hs.330994 ESTs 

435905 AW997484 Hs.5003 KIAA0456 protein 

434551 BE387162 Hs.280858 ESTs, Highly simHar to A35661 DMA wds 



^1 R^ilt 
mocHO 


N59850 




ESTs 


•MOUIO 




no, 1 « 1 9wu 


Human DNA 8ec{U€nC8 from dons RP11*472ES 










439818 




Hs 19<)34 


Homo sapiens mRNA fuD length insert cON 








oh'oalShll^l NCI CGAP GCB1 HomosaDtens 


449138 




Hs 135631 


ESTs 


MAQAAd 


AiOOIUlO 




ESTs 






Ms 16M4 


ESTs 


A^RinA 
*WD0f4 




na, 1 xOHw 


ESTs 


A'iViTT 




Hs.43845 


ESTs 




A AQ1 iltVi 


ns. 1 OKjccsj 


ESTs 


't/Ol ID 


AAftfiR79Q 
/V\ODOf £9 


nj>. i*t*»03^ . 


ESTs 




Ai77niRfl 
AlOf VlOO 




ESTs 




nfvU 1019 




^9Cf<L Wealdv eirrular to 178885 sefine/fli 


438011 


BE466173 


Hs.145696 


splidng factor (CC1 .3) 


437257 


AI283a85 


Hs.290931 


ESTs, Weakly slntiiar to YFJ7.YEAST HYPOT 


423926 


X03833 


Hs.1722 


infpffpiikin 1 ainha 


433393 


AR)38564 


Hs!98074 


itchy (mouse homolog) E3 ubiqultin prote 


415757 


AA830854 


Hs.187810 


ESTs 


420170 


U43374 


Hs.95631 


Human nomfval keralinocyte mRNA 


420493 


AI635113 


Hs.270366 


ESTs, We^ similar to 178885 serine/th 


425739 


T19016 


Hs.159410 


molytxiopterin synfiiase sulfurylase 


440652 


A12167S1 


Hs.143977 


ESTs 


419706 


C04649 


H3.77899 


tropomyosin 1 (alpha) 


427728 


AJ2456W 


Hs.180545 


Homo sapiens mRNA tor hypothetical prote 


416113 


AA173525 


HSJ18758 


ESTs, Weakly simliar to RLF [H^aptens] 


446223 


BE300091 


Hs.119599 


hypothetic^ protein FU12969 


407624 


AW157431 


Hs.248941 


ESTs 


447197 


R36075 




gb:yh88bOl£l Soares placenta Nb2HP Homo 


452465 


AA610211 


H$.34244 


ESTs 


442833 


AA32B153 


Hs.88201 


ESTs, Wedldy dmilarto AChato A, Orysl 


448952 


AI609595 


Hs.208038 


ESTs 


408170 


AW204516 


Hs.31835 


ESTs 


424238 


AA337401 


Hs.137635 


ESTs 


421072 


AI216069 


Hs.89113 


ESTs 


424717 


HQ3754 


H&152213 


wingless-type MMTV Inlsgrafion site fami 


^54 


AI6742S3 


HS.3S828 


ESTs 


436862 


AI821940 


Hs.264622 


ESTs. Moderately simHar to ALUSJiUMAN A 


436554 


A1985610 


Hs.301173 


ESTs 


433264 


D8S782 


Hs.3229 


cysteine dioxygenase, type 1 


4S2387 


AI680772 


Hs^6094 


trinucleotide repeat containing 12 


412666 


AU)80116 


Hs.74420 


origin recognifion complex, sutKjnit 3 (y 


430287 


AW182459 


Hs.125759 


ESTs. Wealdy similartoLEUSJIUMAN LEUKE 


413293 


fimrm 


Hs.302498 


GTP-binding protein homotogous to Saoeha 


418217 


Ai910647 


Hs.13442 


ESTs 


401480 


NA 




NA 


456179 


H754S0 


H8271930 


ESTs 


TftBLETB 







5.28 

6^ 

5.28 

5.28 

S3 

5.28 

6.27 

5.26 

&26 

5.26 

5.24 

5.24 

5.24 

5^ 

5^ 

5.22 

5.22 

&21 

5.21 

5.20 

5.20 

5.20 

5.20 

5.20 

5.20 

5.20 

&20 

5.18 

5.18 

5,18 

5.18 

5.17 

5.17 

5.16 

5.16 

5.16 

5.15 

5.14 

5.14 

5.12 

5.12 

5.12 

5.12 

5.12 

5.12 

5.11 

5.11 

5.11 

5.10 

5.10 

5.10 

5.08 

5.07 

5.06 

5.06 

5.06 

5.06 

5.05 

5.04 

5.04 

5.03 

5.03 

5.00 

5.00 

5.00 

5.00 



70 Ploy: IMqueEosprobesetUenlffiernumber 

CAT number. Gene duster number 
Accession: Genbank accession numbers 



75 



80 



Pioey CAT number Accesson 

408432 1058667.1 AW195262 R27868 AW811262 

408690 107490.1 AW864542AA056567 AW882724 

411765 125700.1 H43346AA248302AA095182 

414372 143909.1 AA143654AW753140AA213770AW970855AAS69075AM92132 

424281 23774^.1 AAre6243AAa38252AA338213 
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424492 240008.1 AI133482A1207619AA341626 

428679 294049.1 AA431765AM32015 

430848 324621.1 AW021726 AM87752 AA488085 

432340 345248J AAS34222AA532632T81234 

432363 345469.1 AA534489 AW970240 AW970323 

432639 351744.1 AW97378SH8O163AA557608 

434809 38950.1 R76593AF147390 R76S94 

439516 47334.1 W76326 AF086341 W723W 

443813 575391.1 AI079356W23287 

447197 711623.1 R36075A)386546 R38167 

447974 745643.1 R76886AI453674 R77049 

452712 928309.1 AW838616AW838660BE144343AI914520AWB88910BE1848&4BE184784 

454653 1228081.1 AW812227AW812294AW812092 

458311 543550.1 AR)89478AF069479AF069480 



TABLE 7C 



Pkey: Unique number cofrespond&ig to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this cahonn are Genbank Uenfiller (61) numbers. "Dunham I et al.* fefere to the puUicaBon enfltted The ONA 

sequence of human chromosome 22.' Dunham L et al., Nature (199S) 402:489^95. 
Strand: Indicates DNA strand from which exons were predcted. 

Ntj)osI8on: Indicates nudeotide positions of predicted exons. 



Ptoy 




Strand 


NtjiosISon 


400534 


6981826 


Minus 


278637-279292 


401352 


S9312S8 


Minus 


26064-26208 


401480 


7321503 


Phis 


166120-166347.166451-166557.16965M69832 


401714 


6715702 


Phis 


98484^681 


401742 


2911728 


Hus 


64003^147 


403432 


9719611 


Minus 


68204-68392 


403776 


7770611 


Minus 


1414-1513,1624-1756 


404227 


7838233 


Minus 


93110-93259 


404567 


7249169 


Minus 


101320-101501 


404996 


6007890 


Rus 


3799M8145.386S2-38998,39727<3987e.40557^4.42351-42450 


406360 


92S6107 


Minus 


7513-7673 



Table 8A shows 538 genes significantly down-regulated in colon cancer compared to nonnal colon. These woe selected as (or Table 7A and the ratio was equal to or less than than 
0.33. 

TABLE 8A: 538 GENES StGNIRCANaY DOWM-REGUUTED IN OOlON CANCER COMPARED TO NORMAL COLON 



Ptey. Unique Eos probeset identifier msnber 

ExAocn: Exemplar Accession number, Genbank accession number 

UnlgenelD: Unigene miniber 

Unlgene Title: Unlgene gene (iUe 

R1: Ratio of tumor to nornial colon 



Pkey 


ExAocn 


UntgenelD 


Un^ene Title 


R1 


421996 


AW583807 


Hs.1460 


glucagon 


a0233 


429970 


AKD00072 


HS.2270S9 


chtoride channel, catchtm acfivated, fiam 


a0307 


457407 


AA505035 


Hs.195651 


ESTs 


0.0416 


423690 


AA329648 


Hs.23804 


ESTs. VVed^y similar to PN0099 Gon3 prot 


0.0664 


426651 


AU076646 


Hs.171683 


nuclear receptor stifalandy 1| group li m 


0.0567 


425920 


AL049977 


Ks.162209 


daudlnS 


0.0601 


431436 


AA505035 


KS.1956S1 


ESTs 


0.0607 


433084 


M18079 


Hs.282265 


fady add bindtag pnteln 2, IntestiQal 


0.0629 


442009 


AI733281 


Hs.1 28320 


ESTs 


0.0634 


41^ 


AW2S0318 


Hs.80395 


mat, T<dl differentiaSon protE^ 


0.0707 


429050 


X81333 


Hs.194777 


meprinAbeta 


0.0714 


427019 


AAD01732 


Hs.173233 


hypothetKal protein FUt0970 


a0735 


446947 


AF146747 


Hs.232165 


polycythemia ndira vera 1; cell surface 


0.0739 


429657 


D13826 


Hs.2465 


KIAA0001 gene product; putative Gi«stel 


0.0769 


443506 


H10661 


Hs.192124 


ESTs. stoiBar to 138022 hypolhetl 


a0838 


415314 


N88802 


Hs.5422 


glycoprotein MOB 


0.0853 


451181 


AI796330 


Hs.207461 


ESTs 


a0B73 


429001 


AF098961 


Hs.194720 


ATP-blnding cassette, sub^amQyG (WHIT 


0.0668 


426635 


BE395109 


Hs.129327 


hypothetkal protein MGC13057 


OlQBOO 


429350 


Ar754634 


Hs.131967 


ESTs 


QlQ927 


432251 


A\IV972983 


Hs.232165 


polycytheiria fubia vera 1; ceO suifaoe 


010931 



152 



wo 03/042661 



PCTAJS02/36810 



Hs.117970 
Hs.296323 

Hs.79386 



411529 AA430348 Hs.3175g6 
441066 AW205427 Hs.190726 
431252 KM_005478 Hs.251380 
437099 N77793 Hs.48659 

5 433546 AI075877 Hs.l25461 
415154 D63175 
4Q9921 AW600239 
432440 X63597 Hs.2996 
430468 NM.004673 Hs^41519 

10 427167 AI239607 Hs.99196 
441212 AW242447 Hs.146182 
423605 AF047826 Hs.129887 
411381 AVW41862 Hs.306831 
412639 AW961284 Hs596235 

15 453399 Z702S6 HS.32B66 
403548 

421913 AI934365 Hs.109439 
457982 AW8S6093 Hs.183617 
448835 BE277929 Hs.11081 
20 431292 AA370141 Hs.2281 

441805 AA285136 Hs.301914 
407639 AW205389 Hs.312830 
421741 AK001879 ' Hs.107527 
454790 AWB20852 

25 451742 T77609 
425849 AJO00S12 
411880 AW872477 
416585 X54162 
435669 AFS5910 Hsf4650 

30 407744 AB020629 Hs^5 
404767 

407266 AJ235664 
427359 AW020782 Hs.79881 
452768 AW069459 Hs.61539 
35 418692 AK000268 Hs.87383 
414831 M31158 
407551 , Y10516 
402076 

463500 A1478427 
40 442080 AW444761 Hs.44555 
431706 AI8160B6 Hs;S6341 
429545 AI824164 H8.77667 
418390 AF133820 H&84665 
435056 AW023337 Hs^22 
45 426034 AI276989 Hs^123 
429609 AF002246 Hs.210863 
408221 AA912183 Hs.47447 
425220 AVW7S317 Hs.162987 
445200 AA084460 Hs.12409 
50 443238 17888$ Hs^84450 
456064 AA256213 Hs.72010 
428133 AW167727 H8.11873 
447261 NM_006691 Hs.17917 
437734 AA693951 Hs.180284 
55 414290 A1568801 
418935 T28499 
411939 AI365SB5 

442495 R55073 

450693 AW45046t H$j203965 
60 420736 AI263022 H8.822D4 
405385 
404638 

427333 msrm Hs.176658 
404246 

65 433785 BE044593 Hs.112704 
412056 T28160 Hs,778 
408980 S69265 
^1666 AIJ0352SO Hs.1408 
452854 AA437061 Hs.14060 
' 70 400514 

454186 6E141030 
410765 AI694S72 H5.86160 
413724 AA131466 H553767 
412474 AI791451 
75 436008 A1078428 Hsi8785 
423424 AF1S0241 Ks.128433 
431728 NiyL007351 H526B107 
419746 AW867943 HS.1Z7216 
410677 Nll^003278 Hs£5424 
80 415672 N53097 Hs.193579 
419050 m/L000036 Hs.89570 
417342 W40Z77 KSJ81994 
413714 AIS60944 HS.7142B 



Homo sapiens cONA aJ12927 fis. clone MT 
ESTs. WeaWy similar to ALU1_HUMAN ALU S 
)n5u1in-tike5 

ESTs. Highly similar to S14458 lamlnin a 
hypotheOcal protein FU11539 
gb:HUM501B09B Ctontech human placenta po 
glr.EST00009 pGEM-T lilirary Homo sapiens 
sucrasB-tscmalltasa 
angtopoietin-Hke 1 
hypotlwtical protein MGC11324 
cytosolictielaglucosldase 
cadlierin19,tifpe2 

Homo sapiens cDMA: FU22S49 fis. done H 
ESTs 

guanylato cyclase acSv^ 2B (uroguany 

osteoglycin (ostednducSve factor, mime 
ESTs 

UBXdomatn<ontaining2 
diromogranin B (secretogranin 1) 
neuronal spedBc transcriplion factor 0 
ESTs 

iiypolhetical protein FU1 1017 
gb:RC2^T0301-1202004)1«12 ST0301 Homo 
anicyrin 2, neuronal 
serum/giucocorticotd regulated kinase 
gb±m30fO3J(1 Na_CGAP_Ti»y4 Homo sapiens 
leiomodin 1 (smooth muscle) 
unctional adheston molecule 2 
ATP^nding cassette, sub.femnyA(ABC1 



d>:HQino sapiens mRNAfor Immunoglobulin 
Homosapiens CDMA: FU23006 fis. doneL 

ESTs 



Hs.77439 



HS.4312S 



Hs.71721 
Hs.89485 
H8.146246 
Hs.124130 



protein kinase, cAMP-dependent, regulato 
gb:H.s8piens mRNA for CD58 T3 proteb. 

esophageal cancer related gene 4 protein 
ESTs 

adenyiyi cydase^ssodaled protein 2 
lymphocyte antigen 6 comptex, locus E 
Utin immunogto^in domain protein (inyo 
glycoprotein M6B 

Homo sapiens cDNA FU13443 fis, done PL 
ceil adhesion moiecute with homology to 
ESTs 
ESTs 

somatostalin 

ESTs 

ESTs 

ESTs ^ 
extracelkdarlinkdomaiitcantainlng 1 

ESTs 
ESTs 

carfaontoanhydraseiV 

ESTs 

ESTs 

ESTs 

ESTs 



0.0951 
0.0957 
0.0935 
0.0987 
ai007 
ai032 
aiQ67 
0.1107 

aiii4 

0.1147 

0.1167 

0.1190 

0.1211 

0.1239 

0.1240 

0.1248 

0.1274 

0.1277 

0.1277 

0.1291 

0.1309 

0.1315 

0.1325 

0.1328 

0.1335 

ai379 

ai393 

0.1395 

0.1456 

ai459 

0.1460 

0.1462 

0.1463 

0.1466 

0.1471 

0.1471 

0.1486 

0,1487 

0.1500 

ai500 

0.1513 

0.1523 

0.1529 

0.1532 

ai538 

ai542 

0.1552 

0.1558 

ai558 

0.1563 

0.1582 

0.1605 

0.1615 

0.1637 

0.1638 

0.1656 

0.1660 

0.1676 



atjuapoifnS 
ESTs 

guanylate cydase acSvator IB (refina) 

(NONE) 

endothetln3 

pmkineGdn 1 precursor 

gb:MRD-HT0057-201099-002-hl1 HT0067 Homo 
nudeosome assemtily protein l-iike 2 
hypothefic^ protdn FU12666 
gb:nl50c09.y5 NCLC6AP_0w2 Homo sapiens 
ESTs 

prostaglandin 02 synthase, hematopofefic 
muifimerin 

hypoOieticai protein Fyi3465 
tetranecQn {plasirtnogervWKfing protrin 
ESTs 

adenosine monophosphate deaminase 1 Ciso 
glycophom C (Geifaidi btood group) 
ESTs 



ai718 

ai745 

al751 

ai757 

0.1763 

ai767 

ai769 

0.1781 

0.1784 

0.1795 

0.1805 

0.1808 

0.1812 

0.1812 

0.1812 

ai620 

ai82B 

ai632 

ai835 

ai838 

ai838 

ai838 

aiB42 

aiB45 



153 



wo 03/042661 



PCTAJS02/36810 



5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



427D61 
40S282 
400163 
412295 
447414 
407891 
437140 
431544 
436659 
447164 



423743 

428412 

420058 

434683 

4218SS 

452786 

407R)1 

419758 

437740 

405610 

437145 

416961 

401465 

437425 

416231 

401753 

433430 

432150 

411644 

403957 

435900 

424208 

445500 

419956 

418026 

423655 

401381 

426452 

433476 

423405 

442826 

427060 

437354 

447734 

424585 

458016 

423893 

401521 

430130 

401024 

414802 

441083 

417355 

422440 

442930 

431089 

444567 

405654 

415471 

449243 

436088 

434098 

427552 

416439 



AB032971 H&.173392 NAA1145 prateh 



AW088826 Hs.1 17176 poly(AH)!ndlng protein, nudsar 1 

D82343 Hs.18551 neurabtastoma (nerve tissue) prateh 

AA486620 Hs.41135 endonujdn-2 

AA31Z799 Hs.283889 scOvator of CREMbi testis 

AK000770 Ks.2g9329 Homo sapiens cONAFU20763fis. clone CO 

AI217900 Hs.144464 ESTs 

Af=Q26941 HS.17S18 Homo sapiens ci95mRNA,par&l sequence 

AA037615 Hs.42746 ESTs 

AB023148 Hs.173373 NAAOgSI praldn 

M428240 H3.126083 ESTs 

AK001423 Ks.94694 Homo 8apieiBCONAFU10561 lis. done NT 

AW298724 Hs^2639 ESTs 

AAG09911 Hs.109012 MAX dmenzaSon protein 

RB1362 HS.106S42 ESTs, WeaMy similar to T0g052t)ypolheti 

AC002300 H$^129 sodium channel nonvoitae»fiatBd 1, beta 

U31973 Hs^173 phosphodlestefase6C>cGMP<pecificcon 

AA810265 Hs,1229l5 ESTs 

AF00721 6 H5.5462 solute canter famity 4. sodium bicarbon 

BE391476 Hs.80617 ribosoma) protein 316 

AW183714 Hs^l hypoOietical protein DKFZp547M238 

H30333 HS.16S062 ESTs 

A1863735 Hs.188755 ESTs 

AK000224 Hs.272789 tiypothelteal protein FU20217 

Hg2064 Hs.278626 Arg/AbMnteracfing protein ArgBP2 

AI243036 Hs.16094 ESTs 

AWS83123 Ks.143113 pancreatic Spase^dledprotOh 2 

AW451938 Hs.257512 ESTs 

AL137939 Hs.40096 ESTs 

BE379727 Hs.83213 fatly add binding protein 4, adipocyte 

AA722425 Hs.182785 ESTs. Moderately similar to 120728gArBV 

AW614271 Hs.121647 ESTs. Highly sMlar to ACOOG014 8 simil 

AA594394 Hs.152616 ESTs 

N(4.014151 Hs.128155 HSPC053 protein 

AI018777 Hs.131241 ESTs * " 

AW378993 H8.90286 ESTs 

AA74921S Hs.291888 ESTs 

AI421412 Hs.163659 ESTs 

AA464840 Hs.131987 ESTs 

AW168099 Hs.131813 ESTs 

AL031709 Hs.134846 Human DNA sequence lactone 316612 on 

AL137311 Ks.234074 Homo sapiens mRNA; cONA OKFZ|)761GQ2121 { 



AI793107 Hs^018 
B£56»11 

D13168 Ks.82002 

NVL004812 Hs.1 16724 

AW881975 Ks,213923 

BE04139S Hs.283676 

AV654020 Hs.184261 



459395 
439039 
433575 
416035 
428415 
441899 
437191 
434839 
435731 
400865 
446294 
414193 
411514 
453098 
430378 
432374 
443482 



F09747 

AW295031 

AA704687 

AA625499 

N1^005771 

AA180363 

BE3857S 

230300 

AI656707 

AA600175 

H42314 

AA337211 

AI372S88 

NM_O05846 

AI743069 

AA699S81 

AI284935 



Hs^07 
Ks.198671 
Hs.191294 

Hs.179608 
Hs.118769 

HS.28193S 
Hs.48713 
Hs.39720 

Hs.184222 

Hs.8022 

Hs.331555 

Hs.134736 

Hs.186811 



AW850178 

225935 Hs.86379 

Z29572 Hs^ 

W68815 Ks^1885 

AW188093 Hs.250385 



gb:601336446F1 NIHJM6C.44 Homo sapiens c 

endothelln receptor type B 

aldo^eto reductase family 1, member 810 

ESTs 

ESTs. WeaMy similar to unknown protein 
ESTs. WbaMy sbnBar to T26686 hypolheli 

ESTs 
ESTs 
ESTs 

gb:af69g08/l Soapes.NhHMP(LS1 Komosapl 

refinol dehydrogenase homolog 

ESTs 

gb:601276347F1 NDtMGQJOHomosapidnsc 

ESTs 

ESTs 

ESTs 

gb:yo09e02.8l Soaras adult brain N2bSHBS 
Dovfn syndrome crifica! region gens 1 
TU3A protein 

seiTtTe protease Inhibitor, Kazal t^ie. 5 

ESTs 

ESTs 

^.qkS5g09J(1 NCLCGAP.C08 Homo sapiens 
gb.-601 150964F1 NIH JAGCL19 Homo sapiens c 
Sb:lL3-CT0219-27109»4)22-H12 CT0219 Homo 
ESTs 

tumor necrosis factor receptor superfaml 
Homo sapiens cONA FU11346 fis, dons PL 
ESTs 



ai847 
ai848 
aiB55 

ai^ 

ai876 
ai895 

ai80i 
aigo4 

ai905 
ai926 
0.1928 

ai94i 

0.1942 

ai944 

ai957 

ai957 

ai969 

0.1981 

a2004 

0.2016 

0.2017 

0.2025 

0.2041 

0.2045 

0.2049 

0.2049 

0.2050 

0.2051 

0.2052 

0.2059 

a2083 

0.2070 

a2075 

a2075 

0.2090 

0.2093 

a2116 

0L2120 

a2122 

0.2125 

0.2130 

02132 

0^137 

02137 

02144 

02146 

02151 

0.2151 

02157 

02165 

02171 

02179 

0.2185 

0.2186 

02188 

02193 

O2209 

02212 

0.2217 

02222 

0.2229 

02232 

0.2242 

02243 

02244 

02254 

0.2257 

0.2268 

0.2268 

02273 

0.2283 

0.2283 

O2290 

02294 

02299 

0.2304 

O2305 

O2309 

02315 

02315 

02319 

02326 
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10 

15 

20 

25 

30 
35 
40 
45 



432134 A1816782 Hs.122583 

421539 AA292747 Hs.97296 

448520 AB002367 Hs.21355 

408001 AA046458 HS.952S6 

409331 A438634 Hs^73 

431094 AWg72276 Hs.116195 

429575 AA706003 Hs.99387 
404958 

439731 AI95313S Hs.45140 

452742 AW589945 Hs.97876 

417511 ALD49176 Hs.82223 
404927 

430297 AW243166 Hs.129806 

447482 AB033059 Hs.18705 

418332 R34976 Hs.78233 

454145 AA046872 Hsj62798 

422472 R59096 Hs.279939 
404070 



hypoUwM protein aJ21934 

doubleooriin and CaMkin3se4ike 1 
ESTs 

vasoacSvelntestlndpepQde 

ESTs 

ESTs 

hypothetical protein FU14084 
hypothetlcd protein DKFZp564KD322 
chofdin^ike 

ESTs 

KIAA1233prot«n 

ESTs 

ESTs 

rrilDchondiid carrier homotog 1 



Hs^92100 ESTs 



421232 
414539 BE379046 

412622 AW664708 Hs.171959 

454430 AI082777 Hs.61384 

416694 AW161284 Hs79564 

426724 AA383623 Hs.293616 
405073 

401236 H24185 

414203 BE262170 H5.7B629 
401776 
404696 

426666 AW500131 Hs.171763 

427078 A1676082 Hs.111902 

424682 AW604804 Hs.151717 

440383 AA8842Q8 Hs^04B4 

419118 AA234223 Hs.139204 
443515 AV657547 
424648 AA344576 
404805 

446066 A1343931 
408345 R93B51 
418358 102840 
416950 AL049798 

423555 AW95B201 HS.17B589 



Hs.92918 



Hs.286014 



Hs.149383 
Hs.63063 
Hs.842a 
Hs.80552 



449833 R82252 Hs.106106 
459275 AI808913 Hs^9352 
406897 M57417 
422743 BE304678 
4S9688 U72671 
450880 AK002183 HS.285B85 
457330 AB013818 Hs^47220 
50 451979 F06972 
440274 R24595 
430097 AI523245 
410628 BE407727 
402695 

55 453992 AW014995 Hs.281080 
453868 AW450670 Hs^52819 
401371 

456145 BE299427 Hs.2l446 
408134 AK000184 Hs.42945 
60 422591 L07648 Hs.118630 
452359 BE167229 Hs.29206 
447569 A1393202 
405680 

420321 D78761 
65 454415 AK000846 _ 

437032 AW867372 Hs^2D63 
44B02S BES0296S Hs.170426 
444304 AWB28433 Ks.271296 
424885 AI333771 Hs^2204 
70 425381 084371 Hs.1898 
457413 AA743462 Hs.16S337 
452078 AAQ22620 Hs^170 
450785 AA852713 Hs^9 
401974 

75 411319 BE537094 

417761 R13727 

426132 AA370501 

455ni BE084620 

414349 BE512968 
80 402182 

402510 

444814 BE010749 HS.25SQ97 
460017 WS6434 



Hs.119598 
Hs.151250 



H5:27372 
Hs.7122 
Hs.127638 



Hs.147554 

Hs.96657 
Hs^8579 



Hs.21435 
Hs.188711 



Hs^1608 



flb:601236646F1 NIH JIIGC_44 Homo sapiens c 
ESTs 

setna domain, seven thffltnbospondin repeat 

neuronal PAS dom^ prolfitn 1 

ESTs 

hypoChefical protein 

ATPase. IM^* transporfing. beta 1 pcdy 



C022 antigen 
ESTs 

KIAA0437pra(lBln 

ESTs 

ESTs 

Homo sapiens, done 1MAGE:3867243. mRNA 
gb:EST50478 Gsll bladder I Homo sapiens 

ESTs 
ESTs 

potassium voHage^aled channd, Shane 
dennaloponfin 

hepatocellular carcinoma antigen gene 52 
protein kinase (cAMP-dependent calalyli 
Homo sapiens brother of COO (BOC) mRNA. 
gb:Homo sapiens muon (mucin) mRN^ part 
riboscmdlpraleinU 
interoelluiar adhedon molecule 5, telen 
Homo sapiens cDNA FU11321 fis, ctone PL 
penndsome btogenesis factor 10 
BMX non-receptor tyrosine Hnase 



ESTs 

gte601299771F1 NIHjyiGC^ Homo sapiens c 

ESTs 
ESTs 

KIAA1716 lutein 

BcM sphlngomyellnase^ike phosphodieste 
HAAX-interacangpnt^l 
hypothetic^ protein MGC14376 
hypott^Scd protein FIJ23392 

hyoOwfical protein 

sotute canier family 7, (cationic ammo 
ImnumoglobuHn heavy constant mu 
ESTs 

ESTs, WesMy siniar to 154374 gene NF2 
ESTs 



ESTs 
ESTs 

Homo sapiens. Blpha-1 (Vl) coOagen 

gb:601063333F1 N1HJ«3CJ0 Homo sapiens c 
ESTs 

gb£STB2261 Prostate gland I Homo sapien 
hypoiheficai protein FU20070 
^601 172296F1 NlH-MGCJS Homo sapiens c 



ESTs 
ESTs 



0.2329 
0^30 
02344 
02347 
0^1 
0^ 
02358 
02361 
02364 
0.2380 
0.2381 
02387 
0^412 
02415 
02416 
02421 
0^424 
02427 
0^27 
0.2432 
02433 
02437 
0J2443 
02444 
0.2445 
02445 
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03221 
03221 
03222 
03223 
03226 
0.3231 
0.3231 
0.3231 
0.3234 
03238 
03236 
03242 
0.3254 
0.3257 
0.3257 
03262 
03262 
03262 
03263 
03263 
0.3264 
0.3267 
03267 
03268 
03269 
O3270 
0.3271 
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10 



15 



20 



25 



454947 


AW846590 




41oo14 


BE169692 




422818 


AA404290 


Hs.97848 


4Z0D04 


Awssgsos 


Hs.1690 




NW.006732 Hs.75678 


452164 


A1863171 




458477 


N1WL000314 Hs.10712 


433197 


AB040889 


HS.281Q22 


405701 






437782 


A1370876 


Hs.79090 


459001 


AI761313 


Hs.204605 


422783 


AA598956 


Hs.120439 


417036 


AF039918 


Hs.80976 


456041 


BE270795 


Hs.268864 


423310 


AA32522S 


Hs,124023 


427530 


AA405093 


Hs.126519 


420172 


AA601122 


Hs.95655 


445610 


A!83164B 


Ks.143993 


411328 


AW837063 





ob:QV«m01 8001 1 099025^107 CT0180 Homo 0.3275 

gb:PM14^T0527-29020WJ06^ Kr0527 Homo 0.3275 

ESTs 0-3277 

hepdri(v4}inding growth factor binding |jr 0-3278 

FBJ munne osteosarcoma vira) oncogene \\ 0.3278 

gbte44t)02j(1 NCI.CGAP.Bm52 Homo sapien 0.3279 

phosphatase and tensln homolog (mutated 0.3279 

KIAA1458 protein 03280 

032B2 

exportin 1 (CRM1. yeaslhomolofl) 0.32B4 

ESTs 0.3286 

eUianolamlneldnass 0.3289 

ectonudeosidetriphosphaiBdtphosphQhyd 0^0 

ESTs 0.3295 

Homo sapiens cDNA FU14218 lis, doneNT 0.3296 

ESTs 0.3296 

secreted and transmembrane 1 0.3297 

ESTs 0.3297 

gb:QV1-LT0037-15020&06»i)08 LTOOS? Homo 0.3300 



Table 89 



Pkey: Unique Eos probeset identifier number 

CAT number Gene cluster number 
Accession: Genbank accession numbers 



Plcey CAT number Accession 



30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



409921 
410626 
410845 
410950 
411288 
411319 
41132B 
411466 
411514 
411620 
411880 
412474 
412506 
412682 
412888 



1159516.1 

1212621.-1 

1223881.1 

1227728.1 

1237709.1 

1238595.1 

1238987.1 

1246771.1 

1248638.1 

1252014.1 

12631 10J 

129669.1 

1301338.1 

132157^.1 

1334784-1 



413056 

413537 

413541 

413814 

414026 

414193 

414349 

414484 

414539 

41S154 

415160 

416036 

417945 

419850 

422909 

422954 

423621 

424648 

426132 

426497 

430553 

431822 

434098 

437483 

440507 

441042 

441083 

445682 

446294 

446901 

447787 

451385 

452164 

454188 



1347545.1 

1375441.1 

1375499.1 

1391574.1 

1411109.1 

1424706.-2 

1437515.-1 

1452830.-1 

1460320.1 

1525577J 

1525766J 

1567254.1 

1711126.1 

188485.1 

222858.1 



AW600239 AW600255 AW505332 

AVra^i?2 AW807328 AWB07063 AWB07183 AW807192 AW^ 

AW81 1633 AW81 1652 AW81 1898 

AW835511 AW835517 AW83S513 

BE537094AW836542 

AW837063AW935882AW935957 

AW8476e9AW847667BE145799 

AW850178 AW850233 AW650445 AW850446 

AW854536 AW854417 AW854495 AWB54355 

AW872477 BE08B101 T05990 

AI791451 A1791288BE019234BE296601 AA111939 

AW957159 H09937T75143 

BE007481 BE007S53 ^ 
BE083031 BE053002 BE063008 BE063024 BE063040 BE063006 BE063072 
BE146866 BE146865 BE146867 

BE147036 BE146g51 BE146858BE146966BE1469768E146955 

BE169632BE169421 

BE2417136E241912 



230314.1 

241947.1 

261431.1 

268121J 

319868.1 

33808^.1 

380005.1 

43756.1 

495677.1 

50823.1 

50904.1 

647580.1 

670076.1 

697809.1 

73719.1 

86787J 

902091.1 

1049791.1 



BES129ffl 
BE314385 

BE37g046BE395459 
D63175D78984 D632B9 
T82802 D78670ROa505 

raM72R^717RS R29709 R29751 R29609 R29060 R29718R29057 R29591 R29683 R29575 828913 R28910 
F06844 F06845 Z454B8 AW748501 AW748591 AW752021 AW748545 AW853382 AW853363 AW853427 AA251253 
AA533356 AW468427 R67736 AA779031 AA614088 A1B23404AA318991 AA720986 
AW998605AWg93131 BE514709AA319445 
BE002904 H64880 AA328679 
AA344576 AA732430 AA344601 
AA370501 AW962784AA370727 
AA379913 AA379981 AW963523 

AW392821 AW392809 AW843258 AW843049 AW603156 BE16S6S6 AWB21728 

AA516049AW004922 

AA625499 AA625269 AA625184 

AI^0174AW898817 

H08994BE147898 

AA077735 AA078505 BE562497 Z17859 
BE582611AA436054 

AW378397 AW378390 AW378358 AI247957 
AI2&4935 AW40g822 BE408182 
Ai347274AW844024 

BE620108 BE312062 AW896316 BE262546 
AA017656 AAD17374 AAai9761 

BEW1oil^BE?4^^^ BE141467 BE141753 BE141024 BE141761 AW177583 AW177579 AWt77582 AW177585 AW177587 AW807582 AW177581 
BE141477BE141520BE141456BE141492BE141028BE141775BE141489BE141751AW177599BE141750AW177597BE141512BE14 

BE141749AW177598 
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454790 123475^1 AW820852AW820773AW821088 

11^^-^ AW846590AVVB4ffi15AVW6584AVV846592AVV846621AW846610 

4553S3 1284289J W26786AW998S12AW902272 

457115 286601J AA420712AA469165AA420737 

mm 918W0J AI903291AI903455AI903357AI9(m03AI903447AI903405AI903364AI903229AI9^ 

459233 944881J AI939966At939S88Al9399S1 AI939981 AI939976AI9399S9 

Table 8C 



Ptey: Unique number corresponding to an Eos probeset 

Rfif: Sequence S0UIC8. The 7 dlgft numbers In Udsochimn are Genb8nkldenK9er(Gt)nuinbe(s. 1)unlnmLet8l'refentDlhe|ubIica6onenfi0ed'TheDNA 

sequenceofhiimandm»son»21'DunhamLetal^ 
Strand: Indicates ONA strand (lom which exons were predBtBd. 

NLposiOon: (ruScGtesnudeoOde positions of predicted exons. 



Ptey 


Ref 


Strand 


nLposiQon 


400514 




minus 


78844-79025.80850^91 ,89754^941.93750-93891 


400641 




Ptus 


47TO-4992 






Minus 


148067-148503 


400767 


ftnifi97 


Minus 


onc^'l Dne^A tfMfA iMKna 

oOojI -oud29,821o9-8227B 






Minus 


A A AO'* Aec*te 

44482-45526 


401024 


011/ *iOtt 


Ptus 


oQ551-OUB02 


401042 


M 17R1 1 
01 If D1 1 


Plus 


1513o4*15iDUD 


401371 




nus 


0U9U1*o1Zd3 


401381 




Minus 


44De^n 44A4iC 44IVtlVt Jdn^v^ 

1 1 SoZ9-1 1 9146,1 19392-1 1 9657 


401465 




nus 


Z5d7&-25o00 


401521 


77fu:9ct 


nus 


04 ITT O'iOA 




BOOa lOJ 


Uintis 

ininus 


15aZB7-155529,159719>159997 . 


401776 




rlUS 


44l^C^C 4 4C^J4 44^9Jtf* 44^n«Mi 4#wttfu^n d«MJ^a* 

1 1 553>1 15743,117746-1 1 7839^1 20290>1 20455 


■HllOOf 




Rus 


93973-94120 




Ctaifl/ 


PUis 


85330-85683 


402076 


01 ir4iU 


Ptus 


40ft44A 4AOo«n 

12S316-126o27 




OOrOyif 


Minus 


ACMAtt AA J4A 




9796347 


Nunus 


50224-60395 






Minus 


Omf 1? f)44AJ 

22955-23124 






iiAinus 


159927-160055 


403047 


3540153 


Minus 




403215 


7630945 


Minus 


177270-177971 


403418 


6862692 


Minus 


176202-176395 


403548 


8081591 


Minus 


38760-39352 


403957 


6076835 


Minus 


8164W1754 


404070 


2996642 


Rus 


7210-7414,10043-10195 


404246 


7406725 


Rus 


82477.S2628.82721-828l7.82910^1,8314&-83387 


404414 


7382165 


Rus 


143127-143398 


404605 


8212566 


Rus 


125032-125291 


404638 


9796751 


Minus 


9943^9528,100035-100161 


404696 


9800109 


Minus 


60037^144.62675^81 


404767 


7882827 


Minus 


23244-23759 


404769 


8099713 


Mnus 


175801-176823 


404927 


7342002 


Rus 


6869&«9563 


404958 


7407941 


Minus 


2731-4531 


405071 


7708797 


Mnus 


11115-11552 


405073 


7769921 


Ptus 


3141W1774 


405138 


8576241 


Rus 


90303-90516 


405277 


3980473 


Rus 


23471-23572 


405282 


3810573 


Mnus 


10482-10689 


405334 


3135285 


Rus 


139386-139855 


405364 


2281075 


Minus 


48325^91.4913&49252 


405385 


6552772 


Rus 


48332-48454 


405535 


9795658 


Plus 


63384-63545 


405610 


5757553 


Minus 


71907-72080 


405654 


4695155 


Minus 


53624-53759 


405691 


4508112 


Ptus 


171350-171739 


405701 


4263751 


Ptus 


93243-93384 


405880 


67S8747 


Minus 


5567^{>6287 


405913 


7712139 


Minus 


7484-7678 


406140 


9168231 


Minus 


49887-50219 


406592 


4567182 


Rus 


35256(V3S2983 



T^9A lists about 1 ,234 9enes up^egulatad in cdon cancer compared to no^ 

moduteUMbysmaHmote^ 

moratloof meraaeootonlD werags-nocmd 

rancerspecunensfftfcotonHwdeifvedin^^ the 'averaoe" colon 

wJUewasgreatothanorequalto 

6ignal.ordbdnonwdiialablebrsmaamolecule8,pepades,orania^ thontertorenuwegene^pecfc 
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backgnjund levels of noMpecitehybndiz^^ 
the raSo was evaluated. 

TABLE 9A: 1^ genes up^egulaled In colon cancer cornpared to normal adidt&sues and to nowreJignanl colon tissues 

Pkey: Unique Eos probeset identffier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unlgena number 

numerator and denominator 



Pkey ExAccn UnigenelD Uriioene'raB 



436749 



I 

) 

5 
0 
5 
70 
75 
80 



406667 

414386 

428934 

416768 

446787 

431912 

437935 

407242 

423541 

441031 

406685 

422578 

432542 

421341 

453863 

421582 

436217 

422260 

418888 

4C7243 

424212 

414463 

407007 

413719 



418007 
423673 
423371 
421964 
447400 
421100 
406741 
427583 
422281 
406687 
409153 
424687 
422664 



430569 
413881 
406399 
422424 
«8470 
417931 



AAS84a90 
M29540 
M12523 
X00442 
ARI39401 
AA363733 
U67167 
AI660552 
AW939591 
M18728 
AA296922 
A1110684 
M18728 
AF239666 
AW083920 
AJ243212 
)(D2544 
AI910275 
T53925 
AA315993 
AUff76801 
AA058357 
NM_005814 
T69078 
U22961 
8E439580 
L15533 
M13509 
BE003054 
AU076819 
X73079 
AKD00322 
AW351839 
AA058357 
M82962 
M36803 
M31126 
W03754 
Jfl5070 
AA315933 
AA025386 
AF2412&4 
L00190 



Hs^2 
Hs22Q529 

Hs.75990 
Hs.194659 
Hs.1032 
tts^lS 
Ks^56183 
K&5940 

Hs.129778 
Hs.7645 

Hs,1545 
Hs.16098 
HS.3742B1 
H8.572 
Hs.350470 
Hs.107 
Hs.105484 
Hs^9436 
Hs74466 
Hs.143131 
HSJ6177 
Hs,184411 
H5.75498 
Hs.423 
Hs.83169 
Hs.16g5 
KS.16S0 
Hs.2a8579 
Hs.18457 
1^.124660 
Hs.74466 
Hs.179704 
Hs^693S 
Hs.352054 
Hs.50813 
Hs.161738 
Hs.120879 
Hs.61311 
Hs.178098 
Ks.75599 



NM.0Q6149:Homo sapiens tecQn. galaetod 
(iocusnnk)NlA.004363M)nto sapiens cardn 

NI\L005143i^omo sapiens tiaptodlobh (HP). 
lWL001285:Homo sapiens chtorfde channel. 
NM_006507:Homo sapiens regenerating Isle 
NM_002457:Homo sapiens mudn 2, inlestin 
Hs356183:ESTs. Weakly similar to S3B4J1 
NM_033049:Hon«> sapiens mucin 13» epKhd 
(locuslink)NMJ)02483:HQmo sapiens carein 
NW>014471:Homo sapiens serine protease I 
NM.005141:Homo salens fibrinogen. B bet 
(locusIink)NM_002483:Homo sapiens carcin 
NM_001804:Homo sapiens caudal type homeo 
NI\A_020384:Homo sapiens daudin 2 (CLDN2) 
NM_007329:Homo sapiens deleted in malign 
Hs^2:orosomucoid 1 
NMJX)3225:Homo sapiens trefdl factor 1 
NM-004467:Homo sapiens fibrrnogarake 1 
NI^032044:Homo sapiens regeneiallng gene 
Nii^004063:Homo sapiens cadlwrin 17, U c 
(locusfink)KM.006890:Homo sapiens carcin 
NM 005B14:Homo sapiens gIycoproldnA33 
NMl001633:Homo sapiens alpha-1-microg1ob 
NM_000477*i4omo sapiens albumin {ALB), mR 
NMJ004591 :Homo sapiens small inducible c 



430272 
451917 
421907 
452316 
452594 
424326 
443426 
452194 
411975 
408243 
422310 
431330 
420344 
422330 
4121M 
451035 



A1186431 
Aa)02301 
W95642 
AB011540 



AW391351 



4^577 
422487 
444381 
409S32 



AA298484 

AU076405 

NM_014479 

AF0981S8 

AI634413 

AI916058 

Y00787 

AA31K22 

X69532 

BE463721 

030783 

AW205197 

AU076785 

AW939252 

Z26317 

AJ010901 



W74001 



HS.2S6638 

Hs.184507 

Hs.82g61 

Hs.4930 

Hs^7658 

Ha.50820 

Hs.109358 

Hs.61265 

Hs.29981 

HS.14S296 

Hs.9329 

Hs373599 

Hs.144583 

Hs.624 

Hs.98370 

HsOT7 

Hs^lOI 

Hs.115263 

Hs.240951 

Hs.430 

Hs.192g27 

Hs.359784 

Hs.198267 

Hs^13 

HS.S5279 



NIA-002421*iomo sapiens matrix metanopro 
NM_002426*1omo sapiens matrix metaHopro 
NM-.0001 1 1 Mtm> sapiens solute canter fa 
NM.002644:Homo sajiiens polymeric immunog 
NM-017763i1omo sapiens tiypothetical pro! 
Hs.124660:ESTs, Moderately simflar to 21 
{{ocusfink)NM_006890:Homo sapiens candn 
NM_005588:Homo sai^ens meprin A, alpha ( 
NM-000613:Homo sapiens hemopexin (HPX), 
Hs.352054:ptegnancy specifkj beta-l-glyc 
NM_017625:Homo sapens Weleclin (TON) 
NM„004994:Homo sapiens matrix metaHopro 
Hs.120879;Homo sapiens, done MGC:32871 
H8^131 1:EST8. WeaMy similar to S10590 
NM_021804:Homo sapiens an^tenan I con 
(locusnnk)N»t000488:Homo sapiens serine 

Hsu!96638:prostats differentia&on facto 
Hs.1 84507:Homo sapiens, similar to Komol 
Hs.82961:Komo sapiens, done MGC:22568 1 
H8.4930:kw density Upopfoteh receptor 



Hs.50820:ttypotiieScal cardiacfekeietal m 
Hs.109358ATPasa. Class V. type 1 0B 
NM.13880S:Homo sapiens family wH!i seque 
Hs.29981xotute carrier family 26 (sulfa 
NMJ014479:Homo sapiens ADAW4ike, decysl 
(tocuslink}NM_012112:Homo sapiens dvomo 
H8^599£ST 

Hs.144583:Homo sapiens, done IMAG&3462 
NM_000584:Homo sapiens Interieuldn 8 (IL 
(locusnnk)rfflL030S22:Homo sapiens cytodi 
NM.00221 &Homo sapiens mter-aiptia (glob 
NlyL014373:HomD sapiens puiafive G protet 
KNLW1432Honn sapiens epireguCn (Ef€G) 
0ocuslink)NM-033120:Homo sapiens naked 
NM-002670:Homo sapiens plasGn 1 (i isof 
NhL017726:Homo sapiens proteto phosphata 
NiyL001943:Homo sapiens desmogtein 2(0SG 
NB1.018406:Homo sapiens mudn 4. tradieob 
Nli4.13845S:Homo sapiens coilagen triple h 
Na<.002639rtimo sapien s settae (or cyslfil 



R1 

29^ 
2S56 
20^ 

\m 

17^ 

16J9 

16^1 

1&42 

15^ 

15.84 

15.89 

15.02 

14.54 

13.68 

13^ 

13.21 

13.06 

12.35 

12.11 

11.99 

11.87 

11.81 

11.27 

11.18 

10.82 

10.73 

10.57 

10.39 

10.10 

9.91 

9.68 

9.44 

9.38 

9.34 

9.18 

9.06 

9.02 

8.89 

&53 

8.23 

&10 

8.05 

7.96 

7.73 

7.71 

7.43 

7.40 

7.29 

7.25 

7.21 

7.19 

7.18 

7.03 

7J0O 

6.92 

6.88 

6.76 

6.59 

6i5 

6.53 

6.49 

6.33 

6.31 

&30 

6.29 

6.28 

6.27 

&26 

6l23 
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Hs.1 18787 
H3.3524t5 



Hs.77399 
Hs.11 1732 



Ks.19322 
HS353013 



KS.334S14 
H$.288617 



HS.151S29 
Hs.84a72 
HS.14S807 



Ks.105448 
Hs.144442 
HS.7S615 



417491 AW376842 Hs.1085 
413938 AF113676 Hs.297681 
422827 BE338857 
411825 AK000334 
S 448921 AB012113 Hs.16530 
415214 A1445236 Hs.125124 
414816 Y13709 
422106 084239 
423803 N^4.0057O9 Hs.132945 
10 452281 T93500 Hs.28792 
447342 AI1992S8 
443957 AAS21049 
403220 

408908 BE296227 Hs.250822 
15 449722 BE280074 Hs.23960 
425976 C75094 
414617 A}339520 
408983 NM_000492 H&663 
4234« MM.014324 Hs.128749 
20 421379 Y1S221 Hs.103982 
431301 AAS02384 
418318 U47732 
415992 C05837 
436972 AA284679 H&25640 
25 414987 AA524394 Hs.294022 
431657 AI345227 
424273 W40460 
413916 N49813 
409757 N^A.001898 Hs.123114 
30 430204 AA618335 Hs.356664 
426227 U6705B Hs.154299 
420542 NM_000505 H3.1321 
414809 Ai434699 Hs.77356 
414639 X67055 H3.76716 
35 410418 031382 Ks.63325 
414590 NM-000506 Hs.76530 
444151 AW972917 Hs.128749 
438746 A188S815 Hs.184727 
408704 AA056635 Hs^66 
40 414798 A1286323 Hs.97411 
436251 BE515065 Hs.296585 
414753 AF15B255 Hs.77225 
428970 BE276891 Hs.1946gi 
443991 NM.002250 Hs.10082 
45 432978 AF126743 Hs.279884 
«5B34 Nll^001639 HS.19S7 
432179 X75208 H&2913 
408482 NIA.Q00676 K5.45743 
430135 NM-000035 Hs.234234 
50 426174 AA5479S9 H5.11S838 
403218 

411142 NiyL014256 Hs.69009 
449027 AJ271216 Hs.22880 
433083 fmZim Hs.191762 

55 431779 AW971178 Hs^8571 
- 421408 AI688223 Hs.91098 
430603 AA1481G4 
422867 U2137 
422539 AJ009936 

60 424010 ALD80188 

428953 AA3Q6610 H5348183 
457001 J03258 Hs.2082 
425983 AK000226 Hs.165619 
428289 M26301 

65 418322 AA284166 

409889 AW630041 Hs.56937 
447472 AW207347 Hs.211101 
423164 AK00Q232 Hs.124835 
429345 R11141 Hs.199695 

70 430680 AW138724 Hs.168974 
414998 NWL002543 H3.77729 
417165 R80137 Hs.302738 
403221 

415000 AW025529 Hs.239812 
75 433437 U20536 Hs.3280 
414052 AW578649 Hs.283552 
406673 M34g56 Ks.ig8253 
418203 X54942 Hs.83758 
^_ 422714 AB018335 H5.119387 
80 410639 QElGmi HS.6S234 
411393 AW797437 Hs.69771 
431193 AW749S05 Hs.296770 
428450 NM.014791 Hs.184339 



Hs247280 
Hs.1564 
HS.11B138 
HS.1375S6 



H&22S3 
Hs34113 



NM.0049S3tHomo sapiens guanytats cydase 
NM.000295:Homo8a|iten$ serine (or cysl^ 
Hs.1 18787 Jid i fef o imIn 9 grawlh (actor, be 
NKL017767:Homo saf^ sohita canter fa 
NM.002B88:Homo sapiens smaO tnducOile c 
NM.004442:Homo sapiens EphB2 (EPHB2), tr 
NM.001265:Homo ssskua caudal type homeo 
NM-003890i^ sapiens IgG Fc binding pr 
(locus]Ink}NM.005709:Homo sapiens PDZ-73 
Ks.28792:H(»no safdens cONA FU11041 lis. 
Hs.19322:Homo sapiens. SimOar to RIKEN 
Ks.353013xhrQniosoms 20 open feaifing tra 

(locus&nk)NM.003158:Hamo sapiens serine 
Hs.23960£ydinB1 

NM.Q2S257:Hamo sapiens chremoscsns 6 open 
(locusiin}4NM_02S130:Homo sapiens hypoth 
N(tC000492:Komo sa^ cystic Steosis t 
NM_014324:Homo sapiens alpha^nalhytecy^• 
NM.005409:Homo s^ens smaD bidxibie c 
Hs.151529£STs 

NM.004616.'Homo sapiens transmembrane 4 s 
H5.145807:hypottwtica) protein FU13593 
Hsi5640xiaiidln 3 

NM.032865:Komo sapiens iiypothefical prot 
Hs.105448:(^!n kbiase, ly^ deGde 
NM.003561:Homo sapiens phosphoilpase A2. 
NIA.Q00483:Homo saftoas apOl^pretetn C- 
Nll4.001898:Homo sajiiens cystafin SN (C8T1 
Hs.356664:hypolhe8cal protein FU32334 
(locusljnJQNM_005242:Hon«) sa^tens coagtjl 
NM_000505:Hoino sapiens coagutaOon facto 
Hs.7735Gftansfeirtn receptor (p90, C071 
NM-002217itoino sapiens pre-afpha (gtobul 
NFi/L019894:Homo sapiens transmembrane pro 
NM-000506:Homo sapiens coaguiaQon facto 
(locusnnI4MhL014324:Homo sapiens alpha- 
Hs.184727£STs. Weekly sinflar toT45738 
NM.139053:Homo sapiens epidennal growtli 
Ks.97411-.hypolhetical protein M6C12335 
(Iocusnn)(]NM.005392:Homo sapiens nucteo 
NiyL006437:Homo sapiens ADP-ribosyttransf 
NM.003979itomo sapiens relinoic add tnd 
NM_002250:Homo sapiens potassium intenna 
NM.01 3238;Homo sajto DNAJ donnabvconta 
Hs.1957:amylold P component, senim 
NML004443:Homo sapiens EphB3 (EPHB3). mR 
NM.000676:Homo sapiens adenosine A2b rec 
NM.000035:Homo sapiens ^lase B, fhict 
Hs.115B38:EST8 

Nf^014256:Homo sapiens UDP^NAcbelaGa 
NiyL005700:H(»no saj;^ dipeptidytpeptida 
Hs.191762iiypo{heh'c3l protein MGC2Q258 
0QCuslkA}NMLOO1645Mmn sapiens apotip 
NM.05281 6:Hoino sapiens tripartite moQ^ 
Hs.247280xhromosome 20 open reading fia 
Hs.1584:cartnag6 ollgomeric matrix prot 
NM.033013itomo sapiens nuCtear receptor 
NMJD33100:Honi088ptefis MT-frotocadherin 
NM-003823ilQmo8aptens tumor necrosis (a 
Hs.2062nrit8min D (1.25- dOiydroxyvHainf 
NI^031265:Homo sapiens mudn and cadhflri 
Hs.2253xomplement component 2 
NliL005192itomo sapiens cycfin^ependent 
NM.021978:Kofno sapiens suppiesdbn of hj 
Hs^11101£STs 

NM_019062:Homo sai^ hypdheOcai prot 
Hs.199695±ypo11ie8c8l protein MAC30 
Ks.168974:ESTs 

NMJ)02543:Homo sapiens ooddised tow dens 
Hs^2738:Honio sapiens cONA: FU21425 fi 

H3.239812:serolog{c8!ty defined breast c 
N1^00122G:Homo sapiens caspasa 6^ apopto 
Hs.283552±ypothetical protein BC016153 
Hs.198253uii^ histocompaSbffity compl 
MM_001827'iiomo sapiens COC28 proteb Idn 
NNL01463S:Komo sapiens KIAA0792 gene pro 
(iocusIin)t)NM.017895:HomO8aptens DEAD/H 
NM.001710->Iano sapiens ^factor, propenj 
Hs.296770-J(lAA1719pioteio 
NtyL014791itomo sapiens matental embfyoid 
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ai4 
ai3 

6uQ9 
a02 
5^ 
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S.55 
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5.32 

5.28 

5.28 
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4.91 
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4.72 

469 

469 

4.67 

4.65 

4.65 

464 

464 

4.64 

4.60 

4.60 

460 

4.S9 

457 

456 



162 



wo 03/042661 



PCT/US02/36810 



Hs.12330 
Hs.1 54578 
Hs.1 18721 
Hs.9711 
Hs.198515 



Hs.293847 

Hs.321579 

Hs.i00724 

Hs.146133 

Hs.2877 

Hs.77917 

Ks.5394 

H5.1 17938 



Hs334562 
Hs.239727 
HS.7S761 
H&164464 



425873 NM_013390 Hs.160417 
422765 AW409701 Hs.1578 
445109 AF039916 
422535 AA311914 
5 422809 Z46023 
431548 AI834273 
429271 AF039850 
432269 KM_002447 Hs.2942 
408194 AA601038 Hs.191797 
10 439580 AF086401 
443464 BE548446 
420S81 L40904 
432378 AI493046 
431958 X63629 
15 415099 AI492170 
437009 AF127026 
422511 AU076442 
436469 AKD01455 Hs.5198 
445417 AK001058 Hs.12680 
20 428024 Z29067 Hs.2236 
415474 NMJ)14252 Hs.78457 
441384 AA447849 Hs^88660 
428479 Y00272 
407944 R34008 
25 414108 AI267582 
447320 AI675419 
410850 AW362867 Hs.302738 
439453 BE254974 Hs.6S68 
409231 AM46644 Hs.692 
30 432575 AA553722 H5.194346 
427747 AW411425 Hs.180655 
439963 AW247529 Hs.6793 
418245 AA088767 Ks.83883 
428407 NM_C03963 Hs.184194 
35 424825 AF207069 H8.153357 
429833 NM_012079 Hs.288627 
411257 AA62B957 Hs.115274 
413219 AA878200 H8.118727 
408847 AW290997 Hs.190153 
40 422163 AF027208 Hs.112360 
425206 NIA.002153 Hs.155109 
441085 AW136551 Hs.181245 
439975 AW328081 Hs.6817 
414361 A10B6138 Hs^04044 
45 417115 AW952792 Hs^12 
415927 AL120168 Hs.78919 
409012 AL117435 Hs.49725 
420039 NM_004605 Hs^76147 
446051 BEO48051 Hs^7054 
50 421506 BE302796 H8.10S097 
407811 AW190902 Hs.4009B 
418054 NM_002318 Hs.83354 
409142 AL136877 Hs.50758 
419508 AW997938 Hs.90786 
55 42S761 AI015709 Ks.172089 
408113 TB2427 H$.194101 
425743 BE395495 Hs.159428 
453751 R3S762 Hs.101282 
435327 BE301871 
60 403219 

407103 AA424881 
411126 N1UL001202 Hs.68879 
424837 BE276113 Hs,333034 
409956 AW103364 Hs.727 
65 439659 AW970780 Hs£9483 
425397 J04088 Hs.156346 
413753 U17760 Hs.75517 
428698 AA852773 Hs.334838 
42^57 NM.002659 Hs.179657 
70 441623 AA315805 Hs.348710 
417866 AW067903 Hs.82772 
442013 AA506476 Hs.375009 
425247 NM_00S940 Hs.155324 
423385 AF112213 Hs.184062 
75 Amn NM-000047 H8.74131 
425280 U31519 Hs.1872 
411263 BE297802 Hs.69360 
452017 AF109302 Hs^495 
452721 AJ269529 Hs^1871 
80 450737 AW007152 Ksj63325 
456906 AF117646 H5.156637 
412974 R18978 
426108 AAe22D37 



Hs.4887 
HS.2S6301 



Hs.160417:transmerrtbrane prot^ 2 
NM-001 168:Homo sapiens baculovlral lAP r 
NM.001247:Homo sapiens ectonodeoslde tr 
Hs.154S76:Honio sapiens mRNA for RJ002S6 
NM_000434:Homo sapiens sialidase 1 (tyso 
NM_017515;Homo sai^ens novel protein (HS 
NM_005224:Homo sapiens dead linger-Gke 
H5^9423naaophage strmidaitiig 1 recepto 
Hs.191797£STs 
Hs.293847:ESTs 

N^y)21095:Homo sapiens solute canfer fa 
NI^005037:Homo sapiens peroxisome prollf 
Hs.l46l33:EST6 

NM 001793:Homo sapiens cadl«rin 3, ^ 
NH^006002:Homo sapiens ublquifin carboxy 
NM„005379;Homo sapiens myodn lA (MY01 A) 
NIA.000494:Hocno sapiens collagen, lype XV 
H5.5198:Down syndrome cf9Ic^ region ge 
Hs.126B0:Homo sapiens cDNA FU10196fis. 
Hs.2236:NlMA {never In mitosis gene a)-r 
NM_0t4252:Homo sapiens solute carrier fa 
Hs288660:Homo sapens cDl^ FU22182 fi 
^^^1.0017B5:Homo sapiens cell division eye 
NI\L024422:Homo sapiens desmocolin 2 (DS 
NM_003137ilomo sapiens SFRS protdn kina 
H5.164464:Homo sapiens, clone MGC:23656 
Hs.302738:Hoino sapiens cDNA: FLJ21425fi 
Hs.656S:thyrold homwne receptor Interac 
NM-002354->tomo sapiens tonor-assoclaJBd 
Hs.194346;8pir-2 protein 
(tocuslink)NM-004217:Homo sapiens serine 
Hs£793:platB!el^vaSng factor acety 
NM_020182:Homo sapiens transmembrane, pr 
NM 003963:Homo sapiens transmembrane 4 s 
NMJD01084:Homo sapiens procollagen^in 
NM_012079:Homo sapiens diacylglycerol 0- 
Hs.1 15274:Indlan hedgeliog homotog (Droso 
Hs.1 18727'itomo sapiens cONA FU33803 6s 
Hs.190153:Honio sapiens cOKA FU33988 fis 
Hs.l123603)rominin4ite 1 (mouse) 
NM_002153:Homo sapiens tiydraxysteroid (1 
Hs,181245:Homo sapiens cDNAFUl 2532 fis 
NM-033453:Homo sapiens Inoslne biphosph 
Hs^44:ESTs 

NiyL003094:Homo sapiens smdil nuclear rib 
NMJ)21083:Homo sapiens KeQ blood group 
Hs.49725:DKFZP434l216 proleh 
Hs.3761 47:Homo sapiens cONAFU39099 fis 
Hs.37054:ephrin-A3 
H8.10609f7:(hynikli(ia Idnase 1 , soluble 
Hs.4009ax^flknotsuperfamity 1. BM 
NW_002318:Homo sapiens lysyl oxidase^ik 
Hs^0758:SMC4 stnictural maintenance of 
NM.003786;Homo sapiens AlP-Wmfing casse 
H3.172089vro«nooab receptor Inducing 
Hs.194101«on»8aplens cDNA: FU20869 fi 
NM,138761:Homo sapiens BCL2-associated X 
Hs.101282*tomo sapiens mRNA; cONA 01CFZp4 
Hs.48673nannosyl (aIpha-l»fltifooprotB 

Hs.256301:l)ypo6teficd pn^n MGC13170 
(tocusinlONM_001202:Homo sapiens bone m 
Nfi/L003491 «omo sapiens Af«)1 homotog, N-a 
NM.002192Hamo sapiens Inhibtn. beta A ( 
Hs.59483deudne4ich repeakonlaining 
NiyL001067:Homo sapiens topdsomerase (DN 
NlUL000228:Homo sapiens tanMn. beta 3 ( 
Hs^34838:KlAA1866 protein 



HS.751Q5 
HS.16646B 



Hs^lOMmo sapiens, done IMAG£:4242 
H&82772xoOagen. lype XI. alpha 1 
Hs^5009:Homo sapiens mRNA; cDNA DKFZp6 
H3.155324nnalrixmefaItop(Oteinase 11 (s 
Hs.184062»hro(nosome 20 open reading lira 
NML000047i1offlo sapfens andsulUase E ( 
NM.002591*ito(nosaptensphosphoenolpynNa 
NM_006845'i^omo salens Unesinlte 6 (m 
Hs^7495:prostate cancer associated prol 
Hs^l871aolut 8 carrier family 37 
Hs.£332Ktransmenibran8 protease, seiina 
NiyU>12116Mnn saidens Cas^-M ^murine) 
NI4JD06579:Homo s^)iens emopand binding 
WH.00470aA<oina sapiens pt o g iai un ed cell d 



4^ 

4^ 

4^ 

4.55 

4^ 

4.53 

4.53 

4.53 

4^ 

4.50 
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4.09 

4.07 
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4.03 

4.02 

4.01 

4.01 

4.01 

4.01 



163 



wo 03/042661 



PCTAJS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Hs.50868 
Hs^41587 
Hs.76913 



Hs.271411 

Hs.104557 

H$£2407 

Hs^ 

HS.155S60 



416065 BE267931 
403739 

417576 AA339449 HsB2285 
405484 

409162 H25S30 

430514 AA318501 

414695 BE439915 

411165 NM.000169 Hs.69089 

421975 AW961017 Ks,6459 

431836 AF178532 

412133 U83460 

412870 N22788 

413Z7B BESB308S 
400130 

430696 AA531276 Hs^9509 

443802 AVm924 Hs.9805 

407777 AA161071 H5.71465 

456829 AW891985 Hs.367942 

421943 8E616520 Hs.343912 

422293 X94453 Hs.114366 

419488 AA316241 Hs.9C691 

425123 AW205274 Hs.154695 

447343 AA256$41 Hs.236894 

413254 U40272 Hs.75253 

413950 AA249096 Hs32793 

409453 A1885516 Hs55612 

452888 AW955454 Hs.30942 

421910 NM.014588 Hs.109437 

434263 N34895 Hs.79187 

444700 NNIL003645 Hs.11729 

433662 W07162 Hs.150826 

418526 68)19020 Hs.85838 

425998 AU076629 Hs.165950 
422616 BE300330 
408056 AA312329 
407233 X16354 
426514 BE616633 
451541 BE279383 
424441 X14850 
426378 U80082 
409638 AA305729 
407786 AA687538 

431945 AW000827 Hs.11962 

414561 AI064813 Hs.1951S5 



Hs.78938 fai.002592:KQmosapieiBpn)literaQnBC8l 



Hs.1 18725 

Hs.42331 

Hs^964 

Hs.170195 

Hs.26557 

Hs,147097 

HS.1696Q0 

Hs.18272 

Hs.38972 



Hs.9661 

Hs^1608 

Hs.164537 



NM^OOOBI 9:Homo sapiens phosphoribosytgiy 

Hs.50868solute canier family 22 (organ 
KM„02124&Homo sapiens lymphocytB anOge 
H5.76913:proteasoin8 (prosoma, macnq)a{n) 
NM-000169:Homo S8|»8ns galactosidase. ai 
(loousfinl(}NM.024S31:Hon» sapiens hypoth 
Nh4_138992:Hon» sapiens beta«ite APP-cIa 
NA/L001859:Homo sapiens solule carrter fa 
Nlk4.022059:Homo sapiens chemoidne {OM 
Hs333jnteftoort<48inutated protein, 15 
NA^001746:Homo sapiens cdnexin (CAWQ, 
Hs.59509:EST8. VfeaUy simnar to simnar 
Hs.9806:expoffin5 
Hs.71 465squalene epoxidase 
Hs.367942M»no sapiens, done IMAGe4701 
NM.033S04:Hoino sapiens CAC-1 (CAC-U mR 
Ks.1 l4366:pyrrolIn8^carbaxyfatB synthe 
NM.0069g3:Komo sapiens nudeophosmlnMuc 
NMJ000303:Homo sapiens phosphontannomutas 
Hs.236894:EST8, HgMy similar to S02392 
NA4_004135:Homo sapiens Isocilrato dehydr 
H8.32793:HGnio sapiens cONA nJ31 108 lis. 
Hs,95612:ESTs 

NM_004093:Homo sapiens 6phr1n-B2 (EFNB2) 
NM_014566:Hofnoscv)len8 honnonafiy vpregu 
Hs.79187xoxsackie vinfi and adenovlnis 
NM.003645:Honio sapiens fatty-add-Coenzy 
NM.020387:Homo sapiens RAB25. member RAS 
NM_004207:Homo sapiens sohitd carrier fa 
NM.00201 1 :Homo sapiens fibroblast growth 
NM.012248:Honio sapiens setenophosphate s 
Hs.42331:eptirin^ 

.(tocusIink)NM-001712:Homo sapiens cardn 
'Hs.170195:bone morphogenetk; protein 7 ( 
NM.007183:Homo sapiens plakophHIn 3 (PK 
hls.147097:H2A itbtona family, member X 
Hs.169600:KIAA0626 protein 
(Ioaisfink)NM.030674:Homo sapiens solute 
NM_005727:Homo sapiens tetraspan 1 (TSPA 
NM-030766:Honio sapiens apoptosb regutat 
Hs.1951 S5:so!ute carrier famOy 38. memb 



405556 

453082 H18835 
400529 

412869 AA290712 Hs^2407 

427239 BE270447 Hs.356512 

429638 AI916862 Hs211577 

445462 AA378776 H$^88849 

415003 M11437 Hs.77741 

443639 BE269042 

400290 Hie836 

431350 AI192528 

430154 AW583056 H&23472& 

435099 AO004770 Hs.4756 

418216 AA662240 Hs.283099 

414907 XS0725 Hs.77597 

413063 AU)35737 Hs.75184 

420665 AW469240 Hs.371581 

452299 AW208330 Ks.355663 

444664 N26362 Hs.1 1615 

450334 AF03S959 H5.24879 

444006 BE395085 Hs^762 

449437 AI702038 Hs.100057 

412933 AW411491 K5.75069 

427490 295152 Ks.178695 

427333 AF0S7797 

434203 BE262677 

414806 014694 

456362 AW973003 Hs.178909 

409093 BE243834 Hs50441 

437016 AU076916 Hs.5398 

43C387 AVV372B84 Hs.240770 

428023 ALJ038843 Hs.374530 

432593 AW301003 HS.S1483 

413813 M96956 Hs.75561 

428376 AF119665 H3,184011 

431890 X17033 Hs.271988 

446698 AF279265 Hs^76 

419378 R24922 Hs^8 

448140 AF146761 H5.20450 



Hs.31608 (locuslln)c)NM.017636:Homo sapiens transi 



Hs.176658 
Hs^835S8 
Hs.77329 



H&82407:chemoKlne (OXC motif) ligand 
Hs^651iEST8. Weakly similar to UBCAJV 
()ocusQnk}NM.004986:Homo sapiens Idnect 
(Iocus8nlt)NM_024051:Homo sapiens hypoth 
Hs.77741 ikininogen 

Hs.9861:proteasome OKOsome, maoopain) 
(tocusEnk)NNL017636:Homo sapiens transi 
Hs.164537:EST8 

NM.00108S:Homo sapiens serine (or cyslel 
NhL0041 1 1:Homo sapiens flap stmcture^p 
Hs.283099.AF15q14 protein 
NM.000998:Komo sapiens rftnsomd protein 
Hs75184xliiGnase 3^ 1 (cartilage g 
H5J71581£STs 
Hi355663:EST8 

NMJ)16086:Homosa(dens map Idnase phosph 
H&24879:plKispha5dic add phosphatase t 
(Iocusnnk}NMJ)32B32:Homo sapiens hypoth 
H9.100057:serlne/ihreontne Icinase 35 
Hs.750693erine hydroxymethyltransfarase 
NA4.Q02754:Komo s^dens mitogen-adivated 
N^4.001 169:Homo sapiens aqu^porin 8 (AQP8 
NMJ)1 8509:HomD saj^ hypoMcal prot 
(locusrinigNMJ)14754:Homo sapiens phosph 
(^oaislln)()NM.024831:Homo sapiens nudea 
NiyL015936:Homo sapiens CGM)4 protein (L 
Hs^98^u8iUnQ monphosphate synthetase 
Hs.240770:nudear cap liindtng protdn su 
Hs^74530:Hamo sapiens cONA:aJ23602fi 
Hs^1483:Hanio sapiens. Sinflar to RIKEN 
Nll.003212Mn» sapkms terBtocardnon^d 
Hs.184011:pyrophosphalasa (inoiQanic) 
Nli^002203:HQmo sapiens integrin, alpha 2 
NMJD2291 litono sqdens sohito earner fa 
HsJOOTSnudeOiidMugar transporter d 
NNL02012SMm sapiens B lymphQcyto acO 
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452679 Z423B7 Hs 83883 (iocusnnk)NM_0201 SiHomo sapiens transm 

432636 AA340864 Hs 278562 NM^001307:Homo sapiens claudin 7 (CU)N7) 

433020 A137572B Hs.227152 NM_016391:Hoino sapiens hypothetical prot 

425003 AF119046 Hs.l54149 NM,014«l:Hoino sapiens APEX nuclease (ap 

413095 AA494359 Hs.30715 Hs.30715.TJolasshjmvoltageflated channel 

417386 AL037228 Hs.301957 NMJl8144:HomosapIensSec61 alpha form 

409152 AA1765B5 Hs.194346 Hs.194346:Spir-2 protein 

NKtOt4799^4omo sapiens hephaesSn <HEPH) 
Hs 6792&ESTs 

Hs.14846:Homo sapiens mRNA; cONA DKF2p55 
BF755039:QVa-CT0583-18100042Bfl)7 CT058 
NMJ01fi292ilQmo saltans heat shock pratei 
NM.02S217tHomQ sa{rfens UL16 binding prol 
Hs^002:KIAA1706 protein 
NM«030622:Homo sapiens cytochrome P450. 
{locusnnk)NN/L144624:Homo sapiens idnase 
Hs.2386Q:KIAA1010 protein 
{locustinl()NM_001712:Homo sapiens cafdn 
Hs.150275:KIAA024l protein 
(locuslin!()NJ«L006697:Homo sapiens cispla 
Hs.82240:syntaxin3A 

NM_014298:Homo sapiens quinolinala phosp 
N W04366:Homo sajtons chloifde bhannel 
Hs.279704:chromatln accesslbililyconiple 
NM_02l258:Homo sapiens interteuldn 22 re 
NM_017896:Homo sapiens chromosome 20 ope 
(iocuslinlc)Nm)05274:Homo sapiens guanin 
NM-012145:Homo sapiens deoxythymkJylate 
mA.052984:Homo s^ns cycHn^pendenl 
NKL004300:Homo sapiens acid phosphatase 
Hs.73239:hypotheticaI protein FU10901 
NlyL0008B4:Homo sapiens IMP Cnosine mono 
Hs779&lactate dehydrogenase A 
NM_032192:Homo sapiens protein phosphata 
Hs^23733:gapiunction protdn, beta 2. 
NI^005977:Homo sapiens ring finger prole 
NM_002416:Homo sapiens monoJdne induced 
NI\L002257:Homo sapiens kaHikreln 1, ren 
N1^012129:Homo sapiens claudin 12 (CLDN1 
l^l/_005242:Homo sapiens coaguialion facto 
Hs.22941:KlAA1363 protein 
(Iocusllnk)NM_033550:Homo sapiens chromo 
Hs.74335:heal shock 901(D protein 1. beta 
(locusrink)NMJ}00883:Homo sapiens IMP 0 
NM_005975:Homo sapiens PTK6 protein tyro 
NM-.004208:Homo sapiens programmed cell d 
H3^1434:Homo sapiens cDNA FU313T3fls 
NM_016614:Homo sapiens TRAP and TKF race 
Hs,271473:e;rittielial protein up^egulalB 
NM_013338*iomo sapiens AlgS^ S. cerevlsl 
N^L003129:Homo sapiens squalene epoxidas 
Hs.131810:Homo sapiens cDNA FU35976 fis 
Hs,301350:FXYD domain-cootanlng loo tra 
Hs.6291B:CDC91 cell division cycle 9U 
NM-002349rtjmo sapfens lymphocyte anfige 
Hs273333:hypothellcal protein FU10986 
NIiL020158:Honio sapiens ewjsome component 
Hs^097synaptDgyrin2 
NML003904itemo sapiens zinc finger prote 
NfA_003921:Homo sapiens &<3ell OUIympho 
Pocus&iigNM_00435&Homo sapiens cell d 
NM_003581:Homo sapiens pyridoxal (pyrido 
Hs^00684xalcitonin gene^lated pepfid 
NiyL023930:Homo sajfens hypothefical prot 

(locusnnk)NML024923itomo sapiens hypoth 
Hs,378718:Homo sapiens cDNA FLJ334331is 
NM.0123W:Homo sapiens pt^oldln 2 (PFDN 
NHm03286:Homo sajjlens topoisomerase (ON 
HsJS323:piohibitin 
Hs,236522^«<F2P434Pl06 protein 
NKL080748:HonK) sapiens chromosome 20 ope 
NlyU)14343:Hflmo sapiens daudin 15 (CLDN1 
Nli4.002S19:Homo sapiens platelet factor 4 
Hs.325321:WD repeat domain 18 
NM-019034:Homo sa^^ns ras homotog gene 
NKt001895:Homo sapiens case&i kinase 2. 
Hs.59461^)KFZP434C245 protein 
NM_000312:Homo sapiens protein C (inaefi 
N!i^015966.-Homo sapiens serotogkaBy def 
NMJlX)5370:Homo sapiens mel transforming 
Hs.10483Q£STs 



5 

404826 

453111 AB014598 Hs^1720 
10 409964 AW368226 Hs.67928 
446342 BE298665 
452098 A1858183 
428072 BE258602 
439223 AW238299 Hs.250618 
15 408137 AI694131 Hs.29002 
421959 AW751497 Hs.98370 
436856 AI469355 Hs.127310 
449667 AB023227 
406684 X16354 
20 424534 DB7682 
426031 AA29S251 
417526 AA568906 Hs.82240 
443044 N28522 Hs.8935 
424154 AF025004 
25 432886 BE15902B 
413880 A1660842 
421357 AK000609 
436827 H72187 
416084 L16991 
30 420162 BE378432 
413476 U25849 
412115 AK001763 
413588 AA971014 
431512 BE270734 
35 435777 AW419202 HsJ2e6192 
431211 MB8849 Hs^23733 
453258 AW293134 Hs.32597 
414812 X72755 
423068 M25629 
40 443180 R15B75 
425047 U34038 
449057 AB037784 
444184 T87841 
412641 M16660 
45 413761 J05272 
409213 U61412 
447495 AW401864 Hs.18720 
447200 BK43146 Hs^1434 
408683 R5B665 Hs,46847 
50 431842 NMJ)05764 Hs271473 
457284 AF102850 Hs.227g33 
411678 A1907114 
437704 AA766142 
419693 AA133749 
55 407971 AI469117 
424865 AF011333 
432211 BE274530 
436014 AF281134 
436278 BE396290 
60 440334 BE276112 

428788 AFQ82283 Hs.193516 
424909 S781S7 Hs.153752 
407722 BE252241 
417129 AI381800 
65 409483 AI458165 
407137 T97307 
454390 AB020713 
438485 W57578 
423750 AF185883 
70 446946 AI878932 
413380 AI904232 
430237 A1272144 
435127 W94824 
407770 AW807831 Hs^8738 
75 411950 T28407 Hs.81564 
434845 BE267057 Hs.325321 
420319 . AW406289 H5.96593 
425209 AtJ049761 Hs.155140 
410174 AA306007 HS.S9461 
80 429023 NM.QQ0312 Hs^SI 
426459 AF1S1812 Hs.169992 
437967 BQ774U Hs^ 
428093 AWS945Q6 H8.104830 



Hs.14846 
H$.182366 



Hs.23860 
Hs.50964 
Hs.150275 
Hs.166066 



Hs.141660 
Hs.279704 
Hs.110915 
H3.103808 
Hs.356668 
Hs.79006 
Hs.95577 
Hs.75393 
Hs.73239 
Hs.75432 
Hs.2795 



Hs.77367 

Hs.123107 

H&258576 

Ks.154299 

Hs,22941 

Hs.282990 

Hs.74335 

Hs.850 

Hs.51133 



H3.71465 

Hs.131810 

Hs.301350 

Hs^B 

Hs.153563 

HS.Z73333 

Hs.283741 

HS.S097 

Hs.7165 



Hs^041 

HsJQ0684 

Hs.17296 

Hs^6966 

Hs^78718 

Hs.29e229 

HS317 

HS.7S323 

Hs^36522 

Hs.11565 



3.68 
3.66 
3.66 
3.66 
3.66 

aes 

3.64 
3.63 
3.63 
3.63 
3.63 
3.62 
3.61 

aeo 

3.S9 
ZM 
a59 
3.89 

as8 
as8 
ass 
a57 

357 

a57 
a56 
ass 

355 
355 
355 
355 
355 

ass 
as4 
as4 
a54 
a54 
a53 
as3 

353 

a53 
a53 
as2 

352 
351. 
3.51 
351 
3.51 

asi 
asi 
asi 

351 

asi 
asi 
a5i 
aso 
aso 
aso 
aso 
aso 
aso 
aso 

350 

a49 

3.49 

a48 

a48 

a48 

a48 

a47 

a47 

a46 

a46 

a4S 

a45 

a44 

a44 

a44 

a44 

a43 

a43 

143 

a43 
a43 
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5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



414862 BE621310 Hs^3 HsS23s!ngI&«tran(ted ONA bMIng pmte 
400750 

413186 AU077141 Hs374548 Ks^4548»)IulBcarriQrMly 16(mooo 

425283 NKL001197 Hs.155419 NIU»1ig7:Homo88plmBa2-lnteraclino 

453857 ALJ080235 HS.3S8S1 H&35861 Jto-lnduced senescence 1 

428474 AB023182 Hs.184523 Hs.184523serine/lhreorine kfnase 38 Kk 

410315 AI638871 Hs,378965 H5^78965:Homo sapiens cONAFU37658fe 

428206 AB020643 Hs.163006 Hs.183006£ks)yhQmolog of mouse hepari 

450608 NhL004480 Hs.418 (locusBidONM.004460:Homo sapiens 6breb 

413179 N99692 Hs752Z7 NM.005002:Komo sapiens NADHdehydiogsnas 

NM.004987 H3.112378 (tocus0nk}NI^.004387:Homo sapiens UM an 

AW296135 Ks^659 NA^OOSII 3:Kon(o sapiens vav 3 oncogene (V 

AW377424 Hs^128 Ks^5126:Homo sapiens G0NA:FU22667fi 

AI796390 Hs^0667 Hs^l0867:EST8 

R94038 HS.3746S4 NM.005538;Homo sapiens Inhlbin. beta C( 

W21223 Hs.151734 Hs.1517343iuctearfransport(actor2 

AF111170 Hs.306165 Hs.306165:ESTs, Highly similar to unJcnow 

BE244231 Hs.84038 NM_015937:Homo sapiens CGM6 protein (L 

AW052006 Hs.374973 NM.004897:Homos2f^PRP4pre^nRNApro 

AI678727 Hs.378970 Hs.378970:Homo sapiens cOHAFU35102fis 

U85768 Hs^47838 NM_002991:Homo sapiens small inducible c 

NM_014742 Hs.79305 Hs.79305:KIAA0255 gene product 

AA296363 Hs.121520 Hs.121520:Homo sapiens cONAFU35792fis 

BE243313 Hs^851 Hs.334851:LtM»dSH3pn)tain1 

BE072881 BE072881 i^C2-6T0546-200300^12^ BT054 

U63630 Ks.155637 NM_0069O4:Honio sapiens protein Idnase. D 

BE397753 Hs.14623 Hs.14623:inlefferon,gafwna*iduciblepro 

BE266322 HsJ211374 (locusilnk}NM.145051:Hamo sapiens hypoth 

M61933 H8.1634 Hs.1634xelldivIsloa^2SA 

AW977382 Hs.15698 Ks.15898:Z4dlenoylCoAfeducl8se2,pe 

NM_002951 Hs.75722 NM-002951:Homo sapiens ribophorin II (RP 

U95031 Hs.102482 Hs.102482:mucin 5. subtype B,tracheobro 

R525S7 Hs.91579 NiyL033416:Homo sapiens similar to HYPOTH 

AL1189gO KSJ735S4 (locus!inl()Nlit130786:Homossfiien8dpha- 

U117W Ks.84999 NI4.000053:Homo sapiens ATPase.Cii^ Iran 

AI580053 Hs.109007 Hs.109007:Homo sapiens, Simflar to L0C16 

AA570256 Hs^04 Hs.348504:hypotheiical protein 6CX)1 4072 

AW411066 H8^4351 N^/L01603^Homo sapiens zinc finger. DHHC 

BE173977 H&IOOSO NlUL019082:Homo sapiens putafivanucleola 

T47384 H8.278613 ()ocusliniONM.005532:Homo sapiens tntarf 

T98226 Hs.171952 H8.17igS2»odudin 

AA194952 Hs.36083 Hs.36Q93:Hon»sapiBn8cDNAFU128858s. 

AW015211 Hs.153799 Hs.153799:Homo sapiens cDNA FU38333 6s 

AW505308 Hs.75812 NM_004563:Homo sapiens phosplioenotpyniva 

AI056776 Hs.133397 Hs.l33397:ESTs 

)CS9135 Hs.156110 Hs.1S6110:inuminoG^obulin kappa constant 

AA316181 Hs.61635 NliL012449:Homo sapiens sbctransmembraie 

NM_004341 Hs.15486d NM_004341:Homo sapiens carbampytfhosplia 

AL110291 Hs.99364 Ks.g9364»bhydrolase domain containing 1 

L123S0 Hs.108623 Nhl.003247:Homo sapiens thnmbospondin 2 

AU076609 Hs.2934 NVL001033:Homo sapiens ribonucleotide le 

AF208234 Hs.695 Hs.695xy5tatin B (sleiin B) 

ALJ080192 Hs.101282 Hs.101262:Homo sapiens mRNA:cONADKFZp4 

AI754813 Hs.146428 Hs.146428xonagen.typeV.dpha1 

AB025237 Hs.388 NM-002452:Homo sapiens nudIx(ntRleoside 

BE391929 Hs.a752 Ks.67S2:transmembrane protein 4 

AW578452 AW576452:RC1-CT0252'D3010(MI23*07CT025 

M64673 Hs.1499 NMJ)05526:Homo sapiens he^ shock transc 

H59799 Hs.42644 K8.42844:thloredoxb^ 2 

BE314877 Hs.24553 (!ocusDnl4N^022369:Homo sapiens hypoth 

AF2134S7 Hs.44234 NM.018965:Homo sapiens triggering recept 

X9119S HS.100S23 NM_138689:Homo sapiens prot^phosph^ 

BE617695 Hs286192 NM.032192:Homo salens protein phosphata 

W70171 Hs.75939 NiyL012474:Homo88|4ens uridine monaphosp 

BE387202 Hs.118638 H1118638»on-metastaliocens1.protel 

AA770561 Hs.146170 H5.145170iiypotheiIcaI protein FU22959 

NiyL006855 Hs.250696 NK/L006855:HomosaitoKDEL(LysV^u 

AV660976 HS.3S69 Hs.3589»hromosome 20 open reading frame 

AI732374 Hs.339827 H8J39827£STs.Weal4y8lmiiartoprotea 

D30B57 HS.823S3 NM.008404:Homo sapiens proteSnCrecepto 

NM.005402 H$.6906 NM-005402:Hofno sapiens v-ral sln^an leuit 

AA151647 Hs.68877 Hs.68877»ytDChrome b-245^ alpha polypep 

AF034102 Hs.32951 NM.001532Mimo sapiens salute canler lb 

W79465 Hs.173980 Hs.1739803Uictear matrix protein NiyiP200 

Ai878909 Ks.17883 Nh4.002707:Horao saddens protein phosphata 

BE275760 HS.3092B NhLOOSIUitomosapienstrsnslocaseofou 

AI640377 Hs.350077 NlyL000982:Homo sapiens ribosomal protein 

ALfl39104 Hs.159557 NiyL002266Mm» saptens kaiyopherih dpha 



413179 

440676 
400847 
431685 
410199 
432633 
429344 
424665 
456950 
416313 
453454 
400448 
424142 
430720 
416412 
429824 
412948 
451129 
425322 
446291 
431731 
423198 
448093 
414045 
421190 
419607 
435975 
418416 
433570 
441128 
432320 
444019 
432680 
410219 
410663 
402829 
445921 
414198 
443425 
436485 
410266 
425159 
420614 
421814 
432215 
409402 
421038 
424408 
448775 
442821 
459306 
400846 
422256 



432078 
435575 
456534 
447335 
414368 
422599 
437897 
431183 
457635 
432391 
417640 
440086 
401179 
411125 
453323 
407236 
447250 
452875 
428390 
425811 



a43 
3.42 
3.41 
3.40 
3.40 
a39 
a39 
3.39 
3.39 
a38 
a38 
3.37 
3.37 
a37 
3.36 
a36 

a36 

3^ 
3.35 
3.35 
3.35 
3.35 
3.35 
3.35 
3.35 
3.34 
3.34 
3.34 
3.34 
134 
134 
3L34 
134 
134 
133 
133 
133 
133 
133 
133 
3.32 
3.32 
132 
132 
132 
9.32 
132 
132 
3.31 
3.30 
130 
130 
130 
130 
3.30 
129 
129 
129 
3.29 
128 
128 
128 
128 
127 
3.27 
127 
127 
127 
126 
126 
ZJ2B 
126 
125 
125 
125 
125 
125 
125 
125 
125 
124 
124 
124 
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Hs.84 
HS.18201B 



Hs.82045 
Hs.73798 



446356 /U816736 Hs.14896 
419170 BE00279B H8.287850 
«6B58 NhL004182 Hs.1727gi 
418558 AW082266 Hs.86131 
5 444706 AK000398 Hs.l1747 
444734 NM_001360 Hs.11806 
424482 BE268621 Hs.149155 
438203 BS40090 H&7345 
409686 AK000002 Ks.55679 
10 418681 AA287786 Hs.23449 
419705 AW3eB634 Hs.154331 
420186 NM.01Sg25 Hs.95697 
413835 At272727 Hs.249163 
448153 Y1080S Hsi0521 
15 425274 BE281191 Hs.155462 
435472 AW972330 Hs^83022 
451932 AA3809S4 Ks.27268 
420085 A174ig09 H&.4468D 
412006 AW451618 H8^90216 
20 4249M NML000546 Hs.1846 
437741 GE561610 Hs^809 
414602 AW630088 Hs.76550 
400263 H8.75309 
434457 AF141332 Hs^333 
25 452203 X57522 H3J52018 
413431 AW246428 Hs.75355 
437379 AL359575 Hsi3765 
408716 AIS67B39 Hs.151714 
433627 AF078866 Hs.284296 
30 430393 BE185030 Hs.241305 
417286 AA122237 Hs.81874 
434224 AA380731 
428028 U52112 
445580 AF167572 Hs.12912 
35 420531 A1652069 Hs.98614 
417389 BE260964 
412276 BE262621 
452700 A)8593S0 
433604 NM.013442 Hs.3439 
40 414883 AA926S60 Hs.348669 
421743 T35958 
447698 AI420156 
424089 ALJD36662 
414788 X78342 
45 442315 AA173992 Hs.7956 
449944 AF290512 Hs.58215 
425244 AK002127 Hs.155313 
426484 AF104032 Hs.184601 
418703 NM_014448 Hs.87435 
50 436415 BE265254 Hs.343258 
447151 AI022813 Hs.92679 
418862 BE550964 Hs.89399 
410636 AA088177 Hs.172B70 
423599 AIB05664 
55 435886 BE265839 

458778 AW451034 Hs.326525 
420190 At816209 Hs.95867 
428371 AB012193 Hs.1 83874 
450690 AA295696 Hs.333418 
60 413900 AW409747 HS.7S612 
406698 XC3068 Hs.73931 
407797 AKD00524 Hs39850 
447321 AW271217 Hs281434 
426841 AI052358 Hs.131741 
65 418650 BE386750 Hs^6978 
420676 At434780 Hs.4248 
438444 AI064707 Hs^01226 
439778 AL109729 Hs^9364 
„_ 412326 RD7566 HS.73B17 
70 447656 N»4_003726 Hs.19126 
42B109 AW732918 Hs,182490 
421779 A1879159 Hs.108219 
400262 Hs.75309 
418803 U50079 Hsi8556 
75 449230 BE613348 Hs^56392 
421532 AW138207 Hs.146170 
432026 AAS24&45 H&224630 
433179 AW362945 Hs.162459 
452264 AU077013 Hs^757 
80 418641 BE243136 Hsj86947 
421612 AF161254 Hs.106196 
427349 AA360154 Hs.177415 
457670 AF119866 Hs.23449 



Hs.107614 
Hs.326733 
Hs.144949 
Hs.77313 



Hs.31731 
Hs.12126 



Hs.148962lnc finger, DHHC ^msSn contai 
NhL002219:Hoino sapiens Integra) membrane 
Nti4_IX)4182M)mo sapiens ublquRousiy-expr 
Hs.88131i^ (TNFRSF6>«sociatBd via de 
(locusnnk)NM_017798:Hbmo sapiens chromo 
NM»001380-Jterno sapfens 7-dehydrocholeste 
(locusrink)NM.003374:Hafno sapiens vottag 
Hs.7345cMAD1 natotic arrest deficfent^ 
(locuslInk)NM_033450:Homo sapiens multid 
Hs.23449:insutin receptor tyrosine kinas 
Hs.154331:ESTs 

Hs.95697:iiver-«pecriic baH-Zip transcr 
NM.Q24306M]mo sapiens m add hydrox 
NM-Q01S36Miino sapfens HMT1 hnRNPmeiliyl 
Hs.15&462:MCM6 irinidtromosome maintenanc 
Nht018M3:Homo sapiens triggering recept 
Hs.27268:Homo sapiens cDNA: aJ21933 lis 
Hs.4468Q:hypothetlcal proiein aJ20979 
Hs.290216:E$T8 

N>A.000546:Homo sapiens tumor protein p53 
NM-020470:Homo sapiens putative transmem 
NKLOS2886:Honio sapiens mal. T-cell diffe 
NM.001961:Hoino8api6nseuit8ryDtictran8l 
NM_018690:Ho(no sapiens apdipoprotdn 64 
N W-000593:Homo sapiens transporter 1 , AT 
NI^003348iHomo sapiens ubiqultiivconiiiga 
Hs^765:membrane melallj>«idopeplidase- 
(locusGnk)NM.033405:Hoino sapiens peroxi 
NMJ0331 61:Hoino sapiens surfeit 4 {SURF4} 
(tocuslinl()NAL006470:Homo sapiens tripar 
NM-002413:Homo sapiens microsomal glulal 
NM.000206:Hoino sapiens htedeuidn 2 rec 
Hs.182018:hrteileuidn-1 receptor-assoda 
NM.006109:Homo sapiens SKB1 homdog(S. 
NM-Q045B7:Homo sapiens ribosome Unding 
Hsi2045:midldne (neurite growttv^ronioS 
Hs.73798:maciophage migration inhitntory 
NiyL0212S9:Konio sapiens Iransmenibrane pro 
Ks^39-^matin (EPB72}-nce 2 
Hs^669:COC28 protein kinase 1 
Hs.107614:DKf^P564l1171 protein 
NM.05285a:Homo sapiens simiiar to RiKEN 
Hs.144949:ESTs 

Hs.77313:cyctin^ependenl kinase (C0C2-I 
Hs.7956:EST8 

(locusnnk)N^L033046:Ho^1O sapiens rhotek 
NM.022105:Honio sapiens death assodated 
Oocusrink)NhL003486:HOmo sapiens solute 
H837435:Fyra guanbie exdtange factor (GE 
NM_0061 91:Homo sapfens proliferaikMWSs 
{!ocuslink)NM«145754:Homo sapiens Wnesi 
NM_005176:Homo sapiens ATP synthase. 
Hs.172870:KIAA1913 protein 
(locufilInk)NM»012094:Homo sapiens peroxi 
NM.016487i4omo sapiens hepatoceOuIarca 
NM^001669-itomo sapiens arytsulfiatase D ( 
{locuslini4NM.024112:Homo sapiens cbronio 
^l^L003589:Homo sapiens cdin 4A (OUUA) 
(locuslink)NM.014164:Homo sapiens FXTDd 
I4M.006819:Homo saptens stress-Nuoed^ 
Hs.73931xia)or tistocompalibility oom|ild 
Hs.39850:uridbiekkt8Sfr4B(8l 
Hs^1434:Homo sapiens CDNAFLJ31373 lis 
Hs.131741£STs 
Hs.86978:prolyl endopeptidase 
Hs.4248:Homo sapiens PP3781 mRNA, oomple 
Hs^01226:HQmo sapiens, ctone ll\dAGE:3456 
K5.99364:abliydn)!ase domain oontdiitRg 1 
NI^002983:Homo sapiens small Inducible c 
NM.003726:Homo sapiens sic famSy assod 
Hs.1B2490:ieucinwkdi PPI^fif contaei 
Nhl.004626.-Honio sapiens wingless^ MMT 
NMJ}01 961:Homo sapiens etdoiyoGc transl 
NM.G04964:Homo sapiens hislone deacetyta 
Hs.356392:ESTs. Higiily sinilar to &i)has 
NMJ)22842:HQnK) sapiens hypotheficad prot 
Hs^4630:Homo sapiens cONA FU33318fis 
Hs.162459:ESTs 

Hs.28757;transinembrane 9 superfamBy mem 
fJMJDOl 109:Homo sapiens a di^tegrin and 
(!ocus&)k}KMJ)16579:Homo sapiens 806 an 
(locuslink)NKIL001997:Homo sapiens Rntel 
NbC018842:Homo sapiens insuBn receptor 
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43S407 


AI457122 


Ks.129673 


428293 


BE250944 


Hs.183556 


436823 


AW749865 


Hs.1 17077 


418161 


U37012 


HS.B3727 


434826 


'AF155861 


Hs.22265 


42B734 


BE303044 


Hs.192023 


423022 


AA320525 


Hs.201075 


427648 


AI37G722 


Hs.180062 


404240 






408989 


AW361666 


Hs.49500 


452835 


AK001269 


Hs^0738 


446506 


AI123118 


Hs.15159 


402260 






429671 


8E379335 


H&211594 


409267 


NM_012453 KS.52S15 


445937 


AI452943 


Hs.321231 


431243 


U46455 


H&252189 


422811 


AA158177 


Hs.118722 


427647 


W19744 


HS.1800S9 


449644 


AW980707 


H&148324 


448719 


AA033627 


HS.218S8 


417457 


AA378807 


H5.349326 


454128 


AU)31259 


Hs.367900 


424927 


AW973668 


HS.1538S0 


428144 


BE26g243 


K5.182625 


426440 


BE382756 


Hs.169902 


426410 


BE298446 


Hs^05890 


426812 


AF105365 


Ks.172613 


435750 


AB02g012 


H$.4990 


421802 


BE261458 


Hs.108408 


421905 


A1660247 


Hs.32699 


430542 


Ai557486 


Hs.119122 


427268 


X76520 


Hs.174139 


412525 


AA581439 


Hs.152328 


422813 


AVB55571 


K8.121068 


441406 


Z45957 


Hs.7837 


408806 


AW847614 


Hs.75608 


435730 


AB020635 


Ks.49d4 


432871 


NM 016142 Hs579617 


447783 


AR154178 


Hs.19561 


426268 


AF083420 


Hs.168913 


450447 


AF212223 


H8.2S010 


427337 


Z46223 


Ks.176663 


406363 






439841 


AFQ389S1 


Ks.6710 


431738 


AW237726 


Hs^8549 


447966 


AA340805 


H9.10S887 


439246 


A]498072 


H8.351474 


419493 


AR)01212 


Hs.90744 


427597 


D1S049 


Hs.179770 


430281 


At878842 


H8.237924 


446620 


AA128808 


Hs.179902 


452865 


A1924046 


Ks.119567 



422164 NM.014312 Hs.112377 

444301 AKD00136 K8.10760 

451455 At9372Z7 Hs.8821 . 

417777 AI823763 HS.70S5 

417144 AA382104 Ks^1337 

450825 AC005954 Hs.25$27 

414774 X02419 Hs.77274 

409430 R21945 Ks.346735 

440559 AF134160 Hs.7327 

432268 6e311BS6 Hs.274230 

438930 AW843633 Hs.343261 

412599 AU076782 Hs.248267 

426788 U66615 Hs.172280 

425966 NM_001761 Hs.1973 

448847 AI587180 Hs.1109(» 

431236 AV856840 Hs^llS 

414702 122005 Hs.76932 

430024 AI808780 Hs.227730 

424394 BE277024 Hs.146381 

442993 BE018682 Hs.166196 

437712 X04568 HS.B5844 

410293 AKD00047 Ks.61960 

454358 AW792876 Hs.288936 

411531 AB014511 Hs.70604 

447032 AK000310 Hs.17138 

414249 AI797994 Hs.279929 

448440 AA173467 Ks^402 
423184 NH.004428 Hs.1624 

419452 U33635 H$J0572 

417878 U9Q916 Hs^2B45 



\ 



^1 29873xukaryo6c translaSon Iniliat 
Hs.183556soIulB earner faniiiy 1 (neutr 
Hs.1 170772lnc finger protein 264 
NMJ)13291:Homo sapiens daavage and poly 
Hs.2226S:pynivate dehydrogenase phosphat 
NM.003757:Homo sapiens eukaiyoiic transi 
Hs^l076:ESTs 

Hs.180062:proteasome (prosome. macropain 

Hs.49500:KIAA0746 protein 
NM_018087:Hoino sapiens hypotheiica) prat 
(locus&ik)NM.016326:Homo sapiens chemok 

Hsi11S94:proteasom8 (prosome, macropain 
NM.012453:Homo sapiens transdudn (beta) 
(IocusIlr*)NM_003779:Homosai»en3 UDP^ 
NM.002999:Honio sapiens syndecan 4 (ampM 
(k)CusBn)4NM.00448ftHomo sapiens fuoosy 
Hs.180059:Homo saptens cONA FIJ31360 lis 
Hs.148324:EST8 

Hs.21858ser1ne {or cysteine) protease 
Hs.349326:Homo sapiens cONA aJ308n lis 
Hs.367900:programmed ceil death 2 
Hs.lSSSSO'JiypoMcai protein C321D24 
Hs.182625:VAI\4P (veslde^assodated membr 
NM.008516*>1omo sapiens solute canler (a 
NM.138578:Homo sapiens BCi24M 1 (BCU 
NI\^00659a:Homo sapiens sduts cairier fa 
Hs.4990:iCtAA1089pfot^ 
OocusIin!c)NM.016022:Homo sapiens 0GI-7B 
Hs.326g9:Homo sapiens. Similar to RIKEN 
Hs.1 191223ib06omal pretein L13a 
NM.001829:Homo 6^)iens chloilde channel 
Hs.152328:EST8 

(k)cuslini(}NM.003270:Ho(no sapiens transm 
tte7637:phosphoprotjein regulated t)y nuto 
Hs.75608iig)\tiunction protein 2 (zona 
Hs.4984:KIAA0B28 prot^ 
H8.279617iiydioxyst6foid (17-b6ta) dehyd 
NI\4.00S001:Homo sapiens NAOH detiydrogenas 
NA/L003576:Honio salens serineAtveonkie 
NlUL016698:Homo sapiens hypofhe6ca! prat 
NiyU)00568:Homo saptens H t^agmenl of Ig 

NliU10487(hHomo sapiens mannose-P-doScho 
NI^032828:Homo sapiens utiiquitin UBF^ 
(looisnni()Ni\4.1452S2:Homo sapiens slmila 
H3.351474:Homo saf^ns cDNA FU300Q2 6s 
Ks.90744:protaasoma (prosome, macropain) 
NAL002B42:Hamo sapiens protein tyrosine 
NM.016016:Homo sapiens OGI-69 protein (L 
(locusGnl()NM.0221 09:Homo sapiens COw92 
Hs.1 19567£ST8. Wealdy similar to ALU1_H 
H8.112377»ortica] ttiymocytd receptor (X 
NR1.017680M)n» sapiens aspoiln (LRRdas 
NII4_021 175:Homo sapiens hepcMbi anfiniicr 
Hs.7055:Homo sapiens cONA nJ334^fls, 
Hs.61337dec6n. gatactostd&tindlng. so 
(locu8link)NlUL014428:Homo sapiens fight 
NMJ002^:Honio sairians plasininogen acBv 
Hs.346735:Homo sapiens, done tMAGE:38B1 
Nlil.021101:Homo sapiens daudln 1 (CIDNI) 
Hs^74230:3^-p^P'^snosIne S'-fhosptio 
Hs.343261itistocompatit}iiily(roinoi) 13 
(locusfinl(}NM-021126:Honio8Qpiens meroap 
NhL003074:Homo sapiens SVWSNP retatad, 
NM.001761«omo sapiens cydln F (CCNF), 
Hs.110906'Jiypo8)etical protein 8C004501 
NMj0O156OcHomo safdens inteiteuldn 13 re 
NM.004359:Homo sapiens celi division eye 
NM.00021 0:Homo safto (ntegiln, dtpha 6 
H5.1 46381 bbvflng motir protein, X c 
Vte.166196ATP8se, (3ass I. type 88. memb 
Hs.65844:neurotropliic tyrosine idnase, r 
NM_018992:Homo sapiens tiypotheOcal prot 
NM.031420:Hamo sapiens mitochondria rib 
Ks.70604:ATPBse. Class li. type 9A 
(locus8nk)NM.017755:Homo sapiens hypoth 
OoajsIbi!()NMJ)17510:Homo sapiens gp251^ 
H&62402:p21/Oclc42/Rac1-activat8d kinase 
NM.004428itomo sapiens eptuiiWM (EFNA1) 
H8.90572PTK7 protein tyrosbw Unasa 7 
H5.8284S:Homo sapiens cONA: FU21930 lis 
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431884 AAS21246 
425261 BE385099 
445229 BE276013 
412146 M32444 
437763 AA469369 
406865 Ai025931 
425725 NM_012243 
417259 AW903838 
453902 BES02341 
432388 AW295g56 
411358 R47479 
453518 AW503205 
446913 AA194422 
440943 AW0B2298 
414013 AA766605 
452124 AA454220 
416391 At878927 
419092 J055B1 
426375 AK000597 
437296 AA3S0994 
407736 N41744 
443303 U67319 
424756 AW504657 
430354 AA954810 
417079 U6S590 
425221 AV649864 
414186 U33446 
432065 AA401039 
452012 AA307703 
412429 AV650282 
452714 AW770994 
429922 Z97630 
'434931 AW968941 
416293 BE244454 
428781 AF164799 
445350 AF052112 
422396 W21872 
429597 NRA.003816 
421179 U72664 
417691 AU076610 
427716 BE245274 
430589 AJ002744 
409220 BE243323 
443883 AA1 14212, 
445720 ALJ040482 
429583 NM_006412 
427581 NM_014788 
419193 029643 
419152 L12711 
444824 AA84357S 
4316» AU077025 
425118 AU076611 
422010 AA302049 
436075 BE090176 
412338 AA151527 
413073 ALD38165 
412088 At689496 
447140 AFO70537 
426746 J03626 
424291 AL120051 
417944 AU077196 
428343 ALJ043021 
435640 AF220053 
451608 AA384525 
434608 AA805443 
437186 AA33d305 
429574 BE268321 



438549 

440246 W52010 



426924 BE222542 

444193 Y17801 

422030 X51416 

415938 6E383507 

450167 AA446404 

408815 AW957974 

414820 AA371931 

410013 AP067173 

444823 BE282989 

422197 AW9742fiS 

432710 AAfi09685 
405203 

432465 DS6165 

412926 A1B79076 



Hs.210792 
Hs.355814 
Hs^43828 
Hs.73722 
H&5831 
Hs.181357 
Hs.1 59322 
Hs.81800 
Hs.3402 
Hs.11900 
Hs.94761 
Hs.27268 
Ks.22564 
Hs.146161 
Hs.47099 
Hs.61170 
Hs.79284 
Hs.89603 
HS.169S49 
H&20281 
Hs^9326 
Hs.9216 
H5.1S2931 
Hs^84 
Hs.81134 
Hs.155188 
Hs,75799 
Hs.2903 
H8.279766 
HS.7S76S 
Hs.30340 
Hs.226117 
Hs.166254 
HsJ9162 
Hs,193384 
Hs.12540 
Hs.7907 
Hs^442 
Hs.148495 
Ksj2399 
Hs,180428 
Hs.24$315 
Hs^1233 
Hs.9930 
Hs.286173 
Hs.209119 
Hs.179703 
Hs.34789 
Ks.89643 
Hs.12056 
Hs.265827 
Hs.154672 
HS.311B1 
Hs.179902 
Ks.69485 
Hs.75187 
Hs.108932 
Hs.17481 
HsJ2057 
Hs.144700 
Hs.82985 
Hs.12705 
H3^960 
Hs^6745 
Hs.179909 
HsOT816 
Hs^912 
Hs^858 
Hs.191379 
Hs.128782 
HS.1C574 
Hs.1 10849 
Hs.78921 
Hs.24563 
Hs.25485 
Hs,77422 
Hs.57904 
Hs.12045 
Hs.111832 
Hs278672 



Hs^10792:Homo sapiens cONARJ36691 lis 
Hs^558U:Homo sapiens done IMAGE:29333 
HsJ43828:Homo sapiens mRNA; cDNA DKFZp7 
Hs.73722:APEX nuclease (muHifuncfionaJ 
Hs.5831 :fissiie Inhibitor cf meteloprote 
Hs.181357:lamimn receptor 1 {67KD, ribo 
(locuslink)NM_012243:Hon\o sapiens solute 
Hs.81800:chondroain sulfate proteoglyca 
NM_139177:Hon)o sapiens chromosome 17 ope 
(locusnnk)NIA-032527:Homo sapiens hypotti 
Hs.94761:KIAA1691 protein 
Hs.27268:Homo sapiens cDNA: FU21933 lis 
NM»004999:Homo sapiens myosin VI {MY06). 
NM 032331:Homosaptenshypotheficalprol 
NMl024642:Homo sapiens hypothetical prol 
Hs.61170:ESTs 

NMJ)02402:Homo sapiens mesoderm spedfic 
NM_002456;Homo sapiens mucin 1, transmem 
NM.017893:Homo sapiens sema domain, immu 
Ks^1:MAPK phosphatase-7 
Hs349326:Homo sapiens cONA RJ30B77 fe 
NI\L033340:Homo sapens caspase 7, apopto 
{locusljnk)Nf4_002296:Homo sapiens lamin 
Hs.239784'.scribble 

(locusIInk)NM-000577:Homo saftois Interi 
NH,005642:Homo sapiens TAR RNA polymera 
Hs.75799:pnitease, serine, 8 (prostasm) 
Hs.2903:proteln phosphatase 4 (fonnerty 
(loaBnnk)NM_012310:Homo sapiens Wnesl 
NM.Q02089MjmQ sapiens GR02 oncogene (GR 
Hs.30340:hypothelical proton KIAA1165 
NM.005318:Homo sapiens HI MslonefamBy 
H$.166254:incBiy ortholog of rat vacuole 
Hs.79162:stnjcture specffic recognlflon 
Hs.ig3384.-piitatafive 28 kDa pntein 
NM-006330:Homo sapiens lysophosphollpase 
Oocusrink)NM.14S059:Homo sapiens L-fuco 
Hs.2442:a dislntegrin and metailoproteln 
NI\U)02810:Hamo sapiens prolBasoma (prose 
NiyL007357:Hcnio sapiens oomponenl of dig 
Hs.180428:KIAA1181 protein 
NNL017423:Homo sapiens UOP-N-acetyl^ph 
(locusllnk)NM_003842:Homo sapiens tumor 
Hs.9930:serine (or cysteine) protdnase 
Hs^86173:KIAA1595 protein 
NI^006412:Homo sapiens l^lyceiol^ 
NM_01478Bi1omo sapiens tripartHe motif- 
NW«005216:Homo sapiens doifchyMiphosph 
(locuslnk)NM-001064:Homo saptens transk 
NI^00167Vitomo sapiens aslaloglycoprotei 
NM.022873:Homo sapiens tnlsrferen. alpha 
Hs.154672:melhylene tetrahydrofolaledeh 
Hs.31 181:Homo sapiens cONA: I^J23230 lis 
NM80546:Homo sapiens C0w92 antigen (CO 
(locusGnk}NM.024661:HomoS8(to hypoQi 
NM-01476S:Homo sapiens transtocase of ou 
Hs.108932:ESTs 

NWL138391:Homo sapiens hypolhetfcal pot 
NM_000373:Homo sajfens mWine monophosp 
NM_004429:Homo sapiens ephiivBI (EFNB1) 
NM„000393:Komo sapiens collagen, type V, 
(tocusllnk)NW.145294:Homo sapiens shnlla 
NM_018468:Komo sapiens uncharacterized h 
NM_016499:Homo sapiens HSPC244(M6C:1337 
NM-024831:Homa sapiens nuclear receptor 
Ks.377816:Honio saptans cDNA FU36808 fis 
Hs^0^12:hypoth^ protein KXGCSGI 
Hs^1858serine (or ^steine} proteinase 
Hs,191379:EST8 

Hs.128782:Homo sapiens cONA FU31512 lis 
Hs.10574soiute canler family 2. (facit 
(locusIink}NM-004451:Homo sa|^ estrog 
N^L003488:Homo sapiens A kinase (PRKA) a 
NM_01 3248i1omo sapiens mn-lke export 
Oocustinl4NM-024599:Kamo sapiens hypoth 
Hs.77422:proteoIipid protein 2 (cdonic 
Hs^904:mago4iashi homoiog, prditeraB 
Hs.12045:C2fprcte&i 
Ks.111632l5m3 protein 

NIULQO^rKomo sapiens membfane componen 



H&2751S3 
H&7SQ61 



NiyL002512Mno sapiens noiHnetasteBc ca 
Hs.75061anacrophageRVrislDyIated elanin 
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4da3Dr 


L12535 


Hs.75551 


J* H— ■ * ■ * * . - mm. — % 

(lOCUsnnlgNMJDu^HDmo sapiens Ras su 


2J0 










2.90 




D14697 


Hs.77393 


(iocusQnx}NA\j(Xj2DM:nofno sapnns wrnss 


2.90 


AATna 


NM_007274 Hs.857g 


(tocusInk)NM_007274:Hoino saidens cytoso 


2.90 


4561S7 


AW979153 


Hs.338881 


Hs.338881 :EST8 


Z90 


429505 


AW820035 


Hs.278679 


NM_u33274:Honw saptens a cfismtegnn and 


2.89 


430567 


NM.003028 Hs^44542 


n5.Z4454Z:noino sapiens CUNA rUSBSuo uS 


Z89 


437822 


AW450485 


Hs.4437 


NM^OOi^lTlomo saf^ns noosomai prolan 


2.89 


438543 


AA810141 


Hs.192182 


nS.192ioZ:caTS 


2.89 


426158 


NM.001982 Hs.199067 


N^4.00l 982:Homo sapiens V'ert)-D2 erylnrab 


2.89 


441455 


AJ271671 


Hs.7854 


Nn4_014437:Homo sapiens sofaits canter fa 


2.89 


420166 


AW732276 


Hs.95583 


NM_01233&>{omo saj^ens transmembrane 4 s 


2.89 


415674 


BE394784 


Hs.76596 


NM.002797:Komo sapiens proteasome (proso 


Z89 


409591 


AA532963 


Ks.9100 


Hs.9100:hypa1helical gene suppoited by A 


Z89 


416062 


AW630656 


Hs.83363 


NM_006406:Honm salens peroxbedoxln 4 ( 


2.89 


43S540 


BE397032 


Hs.14468 


NM.020230:Homo sapiens peter pan homolog 


2.89 


426675' AW084791 


Hs.133122 


Hs.133122:hypothefical piotdn FLJ14524 


Z89 


417018 


M16038 


Hs.80887 


Hs.80887n^yes-1 Yamaguchl sarcoma viral 


2.89 


421684 


BE281591 


Hs.106768 


NM.01812(kHofflo sapinis hypothefical pro! 


2.88 


429404 


NM.005738 Hs.10706 


NMJ005738:Homo sapiens ADP-dbosylatkm 


288 


411030 


BE387193 


Hs.67896 


CocusIink)NM_007346:Homo sapiens opioid 


2.88 


413822 


R08950 


Hs.272044 


Ks.272044:EST8, Weakly similar to hypoth 


188 


438085 


R525ie 


Hs.7967 


Ks.7867:EST8, WeaMy sonlar to extensin 


2.88 


409132 


AJ224538 


Hs^732 


NR^005399:Hofno sapiens protein kinase, A 


2.88 


440490 


AWS13664 


Hs.7218 


Hs.7218:acetyU!oenzyme A synthetase 2 ( 


2.87 


431498 


AK001777 


Hs.258551 


NM_01 21 00:Homo sapiens aspariyi aminopep 


Z87 


423570 


AW838306 


H$.12g819 


NM-018344:Honio safxens nypouieticai prot 


2.87 


448569 


BE382857 


Hs^1486 


H8^1466»lgnal transducer and activator 


187 


451711 


AK000461 


Hs26690 


NM_017829:Honio sapiens cat eye syndrome 


187 


442643 


U62756 


Hs.374973 


(K)CUsrinK}NM_0u4w7:rtomo safMens rHr4 p 


187 


447887 


AA1 14050 


Hs^neio 


NM„001228:Homo sapiens caspase 8, apopto 


187 


421178 


BE267994 


Hs.1024ig 


ns.1024 i92nic finger protein 


187 


443329 


Bg262943 


H5^234 


NMj032635:Homo sapiens s^fen transmenibra 


187 


416448 


113210 


H3.79339 


NMJR)55o7:Honio sajuens lectin, gatadoa 


2.87 


453145 


R63438 


HS.1B3454 


nS.183454:Honio sapiens cONA FU14883 ns 


186 


427775 


R26944 


Hs.180777 


ns.1 B0777:Hcmo sapiens mRNA; cDNA DIsrZpS 


186 


424732 


D80001 


Hs.15262g 


Hs.152629:KiAA0179 protein 


186 


426125 


XB7241 


Hs.166994 


Hs.166994u^AT tumor suppressor nomolog 1 


186 


450273 


AW298454 


Hs.24743 


Hs^4743:lTypolhe5ca] protein FU20171 


2.86 


407082 


Z47055 






1% 


450038 


AA005159 


Hs.188489 


Ks.188489:ESTs 


188 


* 457274 


AW674193 


Hs^27152 


N^OI 6391 i4omo sapiens hypothetical prot 


185 


417831 


H16423 


Hs.62685 


Hs.82665:C047 anSgen (Rh-related antige 


185 


417824 


AA0847S8 


KS.82&46 


NH.006145:Homo sapiens DnaJ (Hsp40) homo 


185 


426969 


AIB15206 


Hs.100293 


Hs.100293:O41nted M-acety1gtucosamIne ( 


185 


434916 


AF161383 


Hs.284207 


Hs.2B4207iiypolhe6cal protein BC003515 


185 


412664 


AM21404 


HS.34686B 


NM.006624:Homo sapiens EBNA1 binding pio 


185 


414172 


AW954324 


Hs.75790 


(locusi]nk)NMjD02642:Homo sapiens phosph 


185 


409504 


AA304g61 


Hs.699 


Hs.699:peptidylprolyt tsomerase B (cydo 


184 


439920 


H05430 


Hs^8433 


NM_016522Hoino sapiens neurotrfmin (Hl^ 


184 


418462 


6E001S96 


Hs.85266 


Hs.85266:lntegnn» beta 4 


184 


442199 


BE277633 


Hs.372542 


NMJ004879:Horoo sapiens etoposide^nduced 


184 


406710 


AI708347 


Hs.184014 


Ks.1 84014 jibosoma! protein L31 


184 


433435 


BE545277 


Hs.340959 


NM.005726iiomo sapiens Is translation el 


184 


415402 


AA164667 


H8.177S76 


Hs.17757€mmosyl (aIpha-1i3')-g|yoopcD 


184 


448730 


AB032983 


H&21894 


Hs^894:KlAA1157 protafai 


184 


433027 


AF191018 


Hs279923 


(locuslink)N^1.014366:K0mo sapiens putati 


184 


449090 


AK001735 


Hs.22983 


NM-020121:Komo sapiens UDP-gluoose oeram 


184 


439737 


AI751438 


Hs.41271 


Hs.41271:Homo sapiens mRNAtuU length i 


184 


403912 






184 


423225 


AA852604 


HS.12S359 


NA4.008288:Homo sapiens iny-l ceil surfac 


184 


458376 


A8023179 


Hs.9059 


Hs.9059;KIAA0962 protein 


184 


429211 


AF052693 


Hs.19a249 


NM.005268:Honn sapiens gap Junction prot 


184 


452518 


AA280722 


Hs.24758 


Hs^4758:Homo saptora cONA HJ32068 fis. 


184 


418127 


BE2439B2 


Hs33S32 


Oocusnni()NMJ)02389:Homo sapiens membra 


183 


448489 


AI523875 




R45782:Ha61&f Adult heart Oontech Horn 


183 


426194 


T50872 


Hs^OOl 


NM.001061:Hon» sapiens thromboxane A syn 


183 


422129 


AU076635 


Hs.1478 


NM_000185:Komo sapiens serine (or cystel 


183 


437651 


BE560672 


Hs.13543 


{locusIink)NM.14S214:Homo sapiens tripar 


183 


415173 


AW501735 


H5.1800S9 


H&1800S9Minn sapiens cDNA FU31360 fis 


183 


408201 


AK000568 


Ks.43654 


NM.017882Homo sapiens ceroid'^xrfuscin 


2.00 


444758 


A1J044878 


Hs.11899 


NM_000859:Homo sapiens 3-hydroKy-3-methy 


183 


423323 


A1951628 


Hs.127007 


KM_003740:Homo sapiens potassium channel 


183 


439720 


A1935202 


Hs^1181 


Hs^1181:Homo sapiens cONA: RJ23230 fis 


183 


435550 


AI22445S 


Hs^4507 


Hs^4507iiypolheQc8i protein FU20986 


163 


425907 


AA365762 


Hs.155965 


H$.15S965:ESTs 


163 


426234 


BE314534 


Hs.168159 


H3.168159:btfunc(ionaI apoptosts reguiat 


182 


427640 


AF068293 


Hs.ie0015 


NM_001 355:Homo sapiens Mopadvome taut 


182 


433233 


AB040927 


Hs^1804 


Hs^01604iKIAA1494protdn 


182 


415697 


AI36S603 


HS.279G96 


H5779896'i)KFZP56Gi1Q24 protebi 


162 


441321 


H17162 


Hs.7771 


NM.007273:Homo sapiens repressor of estr 


182 


430040 


AW503115 


Hs.227823 


NM.014287tHomo sapiens pMS protebi (PM^) 


182 


449954 


AAS41636 


HSJ7477 


Hs^477:ESTs.WeaUysImitertoT46220 


182 
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15 
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AW843822 Hs.19g961 



Hs.93194 
Hs.5268 
Hs.102135 
H5.24447 



H5.2280 

Hs.91202 

Hs.61289 

Hs.134200 

Hs.1 11497 

Hs.171811 



414181 



427022 AW245839 Hs.173255 
410047 AI167810 Hs.379753 
400845 
419SD1 
418140 

422032 AA476966 Hs.110857 
419768 T72104 
436673 AF201931 
421140 AA298741 
450126 BB)18138 
439018 AW300887 Hs.26638 
433061 AW068033 Hs.296422 
400278 

407338 AA773213 
410240 AL1S7424 
423880 BE278111 
422098 H03117 
426680 AA320160 
437672 AW748265 Hs.5741 
456602 AM11607 Hs.118964 
457329 AI634860 
426437 BE076537 
412627 8E391959 
452695 AW780199 Hs.30327 
40S531 BE384319 Hs^02 
448968 Y09763 
447627 AF090922 
419846 NM_015977 Hs.28S6B1 
412969 AI373162 Hs.75103 
424867 At0248e0 Hs.153Sgi 
410600 AW575742 Hs.351676 
451452 BE560065 Hs56433 
407844 AW073716 Hs.8037 
446752 AA593667 Hs.300842 
419235 AW470411 Hs.288433 
407754 AA527348 HL28a967 
422282 AF0ig225 
AK000476 
AW516565 
419444 NK^002496 Hs^0443 
430250 NM-016929 Hsi83021 
412760 AW379030 Hs.41324 
423013 AW875443 Hs.22209 
449703 H61001 
447402 H54620 
417896 AA379770 
422051 AW327546 Hs.111024 
450607 AL050373 Hs^5213 
419757 AA773820 
409932 AI376750 
408044 BE206g3g 
430014 H59354 
451690 AW451469 Hs.20999a 
446950 AA305800 Hs.5672 
444207 AI565004 
417089 H52280 
445985 BE621800 
425978 BE253927 
422753 AI928995 
449051 AW%1400 Ks^26 
H3288467 
Hs.351875 
Hs.78776 
Hs.179791 
Hs.28603 
Ks.91417 
Hs.285976 
Hs,B2542 
Hs.153 
Hs.343566 
Hs.17558 
Hs.72901 
Hs.1174 
Hs.198427 
Hs.192822 
Hs.4742 
Hs.109445 
Hs.181125 
Hs.43627 
K&741G1 



H&359682 
Hs.169895 
Hs74278 



Hs^S 
Hs.152738 



Hs.1143a9 
H5.75798 



Hs,171802 
H&351327 
H5.a2890 



Hs.63g7D 
Hs^600 
Hs.42287 
Hs^74303 



Hs.374415 
Hs.18612 
Hs.29444. 
Hs249d3 
Hs.1575 



450701 

412890 T85247 

415752 BE314524 

427609 AK000438 

450770 AA019924 

419594 AA013051 

450876 AF189062 

417767 BE242241 

439968 AA224760 

426520 BE545684 

441028 A!333660 

445033 AV652402 

418478 U38945 

428157 AI738719 

416178 AI808S27 

435025 T08990 

421917 AB028943 

406621 X57809 

408196 A1J034548 

412500 L28824 

452806 AW014549 Hs.56373 

451356 AA748418 Hs.33368 
421643 BE281170 HS.1063S7 



NM_004596:Homo sapiens smaD nuclear nb ZX2 

Hs.379753:Homo sapiens cDNA FU33176 lis 182 

2^1 

Hs.l9g961£ST8. Weakly simitar to hypoth 2^1 

(kicuslink}NM_002403:Homo sapiens miciof 2.81 

NM.016310:Homo sapiens polymerase (RNA) 2.81 

Hs.93194:aporipopTOteinA-l 2.81 

Hs.52682]nc finger. DHHC domain contain 2^1 

NM.006280:Homo sapiens signal sequencer 2.81 

(k)cuslinlONM_005866:Homo sapiens I 2.81 

NM-031457:Homo sapiens membrane-spanning iBI 

(locusM)NM_02S233:Homo sapiens nudeo 2i1 

NM-002950:i{omo sapiens rltxjphorln I (RPN 2^1 

Hs.91202.Homo sapiens cDNA RJ25946 fis. 2J)1 

Hs.612893ynapto|anin2 2.80 

HS.134200CKFZP664C186 protein 2.80 

Hs.11l497:neuTonal protein 17.3 230 

NM_00162S:Homo sapiens adenylate kinase 2.80 

NM.016230:Homo sapiens flavotiemoprotem 2.80 

NM.01766KHomo sapiens hypolheficai prot 2.80 

(tociisSn1()NIA.016442:HQmo sapiens lype 1 2.80 

Hs.1 6989SMbiquifin-conjugaling enzyme E 2.79 

Hs.74276:chlofid8intraceiluIarclianne) 2.79 

NItLo03668:Honu) sapiens mitogen-activated 279 

(k)ais&ri(}NiyL007255:Homo sapiens xylosy 2.79 

NM-Q21987:Honu sapiens gamma«minobulyrl 2.79 

NM>016050:HonK) sapiens mitochondria) fb 2.79 

NM_032951:Homo,saplens Williams Beuren s 2.79 

NM.003406:Homo sapiens tyrosine 3^onoox 2.79 

NM.00S787M)mo$aiiiensHot56p.melanog 2.79 

Ks.3S1676:Hbmo sapiens cDNA FU25921 fis 2.79 

NM-001382:Honw saptens doiichyWihosphat 2.79 

()ocuslink)KM_005723:Homo sapiens tetras 2.79 

NM.024820:Homosapiens K1AA1608 protein 2.79 

NM_016522Mxno sapiens neuiofriirin (HNT) 2.78 

Hs.28B967:Homo6apien8,8intftar(DraKEN Z78 

(locuslink)NM_003661:Homo sapiens apdip 2.78 

NM 016470:Homosaf^ens chromosome 20 ope 178 

AAa9762aw49l01.r1 NCI^CGAPJW Homosa 2.78 

N^L002496:Homo sapiens NADH dehydragenas 2.78 

NM.016929:Homo sapiens chloride intrace) 2.78 

Hs.41324:ESTs 2.78 

Hs,222093ecreted modular caldunvWndln 2.78 

Hs.171802:Hon» sapiens, done HMGE:3955 2.78 

(locuslInl0NlitO17828:Homo sapiens hypoth 2.78 

H532690»JefenderaoaInsloe)l death 1 2.78 

(k)cusrtnk)NM_005984:liom08aplen8Sdiria 178 

NM^015677:Komo sapiens hypothetical pnrt 178 

Hs.63S70£STs 277 

NI^001283:Homo sapiens adaptor-related p 177 

NK4_00195lHoino sapiens E2F transcription 177 

(k)cusliiiiqNliL144691:Hamo sapiens hypolh 177 

Hs.209990:EST6 177 

(locusiink)NMJ030789:Homo sapiens goigl 177 

H1374415£ST8 177 

Hs.18612:Homo&a|tocDNA:FU21909fis 177 

Hs.29444:putative small membrane protein 177 

H3.249B3:hypothetical protein from EUROI 177 

Hs.1 575sniall nuclear rfbonudeopretein 177 

NI^032339iHanio sapiens hypolheScal prat 177 

Hs.28B467:Homo sapiens dSHA FU122B0 fis 177 

NM»004374:Homo sapiens cytochrome c oxid 177 

NMJ)12342:Homo sa(>{ens putative transmem 176 

NM_017817:Homo sapiens RAB20, member RAS 176 

HsJ28803£STs 176 

Oocusiini4NM>007027:Homo sapiens topois 176 

(k)cusIink)NM_013384:Homo sai^ens UG1 1 176 

NW_001637:Homo sapiens acytaxyacyi hydro 176 

NI\4.000971:Homo saf^ns ribosoroa! protein 176 

Hs543S66:iaAA02S1 protein 175 

Hs.17558:Homo8apiens.clonelMAG&40704 175 

N^UJ78487:Homo sapiens cydkvdependent 175 

NM.000077:Homo sapiens cycOn^ependent 175 

NM.000189:Homos8pienshexaklnase2(HK2 175 

NM.030949:HQtno8ap(enspraieinphosphata 175 

Hs.4742:GPAA1Pandiora8adinientpfoleln 175 

Hs.109445±ypennethytated in cancer 2 175 

Hs.181125:knmunogtobu8n lambda tocus 175 

NMJ006943:HQmo8apiensSRY(sexdetennin 175 

Hs.7410l3ideen tyiQsIne kinase 175 

Ks.58373£STs 175 

Hs.33368:hypa(h8tkalprotelnRJ11175 175 

NKLOOn26itofnosapiensvatosin«miebft^ 174 
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423527 AI206965 Hs.10S881 (locus]mk)N^L024712:Homo sapiens enguff 174 

428000 R35t45 Hs.291904 Ks^904:aoc8SSO(y protein BAP31 2.74 

44156S AW953575 Hs^25 Hs.30312S9534iuliioed protein PI6PC1 Z74 

450247 AF123303 Hs.24713 NM_01338GM)mO8api8nshypoBiefie8lprol Z74 

5 422691 NKL003365 Hs.119251 NM.00336S:Homo sapiens ubbiidnokytochr Z74 

440457 BE387593 Ks^1321 (k)ousnnk)NM.145B0a:Homosapi8nsgranuI Z74 

422875 BE018517 Hs.119t40 NM_001970:Homo sapiens eukaryoflctrsnsl 2.74 

428428 AL037544 Hs.1B4298 N^^001799itomo sapiens cyd}iK{q)endent 2.73 

423598 BE247600 Hs.377968 N^^O2040(]tHomo sapiens Gprotein^upled 173 

10 428297 AA236291 Hs.183583 NMJ030666:Hoino8aptens serine (or cystei 173 

421921 K83363 HS.3S5993 NM.012456:Honn8apleftstransloc8seofln 173 

403217 173 

423671 AW86015S Ks^lOI Ks.23410Vi1omo sapiens. sImHar to dioO 173 

418733 AA227714 Hs.374a97 Hs^74897i<omo sapiens cONAFU36874Bs 173 

15 400275 Hs.4888 NIA.006513:Komo sapiens seryWRNAsynUw 173 

445084 H38914 KIs.250848 Hs^50848:Kano sapiens cOI^ FU14761 fis 173 

411872 AW327356 Hs.90918 Hs^918x(uomosome 11 open reading fram 173 

403483 173 

438119 AW983217 Hs.203g61 Hs.203981:EST8,WeaIdy similar to hypolh 173 

20 422009 AI742845 Ks.110713 NiyL003472MMno sapiens DEK oncogene (DMA 173 

436995 A1160015 Hs.125469 Hs.125489MAA1961 pmtBin 173 

400509 173 

429305 AI=095727 Hs.287832 Ks,287832:niyel{n protein zenHilcB 1 2.73 

445899 AI263736 Hs.145626 Hs.145626:Homo sapiens. SImlar to t)ypot 172 

25 453557 AAS22464 HS.28S996 NM.024g5&HQmo sapiens liypotluficalprot 172 

446859 A1494299 Hs.16297 NM.00S694:Homo sapiens C0X1 7 iiomolog^cy 172 

424439 AA579835 Hs.1770 Ks.1770-Jl9asel. DNA.ATP-dap6ndent 172 

437809 AL137723 Hs.6855 Hs.5855:Honio sapiens mRNA; cONA DKFZp434 172 

428466 AF151063 Hs.184456 NM_016486:Homosaplansliypotlieficalprrt 171 

30 445176 AI878907 H8.12379 NiyLOOUIftHuno sapiens ELAV (embryonic I 171 

438000 AI825880 Hs.5985 Hs.5g85moiMdnaseCdc42 effector protei 171 

429359 W00482 Ks.23g9 NM-004d95:Homo sapiens matrix metailopro 171 

427782 Ai956052 Hs.1 15960 NM_024036:Homo sapiens hypolheticdprol 2.71 

415169 W42913 H$.78089 NM.004231:Hoino sapiens ATPase,H*-transp 171 

35 400277 Ks.2280 KiyL002950:Homo sapiens ribophoifn I (RPN 171 

42S263 A1908774 Hs.259785 Hs.259785xanii6nep8imitoyUransfef8se 171 

445515 BE388665 Hs.179999 Hs.179999:Homo sapiens, done IMAGE:34S7 171 

416976 BE243965 Hs.80680 Hs.80680:niajor vault protein 171 

441238 A1372S55 Hs.322456 NIi^03203d:HQmo sapiens hypotheHcal prut 171 

40 420511 AFD52692 Hs:98485 NhL024009->iomo sapiens gapjunctton prat 171 

424985 AW956282 Hs.144609 NVL080651Homo sapiens similar to RtKEN 171 

421808 AKD00157 Hs.108502 NM.017686:Komo sapiens hypothetical prot 171 

412973 L37368 Hs,75104 Hs.75104:RNA binding protein SI, serine- 170 

410113 AW995564 Hs.250824 Hs.250824:Homo sapiens cDNA:FU23435fi 170 

45 413092 AA126856 Hs.118865 Hs.118665:EST5 2.70 

4470S6 BE539193 Hs.62112 (locus!]i^NivL003457:Homo sapiens zinc f 170 

450493 Mg3718 Hs.166373 K&.166373:nti[icoxidesynt]tase3(endot 170 

413745 AW247252 Hs,75514 NM_000270*tomo sapiens nucleoside piwsph 170 

450747 AI054821 Hs.129953 Hs,129953:Ewlng sarcoma breakpontregto 170 

SO 436042 AF284422 Hs.119178 0ocusIlnl()NM-02024a:Homo sapiens cation 170 

432981 NM.002733 Hs.3136 Hs.3136:prot^ kinase. AMP^acGvaled.g 170 

431341 AA307211 i^.251531 NM.002769:Homo sapiens pRXBasome(proso 170 

408204 AA454501 H5.43866 Nf/L007079:Honio sapiens protein tyrosine 170 

_^ 416770 AW163570 Hs.79768 N^L014740-i<omosapiQnsKIAA0111 gene pro 170 

55 447507 H59696 Hs.18747 NM-005837:Homo sapiens P0P7 (processing 170 

424500 AF040704 Hs.149443 (IocusIink)Nltl.007021Komo sapiens putali 169 

414237 BE536554 Hs.278270 Hs.278270.-unac6ve progesterone receptor 169 

400231 Hs.169476 NM-00^6:Hoino sapiens glyceraldehyde^ 169 

431209 NHL001533 Hs.2730 Ks.2730:lieterofleneous nuclear n'bamjdeo 169 

60 444118 AA458542 Ks.10326 NM.007263:KonK} sapiens coalomer protein 169 

424608 X80e95 H5.151134 Hs.151134:Qxidase(cytoctiromec)assembl 169 

418546 AA224827 AA224827:nc32g04.8l Na.GGAP^Pr2Homosa 169 

440002 AW768844 Hs.111222 Ks.111222±ypoUieticai protein FLI22875 169 

449957 D31365 Ks.24220 (locuslinigNM-015479:Homo sapiens soofin 169 

65 432920 U37689 H5.3128 NM.006232i{ofno sapiens polymefase(}^ 169 

450306 /mom Hs.24766 NM.030755:Honio sapiens Udoiedoxlndomal 169 

429544 BE299343 Hs.2430 NIUL005997M)ino sapiens transcription fae 168 

428562 BE33G699 Hs.1850S5 Hs.185055.«e€ proiBin 168 

445139 AB037848 H8.12365 Ha.12365»ynaptolagmin Mil 168 

70 453905 N14.002314 Hs.36566 NM.016735:Homo sapiens UM domain idnase 168 

418883 BE387036 Hs.1211 NM.001611.1{Qmo8^^acid phosptutaso 168 

4209S7 X98743 Hs.100555 Hs.1005S5:OEAO«(Asp^31(WUfrAspMs)b 168 

418187 ini.004604 H183734 NM.004604:Hon» sapiens 8yn(aidn4A(plac 168 

_^ 409533 AWg69543 H3.144609 NM.080652:Homo sapiens similar to RIKEN 168 

75 433184 AA147979 KS.28S005 NM.020243:HQfno sapiens translocase of ou 168 

455303 AW892049 BE066891:PM3-BT033fr-211299W-e12BT033 168 

452600 AI910842 Hs.103381 Hs.103381:EST8.WeaUy similar to hypoOi 2.68 

415410 AF037332 Hs.278SG9 NhL01474acHamo sapiens K1AA0064 gene pro 167 

426432 AF001601 Hs.16g657 NM.000305itomo sapiens paraonmase 2 (PO 167 

80 435049 AL122067 Hs.4746 Nl\4-021941itonio sapiens hypoOeticalprot 167 

450528 NIUL014072 H8.25063 NlUL031268:Homo sapiens PRO0461 protein ( 167 

433339 AFD19226 Hs.8036 NM.004283iton»8apbn8RAB3O. member RAS 167 

408783 AF192522 Hs.47701 NM.013389itomo sapiens NPC1 (Niemann4% 167 
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451798 BE297567 
427716 L38951 
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15 

20 
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Hs.27047 
Hs.180446 
436319 H90727 H3.5123 
415116 AA160363 Hs.2699S6 
425838 NWLO14071 Hs.159513 
418706 U73524 Hs.8746S 
410165 BE56022d 
410134 U68140 
430066 A)929659 
425910 AA830797 
427954 J03060 
439971 W32474 
438449 AK001333 
435906 AI686379 
433387 L76528 
447191 NJ^014521 Hs.17667 
444099 D87432 Hs.10315 
417821 BE24S149 H5.82643 
418529 AWQ05695 Hs.250897 
426025 AW138330 Hs.17558 
420187 AK001714 
408150 BE620274 
444395 N66148 
431222 X567n 
406790 AA233303 
440708 AF038962 
416526 H61082 
413995 BE048146 
424908 AW513963 Hs.39143 
442110 AF113008 Hs^102 
452882 AWg729gO Hs.196270 
406862 AW15G807 Hs.356262 
451295 A1557212 
448428 AF282874 
426611 BE1780S0 
426216 N77630 



Hs.71869 

Hs.58927 

Hs.237825 

Hs.184760 

Hs.247551 

Hs.301746 

Hs.6216 

Hs.110798 

Hs.3260 



Hs.95744 

Hs.43112 

Hs.11125 

Hs^73790 

Hs.356342 

Hs.7381 

Hs.14743 

Hs.75671 



Hs.17132 
H5.21201 
Hs.171271 
Hs,13895 



407223 

427725 U66839 



420157 AA857991 

428471 X57348 

451544 AKD00429 

413245 BE244334 

415020 BE249915 

437193 BE259190 

418684 U82987 

410668 BE379794 

438183 AI146327 

441226 BE563042 

432788 AA521Q91 

432746 AA564512 

450377 AB033091 

434633 A1189587 

424707 BeiB1914 



436908 
410701 



Hs.180533 
Hs.123106 
Hs.184510 
Hs.26570 
Hs.75249 
Hs^93533 
Hs.289721 
Ks^7246 
Hs.159651 
Hs^34802 
Hs.118820 
Hs.178499 
Hs^72775 
Hs^559K 
HS.12091S 
Hs.10844 
427600 AW630918 Hs.17g774 
446522 NM.003878 H&151S8 
H99990 Hs.181244 
AF198620 Hs.10283 
410182 NM.001983 Hs^9544 
406716 AW148546 Hs.169476 
430308 BE540665 
431074 BB072772 
412867 AU076861 
440524 R71264 
435966 AW161481 Hs.111577 
422S72 X12784 H3.119t29 
447528 AIG12Q27 Hs.76277 
406774 AW518383 Hs.177592 
439755 AW748482 Hs.77873 
435311 W86610 Ks.185738 
428899 AW578252 H8.190181 
410678 BE540516 Ks.37e825 
414839 X53692 Hs.77462 
443217 NWLOOWS Hs.9078 
448749 AW85S679 Hs^1902 
450009 AI39g947 
407687 AKOOaOtt 
442232 AI357813 
419625 U91616 
416114 A]695549 
439437 AI207788 
408452 AA054883 
443142 At696513 



Hs.27047:hypothe8c8l protein aJ20392 
Hs.180448:ka(yo|ih6rin Cunpoifln} beta 1 
H5^123:lin)OlheScal protein 6C008246 
Hs^956:ESTs 

NMJ)14071:Homo sapiens nuclear receptor 
NM.006831:Homo sapiens ATP/GTP-bindlng p 
NM.013258:Homo sapiens apoptosis^socia 
(locusfink)NM.002S33:Homo sapiens nuctea 
Hs.237825:s1gna! recogniSon parfida 72 
NM>0O5760:Hamo sapiens CCAAT-box-blnding 
NM 0024S5:Homosapiensnietax]n1 (MTX1). 
Hs.3bl746:Ho!TVO sapiens cDMA FU37257 lis 
Hs.6216iDnaJ (Hsp40) homoiog. subfamily 
(tocusI]nk)NM_020150:Homo sapiens SARI p 
NM>000021:Homo sapiens preseniln 1 (Alz 
(locusRnlt)NM_014521:Homo sapiens SH3^o 
NM-003983:Homo sapiens sdute carrier fa 
NI^002822:Homo sapiens protein ^rosine 
Hs.250897:TO-fusedflene 
Hs.17558:HomQ sapiens, done IMAGE:40704 
NM_019028:Homosap'ens hypotheiical prol 
H5/43112:Homo sapiens mRNA; cDNA DKFZp43 
{locusllnk}NM_014041iHomo sapiens signal 
NM.007155:Homo sapiens zona pelkiddagl 
Hs.356342:ESTs, Highly simflarb 211320 
Hs.7381 nroltage^pendent anion channel 
Hs,14743:ESTs 

NM_004603:Homo sapiens syntaxin 1A (bral 
Hs.39143:hypo»ie8c8l protan MGC13125 
NM_001023J1omo sapiens raosomal protein 
NM_030780:Homo sapiens folate tran^rte 
Hs.356262:ESTs. HlgtJy slmHaf to A31233 
Hs.17132:ESTs 

NM_015480:Homo sapiens nectin 3 {DmP5% 
NM.001904:HQmo sapiens csdsnin (cadherin 
Hs.1 389S:Homo sapiens cDNA FLJ11654 &s. 
H968509w03b12^1 Soares melanocyte 2NtiH 
NI\1.002756:Homo sapiens nftogen-acBvated 
Hs.123106:ESTs 
Hs.184510:stratlfin 

NM.017814:Homo sapiens hypothetical prol 
Hs75249VVDP-ril)osylaljon faOfX^ 6 
Hs.293533:Homo sapiens cDNA FIJ37093 lis 
Hs.2B9721:growBi arrest-spedfic 5 
NI014417:Homo sapiens 602 binding oomp 
NM_0144S2M)mo s^ns tumor necrosis fa 
(locusnn](}KM.024718:Homo sapiens iiypolh 
Hs.118820:hypothetical protein BC007882 
Hs.178499'.HSPC063prot«n 
Hs^2775:Homo sapiens, done tMAGE:3946 
Hs^S925:iaAA1265 protein 
Hs.120915:ESTs 

Hs.1 0844:i6uciRe^ slpha-2-g)ycoprot0 
Hs.l79774:proteasome (prosoroe, macropain 
NMJ)03878M]fno sapiens putaBve receptor 
Hs.1812443n^or hlslDCompaSbility compi 
NlUL005105:Homo sapiens RNA binding motif 
NM_001983:Homo sapiens excision repairc 



Hs.2389g0 

Hs.74637 
Hs.15798 



Hs.166468 
H5^558 
Hs.337460 
Hs.182885 
Hs.183868 
Hs.343628 
HS.22272B 
Hs.108705 



426152 BE299190 H&167246 



l4iyL004064Mxno sapiens cydbHiependent 
Hs.8997:Sad1 un(>«4dQm^ protein 1 
Hs.74637:tesfis enhanced gene transcript 
Hs.16798:Homo sapiens mRNA; cONA DKFZp56 
(locusDniQNM.030926:Homo sapiens Integr 
NM.001845:H0ino sapiens ooHagen, type IV 
Mf^138393:Homo saptons hypdheScal prd 
Hs.1775927ibosonial protain, lagfib PI 
Hs.77873:B7 homoiog 3 
Hs.185736:ESTs 
HS.1901611R8 protein 
Hs.378825.1^ sapiens cONAiU37850fis 
(tocuslii*)NR1.001379:Homo sapiens DMA (c 
Hs5078:immahire colon cardnoma transcr 
Hs^1902:Hbmo sapiens done 25237 mRNAs 
Hs.166486MNno sapiens d3NA FU1 1 432 fis 
NI018333:Hoino salens hypdhdScai prol 
Hs^7460£STs. Highly similar to HYB>.H 
NM-004556:Homo sapiens nudeartadorof 
Hs.18386&glucuronidase. beta 
Hs.3436283Mynransferase 4B (beta^al 
Hs.222728 «omo s apiens CDNA nJ39004fe 
Ks.1087059roldn pliQ^)f)atase 2(fonierl 
H3.16724e5M50 (cylodinme) oiddoreduda 
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2.68 

268 

266 

268 

266 

266 

266 

266 

265 

265 

265 

265 

265 

265 

265 

265 

265 

2G5 

265 

265 

265 

264 

264 

264 

264 

264 

264 

264 

264 

264 

2.64 
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419687 AlWTTOOS Hs^2208 NM_0038t5*<omos8pfensadisin!B9tto8nd 2A\ 

415072 BE253687 Hs.77876 Hs.77876:hypothetfcaIgen0MGC19S95 Z61 

406670 W79632 Hs^56301 Hs.255301:hypottifiOcal protein M6C13170 Z61 

403399 2.61 

5 419579 W49529 H3J96200 NM.02394aHoinosaiienshypoOie&8lprtl Z61 

437202 AA326110 Hs^74481 Hs.37448l£STs,WeaWir similar to T34549 2.61 

414020 NM-.002984 Hs.75703 NM.002984:Homo sapiens small Indudblac 261 

421295 AW081081 Ks.103180 H5.103180'J)C2 prete!n 2.61 

446488 AB037782 Hs.15119 Hs.1 51 19dOAAl 361 protein 261 

10 442504 BE503373 Hs.33433S NM.022484:Homo sapiens hypothetel prat .260 

448204 AI475124 Hs.l70561 Hs.1 70561 :ESTs 260 

449175 Ai005892 Hs.23170 (locuslink)NM.012280:HomosaptensRsJh 260 

411201 T74588 HsJ509 H&B509£STs.Wea}dysinflartoC3HUcom 260 

424805 AF230904 Hs.153260 NM_031892:Homo sapiens SHWdmaIn kinase 260 

15 425421 L11659 H3.157145 fel 571 45.lElracyd]ne transporter^ 260 

422739 H20106 Hs.1 19591 (locusEnk)NM04069:Homo sapiens adaplo 260 

450856 C18458 Hs.25597 Hs^5597:etongatIon of very long chain f 259 

443195 BE148235 Hs.193063 Hs.ig3063:Homo sapiens cONAFU14201fis 259 

430504 H52761 Hs.44095 Hs.44095xycBn M3 2^ 

20 439578 AW263124 Hs.350547 NML024665:Homo sajdens nudear receptor 259 

416041 AA345547 Hs.53263 (tocusfink)NM_024647:Hamo sapiens micteo 259 

451920 AA224483 Hs.27239 H8.272392incfinfler,0HHC domain cental 259 

414163 BE262310 Hs.75782 NM.001521:Homo sapiens oeneraHransofp 259 

422140 8E295918 Hs.1 12193 (tacusnnk)N[yL025259:Homo sapiens chramo 259 

25 452817 AA322859 Hs.284275 Hs,284275ip21 (C0KN1A>«tivated Hnase 259 

413353 AW^3S42 H8.75309 Hs.75309:6ukaryotictranslafionek)ngali 2.59 

421700 BE515018 Hs.107014 NML016641:Homo sapiens membrane tnterad 259 

410801 BE275469 Hs.66493 NM.016430:Komo sapiens Down syndrome cri 299 

440511 AF132959 Hs.7236 NM.015953:Homo salens eNOS'mlsracSna 259 

30 407887 AA579668 Hs.41072 (locuslink)Ni;4_004568:Homo sapiens serine 259 

425356 BE244879 Hs.155939 NKL005541:Homo sapiens inosilol polyphos 259 

408102 U46351 H3.621 Hs.621Hec6n. galactoslde-blndlng. solu 259 

417952 AI192838 Hs.l73135 Hs.173135sJu8l^pe<Slk%lyrosine^ 2.S9 

433053 BE3019Q9 Hs.279952 NM_01 591 7:Homo sapiens gtutalhioneS-tra 259 

35 450935 BE514743 Hs.379039 NM-00SBS1:Homo sapiens tumor suppressor . 259 

417891 yV79410 Hs.B2887 CocusIhk)NM.021959:Homo sapiens protei 259 

438364 AK000860 Hs.6191 NM_020441:Homo sapiens coionin.actin4]i 259 

430976 AA505112 Hs.282990 NM.033550:Homo sapiens chromosome 20 ope 258 

444838 AV5516B0 Hs.208558 Hs,208558:EST8 258 

40 416435 A)431301 Hs.374897 H8.374897:Homo sapiens cONAFU36874 88 258 

415444 BE247295 H3.78452 Hs.78452xotute carrier family 20 (phosp 258 

452222 AW806287 Hs.21432 H3^1432:SEX8enB 258 

400541 258 

444309 U83236 Hs.10803 Ks.10803:cakdum and integdn binding! 258 

45 416116 H51847 Hs.99858 Hs.99858u!bosomal protdn L7a 258 

418629 BE247550 Hs.86859 (k)cus(Ink)NM_005310:iiomo sapiens grmith 258 

432996 AF105025 Hs.279901 H3^990mO009 protein 257 

426781 AL048967 Hs.172207 (iocu5link)NM.007363:Honu) sapiens non-PO 257 

^. 452636 BE615074 Hs.145276 H8.145279:SETtran$locaflon(myetoUleu 257 

50 406851 AA609784 Hs.352392 Hs35239 2a n»r HbtDoompaliMity comyd 257 

447674 BE270640 Hs.19192 NktOOITSSrHomoeafrieRScycriiHlependent 257 

445647 AV6S4627 Hs.271808 Hs.271808:Homo sapiens cONAFU38018fis 257 

444736 AA533491 Hs.23317 Nli^032824Mm sapiens hypothe&al pot 257 

402861 257 

55 450089 AI698139 Hs.202093 Hs2a2099:ESTe 257 

414029 6E297731 Hs.75709 NM-002355:Homo sapiens mannosa^iihQspha 2S7 

427700 AA262294 K3.1803d3 NM.001946:Hbmo sajiiens dual spedfidfy 257 

4499B1 AW265534 Hs.133100 Ha.l33100:EST8 256 

449378 AW664028 Hs^9892 KS.S9892EST8. Weakly sindlar to alpha S 256 

60 442599 AFO78037 Hs.324051 (|ocusl^k)Nll.006683£Homa sapiens RelA^ 256 

448633 AA311426 Hs.21635 NM.001070cKomo sapiens tutxiEn, gamma 1 256 

416078 AL034349 Hs.7g005 NM-0Q2844:Homo sapiens protein tyrosine 256 

428044 AA093322 Hs.301404 NK4-006743:itoo sapiens RNA binding mo0 256 

451564 AU076698 Hs.132760 (tocusIink)NM.001467:Homo sapiens giucoe 256 

65 457601 AF041429 Hs.284265 (tocuslinlONiyL145169:Homo sapiens slhdla 256 

439630 AA313607 Hs.58633 Hsi8633:Homo sapiens cDNA:FU22145fis 255 

419587 S62907 H3.91343 KM-000807:Komo sapiens gamma«nlnd)utyrl 255 

448279 BE250564 Hs.283655 H3336S5-JysophosphoIipase II 255 

„^ 453350 A]917771 Hs.61760 (locusQnk}NM.024656:Homo sapiens import 255 

70 423720 AL044191 H8.23388 NM.030817:Homo sapiens hypotheScelprot 255 

400237 Hs.83347 Nlil.001087i4omo sapiens angk>-assodated. 255 

420856 BE513294 Hs.205736 Hs.205736:KIAA1978 protein 255 

421541 NM_003942 H5.105584 Hs.105584n{bosoma]prot^S8 kinase. 9 255 

434848 BE256304 Hs.32148 NH.01844S:HaniO6apiens AW)1 5 protein (L 265 

75 424488 AK000413 Hs.14g227 (Iocusiink)NI^O17806:Homo8^){enshypoth 255 

449089 D78850 Ks.250465 Hs.2S0465:Homo sapiens mRNA; cONA 0KFZp4 255 

430053 AR)52155 Hs.227949 NM_030673:HoTno8ai^S£C13a8 1 (S. . 255 

437469 AW753112 Ks.15514 Hs.1 551 4:hypotheticai protein II4GC3260 255 

407755 AI151353 Hs.29742 H8^742Homo8«^cDNAnJ32147fis. 255 

80 446873 NM.016361 Hs.15871 NM_016361:Homo sapiens IPAP for lysophos 255 

411766 AA399671 Hs.71969 Hs.71^Kxno88i^en3mRNA:cI)NADKFZp66 255 

415198 AW009480 HsM Hs.943»atiiral killer ceD transcript 4 255 

436495 BE258948 Hs.290874 Hs.290874Mynosaplans.dan8MGC:31984 255 
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Hs.75354 
Ks.1904 
Hs,149305 



Hs.78202 
Hs.233328 



417785 X59812 Hs,82568 
4433S8 H65417 Hs.17757 
452349 AB028944 Hs.29189 
427721 AI582843 Hs.180455 
5 407559 AA313352 Hs.280858 
413426 U88837 
425465 L18964 

444152 AI12S694 

451820 AW05B357 Hs.199248 
10 441356 BE384361 Hs.182885 
444410 BE387360 Hs.33719 
41S200 AL040328 
403955 

430361 AI033965 

15 432401 NIyLO13330 Hs.274479 
446719 W39500 Hs.301872 
439941 AI392640 Hs.18272 
436685 W2B661 H3.5288 
424522 AL134847 Hs.149957 

20 442904 AW575008 Hs.11355 
422605 H16646 Hs.118666 
442069 AW664144 H^IOQl 
447382 AW176120 Hs.9061 
416305 AU076628 Hs.79187 

25 422624 BE616678 Hs.76152 
447298 BE617527 Hs.239818 
412833 AW960547 Hs.298262 
404854 

415761 AA132666 HsJ8802 
30 431104 AW970859 Hs.313503 
439180 AJ393742 Hs.199067 
424250 AF07331O H8.143648 
452878 AW081128 H&246374 
415742 BE410243 Hs,78769 
35 4041 w 

407255 AAD12992 Hs^S6301 
422509 AA2S8513 Hs.117865 
434866 AWQ02565 HS.3S54G0 
429743 AA80439a Hs.288995 
40 433047 M86135 Hs^9946 
418945 BE246762 Hs.89499 
44S926 AF0542&4 Hs.334826 
411353 BE383533 Hs.279784 
448252 BE622791 Hs.12199 
45 447365 BE383676 Hs.334 
414844 AA296874 Hs.77494 
444025 AA578384 Hs349093 
416149 AA311965 HsJ9058 
418741 H83265 Hs^881 
50 437952 D63209 Hs,5944 
445625 BE246743 Hs.353181 
431565 AF161470 Hs^0622 
410179 W27723 Hs59498 
431476 BE612705 Hs.256697 
55 405672 M26041 Hs.198253 
418180 6E6ia087 
426248 AI126772 
419935 AB020980 Hs.93832 
446143 BE245342 Hs^06079 
60 426691 NMJK)6201 Hs.171834 
408124 U89337 HS.42B53 
456266 L29073 
«8921 243809 
414721 X90392 
65 422607 Z45471 
421846 AA0in07 
414874 026351 

432956 ALB37895 

438393 AA351815 Hs50740 
70 418380 AW29e974 HS.842B4 
401061 

4265S9 AB001914 Hs.170414 

412204 AI125507 

448950 AF2B8687 
75 409936 AKD01691 

414675 R79015 

409983 OS0922 Hs5772g 

450914 AI743761 Hs.142528 

444630 Anr53230 Hs,323562 
80 401353 

441680 AW44459B Hs.7g4Q 

406860 AA876469 

449163 AW181356 H&231ig 



NM_0007B4:Homo sapiens cytodifome P450. 
{locusnnk)N021622:Homo sapiens plecte 
Hs.29189ATP8se. Class VI. type 1 1 A 
NM_005053:Homo sapiens RAD23 twinolog A ( 
Hs.280858:Homo sapiens cDNAFU32370fis 
Hs.75354:GCNl general control of anlno-a 
Hs.1904:prolein Hnasa C lote 
Hs.149305:hypolhBtical protein MGC2603 
NVL000958:Homo sapiens proslaglandln E r 
(locuslinkJNM_004556:l4oino sapiens twclea 
Hs J3719:Hoino sapiens, similar to data 8 
NM-003072:Homo sapiens SVWSNF related. 



Ks.83724 
Hs.40479 



HS.13872S 

Hs.194638 

Hs.77091 

Hs.118684 

Hs.1432 

Hs.77515 

Hs^9861 



Hs^4937 
Hs.9275 
Hs,57655 



Hs.239926sterol-C4^nelhyl g^—*^— 
NM_013330'i1oino sapiens NME7 (NME7). mRNA 
Hs.301872:hypclhetical protein MGC4840 
NNL030674:Homo sapiens solute canisrfa 
Hs.52B8:Hoino sapiens mRNA; cDNA OKFZp434 
Hs.149957:ribosomal protdn S6 kinase, 9 
Hs.11355nhymopoletin 
Hs.l18666:hypothetical protein PPS91 
Hs.297007:Homo sapiens cONA FU32174 fis 
NM.024099;Homo sapiens hypothetical prol 
NM.001338:Homo sapiens coxsacWe vinis a 
N W.006854:Homo sapiens KDEL (Lys^AsiMau 
NM-006219:Homo sapiens phospiioinosHide- 
Hs.298262:ribosoma! protein S19 

(locusSnk)NM_002093;Homo sapiens glyoog 
Hs.313503:ESTs 

Hs.l99067:v-crW)2 erythroblasfc leukem 
N^L003749•J^omfl sapiens InsOUn receptor 
Hs^46374:Homo sapiens cDNA FU31250 lis 
NMj003249:Honio sapiens thkneloligopepti 

Hs.256301diypothBtical protein M6C13170 
Hs.1 17865»)lutB carrier family 17 (aiik) 
Hs^55460:Homo sapiens cDNA: FU21763 li 
(jocuslink)NM.017961:Homo sapiens hypoth 
KM_004990:Homo sapiens melhioninaWNA s 
Hs.69499:aractiidonate S-Hpoxygenase 
NM_012433:Homo sapiens spHdng liactor 3 
Hs.279784:prolaclin regulatory element b 
NM_030577:Homo sapiens tiypothetlcal prot 
(locuslink)NM_005435:Homo sapiens Wio gu 
NMJJ80916:Homo sapiens deoxyguanorfne M 
NM_01 5945:Homo sapiens ovarian cancer w 
NiyL003168:Honio sajaens suppressor of Ty 
Hs.8881:Horoo6aplens cONAFU32163fis, 
NM_014585:Homo sapiens sokile carrier fa 
{locusRnk)NM-025092:Hon» sapiens hypoth 
HsJ260622a}utyr8te-lnduced transcript 1 
(locusfink)I^M«003718:Homo sapiens cell d 
(locusIink)NM_005340:Homo sapiens lilsfid 
(!ocuslnk)NM_002122:Homo sapiens m^or 
Hs.83724:hypollieacd prot^ MGC5466 
Hs.40479-.Homo sapiens cONA FIJ25802 fis. 
Hs.93832:putaiive membrane protein 
NM.013336:Homo sapiens protein transport 
{locusnnk)NM_0l)6201:Homo sapiens PCTAIR 
NM_004381:Homo sapiens cAMP responsive e 
NfyL003651:Hoino sapiens cold siwck dwn^n 
Hs.194638volymerase (RNA) II (DNAdirec 
NMJX)6730:Homo sapiens deoxyrajonuclease 
NiyL006923.Homo sapiens stromal celMeri 
NM_002743:Homo saddens protein kinase C 
NIi/L002224:Homo sapiens Inositol 1,4.5* 
NiyL015959:Komo sapiens CGWl protdn (L 
Hs^40:Homo sapiens [nRNA;cONADKFZp76 
NNL006401:Homosa(to ackfio fjeudUM 

Hs.170414:pairBd bask: amino add deavi 
Hs.24937:transfi3rmer-2 dpha (hfra-2 alp 
NiyL020410:Homo sapiens CG1-152 protein ( 
(locusnnk]NKiL018234:H0mo sapiens duduS 
H&288968:RAB22A, member RAS oncogene fia 
(locusl!nk)NM_012289;Homo sapiens Kelch- 
Ks.142528:ESTs 

(locusBnk}NM-032121:Homo sapiens tiypoth 

(Iocus{M(}NM.021159:Horoo sapiens RAP1. 
AAS76469»648b04£l NQ.CGAPJ^Hofno8 
rnyU103492Mimo$apton8clranoGam8Xapen 
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432975 AA331517 Ks^86055 Hs.286055xhimeiin (chimasrin) 2 2Si 

430600 AW950967 Hs^4348 KM.00463ftHomo8a;aai3HlAa8SSodated 2^ 

407584 W25945 HsA173 HsJ173ftypotheQc8l pntein FU108O3 2^ 

TABIEGB 



Pkey: Unique Eos probesetidenGSer number 
CAT fflimber Gene dustsrnumber 
Aooesskm: Genbank accession numbers 



Pkey CAT Number Aocesston 

408865 0.0 Mie728 

452098 161393 1 BG028348BF772844HB3066AW817969 H90985BF755039AI856183 

451129 1495511.1 BE072881 A1762181 8E072946 

459306 223120^-4 AW578452 

448489 21891 15J R45782R45781 

416869 12789.14 AA229762AA230035 

418546 242836.1 T59708 AA224a27 T59843 BE1S6903 

455303 115249^1 BE066891 BE066895AWB92049BE066897Be903884. 

406860 0_0 AA876469 

TABLE 9C 

Pkey: Unique number corresponding to an Eos probeset _ _ ^ 

Ref: Sequence source. The 7 di^t numbers In this column are Genbank WentfflBrRnumbem. Dunham L el Bl."ra«era to the pubOcatkaicnfifled The ONA 

sequence of human chromosome 22.' Dunham I. etaU Nature (1999)402489495. 
Stran± Indicates DNA strand fronn which exons were predated. 

NLpostSon: Indicates nudeolUo positions of predfetedexons. ^ 



Pksy 


Ref 


Strand 


NtjiosiBon 


406399 


9256288 


Minus 


63448^3554 


403220 


7630969 


Rus 


64338^17 


403218 


7630969 


Plus 


58039^149 


403221 


7630969 


Rus 


66294-66438.6693&e7124 


403219 


7630969 


Rus 


61858^1995 


403739 


7630882 


Rus 


4456344766.4820»48483,522S&5249S 


405484 


5922025 


Pkis 


199214-199579.199672-199920^0262.20049 


405556 


1552511 


Rus 


163497.163623.164715-164968.165369-16550 


400529 


9796988 


Rus 


138232-138423 


404826 


6572184 


Ph» 


4772&48046 


400750 


8119067 


Rus 


198991-199168.199316-199548 


400847 


9188605 


Rus 


4464344835 


400448 


9867687 


Minus 


in372.177674 


402B29 


8918414 


Rus 


101532.101852,102008-102263 


400846 


9188605 


Plus 


3931&39474 


401179 


9438647 


Plus 


113477-113893 


404240 


5002624 


Minus 


116132-116407.116653-116922 


402260 


3399665 


Minus 


113765.113910.115653-115765.11680d'11694 


406363 


9256114 


Rus 


14403.14602.1700W7147.17241-17368 


405203 


7230116 


Pkjs 


125295-125463 


402104 


8119072 


Rus 


122409-122600 


403912 


7710730 


Mbujs 


72000.72290.72431-7270a7292&.73199 


400845 


9188605 


Plus 


3442&^12 


403217 


7630969 


Plus 


54069^163.55427-55623 


403483 


9966188 


Minus 


144546-144854 


400509 


9796539 


Minus 


157909-158430 


403399 


6684178 


Rus 


61841-62145.62367-62756 


400541 


7574902 


Rus 


126235-126380.126478-126597 


402861 


2814366 


Minus 


14933-15231,15387-15627 


403955 


7770475 


Minus 


54527-54740 


404854 


7143420 


Rus 


14260-14537 


404140 


9843520 


Rus 


37761-38147 


401061 


3242744 


Minus 


g9468-99549;100707.100848.100918-101107. 


401353 


9931296 


Minus 


S0831-51352 



TaWe 10A nsts about 1,103 genes ujMegulaled In ooton cancer compared to nonnal adult ^ 

were seiectad from the starting collectton d 59680 probesets on Af^^ 

was greater than or equal to 25, the 'airerage* wlon tei^d was set to the 90lh percent 

'mer«Qe' nomial adult trssua level was setto the 8Sth pereenlile vdue amongst noiHnaSgnant tissues minus the cotoniedeilved samples, the "average' cclon value was giaaCer man 
orequaltoSOuiAs. InoidertorernovagenMpedicbadqsroundlevelsofnon-epec&hybrt^^ 
subtrxted from both the numerator and the denominator befbre 0» ratio was evaluated. 

TABLE 10A: 1,103 genes u^Hegulabed in cokxi cancer compared to normal eduit tissues exchjding non-maTignant colon tissues (whole colon and coton epithelium) 

Rey: Unk)ue Eos probeselMentifier number 

ExAocn: Exemplar Accession number, Genbank acoessfannurnber 

UnigenelD: Unigene number 

UniQene Title: Urigene gene tiSe 

R1: RaSoofhimortonoimdaAillflssues 
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Pkey ExAccn Ui^genelD UntgeneTUe 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



436749 AA5B4890 Hs^302 
428934 AF039401 Hs.194659 
446787 U67167 H5.315 
431912 A1660552 Hs^56183 
423541 AA296922 Hs.129778 
406690 M29540 Hs^29 
418406 X73501 Hs.84905 
408667 M12523 
416768 AA363733 Hs.1032 
437935 AW939591 Hs.5940 
422578 AF239556 Hs.1545 
41B888 AU076801 Hs.89436 
418007 M13SQ9 
422260 AA315993 
421582 AI910275 
441031 AI110684 
424212 NHL005814 Hs,143131 
453863 X02544 Hs^ 
407243 AA058357 
438217 T53925 
423371 AU076B19 
430178 AW449612 HS.15247S 
423673 BH)03054 H8.1695 
447400 AK000322 Hs.18457 
409683 U33317 
431777 AA570296 
450685 L15533 
427583 M82962 
436624 T64297 
410407 X68839 
413719 BE439580 
407007 U22961 
412374 X01388 
407244 M10014 
419741 NM^007019 Hs.93002 
406741 AA058357 Hs.74466 
414386 X00442 Hs.75990 
404519 

413585 A1133452 



Hs,105484 
Hs.350470 
Hs.7645 



Hs.74466 

Hs.107 

Hs.1650 



Hs.711 
Hs^07047 
Hs.423 
Hs.179704 
HS351719 
Hs.63287 
Hs.75498 
Hs.184411 
H&73849 



NH.006149:Homo sapiens lecfln, gsdacbsi 
NiyL001285:Homo sapiens cHMe channel, 
NM_002457:Homo sapiens mucin 2. inteslin 
Hs356183:ESTs, WeaWy similar to S3B4Ji 
Nl^ 014471:Honios3p(Gns serine prdeasei 
{toctistlnk)NM04363:Homo sapiois caidn 
Hs.84905xytokeTB6n20 

NM_006507:Homo sapiens regenerating isle 
NM_033049:Homo sapiens mucin 13, epithel 
N1^001804:Homo s^s caudal type homeo 
NM_004063:Homo sapiens cadherin 17, U c 
NM_002421 :Homo sapiens matrix metaHopro 
NMJ)32044:Homo sapiens regenerating gene 
NH^_003225:Homo sapiens trefoil tactor 1 
NI^005141:Homo sapiens fitwinogen. B 
NM.005814:Homo sapiens glycoprotein A33 
Hs572»rosomucold 1 
{lociBrink}NM_006890:Homo sapiens carcin 
NM-.004467:Homo sapiens fibrinogen-lilcB 1 
NMOOOl 1 1:Homo sapiens solutecaniertBi 
Ks.152475:EST8 

NiyL002425:Homo sapiens matrix metaitopro 
NM_017763:Homo salens hypotlieCcai prot 
NM_C01926:Homo sapiens defsnsin. alptia 6 
N1^032579a4onu) sapiens coton and small i 



422281 M36803 

41W63 T69078 

430828 AI753257 

433927 A1557019 



NMJ)05588*tenio sapiens meprtn A, alpha ( 
NM.001443:Homo sapiens fetty add blndin 
NNLC01216-itomo sapiens cartwnic anhydras 
Nr/L004591.Homo sapiens small Indudbte c 
NM.000477;Homo sapiens albumin (ALB), mR 
NIA.000040:Homo sapiens apoBpopiDteln C- 



H3.75431 ' 
Hs.346935 
Hs.76177 
Hs.86327 
Hs.1 16467 
M31126 Hs.352054 
423538 AW603823 Ks.146268 
434206 AW136973 Hs^62915 
409041 AB033025 Hsi0081 
432542 AW083920 Hs,16098 
422664 AA315933 H3.120879 
436330 NH.004413 Hs.109 
421964 X73079 Hs^88579 
430272 X04898 HsOT658 
413881 L00190 Hs.75599 
420923 AF097021 Hs^73321 
428470 ACG02301 Hs.184507 
420802 U22376 Hs.1334 
452304 AA025386 Hs.61311 
431727 AW293464 Hs.162031 
421341 AJ243212 Hs.374281 
432023 AW273128 K3^Q268 
447033 AI3574t2 Hs.157601 
411734 AW374954 Hs.71779 
. 405685 M1872& 

428753 AW939252 Hs.192927 
443247 BE614387 Ks^93 
409153 W037&4 H5.50813 
449386 H53191 Hs^6723 
428046 AW812795 Hs^7534 
433013 A16g7890 Hs.127337 
419079 AW014836 Hs.18844 
4283SS BE2S6452 Hs^ 
422956 BE54S072 HS.122S79 
424326 NM_014479 Hs.145296 
450543 AI394037 Hs.170296 
428187 AI687303 Hs^29 
435538 AB011540 Hs.4930 
411825 AK000334 HS.3S2415 
427722 AKD00123 Hs.180479 
43QG69 AF241254 Hs.17e0S8 
414816 Y13709 Hs.77399 
430677 Z26317 Hs3S9784 



Hs.93002:ubiquifiiwonjugaJ!ng enzyme E2 
(locu5link)NI^006890:Homo sapiens carcin 
NI\/L005143:Homo sapiens haptoglobin (HP), 

NM_000509:Homo sapiens fibrinogen, gamma 
NM_000613:Homo sapiens hemopejdn (HP)q, 
NM_001633:Homo sapiens aipha-l-iriiaoglob 
Hs,86327:homeoboxB9 
NM_032391 :Homo sapiens smaD nudear pro 
Hs.352054:pregnancy specilic beta-l-glyc 
Hs.146268:ESTs. WeaWy simlar to C71400 
Hs,362915:Homo sapiens cDNA aJ34876fis 
Hs.50081:KIAA1199 protein 
NM_020384:Honio sapiens daudin 2 (CLWGj 
Hs.120879:Homo sapiens, done MGCfl2871 
NM-004413:Homo sapiens dipepfidase 1 (re 
NM-002644:Homo s^ens polymeric Immunog 
Hs^7658:apollpoprDteln A-ll 
(locusrtnk)NKL000488:Homo sapiens serine 
NiyL00641 8:Homo sapiens diilerenSaRy ex 
Hs.184507:Homo sapiens, slmflar to Homd 
NMJ)05375:Honio sapiens v^nyb mydoblasto 
Hs.61311:ESTs, WeaWy similar to S10590 
Hs.162031:ESTs 

NM_007329iiomo sapiens ddeled in maTign 

HsJ00268:EST 

Hs.157601:ESTs 

Hs.71779:EST6. WSeaWy simTar to S24C^ 
0ocusiink)NM.0Q2483:Homo sapiens caicbi 
NNL017726:Homo sapiens protein phosphala 
Hs.333893xeil (flvision cyde associated 
NJ/L017625Jtomo sapiens Intdectin (ITLN) 
Hs.36723:ESTs, WeaWy similar to C05G5.5 
Hsi37534:HQmo sapiens cDMA FU25241 fis 
Oocu56nl()NAA.004655:Hamo sapiens axin 2 
Hs.l8844:ESTs 

NM_000638:Homo sapiens vitronectin (seni 
{k>cusfinkJNW_018098:Hamo sapiens epiihe 
NiyL014479:Homo sapiens ADAMAe^ decyri 
Hs.170296:Hamo sapiens cONA: aj22090 6 
Hs285529:G prolel^coupted receptor 49 
Hs.4930iow density llpopiotein receptor 
NMJ}17767:Homo sapiens solute carrier fa 
KNV017e71:Homo sapiens chromosomB 20 ope 
NiiL021804:Homo sapiens an^olensln I con 
NiyLa0126S:Homo sapiens caudal type homeo 
NMJD01943:Hanno sapiens desmog]^ 2 (DS6 



R1 

1554 

14^ 

14.04 

14.02 

13.72 

1144 

12.70 

12.42 

11.98 

11.58 

11.50 

10.16 

10.11 

10.01 

9.77 

9.69 

9.48 

9.20 

9.18 

9.04 

a69 

8.51 

6.43 

8.17 

8.12 

8.08 

8.06 

7.95 

7.74 

7.46 

7.41 

7.40 

7.34 

7.31 

7.31 

7.26 

7.21 

7.18 

7,13 

7,10 

7.02 

6.83 

&81 

6.78 

6.S3 

6.37 

6.33 

6.19 

6.19 

6.01 

6.00 

5.97 

S.94 

a94 

5.90 

5.89 

5.89 

6.85 

5.84 

5.75 

5.69 

5.69 

BJSS 

5.48 

5.45 

6.44 

5.38 

5,38 

5.38 

5.37 

5.35 

5.34 

5,30 

5.30 

&30 

a28 

5.28 
&26 
&26 
5.21 
5.16 
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447208 


BE31S291 


Hs.237971 


NM.024096i{omo sapiens hypotheOcal prot 


Sl14 


43Q207 


AW079S59 


HS.1S2258 


Hs.152258'£STs 


&12 


417491 


AW376842 


Hs.1085 


NM.004963:Homo sopiens guanylata cydsse 


5b12 


421379 


Y15221 


Hs.103982 


(^005409cKo(no sapiens smaD MucQjte c 


S.07 


447342 


AI199268 


Hs.19322 


Ks.19322:Homo sapiens, SInfiar to RIKEN 


&06 


452194 


/U894413 


K&373S99 


Hl37^99£ST 


5.01 


421907 


BE018556 


HS.10S368 


K8.10S3S8:ATPa58. Gtess V, tfpo 10B 


4.99 


406399 






4.98 


403220 








4.94 


408380 
415214 


AF123050 


Hs.44532 


N^U006398:Homo sapiens utdquilin D (UBO) 


4.92 


AI445238 


H&125124 


NiyL004442Hon» sapieRS EphB2 (EPHB2). tr 


4.92 


431330 


X69532 


Hs.2777 


NM_00221S:Hon» sapiens Inter-ailpha (gtob 


4.85 


420344 


BE463721 


Hs^7101 


NM.014373:Homo sapiens putafive G prote) 


4.64 


45S94 


AU076405 


Ks.29961 


H8^981zotut8 can^ fsnitf 26 (sulfa 


481 


441377 


BE218239 


Hs.202656 


Hs.202656:EST8 


4.61 


444666 


BE293347 


Hs.11638 


(locusIInk)NMjbl6234:Homo sapiens fatty* 


480 


415701 


NM.003878 K8.78619 


(Iocus!Ink)NM_003878:Homo sapiens gamma- 


4.80 


419354 


M62839 


HS.12S2 


NMj000042:H(Hnosafrfens apoQpoprot^ H 


4.60 


455630 


AV655701 


Hs.75183 


NMjOOOTntKonto sapiens cytodvome P450, 


4.78 


422310 


AA316622 


Hs.98370 


AocusfinttlNM 03fi622!Hnmo saniRns evtnch 


4.78 


423337 


NM.004655 KS.1Z7337 


NI^00465&Honio saisens axin 2 (conducSn 


475 


422330 


D30783 


HS.11S263 


NIUL(X)1432M)ni08ajriens ef^ieQufin (EREG) 


4.73 


408908 


BE296227 


Hs.250822 


0QciJSSnk)NMjOO31SB:Ho(iK> sapiens serine 


4.70 


423936 
404661 


Un629 


Hs.135639 


Nl^j005170cH6nio sapiens achaetMCUte com 


470 


408704 


AA0S6635 


Ks.5386 


NM_139053LHo{no salens epUennat growth 


4.68 
467 


420005 


AW271106 


Hs.133294 


Hs.133294:ESTs 


4.66 


451035 


AU076785 


Hs.430 


NM_00267QcHQfnQ sajtfgns plas6n 1 (1 isof 


4.61 


427506 


AK000134 


Hs.179100 


^I^L01767B:Homo sapiens hypothe&al prot 


460 


423445 


NM.014324 Hs.128749 


NM.014324:Homo sapiens alphamltiybcyl- 


4.99 


453884 


AA355925 


Hs.36232 


NM_021067:Ho[no saf^ns MAAOlOe gene pro 


4S 


431301 


AA502384 


H3.151529 


Ks.151529-£STs 


454 


408983 


NM-000492 Hs.663 


NMj000492:Homo sapiens cysSc fibrosis t 


454 


449032 


AA045573 


Hs.22900 


NM-004289:Komo sapiens nudear factor (o 


454 


434540 


N^L016C45 


Hs.3945 


NMjOI 6045cKonio saptens chnxnosome 20 ope 


454 


407242 


M18728 




{locusiIn)()NM_002483:HonK} sapiens cardn 


453 


458748 


AI381530 


H5.371132 


Ks.371132£STs 


453 


408298 


At745325 


Hs.271923 


HsJZ71923:Hamo sapfens cDNA: FU227B5 fi 


451 


424273 


W40460 


H8.144442 


NfyL003561:Hon)o sapiens phosphoflpaso A2i 


450 


411975 


A{916058 


Hs.144583 


Hs.144563:Homo s^iiens. done III/IAG&3462 


449 


425371 


049441 


H3.155981 


NIUL005823:Honu) sapiens mesolhGTtn ^SLN) 




451917 


AW391351 


HS.S0820 


HsS082QJ)Vflothsft:alcard1a:/kkefetaIm " 


4.46 


432B67 


AW018936 


Hs.233364 


Hs:!33364:EST8 


444 


419559 


Y07828 


Hs.91096 


NM OOTOSfrHonm fifioSens triaarfna mcftL 


444 


430294 


AI538226 


Hs.32976 


(focuslinK)NM.004485:Komo s^iiens guaiiln 


4.42 


411248 


AA5$1538 


(^69321 


H8i9321dOAA1359 pretdn 


439 


402496 






4.38 


430937 


X53463 


Hs^ 


NM»002083iHonio sapiens glutathione perox 


4.37 


434414 


AI798376 




AF134163i('kxno sapiens Human endogenous r 


4*36 


443426 


AFD98158 


H3.9329 


(locusnnklNM 012112:HanK)8adenschmnio 


4.35 


422539 


AJX9938 


Hs.116138 


NM_O3301 3:Honio safriens nuclear recefrior 


4^33 


436972 


AA284679 


Hs.25640 


Hs.25640xiaiidtn3 


4.33 


450631 


AW301032 


Hs.203800 


HSuH)3ttX):E8Ts 


4.33 


403055 








4.31 


414809 


At434699 


Hs.77358 


Hs.77356Hransfi3nin teceptor (p90, C071 


431 


400965 






430 


430204 


AA618335 


Hs.356664 


Hs.356664:hypothe6cal protefn FIJ32334 


429 


432978 


AF128743 


Hs.279884 


Nh4j013238iHonK) sapiens DNAJ doniain^«onta 


4.29 


417931 


W95642 


Hs^l 


K3.82961:Honio sapiens, done M6C:22588 i 


4.28 


430832 


AI073913 


Hs.100686 


Hs lOOfiSB'sntsffar aradlant flmt^ 3 


4.28 


408482 


NM«000676 Hs.45743 


NI'i/U^00676i:Honio sajriens adenosine A2b rec 


4.28 


422487 


AJ010901 


Hs.198267 


KM.018406:HonK) s^ens nwdn 4, tradieob 


4.27 


414617 


AI339520 


Hs.288817 


(locus!ln)()NlyL025130:i^omo safdens hypoth 


427 


452940 


AA029722 


Hs.2173 


l'IMj002(^3wHonio ss^ens fuoosyltransferas 


427 


439211 


AI890347 


Hs.271923 


Hs.271923i^omo sapiens cONA: FLJ227B5 fi 


427 


459299 


BE094291 


Hs.155651 


NM^(^1784:Honio saoisns heoalQcvtfi nudaa 


4.25 


449720 


AA311152 


Hs.268708 


(locu5Hnk)NM.025113:Honio sapiens hypoth 


4.24 


411142 


NM.014256 H3.69009 


NiyL014256:Honio saplans UDP^ScNAabetaGa 


4.24 


421777 


BE562088 


Ks.108196 


NM 01fi09fi;Hanifi ssritans HSPCQ37 orrHM 1 


A 91 


419395 


BE268326 


HS.9Q280 


■ Mssvuw^v^iiiHWiiiiMaHWw^^vviuiMiaiiuuQ 


AJ20 


443211 


AI128388 


Hs.143655 


Hs.143855£ST8 


420 


403216 








420 


430603 


AA14d164 


Hs.247280 


Ks.247280xhromQsome 20 open reading (ia 


419 


409757 


NK^001898 Hs.123114 


NMJ)01698:Homo sapiens cystaOn SN (CST1 


419 


426227 


U67056 


H8.154299 


Oocusfliik)NMJX)S242:Homo sapiens coagul 


419 


421408 


AI868223 


Hs^096 


NMj062B1&Hofno s^ilens tripartite ntoti^ 


418 


421100 


AW351839 


Hs.124660 


Hs.124660:EST8. Itoderateiy sinitv to 21 


418 


440869 


NM_014297 


Hs.7486 


NM.014297:Homo sapiens protein expressed 


417 


414075 


U11862 


Hs.75741 


NMj0O1O91:Homo sapiens amiloride binding 


417 


444151 


AWg72917 


Hs.128749 


(|ocusnnk}NiyL014324:Homo sapiens elpha. 


416 


440409 


AW294316 


H8.12560e 


KS.12S608CST8 


416 


445564 


ABQ2B967 


Hs.12896 


HS.12896MAA1034 protein 


416 


424687 


JO5O70 


Hs.151738 


NM-004994:Horao sapiens matrix metaDopro 


412 
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401866 ^'^^ 

431611 U5B766 Hs,264428 Hs.264428:tissu8spedfictranspIantelio 4.10 

430187 AI799909 Hs.158989 Hs.l58989:Honx) sapiens CDNARJ37936 lis 4.10 

414590 NIVL000506 Hs.76530 N^^000505:Homo sapiens coagulation facto 4.08 

5 449281 AI808699 Hs.162717 NM-032755iHomo sapiens hypolhefical prot 4,08 

449722 BE280074 Hs.23960 Hs.23960xyc8n B1 4.08 

418318 U47732 Hs.84072 NM_004616*ioino sapiens transmembrane 4 s 4.06 

435066 BE261750 Hs.4747 NM_001363itorao sapiens dyskeratadscong 4.05 

414753 AF158255 Hs.77225 NI^006437rf<omo8a|rien8ADP-dbO8yttransf 4.04 
10 403221 

409889 AW630041 Hs.56937 NWL021978:Homo sapiens suppression of tu 4.03 

449027 AJ271216 Hs.22880 NM_005700:Honio sapiens dipepCdytpeptida 4.03 

431657 AI345227 Hs.105448 Hs,105448:protetnldnase, lysine deTwie 4.01 

439759 AL359055 Hs.67709 Hs.57709:Homo sapiens mRNAfiiBlenglhi 4.00 

15 441362 BE614410 Hs.23044 NM-08066B:Homo sapiens siirfiar to RIKEI^ 3.99 

417900 BE250127 Hs,82906 Hs.82906:COC20 eel division cycle 20 ho 3.99 

428987 NM 004751 Hs.194710 NM^004751i1omo sapiens glucosaniinyl(N-a 3,99 

456977 AK6b0252 HS.16975B NM_017723:Homo sapiens hypoBieBcd prat 3.99 

445919 T53519 Hs.334692 Hs.334692:hypo0;efical protein MGC141 41 3,98 

20 423164 AW)00232 Hs.124835 NM_019062iiomosapienshypothelicalprot 3.98 

422627 BE336857 Hs.1 18787 H$.118787Aansformlng growth factor, be 3.97 

422363 T55979 H5.115474 NM.00291 5:Homo sapiens repBcalion facto 3.97 

433437 U20536 Hs.3280 NM_001226:Homo sapiens caspase 6, apopto 3.97 

415992 C05837 Hs.145807 Hs.l45807AypotheacaI protein FU13593 3.96 

25 425B34 NiyL001639 Hs.1957 Hs.1957amyloldPcomponenl serum 3.96 

41S00O AW025529 Hs.239812 Hs.239812.sefoIogically defined breast c 3.95 

432407 AA221035 AF134164:Homo8apiens Human endogenous r 3.95 

408243 Y00787 Hs.624 NMJ)00584Jtamo sapiens interteukin 8 (IL 354 

408494 AA554714 Hs.187578 Hs.187578:Homo sapiens cDNABJ1 163965 3.94 

30 412610 X90908 Hs.74126 NH.001445:Homo sapiens fatty add bindin 3.94 

433323 AAB05132 Hs.1S9142 Hs.l59142:(unatlcf!ingehomolog(Drosop 3.94 

422515 AW500470 H8.117950 Hs.1l7950:phosphoribosylamlnoimteotec 3.92 

•436543 NH/LO02212 Hs,5215 Hs^215:lntBgrin beta 4 binding protein 3.91 

418113 AI272141 Hs334a4 Hs.83484:SRV (sex determining region Y)- 3.91 

35 433083 AUJ42759 Hs.1917e2 HB.191762Jiypoflvefical protein MGC20258 3.90 

431939 AW008061 Hs531994 Hs.231994*iomo sapiens, done IMAGE:4341 3.90 

453439 AI572438 Hs.32976 NM_004485:Homo sapiens guanine nudeoGd 3.89 

441888 A1733306 Hs,1 28071 NM.022901:Homo sapiens tiypotheHcatprot 3.89 

432150 AK000224 Hs.2727a9 NM_0l7716:Homo sapiens membrane-«pannlng 3.89 

40 425234 AW15222S Hs.165gQ9 Hs.1659Q9.-ESTs.WeaMys{mnartohypoth 3.89 

423803 Nl\4_005709 Ks.132945 (locusI!nk)NM.005709:Homo sapiens PDZ-73 3.87 

410418 D31382 Hs.63325 NM_019B94:Homo sapiens transmembrane pro 185 

436251 BE515065 Hs.^6585 (!ocu«)N1^006392:Homo sapiens nudeo 185 

422424 AI186431 Hs.296638 Hs.296638¥roslatedlffer€nfiafion facto 1J4 

45 432269 NfA.002447 Hs.2942 Hs.2942maciophaflB stimulating 1 recepto 184 

424905 NM_002497 Hs.153704 NH^002497:Ho[no sapiens ^aMA (never in mi 184 

416209 AA236776 Hs.79078 NW02358'itomo sapiens MAD2 mitotic arre 3.83 

430680 AW138724 Hs.168974 Hs.168974:ESTs 3.83 

434370 AF130988- Hs.58346 NMJ)22336:Horao sapiens ectodysplaskil. 3.82 

50 436481 AA379597 Hs.5199 N»L014176:Homosaptef«HSPC180protdn8 IW 

453700 AB009426 Hs.560 NM.001644:Hoino sapiens apofipopretefaiB 181 

410619 BE512730 Hs.65114 Hs.65114*eraBn18 3,81 

409420 Z16008 Hs,54451 NM.005562:Homo sapiens laminln, gamma 2 179 

422535 AA311914 Hs.154578 Hs.154578:Homo sapiens mRNA for FU002S6 3.79 

55 432179 X75208 Hs.2913 NMJ104443itemD sapiens EphB3(EPHB3).n« 178 

453967 AW009077 Hs.232947 Hs232947£STs 178 

426106 Aie78765 Hs.21812 Hs.21812:ESTs 178 

434170 AA626509 Hs.159642 (locusiink)NM_001490:Homo sapiens glucos 3.78 

418322 AA2B4166 H5.84113 NM_005192:Homo sapiens cycHn^ependent 178 

60 444381 BE387335 Hs.283713 NM_138455itomo8aplereooltegentrfpteh 174 

419229 A1B27237 Hs.362919 Hs.362919:ESTs !« 

437156 AI916600 Hs.121194 Hs.121194*iomo sapiens cOHA:FL)21569fi 174 

452833 BE559681 Hs.30736 (locusllnkJNWJ)15201:Homo sapiens block 173 

426831 BE296216 Hs.172673 ^^W_000687iHomo sapiens S«Ienosythomocys 3.73 

65 428970 BE276891 Hs.194691 NMJM3979itano8aiiten8relliioteaddInd 172 

443957 AA521049 Ks353013 H&353013'.dvonnsome 20 open reading fra 171 

408832 AW085690 HS.6342B Hs.63428:Honio sapiens cDNAaJ34457fls, 171 

440300 N39760 H^8859 NM.138793itomo8apfensapyrase{SHAPY)i 171 

425976 C75094 Hs.334514 NM_025257*temosai3lens chromosome 6 open 171 

70 432575 AA553722 Hs.194346 Hs.194346:Spir-2 protein 171 

412104 AW205197 HsJ240951 (iocusat*)NM-033120:Homo sapiens ndted 171 

417001 AU076648 Hs^0741 NM_0002B2:Homo sapiens propfonylCoenzym 169 

421225 AA463798 Hs.102696 Hs.102695A«:T-1 protein 169 

445109 AF039916 Hs.12330 NMJ)01247:Homo sapiens ectonudeosUetr 169 

75 428330 1^524 Hs.2256 NM,002423:Homo sapiens matibc meld to pro 167 

447472 AW207347 Hs.211101 HsJZIllOltESTs 167 

423349 ARJ10258 Hs.127428 Nk4_0021 42;Homo sapiens homeo box A9(Ha)C 167 

422026 UB0736 Hs.1 10826 Hs.1 10826Ainudeoiide repeat containln 168 

419574 AKD01983 Hs.9116S Hs.91165iiypothefica] protein FLJ1 1127 166 

80 417720 AA2Q5625 Hs.208067 Hs.208067fST8 166 

411257 AA628967 Hs.115274 Hs.1 15274indlan hedgehog honiotog(Oroso 166 

421515 Y11339 Hs.105352 {lacusiiiik}NiyL018414Mxno sapiens G^MAc 165 

433675 AW9776S3 Hs.7$319 Hs.7S3193iionucieolUe reductase M2pGl 165 

179 
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437009 


AF127026 


H5.5394 


NM-005379:Homo saptens myosin lA (M/OI A) 


a65 


445417 


AK001058 


Hs.12680 


Ks.1 2680:Homo sapiens cONA aJ10196 fls, 


3l64 


412140 


AA219691 


H5.73625 


NM^005733:Homo sapiens RAB6 interat^ng. 


3.64 


420542 


NliLOOOSOS Hs.1321 


NM-OOOSOSiHomo sapiens ooagUatbn facto 


3.63 


439453 


BE264974 


Ks.6566 


Hs.656aihyroU honnone receptor intarac 


163 


414798 


AI286323 


Hs.97411 


Hs.9741 1:hypotheticaI protein MGC12335 


3.62 


428862 


NM_000346 Hs.2316 


H5^316:SRY (sex determining region YH) 


a62 


414052 


AW8849 


Hs.283552 


Hs^83552:hypothe)ical protein BG016153 


3.62 


412056 


T28160 


Hs.778 


H8.778:euarq{atB cycbse acUvatar ^ b 


161 


401519 






3.60 


428011 


BE387514 


H8.181418 


NM.014730:Homo8a(te KIAAD1S2 gene pro 


aeo 


450505 


NM.004572 Hs,25051 


NM.004572:Homo6aiBens pbtophi&i 2 (PK 


3.G0 


421903 


nVlvlgS'tXi 


Ks.15951 


Oocu5Qnk}NM.145202:Homo sa|^ pretin 


3l58 


413936 


i^l 13676 


Hs^7681 


NM_000295^tomo saplans serfne (or cystei 


3.56 


424544 


M887W 




NM-OOOTOOitomo sapiens dopa decartxx^Ias 


3.58 


431563 


AI027643 


Hs.120912 


Hs.120912£ST8 


157 


435602 


AF217S15 


Hs.283532 


NMj018455:Homo sapiens uncliaracterized b 


157 


434369 


AI650363 


Hs.1 16462 


Ks.116462:EST8 


157 


439963 


AW247529 


Hs,6793 


Hs.6793:ptatBleVac0vaIlng factor aoety 


156 


447334 


AA515032 


Hs^1109 


Hs.91109:ESTs. Weatdy stmiiBrto putaBv 


156 


422150 


At867118 


Hs279607 


Hs.27g607:Homo sqpiens cONA FLJ34399 fis 


156 


450863 


H43540 


Hs^S292 


Hs.252923ibonuclQasa H2, large subiinH 


156 


424825 


AF207069 


Hs,1 53357 


NM_001084:Hcmo sapiens procdlagenjy^ 


156 


422765 


AW409701 


Hs.1578 


NMJIOl 1 68:Homo sapiens tjacubtfiral lAP r 


155 


422106 


D84239 


Hs.111732 


NKl.Q03890:Honio sapiens IgG Fc tending pr 


155 


422532 


AL008726 


Hs.118126 


(|acuslirll4raiL000308:Honio sapiens protec 


155 


425860 


L29339 


Hs.1964 


N^_000343:Homo sapiens solute canfer fa 


155 


442053 


R35343 


Hs.24968 


Hs.24968:hypoUiet]caI protein BC016683 


155 


437386 


W52452 


Hs.356766 


Hs.356766:Homo ss^ens mRNA; cDNA 0|<FZp7 


154 


415927 


AL120168 


Hs.78919 


N»^021083:Homo sapiens KeH blood group 


153 


446372 


AB020644 


Hs.14945 


Hs.1 4945:fatty-acki^o«i9ine A l^ase. 1 


153 


432378 


At493046 


Hs.146133 


Hs.146133:ESTs 


3.53 


434171 


BE247688 


H5.347349 


(Iocuslink}NM_004749:Homo salens cell c 


152 


428479 


Y00272 


Hs.334562 


Nhl.001786:Homo sapiens cell division eye 


152 


415099 


AI492170 


H3.77917 


NNL006002:Homo sapiens utAptin cartoxy 


151 


414918 


AI219207 


Hs.72222 


Hs,72222:fer-1-fi]ce 4 (C elegans) 


3.51 


440340 


AW895503 


Hs.125276 


H$.1 25276:Homo safkns cDNA FU2S833 lis 


3!51 


418384 


AW149266 


Hs^130 


Hs.25130:Homo sapiens cONA FU14923 lis. 


151 


418203 


XS4942 


Hs.83756 


NK/L001827:Homo sapiens COC28 protein kin 


3.51 


429833 


NM.012079 Hs.288527 


NM_01 2079tHomo sapiens diacyt^fyoeroi 0> 


151 


409231 


AA446644 


Hs.692 


NM_002354:Hoino sapiens tumor-associated 


150 


431567 


N51357 


Hs.260855 


• (locuslink)NH.145175:Homo8aptensNSE1( 


3.50 


453883 


AI638516 


Hs^7524 


Hs.347524:Konio sapiens, done M(9C24665 


ISO 


442700 


AA377616 


Hs.103834 


NMj024056EHomo sapiens hypotheOcd prot 


150 


410237 


Ar760589 


Ks.61258 


Hs.61258:argtninosucdn^ lyase 


150 


428407 


NM.003963 Hs.184194 


NM»003963:Homo sapiens tnansmembrane 4 a 


149 


436213 


AA325512 


Hs.71472 


NMJ024662i{ofno sapiens h^x)the&8l prot 


149 


442923 


AW248322 


H3.95835 


149 


431548 


At834273 


Hs.9711 


NK4j017515Muno sapiens novd protein (HS 


148 


452316 


AA298484 


Hs.61265 


NM_138805cHomo sapiens family with seQue 


148 


448993 


At471630 


Hs355952 


Hs.355952£ST8, Weakly ^mSar to 090320 


3.48 


447320 


At675419 


Hs.164464 


Hs.164464;Komo sapiens, done MG(X23656 


148 


414108 


AI267592 


Hs.75761 


NML(K)31 37:Homo sapiens SFRS protein Una 


147 


420996 
439580 


AK001927 


HS.10089S 


(locusIink)NI^016099:Homo saltans liypotf) 


347 


AF086401 


Hs.293847 


Hs.293847:ESTs 


146 


422158 


U0343 


Hs.1 12341 


NM.002638iKomo sapiens protease Inhiblto 


146 


418256 


AW845318 


Hs.12271 


(locu5linl4NiyL012162:Komo sapiens F-tx3x 


146 


400157 




Hs^73 


NiyU)06713iHo(no sapfens acBvaled RHA pd 


146 


408709 


AI355761 


Hs.242463 


Hs.242463:l«eralln8 


146 


453751 


R36762 


Hs.101282 


Hs.101282:Homo sapiens inRKA;cONA DKFZ|)4 


146 


421526 


AL080121 


Hs.105460 


NM.015393:Homo sapiens DKFZP564O0823 pro 


145 


415164 


AW084352 


Hs.157123 


Hs.157123:E8T8 


145 


405451 








144 


414361 


A(086138 


Hs.204044 


Hs204044:ESTs 


144 


422237 


M13149 


Ks.1498 


N^00041 2:Homo sapiens hisfidb&ilch gl 


144 


417576 


AA339449 


Ks.82285 


NiyL000819!Hoino sapiens phosphoribosy^ly 


144 


457001 


J03258 


Hs.2062 


Ks.2062:^rit8mln D (1,25- dlhydroxyvttanii 


3.43 


450983 


AA305384 


HS.2S740 


NI^014584:Homo sapiens EROI-tka (S. cer 


3.43 


421828 


AW891965 


Hs.367942 


Hs.367942:Komo sapiens, done UyiA!^:4701 


142 


418568 


8E387040 


H&182476 


Nh4.031295i1omo sapiens Vl^liams Beuren s 


142 


417348 


AI940507 


H&3185% 


NM.025138:Honu) S3{^ hypotliefical prol 


142 


423554 


M90516 


Hs.1674 


NM>002056itomo sapiens g!utamkifr4hictos 


142 


451310 


AW250651 


Hs.26213 


NM-052951i1omo sapiens duomosome 20 opa 


141 


425873 


NM_013390 Hs.160417 


Hs.1 60417iransmentrai» protein 2 


141 


429271 


AF0398S0 


Hs.198515 


NMJ)05224:Komo sapiens daad liiqaMikB 


140 


437575 


AWg54355 


Hs^29 


MM.024320cKomo sajtens hypdhelical piot 


140 


432677 


NM-004482 Hs^8811 


Nl\/L004482:Homo sapiens UDP-tl^tyl^ 


140 


439955 


AW203g59 


Hs.149532 


H$.149532:EST8 


140 


443991 


Nli4.002250 H3.10082 


NhtOQ22SO:Hon)o sapiens potassium bitenne 


140 


435745 


AW967059 


H3.374342 


Hs.374342:HomD8aplens done 24711 mRKA 


140 


403532 






139 


413916 


N4g813 


HS.7S61S 


NM.000483i{omo sapiens apoilpopmtBin C- 


139 


425247 


NM.OOS940 HS.1SS324 


Hi15S3243natrfxniel2flaproCeInaso 11 (8 


139 
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424996 
402944 
417165 
427528 
426711 
439186 
444783 
426174 
421585 
421605 
446921 
438746 
403219 
420981 
456946 
425580 
412605 
441384 
416782 
426761 
441633 
416975 
428874 
431192 
431836 
413219 
410639 
450737 
410850 
4284S0 
437810 
403381 
434031 
421975 
452299 
428024 
412994 
443162 
'435327 
424010 
428953 
419359 
414695 
444371 
450221 
449207 
422609 
403485 
441623 
421943 
405484 
435849 
449139 
404684 
447188 
423226 
413254 
424243 
435014 
452281 
416065 
427333 
443464 
432035 



AR)06005 Hs.154104 NM.002657:Homo sapiens plefamoiphfcad« 

Hs.302738:Homo sapiens cDNA: FU21425fi 
NIA.002388:Homo sapiens MCM3 minichromoso 
(tocusrink)NI^033255:Homo sapiens epittie 
Hs.105435.-GDP-mannose 4.MehydralasB 
NM-01&685:Hoi7io sapiens aniin. acQn bi 
Hs 1 1 58^'KTs 

N^iL003965:Homo sapiens diemoldne (C-C mo 
NM»015972:Homo sapiens RNA poiymerase I 
NlUL002988:Honio sapiens smafl fnducil)Ie c 
Hs.184727£STs. Wealdy siraSar to T45738 

NI^005037Jtomo sapiens perodsome proHf 
Ks.166068n;arin1 
Hs.1907:galanin 

Hs.741 1 1:1^ binding protein (auioantige 
Hs^88660:Homo sapiens cDNA: FU22182 H 
(Iocuslinlt)Nh^144563:H(xno sapiens libose 
Hs.172089:p«H3ncosis receptor inducing 
Nh^03241 3:Honio sapiens norma! mucosa of 
NI^004131:Homo sapens granzyme B {granz 
Hs.1 94366:transthyretin (prealbumin, amy 
Hs.137274:ESTs. Wealdy similar to liypolh 
Nl\^J3B992:Homo sapiens beta-site APP-<iB 
- Hs.118727:HomosapienscONAFU33803fis 
pocusnnk)NM_017895:Homo sapiens DEAD/H 
Ks.6332S:trBnsniembrane protease, seifne 
i^.302738:Homo sapiens cDI^FU21425fi 
NiyL014791:Honio sapiens malemdl entiyohi 
NNL016617iiomo sapiens hypolheScal prat 

(locusrink)NM.025215:Homo sapiens pseudo 
(locus!ink)NM_024531:Homo sapiens hypoHi 
Hs.355563:ESTs 

Hs.2236:NIMA (never In mitosis gene a)-f 
Hs.75113:g8neial transcription factor II 
(locusnnli)NM_01S515:Homo sapiens lype I 
Hs.4867nnannosyl (aipha-LS-H^ycoprote 
N(4_033100:Homo sajf)iens Mt-piotocadtieiin 
NM.003823:Homo sajiiens tURior necrosis fa 
Hs.90073:CSE1 diromosoma segregatton 1-1 



R80137 
AU077143 
AA383471 
AI697274 
AK001468 
AA547959 
U95626 
BE440108 
AB012113 
A!88S815 

L40904 
T29678 
L11144 
AW410734 
AA447849 
L35035 
AI015709 
AW958544 
m 004131 
W32133 
A1670056 
AF178532 
AA878200 
BE269047 
AW007152 
AW362867 
NM.014791 
BE246398 

BE384165 
AW961017 
AW206330 
Z29067 
D32257 
T49951 
BE301871 
A1JQ80188 
AA306610 
AL043202 
6E439915 
BE540274 
AA328102 
AL044222 
Z46023 

AA315805 



HS.30Z738 
Hs.17d565 
Hs.343800 
Hs.105435 
Hs.62180 
Hs.115838 
Ks^02043 
Hs.106127 
Hs.16530 
Hs.184727 

Hs.100724 
Hs,166068 
Hs.1907 
Hs.741 11 
H3,268660 
Hs.79886 
Hs.172089 
Hs.1 12242 
Hs.1051 
Hs.194366 
Hs.1 37274 
Hs.271411 
Hs.118727 
H3.65234 
Hs.63325 
Hs.302738 
Ks.164339 
Hs.387646 

Hs.23723 
Hs.6459 
Hs^5663 
Hs.2236 
Hs.75113 
Hs.g029 
Hs.4867 
KS.137S56 
Hs.348183 
Hs.90073 
Hs.76913 
Hs^39 
H&24641 
Hs^325S 
Hs.118721 

Hs.348710 
Hs.343912 



Ks.239:foridieadboxM1 
NliL018204:Komo sapiens cytoslceleton asso 
NM.C1042g8:Homo sapiens niideoporin 155icD 
NliA_000434:Homo sapiens slaDdase 1 (tyso 

Hs.348710:Honio sapiens, ctons (MAG&4242 
NMJ033504*i{omo sapiens CAC-1 (CAC-1). mR 



BE305242 
BE266315 

H65423 
AA323414 
U40272 
At949359 



429504 
441085 
426991 
408901 



453968 
457465 
426317 
414639 
439975 
444261 
454033 
424837 
427747 
436469 
400130 
422293 
400290 



T93500 
6E267931 
AF067797 
BE548446 
AA52472S 
AW292286 
X99133 
AW136551 
AK001536 
AKflO1330 
AWG00291 
AAB47843 
AW301344 
AA312350 
X67055 
AW328081 
AA2g89S8 
AF107457 
BE276113 
AW411425 
AKQ01455 

X94453 
H18836 



Hs.16098 
Hs.23111 

Hs.17631 

Hs.146109 

Hs.75253 

Hs.143600 

Hs.10026 

Hs.287g2 

Hs.78996 

Hs.176658 

Hs.321579 

Ks.162108 

Hs.255058 

Hs.204238 

Hs.181245 

Hs.214410 

Ks.48855 

Hs.6823 

Hs.62711 

Hs.122908 

Hs.169294 

Hs.76716 

HS.6B17 

Hs.10724 

Hs.37035 

Hs.333034 

Hs.180655 

Ks.5198 

Hs.155560 

Hs.114366 

H&31608 



Hs.t6098xlaudto2 

NM.004461itomo sapiens phenylalanin»4f^ 

tOyL030804:Komo sapiens hypottiefical prot 
Hs.146109:ESTs, Weakly similar to T28937 
NM_004135:Homo sapiens isodtrate dehydr 
Hs.143600:golgi phosphopratan 4 
Nli4J022061:Homo sapiens ribosomal protein 
Hs.2S792:H(nnosapten8GONAaJ11041 fis, 
NMJ002S92:ltam sapiens pntifBraGng eel 
NM-OOIieg-Jtomo sapiens aquapoiin 8{AQP8 
NigL021095:Homo sapiens solute canler (is 
Hs.162108:ESTs 
Hs2SS058£STs 

Hs.204238dipQCdDn 2 (oncogene 24p3) 
Hs.181245:Homosa(HenscDNA FU12532fe 
Hs.214410:Homo sapiens cDNA FU31 573 fis 
Oocuslink}NM.018101:Homo sapiens hypolh 
NiyL018092MKno sapiens neuropHin (NRP) 
Hs.6271 1:Homo sapiens, clone IMAGE:33S12 
NIA.030928:Homo sapiens DNA r^Qcaiton f 
NM_003202:Homo sapiens transcription fac 
NMj[)02217:Hofno sapiens previa (giobut 
MyL033453i1omo sapietts inosine tript^ 
Hs.10724:ntitocliondria! ribosomal protein 
NM_005515:HQmo sapiens homeo box KB9 (HL 
Nlil.003491:Hamo s^ilens AR01 fKundog. N-a 
(locusnnlONhL004217:Komo sapiens serine 
H&5l98:Domi syndnxne crifical regton ge 
N|yU101746M)mo sa^ cabiexin (CANX), 
Hs.114366nvnoline-&c8rbavteto synthe 
(locii^NlUL01763G:Hamoss9]iens tiansi 



3.38 

a37 

3.37 

3.37 

3.37 

3.36 

3.36 

3.36 

3.36 

3.36 

3.36 

3.36 

3.38 

3.34 

3.33 

3.33 

3.33 

3.33 

3.33 

3.33 

3.32 

3,31 

3.31 

3.30 

3.30 

3.30 
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3.29 

3.29 
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3.29 
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3.26 
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3.27 

3.27 

a27 

3l27 

3.27 

3.27 

3JZ7 

3.27 

3.26 

3.26 

3.% 

3.26 

3.28 

3.25 

3.25 

3.24 

3.24 
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3.24 

3.24 

3.23 
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3.23 

3.23 
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3.22 

3.22 

3.22 

3.22 

3.22 

3.21 

3.21 

3.20 
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a20 
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33) 
3.19 

ai9 

3.19 
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419239 AA468183 Hs^98 (lQcuslifik)NM.0331O3:HQmo sapiens rtiopN 118 

42B21S AW9634t9 Hs.155223 Kl^0037141tomo sapiens staniibcdcin 2 ( 118 

42S743 BE396495 HS.15942B NM.138761:Hamo sapiens BCL^assodatedX 3.17 

413313 NM.002047 Hs.233885 fa^(X)2047'i)onu> sapiens giycyMRNAsyn^ 117 

S 422714 AB018335 Hs.119387 NM_0146S8M)mo8apiensKIAA0792 gene pro 117 

408353 BE438838 Hs.44298 mi.015969tHomo sapiens nflochondrial rib 117 

400203 HS.13S0 NiyL00Z794Asno sapiens piotBasani8{pfOSO 116 

412870 N22788 Hs.82407 NM_022059:Homo sapiens chenK)klne(CO(-C 116 

426088 AF038007 Hs.166196 NM.006603i{onio sapiens ATPase. Qass I. 116 

10 416984 H38765 Hs.80706 NM.000903:Komo sapiens NAD(P)H dehydroge 116 

450635 AW403954 Hs^237 NM-016647:Homo sapiens masenchyma) stem 116 

406708 A1282759 AI2B2759:qt84a0lJ(1 NCLCGAP.CoU Homos 116 

452888 AW955454 Hs.30942 NM.004093:Homo sapiens ephJfn«2(EFNB2) 116 

430127 AA219498 Hs.233952 Hs^52:protBasome (prosome. macropabi 116 

15 417308 K60720 Hs.81892 NM.014736:Homo sapiens KIAAOIOI gene pro 115 

408116 AA2S1393 KsJ»9052 NM.0S2842:Hofflo sapiens BCL2-tte 12 (pro 3^15 

402474 115 

419488 AA316241 HsJ0691 NM.006991Komo sapiens mideophosmlnMuc 115 

446595 T57448 Hs.15467 NM_017943:Homo sapiens hypothetical prot 115 

20 444954 AW247076 Hs.12163 KM 003908:Hoino sapiens etdcaryoticlransl 115 

434263 N34895 H3.79187 H$.79187»oxsacida virus and adenovirus 115 

411165 NML000169 Hs.69089 NM.000169atomo sapiens galactosldase, at 115 

430696 AA531276 HS.S9S09 Hsi9509:EST8.Vtoaldy similar to similar 115 

436391 AJ227892 H&146274 Hs.146Z74:ESTs 115 

25 409142 AL136877 Hs.50758 Hs.50758:SMC4stnictiirat maintenance of 114 

445873 AA250970 Hs.25t946 K5.251946:Komo sapiens cDNAFUl 1840 fis 114 

432370 AA308334 Hs.274424 NM.018946:Homo sapiens N-acetyineuramlnl 114 

430514 AA318501 H&241587 NM.021246:Hamo sapiens lymphocyte anSge 114 

417791 AWg65339 Hs.44269 Hs.44269:Komo sapiens CONAFU37972 as. 114 

30 417115 AW952792 Hs.334612 NM_003094:Homo sapiens small nudear rib 113 

411126 NM.001202 Hs.68879 (tocustlnklNM_0012Q2:Homo sapiens bone m 113 

456906 AF117646 Hs.156637 NIiA.012116:Homo sapiens Cas-Br-IUI (murine) 113 

425123 AW205274 HS.1S4695 NKi.000303H)mo sapiens phosphomannomutas 113 

408056 AA312329 Hs.42331 Hs.42331:ephriivM 113 

35 446386 AI032108 Hs.54424 H5^24:hepatDcyte nuclear factor 4. a) 112 

407804 AF228603 H5J9957 NM_016445i1omo sapiens pledetrfn 2 (mou 112 

412723. AA648459 Ks^5951 H&335951%pothet)cal protein AF301 222 112 

407233 X16354 Hs^964 (locusiink)NIIL001712:Homo sapiens catdn 111 

407168 R45175 Hs.117183 Hs.117183:Homo sapiens mRNA;cDNADKFZp5 111 

40 452721 AJ269529 Ks^1871 Hs^01 871 :soiuta carrier tamOy 37 (glyc 111 

426427 M866g9 Hs.16S840 Ks.1G9840:TTK protein Idnase 111 

409162 H25530 Hs^6 Hs^Ssdutacanier family 22 (organ 110 

412612 NIi^00D047 Ks.74131 NI^000047:Honio sapiens aryIsulfataseE( 110 

434861 AA206153 Hs.4209 NNC01&491:Homo sapiens milfichondiial rib 110 

45 407944 R3400a Hs.239727 NM.024422i{omo sapiens desmocolltn 2 (DS 110 

414806 D14694 Hs.77329 (Iocusnnlc)NM.01 4754:Homo sapiens phosph 109 

454464 AW811606 Hs.271819 Ks.271819:mudn 17 109 

415474 NM_014252 Hs.78457 NM_014252:Homo sapiens sohrtscantef fa 3.09 

^. 422616 BE300330 Hs.118725 NM.012248:Homo sapiens selenophosphales 109 

50 421470 R27496 H8.1378 NMLOOSmHomo sapiens annexin A3 (AN)CA3 109 

4195S1 AW562256 Hs.91011 NAi.006408:Komo sapiens anterior gradient 109 

418691 AW752389 Hs.87296 Hs.B7296:Homo sapiens cDNAaJ20269 fis. 108 

422163 AF027208 H3.112360 Hs.112360:promlntn^l(e 1 (mouse) 108 

_ _ 447760 AI431328 Hs.348605 NM.052963:Honio sapiens roltochondridi top 3.08 

55 405506 3-08 

429957 AW204530 H8.99500 Hs.99S00:ESTs 3.08 

410168 AK001376 HS.S9346 KM-018122:Homo sapiens hypothetical prot 108 

422880 AF228704 Hs.193974 Hs.193974:glutalhion6 reductase 108 

442013 AA506476 Hs.376009 H5.376009:Homo sapiens mlWA; cONA DKFZp6 108 

60 431722 AF161S28 H8.268049 (locuSBnk)NtlL016101 :HofflO sapiens hypoth 108 

421506 6E302796 HS.10S097 H&105097:thyiRldIne Idnase 1. soluble 108 

433659 AK001301 Hs.3487 NM.018093:Homo sapiens hypothetical prol 107 

439492 AF086310 Hs.103159 Hs.1 031 59:ESTs. Weakly simOar to T08291 107 

417866 AW067903 Hs.82772 Hs.82772xollagen. type Xl. alpha 1 107 

65 412530 AA766268 H8.266273 (lacuslnigNMj024918:Homo sapiens chromo 3.07 

412869 AA290712 Ks.82407 H&82407»hemoldne (OX^ motiO ligand 106 

453132 AW951952 Hs.293724 Hs.293724:Homo sapiens cONAaJ12683 fis 106 

424971 AA479005 Hs.154036 NK^003311i1omo sapiens tumor suppressing 106 

427557 NM-002e59 Hs.179857 NM_002659:Homo sapiens plasminogen acOv 105 

70 439273 AW139099 Hs.367692 Ks^92iiomo sapiens CDNAPU2566B fis IQS 

431945 AW000827 Hs.11%2 NM.030766iHomo sapiens apoptosis regulat 105 

435703 AW630133 Hs^13 Ooc(tiQnk)NlyL020192:HomD sapiens GK003 105 

407289 AA1351S9 Hs.203349 HsJ«»349Mmo sapiens CONAFU12149 lis 104 

403739 104 

75 444664 N26362 Ks.11615 NM.01G086:Homo sapiens map Idnase phosph 104 

409152 AA17658S Hs.194346 Hs.l94346:SpIr-2pr(^ 104 

409093 BE243834 Hs.50441 NM.0l5938:Kamo sapiens CGl^ protein (L 104 

406545 103 

450553 AW8S0613 Hs.8715 Hs.87l5:hypoMcai protein MGC3232 103 

80 418867 D31771 Hs.89404 NM.002449-i{omos£«)IensmshhomQobQxhoni 103 

422976 AU076657 Hs.1600 Hs.1600xhaperonincontdbdngTCP1.6ubu 103 

434523 AA703709 Hs.23410 Oocus8ni(}NM.016S39:HQmo sapiens sirtd 103 

440088 BE559877 Hs.183232 NM.024839cHGmo sapiens hypolheOcalprol 102 
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414907 X90725 
407103 AA424861 



Hs.77597 
H5^5G301 
Hs^SB 
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434203 BE262677 
422283 AW411307 H8.114311 
412133 U83460 Hs.104557 
450334 AR)35959 
417975 AA641836 
420162 BE37a432 
436561 BE5G0135 
426031 AA295251 
417678 X06560 
417386 ALJ037228 
429983 W92620 
417526 AA568906 , 
414732 AW410976 Hs.77152 
409614 BE297412 Hs.55189 
439053 BE244568 
411096 U80034 
433312 AI241331 
420767 AF072711 
429523 AK000788 
423242 AL039402 
420552 AK000492 
413380 AJ904232 
421533 N71826 
439352 BE614347 
428023 AL038843 
431193 AW749505 Hs^96770 
457211 AW972565 Hs.32399 
410467 AF102546 Hs.63931 
422066 AW249275 Hs.343521 
418526 BE019020 Hs.85838 
453012 T95804 Hs.31334 
412939 AW411491 Hs.75069 
413813 M96955 Hs,75561 
418362 AL031714 
431350 AI192528 
417911 AA333387 
413597 AW302B85 Hs.117183 
409956 AW103364 Hs.727 
445462 AA378776 Hs.288649 
418245 AA088767 Hs.83883 
408194 AA601038 Hs.191797 
421959 AW751497 Hs.98370 
459306 AW578452 
425209 AL049761 Hs.155140 
439659 AW970780 Hs.59483 



Hs^4879 

Hs.30085 

Hs^577 

H5^232 

Ks.166066 

Hs^2396 

Hs^01957 

HS260855 

Hs.82240 



HS.64S6 

Hs.68583 

Hs.131765 

Ks.99918 

Hs.205280 

Hs.125783 

Hs.98806 

Hs.75323 

Hs.105465 

Hs.169615 

Hs^74530 



K5.84285 

Hs.164537 

Hs.82916 



408683 R58665 Hs.46847 

432843 BE2S0865 Hs.279529 

406684 X16354 Hs.50964 

410006 AWra2308 Hs.57783 

44^ AA292998 Hs.163900 

425003 AF119046 

449437 A)702038 

427779 AAS06997 

446636 AF279265 

414549 BE393069 

410817 AI262789 

419378 R24922 

428376 AF119665 

414416 AW409985 Hs.76084 
434094 AA30S599 Ks.238205 
409012 AL1 17435 
429048 AI372949 
42637B U600g 
422397 AJ223366 
426715 AB037855 
429539 AK001839 
443715 At583187 
453082 H1883S 
433888 BE176078 Hs^0819 
424534 087682 Hs.150275 
422558 NMLQQ6420 Hs.1 18249 
407777 AA161071 Hs.71465 
429626 U36767 Ha^11571 
413374 tlM_001034 Hs.75319 
442159 AW163390 Hs.278554 
400133 Ks.184693 
419381 A6023420 Hs.900g3 
438827 H72187 Hs356668 
428108 AAfi22037 H&166468 
436278 BE33S2g0 Hsj5097 
425397 J040fi8 HS.1S6346 



Hs,154149 

Hs.100057 

Hs.180780 

Hs^76 

Hs.183506 

Hs.93659 

Hs.90078 

H8.184011 



Hs.49725 

Hs.44241 

Hs.169800 

Hs.1 16051 

Hs.171917 

Hs.206501 

Ks.9700 

H&316Q8 



NM 0Q0998:Homo safxens nbosoma) protein 
Hs.256301:hypoihetlcal protein MGC13170 
NIUL018509:Homo sap!sn$ hypothetica) prot 
NI\l.C03504:Homo sapiens C0C45 ceH divisi 
NM.00185g:Homo sapiens sotute earner fa 
Hs.24879:pttf)sphatidic acid phosphatase t 
NM 02461 6:Homo sapiens hypothelical prot 
NML052984:Homo sapiens cycTtiwlepcndenl 
NML014165:Honio sapiens HSPC125 protein ( 
(locuslink)NM.006697:Homo sapiens cispia 
(locusRnk)NM-002534:Honio sapiens 2.5- 
N»^018144:Honw sapiens Sec61 aipha fomi 
([ocuslinl()Nh4.145175:Hoino sapiens NSE1 ( 
Hs.82240:syntadn3A 

Hs.77152:MCM7 minlchrOTiosome maintenance 
NM_016489:Homo sapens fi'-nudeoUdase, 
Hs.6456xhaperonin containing TCP1, subu 
NlbLOOS932:Homo saptens milDChondrial int 
Hs.13176S£STs, Moderately similar to 13 
Hs.9991 8:cart)oxyl ester Kpase {bHe sal 
Hs.205280;HonK> sapiens cDNA FU20781 fis 
Hs.125783xhromosonie 1 open reading tram 
Hs.98806-J)ypotheilcat protein FU20485 
Hs.75323:pfohiUifln 

NNL003095:Homo sapiens smali nuclear rib 
NMJ)230B0:Homo sapiens hypothetical prot 
Hs.374530:Homo sapiens cDNA: FU23602 fi 
Hs.296770:KIAA1719 protein 
(bcuslink)NM-145240:Homo sapiens simlia 
NM-080759:Homo sapiens dachshund homolog 
Hs.343521 malate dehydrogenase 2, NAD (m 
m 004207:Homo sajiiens soJute earner la 
NMj012469;HQnu) sapiens dtnmosome 20 ope 
Ks.75069:senne hydroxymethyliransfisrase 
t4iy^00321 2:Homo sapiens teratocarcinomEKJ 
NM_003345:Homo sapiens uttquHiivcOf^uga 
Hs.164537£STs 

H5.82916:chaperoi)in oontdiiing TCP1, siib 
Hs.117183:Homo sapiens niRNA; cONA OKFZpS 
NM.002192:Homo sapiens inhibin, beta A ( 
(locusllnl<)NMJ)24051:Homo sapiens hypoth 
NW_0201 82:Homo sapiens transmembrane, pr 
Hs.191797:ESTs 

Nl^ 030622:Homo sapiens cytochrome P450, 
AW578452:RC1-CT0252-03010O4)23-b07 CT025 
NM^001895:Homo sapiens easeln Idnase 2. 
Hs.59483;leucin&TOh repeat-«>ntaining 
NM.016614:Homosa;riensTRAF and TNFrece 
NHL01 3237:HomD sapiens px194il(e protein 
(locus0nlt)NM_001712:Honw sapiens cardn 
rftt003751:Homo sapiens eulcaryotic Iransl 
Vte.163900:ESTs. Highly similar to winged 
t4VL014481:Homo sapiens APEX nudsase (ap 
Hs.l00057:senne/threonine Idnase 35 
NHL021 238:Homo sapiens TERA protein {TER 
N1UL02291 1 ;Homo sapiens solute canter fii 
NM.024841:Honu) sapiens hypothetical prot 
(locusnnit)NlUL004911:HofflO sapiens prolei 
Hs^Bu^ucleoiidwtjgarlrfflisportersi 
Hs,18401 1.-pyrophosphatase fmofganlc) 
OocusnnK)NM_032737:Hon» sapiens hypOlh 
Hs.238205:hypoihelicai protein PRO2013 
Hs>49725:DKFZP434i216 protein 
Hs.44241:Homo sapiens cDNA: FU2144r (is 
Ks.169600:KIAA0826 protein 
(loaKlinl^NM_138768:Homo sapiens myetom 
Hs.171917diypothetica! protein FU11085 
(iocusiink)NM_020467:Homo sapiens hypoth 
NIil.001238:Homo sapiens cydin £1 (CC^EI) 
(toc(fi&nk)MMJ)17636.Homo sajiiens (ranst 
Hs.30819:hypothefical protein C40 
Hs.150275:KIAA0241 protein 
Hs.1 18249*.AOP'(Xx}sylaI!on factor guaiiin 
Hs71465squa]ene epoxidsse 
NM_C0S333:Homo sapiens holocytochrome c 
NNL001034:Homo sapiens ribonucleotide re 
NKL007276:Horoo sapiens chromobox homolog 
NM_00564aJ4onio sapiens transcrfpBon elo 
Hs.90093:heat shodc 7QkD proton 4 
(loa^nIc)NI^005274:Hbmo sajdens guanin 
NM.004708i1omo sapiens programmed odl d 
H&5097:^n2ptogyrin 2 
NMj0O1O67:Homosap{ens topdsomeiase (DN 



3.02 
3.02 
3.02 
3.02 
3.02 
3.02 
3.02 
3.01 
3.01 
3.01 
3.01 
3.00 

aoo 

3.00 
3.00 
3.00 

aoo 

2.99 
2.99 
2.99 
2.99 
Z99 
Z99 
2.99 
2.99 
Z98 
Z98 
2.98 
Z98 
Z97 
Z97 
Z97 
Z97 

Z97 

Z97 

Z97 

Z96 

Z96 

Z96 

Z96 

Z96 

Z96 

Z96 

Z96 

Z96 

Z96 

Z95 

Z9S 

zgs 

Z95 

Z84 

194 

Z94 

Z94 

2.94 

Z94 

Z93 

Z93 

Z93 

Zd3 

Z93 

Z93 

Z93 

Z93 

Z92 

Z92 

Z92 

Z92 

Z92 

Z92 

Z92 

Z92 

zg2 

Z92 
Z92 
Z92 
Z92 
Z91 
Z31 
Z91 
Z91 
Z91 
Z91 
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433487< 
416933 
430287 
434026 
447698 
411263 
432754 
437016 
446228 
420421 
428385 
414420 
457284 
401405 
453111 
400247 
421910 
413610 
413588 
418661 
427490 
417634 
43S0S9 
425811 
446849 
412974 
413179 
407770 
408847 
448250 
428810 
427S0S 
418443 
447343 
409262 
443323 
450378 
411761 
415691 
417715 
452099 
436138 
432858 
434457 
444237 
456362 
411393 
424270 
414396 
426120 
448663 
443802 
44S663 
434808 
440334 
449057 
432680 
446421 
427239 
425649 
429633 
435777 
424441 
407833 
415083 
421462 
443572 
443180 
413753 
453026 
425047 
432593 
410197 
413095 
417677 
425263 
437430 
428289 
407137 
400750 
426788 
432633 
432816 



U31814 

BE561850 

AW182459 

R15486 

AI420156 

BE297802 

BE241691 

AU076916 

NM_016046 

AF281133 

AF112213 

AA043424 

AF102850 

AB014598 

N1^014588 

AL1 17554 

AA971014 

NM.001949 

Z95152 

W27202 

AC004770 

AL039104 

AU076617 

R18978 



AW607831 

AW290997 

NM-016034 

AF068236 

AA361S62 

NM.005239 

AA256641 

AK000631 

BE560621 

AW249181 

AI733848 

AW96397g 

AW959587 

BE612992 

H53323 

BH618609 

AF141332 

AA336878 

AW973003 

AW797437 

AKD01818 



AA325243 

BE614599 

AW504924 

R12234 

AF1S5108 

8E276112 

AB037784 

T47364 

BE297434 

BE270447 

U30930 

AI916662 

AW419202 

X14850 

AW955632 

AI632883 

AF016495 

AA025610 

R15875 

U17760 

AB006532 

U34038 

AW301003 

NM_005518 

AA49435S 

NM.016055 

NNL001197 

W44871 

M28301 

T97307 



Hs.3352 

Ks.80506 

Hs.125759 

Hs.285218 

Hs^6733 

Hs.69360 

Hs.3100 

HS.S398 

Hs,14415 

Hs.343589 

Hs.184062 

Hs.76<»5 

Hs.227933 

Hs.31720 

HS.3S6473 

Hs.109437 

Hs.119908 

Hs.75432 

Hs.1189 

Hs.178G95 

Hs.82327 

Hs.4755 

Hs.159557 

Hs.16251 

Hs.75105 

H8.75227 

Hs.38736 

Hs.190153 

Hs,20776 

H8.193788 

Hs.178761 

Hs.85146 

Hs^g4 

Hs.52256 

Hs.9222 

H3.154796 

Ks.71935 

Hs.24723 

Hs.66386 

Hs.27931 

Ha.25717 

Hs^91 

Hs.200333 

Hs.9842 

Hs.179909 

Hs.69771 

Hs.144407 

K5.76057 

Ks.166887 

Hs^6501 

Hs.9805 

Hs.13386 

HS.2561S0 

Hs,7165 

Hs^l 

Hs.27e613 

Hs.16071 

H$.356512 

Hs.158540 

Hs.211577 

Ks.286192 

Hs.147097 



Hs^179 

Hs.104624 

Hs.g605 

Hs.258576 

Hs,75517 

Hs^1442 

Hs.164299 

Hs^1483 

Ks.59889 

H5^715 

H$.82389 

Hs.155419 

Hs.124 

H5i253 



NH.001527iiomo saplsns histoie deaoetyta 
NH.003090:Homo saptens smaQ nudear rib 
Hs.125759Aely Ofthdog of mouse RtNG 
(loctisBnk)NM.021213:Homo saptens phosph 
NM.052858:Hoino sapiens s^mOar to RIKEN 
NM.006845:Homo saptens Unesbvfike 6 (m 
Hs^lOQitysyMRNA synthetase 
Hs.53S8;guankie monptosphatd synthetase 
NM.016046:Homo sapiens exosonal core pre 
Hs.343589»xosome component Rrp41 
Hs.184062xhromosom9 20 open leading fra 
NM.Q52815:Homo saptens tmmedlata eariy r 
NM.01 3338;Homo sc^ns Alg5w S. cerevlsl 

KM.0147S9:Homo sapiens hephaesfin (HEPH) 
NH.006713:Horao saptens aetivaled RNA pol 
KM.014586:HomD sajdens homxmaOy upcegu 
NM.015934:Homo saptens nuctedar pn^n 
NH.000884i{omo s^ns tMP (inosine mono 
NM.001949:Homo saptens E2F transcripSon 
NMJ102754:Honio saptens mitogen-adivated 
NM-000178;Hoffio ssftons gtulathtene synth 
NA^Q041 1 1:Homo saptens flap stnicbvMp 
NA^002266:Komo saptens karyopherui alpha 
(k)CiisM}NMJ)16207:Komo saptens deava 
NlkU)06579:Honio sapiens emopanti blndng 
NM.005002:Honto saptens NAOH dehydrogenas 
NM.014343:Homo saptens daudin 15 (CLDN1 
Hs.1 901 53:Homo saptens cDNA RJ33988 6s 
(locusEnli}NM.016034:Homo saptens mitodi 
NM.000625:Honio saptens nitric odde synt 
Hs,17876Vi6S proteasomo-assodaifid pad1 
Hs.e5146nr-ets eiythrotiiastosis vims E2 
Ks^6894:ESTs, HlgMy similar to S02392 
Hs.52256:hypotheticaI protein aJ20624 
Ks.9222:estrogen receptor tiindlng site a 
Hs.154796:Homo saptens cONA FU37976 tte 
NM.021220:Homo saptens zinc finger prote 
Hs.24723:EST8 
IHs.86366:ESTs 

H5.27931:hypothetical protein RJ10607 s 
Hs^17:Homo sapiens cONA: fU23454 fls 
Hs.279591:Homo saptens. Similar to RNA p 
NM.0t8690:Komo saptens apd^tPt d n B4 
Hs.9842:ESTs 

(loGuSlinklNM.024831 iHomo saptens nuctea 
NM.001710:Homo saptens B4ador, properd 
NM„018283:Hamo saptens hypothetical prot 
(locusfin1()NH.0Q04Q3M)(no safteis galad 
Hs.166887xop!nel 

(tocuslink]NM_032335:Homo saptens hypofh 
Hs.9805:expOf1In 5 

Hs.13396i1omo saptens done 25028 mRMA 8 
Hs.256150:NY-REN41 antigen 
NH.003904:Homo saf^ens zinc finger prote 
Hs.2294VJ<lAA1363 pidein 
(iocus!ini()NM.00S532:l^ saptens Interf 
Hs.1S071»haperon{n containing TCP1, sub 
Hs.356512£ST8. Weakty similar to UBCAJV 
(Iocusllnl()NIUL003360:Homo saptens UOP g1 
(locuslink)NA4.004966:Homo saptens Idnect 
NM.032192:Homo sapiens protein phosphata 
H$.147037-^ hbtone famly. meirter X 
Ks.66666xtirDmosome 7 open reading frame 
Hs^179:Homo sapiens cDNA aJ12933 Gs, 
NM.020980:Homo saptens aquaporin 9 (AQP9 
Hs.9605»Ieavage and poIyadenylaSon spe 
NKt012129'itemosa;^ns daudin 12(aON1 
NK4.000228:Homo saptens laminin. beta 3 ( 
NMJ)04260:Homo 6^)tens RecQ prol^n4lQ9 
NMJX)S242:Homo sapiens coagutefion facto 
Hs.51483:Homo sapiens. Similar to RIKEN 
Oocusitnk)NMJ)06518:Homo saptens 3^ydr 
Hs.3071 Srpotassium voDagfrflated channel 
NM.01 6055:Homo saptens mitochoRdrial rib 
NM.001197:Homo saptens BCL24dsfacting 
NM.014628teio saptem gene predidBd Ir 
Hs.22539oniptement component 2 



AF082283 Hs.ig3516 
AI796390 Ks^10667 
N38913 Hs^1575 



NM_003921:Homo saptem MI CUilympho 

Hs.210667:EST8 

Hs^1575:EST8 
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410045 


AABQ6930 


Hs^189 


454144 


BE28047& 


HS.182G95 


430387 


AW3728a4 


Hs.240770 


434583 


AA095761 


Ks.349092 


431512 


BE270734 


Hs.2795 


428093 


AW594506 


Hs.104830 


416047 


BE439894 


45.78991 


447495 


AW401864 


Hs.18720 


452199 


BE25S643 


Hs.110695 


425998 


AU076629 


Hs.165950 


445921 


AW01S211 


Hs.153799 


422609 


AK001379 


Hs.121028 


417869 


eE076254 


Hs.82793 


436127 


W94824 


Hs.11565 


41B731 


A126466a 


Hs.1197 


432840 


AK001403 


Hs^9521 


428028 


U52112 


Hs.182018 


441181 


AA416925 


Hs.374811 


409463 


AI45816S 


Hs.17296 


450010 


AW293801 


Ks.255052 


418960 


NNiL004494 Hs.89525 


401179 






4192S2 


AW138434 


Hs.129805 


434750 


BB»19254 


H&4112 


412948 


BE243313 


HsJ346S1 
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400529 

436414 BE264633 Hs.143638 
435291 BE56B452 Hs^037 
427963 A!042582 Hs.181271 
426459 AF151812 Hs.169992 
413880 AI660842 Hs.1 10915 
442468 N77737 H8.8349 
413476 U25849 Hs.75393 
413278 BE563085 Hs.833 
430120 AW675298 Hs.233594 
452875 BE275760 
417164 AA338283 
407811 AW1909a2 Hs.40098 
409636 AA3057^ Hs.18272 
447619 AI174800 
434845 BE267057 
414862 BE621310 
443639 BE269042 
414045 NkC002951 Hs.75722 
430512 AF182294 Hs.241578 
432536 AA340864 Hs.278562 
414697 BE266134 Hs.76927 
420665 AW469240 Ks^1581 
428474 AB023182 Hs.184523 
448093 AW977382 Hs.15898 
443343 BE409809 Hs^OIOOS 
418313 6E244231 
424154 AF026004 
45G950 AF111170 
43^ AA552690 
423271 W47225 



Ks.81361 



K5.19054 
Hs.325321 
Hs.923 
Hs.9661 



KS34038 
Hs.141660 
Hs^0816S 
Hs.152423 

_ Hs.126256 
410595 AW82^ Hs.64794 
448140 AF146761 Hs.2045O 
457757 AA434109 Hs.12271 
420188 NM_015925 Hs,95697 
410094 BE147897 H3.58593 
403817 

459125 AA811363 Hs.29464 
432705 AIB79473 Hs,157123 
446658 AI440137 Hs,164989 
419485 AA489023 Ks.95807 
432886 BE159028 Hs^704 
428438 NM.001955 Hs^l 
414767 BE541381 Hs.178705 
406830 AI829848 H5J42389 
432320 AW411066 Hs^74351 
430450 R235S3 Hs.241489 
433808 NM_014062 Hs.3566 
431890 X17033 Hs^1986 
433369 Z492S4 Hs^54 
446946 Ai878932 Hs^17 
432204 AI916132 Hs,121593 
424438 AA340724 Hs.271912 
433862 D86S60 VteJ810 
417080 BE392846 Hs.1063 
428242 H55709 
416188 BE157260 Ks.79070 
436014 AF281134 Hs^41 



H5.58ie9:eukaiyotic translation imfiati 
NM.024026:Komo saptens mitochondrial rib 
Hs.2407703iucle3f cap binding protein su 
Hs.349092:ESTs. Weakly similar to A42442 
Hs.279S:lactate deliydrogenase A 
Hs.104830:ESTs 

NM Q12080:Homo sapiens DNA segment nume 
NML004208:Homo sapiens progranwned ceH d 
Hs.110595:hypotl;eecal pmtein MGC3133 
Nl^00201 1:Homo sapiens fibroblast growth 
Hs.153799:Homo sa^tervs cDNA FU38333 lis 
NM.018136:Homo sapiens hypotheBca! prol 
Hs.82793:prot88SQme (pFOScme. macropain) 
NM 080748:Homo sapiens chromosome 20 ope 
N(>C0021 57:Homo sapiens heat shock lOkO p 
Hs^7g521:hypofhelical protein FU20530 
Hs.1B2018.-WeiteuMn-l receptor-assoda 
H8.374811:Homo sapiens, similar to 4-1BB 
NM.023930:Homo sapiens hypothefical prol 
Hs^5052:ESTs 

(locuslink)NM-004494:Homo sapiens hepato 

Hs.129B05:ESTs 
Hs.4112tomp!sx1 
H8.334851ilM and SH3 protein 1 

NiyL033661:Homo8aplens WD repeat domain 
0ocusHr40NM_003981:Homo sapiens protei 
NWL016057:Homo sapJens CGH20 protein ( 
NWL015966:Homo sapiens seraiogicallydef 
NNL021258:Homo sapiens inteileuWn 22 re 
NiyL138333:Homo sapiens apobec-1 compleme 
NM.004300:Homo sapiens add jihosphatase 
Hs.833:lnterferoivsflmuiated protein, 15 
pocuslnk)NM»018396:Homo sapiens putafi 
NM_006114:HomosapJenstranslocaseofou 
H&81361.iietBrogeneou8 nuclear ribonucte 
K5.40Q98»yste!neknatsuperfamlly 1, BM 
(locusnnk)NM_030674:Homo saptens solute 
(loouslink)NM«018530:Homo sapiens lufpolh 
Hs.325321 :WD repeat domain 18 
Hs.923sinslfr«lranded DMA famdlno prote 
Hs.9661 :proteasome (prosoroe. macropain) 
NH-002951:Homo sapiens rtbopharfn 11 (RP 
NM_016200:Homo sapiens U6 snRNA^ssodal 
N^AJ^01307:Homo sapiens daudin 7 (CIJDN7) 
Hs.76927*aB!ocas8 of outer mllochondr 
Hs.371581:ESTs 

Hs.184523'5erine/threonine kinase 38 Rk 
Hs.15898:2,4<fienoyl CoA redudase 2, pe 
Hs.301005:histone H2A.F(Z variant 
NM_015937:Horoo saptens CGMB proteto (L 
NM_004366'.Homo sapiens chteride channd 
H5206165:ESTs. KigWy simaartounknow 
H5.152423:HomD sapiens cDNA: aJ21274fi 
NtiL000576:Homo saptens Interieukin 1. be 
NM-006978:Homo saptens zhc tinger prate 
NM«020125:Homo sapiens B lymphncyte adi 
NiyL012162:Homo sapiens F-box and teudne 
Hs.956971ivcr-spedfic bHLH-Zlp transcr 
NMjD04128:HQmo saptens general transcrip 

Hs.29464:HomosapfenscDNA:FU23460fc 
Hs.157123:ESTs 

NM_138492:Homo saptens hypotheflcd prol 
H559807:Homo saptens mRNA; cDNA DKFZp31 
Hs.279704:chrotnaSn acoessMQy Gompte 
NMJ001955:Homo saptens endothe&n 1 (EDN 
|^0335l5:Homo sapiens MacGAP protein (M 
Hs.342389:peplidy1prolyi Isomarase A (cy 
Nl016032:Horao saptens zinc finger, DHHC 
{IocusIinkJNM_015913:HonK> saptens hypoth 
HsJ566:ART-4protdn 
NM_002203:Homo S3()tens tntegrin. alpha 2 
NM_021134:Homo saptens mitDchcndrial nb 
NWL003286:Homo sajnens lopoisomerase (ON 
Hs.121593:Homo saptens cONA aJ13123 fis 
Hs.271912itomo saptens d)MA FU38e90 lis 
N(i/L014873atemo saptens KIAA0205 gene pro 
H3.10633mali nuctear rtwnudeoproteln 
Hs.2250ieukemia inhibitory factor (chd 
NM_002467-><omo sapiens »^lvc myetocytoma 
NAy)2015a:Homo safitens exoGQRiDCOinpQflent 

185 
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419489 


AW411280 


Hs^0693 


NMJ)13400-iiomo sapiens repDc^ m 


2.75 


407971 


A1489117 


Hs.62918 


HS.62918.-COC91 eel (fivisibn cyds 91<e 


Z75 


432403 


AA550815 


H&1 24840 


OocusQnk)NM.138456:Homo sapiens hypotfi 


275 


410775 


AB014460 


Hs.66196 


NM.002528ifoiiu saitens nth endonudease 


275 


444197 


BE266947 


HS.10S90 


NM.018883:Homo s^tens zinc {tnger piota 


275 


447250 


A1878909 


Ks.17683 


NM»002707:Homo sapiens pretein phosphata 


275 


406808 


AW088535 


Hs.350108 


Hs.3501083ibosomSt protein, {aigo, PO 


275 


411580 


AtJ08OO88 


Hs.70877 


NM.015421MMnosai)ieRS DKFZP564K20G2 pre 


275 


433862 


VVD7162 


Hs. 150826 


NM_020387i^omo sapiens RAB25, member RAS 


274 


426235 


AI631964 


Ks.34447 


H&34447:HanK> sapiens cONA FU38512 lis. 


274 


413186 


AU077141 


Hs.374548 


HsJ74548so!iita carrier fsndly 16 (mono 


274 


419713 


AW968058 


H$.92381 


NM.019094:HonK) sapiens nudbc (nudeosUo 


274 


410174 


AA306007 


Hs.59481 


Ks.59461 :OKFZP434C245 piotebi 


274 


430720 


U85768 


Hs^47838 


NNL002991:Honio sapiens snoO tndudUe c 


274 


429345 


R11141 


Hs.199695 


Hs.199695:hypothe6ca) protein MAC30 


274 


452767 


AW014195 


Hs.61472 


Hs.61472:Homo sapiens, done IMA<^1841 


274 


414561 


A1064813 


H8.195155 


Hs.19S155:80tute carrier famOy 38, memb 


273 


423198 


M81833 


Hs.1634 


Hs.1 634xeQ division cyde 25A 


273 


421038 


A1060192 


Hs.101282 


Hs.101282:Homo sapiens mRNA; cONA DKFZp4 


273 


444706 


AKD00398 . 


Hs.11747 


(locusrmk)Nh^017798:Homo sa)^ chromo 


273 


423908 


AJ008422 


HS.13S183 


NM_006869:Hoino sapiens centiaurin. adpha 


273 


433412 


AV653729 


Ks.8185 


NM_021 199:Homo sapiens sulfide ddiydroga 


273 


43B485 


W57578 


Hs.378718 


Hs.37S718:Homo sapiens cONA FLJ33433fis 


273 


452461 


K78223 


Hs.108106 


Hs.108106:ut)iquiiin^, containing PHD 


273 


407699 


AA825974 


H3.32646 


NM_024622:Komo sapiens hypothetical prot 


273 


412258 


AA376768 


Hs.96125 


(Iocusltnk)NM_025151:ita) sapiens Rab co 


273 


450256 


AA286887 


Hs.24724 


Hs.24724:Homo sapiens cONA RJ39185 fis. 


272 


443905 


A1215948 


Hs.143969 


Hs.143969:EST8 


2.72 


413274 


NK4_004893 Hs.75258 


NM.004893:Homo sapiens H2A histone (amD 


272 


408885 


C02741 


Hs.48712 


NM-017948:Homo sapiens hypothetic^ prot 


272 


424665 


W21223 


Hs.151734 


Ks.1 51734:nudear transport factor 2 


272 


424692 


AA429834 


Hs.151791 


NM_014679:Homo sapiens K1AA0092 gene pro 


272 


413762 


AW411479 


Hs.848 


N^1.002014:Homo sapiens FK506 binding pro 


272 


418054 


NM02318 Hs.83354 


NhL00231 8:KQnio sapiens lysyt oxIdas&A 


272 


4S0164 


AI239923 


Hs.63931 


NMj080759cHon» sapiens dachshund homdog 


271 


412115 


AKD01763 


Hs.73239 


Hs.73239;hypotheGcd protein RJ10901 


271 


450897 


W16741 


Hs^1629 


NM.014017:Homo sapiens HSPO003 pretdn ( 


271 


447349 


AI375546 




BE743847:601577765F1 NlhL*AGC_9Homosapi 


271 


445413 


AA151342 


Hs,12677 


(locusilnl4NM.016077:Homo salens CGI-14 


271 


448826 


AISB02S2 


Ks^55566 


H8.2S5S65Mmi0 sapiens cONA FU33892 lis 


271 


408671 


AA129547 


Hs^65754 


Nlil.000245:Homo sapiens met proto-oncogen 


271 


433604 


NM.013442 Hs.3439 


H5.3439stomatin (EPB72Hite 2 


271 


441020 


W79283 


Hs.35962 


Hs^5962:Komo sapiens mRNA; cONA 0KFZp68 


270 


458933 


AI638429 


H$^4763 


NM_002882:Homo sapiens RAN binding prots 


270 


423787 


AJ295745 


Hs.236204 


Hs.238204uiudear pore ooRiplex protein 


270 


430462 


A1584156 


Hs.105640 


Hs.10S640:hypotheticai protein BC007772 


270 


439656 


AW138241 


Hs.160602 


Hs.160602:Homo saf^ens cONA FLJ36008 lis 


270 


425236 


AW067600 


Hs.1 55223 


NM-003714*>iomo sapiens stanniocalctn 2 ( 


270 


420085 


Ar74ig09 


Hs.44680 


K3.44680:hypothsticat protdn FU20979 


270 


448296 


BE622756 


Hs,10949 


Ks.10949:Homo sapiens cDNA FUt4162 Us, 


270 


430200 


BE613337 


Hs.234898 


Hs.234896:geminh 


270 


424308 


AW975531 


H3.154M3 


Hs.154443:MCM4 mintdnomosonne midntenanc 


270 


423453 


AW460737 


Hs.128791 


NM»015939:i^omo sapiens CGI-09 protein (L 


270 


421344 


AW831030 


Hs.103665 


(locus8nk}NM.015873:Homo sapiens vmin 


270 


446607 


A1691065 


Hs.155780 


Hs.l55780:ESTs 


270 


418558 


AW082266 


Hs.86131 


ite^6131i^as (TNFRSF6}-8ssoclated viade 


270 


443835 


AR)16371 


Hs.9880 


NM_006347:Homo sapiens peptidyt prolyl i 


270 


413794 


AF234532 


Hs.61638 


NhL012334iiomo sapiens myosin X (MYOIO), 


270 


451481 


AA300228 


Hs^5666 


(locu8l}nk]NSU)30974:Homo sapiens hypoth 


270 


456820 


eE552151 


Ks.108118 


Hs.108118:hypolhsfic3l protdn FLJ22474 


270 


425905 


AB032959 


HS.3185&4 


NM_032173cHomo sapiens hypotheScal prot 


269 


40808S 


H59789 


Hs.42644 


Hs.42644dhloredoxiivit)(e2 


269 


431201 


AAfi7&405 


Hs.8854 


H&8854:Pvt1 oncogene homolog, MYC adiv 
Hs.146170:hypothetical protdn FU22969 


269 


437897 


AA770561 


Hs.146170 


. 269 


441703 


AW390054 


Hs.192843 


NM.022145:Homo sapiens leudne zipper pr 


269 


433916 


AW732839 


• HsJ631 


NM.001551i{omo sapiens Immunoglobulin (C 


269 


422516 


eE256862 


H8.117950 


NtON)6452i1oniD sapiens phosphoritnsytami 


269 


416084 


L16991 


Hs.79006 


NMjOI 21 45!Honio saptens deoiQfOiyiddylatB 


269 


427464 


BE282956 


Hs.178292 


Hs.178292:protaln O-tbcosytiransferase 1 


269 


453676 


AW021748 


Ks.1 10406 


Hs.110406fSTs 


269 


424373 


AJ1337g8 


Hs.146219 


NM_0144273iomo sapiens copine VII (CPNE7 


269 


411619 


Ai418609 


Hs.71040 


NMJ)17816:Homo sapiens hypolhetical prot 


269 


413004 


T3S901 


Hs.75117 


Hs.751 17]]ntBrieUUn enhancer liindlng fa 


269 


420062 


AW411096 


Hs^785 


OocusQnl()NM.021809:iHomo sapiens TGFB4 


269 


446077 


BE251048 


H5,22579 


Hs^579:Homo sapiens done COABP0036 mR 


268 


446269 


AW2S31S5 


H$.14559 


NM.018131:Hofno sapiens hypothetlcst prat 


268 


428728 


NH.01662S Hs.191381 


H8.19138iaiypothetfa»l protdn IDC61319 


268 


400263 




Hs.75309 


NMJD01961:Homo sapiens eulcaryotic tiansl 


268 


421933 


R98881 


Hs.109655 


NM.006746:Homo sapiens sex oomb on Rtidle 


268 


417750 


At267720 


Ks.260523 


Hs.260S233ieuiobia5toma RAS vird (v-rss 


268 


429671 


BE379335 


Hs^115S4 


Hs.2115949roteasonie (pcosome; macropdn 


268 


421720 


AF155096 


Hs.107213 


Hs.107213Ainnln binding prddn 3 


268 


425601 


AW629485 


Hs.140720 


NM.012083-itomo sapiens fraqusnSy leana 


268 
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Hs.134726 
Hs.194101 



42S274 8E281191 Hs.155462 
433159 AB035898 Ks.150587 
406673 M34996 Hs.198253 
428205 AB020643 Hs.183006 
5 429344 R9403B Hs.374654 
• 427719 A1393122 
408113 T82427 
457313 AF047002 Hs.241520 
413142 M81740 Hs.75212 

10 414998 NM_002543 Hs.77729 
432391 AI732374 Hs^9827 
446342 BE298665 Hs.14fi46 
447913 AW438602 Hs.191179 
41873B AW388633 HS.66B2 

15 439586 AA922936 Hs.1 10039 
427477 AW973119 Hs.178391 
421839 BE25877a K&10a809 
400448 

418416 U11700 Hs.84999 
20 445304 BE613206 Hs.279607 
417601 NM-014735 Hs.82292 
444700 NML003645 Hs.11729 
431021 A!86g664 Hs^51863 
453157 W=077036 Hs^1989 
25 453454 AW052006 Hs^74973 
422599 BE387202 HS.11863B 
456248 AU»35786 HsJ2425 
427691 AW194426 Hs^0726 
419705 AW368634 Hs.164331 
30 421254 AK001724 Hs.10295O 
422719 BE017985 H5.102558 
446356 AI816736 Hs.148g6 
432435 6E218886 Hs^2070 
433020 AI375726 Hs^7152 
35 436106 AI050715 HsJi331 
431127 U66618 Hsi50581 
425568 AW963118 Hs.161784 
430508 At01543S H8.104637 
414751 AU077228 Hs,772S6 
40 412738 N34731 Hs.74562 
409893 AW2470gO Hs.57101 
421743 T3595B H8.10rei4 
428072 BE258602 Hs.182386 
417957 H53497 Hs.83006 
45 409119 AA531133 Hs,4253 
447200 6ES43146 Hs^1434 
409214 AW40S967 Hs.333388 
414883 AA926g60 Hs^669 
433570 AI580053 Hs.109007 
50 408633 AW963372 H3.222088 
447769 AWa73704 Hs^831 
432984 AF11839S HS.27986S 
444855 BE409261 Hs.12084 
428144 BE269243 Hs.182625 
55 408137 AI694131 Hs.290O2 
418703 NM.014448 Hs.87435 
446051 BE048061 Hs.37054 
430024 AI808780 Hs.227730 
406122 

60 420988 AW006352 Hs.159643 
436433 AVI/631437 Hs.5184 
417129 AI381800 H8.300684 
410397 AF217517 H5.63042 
419420 AA355435 Hs.30724 
65 400298 AA032279 Hs.61635 
412599 AU076782 H8^48267 
436199 R36946 Ks.127951 
425081 X74794 Hs.154443 
442025 AW887434 Hs.11810 
70 437379 AL359575 Hs.23765 
409703 N1UL006187 Ks.56009 
419170 BEI}0279B HS.2878S0 
418216 AA662240 Hs.283099 
451926 AW134519 Hs.96125 
75 413781 J05272 Hs^O 

407236 W79485 Hs.173980 
421405 AA251944 HS.1O405B 
429491 NM.012111 K$.204O41 
453335 AW857376 Hs.169238 
80 441126 NM_000429 H3^15 
417404 NM.0Q73SO Ks.82101 
432211 6E274S30 Hs273333 
446766 AFQ83208 Hs.1617a 



Hs.155462:MCM6 mlnlchromosome maintenanc 
NIVL020242:Homo sapiens kinesln-Ike 7 (K 
Hs.1982533n^or hlstocompatibiGty compi 
Hs.183006dikely iKxnolog of mouse hepari 
NVL005538:Homo sapiens hhibin. beta C ( 
Oocusrink)NM_145060:Homo sapiens hypoth 
Hs.194101:Homo sapiens cONA: RJ20869 fi 
NW_005782:Hoaio sapiens iranscfipUonal c 
(lQCUslin!(]NAA_002539:Homo sapiens omtOi 
NKt002543:Homo sapiens oxidised low dens 
H3.339B27:ESTs, WeaWy simiiar to piotea 
H8,14846:Hoinosapl8(«n\RNA;cONADKFZp56 
Hs.l91179:ESTs 

Hs.6682:sohitB earner famiiy 7, (cation 
Hs.110039:ESTs 

NM_021029:Hoino sapiens ribosomal protein 
NM»006429:Homo sapiens chaperonin contai 

NM_000053:Homo sapiens ATPase, Ohwiran 
Hs,279607:Homo sapiens cDNA FLJ34399 fe 
NM_014735:Honio sapiens KIAA0215 gene pro 
NMJX)3645:Homo sapiens fatty-acid-Coenzy 
(lQCUsnnk]NM-003312:Homo sapiens thiosu 
t^ML015449'.Hoino sapiens NlCE-3 protein (N 
Nh/L004597:Homo sapiens PRP4 pre-mRNA pro 
Hs.1 18638:non^astatic ceils 1. protei 
NNL005717:Komo sapiens acSn related pro 
Hs,20726:ESTs. Moderately sfrater to hyp 
Hs.154331:EST8 

Nl016128:Hoino sapiens coal protein gamm 
Hs.10255B:HomD sapiens cDNA FU40369 Us 
Hs.14896:ainc finger, DHHC domain contai 
Hs.282070:ESTs 

NML016391:Homo sapiens iiypothetical prot 
Hs.2331:E2F transcrijrfion factor S, p130 
Hs.2S0581:SWi/SNF related, matdx assod 
Hs.161784:ESTs 

Hs.104637:so!iJtB catiier famBy 1 (gluta 
NM_004456:Homo sapiens enliancer of zeste 
NMl078480:Homo sapiens fuse-binding prol 
Hs.57101 :MCM2 mlnlcluomosome maintenance 
Hs.107614:DKF2PS64ll171 protein 
NiyL016292itomo sapiens treat sliock protei 
m 016071:Honio sapiens miloctiondrial rib 
Hs.4253:l)ypofhetical protein MGC2574 
Hs^1434:Homo sapiens cONA FU31373 fis 
Hs.333388»Imnar to C63714g6ne product 
Hs348669:CDC28 protein kinase 1 
Hs.109007:Horoo sapiens, Similar to L0C16 
NM14109*temo saplara PRO2000 protein ( 
Hs.320831xairomoscnB 20 open reading fira 
NM_014317itano sapiens trBO-prenyltrans 
Hs.12084a'tt translatjon eiongafion facto 
Hs.182625:VAMP (vesicte-assodaled membr 
Hs.29002:KIAA1706 protein 
Hs.87435:Rho guanine exchange faOoT (GE 
Hs.37054sep(HiivA3 

NIULOOQSIOMvno sapiens tntegrin. alpha 6 

H&159643:ESTs. Wealdy simRar to putaS 
(locusr[nk)NM-016397:Homo sapiens THI-fi 
HB.300684xab:itoron gen&^aled pepQd 
NiyL018457:Homo sapiens DKFZ|^157 prot 
Ooc«siii*)NM-001516:Homo sapiens genera 
Ks.616352ix transmerrtrane epithelial an 
(locus«nlc)NM„021126:Homo sapiens mercap 
Hs.1279S1:Homo sapiens cONA nj14503 fis 
Hs.154443:MCtM nibiichronnsoma malntenanc 
NHIL032026:Horao sapiens CDA11 protein {CD 
Hs^376S:membrane metailo^dopeptldase- 
H&S6009:?-5'-origoadanytate synthetase 
Nli/LQ02219:Homo s^Jiens int^ membrane 
H8.283099'AF15q14pfDle)n 
(|ocusilnk)NM.02S151:Homo sapiens Rab co 
(iocusIinic)NM.000683:Komo sapiens IMP (i 
Ks.173980:nudaar matrix protaln NMP200 
NbJL01S957:Ho(m sapiens CGU29 protein (L 
NM.0121 1 1:Homo sapiens chromosome 14 ope 
NMJ100149:Homo sai}iens fucosyttransferas 
^oaisnnk)NMJ000429:Homo safdens meft^ 
(|QCU5Dnk)NM_007350:Homo sapiens plecte 
Hs:E73333dvpoih6iical protein FU10986 
»aiL012138Mxin sapiens apoptosb aritagon 



^68 

2.68 

2.68 , 

Z68 

2.68 

2.68 

2.68 

2.67 

2.67 

Z67 

2.67 

2.67 

Z67 

Z67 

2.67 

2.67 

2.67 

167 

Z67 

267 

2.66 

Z66 

2.66 

2.66 

ze6 

2.66 

Z66 

2.66 

2.68 

2.68 

Z66 

2.66 

266 

265 

265 

265 

265 

265 

265 

265 

265 

264 

264 

264 

264 

264 

264 

264 

2.64 

264 

264 

263 

263 

263 

263 

263 

263 

263 

263 

263 

263 

263 

263 

263 

263 

263 

263 

263 

262 

262 

262 

262 

262 

262 

262 

262 

262 

262 

262 

262 

262 

262 

262 



187 



wo 03/042661 



PCTAJS02/36810 



5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



437033 


AW2463&4 


HS5409 


(locus&)k)NM.00487S:Homo sapiens RNA po 


2.62 


412123 


BE251328 


K3.73291 


NM.0182S6:HQmo sapiens WO repeat doman 


^62 


454128 


AL0312S9 


Hs.387900 


Hs.387900:progr8mmed ceo death 2 


Z61 


433037 


NlyL014158 Hs.279938 


NK1.014158:HGmo sapiens HSPCQ67 protein ( 


Z61 


414438 


Ara79277 


Hs.76136 


0ocusM]NMJ)03329:HonK> sapiens Worn 


Z61 


416221 


BE513171 


Hs.79086 


(locus(ink}KM.007208:Homo s^ns mitooh 


Z61 


443896 


AWB04296 


Hs.g950 


N\L014302:Homo sapiens Sec61 gamma (SEC6 


Z61 


410007 


AW950887 


H557813 


NM.014596:Komo saj^ zinc tfbbon domai 


Z61 


412715 


NM_000947 Hs.74519 


NM.000947i1omo s^ism pinnase, pdypept 


Z61 


449864 


BE276386 


Hs.111429 


KM.032486:Honio sapiens dynacOn 4 (MGC32 


261 


448625 


AW970786 


Hs.178470 


NM.024829:Homo sa^kns hypothetical prot 


Z61 


452835 


AK001269 


Hs.30738 


NM.018087:Honio sapiens hypotheScal prat 


2.61 


410886 


AI733735 


Ks.1 14905 


NMJ033266:Honio sapiens ER b mideus sig 


260 


411400 


AA311919 


HS.698S1 


NM_018983:Homo sapiens mideolar pratein 


2^ 


429770 


AI766047 


Ks.99736 


Hs.99738:hypothetical protein MGC39350 


160 


425983 


AKD00226 


Hs.165619 


NM.031265:(i»no sapiens mucin and cadheri 


160 


430237 


AI272144 


H5.235522 


H3^6522:DKFZP434P108 pratein 


160 


419607 


R52557 


Hs^1579 


NM.033416:Homo sapiens similar to HYPOTH 


160 


419508 


AW997938 


H8.90788 


N^L003786:HQmo sapiens ATP-binding casse 


160 


453258 


AW293134 


HS.32S97 


NiyU)0S977:Homo sapiens ring finger pnta 


160 


457234 


AW968360 


HS.143S5 


Hs.143SS:Homo sapiens cDNA FU13»)7 lis, 


160 


420911 


U77413 


H3.100293 


Hs.100293:O-llnked M-ace^glucosamlne ( 


160 


418478 


U36945 


Hs.1174 


NM.000077:IHomo sapiens cydin-dependenl 


160 


436533 


AI440266 


Hs.170673 


NM.138969:Homo sapiens retinal short cha 


160 


421699 


AL161994 


Hs.107003 


NM.Q21178:Homo sapiens enhancer of Invas 


160 


452220 


BE1S8006 


H$712296 


Hs^12296£ST8 


160 


439148 


AA372280 


Hs.178576 


(locusIinl(}NM.030877:Homo sapiens cateni 


160 


453949 


AU077146 


Hs.36927 


(locusiin!(}NMj006644:Homo sapiens Iteal s 


1S9 


451110 


AI9S5040 


Hs^65398 


Hs.265398:EST8, Moderately similar lo hy 


159 


446291 


fiE397753 


Hs.14623 


Hs.14623:inteffenni, gamm»{nduclble pro 


159 


411125 


AA151647 


Hs.68877 


Hs.68B77ty(ochronie (>-245, alpha pofypep 


159 


426856 


NM_004182 Hs.172791 


NM_004182:Homo sapiens ubiquHctisly-expr 


159 


442990 


AA197226 


H8.19347 


NM_032351:Homo sa^^iens mitochondrial rib 


159 


424197 


AF096834 


Hs.142989 


NM-01S982:Hofno sapiens genn ceil specifi 


159 


445580 


AF157572 


Hs.12912 


NM.006109:Homo sapiens SKB1 homolog {S. 


159 


410219 


T98226 


Hs.171952 


Hs.171952»cciudin 


159 


436415 


eE26S2S4 


Hs.343258 


NMj006191:iHomo sapiens pralilieration^ 


159 


441153 


BE56282S 




BE562826:601336534F1 NIH_MGC.44ii)mo83p 


159 


410570 


A)133096 


Hs.64593 


N^006356:Homo sapiens ATP synthase, If*- 


158 


430594 


AKD00790 


HS.2468&5 


N^017958:Komo sapiens hypotheOcal pro! 


158 


410315 


AI638671 


H&37Bg65 


Hs.3789S5:Homo sajiens cDNA FU37658 fis 


158 


443303 


U67319 


Hs.9216 


Nli/L033340:Honio sapiens caspase 7, apopto 


156 


425725 


NM.012243 KS.1S9322 


(iO(»8liidc)hflA.012243:Honvo sapiens solute 


158 


449019 


AI949095 


Hs.67776 


K3.67776:Homo sapiens, done iMAGE:54556 


158 


410442 


X73424 


Ks.63788 


Hs.63788:propionyl Coenzyme A cartoxytas 


158 


456629 


AW891965 


H&387942 


Hs.367942:HQmo s^iiens. done IMAGE:4701 


158 


454417 


AI2444S9 


Hs.110826 


Hs.11Q826.irimicleo6de repeat oontainin 


158 


416330 


AU077101 


Hs.79222 


Ks.7S222galaelosldas4 beta 1 


158 


437712 


X04588 


HS.6S644 


Hs£5844:neiirotrophlc tyrosine kinase, r 


158 


423750 


AF165B83 


K5^229 


NM_012394:Homo sai^ prefoldin 2 (PFDN 


158 


412641 


M16660 


Hs.74335 


Hs.74335:heat shock 9QI(0 protein 1, beta 


158 


406180 








158 


416297 


AA157634 


Hs.79172 


Hs.79172soIutecanierfamfly 25 (mHoc 


158 


418803 


U50079 


Ks.88556 


NM_004984:Homo sapiens histone deaoeiyla 


ISB 


447532 


AK000614 


Ks.18791 


NM-017899:Homo sapiens hypothe&al prot 


157 


420309 


AW043637 


Hs^1766 


Hs^1766:ESTs.WeaUy6imHartohypothe 


157 


447418 


AA063074 


HS.18S52 


Hs.185S2:E2}G2 protein 


157 


424142 


At678727 


Hs.378970 


HsJ78970'i1onw88Viien8cONAFU35102fis 


157 


428342 


A1739168 


Hs.349283 


Ks.349283:Homo sapiens cONA FIJ31763 Us 


157 


427254 


AL121S23 


Hs.97774 


Hsi7774:EST8 


157 


456778 


AW451034 


Hs.326525 


NIi^001669:HofflO sapiens aryfSUHatase 0 ( 


157 


425669 


W16480 


K5.24283 


H124283: Homo saisens cONA FU25gS2 fis. 


157 


452700 


AI859390 


Hs.288940 


NMj021259:Honio saptens transmembrane pro 


157 


427678 


BE257756 


Hs.180312 


NM_01 6065:Komo sapiens mitochondrial rib 


157 


444656 


A1277924 


Hs.145199 


HSw145199£ST8^ WeaMy sbnHar to hypoth 


167 


425206 


NM_002153 Hs.155109 


NM.0Q21 53'.Homo sapiens hydmxysterold (1 


157 


416412 


NKL014742 Hs.79305 


H3.79305;KiAA0255 gene product 


156 


427648 


AI376722 


Ks.180062 


H3.180062:prote3some (prosome^ maciop^n 


156 


419193 


D29643 


Hs.34789 


1^00521 6 J^omo sapiens doSchyl-diphosph 


156 


409984 


AW368228 


Ks.67928 


Hs.67928:EST8 


156 


431910 


AK000142 


Hs.101774 


H3.101774iiypotteilcaJ protein nJ23045 


156 


413010 


AA393273 


Hs.75133 


NM.003201:Homo sapiens transcrfpQon lac 


156 


452^ 


AU077013 


Hs.28757 


Hs^757:lrar)anembr8ne 9 superfamOy mem 


156 


419423 


D26488 


Hs.90315 


Hs.9031S:KIAAO(107 protein 


156 


425221 


AV64g864 


H3.155188 


NM.Q05642:Homo sapiens IPfJ RNA polymera 


156 


437623 


D63880 


Hs.5719 


NM.014865:Koino sapiens chromosome oonden 


156 


444184 


167841 


Hs^82990 


(tocusBnk)NH.033550:Homo sapiens chnxno 


156 


418650 


BE3867S0 


Hs^6976 


KsiS97&prolyl endopeptidase 


156 


425368 


AB014595 


Ks.155976 


OboBQ^J()^'H.00356&Homo sapiens coffin 


156 


420614 


AL110291 


H&99364 


HsJ99364:abhydrolase domabi oontalriino 1 


156 


427876 


A14942gi 


Hs,369171 


Hs^171:EST8 


156 


418862 


BE550S64 


Hs.89399 


NM-005176:Homo sapiens ATP synthase, H* 


156 


416432 


BE391767 


Hs.79322 


(loouslink)NMjOQ5051:Homo sapiens giutam 


155 
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458814 A)498957 

448153 Y10805 

454003 AA058944 

411950 T28407 

457400 AF032906 

426410 BE298446 



425843 BE313280 HS.1S96Z7 
400995 

10 452945 AW978187 Hs.79103 
' 417144 AA382104 

422192 AA305159 
424755 AB033094 
410012 AW015832 Hs.57898 
15 431236 AV656&W Hs.285115 
449042 AW29498S Hs,30715 
420281 AI623693 Hs.323494 
418681 AA287786 Hs.23449 
406629 AW277078 Hs.181165 
20 421612 AF161254 Hs.106196 
446715 AI337735 Hs.173919 
431183 NMLOOeSSS Hs.250696 
407722 BE252241 Hs.38041 
427368 BE041451 
25 426288 AF083420 
409632 W74001 
442875 BE623003 
456031 AA335996 
442432 BE093589 
30 437741 BE561610 
448775 AB025237 
414368 W70171 
432876 AW248272 Hs^79652 
431731 BE266322 Hs.211374 
35 425994 AK000207 Hs.165803 
445982 6E410233 Hs.13501 
444232 W56010 Hs^47297 
435655 AW10S663 Hs.6947 
417686 AA769155 Hs.23S498 
40 417933 X02308 
426812 AF105365 
452313 YQ0486 
438317 AAB26401 
409299 AA045650 Hs.53125 
45 423599 A1805664 H3.31731 
412525 AA581439 Hs.152328 
424291 AL120D51 Hs.144700 
427581 NIA.01478B Hs.179703 
414987 AA524394 Hs.294022 
434274 AA628539 
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HsJ51937 Hs.351937:iib080mdptotBln, large P2 

Hs^0521 NWL001536:Homo sapiens HMT1 hnRNP melhyl 

Hs 116602 Hs.116602:hypotheQcal protein BC0Q9115 

Hs.81564 NM^002619-i1omo sapiens platelet factor 4 

Hs.252549 NM.001336*lomo sapiens cathepsb Z (CTS2 

Hs^05890 NM.138578Atomosapiens BCtWike 1 {BCU 

Niyt004632M}nio sapiens de^ associated 

NM.030579M)fno sapiens (^tochrotne b5 out 
Hs.81337tectin. galactoside^tadiiig. so 
NM_015931:Homo sapiens fls485 {LOC51066) 
Hs.15292S:KlAA1268 protein 
(locusnnk)NM_017819:Honio sapiens hypolh 
NM_001560-itomo sapiens Interteukln 13 re 
Hsi0715:potasslum vohage^ated channel 
{loctislink)NfcA_Ol7964:Homo saisens hypoth 
Hs.2344g:insuBn receptor tyrosine kinas 
Hs.181165:eukaiyo1lc transtaSon etongat 
(loctBlink)NM-016579tHomo sapiens 8D6 an 
Hs.173919:ESTs, Weakly similar to neuron 
NM„006855:Homo sapiens KDEL (Lys-Asp^u 
NM_003681:Hoino sapiens pyrWoxal (pyrido 
Hs.1775071iypottwOcal protein HSPC155 
NM_003576:Homo sapiens serinefthreonine 
NH.002539:Homo sapiens serine (or cyst^ 
Hs.23625;Homo sapiens clone TCCaA00142 
H3.355907£8Ts, WeaWy similar to protei 
NNL024629:Homo sapiens hypothetical prol 
NM.020470:Homo sapiens putative transmem 
NNL002452:Homo sapiens nudbc (nucleosHe 
NML012474:Homo sapiens uridine monophosp 
NM 015956:Homosaplen$mltDchondrialrib 
0oousrink)Nf^1 45051:Homo sapiens hypolh 
NM_017708:Homo sapiens hypothetical prot 
(locusiInk)NM-014303:Homo sapiens pescad 
(locuslink)NM_013397:Honio sapiens over-e 
(locuslink)NM^014159:Homo sapiens HunSn 
Hs^35498Jiypothetical protein FU14075 
NNL001071*tonio sapiens IhymWylatB synth 
NM.0Q6598:Homo sapiens solute canter fa 
H558914:adenine phosphoribosyJtransfera 
Hs.122393:ESTs 

NM_004597->ton» sapiens small nuclear nb 
(Iocusnnk)NM_01209«temo sapiens perorf 
Hs.l52328:ESTs 

NM_004429-iiomo sapiens ephrin-BI (EI^BI) 
Ni/t014788:Homo sapiens tripartite molif- 
NVL032865:Homo sapiens hypothetical prot 
Hs.57783 Hs.57783:eukaryotlclranslaIionhiitiaH 
Hs 289101 N»A_005313:Homo sapiens glucose regofated 
HS.1SS637 NM_006904:Homo sapiens protein kinase, D 
Hs.44571 Hs,44571:ESTs 

NM_004529:Homo sapiens myekjidflymphoid 
Nh/L007357:Homo sapiens componenl of dig 
NMJ0O6666:Homo sapiens Ruv84ike 2 (t c 
Hs.166254dikelyodholog of rat vacuole 
NM.003129:Homo sapiens squalene epoxidas 
H3.7956;EST8 

NM„13B391:Homo sapiens hypotheBcd prot 
{locusnnk)NM.006638:Homo sapiens ribonu 
Hs,189838:ESTs 
Hs,201582:ESTs 

NM_014342:Homo sapiens mitociwndrial car 
NML016359->tomo sapiens nucleolar protein 
NM_022767:Homo sapiens hypothefical pro* 
(locustink)NM_031209:Homo sapiens tRNA^ 
(locuslink)N*L003270:ltomo sa;fcns Iransm 
Oocuslink)NM.018270:Koroo sapiens chromo 
Nl080546:Hoino sapiens CDw92 anfigen {CO 
Hs.191990fSTs 

Hs.326184->lomo sapiens nuclear protein p 
NM_016558:Homo sapiens SCAN domain conta 
NIA.018648:Homo sapiens nucleolar protein 
m012255:Homo sapiens exnribonud 
NNL019082:Homo sapiens putaBve nucteola 
(locusfoikJNM_147174:Homo sapiens hepara 

KM_014878:Homo sapiens KIAA0020 gene pro 
0ocuslM(}NM_O(^333:KQfno sapiens holocy 
Oocuslink]NM.003374:Honio sapiens voltag 
NMJQ33414J^ sapiens hypothetical prot 
(tocuslinlONl018386:Kanto sapiens hypoCh 



Hs.81337 
Hs.1 13019 
l^s.152925 



Hs.177507 

Hs.168913 

Hs.55279 

Hs.23625 

Hs.355907 

Hs.38178 

Hs.5809 

Ks.388 

Hs.75939 



Hs.82962 
Hs,172613 
Hs.28914 
Hs.122393 



400282 

425322 U63630 
453344 BE34g07S 

449915 NM_004529 Hs.404 

417691 AU076610 Hs.82399 

439012 6E383814 H8.6455 

434931 AW968941 Hs.166254 

411678 AI907114 Hs.71465 
442315 AA173992 
447140 AF070537 
422385 BE549407 

433517 AWQ22133 Hs.169838 

450230 AW016607 Ks^1582 
432866 6E395875 
433001 AF217513 

440773 AA352702 Hs.37747 

440687 AL1384S1 HS.323Q84 
422813 AV656571 

424259 AKD01776 

436075 6E090176 Hs.179902 

453204 R107g9 Hs.191990 

453665 AA6262S0 Hs^184 
432353 1^016558 Hs^4411 

433271 BE621697 Hs,14317 
431770 BE221880 
444019 BE173977 
428839 AI767758 
404826 



Hs.7956 
Hs.17481 
HS.11S823 



Hs^609 
HS579905 



HS.121Q68 
Hs.143954 



Hs^68555 
Hs.10098 
Hs.82302 



BE185499 Hs.2471 

434474 AiJ042938 Hsi11571 

424482 BE2S8621 it5.149155 

450422 AA743525 Hs.60300 

440214 AA247118 H&7049 
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421168 AF182277 Hs,330780 Hs^780xytDchron» P450. suWantify ZS\ 

435750 AB029012 Hs.4990 Hs.499QcKlAA1089 protein 2^1 

452101 TG0298 Hs.10844 NiyL0S2972:Homo sapiens IsudiiMfcha^ 2.51 

436043 AW963838 H8.168830 Hi.16B830iioinosaptenscONAFU121361is 151 

424909 S76187 KS.1537S2 (|ocuslIi1I4NIUL0043S8:Honio sapiens ceOd Z51 

435677 AA694142 Hs^ HsJ685:flyioid twmwne rec e tto 151 

40S383 2^1 

452018 AW102941 HsJ211265 H&211265:ESTs 2^1 

409591 AAS32963 Hs^OO H&9100:hypo6ief!cd gene supported by A 2^1 

421937 AI8768S7 Hs.109706 NM.01 61 85:Homo sapiens hematolooteal end Z51 

416293 BE244454 Hs.79162 Hs.79162structurespealicieoognifion 2JS\ 

421532 AW138207 Hs.14617a NM_Q22B42i^ sapiens hypothetical prot 2^ 

434584 057341 HS.1&8361 Hs.1B8381:Homo sapiens cONAFU12807fe Z50 

428109 AW732918 Hs.182490 Hs.lB2490ieudnwteh PPR^nofifcontah 150 

426053 U68105 Hs.172182 NM_002568:Honx} sapiens pofy(A) binding p Z50 

432642 BE297635 Ks.3089 NM.004134:Homo sapiens heal shock 70kOp 150 

452390 AI864142 Hs^288 (iocusllnk)NlUL022759:Koino sapiens endo^) 150 

429023 NM_Q00312 H&23S1 NIA.000312:Hoino sapiens proUaC(inadi ISO 

400076 ' 150 

420596 NM.002692 Hs.99185 NKL002692:Honio sapiens polymerBse (DMA d 150 

422244 Y08890 Hs.113503 NM^002271:Homo sapiens kaiyopherin^inqio 150 

410723 AA100683 Hs,372108 Ks^72108:EST8 150 

435498 AW840171 Ks.2&53g6 H&265398:£STs. Moderaidy slmQar to hy 150 

425159 NM.004341 Hs.154866 NM.004341i1omo sapiens carbamoyH)hospha 150 

433626 AFU78659 Hs.88347 NliL013341:Hoino sapiens hypolhaiicai prat 150 

448391 H71025 Hs.21075 NIAJ)16328:Hoino sapiens GrF2l repeat doffla ISO 



TABLE 106 

F^fOf, Unique Eos probes^ idenOSef nurnt)er 
CAT number Gene duster number 
Accession: Genbank aocesston numbers 



PIcey 



CAT Number Accession 



0.0 ly(18728 

434414 35978 1 AF134164BF809407AA218567BF842863AI2671688F876178BG999253AVV861851 AVra5B382Ai617548BF7^ 

AA055556 BF773400 BF998869 BE081333 BE073424 BE142245 H59571 H59570 BF871558 BF871064 BE001132 BF826831 AW754298 
AA223267 B6997895BG997897 AW991957AA534354BG319501 6F736309At694265AA045564BG950256At829309BG987B50BE093175 
BFB54337 

432407 MH1429 12 BG036675BF772005BF771B66 6096038660960381 NM.005712 AF1 10315 BE074534BE182776BE158000BE1 57999 6E71431SAWB16104 
AW847519 AA099426 AW8179B1 AVI/856396 BG961 122 AA224498 AA308542 AW821833 BF902155 AI732411 B6778834 BG283641 BE748279 
BE748870 BG319S40 BE748864 BF739224 BG986155 AK057283 BI861466AA663341 AA457591 BG949294 AW392886 AA071122 AA227849 
AA584918 B6959570 BF773486 AL041698 BF959013 R87170 016859 BF770411 BF771298 AI075321 LI 3823 AA21 6700 BF771884 AW861859 
BE537068 C18935 AA155719 BF771 172 BF7691 07 BFB04964 AW818172 AW818143 AW392930 AW817057 AW85B044 BF74621 1 AA179928 
AW861687 AW821826 6(055726 BF242643 AA207189 6F770412 BF771 157 6G430030 AA055592 

405708 OJ) AI282759 

459306 223120.-4 AW57B4S2 

447349 1083443.1 BE743847AW809603BM469626A1375S46 
441153 264480.3 BE5628268E378727 

TABLE IOC 



Pkey: Unique number correspondino to an Eos probeset 

Refc Sequence source. The 7 digit numbers in this column are Genbank Identifier (GI) number *DunhamLet8L' refers to the pubOcaSmenflfled'nieDNA - 

sequence of human chromosome 21' Dunham Let el.. Nature (1999) 401489495. 
Strand: bKficatesDNAs^andftoinwhidiexonswerepredictBd. 
NLposilkm: Indicates nucleotide positions of predkrledexons. 



Pfcey 


Ref 


Strand 


Ntposition 


404519 


81S20Q0 


Plus 


12817-13000 


406399 


9256288 


Minus 


63448-63554 


403220 


7630959 


Phis 


6433M4517 


404661 


9797073 


Plus 


33374>33675.33769^4008 


402498 


9797769 


Minus 


8615-9103 


40305S 


8748904 


Minus 


109532*110225 


400965 


7770578 


Minus 


173043-173564 


403218 


7630969 


Pkis 


58039^149 


401866 


8018108 


Plus 


73126-73623 


403221 


7630969 


Plus 


66294-65438,6693887124 


401519 


6649315 


Phis 


157315-157950 


405451 


7622517 


^£nus 


145949-146227 


403532 


8076842 


Minus 


8175&«1901 


402944 


9368423 


Phis 


110411-110716.111173-111640 


403219 


7630969 


Plus 


6185&51995 


403381 


9438267 


Minus 


26009-26178 


403485 


9966528 


Rus 


2888W1.3198-3532.36554117 


405484 


5922025 


Rus 


199214-199579,199672-199920200262-20049 


404684 


9797403 


Minus 


11O88M11O20 


402474 


7547175 


Minus 


53526-53628,55755-55920,57530^57 


405506 


6466489 


Plus 


80014-80401.80593-81 125 


403739 


7630882 


PkiS 


4456^44766.4820^48483.52255-52495 
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80 



406545 


7711510 


Plus 


401405 


7768126 


Mmus 


400750 


8119067 


Plus 


401179 


9438647 


Plus 


400529 


9798988 


Plus 


403817 


8962065 


Plus 


400448 


9887687 


Minus 


405122 


9144087 


Minus 


406180 


7283201 


Minus 


402829 


8918414 


Plus 


400995 


8099094 


Plus 


404826 


6572184 


Plus 


406363 


S2S6114 


Pius 



145662.145781.147B54-147984,148098-14824 



19699M99168.199316-199S4B 

113477-113893 

138232-138423 

110297-111052 

177372-177674 

30940^1386 

38923^9107 

101532-101852.102006.102263 

141186-141601 

4772&48046 

14403-14602,17000.17147.17241-17368 



Table11Alisbaboul95Bgenesup.Bgu.aledkicoloncaK:er compared 



d^o^n 7(m. phosphatase. orlQn.transport8r). In orier to remove gene^pecifcbad^undlavelsrfnoMpBClfc^^^ 
mdlgnant tissues was subtracted from both the numerator and Ihe dsnomlnator before the ratio was evduated. 

TABLE11A: 958 genes up^gulated in colon cancer compared to noimaladutttte^ 

Pkey. Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank aocession number 

UnlgenelD: Unigene number 

Unigene Title:lJnlgene gens Gtle 

R1: RaOo Of tumor to normal adult tissues 

Pkey ExAocn Ura'genelD Unigene Title 



436749 

408690 

407242 

406685 

431912 

428934 

406667 

437935 

446787 

423541 

421341 

414386 

416768 

422S78 

441031 

421682 

407243 

422260 

432542 

424212 

418888 



AASB4690 
M2g540 
M18728 
M18728 
A1660552 
AF039401 
M12S23 
AW939591 
U67167 
AA2g6922 
AJ243212 
X00442 
AA363733 
AF239666 
A1110684 
AI910275 
AAD583S7 
AA31S993 
AW083920 
NM.005814 
AU076801 
X02544 



Hi5302 NM.006149:Homo sapiens lecfia gsiactosi 
H8^29 {k>cusHnk)NM.004363:Homo sapiens caidn 
(k}Cuslink)NfL002483:Homo sapiens caidn 
(k)CusrinkJNM_002483:Homo sapiens cadn 
Hs.356183£ST8. Weakly similar to S3B4.H 
NIUL001285:Homo sapiens chtoride channel. 

NM_033049:Honio sapens mudn 13, epithel 
NM_002457:Homo sapiens mudn 2, intesfln 
KMJ)14471:Homo sapiens serine protease I 
NM_007329:Homo sapiens deleted In malign 
NM.0Q5143:Momo sapiens haptoglobin (HP). 
NM_0065Q7:Homo sapiens regenerating isle 
NM_001804:Homo sapiens caudal type homeo 
NM-005141itomo sapiens fibrinogen, B bet 
NliA_003225:Homo sapiens trdoB factor 1 



413719 
436217 
421100 
409153 
452316 



414463 
421964 
407007 
423873 
447400 
450685 
427583 
418007 
406741 



T539K 
AW351839 
W03754 
AA298484 

T69078 
X73079 
U22961 



423371 
452304 
422106 



AK0OO322 

L15533 

M82962 

M13S09 

AA0583S7 

AI186431 

AU076819 

AAQ25386 



406687 
428355 
422281 
413585 
422664 
417931 



AF2412S4 
M31126 
BE256452 
M36803 
AI133452 
AA315933 
W95642 



Hs.356183 
Hs.194659 

Hs^40 
KsJ15 
Hs.12g778 
H&374281 
HS.7S9S0 
Hs.1032 
Hs.1545 
H8.7645 
Hs350470 
Hs.74466 
Hs.105484 
Hs.16098 
Hs.143131 
Hs.89436 
H8.572 
H8.75498 
Hs.107 
Hs,124660 
Hs.50813 
Hs£1265 

Hs76177 
Hs^8579 
HS.1&4411 
H$.1G95 
Hs.18457 
Hs.423 
Hs.179704 
Hs.83169 
Hs.74466 
Hs^6638 
Hs.1650 
Hs.61311 
Hs.111732 
H&178098 
HS.3520S4 
Hs.2257 
HS.34G93S 
H$.75431 
H&12087g 
Hs.82981 



KM_032044:Homo sapiens regenerafing gene 
KKt020384:Homo sapiens daudin 2 (CU}N2) 
NM_005814:Homo sapiens glycoprotein A33 
NM.004063:Homo s^ns cadheiin 17, U c 
H&572x)rosomucold 1 
NMJ)04S91 iKomo sapiens smaU indudbie c 
Nl\^004467:Homo sapiens fibrinogen-Oke 1 
Hs.124660:ESTs, Moderatelysimnar to 21 
NM-017625:Homo sapiens Intelecfii (TTIN) 
NM.138805:Homo sapiecs farnOy wUh seque 

NM.001633itano sapiens alpha-l-mteiogtab 
NI«L002644«omo sapiens polymeric knmunog 
NMJ)00477itemo sapiens albumin (ALB), rcR 
NM.002426:Homo safilens matrix metallopro 
NM_017763:Homo sapiens hypctheCcal prol 
NkL138938:Homo sapiens panoeafitifr^ 
NMJ005588:Honu) sapiens meprin A. alpha ( 
NIyL002421*temo sapiens matrix metaSiopro 
OocusSnk)NM-006690:i4omo sapiens caron 
Ks296638:prostate diflerenfiaSon facto 
NM-00011 liHomo safdens sohJts canter fa 
Hs.61311:ESTs, Weakly similar to S10590 
NM_003890:Homo saptons IgG Fc binding pr 
NM-021804itomo sapiens angutensln t con 
H&352054rpregnancy specific bela-l-glyc 
NMJ)00638'iiomo sapiens vOronedin (seni 
NM^000613:Komo sapiens hemopexin (KPX). 
HML00050g-Xomo sapiens fibrinogen, gamma 
Hs.1 20879iioino saptens. dona MGC:32B71 
H&62961:HQmo6apiens.doneMGC22S68 1 



R1 

37.18 

31.24 

24.81 

2054 

20^ 

20.13 

19.89 

19.68 

19.55 

18.33 

17.47 

17.37 

16.99 

15.15 

15j02 

14.23 

14.12 

13.64 

13.48 

13.43 

13.20 

13.06 

1258 

12.34 

11.72 

11.72 

11.49 

11.25 

11.18 

11.12 

11.01 

10.70 

10.69 

1057 

10^ 

10.39 

lOiO 

10.19 

a91 

9.72 

aTO 

aos 
a52 
a47 
a4i 

9.39 
9.31 
9.30 



191 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



422487 AJ010901 Hs.198287 NM.01840&Mamsapiensinucin4.(racheob aoi 

413936 AF113676 Hs.297681 NM.OOQ295:Homo8apbns serine (or cystei ags 

424687 JOS070 Hs.151738 r^004994iiorra S^slens matrix me^kipro aSO 

420344 BE4$3721 Hs.97101 NM_Q14373:Hon» sapiens putaOveGprotsi a71 

446921 AB012113 H9.16S30 NMJX)2988:Hoim sapiens srnaSiriducibtec a67 

428470 AO0O23O1 Hs.184507 Hs.184507:Hoino sapiens. sMar to Kotnol a47 

452594 AU076405 Hs^l Hs^lsotutBcairierfamily 26 (sulfa a47 

422310 AA316622 Hs.98370 (loaBfink)NM.()30S22:Homo sapiens cytoch 8.43 

421907 BE018556 Hs.109358 Hs.109358:ATPase,QassV.t/pe108 a34 

424326 NM.014479 Hs.145296 NM»014479iiomosajfensADAK«te,decysI 812 

435538 ABO11540 Hs.4930 Hs.4930:kiw denary fipoprotein receptor 809 

413881 mm HsJ5599 (locu5Bnk)NM.000488:Homo sapiens serine 7.96 

443426 AR)98158 Hs.9329 OoajsGnk}NM.012112:Homo sapiens chtomo 7.92 

436972 AA284679 Hs75640 Hs.25640slaudin 3 7.89 

430677 Z26317 Hs,359784 NM.001943:Honiosapfensdesniogleln2(DSG 7.87 

409632 W74001 Hs.55279 NM-002639:Homo8ap{8ns serine (or cystei 7.71 

423803 NNi.005709 Hs.132945 (k)cusI]nk)NM.005709:Homo sevens PDZ-73 7.58 

430272 X04698 Hs.237658 Hs.237658:apoBpopio1einMI 7.48 

451035 AU076785 Hs.430 NM.002670:Homo sapiens plas8n 1 (I tsof 7.31 

422330 030783 H3.1 15263 NM»CI01432:Hotio sapiens epiregunn(E^ 7.31 

425976 a5094 Hs.334S14 NM_025257i<omo sapiens chromosome 6 open 7.29 

411825 AK00O334 Hs.3524l5 NML017767*iomo sapiens solute canier fa 7.23 

451917 AW391351 Hs.50820 Hs.5082Qiiy|xMIc8lcanIlac^ 7.21 

410416 031382 Hs.63325 r(M.019894:HomD sapiens transmentrane pro 7.12 

418318 U47732 Hs.84072 NM.004616:Homo sapiens transmemljrane 48 7.12 

414617 AI339520 Hs.288817 (Iocuslink)NM.0ffil30:Homo sapiens hypolh 7.10 

447342 AI199268 Hs.19322 Hs.19322:Komo sapiens. Similar to RIKEN 7.06 

452194 Ar694413 Hs.373599 Hs.373599:EST 7.02 

414816 Y13709 Hs.77399 NiyL00126S:Homo sapiens caudal type Inmeo a97 

417491 AW376842 Hs.1085 NM.004983:Hoino sapiens guanytatscydase a96 

423445 NIIL014324 Hs.128749 NM.014324:Homo sapiens alphMBthylacyl. a96 

403220 6.95 

415992 005837 Hs.145807 Hs.145807Jiypolheiical protein FU13593 a87 

449722 BE280074 Hs.23960 Hs.23960wydln B1 887 

414798 AI286323 Hs.97411 Hs.97411:hypolhelicd protein MGC12335 880 

415214 AI445236 H3.125124 NM_004442:Homo saj^ EphB2 (EPHB2). tr 878 

411975 AI916058 Hs.144583 Hs.144583:Homo sapiens, done lli4AGE:3462 876 

422511 AU076442 Hs.117938 NM-.000494:Homosapfensco!laoen,typeXV a66 

408983 NM.000492 H8.663 NM.0004g2i^omo sapiens cystic fiiuoslst 865 

431301 AA502384 HS.1S1529 Hs.161529:ESTs &62 

428970 BE276891 H3.194691 NIi^003979->iomo sapiens relinolc add Ind 859 

424273 W40460 Hs.144442 Nf^003561:Homo sapiens phosptiolipaseA2, 856 

431657 AI345227 Hs.105448 Hs.105448:protBlii Idnase, lysine defide 854 

431330 X69532 Hs.2777 NM_002215:Homo sapiens interna (glob 853 

425983 AKD00228 Hs.1656ig NKL031265:Homo8Sf}lensmiidnandcadt»i aSO 

408243 Y00787 Ks.624 NM.000584:Homosapenslntarieul(tn6(IL a47 

428187 AI687303 Ks.285529 Hs.285529:Gpmteln^!ed receptor 49 846 

408704 AA055635 Hs.5366 NNt139053:Homo sapiens epidemial growth a45 

428753 AW939252 Ks.192927 NM.01 7726:Homo sapiens protein phosphata a41 

426227 U67058 Hs.154^ (lociistinI()NiyL005242:Homo8q)l6nscoqul a41 

419354 1^462839 Ks.1252 Nf^000042Homo sapiens apoBpoprotelnH a27 

414987 AAS24394 Hs.294022 , NM_032865:Homo sapiens hypothetical prol 820 

422527 BE336857 Hs,1187B7 Hs.118787Aansformlngflnwrth factor. I» 819 

407786 AA687538 Hs.38972 NHt005727:Homosaplenstetraspan1 (TSPA 819 

414809 AI434699 H3.77356 Hs.7735airansfiBfrihreo6ptDr(p9aC071 ai8 

425280 U31519 Hs.1872 NiyL0Q2591lHomo sapiens phosphoendpyniva ai6 

432179 X7S208 Hs.2913 NM.004443:Homo8a|densEphB3(EPHB3],mR ai6 

443957 AA521049 Hs.353013 Ks.3S3013xhiomosome20openi^dino1ra ai5 

426174 AA547959 43.115838 ite.115B38£STB aiO 

430135 NMJD00035 Hs.234234 NM.000035iton» sapiens aldolase B.frud a07 

420542 NKtQ00505 Hs.1321 NM.00050&-Homo sapiens coagulaSonfado a06 

409453 AI885516 Hs.95612 Hs.9S612:EST8 806 

408482 NM-000676 Hs.45743 NM.00087&Homo82vto adenosine A2b fee 803 

444151 AW972917 Hs.128749 (locusnnl4NM.014324:Homo sapiens dPha- 899 

444381 BE3B7335 Ks.283713 NM.138455ifQmo8^iienscdl2Qentiyeh 897 

421408 AI688223 H8.gi096 NM.052816:Homo saftens tripaititd moGI^ ags 

430204 AA616335 Hs.356664 Hs.356664:hypotheScal protdn FU32334 ' 192 

443991 NK1.002250 Hs.10082 NM.0022S0:Homosa(tenspotasshjmIntennd &90 

428874 W32133 H5.194356 Ks.194366:lranslhyratin (pre^bumla amy 5^8 

408908 BE296227 H8.2S0822 (iocuslin((}NM.003158:HQmo sapiens serine 888 

411142 Nli^014256 Hs.69009 N^^0142SaHomo sapiens UOP^NActetaGa 888 

452281 T93500 Ks.28792 Hs.28792Homo sapiens cDNAFUl 1041 fis. a82 

412115 AKD01763 Ks.73239 Hs.73239-Jiypothetical protein RJ 10901 877 

421379 Y15221 Ks.103962 NKL00540g'itomo sapiens smaQindudbtec 876 

433083 ALJD42759 KS.191762 Hs.191762An»lhelicaIpiotdnlMGC2Q2S8 875 

403216 5.74 

412104 AW2J5197 Hs.240951 (tocuslink)NM.0331 20:Hbmo sapiens naled 872 

449027 AJ2712t6 Hs.22880 NM.005700itoo sapiens dlpepQdytpepOda 872 

429345 R11141 Hs.ig9695 Hs.19989S:hypo8teficd protein MAC30 872 

414753 AF158255 Hs.77225 NM.006437:Homo saptens ADP-<Q)osyUiansf 872 

415000 A\W25529 HsJZ39812 Ks.2398123erologicaIly defined t)reastc 871 

NMJD02153 Hs.155109 NM.Q02153M)mosapiensl9d[Q]9Steidd(1 870 

432978 AF126743 Hs.279864 »aiL013238;Hofno sapiens DNAJdom^Monta 870 
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Hs.301350 
Hs.1 12360 
Hs.164464 



H8.239727 
HSJZ253 
Hs.692 
Hs.37054 



409889 AW630041 H5.56937 
414052 AW578849 Hs.283552 
413916 N49813 Hs75615 
418322 AA284166 Hs.84113 
5 433437 U2D536 Hs^O 
424010 AL080188 Hs.137556 
438745 AI885815 Hs.184727 
414590 NM.000506 Hs.76530 
457001 J03258 Hs.2062 
10 423164 AK000232 Hs.124835 
409757 NM_001898 Hs.123114 
425397 J04C88 Hs.156348 
403221 

420981 L40904 Hs.100724 
15 417165 R80137 Hs^38 
419508 AWg97938 Hs.90786 
410850 AW352867 Hs.302738 
436251 BE515Q65 Ks.296585 
430603 AA148164 Hs.247280 
20 450505 N(iL004572 Hs^SOSI 
422535 AA311914 Hs.154578 
441384 AA447849 Hs.288660 
425834 NIA.001639 Hs.1957 
430680 AW138724 Hs.168974 
25 432378 AI493046 Hs.146t33 
419593 AA133749 
422163 AF027208 
447320 AI675419 
415927 AL120168 Hs.78919 
30 418203 X54942 Hs.83758 
407944 R34008 
428289 M26301 
409231 AA446644 
446051 BE048061 
35 432269 NM_002447 Hs.2942 
427557 NM-002659 Hs.179657 
414639 X67055 HsJ6716 
422765 AW409701 Hs.1578 
428479 Y00272 Hs,334662 
40 425873 NM„0133gO Ks.160417 
432575 AA553722 Hs.194346 
409142 AL136877 Ks^0758 
427747 AW411425 H5.180655 
422609 Z46023 Hs.1 18721 
45 414361 A1086138 Hs^04044 
452940 AA029722 Hs.2173 
435849 BE305242 Hs,16099 
411257 AA628967 Hs,115274 
416065 BE267931 Hs.78995 
SO 406673 M34996 Hs.198253 
451541 BE279383 H5^6557 
429833 NMJ)12079 Hs.288627 
411393 AW797437 Hs.69771 
445109 AF039916 Hs.12330 
55 431548 A1834273 Hs.9711 
419574 AK001989 Hs.91165 
428450 NM.014791 Hs.184339 
431211 M86849 Hs^23733 
437009 AF127026 Hs.5394 
60 439453 BE264974 Hs.6566 
430696 AAS31276 Hs.59509 
431779 AW971178 Hs268571 
436469 AK001455 Hs.5198 
414108 AI267592 Hs.75761 
65 422539 AJ009936 Ks.118138 
428024 Z2S067 Hs.2236 
4264017 NiyL003g63 Hs.184194 
407811 AW190902 Hs.40098 
409162 H25530 Hs.50868 
70 434370 AF130988 Hs.58346 
413753 U17760 Hs.75517 
405484 

410639 BE269047 Hs.65234 
428953 AA306610 Hs.348183 

75 447343 AA256641 HS.236B94 
421482 AF016495 Hs.104624 
415474 NM_014252 Hs.784S7 
415099 AI492170 Hs.77917 
417115 AW952792 Hs.334612 

80 426761 AK)15709 Hs.17a)89 
453751 R36762 Hs.101282 
452721 AJ289529 Hs.301871 
424905 NM.002497 Hs.153704 



NMJD21978:Hoino sapiens supptession of tu 5.67 

Hs,2B3552:hypotheBcal protein BC016153 5,67 

NM„000483:Honio sapiens apoBpoprotein O 5.63 

NIA.005192:Homo sapiens cyclm-dependenl 5.62 

NlyL001226ilamosapienscaspase6, apopto 5.60 

NM_033100«omosaplens MT-prolocadherin 5.59 

Hs.184727:ESTs.WeakIyslmaarlDT45738 5.58 

NM 000506:Homo sapiens coagulation facto 5.56 

HsioeZ-vitamin 0 (1,25- dihydraxyvilami 5.56 

NR4JD19062M)mo8apienshypothefoalprot 5.54 

NM001898*ltono sapiens cystafin SN (CST1 5.53 

NM-001067itomo sapiens topofeomerase (DN 5.53 

5.52 

Nh4.005037M}mo sapiens peroxisome prolif 5.52 

Hs^38:HomosapIenscDNA:FU214251i 5.48 

NM.00378e:HoraosaptensATP-blndlngcasse 5,44 

Hs.302738:Hofno sapiens cONA: FU21425 fi 5.42 

(!ocuslink)NM>006392iHomo sajsens nudeo 5.41 

Hs.247280:chromosome 20 open reading tra 5.36 

NIUL004572:Honio sapiens plakophilin 2 (PK 6.34 

Hs.l54578:Homo sapiens mRNA for FU00256 5.33 

Hs.288680:Honu> sapiens cDNA: FLJ22182 5.32 

Hs.1957:amyioiri P componeni, seium 5.31 

Hs.168974:ESTs 5.25 

Hs.146133:EST8 5.25 

Hs.30135O:F)0rDdamairH!onlaining ion fra 5.24 

Hs.112360:promTran-lil<B 1 (mouse) 5.21 

Hs.l64464:Homo sapiens, done MGC:23656 5.21 

NM.021083:Homo sapiens KeQ btood group 5.21 

NM 001 827:1^ saf^ens COC28 protein Idn 5.20 

NM[024422itomo sapiens desmocdlin 2 (DS 5.20 

hts.2253:comptem8nt component 2 ' 5.19 

N^4_002354:Homo safitens tumor^assodM 5.19 

Hs.37054:eplitiivA3 5.15 

Hs.2942:macn)pliage stimulating 1 recepto 5.13 

NW-002659:Homo sapiens plasminogen activ 6.11 

NM_002217:Homo sapiens pre-atptia (globul 5.09 

N!yU001168:Homo sapiens tacuIovlrBl lAP r 5.08 

NML001786:Homo sapiens cell division eye 5.08 

Ks.160417:transmenibranepTDtBi[i2 5.07 

Hs.194346:Splr-2 protein 5.07 

Hs.50758:SMC48tnJCluraI maintenance of 5.07 

OocusnnI()NM_004217:Homo sapiens serine 5.08 

NI\L000434:Honx>sainens sididase 1 (lyso 5.06 

Hs.204044:ESTs 5.04 

NMJ)02033:Homo sapiens fucosyltransferas 5.03 

Hs.16098:daudin2 5.03 

Hs.115Z74:lndian Itedgeliog homolog (Oroso 5.01 

NM02592:Homo saptens proHferafing eel 5.00 

Hs.1982533najorWstDcompata}IBtycompI 499 

NM»007183:Horao sapiens pMoptODn 3 (PK 4.99 

NM,012079:Homo saptens dtecylglyceroi 0- 4.98 

NM_001710:Homo sapiens Blactor. properd 4.98 

NM.001247:Homo sapiens edonudeosldetr 4.98 

NRL017515:hk>mo sapiens mwd protein (HS 4.87 

Hs.91165:hypothefical protein FU11127 4.97 

NM-014791:Homo sapiens maternal embryoni 4.95 

Hs.323733wiuncSon protein. beta2, 4.95 

NM_005379:Hcmo sapiens myosin IA(MY01 A) 4.93 

Hs.6566:ttiyTDld homione receptor Wera 4.93 

Hs.59509:EST8. Wealdy similar to siinilar 4.93 

(locusDnk)NH1.001645:Ho(no sapiens apoGp 4.92 

H3.5198:Down syndrome critical regi(Higa 4.91 

N!i/L003137:Hamo sapiens SFRS protein Idna 4.91 

NM_033013:Homo sapiens nudear receptor 489 

Hsl236:NIMA (never In mitosis gene a)Hr 4.89 

NM.003961-Homo sapiens transmembrane 48 489 

Hs.40098:cystelne knot superfamiiy 1. BM 488 

Hs.50a66.*sdlutB canlerMiy 22 (organ 488 

NMl022336:Homo sapiens edodysplasin 1, 4£7 

NfA.000228:Homo sapiens lantinin, beta 3 ( 487 

4.87 

(locuslnk)NM_017895:Homo saptens DEADW 487 

l^003823:Komo saptens tumor necrosis fa 4.86 

Hs.236894:ESTs. Highly similar to S02392 4.83 

NiyL020980:Homo sapiens aciuaporin 9 (AQP9 481 

NM_0142S2:Konu) saptens sduta canter fa 4.79 

NM.OQ6002itemD sapiens ut^ulQn carboxy 4.79 

NNL003094itomo saptens smaH nudear rib 4.79 

Ks.172089:pK>-ona^ receptor Indua'ng 4.73 

Hs.101282;Hon» saptens mRNA; cONADKFZp4 477 

Hs.301871sohrtecaRterf3mily37(g^ 476 

MX,002497Jtemo sap te ns NiMA(n6vefh mi 476 
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421943 
400529 
407233 
447472 
447966 



BE616S20 Hs^12 NM.033S04:Honio sapiens CAC-I (CAC-IK MR 



407103 
405556 
421506 
444700 
443454 
441623 
423068 
422714 
403739 
427490 



X16354 HS.S0964 

AW207347 Hs.211101 

AA340605 HS.10S887 

AW247529 Hs.6793 

AM24881 Hs^56301 

BE302796 Ks.105097 

NM>003845 Hs.11729 

BE54d446 Hs.321579 

AA31S806 Hs.348710 

M25629 Hs.123107 

A8018335 Hs.119387 



412723 



447335 

424M1 

432150 

414695 

450737 

435327 

411263 

408056 

409964 

417576 

432407 

439975 

409213 

403219 

412974 

408194 

422237 

456906 

425123 

425743 

406684 

439580 

411126 

428385 

434263 

431945 

422616 

452299 

414998 

452886 

442013 

450334 

445417 

433662 

419559 

425860 

408847 

431838 

435777 

422867 

431350 

432593 

421975 

412870 

412133 

422293 



Z95152 

AR)38007 

AA648459 

AF207069 

BE617695 

X14650 

AK000224 

BE43g915 

AW007152 

BE301871 

BE2976Q2 

AA3t2329 

AW368226 

AA339449 

AA221038 

AW328081 

U61412 

R18978 

AA601038 

M13149 

AF117646 

AW205274 

BE396495 

X16354 

AF086401 

NM.001202 

AF112213 

N34895 

AW000827 

BE300330 

AW206330 

NfwL002543 

AW955454 

AA506476 



453082 
453111 
432677 
429271 
426108 
412612 
424865 
427239 
413254 
439659 
417526 
413186 
436391 
413219 
452017 
408113 



AK001058 

W07162 

Y07828 

L29339 

AW290997 

AF178532 

AW419202 

L32137 

AI192S28 

AW301003 

AW961017 

N22788 

U83460 

X94453 

AU076629 

H18835 

AB014598 

NM.004482 

AF039850 

AA622037 

NM.000047 

AF011333 

BE270447 

U40272 

AW970780 

AA568906 

AU077141 

AJ227B92 

AA678200 

AF109302 

T62427 

A19166&2 



Hs.178695 

Hs.166196 

H&33S951 

Hs.153357 

Hs^192 

Hs.147097 

Hs^72789 

Hs.76913 

Hs.63325 

Hs.4867 

Ks.69360 

Hs.42331 

Hs.67928 

Hs.82285 

Hs.6817 
Hs.51133 

HS.7S105 

Hs.191797 

Hs.1498 

H3.156637 

Hs.164695 

Hs.159428 

Hs.50964 

Hs.293847 

Hs.68879 

Hs.184062 

Hs.79187 

HS.119S2 

Hs.1 18725 

Hs,355663 

Hs.77729 

Hs.30942 

HS375009 

Ks^4879 

Hs.12680 

Hs.150826 

Hs.910g6 

Ks.1984 

Hs.190153 

Hs^71411 

Hs^86192 

Hs.1584 

H&164537 

Hs^1483 

Hs.6459 

Hs^2407 

HS.1045S7 

Hs.114366 

HS.16S950 

Hs.31608 

H3.31720 

HS278611 

Ks.198515 

Ks.166468 

Hs.74131 

Hs.153563 

Hs.356512 

Hs.75253 

Hs^9483 

Hs.82240 

Hs.374548 

Hs.146274 

Hs.1 18727 

Hs.27495 

Hs.194101 

Hs.2115n 



{locusnnlONM-001712:Homo sapiens carcbi 
Hs.211101:EST8 

(bcusGnk)NM.145252:Homo sapiens sbnila 
Ks.6793:|ilatele1«Gva&ng factor aoely 
Ks.256301:hypotheScal protein MGa3170 

H5.10^)97%m!dinekfnase 1, solutite 
NM.003&4S:Honu 83)^ fatty-acU-Coenzy 
NM_021095:HoiT» sapiens sotule canter fa 
Hs.348710:Haino sapiens, done IMAGE:4242 
NMJX)2257:Hoino sapiens ksffikrelh 1, ten 
NM.014698:Homo saptens KIAA0792 gene pro 

NM-002754:Homo sapiens mItDgeiv-acQvated 
NM.005603:Homo sapiens ATPase. Qass I. 
H&3359S1iiypoQ)6l!eal protein AF301222 
NM.001084M)mo sapiens procollage(>4ysin 
NM_032192:Homos^dns protein phosphata 
Hs.147097:H2A hbtone fan%, member X 
N(yL017716:Ho(no sapiens membrane-spannino 
Hs.76913:protBasom6 (piosome, macropam) 
hb.633K:(ransmeiTArane protease, serine 
Hs.48673iiannosy1 {8lpha-1»^lyGoprote 
NM.006845:Homo saptens I(lnesifi4ito 6 (m 
Hs.42331:QptuiivA4 
Hsj67926:EST8 

NM.000819:Homo sapiens phosphoiftxisytgly 
AFl34164:Homo sapiens Human endogenous r 
NM^033453:Homo sapiens inosine triphosph 
N^AJ)05975:Homo saptens Fn<6 protein {jm 

NM_006579:Hamo saptens emopamfl binding 
Hs.191797£ST8 

NH.000412:Homo saptens Mstldin&^ch gl 
NM-0121 1G:Honio saptens Cas^-M (murine) 
NM_000303:Homosaidens phosphomannomutas 
NK^138761:Komo saptens BCL2-essociated X 
(locusEnk)NM.001712:Komo saptens can^ 
Hs.293&47£STs 

(locusEni()Mth^001202:Homo sa^tons bone m 
Hs.1 84062:chromosome 20 open reading fra 
Hs.79187:cox&acidevinis and adenovlnis 
NM.030766itomo saptens apoptosis legulal 
NM.012248:Hamo saptens setenophosphate s 
H$.35S663:ESTs 

NM.002S43:Homo saptens oxidised iow dens 
NM.004093:Hamo saptens ephrfrK£2 (EFNB2) 
H8.375009:Honio sapiens mRKA; cDNA WFZpe 
Hs.24879^)hosph3SdIc acid phosphatase t 
Hs.12680:Homo sai^ens cDNA aJ10196 fis, 
NtyL020387:Hdmo saptens RA625, menterRAS 
NM.007028:Honio saptens tripaitile moSf- 
NM.000343:Hdmo saptens sduts canter 
Hs.190153:Homo saptens cONA FU33988 fls 
NM.138992:Homo saptens beta^fts APP<de 
NM.032192Homo sapiens protein phosphata 
Hs.1584:carfiIaQe oligomertc matrix pro! 
Hs.164537:EST8 

Hs^1483:Homo sapiens, Simflarto RIKEN 
(locusIlnk}NM_024531:Homo sai^sns hypolh 
NM.022059:Komo saptens chemoictne (C-X^ 
NM.001859:Komo saptens solute canter fa 
Hs.114386:pynoane^^€arbQxytete synOie 
NM.00201 litemo saptens fibiobtest growth 
Oocu$Gn!()KM-017636:Homo saptens tiansl 
NiVL014799:Homo saptens hephaestin (HEPH) 
KM-004482:Hon¥) saptens UOP-H^tyklph 
NM.00S224itemo saptens dead ringer-^ 
NM-004708:Homo saptens programmed ceO d 
NM.000047:Homo s^ens arylsdfedase E ( 
NM.002349:Homo saj^ lymphocyte anSge 
Hs^12:EST6, Weakly slmSar to UBCAJV 
NM_004135:Homo tafHera isodtrate ddiydr 
H3i3483:teudn»<fch repeatcontaining 
Hs^2240:syntaxin3A 
Hs^74548xoiute canter tenfly 16(mono 
Hs.146274£STs 

Ks.1 18727:Hamo saptens cONA rU33603fis 
Hs^7495:prostate cancer associated pnal 
KS.194101:Homo saptens CONA: FU20669fi 
(tocu$ltil4NhLO049B6Mmio ssptens kbiect 
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4.75 

4.75 

4.75 

4.74 

4.72 

4.72 

4.70 

4.70 

4.70 

4.70 

4.70 

4.70 

4.65 

4.64 

4.61 

4.61 

4.61 

4.60 

4.60 

4.59 

4.59 

4.59 

AJSQ 

4.58 

457 

457 

455 

4.54 

4.54 

4.54 

4.53 

453 

4.53 

452 

4.52 

451 

451 

4.51 

4.50 

450 

450 

4.49 

4.48 

4.47 

4.47 

4.46 

4.46 

4.46 

4.46 

446 

445 

444 

444 

444 

443 

443 

443 

442 

441 

439 

439 

4.39 

438 

438 

438 

438 

437 

438 
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4.35 

434 

434 

4.34 

433 
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432 

452 

451 
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432638 
412869 
443639 
418245 
403636 
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428023 
410199 
431685 
4099S6 
413278 
431193 
436856 
456629 
426682 
418054 
418526 
437897 
435099 
419378 
421585 
420039 
426427 
4252B3 
426031 
441085 
412939 
430514 
431842 
430387 
404826 
414198 
434203 
426378 
433020 
420319 
446698 
400130 
431890 
425003 
417386 
424837 
424534 
445462 
428471 
409012 
424154 
400290 
409152 
427333 
413835 
444664 
421959 
407777 
414806 
421190 



AA340864 
AA290712 
BE269042 
M088767 
AA305729 
AW361666 
AIJ038843 
AW377424 
AW296135 
AW1033S4 
BE56308S 
AW749505 
AI469355 
AW891985 
AV6600% 
Nl^002318 
BE019020 
AA770561 
AC004770 
R24922 
U95626 
NWL004605 
M86699 
NlyL001197 
AA295251 
AW136551 
AW411491 
AA318501 
NM.005764 
AW372884 



AW50S308 
BE252677 
U800B2 
A1375726 
AW406269 
AF279265 

X17033 
AF119045 
AIJD37228 
BE276113 
D87682 
AA378776 
X57348 
AL117435 
AF026004 
H18836 
AA176585 
AR)67797 
A1272727 
N26362 
AW751497 
AA161071 
D14694 
U95031 



419488 
414907 
425247 
443802 
411165 
434808 
428376 
418216 
436278 
421910 
417866 
449057 
414561 
414812 
456362 
431958 
418661 
419092 
414013 



AA316241 
X90725 
NIUL005940 



NMJXU)169 
AP155108 
AF119665 
AA662240 
BE396290 
NM.014586 
AVUD67g03 
AB037784 
AI064813 
X72755 
AWS73003 
XB3629 
NRL001949 
J05581 
AA766605 



445873 
436485 
422164 
437016 
449437 
446946 



AA250970 
X59135 
NM.014312 
AU076916 
AI7Q2038 



Hs.278562 NMJ)01307:Homo sapiens claudin 7 (aDN7) 4.29 

Hs,82407 Hs.82407:cheinokine(C-X-Cmolif)ngand 4,^ 

Hs.9561 Hs.9661:proleasome (prosome. macropaln) 4.28 

Hs.83883 NNL020182:Homo sapiens transmembraiiB,pr 4.27 

Hs.18272 {lQcislM4NM.030674:Homo sapiens 4.27 

Hs.49500 Hs.49S00:KIAA0746prot^ 4.27 

Hs^74530 Ks.374530:Hon» sapiens cONA: FU23602 fi 4.27 

Hs.205126 Hs.205126:Hon»sapenscONA:FU22667fj 4.24 

Hs.267659 NIWL0051 13:Homo sapiens var 3 oncogene (V 4.24 

Hs.727 NM.002192:Hofnosap!efisinhibin.betaA( 4.24 

H5.833 Hs.833jnterfen»K6l]niulated protefai. 15 4.23 

Hs.296770 Hs.296770'J<IAA1719 FoWn 4,23 

Hs.127310 {tocusl!nk)NM_144624:Homo5apiensWnase 4.23 

Ks.367942 Hs.367942itono sapiens, done iMAGE:4701 4.23 

Hs.2056 H3.20S6:UOPfllycosylbansfi9rase1feniay 4.23 

Hs.83354 NML002318:Homo sapiens lysytoxidase4ik 4.22 

KS.8583B NM.004207:Komo sapiens solute cairier (a 4.22 

Hs.146170 Hs,146170*ypolhe0cal protein FU22969 4.21 

Hs.4756 NMJ1041 1 1 :Honio sapiens flap slrucbire^p 4.21 

Hs.90078 Hs.90078:nucMde«agartranspoitBr8t 421 

Hs.302043 NNL003965:Homo sapiens chemOWne {OC too 4.20 

Hs.376147 Hs.3761 AfMom sapiens cONA FU39099 fis 4.20 

H3.169840 Hs.ie9840:TTK protein Idnase 4.19 

Hs.155419 NM_001197:HomosapiensBCL2-interaceng 419 

Hs.166066 ' (locusllnl4NM-006697tHomos8plen8Cisp(a 4.19 

Hs.181245 Hs.181245:HomosapIenscDNAFU12532lis 4.19 

Hs.75069 Hs.75069:sennehydroxym8lhyHransferase 4.18 

Hs.241587 NH.021246:Homo sapiens lymphocyte antige 4.17 

Hs.271473 Hs.271473:Bpithelial protein up^egulate 4.17 

HS.24077D Hs.240770:nuctearcap binding protein su 4.17 

4.17 

Hs.75812 NM_004563:Homo sapiens phosphoenolpyiwa 4.17 

Hs.283558 NM_018509:Homo sapiens hypotheHcalprol 4.17 

Hs.169600 Hs.169600:KIAA0826 protein 4.16 

HsJZ27l52 NM-016391:Homo sapiens hypoiheticalpnjl 4.16 

Hs.96593 NMJ)19034:Komo sapiens rashomoteg gene 415 

Hs.298476 NI\<_022911:Homo sapiens solute cairter fa 415 

Hs.155560 NM_001746:Ho[no sapiens ca!nexln(CANX). 414 

Hs.271986 NMJ)02203:Komo sapiens tntegrin, atptia 2 414 

Hs.154149 .NM_014481:Homo sapiens APEX nudeas8(ap 413 

Hs.301957 NM_018144:Homo sapiens Sec61 alpha forni 413 

Hs.333034 NM>003491:Homo sapiens ARDIhomoIog.N^ 413 

Hs.150275 Hs.150275:KIAA0241 proton 413 

Hs^88649 pocusrn*)NM_02405l:Homo sapiens hypoth 412 

H3.184510 Hs.184510:stra6fin 412 

Hs.49725 Hs,49725:OKFZP434l216 protein 411 

Hs.141660 NM^004366:Homo sapiens cMoride channel 410 

Ks.31608 (locusilnk)NM.017636:l^o sapiens tranSi 410 

Hs.194346 Hs.194346:Spir-2 protein 410 

Hs.176658 NM.001169:Homosaptensaquaporin8(AQP8 410 

Hs.249163 NM_024306:Homosaptens fatly add hydrox 409 

Hs.1 1 615 NM-016086:Homo saptens map Unase phosph 409 

Hs.98370 NM-030622:Homosai)tenscylndiroineP450, 409 

Hs.71465 Hs.71465squateneepo)ddas8 409 

Hs.77329 Oocu5llnk)NM_014754*iomo sapiens phosph 408 

Hs.102482 Hs.1024823nucin 5. subtype B,trai*eobro 4.08 

H8.46847 NM.016614:Homosapfens TRAP and TNF race 408 

Hs50691 NM_00699aHomo sapiens mjdeophosmin/nuc 406 

Hs.77597 NKL000998:Homo sajitens ribosomd protein 406 

Hs.155324 Hs.1553243natrix inalaDopralelnasa 11 (s 406 

Hs.9805 Hs.9805:exportln5 404 

Hs.69089 NM_000169:Homo sapiens galactosidase. d 404 

Hs.256150 Hs.256150:NY-REN41 antigen 404 

Hs.184011 Hs.184011:pyrophosphalaseOnoiganli4 404 

HS.2B3099 Hs.283D99:AF15q14 protein 4X12 

H3.5097 Hs,5097synaptogyrin2 402 

Hs.109437 NH_014586:Homo8apfenshonnonaiJyupregu 402 

Hs.82772 Hs,82772Moaagen. type XI, alpha 1 402 

Hs.22941 Hs.22941:KIAA1383 protein 401 

Hs.195155 Hs.19515530iute canter family 38, memb 400 

Hs.77367 NMJD0241 6:Hoino sapiens monokine Induced 4.00 

Hs.179909 (loctB8nk)NML024831:Homo sapiens nuctea 3.99 

Hs.2877 NMjD01793:Homo sapiens cadherin 3, type 3.98 

Hs.1189 NR.001949a^omo sapiens E2Ftranscfipfion 3.98 

Ks.89603 NH.002456:HoTno sapiens mucin 1. trsnsmem 3.98 

Hs.47099 NM.024642:Homo s^ns hypotheScd prot 3.98 

HS.S0441 Nl\^015936:Homo sapiens CGI-04 protein (L 3.97 

Hs.251946 Hs.2S1946:Homos8ptenscDNAFU11840fis 196 

Hs.1561 10 Hs.1561 lO'.immunoglaburm icappa constant 3.96 

Hs,1 1 2377 Hs.1 12377«oitlca! ttiynw^ receptor (X 3.95 

Hs.5398 Hs.5338:guaninemon{dnsiphate synthetase 3^94 

H$.10O057 Hs.1QQ057seiine/Bveonine idnase 35 194 

Hs.317 NllU)03286M)mO8apienslDpalsaniefS5e(DN 194 

195 
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420162 BE378432 Hs.g5577 NM_052S84-iiamo sapiens cydbv^ependent 3.94 

443160 R1S875 Hs.258576 NMJ)12129*ibnio sapiens daudin 12 (ClONI 3J3 

418738 AW388633 Hs.6682 Hs£682siilutB carrier bnly 7. (caSon 3^ 

409463 AI458165 Hs.17298 N»1.023930iHon» sapiens hypofheticalprot aS2 

S 447495 AW401864 Hs.18720 NM.004208itomo6ap!e(is programmed oeld 3^ 

448093 AW977382 Hs.15898 Hs.1589a:2.4<fienoy<CoA reductase 2. pe 191 

426698 AA8S2773 HsJ34838 Ks.334838:KlAA18S6 pfotetn 3.90 

438485 W57578 H$.37B718 H3.378716-i1omo sapiens cONAFU33433Ss 3.89 

436827 H72187 H&356668 (loaBlink)NM-005274itoino sapiens guantn 169 

10 407971 AI469117 Hs.62918 Hs.62916:COC91 cell division cycts91«l 3.89 

400750 189 

448140 AF146761 HS.204S0 NM.0201 25;Homo sapiens Blympiwcyteacii 189 

413880 AI660842 H3.110915 ra4.021258:Homo sapiens tnterieukm 22 re 189 

453258 AW293134 Hs.32597 NM.005977:Honio sapiens ring finger prote 189 

15 428788 AF082283 H5.193516 NM.003921:Horno sapiens BK»l)CUyiyrnftho 188 

443044 N28S22 Hs.8935 NM-014298:Homo sapiens quInoHnatephosp 188 

413095 AA494359 Ks.30715 K5J0715:pQtas^vott8g&gated channel 188 

417129 AI381800 Hs.300684 Hs.300684x^tan]n generated peptid 187 

410268 AA316181 Hs.61635 NM.012449:Homo sapiens six transmembrane 187 

20 425047 U34038 Ks.154299 NM-005242:Homo sapiens coaoiiatlOA facto 187 

416084 L16991 Hs.7g008 NM.012145:Homo sapiens deoxythyrnli^ 186 

449667 AB023227 Hs.23860 H5.23860:KIAA1010 protein 188 

400298 AA032279 HsX1635 Hs.61635»Utransmemtiraneepahenai8n 185 

^ 407770 AW607831 HsJ8738 NM.014343:Homo sapiens daudln 15 (aONI - 185 

25 418313 BE244231 Hs.&4038 NM.01S937iiomo sapiens CGI^K protein (L 185 

413380 AI904232 Hs.75323 Hs.75323:prohit)i(Bi 185 

452220 BE158006 H3J212296 Hs.21229S:EST5 IBS 

413588 AA971014 Ks.75432 NM_0a0884:Komo sapiens IMP (inosine mono 185 

433658 103678 Hs.156110 Hs.156110jmniunoglobu)]nl(appa constant 184 

30 428474 AB023182 Hs.164523 Hs.18452lserfneffiireon]ne kinase 38 Gk 184 

430237 AI272144 Hs.236522 HS.236622DKFZP434P106 protein 184 

414862 BE621310 H5.923 Hs.923xlngtMtranded DMA t)!nding prote 184 

437967 BE277414 Hs.5947 NM_005370:Homo sapiens nwl transftmnlng 184 

427316 AF186081 Hs.175783 Nn4.014579'J{oino sapiens solute carrier fa 183 

35 459306 AW578452 AW5784S2J^1-CT02524)30100-Q234)07CT02S 183 

446342 BE298665 Hs.14846 H5.1484G:Homo sapiens mRNA:cDNADKi^ 183 

4328B8 6E159028 Hs.279704 Hs.279704.-chromatin aooessibilily compie 182 

434845 BE267057 Hs.325321 Hs.325321:WD repeat domain 18 182 

426514 BE616633 H8.170195 Hs.170195:l)onemorptu)gene6c protein 7 ( 182 

40 410315 AI638a71 Hs^65 Hs.378965:Homo sapiens cDNAFU37658fis 182 

421905 Ai660247 ^.32699 Hs.32699:Homo sapiens. Similar to f^KEN 181 

421481 AW391972 H5.104696 Hs.104696:KlAA1 324 protein 181 

445921 AW015211 Hs.153799 Hs.153799:Homo sapiens cDNAaJ38333 lis 180 

414368 W70171 Hs.75939 N^4^012474:Komosaptens uridine monophosp 180 

45 457284 AF102B50 Hs^27933 NM.013338:Homo sapiens AIo5.S.coievisi 3.80 

413813 M96956 Hs.75561 NM.003212:Hotno sapiens lBratocaiGinont»<) 3.80 

414602 AW630088 H8.76550 NM.052886:Homo sapiens md^T-oeadifiRB 160 

410219 198226 HS.1719S2 lis.171952»ocludln 180 

407137 T97307 178 

50 430462 A1584156 Hs,105640 Hs.1 05640 Jiypothetfcal protein BC007772 178 

432680 T47364 Hs.278613 (locusllnk)NM.005532:Homo sapiens Interf 178 

450010 AW293801 Hs.255052 Hs.255052:ESTs 178 

440334 BE276112 Hs.7165 NM^003904:Homo sapiens zinc finger prate 178 

440876 NM_004987 H5.1 12378 (locusM)NM_004987;Homo sapiens UM an 177 

55 428072 BE2S8602 Hs.182366 NM.016292itomo sapiens heal shock protei 177 

407722 6E2S2241 Ks.38041 NM.003881 Homo sapiens pyridQX8l(pyrMo 177 

426459 AF151812 Hs.169992 . NML01S966:Homosai^ns serologically def 177 

443323 BE560621 Ks.9222 Hs.9222»strogen receptor binding site a 176 

406621 X57809 Hs.1811^ Ks.181125:immunogk)bunn lambda locus 176 

60 423198 M81933 Hs.1634 H3,1634xeldhrfston cycle 25A 178 

428206 A6020643 Hs.183006 Hs.183006dtely homotog of mouse hepari 3.75 

447200 6E543146 Hs.281434 Hs^1434itofTio sapiens cONAFLI31373 6s 174 

425209 AL049761 H8.155140 NM_001895:Homo sapiens casein kinase 2, 174 

411950 128407 Hs.81564 NM,002619:Homo sapiens platelet factor 4 174 

65 418681 AA287786 Hs,23449 H3.23449SnsulIn receptor tyrosine Wnas 174 

421532 AW138207 Ks.146170 N»4.Q22842:Homo sapiens hypotheScalprot 174 

446291 BE397753 Hs.14623 Ks.14623dMBrfBron.oamma4idudfaIepio 174 

435886 BE265839 H8.1212fi rAU)18487i1oino6^ens hepatocellular ca 173 

417266 AA122237 HsA1B74 NM-002411Homo sapiens mfcrosomalgtutal 173 

70 421743 T35958 Ha.107614 Hs.107614:OKFZP564l1171 protein 173 

400419 AF084545 AF084545:Konu> sapiens versican Vint isof 173 

421357 AK000609 Hs.103808 NNL017896:Homo sapiens chromosome 20 ope ' 173 

420665 AW469240 Hs.371561 Hs^1581£ST8 173 

„^ 418703 NM_014448 Hs.87435 Hs.87435:Rho guanine exchange factor ((S IH 

75 452679 Z42387 H3.83863 (tocusfink)NM_020182:Homo sa|to Iransm 172 

419743 AW408762 Hs.59S7 Hs.fi957:Komo sapiens ctone 24416 mRNAse 172 

435730 ABQ20635 Hs.4984 Ks>4984:KlAA082B protein 172 

431512 BE270734 Wsjm Hs.2795daBla!Bdehydh)oen8seA 172 

444008 BE395085 H3.334762 (locusfink)NM_032832:Homo saptens hypoth 172 

80 442875 BE623003 Hs,23625 Hs.23625itomo sapiens ctone TCCCTA00142 171 

413431 AW246428 Hs.75355 NM.003348:Komo sapiens ubkpjiOn^or^a 171 

413950 AA249096 Hs.32793 Hs.32793:Honn8QplenscONAFU311088s. 171 

411125 AA151647 Hsj68877 Hs.68877xytochroroet)-241 alpha polypep 171 



196 



wo 03/042661 



PCTAJS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



406722 
418416 
421038 
409327 
413476 
4C0B46 
415003 
408137 
418650 
413179 
425843 
432215 
413781 
429344 
442315 
452875 
401179 
410174 
418558 
440QB6 
409402 
436014 
432633 
412599 
453857 
432211 
430720 
432320 
420186 
441128 
444184 
411678 
423750 
412948 
452098 
430024 
416412 
437712 
400847 
406571 
412641 
404854 
4G0448 
453331 
441405 
417389 
419607 
447250 
446356 
431236 
426722 
420531 
416933 
447698 
434457 
424241 
452264 
420614 
434224 
425322 
438407 
413859 
427268 
436127 
411704 
452700 
418803 
453323 
422813 
452488 
432268 
425811 
437741 
421802 
428582 
446147 
408716 
450625 
442007 
453454 
421642 
428371 
421340 



H2749B Hs^93441 Hs.293441:Homo sapiens SNC73protrin(SN 

U1 1700 Hs.84999 NM_000053:Homo sapiens ATPase. Cu++ Iran 

AL0B0192 Hs,101282 Hs.101282:Homo sapiens mRNA; cONA DKFZp4 

L41162 Hs^3663 N[yL001853:Honio sapiens collagen, type IX 

U25849 Hs.75393 NMJ)04300M)mo8apl8ns acM phosphatase 

Ml 1437 Hs,77741 Hs.77741Ainlnogen 

A1694131 Hs^9002 Hs^9002:KIAA17C6 protein 

BE386760 Hs.86978 Hs.86978:prolyl endopepfidase 

N9g692 Hs.75227 NlyL00S002Atofno sapiens NADH dehydrogenas 

BE313280 Hs,159627 NMj004632*temo sapiens dealh associated 

AU076609 Hs.2934 NM_001033:Homo sapiens ribonudeoflde re 

J05272 Hs,850 (k)cuslink)NM.000883;Homo sapiens IMP (i 

R94038 Hs.374664 NM_C06538:Homo sapiens tnWbin, beta C( 

AA173992 Hs.7956 Hs,7956:EST8 

BE275760 Hs.30928 NMJD06114:HomO6apfensiranstocas8ofou 

Hs.59461 Hs,59461:DKFZP434C245 protein 

Hs.86131 Hs.e6131:Fas CrNFRSF6)-assoclated via de 
Ks.6g06 NM.005402:Homo saptens v-ral slnto leuk 
Hs.695 Hs.695xyslatlnB(stefinB) 
Hs.283741 NM„020158:Homo sajfens exosotne component 
Hs.210667 Hs210667:ESTs 
Hs.248267 {locuslinlc)N^^021 126:Homo sapiens metcap 
HS.35B61 hls.35e61:Ras^nduced senescence 1 
Hs.273333 Hs^73331-hypoSieiical protein aJ10986 
Hs.247838 NMJ)02991:Homo sapiens smdB inducible c 
Hs.274351 KM_016032:Homo sapiens zinc finger, DHHC 
Hs.95697 Hs^5697:liver^pedficbHLH-Ziptranscr 
HS.348S04 Jk348504*ypolhetlcal protein BC014072 
Hs.282990 (locusrink)NM_033550:Homo sapiens chromo 
Hs.71465 NM.0031 29:Homo sapiens squalene epoxidas 
Hs.298229 NM.012394:Homo sapiens prefoldtn 2 (PFDN 
Hs.334851 Hs.3348S1:UM and SH3 protein 1 

BF755039:Q\rtW:T0583-18100a428-f07 CT058 
Hs.227730 NMJ000210*ioino sapiens integrin. alpha 8 
Hs.7d305 Hs.73305:IOAA0255geneproduc( 
KS.85B44 Hs.85844:neurotropMc ^losine kinase, r 

AA1 29547 Hs.285754 NM_000245:Homo sapiens met protooncogen 
M16660 Hs.74335 Hs74335:heal shot* 90kD protein 1, beta 



AA306007 
AW082266 
NM_00S402 
AF208234 
AF281134 
AI7g6390 
AU076782 
AL080235 
BE274530 
U85768 
AW411066 
NM„015925 
AA570256 
T87841 
AI907114 
AF165883 
BE243313 
A1858183 
AI808780 
NMJ014742 
XD4588 



AJ240665 Hs.352537 H3.352537:Hofno sapiens cONAFU31 066 lis 

245957 Hs.7837 Hs.7837:phosphOf»olein regulated by mflo 

BE260964 HsA2045 Hs.82045:mldldr» {neurite growth-prcMnoe 

R52557 Hs51579 NM.033416:Homo sapiens similar to HYPOTH 

AI878909 Hs.17883 NM«002707:Homo sapiens protein phosphate 

AJ816736 Hs.14896 Hs.1489e2inc finger. DHHC domain contai 

AV656840 Hs.2851 15 NMJ01560:Homo safriens inteiteuldn 13 re 

U53823 HS.1719S2 NM_002538:Homo sapiens occltidIn(Oari). 

AI6520e9 Hs58614 NM_004587:Homo s^ns n*bosoma binding 

BE561850 Hs.60506 NM>003090:Homo sapiens small midear rib 

AI420156 Hs.326733 NM_052858:Homo sai^ns similar to RlKEN 

AF141332 Hs^00333 NM18690-i1omo sapiens apoIipoproteinB4 

AW995948 Hs.8364 Hs.8364:pyruvatB dehydrogenase kinase,! 

AU077013 Hs^57 Hs.28757;transme[Ttrane 9 superfamHy mem 

AL1 10291 Hs.99364 Hs.99364:aWiydrolase domain containing 1 

AA380731 Hs.84 NM_000206:Honio sapiens Interleiildn 2 lec 

U63530 Hs.155637 NM-.006904:Homo sapiens protein Wnase^ D 

AI457122 Hs.129673 H3,129673»ukaryotic translation Initial 

AW9g23S6 Hs.8364 Hs.8364:pyn[vate dehydrogenase Idnasa. I 

X7a520 Hs.174139 NM.001829:Homo sapiens cMoride channel 

W94824 Hs.11565 NM„080748:Homo sapiens chromosome 20 ope 

AI499220 Hs.71573 (loaiislnk)NM_017988:Homo sapiens hypolh 

A1859390 Hs.288940 NliU)21259:Honio sapiens transmsnbrane pro 

U50079 HS.88S58 NI«L004964:Komo sapiens histonsdeace^ 

AFO34102 Hs.32951 NhtQ01532:Homo sajte solute earner fa 

AV656571 Hs.121068 (|ocusnnk)NMJ)03270:Homo sapiens transm 

N74921 H3.184389 Hs.l84389:EST8,ModeratB!y similar to SI 
BE3118S6 Hs^74230 Hs.274230*^-phosphoadenosine5'S)hospho 
ALD39104 KS.15SS57 NMJ0O2266:Honn sapiens kanfophertn alpha 
BE561B10 HS.S809 NiyLQ20470:HQmo sai^ens putefive transmem 
BE261458 Hs.10B408 (locusIb*)NM-016022:Homo sapiens CGl-78 
BE336699 Hs.185055 Hs.185055:BENE protein 
AL133064 H5.14051 Oocuslinl«)NM.145698:Homo sapiens endoze 
AI967839 Hs.151714 (iocuslink}NM.033405:Homo sapiens peroid 
AG0Q69S4 HS.25SZ7 (tociislinI()NMj014428:Homo sapiens 6ght 
AA301116 HS.14283B NW.032390:Homo sapiens MKI67(FHA domain 
AWt»2Q05 Hs^74973 NM_004697Jtomo sapiens PRP4|ire<riiVW pro 
AF161254 Hs.1081 96 (locusl]nk)NMJ)16579:Hamo sapiens 8D6 an 
AB012193 Hs.183874 NNLQ03S89:Kamo sapiens cuIlin4A(CUL4^ 
FDn83 Hs.1389 NM.000574Mxno sapleiis decay aoceleraflh 

197 



3.71 

3.71 

3.70 

3.70 

3.70 

3,70 

3.70 

3.70 

3.70 

3.69 

3.69 

3.69 

3.69 

3.69 

3.68 

3.68 

3.67 

3.67 

3.67 

3.66 

3.66 

3,66 

3.66 

3.66 

3.65 

3.65 

3.65 

3.64 

3.64 

3.64 

a64 

a63 

3.62 

3.62 

3.62 

3.62 

3.61 

aei 

3.60 
3.60 
3.60 
3.60 
3.60 
3.60 
3.60 
3.59 
3.59 
a59 
3.59 
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429023 
452862 
442993 
404240 



NM.000312 Hs^1 
AW378065 Hs.8887 
8E018682 Hs.166196 



429583 
445937 
424m 
424142 
428028 
456534 
424685 
419170 
439841 
426390 
430589 
431183 
422S99 
457635 
419705 
454390 
402829 
451707 
433604 
420085 
437704 
439223 
452203 
450273 
4080B9 
446950 
437379 
427581 
433627 
400263 
433570 
410636 
456950 
432391 
428144 
417144 
458778 
425274 
448913 
448847 
420166 
412420 
424482 
414186 
422396 



428293 
4455B0 
442821 
427597 
427648 
428734 
453902 
441565 
414045 
423323 
443303 
426268 
422256 
451129 
400205 
428109 



417457 
406353 
444758 
423309 
426125 
452835 
419493 
457670 
400125 
429404 
410293 
434826 



427715 



S78187 

NM_006412 

A1452943 

NM.Q00S46 

AB78727 

U52112 

X91195 

\mi223 

6E002798 

AF038961 

AI640377 

AJ002744 

NML006855 

8E387202 

AV560976 

AW368834 

ABQ20713 

AWD51061 

NM.013442 

AI741909 

AA766142 

AW238299 

X57522 

AW2g6454 

H59799 

AA305800 

AL3Sg575 

NM.014788 

AF078886 

AI580053 

AA088177 

AF111170 

AI732374 

BE269243 

AA362104 

AW451034 

BE281191 

AA194422 

AI587ia0 

AW732276 

AL035668 

BE266621 

U33446 

W21B72 

AW594506 

BE2S0944 

AF167572 

BE391929 

D15049 

AI376722 

BE303044 

BES02341 

AW953576 

NM_002951 

At951626 

U67319 

AF083420 

M64673 

6E072681 

AW7329ia 
AA173467 
NM.0041B2 
AA378907 

AlJ04487a 

BG006775 

X87241 

AK001269 

AF001212 

AF119666 

NM-005738 

AK000047 

AF155661 

AI80S584 

8E245274 



Hs.153752 

Hs^119 

Hs.321231 

Hs.1846 

Hs.378970 

H5.182018 

Hs.100623 

H8.151734 

HS.287B50 

Hs.6710 

H3.350077 

Hs^46315 

Hs.250696 

Hs.118638 

Hs.3569 

Hs.154331 

Hs.56966 

Hs,60973 

Hs.3439 

Hs.44680 

Hs.131810 

HS.2S0618 

Hs.352018 

Hs.24743 

Hs.42644 

Hs.5672 

H5.23765 

Hs.179703 

Hs.284296 

H9.75309 

Hs.109007 

Hs,172870 

Hs.305165 

Ks.339827 

Hs.182625 

K&61337 

Hs.326525 

Hs,155462 

Hs.22564 

Ks.110906 

Hs^5583 

Hs.73853 

Hs.149155 

Hs.75799 

Hs,7907 

Hs,104830 

Ks.183556 

Hs.1»12 

Hs^7S2 

Hs.179770 

Hs.180062 

Hs.192023 

Hs^02 

Hs^125 

Hs.75722 

Hs.127007 

HsJ216 

Hs.168913 

Hs.1499 

Hs^1846 

Hs.182490 

Hs^402 

H8.172791 

H&349326 

Ks.11899 

H8.128782 

Hs.166994 

Hs.307^ 

KSJ0744 

KS.2344S 

Ks.125078 

Hs.10706 

Hs.61960 

H3.22265 

K3J1731 

Hs.180428 



NMJXXDI 2:HQrno 88|]iens piotBlii C OnacO 
Hs.8687£ST8 

Hs.1G6195ATPa6e, Oass I. tfpa 8B. menib 

(bcuslihk)f»4-00435&H)mo sapiens 
NM.006412dtosa|^ 1-acylgtycero(^ 
()ocuslmk)NMJ)03779:Hoino sapiens WP-Ga 
NMJ00Q646CHoRio8apiBn8 tumor proldn p63 
Hs.378970i1omo8aptBnscONAaJ3S1021i8 
Hs.182O18:lnt0lsuMn-1 rsceptorassoda 
NM^138889:Homo sapiens pnM phosphata 
K8.1517343iuclear trmsport factor 2 
NMJ002219M»» sapiens intsgral msntbrane 
NK4.004870:Hoino sapiens mannose-P-doGcho 
NM_000982:Homo sapiens ribosoma! protein 
NIA.017423:Honio sapiens UDP-N-acetyMph 
NMJ)06855:Homo sajfens KDEL (Lys^p^ 
Hs.1 18638;nonKn8(8staSc celts 1. protei 
Ks.3569!chroniosoin0 20 open reaifing frame 
Ks.154331£ST8 

(loouslink)m^024923MHno safdens tvpolh 

Hs.60973;Homo ssipiens cONA aj40829 &s. 
Hs.3439stDma!{n (EP872HiI(e 2 
K8.44680:hypothet)cai pnitein RJ20979 
H8.131810:Hoino sapiens cDNA FU35976 fis 
NM.025217-itonK} sapiens UL16 tUnSktQ prot 
NKA.000593:Homo sapiens transporter 1. AT 
Hs24743:hypothetical protein aj20171 
Hs.42644:th(dpe(toxina8 2 
{ixusfink)NM.030799i<oino sapisfts gol^ 
Hs.23765unenibrane metallo-endopeptidasd- 
N^U)14768:Homo sapiens tripartite motif- 
NM.033161:Homosaplenssurfeit4(SUlV4} 
NhL001961:Hoino sapiens eukaiyoiic transl 
Hs.109007:Honio sapiens. Sbnllar to L0C16 
Hs.172870:KlAA1913protstn 
Hs.306165:ESTs, Ktghty similar to unknow 
Hs,339827:ESTs,Weai(lysiidiar to protea 
Hs.182625:VAMP (vesldd^sodated memtir 
Hs J1337:)ec8a oalactosUe-bindlng. so 
NK^001669:Homo sapiens arylsuifalase D ( 
K3.155462:MCM6 nilnichromosome m^tenanc 
NM_004999:Homo sapiens myosin VI (MY06). 
Hs.110906:tiypothetica) proton BC004501 
NM_012339'itonio sapiens transmembrane 4 s 
NMJ001200:HomD sapiens bone morphogenefl 
(locusIlnk]NM.003374:Homo sapiens voltag 
Hs.75799:protsase. serine. 6 (preslasin) 
(locus!lnl()NKLl450S9M)niQ sapiens Uno 
ite.104830:ESTs 

Ks.18355630lute carrier MIy 1 (neutr 
NI4.006109'itomo sapiens SKB1 homoloo (S. 
Hs^752:(ransmembrane protein 4 
NM_002842i{omo sapiens protein tyrosine 
Hs.180082:proteasome (prosomo, maciop^ 
NM-003757:Honio sapiens eukoyotic transl 
NM.139177:Homo sapiens chromosome 17 ope 
i^^125:p53^nduced protein PK^ 
NM_002g51itomo sapiens rtbophorin II (RP 
N^003740:HQnio sapiens potassium channel 
NhiL03334ftHomo sapiens caspase 7, Qpopto 
Nh^003576:Homo sapiens serine/lhieonlnB 
NM.005526:H(»no sapiens heat shock transc 
BE072881 JlC2-BT0548.200300412-e09 6T054 
NM.006265.HonK> sapiens RA021 honoiog (& 
Hs.162ti0dsuclno-ilch PPRrfnoGf contain 
Hs^402:p21K>l642/RBc1-acBvatBd Itae 
NMJD04182:Homo sapta ubtquttous^f^ 
Ks^3326MNno sapiens cONA FIJ30677 fis 

WhlJD008S9A < omo8atto^vdiOKy-a<nethy 
NMJ014497:Komo sapiens susM-repeal prot 
Hs.16G994'i^AT tumor suppressor homoIcQ 1 
NM.018ro7:Homo sapiens hypotfieSca! prot 
Hi90744:proteasome (prosome. macropain) 
KMJ)18842:Hamo sapiens hisuHn receptor 
(IocusBni(}NM.Q04152:Komo sapiens ondlh 
NM.005738:HQmo sapiens AOP-rttiosyf ^ 
NM_018992:Homo sapiens hypolheScd prot 
Hs.22265:pyTuv8!8 deliydrogenase phosphal 
(locusOnk)Nli4.012094:Homo sapiens pensd 
H5.180428MAA1181 protein 
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439778 
418862 
421140 
451932 
449042 
426746 
425725 
444734 
436415 
457329 
432169 
412525 
416391 
419193 
432065 
400262 
423598 
424291 
450506 
437296 
431731 
425159 
427349 
439246 
448775 
407236 
445350 
444706 
429574 
427647 
415938 
414271 
424394 
437186 
430542 
444019 
434931 
426158 
430393 
402104 
446620 
443425 
414883 
413063 
451564 
437822 
441866 
438930 
422192 
446506 
415323 
449644 
422611 
417640 
428157 
447321 
450447 
422691 
426375 
449230 
424756 
442772 
430281 
448153 
420332 
417691 
412926 
427308 
432026 
449199 
442739 
422051 
452714 
431884 
402260 
409686 
409267 
447783 
426812 



BE247600 
AL120051 
NR1.004460 
AA350994 
BE2&6322 
KM.004341 
AA360154 
AI498072 
AB025237 
W7948S 
AF052112 



A1337735 Hs,173919 Hs.173919:EST8. Weakly similar to neuron 3.36 

U66615 Hs.ir2280 NM_C03074:Homo sapiens SVWSNF related, 3.36 

M87507 Hs.2490 Hs.2490:casp3se 1. apoptosis-related cys 336 

X0306B Hs.73931 Hs.73931:maior Wsto«)iiipalib!lily w 3.36 

AL109729 Hs.99364 Hs.99364:abhydroIase domain containing 1 3>36 

BE550964 Hs.89399 NMJ)05176:Homo sapiens ATP synthase, H* 3.36 

AA29S741 Hs.1 02135 NM-006280:Homo sapiens signail sequencer 3.36 

AA360954 Hs.27268 Hs.27268:Homo sapiens cDNA:FU21933 lis 3.36 

AW294985 Hs.307l5 Hs.30715:polass{umvo[lage^ated channel 3.36 

J03526 Hs.2057 NM-000373:Homo salens uiidinetnonophosp 3.36 

NM_012243 Hs.159322 (Iocusllnk)NM.012243:Hofnosapfens solute 3.35 

NM 001360 Hs.11806 NM»001360:Homo sapiens 7^eliydroclioleste " 3.35 

BE265254 Hs.343258 NM^006191:Komo8aitensproriferalion-ass 3.35 

AI634860 Hs.359682 Ctocusrink)NM_016442:Homosapfenstype1 3.35 

Y0Q971 K5.2910 NKU)02765:Homo sapiens phosphonliosyt py 3.35 

AA581439 Hi.152328 Hs.l52328:ESTs 3.35 

AI878927 HS.792S4 NM02402:Homo sapiens mesoderm spedGc 3.35 

029643 Hs.34789 NRt005216;HofnosapfensdoHchyWlphosph 3.35 

AA401039 HsJ2903 Hs.2903:protein phosphatase 4 (fonnerty 3.34 

HS.753Q9 NM„001961;Hon>o sapiens eukaiyotictransl 3.34 

Hs.377968 NM.020400:Homo sapiens G protdfrcoupled 3.34 

Hs.144700 NM_0O4429:Homo sapiens ephrin-BHEFMBI) 3.34 

Hs.418 ((ocusnnk)NliL004460:Homosa(HensfibiQb 3.34 

Hs.20281 Hs.20281:MAPKphosphdlas6.7 3.34 

Hs.211374 (locuslink)NM_145051:Homo sapiens hypoth 3.34 

Hs.154868 NM_004341;Homo sapiens caibamoyl-phospha 3,34 

Hs.177415 Oocuslink)NM_001 997:Homo sapiens Finkfil 3.34 

H8.351474 Hs.351474:Homo sapiens CDNAFLJ30002 lis 3.34 

Hs,388 Nf002452:Homo sapiens nudix(nucleoskie 3,34 

Hs.1 73980 Hs.1 73g80:nuclear matrix protein NMP200 3.34 

Hs.12540 NM_006330:Homo salens lysophospholipase 3.34 

Hs.1 1747 (tocusrnk)NM_017798:Honio sapiens chnxno 3.34 

Hs.208912 Ks.2Q8912:hypofiietical protein M6C861 3.33 

Hs.180059 Hs.180059:Homo sapiens cDNAFU31360fis a33 

Hs.78921 NM_003488:Homo sapiens A kinase (PRKA) a 3.33 

Hs.75871 (tocuslink)NM12408:Homosap{8nspiotel 3.33 

Hi.146381 Hs.146381:RNAfaindingin}iIfpiotebi.Xc 3.33 

Hs.377816 Hs.3778l6:Homosapien5d)r4AFU36608fis 3.32 

Hs.119122 Hs,119122:ra)OSoma!pK)tB&iL13a 3.32 

Hs.10098 NW_019082:Homo sapiens ptitaBvenucleola 3.32 

Hs.166254 Ks.166254:llke)yortholo9 of rat vacuole 3.32 

H&199067 Nll^1982:Homosapiens\F«rtHb2eiyttin)b 3.32 

Hs.241305 0QcusM)NM.OO647(m)nio8apienstripar 3.32 

3.32 

AA128808 Hs.179902 Oocusrink)NM.Q22l09:Hamo sapiens COw92 3.32 

AI056776 Hs.t33397 Hs.133397:ESTs 3.32 

AA9269e0 HS348669 Ks.348669:CDC2B protein kinase 1 331 

AU035737 Hs.75184 Hs.751B4»hIfinase3JBo1 (carfilageg a31 

AU076698 Hs.132760 (k)cusltnk)NM_001467:Honu) sapiens ghicos 3.31 

AW450485 Hs.4437 NM>000991:Homo sapiens ilbosotnalpfOUIn 3.31 

BE464341 Hs.21201 Hs.21201:neclin 3 3.31 

AW843633 H5.343261 Hs.343261MstocQmpal»i%(in{noi)13 3.31 

AA305159 Hs.113019 NM_015931rftonio sapiens ils48S (10051066) 3.31 

AI123118 Hs.15169 (kx;usnnk)NM_016326:Homo sapiens chennolc 331 

BE269352 Hs.949 NhL000433:Homo sapiens neutrophil qitoso 3.31 

AW960707 Hs,148324 Hs.148324:ESTs 3.31 

AA168177 Hs.118722 (tecusBrft)N»U)04480«omosaplefBli^ 3,31 

D30657 Hs.82353 NAL006404:Homo sapiens protein Crecepto 3.30 

AI738719 Hs.198427 NHL000189:Homo sapiens hexoklnase 2 (HK2 3,30 

AW271217 HsJffl1434 Hs.281434-iiomo sapiens cDMAFU31 373 lis a30 

AF212223 Hs.25010 NWJD18698:Homo sapiens hypotheficaJprol 330 

NM_003365 Hs.119251 NMJ)0336&Homo sapiens ufakjulnoi^gfte 3.30 

AK0005S7 Hs.iegS49 NM.017893:Komo sapiens sema domain, Inunu 330 

BE613348 Hs,356392 Hs356392fSTs,HigWy similar to SiJhas 3.29 

AWS04657 Hs.152931 (kJCusBnk}NM_002296:Homo sapiens lantin 3.29 

AW503680 Hs.5957 Hs.5957:Homo sapiens ctone 24416 mRNAse 3.29 

A1878842 Hs.237924 N(016016:Kbmo sapiens CG(^pcDlsb(L 129 

Y10805 Hs.20521 NMJ001538:Homosai)lensHMT1 hnf9ff> methyl 129 

NVL001756 Hs.1305 NM_001756itomosaj^en9 serine (or cyslei 3.29 

AU076610 Hs.82399 NM-007357:Homo sapiens component of oBg 3.29 

AI679076 Ks.75061 Ks.75Q61:macrophage myristoytated alanin 128 

D26067 Hs.174905 Hs.174905MAA0033prOtein 128 

AA524545 Hs.224630 Ks.224630:HonK) sapiens cDNAFLJ33318fis 128 

A1990122 Hs.196988 H3.196988£STs 128 

NiyL007274 Hs.8679 (|ocusririk)NM_007274:Homo sapiens cytoso 128 

AW327546 Hs.1 11 024 (k}Ctislink}NM.0Q5984:HQmo sapiens soiiita 128 

AW770994 Hs30340 Hs30340diypottietk;dprolAKIAA1165 128 

AA521246 Hs.210792 Hs310792«on»saifenscONAFlJ36691liS 128 

128 

AKD00002 H$.55879 (k)cusiink)Nh4_033450:Homo saddens mul&i 128 

NM_012453 Hs.52515 NiyL012453:Homo sapiens fcansducin(l)ela) 128 

AF054178 Hs.19561 NI005001:Ho(no sapiens NAOHdehydrogenas 127 

AF105365 Hs.172813 NKt006598:Homo sapiens sokde carrier b 127 



BE268321 
W19744 
BE383507 
AK000275 
BE277024 
AA338305 
A1557486 
BE173977 
AW968941 
NMJX)1982 
BE185030 
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429871 BE379335 Hs^1S94 Hs^11594:pioteassme(prosome.macnpa{n 3.27 

434521 HfAJXmsr Hs.3866 Ks.3888Jcayopherins!pha3(&T)p(x^ 9J7 

454128 AIJ031259 H5.367900 Ks-SGTSOthproommmed ceO death 2 3.27 

_ 445033 AVB52402 Hs.72901 N^4.078487itaro8aptefBcyd!rHJependant 3.27 

5 448752 AA593867 Hs.300842 NM.024820:Hoino sapiens K1AA1608 protein 3.26 

425221 AV643864 Hs,15518a NNL005642:Homo sapiens TAR RNApdymara a26 

440286 U29S89 Hs.7138 NM.000740:Komo sapiens chofinefQic recep 3.26 

413745 AW247252 Hs.75514 NM.O0Q27O:Honu) sapiens nudeosUephosph 3.26 

412338 AA151527 Hs.69485 {locusM)NM.024661:Homo sapiens tiypoOt 3.26 

10 426520 BE545684 Ks.343566 HS.343586MAA0251 protein 3.26 

427640 AF058293 Hs.180015 NWL001355:Homo sapiens l><k)pachrom8 taut 3-26 

440943 AWQ82298 Hs.146161 NM.032331:Homo sapiens hypolheficaiprol 3.% 

425966 NM.001761 Hs.1973 KiyLQ01761:Hoino sapiens cydinF(CCNF), 325 

416446 113210 Hs.79339 NM.005567:HofflO sapiens lecSn.galactosf 33 

15 449944 AF290512 H5.58215 (locusrink)NM.03304&Homo sapiens rtutek 3.25 

424381 AA2B5249 H5.146329 NM.007194itomo88itoCHK2 checkpoint h 3.25 

426784 U03749 Hs.172216 NM.00127S:Homo sapiens chromogranin A (p 3w2S 

420190 AI816209 Hs.95867 (locusIicA)NIUL024112:Hoffio sapiens dum ^25 

^. 438085 R52518 Hs.7g67 Hs.7967:ESTs.W^8fmnartoextensIn ^24 

20 419216 AU076718 Hs.164021 NM.002993:Homo sapiens smdIlnducUilec 3.24 

430154 AW583058 Hs.234726 NM.001085:Komo sapiens serine (or cystd 124 

458376 AB023179 Hs.9059 Ks.9059:KiAAD962 piotein 3.24 

410600 AW575742 Hs.351676 Hs.351676M»no sapiens cONA FU25921 fis 3.24 

^- 420676 AI434780 Hs.4248 Hs.4248:Homo sapiens PP3781 mRNA. convie 3l24 

25 435640 AF22Q053 Hs.54960 NM_018468:Homo8apiensiJncharacterizedh 3.23 

427775 R25944 Hs,180777 Hs.18II777:Homo sapiens mRMA:cONAOKFZp5 3.23 

412600 1^24 Hs.74101 Hs.74101sp)een tyrosine kinase 3.23 

430250 NhL0ie929 Hs.283021 NM.0ie929:Homos8(^nschk)rideintracel 3.23 

432871 NM.016142 Hs.279617 Hs.279617:hyd(Oxysterdd (17^ta) detiyd 123 

30 432731 R31178 Hs.287820 H8287820:fbn}nectin 1 3.23 

410340 AWie2833 Hs.1 12188 (tocus8nk)NI^021826:Homo sapiens iiypoth 3.23 

410047 AI167810 Hs.379753 Hs.379753:Hon!o sapiens CDNAFU33176 lis 123 

430567 Nl^003028 Hs.244542 Hs^4454^.Homo sapiens CONAFLI38908 lis 123 

^. 425907 AA365752 Hs.155965 Hs.l55965:ESTfi 123 

35 436075 BH)30176 Hs.179902 NI^080546:Homo sapiens COw92 antigen (CD 122 

403912 122 

429782 N^L005754 Hs.220689 Hs.22068g:Ra3^8se-activating protein 3.22 

416178 Ai608527 Hs.192822 NKL030g49'i{omo sapiens pmteinphosphata 3.22 

445229 BE276013 Hs343828 Hs.343828:Homo sapiens mRNA:cDNADt<FZp7 122 

40 422030 X51416 Hs.110849 (^iink}NM.004451:Homo sapiens estng 122 

409591 AA532g63 Hs.9100 Hs.9100:hypo(tietical gene supported by A 3.22 

411531 AB014511 H8.70604 H5.70604:ATPase.a8S8ll.tn»9A 122 

414820 AA37ig31 H5.77422 Ks.77422:pfoteoiipid protein 2 (ookmic 122 

450770 AA019924 Hs.28803 H$.28803:ESTs 122 

45 433233 AB040927 Ks^1804 HS.301B04MAA1494 protein 122 

414172 AW954324 Hs.757g0 {locuslnk)NAlL0Q2642:Homo sapiens phosfdi 121 

428781 AF164799 Hs.193364 Hs.1933849ut8taGve 28 kDa protein 121 

432078 BE314877 HsJ24553 (locusnnk)NM.022369:Homo sapiens tiypoUi 121 

454358 AW792876 Hs.268936 NM.031420:Honio sa^^ns milochondiial rib 121 

50 447140 AF070537 Hs.17481 NM.138391itomo sapiens tiypofheficalprot 121 

409132 AJ224538 Hs.50732 NMJX15399:Homo sapiens protein kinase, A 121 
400836 120 

420281 A1623693 Hs.323494 (locusnnk}l^017964:Homo sapiens itypotfi 120 

414343 AL036166 HS.7S914 NMJ}06815:Homo sapiens coated veside me 120 

55 447096 B E539199 Ks.62112 (tocuslM4NK4.003457:Homo sapiens zinc f 120 

412276 BG262621 Hs.73798 Hs.73768anacropi)aoe mlgralion inl)il)ilory 120 

425261 BE385099 Hs.35S814 Hs.35S814:Homo sapiens cbn8liyiAG£:29333 3.20 

407736 N41744 Hs.349326 H334S326:HQn» sapiens CDNAFU30677 (is 120 
400845 120 
60 407082 Z47055 120 

452012 AA307703 Hs.279766 {l(»isiink)NM.01231 0:Komo sapiens Unesl 120 
403217 120 

414249 Af797994 Hs.279929 (k}cusrink)NM.0175iaHoino sapiens gp25L2 119 

431243 U46455 Hs.252189 NM»002999-i<omo sapiens syndecan 4 (ampN 119 

65 417777 AI823763 Hs.7055 Hs.7055:Hcmo sapiens cONAFU33420fis, 119 

457274 AW674193 Hs.227152 NA4.016391:KomosapIenshypot)ieticaipn)t 119 

445139 AB037848 Hs.12365 Hs.12365.-synaptotagnibi Xlii 119 
430260 AA361258 Hs.237866 Hs.237868:KQmo sapiens niRNA:cONADKFZp6 119 
„ 422197 AW974265 Hs.111632 Hs.1 11632:l£m3 protein 119 
70 422938 NM.001809 Hs.1594 NI^001809:Hanio sapiens centromere protei 118 
435575 AF213457 Hs.44234 NM.018965:HomQ sapiens tr^ering recept 3.18 
449704 AK000733 Hs23900 H&23900-.Rac GTPase acthraSng protein 1 118 
426925 NM.001196 Hs.172894 Hs.172894:8H3inieracfingdoni^dealtia 3.18 
414814 D14697 Hs.77393 (>ocusi!nk}NiyL002004iHanio sapiens femes 118 
75 405387 118 
444108 R55784 Hs.140942 H3.140942:Hamo sapiens CONAFLJ38396 lis 118 
424089 ALJ038662 Hs.144949 Ks.144949£ST8 117 
414788 )a8342 H8.77313 Hs.77311cycirHlependentUnase(CDC2^ 117 
„^ 424927 AWg73666 Hs.153850 Hs.1 53850JvypothetJcal protein C321D2.4 117 
80 451452 BHS60085 Hs.26433 NM.001382i1omo sapiens doGcityHtophat 117 
426924 BE222542 1^128762 Hs.128782Mxno saddens CDNAFU31 512 fis 117 
447032 AK000310 Hs.17138 (|ocusDnk)NMJD17755:Honio sapiens hypoth 117 
410683 AA194952 Hs.36093 Ks.36093:Hqr» sapiens cONAFU12885 lis. 117 
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41S402 M1646a7 Hs.177576 Hs.177576:(nanix)syl(alpha-1>)^ycopro 
451032 W03692 Hs 323079 Hs^23079:Homo sa;te mRNA; cDNA DKFZpS 
412146 M92444 Hs.73722 Hs.73722*APEX nuclease {mulBfundional 
417018 M16038 Hs.80887 H$^0887:v-ye5-1 YamagucW sarcoma M ^ 
425244 AKD02127 Hs.155313 MRL022105:Homo8apferedMlh 
417878 U9a916 Hs.82845 Hs.82845:Homo sapiens cONA:FU21930fis 
Hs 133122 Hs.1331224iypottie&d protein FU14524 
NM.006979:Ho(no sapiens HIA class W regl 
(locuslinklNM_004697:Homo sapiens PRP4 p 
Hs.85266:integrin,beta4 
NM005318:HQmo sapiens HI histone family 
Hs.314807:hypotheCcal protein MGC2655 
((ocuslnk)NWL002389:Homo sapiens membra 
Hs.7916istnjclure spedfic recogmtjon 
(tocusrink)NttL030926:Homo sapiens Integr 
NI\A_0043S9:Homo sapiens cell division eye 
Nl^016230->lomo sajitens flavoliemoproleln 
Hs.4990:KIAA1C89 protein 
NIiA.005896:Homo sapiens membrane oomponen 
Hs.41694»rfgin recognition complex, sub 
Hs7345:MAD1 mitotic arrest delicienUI 
NM.138578:Homo sapiens BCLZ-Oke 1 (BCL2 
(tocusrmlc)NM_003661:Homo sapiens apolip 
Hs^10628:ESTs 

NMJ)06819:Homo sapiens stressHndueed-ph 
KM_003668:Homo sapiens mitogen-adrvated 
Hs^9850:uridine Idnase-iilte 1 
Hs.M0215:ESTs 

NMJ)00239:Homo sapiens tysozyme (renal a 
Nh/L016050:Homo sapiens milochoodrtsl rib 
Hs.l575:sma!l nuclear nljonudeoprotan 
NM_007273:Homo sapiens repressor of estr 
Hs,94761:KlM1691 protein 
Hs.301226:Homo sapiens, done 1MAGE:3456 
Hs.378965:Homo sapiens cDi^ RJ37658 lis 
OocusIink)NMJ30786:HQmo sapiens alpha- 
NiyL001625:Homo sapiens adenylate Wnase 
NIA.002983:Homo sapiens small indudUe c 
(locuslink)NM_003842:Homo sapiens tumor 
Hs.190161:U« protein 
NM_001970:Homo sapiens eulcaryotic transi 
NiyL01768aHomo sapiens aspoiin (iJW das 
NMJD01283:Homo sapiens adaptor-related p 
pocuslinl()Nl\<_001064:Homo sapiens Iransk 
Hs.61289:synaploianln 2 
N»A_014755:Homo sapiens transtocase of ou 
Hs.181357daminln receptor 1 (S/kD. ribo 

Hs.17558:Homo sapiens, done 1MAGE:40704 
Hs.269092:EST8 

N!yL018120itomo sapens tiypolhetical prot 
Hs.l2152JfcHomo sapiens cOf^ FU35792fis 
H8.168159:biliindional apoptosis regulal 
NM_003384:Homo sajaens vaccinia related 
NNL002822:Homo sapfens protein tyrosine 
Hs.806803naior vault protein 
Hs5790^(KiasM homolog. prdiferati 
Hs^442a disintegrin and metaltoproteiii 
Hs j?7268:Homo sapiens cDNA: FIJ21933 (is 
NM-002849:Homo sapiens protein tyrosine 
Hs^5661£STs. Moderetely slndlar to liyp 
NML00651 ftHomo sapiens sotule carrier fa 
NM.018643:Homo sapiens triggering recept 
NH/L017817:Homo s^ens RAB20, member RAS 
NW-0178B2i1omo sapiens cerokMpofusdn 
NMJD13291:Homo sapiens deavage and poly 
NNU101419:Honio sapiens ELAVCernbiyonicl 
Ks.181244ana|ortiIstooQmpaBbiDtyoampl 
NM_000S69:Homo sapiens f=c firagmenl of Ig 
NiyL005726:HorT» saidens Ts translation d 
Hs.43112:Homo sapiens mRNA; oDNA DKI=Zp43 
NMj032B28M)mo sapiens lAlqulSn UBF-fi 
Hs.171802iHomo sapiens, done IMAGE:3956 
NMj004428:Homo sapfens epIirirvAl (EFNA1) 
NWL002950:Homo sapfens ribophorin I (IVN 
Ni;t032339:Homo sapiens hypotheUcdi prot 
NILOSOSe&Honu) sapiens serine (or cysy 
Ks.23782Sslgnai recogniiian pailide 72 
NM_006743:Homo sa^ns RNA binding motif 
Hs.l00293.'CMinked N^acetyfghicosanune { 
NMJ001228:HQnio sapiens caspase 8. apopto 
Hl31181:Komo sapiens cDNA: FU23230 Us 
Hs.12045:C2rproteh 



426675 AW084791 
432728 t<M_006879 Hs.27B721 
442643 U82756 Hs.374973 
418462 BE00159& 
429922 Z97630 
429556 AW139399 Hs^14807 
418127 BE243982 Hs.83532 
416293 BE244454 Hs.79162 
435968 AW161481 Hs.111577 
414702 L22005 Hs.76932 
437672 AW748265 H5.5741 
435750 ABO29012 Hs.4990 
432710 AA609685 Hs.27B672 
407961 AW672939 Hs.41694 
438203 BE540090 Hs.7345 
426410 BE298446 
422282 AH)19225 
450295 AI766732 
413900 AW409747 Hs.75612 
452695 AW780199 Hs.30327 
407797 AK000524 He^BSO 
412006 AW451618 Hs^216 
424247 X14008 
•447627 AF090922 
422753 A1928995 
441321 H17182 
411358 R47479 
438444 AI064707 
424727 AW590378 Hs.378965 
435975 AL118990 Hs.373554 
426680 AA320160 
412328 R07566 
409220 BE243323 
428699 AW5782S2 Hs.190161 
422675 BE018517 Hs.119140 
444301 AK000138 
409932 A1376750 
419152 L12711 
410240 AL157424 
413073 AL038165 
408865 AK}25931 
405203 

441028 A1333660 
417211 W617 
421684 8E281591 
429824 AA296363 
426234 6E314534 
406805 K69912 
417821 BE245149 
416976 6E243985 
410013 AF067173 
429597 NM_003B16 Hs.2442 
453518 AW503205 Hs.27268 
429238 NHL002B49 Hs.198288 
433409 AI278802 Hs,2S661 
426440 BE382756 Hs.169902 
435472 AW972330 Hs^022 
427609 AKD00436 Hs.179791 
408201 AK000568 
'418181 U37012 
445176 AI878907 
436906 H95990 

427337 Z46223 

433435 BE54527l_Hs.340959 
408150 BE620274 Hs.43112 
431738 AW237726 Hs.288549 
449703 H51001 Hs.171802 
423184 NM_004428 Ks.1624 
400276 Hs.2280 
449051 AW961400 Hs.333526 
428297 AA236291 Hs.183583 
430066 A1929659 
428044 AA093322 
428989 AI815205 
447887 AA114050 
422010 AA302049 
444823 BE262989 



Hs.85266 
Hs^117 



Hs.305890 
Hs.114309 
Hs.210628 



Hs^4734 

Hs.152738 

Hs.1575 

Hs.7771 

Hs.94761 

Hs.301226 



Hs.171811 
Hs.73817 
Hs.51233 



Hs.10760 
Hs.57600 
Hs.89643 
Hs.61289 
Hs.75187 
Hs.181357 

Hs.17558 

H3^69092 

H5.106768 

Hs.121520 

HS.1681S9 

Hs.48269 

Hs.82643 

HS.8Q680 

Hs.57904 



Hs.43654 

Hs.83727 

Hs.12379 

Hs.181244 

Hs.176663 



Hs.237825 
Hs.301404 
Hs.100293 
HSJ211610 
Hs^1181 
Hs.12045 



3.17 
3.17 
3.17 
3.16 
3.16 

ai6 

3.16 
3.16 
3.16 
3.16 
3.16 
3.15 
3.15 
3.15 
3.15 
3.15 
3.15 
3.14 
3.14 

ai4 

3.14 
3.14 

ai4 
ai4 

3.13 
3.13 
3.13 
3,13 
3.13 
3.13 
3,12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3.12 

ai2 

3.12 
3.12 
3.12 
3.12 
3.12 
3.12 
3,11 

ail 
an 

3.11 

an 
an 

3.11 

an 

aio 

aio 

aio 

aio 

aio 

aio 

aio 

aio 

aio 

aio 

aio 

aio 

aio 

aio 

3.10 

aio 

3.09 
3.09 

ao9 
ao9 
ao9 
ao9 
ao9 
ao9 
ao9 

3.09 

ao3 
ao8 

3.08 

ao8 
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410668 


BE379794 


Hs.15g651 


KM.014452:HQnio sapiens tumor necrosis fa 


3.08 


415173 


AW50173S 


HS.18Q059 


H5.180059:Homo sapiens cONA FU313»> 6s 


3.08 


419757 


AA773820 


Hs.63970 


Hs.63970:EST8 


108 


427725 


U85839 


Hs.180533 


NMj002756:Homo saptens mflogen-acOvatBd 


3.08 


424408 


Ar754813 


Ks.146428 


Hs.146428xoI!agen. type V, alpha 1 


3.08 


453314 


NM.000507 


Hs^4 


NMJX)0507:Honio ssffens frudosa-l ,&Usp 


3.08 


420187 


AK001714 


Hs^44 


NM.019Q28:HQmo sapiens hypothetical prot 


3.08 


431498 


AKQ01777 


HS25B551 


NM^OI 21 OthHomo sapiens aspai^ ambx^Bp 


3107 


411423 


AWB45987 


Hs.68884 


(locusEnk)NM-139248diofno saddens membra 


3107 


449954 


AA641636 


Hs^7477 


Hs^7477£ST8. WeaMy stmOar to T46220 


m 


423871 


AW860155 


HSJ234101 


Hs^34101:Homo sapiens. sbnBar to choii 


107 


448719 


AA033627 


Hs^18S8 


Hs.21 BSSxerins (or cysteine) proteinase 


107 


451455 


AB37227 


H9i821 


NM.021175:Homo 8a|»ens he^n aMcr 


107 


450876 


AF189062 


H5.285976 . 


(locusIInk)NIUL013384:Homo sapiens U61 1 


107 


432465 


D56165 


Ks^75163 


NM.002S12:Homo sapiens non-mstastaOc ce 


107 


421808 


AK000157 


Hs.108502 


NM.017688:Homo sapiens hypottieficai prot 


107 


430014 


H59354 


H!l374303 


(iocuslInk)NM.144691:Komo sqto hypoth 


107 


436553 


AW407157 


Hs.181125 


Hs.181125±nmunog1ot}uiin lamtida locus 


106 


458814 


A1498957 


Hs^1937 


Hs J519373tt)osom8] protein, large P2 


108 


450247 


AF123303 


Hs^4713 


l4M_013386i{omo sapiens hypotheacal prot 


106 


416082 


AW630656 


Hs.83383 


NM.008406:Komo sapiens peroxbedoxln 4 ( 


108 


407223 


H96850 




K96850:yw03b12.8l Soares melanocyte 2NbH 


106 


418641 


BE243138 


Hs,86947 


NM.001 109-itomo sapiens a disintegrin and 


106 


450690 


AA298698 


Hs.333418 


(iocusl]nk]KI^014164:Homo sapiens FXYD d 


106 


408124 


U89337 


Hs.42853 


NMJQ04381:Homo sapiens cAMP responsive e 


108 


435550 


AI224456 


H3.324507 


Hs.324507:hypofh68ca! prot^ FU20986 


106 


421779 


AI879159 


Ks.108219 


NM.004626:Homo sapiens wingless-type MMT 


105 


440246 


W52010 


Hs.191379 


Hs.191379:EST8 


105 


446770 


AV660309 


Hs.154986 


H5.1 S4986:EST6, Weakly stmBar to PllP.H 


105 


440708 


AF038962 


Hs.7381 


Ks.7381m(tag»lependent anion channel 


105 


^118 


AU076611 


Hs.154672 


Hs.1 54672:nieltqflene tetrahydiololala deh 


105 


453830 


AA534296 


Hs.20g53 


Hs20953:hypothe8cal protein BC010003 


105 


412887 


AU076661 


Hs.74637 


Hs.74637:testts enhanced gene transcdpt 


105 


422032 


AA476966 


Hs.1 10857 


NN4.016310:Homo sapiens polymerase (RNA) 


105 


441238 


A1372555 


Hs^22456 


NMJ132039:Homo sapiens hypothsQcd prot 


105 


408S24 


D87942 


H3.46328 


Hs.46328ifuco5yllransfBr3S8 2 (secretor 


105 


408102 


U46351 


Hs.621 


Hs.621ieciin, gdxtostde^nding, soiu 


105 


430508 


At015435 


Ha.104637 


Ks.104837xoliite earner family 1 (gluta 


104 


432281 


AK001239 


Hs.274263 


Hs.274263:hypotheOcd piotein FU10377 


104 


443883 


AA114212 


H8.9930 


Hs.9930serine (or cysteine) proteinase 


104 


423570 


AW838308 


H8.129819 


NM>018344:Komo sapiens tiypothelica] prot 


104 


443853 


AA137043 


Ks.9663 


NM.013374:Komo s^to programmed ced d 


104 


451711 


AK000461 


Ks.26890 


NM.017829:Homo sai}isns cat eye syndrome 


104 


444736 


AA533491 


Hs.23317 


NS4_032824:Homo sapiens hypothetical prot 


104 


407687 


AK002011 


Hs.37558 


NM.018339:Homo sajtois liypothelica! prot 


104 


423022 


AA320525 


Hs^1076 


Hs.201076:EST8 


104 


453450 


AW797627 


Hs.347459 


Hs.347459:Homo sapiens cONA FU13900fis 


104 


412708 


R26830 


Hs.106137 


Ks.108137.Homo sapiens mRNA for OK/SW^ 


104 


448569 


BE382657 


H8.21486 


Ks.21466:slgnal transducer and activator 


104 


443329 


BE262943 


Hs.9234 


NM.032635:Homo sajto seven transmemtro 


103 


439018 


AW300887 


Ks.26638 


NM^031457:Homo sapiens membrane^panning 


103 


412627 


BE391959 


Hs.74276 


Hs.74276:chloride IntraceRular channel 


103 


444309 


U83236 


Ks.10803 


Hs.10803:caldumand integrin binding 1 


103 


412969 


AI373162 


Ks.75103 


NM_003406:Homo sapiens tyrosine 3-monoox 


103 


430354 


AA954810 


Ks.239784 


Hs.239784sa!bble 


103 


414774 


X02419 


H8.77274 


NM.002658:Homo sapiens plasminogen acflv 


103 


450607 


ALJ050373 


Hs.25213 


NM.015677:Homo sapiens hypotheUca) pro! 


103 


421179 


072664 


Hs.148495 


NMJD02810:Homo sapiens proteasome (proso 


102 


451798 


BE297567 


Hs^047 


Hs^047:hypotheacal protein aJ20392 


102 


428428 


ALJ037544 


Ks.1842g8 


NMj001799:Homo sapiens cycSinJependent 


102 


447656 


NM.003726 Ks.19126 


NMj003726:Homo sapiens sro famBy assod 


102 


438823 


AW749865 


Ha.tl7077 


H8.1170772lnc finger ptolBin 264 


102 


417896 


AA379770 


HS.82B90 


Hs.82890»lefender gainst oeO death 1 


102 


444193 


Y17801 


HS.10S74 


KS.10574:sdtute canier family 2, (facS 


102 


418741 


H83265 


Hs^ 


K5.8881:Homo sapiens cONA HJ32163 Its. 


101 


414421 


AI521130 


H9.355126 


(locusnnk}NlA.144686:Honv} sapiens hypoth 


101 


424867 


AI024860 


Hs.153591 


NMJD0S7a7:Hofno saj^ens Not56 (D. melanog 


101 


442504 


BES03373 


Hs.334335 


nH\jUM*w4>nMiHi Sapiens nypouiooca pmi 




437651 


8ES60672 


Hs.13543 


(Iocus6nlONM.145214:H(mK) sapiens tifpar 


101 


436540 


BE397032 


Ks.14468 


NM-020230'.Homo sapiens peter pan homotog 


100 


438000 


AI825880 


H5.5985 


Hs^985:nQn-ldnase Cdc42 effector prDtol 


100 


415697 


A1365603 


H5.279696 


Hs.279698fiKFZPS66l1024 pntatn 


ira 


437469 


AW753112 


HS.1S514 


HS.1SS14 liypothetlcal protein MGC32G0 


100 


435319 


H90727 


Hs.5123 


Hs.5123:hypoQ«f)cai protein BC008246 


100 


450126 


B&}18138 


Hs^4447 


(locusOnk}KM.0058GG:Homo s^)Iens type t 


100 


445985 


BE621800 


Hs.29444 


Hs^9444:putal)ve smaB membrane protein 


100 


406888 


AA50S445 


K5.300697 


Hs.300697dmmunogiobuDn heavy constant 


100 


424439 


AA579635 


Hs.1770 


Hs.1770:noase 1, ONA, ATP^Jependent 


100 


408452 


AA054683 


Hs^28 


Hs.22272BMimo sapiens GONAFU39aD4 as 


100 


417831 


H16423 


HB.82685 


Hs3268S:C047 antigen (Rfwelalad anOge 


100 


TABLE 11B 
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10 



15 



20 



Pkey: Unique Eos pnsbeset identifier number 
CAT numben Gene cli^ number 
Aocessioti: Genbaiik accession numbers 

Pkey CAT Number Acoesston 

AW8616B7 AW821826 BI0S5726 BF242843 AA207ia9 BF770412 BF771157 BG430030 AAa65592 

161 3M"i* 6^8348 BF772844 H83066 AW817969 H90985 BF769039 AI858183 
149551U BE072881 AI7621B1 BE072948 



459306 
452098 
451129 

TABLE lie 

Pkey. 
Ref. 

Strand: 



UiAjue number coiresponding to an Eos probese* ^ ^ , .j- # i^m. 

Sequence source. The 7 digit numbers In tlib column are Genbaf&Idenffll8r(GI)numbeis. •DunhamI.elaL refaslolliB 
sequence of human chromosome 2Z' Dunham I. el dL. Nature (1999) 402:489495. 
Indicates DNA strand from which exons were predicN. 



Ntj)osi6on 

63448^554 
64338-64517 
5803&*58t49 

66294-66438.66936^124 

199214-199579.199672-199920.200262.20049 

138232-138423 

163497-163623,164715.164968.165369-16550 

4456344766.482Q94d483,S225&5249S 

6185M1995 

4772648046 

198991-199168,199316-199548 

39310-39474 

113477-113893 

4464S44835 

14260-14537 

177372-177674 

116132-116407.116653-116922 
101532-101852,102006-102263 
14403-14602.17000-17147.17241-17368 
122409-122600 

113765-113910,115653-115765.116808-11694 

72000.72290.72431-72700,7292973199 

677-1188 

34428-34612 

54089.54163,55427-55623 

3769^833,5708.5895 

125295-125463 



pubKcafonenQHed-nieDNA 



25 










Ref 


Strand 




406389 


9256268 


Minus 


30 


403220 


7630969 


Plus 


403218 


7630969 


Phs 


403221 


7630969 


Plus 




405484 


8922025 


Plus 




400529 


9796988 


Plus 


35 


405556 


1552511 


Plus 


403739 


7630882 


Phjs 




403219 


7630969 


Plus 




404826 


6572184 


Rus 




400750 


8119067 


Hus 


40 


400846 


9188605 


Plus 


401179 


9438647 


Plus 




400847 


9188605 


Plus 




404854 


7143420 


Plus 




400448 


9887687 


Mnus 


45 


404240 


5002624 


Minus 


402829 


8918414 


Plus 


406363 


9256114 


Plus 




402104 


8119072 
3399665 


Phis 
Minus 


50 


402260 
403912 


7710730 


Minus 


400836 


8954179 


Pius 




400845 


9188605 


Plus 




403217 


7630969 


Rus 




405387 


6587915 


M^us 


55 


405203 


7230116 


Rus 
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Trfte 12A Bsh about 1006 aenes utweoulatBd in cenrfcal cancer compa^^ 

speS background levels of non^pedfic hybfifc 
IhersOo was evaluated. 

TABLE 12A: 1006 GENES UP-REGUIATED IN CERVICAL CANCER COMPARED TO NORMAL ADULT TISSUES 

Pkey; Unique Eos probeset identifier number 

ExAccn: ExemplarAccession number. Genbarik accession nutnber 

UrrigenelD: Unigene number 

Urigena TiBeiUnloein gene fitle 

Rl: Rafioartunortononnalbodylissue 



Pkey 

402075 
425650 
418007 
435094 



452240 
444783 
417034 
424046 



BtAccn UniaenelD UnigeneTVe 

U19557 Hs.123035 squamous ceilcaicinama8n6gen 2 (SCGA2} 

NIyL001944 Hs.192S desmoglain 3 (pemphigus vulgaris anSgen) 

M13509 Hs^169 madiix metalloprotelnase 1 finlersfiiia! coll 

A1S60129 Hs.329062 EST 

W79123 Hs.58561 6pfotebHxnipIedfeoe|rtar87 

AI591147 Hs.61232 ESTs 

AKD01468 Hs.62180 aniiSln (Orosophlla Scraps homQkig)^ ac&i U 

NM.006183 Hs^2 neuratensin 

AF027866 Hs.138202 sofaw (or cysteine) proteinase inhffiUor.d 

BES45072 Hs.122579 hypotheScd protein HJ10461 



Rl 

81,1 
43.6 
383 
30.3 
28.8 

m 

2S.0 
215 
24.5 
23.7 
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4355(S AF20M92 Hs^11238 tnterieuldn-l homotog 1 212 

400289 X07620 Hs.2258 matrtx metaflopnMase 10 (stromslysin 2) 20^ 

418345 AJ001696 ^41407 serine prolinase Inhibitor 13 (PllSiserpin 20.1 

452461 N78223 Hs.108108 trenscripSon factor 193 

S 423017 AW178761 Hs.227948 serine (or cysteine) piOtelnasslnhibnDr.d 192 

423432 AI67B059 Hs202676 synaptonema! complex protein 2 17^ 

415817 U88967 Hs.76867 protein ^Ine phosphatase, receptor-type, 16.4 

435243 AW292B86 Hs.261373 tvpotheScd protein dJ434014.3 m 

428664 AK001666 H5.189095 similar to SAUI (sal (DrosophilaHike 162 

10 428227 AA321649 Hs.2248 smaH indudlde cytokine subfamOy B (Cys-X-C 15.9 

421373 AA808229 Hs.167771 ESTs 15.7 

416209 AA236776 Ks.79078 MA02 (mitotic errest deficient, yeast, homoto 15.4 

441459 AI919142 HsJ214233 ESTs,WeaIdy similar to AUJIJiUMAN ALU SUBFAM 14.6 

447164 AFQ26941 Ks.17518 Homo sapiens dg5mRNA,p3riial sequence 13.8 

15 412719 AW015610 Hs.129911 ESTs 13.4 

417366 BE18S269 Hs.1076 smaO proQneHich protdn IB (coffliiin) 133 

431753 X76029 Hs2641 neuromedin U 132 

438817 AI023799 H9.163242 ESTs 13.1 

404996 TaigelExon 13.1 

20 443211 AI128388 Ks.143655 ESTs 12.9 

414764 AW013887 Hs.72047 ESTs^ 125 

^ 428618 AAS85360 Hs.160199 Target CAT 12.7 

416661 AA534543 Hs.79440 IGF-il mlW45ln{fing protein 3 12.7 

421478 A1683243 Hs.97258 ESTs. Moderately slmOar to S29S39rit}OSomal 12.6 

25 429486 AF155827 Hs.203963 hypothetical protein RJ10339 12.6 

432666 AW204069 Hs.312716 ESTs. Wealdy similar to unnamed (voteinprodu 12.6 

427585 031152 Hs.179729 cdlagen. type X, alpha 1 (Schmid metaphyseal 12.6 

419183 U60669 Hs.89663 cytochrome P450. sulrfamiiy XXIV (vIMn D 24 12.3 

450221 AA328102 Hs.24641 cytoskeleton associated protein 2 122 

30 422168 AA586B94 Hs.112408 8100 cdchmvbMing protein A7(psori3sln1) 11.6 

415989 A)26770O Hs217584 ESTs 11-5 

452838 U6S011 Hs.30743 pieferentiaily expressed antigen In melanoma 11.4 

447048 AW393080 H3228320 hypolhefical protein FU23537 11.3 

453922 AFD53306 Hs.36708 budding uninhibited tiy t)enzimidazoles 1 (yeas 11.0 

35 449260 AA741180 Kb29879 ESTs Hi) 

423049 X59373 Hs.188023 ESTs. Moderately similar to HXDAJIUMANHOMEOB la? 

406467 Target Exon 10.5 

439926 AW014875 H3-137007 ESTs 10^ 

428368 6E440042 Hs.83326 matrix metaBoproteinase 3 (strom^lysinl.pr 102 

40 420759 T11832 Hs.127797 KofDO sapiens cDNAFUl 1381 lis. ctoneHEMBAlO 102 

414422 AA147224 Hs.337232 HomeoboxA13 1(U 

442660 AW138174 Hs.130651 ESTs 10.1 

449003 X76342 Hs.389 aioohol dehydrogenase 7 (dass IV), mu or sig 10.0 

408572 'AA0S5611 Hs.226568 ESTs. Moderately similar to AUJ4-HUMAN ALU SU 9.9 

45 439820 AL360204 I4s283853 Homo sapiens mRNA full length Insert cDNA do 918 

400195 m 007057 NM.007057*:Haroo sapiens ZW10interactDr(ZWIN 9.8 

422426 W79117 Hs.58559 ESTs 9.7 

447700 AI420183 Hs.171077 ESTs. WeaWy similar to T21 259 hypotheflcaip 9.7 

458194 AW383818 Hs265459 ESTs. Moderately simHar to ALU2.HUMAN ALU SU 9.4 

50 455601 AI368580 Hs.816 SKY (sex determining region Y)^ 2 9.4 

418882 NM_004996 Hs.89433 ATP^refing cassette. sut)-famllyC(CFTR/MRP) 9.4 

437789 A1581344 H8.127812 ESTs, Weakly similar to T1 7330 liypolheilcalp 9.4 

419247 S65791 Hs.89754 fragile Xmente! retardation 1 9.1 

419750 ALD79741 Hs.183114 Homo sapiens CONAFU14236 lis. ctoneNT2RP40 9.1 

55 420602 AR)60877 Ks.99236 regulator of G-proteinsignainng 20 9.0 

428845 AL157579 Hs.153610 KlA/s^51 gene product 9.0 

426427 M86699 Hs.169840 TTK prot^ kinase 9.0 

-'^429538 6E182592 H3.11261 small proibie-rich protein 2A 9.0 

^ 446232 A128184B Hs.194691 rsilndc acid induced 3 6.9 

60 430520 Nl^016190 Hs242057 chromosome 1 open reading frame 10 8.9 

439772 AL365406 Hs.10268 Homo saptensmRNAfuQIenglh insert cONActo 8.9 

424905 NKL002497 HS.1S3704 NIMA (never in mitosis gene a}Helated kinase ao 

423020 AA383092 Hs.1608 lepGcaiion protein A3 {14kD) a9 

430486 BE062109 Hs.241551 chloride channel, calcium ac8vated.MVm 8.7 

65 452291 AR)15592 Hs.28853 COC7(ceildhrtsioncycte7.S.cerevlsiae,h 8.7 

432193 AA372264 Hs.273193 hypothetical protein FU10706 B.7 

407642 AW178963 gtKMRm00322008^'001^11 STD032Homo8apI a7 

422420 U03398 H8.1S24 tumor necrosis factor (lgand)8uperiSBmIly.m 8.7 

„ 458027 L49054 Hs35195 myetoldteukemia factor 1 8.4 

70 424066 A1351010 Hs.102267 lysyl oxidase ^3 

420092 AA814043 Hs.88045 ESTs 8^ 

449034 AI624049 glKts41a09j(l NCLCGAP.UtI HomosaptenscONA a3 

408522 AI541214 Ks.46320 Sm^praQRfr^teh protein SPRK (human. odocU a2 

418478 U3B945 Hs.1174 cydifvdependent kinase lnhibibr2A(melanom a2 

75 438279 AW900372 Hs.180793 ESr$.Vfeakly8imaartoS65657atpha-1&adien 82 

440834 AA907027 Ks.128606 ESTs a2 

452724 RB4810 Hs20464 cycnnE2 ai 

423849 AL157425 Hs.133315 Hon» sapiens mRTVH; cim DKFZp761 J 1324 (from c ai 

^ 410044 BE566742 Hs.56169 highly expressed in cancer, rich b leucine h 8.0 

80 429228 A15S3633 H323713g ESTs 7.9 

438915 AA280174 H$285681 WiUams-Beuren syndrome chromosome regton 14 7.9 

425710 AF030880 H8.159275 sohite canter family, menrtber 4 7.8 

421308 AA687322 Hs.192843 teudne zipper protein FKSG14 7.8 



204 



wo 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 



435159 

439232 

43761S 

406554 

433133 

42409B 

41B134 

446364 

447254 

414148 

429548 

423725 

450192 

450149 

431941 

427821 

436211 

425761 

450028 

409719 

444342 

413573 

422330 

454988 

447342 

403471 

409041 

407839 

415652 

420900 

444271 

410153 

448893 

431622 

457405 

424345 

414812 

42S734 

446435 

421948 

419335 



45 

50 

55 

60 

65 

70 

75 

80 



406747 
453884 
423735 
421773 
457435 
450025 
427043 
409723 
459462 
423244 
427217 
441820 
437958 
430791 
416734 
41338S 
434828 
414K9 
439292 
4131^ 
413625 
416049 
415064 
425695 
451381 
41S900 
444478 
449611 
420637 



414972 

438394 



407746 
452401 
432239 
451307 
441531 
418663 
410658 



AA668879 Hs.116849 ESTs 
N48S90 Hs.46693 ESTs 
AI797153 Hs.207954 ESTs 

Target Exon 

AB027249 Hs.10474l PDZ-Wnding ianase: T-ceS ort&hated protein 

AF077374 Hs.139322 smd proBnwfCh protein 3 

AA397769 Hs.86617 ESTs 

AB006624 Hs.14912 KIAA0286 protein 

NM_004153 Hs.17908 ongin recognition complex, subunit 1 (yeast 

BE084049 fll)d'M0aT0551-27040W)03402 BT0651 Homo sapi 

AW138872 HS.13528B ESTs 

AJ403108 Hs.132127 hypothetical protein LOC57822 
AA263143 Hs^4596 RAD51-lnterxting protein 
AW969781 Hs.132863 Zlc family member 2 (odd-pared Drosoph'!^^^^ 
AKOOQ106 Hs^72227 Homo sapiens CONAFU20099 lis. done COL0454 
AA470158 Hs.98202 ESTs . „ ,» 

AK001581 Hs.334828 hypotheBcal prol^ RJ10719: K1AA1794 pcote 
AW664214 Hs.196729 ESTs 
AI912012 Hs.200737 ESTs 

A1769160 Hs.10a681 Homo sapiens brain tumor associated protem N 
NM 014398 H5.10887 simlar to lysosome^odaled membrane glyoo 
AI733859 Hs.14g089 ESTs 
D30783 Hs.1 15263 eptreguTtn 

AWaS0140 flb:IUOT21ft-261099^23-Dl1 CT0219 Homo sapi 

AlimB Hs.19322 Horoosaplen8.amllartoRIKBlcDNA2010317E2 

TaigelExon 
AB033025 Hs.50081 K1AA1 199 protein 
AA045144 Hs.161566 ESTs 
T79213 Hs.272073 ESTs 
AL045633 Hs.44269 ESTs 
AW452569 Hs.149804 ESTs 
BE311926 Hs.15830 hypoUwtical protein aJ12691 
AW004854 Hs,228320 hyjxMcal proton RJ23537 
AW979271 Hs.293184 ESTs 

AA504860 gb:ab03a10^1Stratagene fetal retina 937202 

AKD01380 Hs.145479 Homo sapiens cDNA RJ105 18 lis, don e NT2RP20 

X72755 HS.773B7 monokine Induced by gamma Interfefon 

AF056209 Hs.159396 pepBdyiglydnedpha^alingmocwoxygenase 

AW206737 Hs.253582 ESTs 

L425B3 Hs.334309 keratin 6A 

AW960146 Hs.284137 hypolheScal protein FU12888 

AA420450 Hs.292911 EST8,HlgWyslmnartoS60712band*i)roteln 

A1925153 Hsi17493 annexinA2 

AA355925 Ks.a6232 KIAA0186 gene product 

AA330259 gb:ESn3963EnAryo. 12weel«ll Homoeaptensc 

W69233 Hs.1 12457 ESTs 

AW972024 Hs.142653 ret finger protdn 

AK001875 Hs^4321 Homo s^jienscDNARJ1202Bfis, done HEMBBIO 
AA397679 Hs^991 ESTs 
AW885757 Hs^7862 ESTs 
AA481396 Hs.105167 ESTs 

Alfl39379 Hs.209502 ESTs. Weakly similar to utdqultous TPR motif, 
AA399272 Hs.144341 ESTs . . , „, 

AA9691 19 H5.143502 ESTs, WeaWy slmflar to envelope protein |Ks 
BE139550 Hs,121668 ESTs, Moderately similar to PC4259fcnTDn a 
AA486293 Hs^72068 EST8.WeaMysimHartoALU3_HUMANALUSUBFAI« 
H81213 Hs.14825 ESTs.WeaklyslmllartoKIAA1503 protein (H^ 
indoieantepyitde 2.3 dioxygenase 
phoffad-1 2-myristatd-ISacetalfrinduced prote 
ESTs 

hypothetk^al protein MGC5347 
lamintn. beta 3 (nlc^ (12S)d}), kaSnki (140 
ESTs 

...^ tiypolheticdl protein FU13163 

AA159804 Hs.149305 hypothetical protein MGC2603 
NM_005401 Hs.159238 protein tyrosine ptwspJiatase, non-receptor ty 
BE241831 Hs.172330 fiypotheticd protein MGC2705 
Z437S6 Hs^7 ESTs 
W07318 Hs240 W^ihase phosphoprotein 1 
A1970394 Hs.197075 ESTs 

AW976153 ^:EST388262 MAGE resequences, MAGN Homo sap! 

AJ278350 Hs^1409 ESTs 
BE26anf82 H3.77695 K1AA0008 gene product 
BE379623 Hs^7693 pepCdylpiolyl Isomerase (cydopWDnHT® 1 
AA295331 Hs.183861 Homo sapfenscDNAaJ20042fis. done COU)042 
AK001962 Hs^114 hypotheOcd protein FU11100 

— tumor necfosis fadof, 8lpl»induced protdn 

matrbc metdkiprotBinase 13 [collagenase 3) 



M34455 HsM) 

D90070 Hs.96 

AA142989 Hs.71730 

AA090421 Ks.5555 

U17760 Hs.75517 

AW451103 Hs.71371 

A1970536 Ks.16603 



MM-007115 Hs^2 

XB1334 Hs^ 

AW293207 HsJl11516 ESTs 

AW291239 Hs^im ESTs 

AK001100 H5.41690 

AI080175 Hs^8 
AW974094 



desmoooBn 3 
ESTs 

gb£ST386ig7MAGE 



MAGM Homo sapi 
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431255 AM97043 HS.11S685 ESTs 

407366 AR126942 gbcHomo sapiens cig33mRNA, partial sequenca 5.5 

433091 Y12642 HsJ1B5 tyin|lhocytBanQB8n6oQn4)tex.locusD 5.4 

418502 R992a8 Hs.35152 ESTs 5.4 

S 440320 AA879294 gb3nv88e0as1Na.CGAP_Prl2 Homo sapiens cONA 5.4 

439579 AF086400 gbiHomosafdensfuB length inseitcONA dons 5.4 

4207B3 AI659838 K5J99923 lecan. galactosid&4)inding. solubie. 7 (gala 5.4 

408538 AW381S32 Hs.135188 ESTs 6.4 

4081^ NMJ)03688 Hs.47504. oomudeasel 5.4 

10 451411 AA017492 Hs.135655 EST 5.4 

424834 AKD01432 Hs.153408 Homo sapiens cONAaJ10570as. done NT2RP20 5.3 

407853 AA336797 Hs.404g9 dicU(opf(XeRopusiaevis)hofno(og 1 5.3 

412140 AA219691 Hs.73fi2S RAB8intBractinB.ttiesl»fika(raUdn8diQ S2 

420026 AI831190 Hs.166676 ESTs &2 

15 427356 AW023482 Hs.97849 ESTs 5l2 

420440 NM.002407 Hs.97644 mamma^2 a2 

430082 AW514083 H5.1S013S ESTs Sl2 

445259 Ar798994 Hs.152923 ESTs &2 

457345 AI699933 H3.192175 ESTs 5.2 

20 453161 AA628608 Hs.61656 ESTs 5.2 

445019 A1205540 Hs.281295 ESTs 5.2 

425420 BE536911 Ks.234545 hypothetical protein NUF2R 5.2 

439706 AW872527 Hs.59761 ESTs, WeaWy similar to DAP1J<UMAN0EATHASSO &2 

431494 AAS91355 Hs.298312 hypothetical protein DKFZp434A1315 5.2 

25 443179 At928402 Hs.6933 hypothetical prot8biFU12684 5.2 

432226 AW182766 Hs.273558 phosphate 9fl(lytyttrBns«erase1.GhoOne,al &2 

441020 W792B3 HS.3S962 ESTs 5.1 

437044 AL035864 Hs.69517 cONA for dHfemntially expressed C01 6 gena Sil 

419520 AB009303 Hs.90800 matrix metalloprateinase 16 (membran&^nserte 5.1 

30 430563 AA4ai269 Hs.108660 ATP4)lnding cassette^ 8Ut>MlyC(CFTlVMRP) &t 

405547 NM.018833*a«jmo sapiens transporter 2, ATP-U 5.1 

435206 AI432384 Hs.160594 ESTs 5.1 

409269 AA576953 Hs22972 hypothetical protein FU1 3352 &1 

439223 AW238299 Hs250618 UL16 binding protein 2 5.1 

35 413251 AI932903 Hs.211535 ESTs Sil 

426320 W47S95 Hs.169300 HansfonninggrDwei factor, 2 5.1 

458829 AI557388 gb:PT2.1XG01rlunioi2 Homo sapiens cDNAST. &0 

416208 AW291168 Hs.412g5 ESTs.WeddydniilartoMUC^J1UMANMUaN2PR 5.0 

432473 AI202703 Hs.152414 ESTs 510 

40 418738 AW388633 Hs.6682 solute carrier feiiiily7»(catbnic antacid 5.0 

423634 AW9S9908 Hs.1690 heparlii^iindlnggiiwith founding protein S.0 

426350 NM.003245 Hs.2022 transgtuteminasa 3 (E polypeplida. proteln^l &0 

432867 AW016936 Hs.233364 ESTs S.0 

449448 D60730 Hs.67471 ESTs 5.0 

45 409744 AW675258 Hs.56265 Homo sapiens rnRNA;cONAOKFZp586P2321 (from c 4.9 
405657 C7000246:glI72477|pir{iDVHY1Ctnu!tidnjS rests 4.9 

429682 NM_006306 HsJ>11602 SMC1 (sbvctiffal maintenance of chfomosomasl A3 

446704 AI337228 Hs.197083 ESTs 49 
434376 AA631492 Ks^3921 hypothetical proton OKFZpS47AD23 4.9 
50 407378 AA2g9264 Hs.57776 ESTs. Moderately sbflOar to 138022 tiypothefic 49 
421155 K87879 Hs.102267 lysyl oxidase 45 
443335 T69697 Hs.16645 ESTs 49 
444461 R53734 Ks.25978 ESTs. Wealdy similar to 210926QAB cell giowt 48 
410361 BE391804 Hs.62661 guanylate binding protein 1. Interteron^dx 48 
55 423673 68003054 Hs.1695 matrix meteltoprotelnase 12 (macrophage elast 48 
441720 AI346487 Hs^739 ESTs 48 
442980 AA8S702S Hs.8878 kines'uvnkel 48 
450375 AA009&47 Hs.8850 adhintegrtnandroeteQoprotein3$edofflaIn12 48 
417592 AA204664 H5.182437 ESTs. Weakly similar to 154383 chromosome seg 48 
60 429846 AB023021 Hs.225945 fucosytlransferas69(^(1^fuoosyltian 48 
418939 AW630803 Hs.89497 laminBI 47 
417235 AAB1027B Hi24250 ESTs 47 
411958 AA099020 gb2n4Sh01.s1 StratageneHsU eel 83 937216 47 

433858 N69243 Hs.192974 hypotheflcai protein FU12735 47 
65 ' 450434 AA166950 K5.195870 hypotheUcai protdn aJ14991 47 
418379 AA218940 Hs.137516 fidgeSivael 47 
401747 Homo sa^to keratin 17 (KRT17) 47 

439759 AL3S90S5 Hs.67709 Homo sapiens mRNAfuatength insert cONA do 47 
W1421 AA356792 H8334824 hypothetical protein FU14825 47 
70 457465 AW301344 Ks.122908 DMA repQcaOon factor 46 
433159 AB035698 Hs.150587 Unesirvtke protein 2 4.6 
412333 AW937485 gb.<]V3-DTQ044-22129M4»)Q9 010044 Homo sapl 46 

401137 Target Exon 4.6 

401575 Target Exon 4.6 

75 423448 AK000776 Hs.128753 Homo sapiens cDNAaJ20769fis. dona COLD867 46 
421978 AJ243662 Hs.110196 NICE-1 protein 46 
408728 AL137379 H&47125 hyi»theBca>l»4BlnRJ13912 46 
431956 AK002032 Hs.272245 Homo8aptensdV(AFU11170(is«donePlACE10 4.6 
450510 AA010056 Hs.242998 ESTs 46 
80 436291 BE568452 K3.5101 protein legulater of cytoicbesis 1 4.6 
424902 NMJ003866 Hs.153887 inositel potyphosphata^-phosphatese. type 0 46 
428484 AF104032 Hs.164601 sotute carrier temlly 7 (caflonie amino add 4.5 
449416 A1651016 Hs.246311 ESTa 4.5 
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41616B 
447033 
446353 
443715 
454707 
435435 
412099 
409731 
422609 
430919 
435313 
425071 
433322 
416111 
408908 
444781 
429170 
414035 
418216 
448252 
447519 
425916 
409420 
416320 
431808 
441582 
414132 
424012 
411835 
433330 
428613 
429921 
447078 
434699 



H23687 
AI357412 
A12gQ919 
AI583187 
AW814989 
T89473 
U64198 



flb:yn72d12.rl Soa«sa(hihbratoM2lj5HB55YHo 

Hs.157501 ESTs 
Hs.153561 ESTs 
Hs.9700 cydmEl 

gbdVtR1-ST0206-17040(M)24^05 ST0206 Homosapi 

Hs.192328 ESTs 

u.. TtiCR interleukin 12 receptor, beta 2 

, thymosin, beta, Wenfilied in neuPbUastoma c 

Hs.1 21028 hypothetical protein FU10S49 

H3.295448 ESTs 

ow«^tv« Hs.189729 ESTs 

NiyL013989 Hs.154424 deiodinase, iodothyronlne, type II 

H50621 Hs.134156 ESTs, Weakly similar to 138022 hypothetkalp 

AA033813 Hs.79018 chromdin assembly factor 1 , subunit A (p150) 

H5.2S0822 serine/lhreon'me kinase 15 

GPl-anohoted metastasfe-associaled protein ho 
dual specificity phosphatase 4 

serine (orcysteIne)proleInaselnhIWtor,cl 

Ks.2830g9 AF15q14 protein 
Hs.150009 ESTs 



AA125985 Hs.56145 
AKD01379 
AA489041 
At769400 



unMensui £ 

laminin. gamma 2 (iweln (lOOkD), kafinln (10 
ESTs 

an^hlregulin (sdiwannom»defived growth facto 



405708 
433405 
456443 
428479 
448621 
412608 
406687 
455365 
452930 
430134 
423035 
427666 
444602 
417791 
444266 



457336 
429125 
404440 
449228 
437144 
448599 
431810 
419991 
444381 
458116 
444105 
426010 
409632 
40B096 
457620 
402048 
427025 
423515 
423891 
455310 
416696 
426642 
423738 
448243 
411559 
423553 
457030 
424115 
432374 
424745 
433384 



BE296227 

N|yL014400 Hs.11950 
NM.001394 Hs^35g 
Y00630 Hs.75716 
AA662240 
AI283125 - 

U46258 Hs339665 ESTs 
NlyL006786 Hs.162200 urolensln2 
Z15008 Hs^l ■ - 
H47867 Hs.34024 
M30703 Hs^0833 
BE550200 Hs.127197 ESTs 

AI801235 Hs.48480 ESTs ^ , ^ 

AW36B377 Hs.l 37559 tumor protein 63 kOa with strong homology to 
U29343 Hs.72550 hydhironan-mediated mofiHIy receptor (RHAMM) 
AW207084 Hs,132816 hypothetical protein MGC14801 
AB037749 Hs,186928 KIAA1328 protein 
N(yL007231 Hs.162211 solute earner famBy 6 (neurotransmitter tra 
AV\IBB5727 H8.301S7O ESTs , 
AA6438a7 Hs.149425 Homo sapiens cDNARJ1 1980 fis, done HEMBB10 
AA433988 Hs.9e502 hypothetjcal protein FU14303 

Target Exon 
AW157566 Hs.156892 ESTs 
AW96750O Hs.133543 ESTs 

Y00272 Hs.184572 ceB division cycle 2. G1 to S and G2 to M 

AIW7144 Hs.5250 ESTs.WeaMysindartDAUJl.HUMANAtJLISUBFAM 

AA247995 Hs.44898 Homo sapiens cbneTCCCTA00151 mRNAsequence 

IUI31126 Hs.272620 pregnancy specHlcbeta-1-glycoproleln 9 

AW948343 gbJ^C04yiTOOl5-130400^1-c01 MT(H)15 Homosapl 

AW195285 Hs.194097 ESTs, WeaWy similar to 138022 hypothetical p 

BE380149 Hs.105223 ESTs, Weakly similar to T331 88 hypotheficdp 

AW449679 Hs.156739 H.8ariensXGmRNA(clonePEP11) 

Ai791495 HS.1B0142 calmadUlln4ikBddnprj^ 

AI174466 Hs77l925 ESTs, Moderately drtBar to 138022 hypotheffc 

AW985339 Hs.111471 ESTs 

A1424984 Hs.125455 ESTs 

AA149250 Hs.56105 ESTs 

AW969657 Hs^1029 ESTs 

AA446854 Hs.2710O4 ESTs, WeaMysimaar to 138022 hypotheficalp 

KiyL021048Atofno sapiens melanoma anfigen, fami 
Hs.148590 protein rotated wilh psoriasis 
Ks.7859 ESTs 

gb:CW0-CT0387-17020O-121-c05 00387 Homo sap! 
Hs.270845 Hnesbfrlke 5 (ntltoticklnesin#e protein 
Hs.94210 eyes absent (ITrosophla] homdog 1 
hypoJheticdlprotdnFU11105 
K1AA1785 protein 

AW189097 Hs.166597 ESTs ^ 

AA136563 Hs.1975 hypolhefical protein RJ21007 

serine (or cysteine) protanaseliihibitor. d 
dihydrotbtetefeductese 
Hs^36753 EST 

Target Exon 
Hs.97623 ESTs 
AA327017 Hs,162204 ESTs , 
AK002042 Hs.134795 HomosaplBnscDNAFU11180Ss,donePUCE10 
AW893961 gb^^C44^^WO27^040aO11-d11 NN0027 Homo sapl 

AW959433 Hs.326290 hypotlieflcdprotehRJ12581 
AW068223 Hs.171581 i«qmBnC4eminal hydrolase UCH37 
Hs.132195 filroiaybypsin^ikB protease 

Hegi1n,beta8 

gb'MR&HT016&O30200^7^J06 HT0165 Homo sapt 
ESTs. WedWy sinte to DYULHUMAN CYTOPLASM 
na.ir4^i dlhydropyrimidinasfr^ 2 
Hs^3965 ESTs, WeaJdy similar to 138022 hypoMcd p 
Hs^01885 Homo sapiens cDNA HJl 1346 8s. done PUCE10 
Ks.152759 acSv^ of S phase kinase 
Hs.124244 ESTs 

Hs.5662 guanine midedUe binding protein (Gprattin 
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AJ403107 
AL049466 
AW880912 
X67155 
AJ000098 
W76027 



Hs^920 



AW977549 Hs.47367 



W74001 Hs^5279 
BE250162 Hs^65 



AA602711 
AA397589 



AB002134 
AW369771 Hs.52620 
6E144081 

AA405635 Hs^6854 
A1301740 
AA335497 
W68815 
AA214618 
AI021992 
AI613278 



Hs.173381 
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448S04 
432009 
432441 
424794 
432184 
408321 
417801 
445537 
447724 
446155 
446989 
420252 
412811 
415857 
438390 
428949 
429900 
421270 
430733 
454241 
424131 
457059 
424717 
404959 
411571 
426536 
426830 
432757 
418686 
437845 
413801 
419312 
429441 
410553 
444665 
438014 
442163 
438656 
406560 
40739S 
404132 
409601 
439236 
433289 
436149 
446292 
444078 
405545 
442875 
409687 
407291 
415532 
402047 
415317 
438777 



423217 

405943 . 

430686 

458242 

425733 

418582 

453900 

433849 

44S592 

453028 

435612 

417742 

418735 

444707 

421508 

450613 

418969 

432837 

442353 

423441 

449978 

410784 

409582 

428182 

456446 

433040 

452193 



AI858128 Hs.171136 ESTs 

AL137424 H&306458 Hon»sa;s8nsmRNA;cONADKFZp761G21 23 (frame 
AW292425 H5.163484 ESTs 
Affl5646 Hs.210696 ESTs 

AW971 125 gb£ST383212 MAGE resequences, MAa Homo sapi 

AW40S682 Hs.44205 cxx&taOn 

AM17383 Hs.a2SB2 IntBgrin. betaOiks 1 (wilb EGF-liks repeal d 
AJ245671 Ks.12844 EGFCk»4lorrain, muliiple 6 
AW298375 H&24477 ESTs 

AI55369S Ks.159422 Homo sapiens cONARJ13997fi5, done Y79AA10 
AK001698 H8.16740 hypothefoa) proteb) aJ11038 
AW270404 Hs.193161 ESTs 
H08382 H&21400 ESTs 

AA866115 Hs.127797 Homo sapiens cONAFUII 381 fis. done KEMBAIO 
AI422017 gb.1f45f12JC1 NCLOGAP.Bm23 Homo sapiens cDN 

AA442153 Hs.104744 hypothaflcal protebi DKFZp434J0817 
AA460421 Hs.30875 ESTs 
H56037 HS.1Q8146 ESTs 
AW97Sg20 Hsi83361 ESTs 

BE144666 obK>^-HT017&041099^17^ HT0176 Homo sapi 

AA33S714 Hs.199665 ESTs 

BES61665 Hs.1 77677 exosome component Rrp40 

H03754 Hs.152213 wingless^ypeMMTV integration site famHy.m 

NH.Q250Or:HQmo sapiens i^the&ce! protein 
AA122393 Hs.7081 1 hypotheScal protein FU20516 
A1143139 Hs^88 visinln^l 

AA385751 Hs.196379 ESTs. Wealdy similar to putative pi 50 (H^api 
AF113013 Hs^8919 PRO0806proUn 
Z36830 Hs.67268 8nnex{nA8 
AA769578 Hs.90488 ESTs 

M82246 Hs.35408 ESTs. Highly sinviar to unnamed pratehi pradu 

AA831850 HS.SB149 hypothstlcai protein MGC14138 

AJ224172 Hs.204096 Ipcphlln B (uterogloidn famiiy membef). pro 

AW016B24 Hs.255527 hypothetical protein li4GC1 4128 

BE613126 Hs.47783 B aggressive lymphoma gene 

N71183 Hs.12ie06 Homo sapiens cDNAFUl 1971 fis.d(>neHEMB810 

AI791749 Hs.128896 ESTs 

H85310 Hsi09456 ESTs. Wealdy similar to NG22IH.sapIen5] 

ENSP00000O16943-:CDNA 
AF005082 gtKHomo sapiens sldnrspedfio protein (xp33) 

Target Exon 

Iteiatin 1 (epidermolyllc hyperkeratosis) 
ESTs 

gb:Homo sapiens laminin alpha 3b chain mRNA. 
ESTs 

Rh type Cgtycoprotfiin 

U5 snRNP^ped&c 40 kOa protein (hPrp84)lndI 
(MDfVTAPKTAP2) 
Hs^5 Homo8apiensdoneTCCCTA00142mRNAs6quence 
Hs.8493 ESTs 

gb3e45b01 Jl Soares letbia N2b4HR Homo saple 
Hs.12826 ESTs 

HS.16957S hypothetical protein MGC2S50 

gbiiSC1AF121 normalized infant brain cDNA Horn 
H8.142179 ESTs 

Hs.1594 centrameiB protein A (17kD} 
Hs.1640 collagen, type VII. alpha 1 (epidennotysis bu 

Target &(on 
1^.2633 desmoglein 1 

Hs^S Homo sapiens cONA:FU21889tis, done HEP024 
F13287 Ks.159388 Homo sapiens dona 23576 mRNA sequence 
BE244318 Ks^13194 hypotheflcd proteto 1^0010895 
AW003582 K8^14 ESTs. VfeaMy similar to ALU8J1UMAN ALU SliBFAM 
8E465884 Hs.280728 ESTs 
Ai65S494 Hs.195718 ESTs 
AB006532 Hs^1442 RecQproteto^4 
AAe93537 Hs321411 ' ESTs 

R647ig gb:EST22d11 WATM1 Homo 8aptensd)NA dona 22d 

N48769 Hs.44609 ESTs 

AI188613 Hs.41690 desmocolIIn3 

NM.004d33 Hs.105115 8bsentinnie(anQma2 

AI702055 gb:tq20g10j(1 NCLCGAP.Ut1 Homo sapiens d3HA 

W33igi KS.2BS07 hypotheScal prot^ ai202S8 

AA3106S3 Hs37329 HSPC072 protein 

BE379594 Ks.49136 ESTs. Moderately sImBar to AWJfUKllAN ALU SU 
R68649 Hs^8359 absent In melanoma Ifike 
AI806335 Hs.2d0a29 ESTs. WsaMysimlar to T30171 nindn- mouse 
AW803201 gb*JL2^M0077-070S00-08O€08UM0077HQroosapi 
R27430 Hs^1585 ESTs 

BES86042 Hsi93317 ESTs^WeaUysimQartoGGCIJ^UMANGANTiGai 
AW394104 Hs.43744 ESTs. Moderately simlar to 154374 gene NF2p 
H70423 Hs^ll ESTs 
AAS873S1 Hs.184993 ESTs 

208 



AF237621 Hs.J 

N47305 Hs.46668 
A1H)0S2S8 

AI764308 HS.1594S2 

AP081497 Hs.279682 

BE246919 Hs.10290 



BE623003 

T61125 

AA001464 

R14780 

AK001921 

Z43368 

AA825487 

NMJ)01809 

NM.000094 

NM.0Q1942 
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408771 
440046 
459575 
400441 
440138 
417830 
427131 
413278 
420373 
414136 
424298 
424639 
419196 
434321 
426514 
427335 
413472 
4O8Q0O 
426749 
443899 
440684 
424927 
408591 
408867 
428508 
431120 
401780 
409695 
456571 
412155 
435244 
436248 
431917 
443113 
443341 
407756 
418347 
423841 
408633 
427878 
419945 
448372 
407137 
411274 
400666 
426920 
402639 
454891 
412471 
456296 
450850 
423274 
430704 
419807 
451778 
430397 
432113 
449722 
455092 
418203 
453775 
417009 
4M743 
434206 
413219 
422487 



BB616633 



L11690 
AI623718 



ubtquifin specific protease 18 

ob:rK:16e03.s1 NCLCGAPJ>r1 Homo sapiens cDNA 

0b:RC2-CT03044)801004)11-h12CT0304Homosapi 

PRO2000 protein 



403274 
435360 
426572 
432615 
443462 
444910 



449101 
418994 
^660 
419751 
404782 
41K13 
452188 



AW732573 Hs.47584 polassiumvoltageflated channel, delaye(Med 
AW402306 Hs.6877 (lypothefical protein FU 10483 ^^^^^ 
BE080825 gbKiV1-BT063l.1802IXM78^«8 BT0631 Homo sapi 

M15530 Hs.99879 B«elt growth {actor 1(12kO} 
AB033023 Hs.318127 hypothetical protein FU10201 
AWS047B6 Hs.122579 hypolhetol protein RJ10461 
AA448460 Hs.1 12017 GE36gene 
BE563085 Hs^ Interferon-stimutalBd prolein, 15 IcDa 
AW968228 gb:EST380198 MAGE resequences. MAGJ Homo sa0 

AA812434 Hs.1 19023 SMC2 {structure malnlenance of chromosomes 2 
AI631874 Hs.155140 casein Mnase 2. dphal polypeptide 
AI917494 Hs.9ai2 Homo sapiens cONA FU14388 fis. done HEMBAIO 
AF110908 Hs^60 TNF receptor^sodaled factor 3 

gb2u78a11 j1 Soares.testis_NHT Homo sapiens 

Hs.170195 bone rrorphogenetio prolein 7 (osteogenic prot 

AA44e542 Hs.251677 6 antigen 7B 
BE242870 Hs.75379 solute canter family 1 (gGal Ingh afflni^ 
Hs.620 bultous pemphigoid antigen 1 (230/2401(0) 
Hs.105618 ESTs 
AW&42283 H8.79933 cycHnl . ^ 

A1253123 Hs.127356 ESTs, Highly simBar to S21424nesUnia8aFi 
AW973666 Hs.153850 hypolhetteai protein (321024 
AF015224 HS.4B452 mainmagiobin 1 
AA437199 Hs.656 cefl division cyde 25C 
BE252383 Hs.184668 SBBl31prolBhi 

AA492588 ^:ng99c08.s1 Na_CGAPJThy1 HomosapJenscONA 

m 00555r:Homo sapiens l«ratin 16 (fcicd non 
AA296961 gb:ESTl 12514 Adrenal gland tumor Homo sapiens 

AB011142 Hs.114293 KiAA0570 gene product "..^.^.^^ 
R38167 Hs.12449 Homosaj^enstransmerabfaneproWnHTMPIOiHT 
N77221 Hs.187824 ESTs 
AW450963 Hs.1 19991 ESTs 
D161 81 Hs.2868 peripheral myelin protein 2 
AI040686 Hs.132g08 ESTs 
AW631480 Hs.8688 ESTs 
AA116021 Hs.38260 
AA216419 
AW753967 

AW963372 Hs.46677 

C05766 Hs.181022 C6i-07 protein 
AW290975 Hs,1 18923 ESTs 
AW445166 Hs.170802 ESTs 

T97307 gb7e53h055l Scares fad fiwrsjAeen 1NFLS 

NRiL002776 Hs.69423 kallikreinIO _^ ^ ^ 

NM-002425:Homo sapiens matrix melafloproteina 
Hs.132121 ESTs 

Target Exon 

gb:QV2-LT0038-270300-10a<112 LT0038 Homosapl 
..,„w.-^ Hs.73946 endofiieHal ceH growth factor 1 (platelat-<!e 
AA829975 Hs.239114 mannosidase, dpha. class 1A. member 2 
T65617 Hs.101257 hypothetical protein ^603295 
AI379772 Hs.99206 ESTs 
AWB13091 Hs.335799 ESTs 

R77402 ^7l75f1 U1 Soares placenta Nb2HP Homo sapi 

Ae26131 Hs.71243 ESTs. WeaWy similar to zhic finger protein I 
At924533 Hs.105607 bicarbonale transporter related protein 1 
AA935065 Hs.152365 ESTs 
cycQn B1 

gb:CM04(T0323-151299.126*04 HT0323 Homosapi 
COC28 protein Idnasa 2 
repllc^on factor C (acBvator 1) 4 (37kO) 

AA191719 Hs^147l4 ESTs ....... 

AA045648 Hs^1957 nudbc (nucleoside diphosphate rB*ed moiety X 
AW136973 Hs.288516 ESTs, WeaWy similar b S69890 nuiogen induci 
AA878200 Hs.118727 Homo sapiens CDNAFU13692 fis, done PIA(;E20 
Hs.198267 mudn4.trach8obrondtfal 

gtaod77b08^1 Na^CGAP^0v2 Homo sapiens d)NA 
TaigetExon 

^ ^. soJute carrier family 12 (potassiumfchloride 

Ab57783 15.170623 hypothetical protein FU1 11 83 
AA557191 Hs.55028 ESTs, Weakly simHar to 154374 gei;8NF2prote 
At064690 Hs.171176 ESTs , 
AI2D1849 rf)»p76g04j(1 Na.CGAP_Pr28 Homo sapiens cDNA 

H15302 Hs.168950 Homo sapiens mRNA;dDNADKFZp566A1046 (home 
AA205847 Hs.23016 G prolfiifrcoupled receptor 
AA296520 Hs.89546 selectinE (endothelial adhesion molecule 1) 
AI741320 Hs.114121 Homosapiens cONA: FU23228 lis. done CAE066 
AW195581 Hs53121 KIAAD761 protein 

C7001692*:gIl67240961^|AAF26844.11 {AF195Q21 
gb^glShl 1 j1 Soares kdanl br^ INIB Konw s 
Hs.61210 ESTs. WeaWy simnar to 138022 hypothetical p 

Target Exon 
HSJZ79906 doneKQ0310PRO0310p1 
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AA393351 

AW837349 
M63193 



BE280074 Hs.23960 
BE152428 

X54942 Hs.83758 
NhL002916 Hs^120 



AJOlOgOl 
AA828995 



AF105386 Hs.4876 



R20233 
A1097560 



433001 AF217513 
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412S79 BE092219 gbdL2-eT0734-24040(MI71-B04BTD734HomO5api 33 

421107 AA283d22 Hs.55608 ESTs, Weakly sinvlar to S47072 finger protein 13 

436385 M740946 Hs.150895 ESTs 13 

_ 443903 AI220547 HS.13S223 ESTs 13 

S 432015 AL157504 H5.159115 HonwsaptensfnRNA;cONADKFZk>586O0724(fr^ 3.3 

447153 AA805202 Hs.315562 ESTs 13 

450769 AA057418 Hs.33654 ESTs 13 

421379 Y15221 Hs.103982 small Itviudbld cytokine subfafnilyB(Cys-X<C 13 

402481 NM_001821^Honn sapiens chon)iderenMkB(R 13 

10 459394 eE403894 Hs.126522 Konu sapiens, ctone MGC:16722, niRN^ oomfilete 13 

424364 AW383226 Hs.201189 ESTs. Weakly siniilar to G01763 atropMn-l [H. 13 

417708 N74392 Hs.50495 ESTs 13 

414669 AA1S7291 Hs^1479 uUnudelnl 13 

441690 R81733 Ks^106 ESTs 13 

15 414774 X02419 Ks.77274 plasminogen acfivabr. urokkiasQ 13 

412246 A1160873 Hs.69233 zinc finger protein 13 

412S03 BE007S67 HS.15S795 ESTs 13 

431958 X63629 H&2877 cadherto3.type1.P<adherin(plaoentaO 13 

451177 Ar969716 Hs.13034 ESTs 13 

20 409990 AA079337 gb2m95b09j1 Stratagene colon HT29 (937221) 13 

418462 BEOOISgS H&85266 tntegrin. beta 4 13 

424687 J0S070 Hs.151738 matrix metaDoprotBlnase 9 (gelaHnaseB. 92k 13 

405196 C20G0662*:gl|7512792|plftn'12462liypottietlcaI 13 

459267 /U003631 gbAI003631 Selected chnvnosonn 21 cDNAEbra 13 

25 432917 NM.014125 HsJ79812 PRO0327 protein 13 

448251 BE280486 H5.64045 iiypothetteal pmtein FU2028B 13 

415025 AW207091 Hs.72307 ESTs 13 

420218 AW958037 Hs^ ribosomai protein U 12 

429594 AK001128 Hs^10297 Homo sapiens cDNAFU10266fls.ck)neHEMBB10 12 

30 447762 AI939461 Hs.161370 ESTs 12 

414147 BE091634 gb:IL2<BT0731-240400mC03 670731 l^sapi 12 

445038 Ai635444 H$.143917 dJ467N1 1.1 protein 12 

448G66 NM^014953 Hs323346 KIAA1 008 protein 12 

402800 Target ExDO 12 

35 411263 6E297602 Hs.69360 kinesiiviike 6 (ndtotk: centromere-associated 12 

424308 AWg75531 Hs.154443 mbikitvomosome majntenance deficient (S. cere 12 

455203 AW865450 gb:PM4^N002{M)1040(V00&b09SN0020Homos3pi 12 

459666 W27362 gb:30g7 Human retina cDNArandoRilyprfniedsid} 12 

401458 Target Exon 12 

40 432361 AI378562 H5.1S9585 ESTs 12 

444008 BE544855 Ks.220756 ESTs, Weakly simSar to SFR4jnjMANSPUaNGF 12 

405336 Target Exon 12 

446563 BE326588 Hs.141454 ESTs 12 

449276 AW241510 H&252713 ESTs 12 

45 455838 BE145808 gb:MR04{T0208-101299-103411HT0208Homo8api 12 

420591 X53655 H&99171 neurD(rophIn3 12 

401486 C400064r:gI]47585081reflNP_0042S11|aifway 12 

432979 AA573263 Hs.120860 ESTs 12 

413833 Z15005 Hs.75573 centromere protein E (31 2kO) 12 

50 438325 AA80425B Hs.123229 ESTs 12 

421751 AWB13731 Hs.159153 E&Ts.llft>deFBteiysim!lartoS656578lpha-1C« 12 

431938 AA938471 Hs.54431 spedSc granule protein (28 kOa); cysteine 12 

421777 BE562088 Hs,108196 HSPC037 protein 12 

408113 T62427 Hs.194101 Homo sapiens cONA:FU208e9 lis. done ADKA02 12 

55 427359 AW020782 Hs.79881 Homo sapiens cONA:FU23008 lis. ctoneLNG004 12 

402337 TaigetExon 12 

420930 AW888650 gbK>M-»n'0007.130500^1^NT0007Homo8api 12 

436166 AK0008d3 Hs.301645 Homo sapiens cONAFU10Q21 Us. done HEMBA10 12 

443426 AF098158 Hs.9329 chromosome 20 open reading frame 1 11 

60 437641 AA8114S2 Hs^lSII ESTs 11 

414761 AU077228 Hs.77256 entiancerofzeste (Drosoplti]a)liomotog2 11 

434208 T92641 Hs.127648 tiypoUiefcal protdn PR02176 11 

433222 AV\614472 Ks.238415 ESTs, Moderately sImBar to ALU8J1UMAN ALU SU 11 

452934 AA581322 Hs.4213 hypothetical protdnMGCI 6207 11 

65 458923 Y12812 H&24422 logulatDryCactorX-associated protein 11 

448988 Y09763 Hs^85 ganvna^minobutyrfcackl(GABA) A receptor, ep 11 

439750 A1.359053 H3^7664 Homo sapiens mRNA fid (engthinseftcONActo 11 

422283 AW411307 Hs.114311 COC45(cen division cycle 45. SjCerevisias, 11 

445885 AI734009 Hs.127699 K1AA1603 protein 11 

70 441962 AW972542 Hs^69008 Homo sapiens cONA:aj21 81 4 fis.ctoneHEP010 11 

424653 AW977534 H3.1 51469 calchimMrioduOn-dependent serine protein k 11 

431322 AW970622 gb:EST382704 MAGE resequences. I^GK Homo sapl 11 

423934 U89995 Hs.159234 foikhead box El (thyroid transcriplkm fiactor 11 

455987 BE178323 gb:RC3^{r0600-24O40O^23g05HT0e00Homosapi 11 

75 421426 AA291101 Hs.33020 ftomo sapiens, done [MAGE:3939163,RiRNA. part 11 

423887 AL080207 Hs.134585 DXFZP434G232 protein 11 

408296 AL1174S2 Hs.44155 OKI7P586G1517 protein 11 

447815 AI432199 Hs,247ra4 ESTs 11 

441974 AI683782 Hs.128245 ESTs 11 

80 446474 AI301227 Hs.150188 hypotheOcal protein OKFZpS66K1948 11 

452166 At948607 Hs.264680 ESTs 11 

451659 BE37g761 Hs.14248 ESTs 11 

439979 AW600291 H5.6623 hypothsikal protein HJI 0430 11 
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447701 
443648 
414686 
449441 
458145 
444588 
450832 
449425 
440953 
422158 
416120 
425081 
404107 
419563 
417168 
435604 
442624 
435081 
420589 
434569 
420039 
453883 
402892 
406087 
411770 
459587 
435990 
442577 
448733 
458154 



444946 
437938 
413281 
434808 
445505 
425005 
435673 
432189 
453509 
455750 
407777 
424441 
417734 
449676 
445425 
427061 
433584 
444477 
446255 
400612 
450841 
410561 
433S71 
401994 
449272 
409703 
400250 
408015 
436414 
432220 
420831 
433644 
447313 
428262 
452778 
417308 
438281 
433485 
423556 



BE619526 Hs.255527 hypolhefical protein MGd 4128 

AI085377 Hs.143610 ESTs 

AF002020 H8.76918 Ntemannflck disease, type CI 

A1656040 Hs.195532 ESTs- 

A1239457 Hs.130734 ESTs 

A1221321 Hs.167669 ESTs 

AW970602 Hs.105421 ESTs 

AWi03433 HS.19S684 ESTs „ Hon« «. ^„«nt9RP3D 

Al6a3036 Hs.124135 Homo sapiens cDNAFUpoSl fis. done NT2RP30 
L10343 Hs.112341 protease Inhibtor 3, sWnKJerfvedJSIC^ 
H4CT39 flb7ol4h02^1 Soares adullbrah Na5HB55y Ho 

X74794 Hs.154443 mhilchromosome maintenance defidenl (S. cere 
Target Exon 

AA526235 Hs.193162 Homo sapiens cDhlAaJ 11 983 lis. doiwHB^^ 

ALl^ Hs.81376 Homo sapiens mRNA; cDNA DKI^6L1121 (!hm 

AA625279 Hs^892 uncharacterized bone manw proldn BM040 

BE17S065 Hs.144081 ESTs 

AI651474 Hs.163944 ESTs 

AM19360 Hs.192708 ESTs 

A1311295 HS.B294 K1AA0196 gene product 

NM.004605 HS54581 sulfotransiiBras8famIV.cytDsolic,2B,maiipe 

A1638516 Hs52630 cofactor required for Spl transaipBonal act 

Target Exon 

Target Exon 

NWL014278 Hs.71992 lieatshodt protein (hspl 10 family) 

AAroi956 gb2k15e04.s1 Soares jregnanLutemsJIbHPU Ho 

AK)15862 Hs.131793 ESTs 

AA292998 Hs.16390O ESTs 

NM_00S629 Hs.187958 solute carrier family 6 (neurotransmfltortia 
AW816379 Hs.335018 ESTs 
M67253 Hs.271691 ESTs ^ ^ _^ ^ 
AW139205 Hs.156457 hypothelicai protein aJ22408 , 
aS" flbSqOSd)2ilNCLOGAPJ<id12HoniDsapienscDN 

SiT^SSrS^^ 

Si gb:I^7g03x1Na.OGAP^25Hornosa;j^ 

AF202951 HS.2842D0 Hotno sapiens uncharadfiriz^gastric pro^n 

A^7941 gb:nh30D04^1 NO.CGAP^M Homo sapiens d)NA 

ALO40021 Hs^2674 ESTs, Weakly slmiar to alternatively spliced 

Slli gb:PM1-BT0585.11020W)0^11BT0585Homosapi 

AA161071 HS71465 squateneepoaddase 

X14850 Hs.147097 H2AhlstDns«amay. member X 

Z42667 Hs.6724 ESTs 
AW380579 Hs^09657 ESTs 
AI223511 Hs.300722 ESTs 

Hs.173392 K!AAl145preiBin ^.^^^.^ 
gb:UMVBI2WwJ3*UU1 Na_CGAP.Sub4Ho 

Hs^155 ESTs 
1*^.257090 ESTs 

C10001034:gil7513113lpttl|T13078 KIAA0992 pro 

AI741466 Hs.270515 ESTs „ woruAfa rfnn«HPP(H1 

BE540255 Hs.6994 Homo sapiens cDNA:nJ22044fl8. done HEP031 

W02410 Hs^05555 ESTs 

Target Exon 

AW137656 Hs.197645 ESTs ^„^.,r« 
m!omr HsJSSXXB Z^-digoaderiylBtBsynttieta$e3(100kO) 
EosContid 

AW136ni Hs.244349 epkJermai dfflereflfialion complax protein Gk 
BE264633 Hs.143638 WDrepealdomriln4 
A1571306 HS232224 ESTs 

AA2B0824 Hs.190035 ESTs , 
Mmm^ flb*b75d03j(1 Na_CGAP.Ut2 Homo sapiens cONA 

Hs.18081 Homo sapiens done DT1P1B6mroJA.CAGrepealr 
Hs.7298 blphenyl hydrdasfrfike (serine hydrolase; br 
Hs^921 Homo8apienscDNA:aJ21592fis.donBCOL070 
H&81892 KtAAOIOI gene product 
myeloid feOkemlafedorl 



AB032971 
AW295399 
AI1S054a 
AI283257 

AI741466 



092981 
A]651324 
R71338 
H6a720 



AW411194 Hs£5195 T—Tli . u-mi^ 

AI493076 Hs201967 aWo4wtoredudase«amay1,rnen*aC2(dl^ 



436333 
440006 



R7^ Hs.7720 
AA393167 Hs.41294 



dyneki. cytopbsidc. heaor polype^ 
ESTs 



AA709270 Hs.136572 EST 
AKD00517 Hs.6844 hypolheScd prolan RJBOSIO 



411098 
435399 
431070 
427986 
410658 



AW817238 
AA679463 

AVW0B164 Hs.249184 



N45214 
AW105231 



Hsi82387 

H5.igao3s 



412279 
405277 
423733 



AW748078 Hs.214410 
BE245511 

AA33Q281 



C1001383':gil5386951pirilA61 183 hypothefical 
gb:CMWT0247-090200-105-b07 ST0247 Homo sapl 
gbac50d)3jl Stiatagene hNT neuron (937233) 
transcrip8onfartor19(SC1) 
Homo sapiens cONA: FU21837 fis. done HEP016 
ESTs 

ESTs. Weakly slmJlartoMUC2JiUMAN WiUaN2PR 
gb:TCBAP1D3235 Pediatric pr&e cell acute lym 
ENSPQ00Q021 1G21^IMEin. ^ U cytoskdeta 
^b:^T33985EntiyQ. 12weektl Homo salens c 
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3.0 

3.0 

3.0 
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3.0 

ao 
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ao 

3.0 

3uO 

3.0 

3.0 

3.0 
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3.0 

3.0 

3.0 
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10 
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2.9 
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19 
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4S5319 AW895387 gb:QV44W003&^300-157-c10NH0038Hon»6apl 19 

407638 AJ404672 Hs.334483 hypoMcal protein FU23571 19 

413306 AW303544 Hs.11B654 ESTs 19 

. 432215 AU076609 Hs^34 nlxmudedicte mdudasa Ml pdypepGde 19 

5 434423 NM.006769 Hs^ UMdomainonty4 19 

446269 AW263155 Hs.14559 hypothetkai protdn RJ10540 19 

412367 AW945964 gb:QVO€T0001-050500-22&«09ET0001 Homosapi 19 

436148 BE0052S2 Hs^1583 Homo sapiens cONAFU20779fis. done OOL0507 19 

421190 U9S031 Hs.102482 mudn 5. subtype B»lrach80tnnchU 19 

10 404981 ENSP000002S2242*:KBra!in.1ypellcytosl(eleta 19 

448796 AA147829 H3^01431 endotheOs] zinc finger protein Induced by tu 19 

4S2732 BE300078 Hs.B0449 Homo sapiens, done iMA6E'^S294,inRNA. part 19 

401760 Target Enm 19 

443859 N1UL013409 Ks.9914 toffistaSn 19 

IS 404253 NK^021058*:Homo8aplen3H2BhistDneMly.m 19 

432491 AA662910 K5.42635 hypothetkai protein DKFZp434IQ435 19 

435887 AA954229 Hs.114052 ESTs 19 

429035 BE549781 HS.27047S ESTs 19 

446733 AAB63360 Hs.26040 ESTs. Weakly similar to (ally add omeg^tiydr 19 

20 446417 AI299050 gb:qn14d11x1 KCt.CGAP.biS Horno sapiens cONA 19 

437637 AJ003029 Hs.65792 syntropliin. gamma 2 19 

452452 BE393822 Hs.29645 Homo sapiens mRNA:cONAOKFZp761C029 (from d 19 

442432 Be093589 Hs.38178 hypolheQcaIprotdnFU23468 19 

450698 W31489 Hs.95044 ESTs. WeaidysbiflartD 138022 hypotheHcalp 19 

25 439430 AF1242S0 Hs.6564 ceivicalcanoerantotiogen resistance 3 19 

434876 AF160477 Hs.61460 tg superfaroDy receptor IMR 19 

438266 AA782163 Hs.293502 ESTs 19 

401781 Target Exon 19 

439625 AF0B6453 Hs.68611 ESTs 19 

30 , 425234 AW152225 Hs.165909 ESTs, Weakiyslmnar to 138022 hypothetical p 19 

410743 AA089474 HsJ272153 ESTs 19 

414915 Nl^002462 H5.76391 myxovirus (influenza) resistance 1. homdog o 19 

449746 AI668594 Hs.176588 ESTs, Weakly stnnlar to CP4Y.HUMAN CYTOCHROME 19 

443479 AF027219 Hs.9443 zinc finger protein 202 19 

35 442601 AI684g69 Hs.46772 ESTs 19 

405932 C1^305:gt|3806122]gb|AAC69198.1|(AF097887 19 

405454 C12000541:gIl5729834treflNP_008539.1|(GF-il 19 

416844 M62982 Hs.1200 aradndonate 12-tipoxygen3se 19 

408562 A1436323 Hs.31141 Homo sapiens mRNA for KIAA1568 protein, parti 19 

40 408829 NlilL008042 Ks.48384 heparan sutfdto fgtuoosariftie) S^tiOotransf 19 

414581 AA2S6213 Hs.72010 ESTs 19 

411268 AKD00512 Hs.69388 hypothetical protein FU2050S 19 

450024 AA005129 gb2h90h08.r1 Soares_fet8Uiver^pleen_1NFLS 19 

40Q297 A1127076 Hs.334473 liypothetical proldn DKFZp56401278 19 

45 436481 AA379S97 Hs.5199 HSPa 50 protein similar to ubiqiiillnKXH^ 19 

400631 AF173937 Hs.109494 secreted proteto of unloiownliindion 19 

429118 H20669 Hs.35406 ESTs, Highly similar to unnamed protdnprodu 19 

444381 eE387335 Hs.283713 ESTs. Wealdy similar to S64054hypatheecalp 19 

435711 AF226667 Hs.58553 CTP synthase II 19 

50 419088 A1538323 Hs32620 totegiin, beta 8 18 

431629 AU077Q25 Hs26S827 interferon, dphalndudfateprddn (done IF 18 

429299 A1620463 Hs^93dB4 hypothetica! protein MGC1 3102 18 

451702 AW665452 Hs.246503 ESTs 18 

432162 AA584062 H5^72798 hypothetical protein FU2041 3 18 

55 405281 NM.002864:Homo8a|topregnane]^2one protein 18 

438161 BE08902B HsJ0158 ESTs, Weaidysimnar to 8341 S9 transcription 16 

409103 AF2S1237 H3.112208 XAGE-1 protein 16 

425599 AW386745 H8^14140 ESTs,Wtoldy6imiiartoALU1JiUMANALUSUBFAM 18 

425274 BE281191 Ks.155462 mlnIduomosomem^tenancedefident(mis5,S 18 

60 435099 AC004nO Hs.4755 flap strudur&^pedfic endonudease 1 18 

445873 AA250970 Hsj251946 poly(AH)indingpnjtein. cytoplasmic 1-tike 18 

452730 AA027952 Hs.165216 ESTs 18 

413083 BE064528 gb:RC4-BT0311-2SO20(M114h06BTO311 Homosapl 18 

, ^ 437030 AA742577 Hs^81 EST 18 

65 438113 A1467908 Hs.8882 ESTs 18 

442973 8E567665 K8^8S50 Homo safiens cONA: FU231 56 fis. done IUG096 18 

440994 A1160011 Hs.193341 ESTs 18 

442295 A(827248 Hs.224398 Homo sapiens cONAFU 11 469 fis, done HEMBA10 18 

422689 AW856665 gb:RC3^0297>29010OO1M03CTO297Honu)8apl 18 

70 410310 J02931 Hs£2192 Goagutaibnfadorlll(thrombaplas6n.&su IS 

424408 Ai754813 Hs.146428 collagen, type V. alpha 1 18 

433788 AI610534 H3.161276 ESTs 18 

403806 Target Exon 18 

^. 437182 AL080098 gbi^ sapiens mRNA; GOHAOKFZp564C1072 (to 18 

75 453955 AW579207 Hs.304666 ESTs. We^sinclar to 178885 sertne/Oveonl 18 

420795 AA323037 Hs.128645 soiling nexln 16 18 

452696 AI826645 Ks^11S34 ESTs 18 

432656 NM.000246 Hs.3076 MHCdassntransadhrator 18 

438052 AA776564 Hs.41891 ztocfingerllll 18 

80 441755 AW450826 Hs.1277e6 ESTs 18 

427981 AW293165 Hs.143134 ESTs 18 

449785 AI225235 Hs.288300 hypothetical protein FU23Z31 18 

4S0451 AWS91S28 Hs.202072 ESTs 18 
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406831 
411S58 
439453 
413582 
448879 
409143 
410664 
444550 
422109 
407788 
445941 
459719 
413943 
456456 
428301 
403000 
413273 
439846 
429597 
412970 
455091 
410049 
452571 



426343 

414853 

409142 

418592 

429128 

427651 

433345 

403763 

444172 

406753 

415747 

419875 

452234 

430486 

456181 

416548 

41799S 

435347 

457339 

417398 

408380 

437724 

408680 

454202 

441362 

422276 

406092 

447748 

443236 

433743 

446839 

405675 

424825 

416250 

448592 

407289 

407287 

448275 

412977 

431721 

417357 

400298 

416294 

458201 

mm 

401230 
422058 
452747 
4301S2 
444006 
443500 
418030 
445640 



M73448 HS.S0272 ESrs.WeakiyslmflartoRS1/UiUMAN40SRlBOSO 
AA102670 Hs70725 gamma-Biranobutyfic acid (GABAJ A receptor, pi 
BE264974 H3.6566 OiyroW hoiroone receptor interactor 13 
AW29S547 Hs.71331 hypothetical protein MGC5350 
A1611378 H&192610 ESTs 

AW02S980 Hs.138965 ESTs. We^y similar to 138022 hypotheSca p 

NM^008033 Hs.65370 lipase, endothelial 

BE2507t6 Hs.87614 ESTs 

S73265 Hs.1473 gastrin-releasing peptide 

BES14982 Hs.36991 SlOOcaldum-tilndlng protein A2 

AI267371 Hs.172636 ESTs 

AW7495t1 Hs.301554 ESTs, Weakly similar to AF133298 1 cytochrome 
AW294416 Hs.144687 Homo sapiens cDNAFU12981fis. done 1^21^20 

nudear cap binding protdnsubun^1.80i(O 

ESTs, Weddy sbnilar to 138022 hypothetical p 
US snRNP-spedfic protein. 1 16 KD 
. .... stenvloop (histene) binding protein 
T63959 Hs.228320 hypothetical protein FU23537 
NiyL003816 Hs,2442 adisinteQj1nandmetallopfotelnasedoma}n9 
H8.m534 dualspedfidlyphQBphalaselO 

gb:RC8-BT0627-140200^11-A04 BT0627 Homo sapi 
gb:RCO.DT0076-11010M31-d10 DT0076 Homo sapi 
ESTs 

gb:RC2-BT0318'110100^12-a08 BT0318 Homo sapi 
KlAAOOSOgeneptodxt 
saicoglycan.beIa(43kDdyslropHin4SSodated 
SMC4 (structural maintenance of chromosomes 4 
X99226 Hs^841 53 Fanooni anemia, cofflplementa6on group A 
AA446869 Hs.1 19316 ESTs 

AW405731 Hs.18498 Homo sapiens cDNAFU12277 lis. dona MAMMA10 
A16ai545 Hs.152982 hypothetical protein FU13117 

NM_001059*i1omo sapiens tadiyHnin reoeptor 3 
BE147740 Hs.104558 ESTs, Moderately similar to 138022 hypothefic 



AA477609 Hs.89563 

AW528666 Hs.98440 

BE247275 Hs.151787 

U75679 Hs.75257 



AB028436 
BE079752 
AW579475 

W315t8 Hs.34665 
BE065813 

N^^014642 Hs.169387 

U31116 Hs.77501 

AL136877 Hs.50758 



AW084176 Hs.223296 
AF052573 
U6463 
H62953 
AVW74175 Hs.188751 



431688 
427579 
423175 
414737 
451813 



AA505665 Hs.217493 anne)dnA2 
AA381209 gb:EST94257 AcDwledT-ceOs 1 Homo sapiens 

AA8534tO Hs.93557 proenkephata 

Hs.223296 ESTs. WeaWy shuTar to 138022 hypottieticd p 
Hs.241517 polymerase (ONAdirected),lhela 
Hs.1030 ras Inhibitor 

gb:yr47ra6.r1 Scares fetaJ liver spleen 1NFLS 
ESTs. WeaHy similar to MAPBJHUMAN MICROTUBUL 

Aw6i4873 Hs.116963 ESTs .^.^^../^ 
AW971949 HsJ91252 ESTs, Weakly similar to ZN91JIUMAMaMCFINGE 
N78541 Hs.177366 ESTs 
AF123050 Hs,44532 diublqultin 
AW444828 Hs.184323 ESTs 
AK000083 Hs.46821 hypothetical protein FU20086 
AW178363 gb:RC3-HT0105^109gW)02-H06 HT0105 Homo sapi 

BE614410 Hs.23044 RAD51 (S.cerevislaB) homotog (Ecoii RecAho 
AF072873 Hs.114218 {nzzled[Drosoph3a)homol096 

Target Exon 
AI422023 Hs.161338 ESTs 
AI079496 K3,134169 ESTs 
AF075312 Hs.236760 Homo sapiens done HQD262 
BG091926 Hs.16244 mitotic 8(^nd1ecoiled«oa related pmte'n 
Target Exon 

AW904466 Hs.321197 PDZ domain protein (DrosopWblnalMke) 
AAS81386 Hs.73452 hypothetical protein MGC10791 
N69546 H5.44563 hypotheSca! protein 

AA135159 HS.2J3349 Homo sapiens CONAFU12149 lis, done MAMMA10 

AI678812 gb±J59d08j(1 Na_0GAP„Gas4 Homo sapiens cDNA 

BES14434 H&20830 tdnesin-filte 2 

AA125910 Hs.191481 ESTs 

AB032998 HsJ68044 K1AA1170 protein 

AF260257 Hs.131917 retiriffis pigmentosa GTPasereguIatDfinterac 

AA032279 Ks.61635 sk transmembrane epitheSal antigen of the p 

D86980 »te.79170 K1AA0227 protein 

A1989981 Hsl33477 EST8.iytodBraleiysl]nnartoAChainA,Cydop 

AF231022 Hs.158159 FAT tumor suppressor (DrosopWliihomotofl 2 

NM-014191*iiomo sapiens sodhundiaondivona 
AA862231 Hs.334443 ESTs 
BE1S3855 Hs.61460 IgsupeiMly reoeptor LNIR 
AB001325 H&234642 aquap0ffn3 
6E395085 Hs.10086 type I transmembrane protein Fn14 
AV64638B Hs.93S61 Homo sapiens mRNA;cONADKFZp6670095(riomd 
BE207573 K$.83321 neuramedhB 

AW969626 Hs^1704 ESTs.W^ysinftilartoKIAA0227 [Helens] 
AW516565 g|j3(q01d05jc1Scares_NHCeC«cervicaLtumorHom 
gb3ig67c08^1 NCI_CGAP_Up2 Homo sapiens cSDNA 
HS.17S369 hypotheSccJ protein FU20537 
■ hypofteftal protein FU14627 



AAS13906 
AA366143 
W27S95 
AI160386 



Hs.18653 

Hs.125087 ESTs 



NKLOlfill^ H127182 piiaih(«paseA2«8v^ protein 
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446659 
419833 
411619 
445592 
446102 
441408 
436027 
416283 
421470 



428062 
431832 



433286 
410290 
432865 



440048 

401260 

435136 

412108 

434442 

443204 

419667 

422892 

409594 

410008 

423038 

406671 

450983 

434444 

421817 

411455 

408625 

412530 

439245 

431890 

414747 

401050 

405897 

451153 

407327 

440159 

404184 

428552 

401367 

428450 

425698 

424783 

449432 

425062 

452281 

450705 

421506 

40B391 

427099 

431750 

451807 

453331 

447175 

451876 

433790 

418282 

434557 

425704 

420894 



fltKPM144nX)1O-20O30(MX}1-g06 MTOOIO Homosapi 
ESTs. sInnBar to T16534 hypoflieScsl p 



EST8» Weakly sfanOar to 138588 reveiss Iransc 
vsscutar endottieOal grawtti factor C 
6nn8)^A3 

fibriUin 2 (oono&nttaloontractuial arachnod 
hypolhefical proteto FU14103 



AQ35361 tK226376 ESTs 
AA2S1131 Hs^20697 ESTs 
AW947884 

AV654382 Hs.17947 
AW168067 Hs;B2958 ESTs 
Af733249 Hs.126897 ESTs 
AI864053 Hs.39972 
NMJtX)5429 Hs.79141 
R27496 Hs.1378 
U03272 Hs.79432 
MATXm HSJ8321 
AW276866 HS.19Z715 ESTs 
AA394104 lta^489 ESTs 

A1368873 Hs^12S7 ESTs. WeaMy similar to 138022 hypothetical p 
AA402307 K8.322844 hypotheflcal protein OKFZp564A176 
AI753709 HS.1S2484 ESTs, WeaMysknilsr to 138022 hypothetical p 
AW864542 gb:PM4SN0016-120500mii02 SK0016 Komo sapi 

AAB97461 Hs^737 ESTs. WB^simOar to env^pe protein- [Ks 

C100103r:gl|7305041N|NP-038B7ai| eiythro 
R27299 H5.10172 ESTs 
AA100293 Hs,ie5043 ESTs 
AA737415 Hs.152826 ESTs 

AW205878 Hs.29543 Homo sapiens cDNAFUl 3103 fis,ctoneNT2RP30 
A11077005 Hs.9220a a dlsintegrln and metaUoprotetnase domain 1 5 
AA988176 Hs.121553 hypotheGcal protein RJ20641 

gi):zm1Be0&£l Stratagene pancreas (937208) Ho 
Ob3in20h12£l Stratagene pancreas (93720B) Ho 
Hs.1 23058 OEAD/H(Asp-G!ihA)a-Asp/His) box polypeptide 
Hs.285754 met protflKmcogene (hepatocyte growth factor 

ER01 (S.cerevIsiaaHIIcs 
Hs.101257 hypotheGcal protein MGC3295 
AF146074 Hs.108660 ATP-Unding cassette, subfamily C(CFTR/MRP) 
AWB47663 gb:iL3-CT0213^0(M»5&WCT0213 Homo sapi 

AW243323 Hs.266765 ESTs 
AA766268 Hs.266273 hypotheBcal protein aJ13346 

ihyrotropin-ieteasing honnone degrading ectoe 
Hs^1986 inlegrin. dpha 2 (CD49B. Stpha 2 subunH of 
Hs.77204 centromere protein F(35Q/400kO.milosin] 

NM.01415S*:Homo sapiens HSf^63 protein (HSPC 
Targel Exon 

BE0g2900 gb:CM2-BT0742-100400>147-h04 BT0742 Homo sapl 

AA487182 H8^9414 ESTs. We^ similar to Z195J1UMAN ZINC RNGE 
AI637599 H8.126127 ESTs 

NM-030903*:Homo sapiens oUactoiy receptor, f 
AW274560 Hs.129520 ESTs 

Target ExDO 

NM-014791 Hs.184339 KIAA01 75 gene product 
N^^L016112 Hs.159241 polycystic Iddney disease 2^ike 1 
AA913909 Hs,153088 TATAboxblraflngp»TJlfiin(TBP)-8SSOciatedfx 
AW461361 H5.196529 ESTs 

H09748 Hs.57987 B^ellCUL/lymphainal IB (zinc linger proWn) 

T93500 Hs.28792 Homo sapiens cDNAFU1104t lis. done PLACE10 

U90304 Hs.25351 In)quob homeobox protein 5 

BE302796 Hs.105Q97 thyn^neldnase l.solubte 

AW859276 gb:MR1-Cn}352-240200-10$<102 CT03S2 Homo sapl 

AB032953 Hs.173560 odd OzAetwn homotog 2 (Drosophilat mouse) 

AA514986 Hs28370S ESTs 

hypothetical protein HJ23293 simSar to ARU 
ESTs 



AA076118 
AA079552 
026528 
AA129547 
AA305384 H5.25740 
AI76S276 



NM.013381 Hs^lO 
X17033 
U30872 



W52854 
AI240665 
AI365208 
AIS21027 



Hs77099 
Hs.8895 
Hs^93606 ESTs 
Hs^29 ESTs 



448037 
418067 
439524 
402298 
424081 
407471 
430994 
419983 
419699 
423637 
425415 
444826 
413331 
414987 
405041 
413864 



BE298215 Hs288968 RAB22^ member RAS oncogene family 

AA21553S Ks^8133 ESTs 

AW855466 Hs^1B86 ESTs.WeaMysimRartoALUIJiUMANALDSUBFAM 

U79293 H3.159264 Human done 23948 mRNA sequence 

AA744597 Hs.88854 ESTs 

A1Q23707 Hs.134273 ESTs 

AW1K634 Hs.170401 ESTs 

A!127958 Hs^93 cystaOnEM 

BE542950 Hs.155548 ESTs 

Targ^Exon 

NMJD06413 Hs.139120 iibonudeaseP(30kO) 

D55644 gt):HumanspteenPABL(pseudoautosQmatbound3r 

AMg0346 Hs.40530 Homo sapiens, ctone MGC:17624. mRNA, comptete 

VVS5956 Hs.94030 Homo sapiens mRNA; cONA DKFZp566E1 624 (from c 

AA248998 Hs.173044 ESTs, WeaMy sImBar to 138022 hypothsQcd p 

AL137279 Ks.130187 Hoino sapiens mRNA; cONAOKFZp434012l4 (frame 
M13903 
A16744d2 
68083950 



Hs.157091 
Hs.148441 ESTs 



gbPMa6T0651-^20&0014)11 BT06S1 Homosapl 
AA524394 H3,294022 hypolheficd protein RJ14950 

C3001706^gQ134S6S2|sptP1S9891CA3^(>tlCKCOL 
BE175562 gb:RC&4nQ58O-100SQO4X22C01 HTOSSOHomosapl 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



43S746 
436966 
43336S 
412723 
422656 
411171 
447197 



414883 
419741 
437412 
427366 
455549 
409676 
446305 
429413 
424420 
427510 
452834 
424354 
455095 
431241 
424073 
427239 
407103 
458175 
431130 
453379 
438533 
412313 
421733 
443757 
449300 
434913 
448946 
437327 
450262 
453204 
420170 
449344 
439436 
449867 
452220 
433675 
429163 
441703 
415030 
417975 
451105 
400301 
429386 
423949 
411768 
436961 
431124 
410878 
418717 
443270 
448454 
430072 
442966 
451494 
416327 
440381 
403983 
451340 
447888 
441794 
424153 
453633 
435647 
428780 
439108 
422565 
428054 
418811 



AI885815 Hs.184727 ESTs 

AW979074 gb:EST391184 MAGE resequences. MA6P Hoinosapi 

■AF026944 Hs.293797 ESTs 

AA64B459 Hs.335951 hypolhefical protein AF301222 

AI870435 Hs.1569 LIM homeobox protein 2 

AW820260 gbKaV2-ST0296-15020OMk10 ST0296 Homo sapi 

R36075 gbryhBBbOUl Scares placenta Nb2HP Homo sapi 

U72671 Hs.1 51250 intercellular adhesion molecuta 5. tebncepha 

AA926960 Hs.334883 CDC28 protein Idnase 1 

NMJ)07019 Hs^002 ubiquifin carrier protein E2-C 

HS34744 Hon»sapiensmRNA:cDNADI<I%Zp547C136(^^^ 

AA885108 HS.223B06 TATA box landing protein (TBP)-associa!edlac 

AW994222 gb:RC3-BN0036-2502004)12^2 BN0036 Homo sapi 

AA077118 Hs.197298 NSI^Inding protein ™r«ft 

AA625207 Hs^915 Homo sapiens cDNAFU12908 lis, done Mr2RP20 
NM^014058 Hs.201877 DESCi protein 
BE614743 Hs.146688 prostaglandin E synthase 
Z47542 Hs.179312 sm^ nuclear RNAactlvaBngGomptex.poVpep 
AI638627 Hs.105585 KJAA1688 protein 
NIUL014314 Hs.145612 RNAheTi^ 
AW855598 

AA496799 Hs.3695a 



IWS nBIICaae 

Qb:CM1-CT0278^)31 1994132<0B CT027B Homo sapi 
ESTs ^ 
U03493 / Hs.138959 gap juncSon protein, alpha 7, 45l(D(conne3an 
BE270447 Hs.174070 ublquitln carrier protein 
AM24881 Hs^56301 hypoUie9cdprot^MGC13170 
AW296024 Hs.150434 ESTs 

NM 006103 Hs5719 eptdidynis-specific, wtiey-acidic protein type 

AA035261 Hs.61753 ESTs ^..^^ .u^, 

AI440266 Hs.170673 ESTs. Wealdy similar to T24832hypo0^ 

AW936832 gb:PM24]rn)0234)S04Q(MX)3^DT0023Ho(nosapl 

AL1 19671 H5.1420 tibroblastgrowtlifeclor receptor 3 (achondro 

H05479 Hs.62314 ESTs 

AI656959 Hs.222165 ESTs 

AW872860 Hs.11056 RALBP1 protein 

A1652855 Hs^363 hypottieticd protein FU10983 

AL353942 Hs.306504 Homo sapiens mRl^cDNADia=Zp761 1231 21 (ftotn 

AW409872 Hs.l84B46 Homo sapiens. Similar to zinc linger pTOtem 

Hs.191990 ESTs 

Hs.95531 Human normal keralinocyte mRNA 
Hs.312691 ESTs 
Hs.57868 ESTs 

Hs.122970 hypolhetfcal protein FU21579 
Hs^12296 ESTs 

ribonudeolide reductase M2 polypeptide 
MHooH.ou gb:am20a10.s1 Soaies_NFU.TjGBC.S1 HomosapiBn 

AW390054 Hs.192843 leudne zipper proteh FKS614 
D31118 Hs.191735 hypothefical protein MGC1 0520 

• tiypolheiica! protein FU23186 

gbnw60b1lJt1 Na_CGAPjCo16 Homo sapiens cONA 
estrogen receptor 1 



R10799 
U43374 
A)6403S5 
BE140845 
AI572379 
BE158006 
AW977653 Hs.75319 
AA884766 



AA641836 Hs.30085 
AI761324 



443362 
433183 
438214 
446745 
414416 



X03635 Hs.1657 
AKD01795 H3,201179 , 
AI014546 Hs.130912 ESTs 
N1A.013371 Hs.71979 Werieuldn 19 

AW375974 Hs.156704 ESTs 

AF284221 H3.59506 doublesexandmab^feilatBdtranscnpBonfac 
Wrra09201 Hs.314248 ESTs.WeaWysimaartoAaJ4JlUMANALUSUBFAM 
AI334430 Hs.86984 ESTs 

NM_004272 H8^7737 Homer, neuronal Immedtata early gene, IB 

NM_005879 H3Ji1254 TRAF interacfing protdn 

X13294 Hs^00592 v-myb avian myebWastosis viral oncogene hom 

HS.132237 ESTs.WeddysimilartDDUS8HUM|W 
AI799444 Hs547095 ESTs,ModerataVslniiiartDAUJ7_HUMAMALUSU 
U70370 Hs.84136 paiied-likehomeodornBinlFanscripfion factor 
AA917808 Hs.190495 ESTs 

Target Exon 

AW936273 gb:QVO-DT002(WJ90200.107^07 DT0020 Homo sapi 

BE620911 Hs.126889 ESTs 

AW197794 Hs.253338 ESTs 

AA451737 Hs,14149S MAGE-lika2 

AA357001 Hs.34045 hypoO^eficd protein FU20764 

A1653240 Hs.49823 ESTs 

AI478578 Ks.50636 ESTs 

AW163034 Hs.6467 synaptogyrin 3 

BE259035 Hs.1 1 8400 sfriged (Dn)sopltfa>4ike (sea urchin fasdn h 

A1948688 Hs^66619 ESTs 

AKD01407 Hs,88663 hypottwOcai protein FU10545 

AW247090 Hs^7101 minichronnsome maintenance deadai4(S. cere 

AI053464 Hs.166505 ESTs 

AF231338 H3.222024 (ranscripBon factor BMAL2 

H0fi075 Hs.25320 TRABTDpratain 

AW11B189 HS.1S6400 ESTs 

AW40g985 Hs.76084 liypoBiefica! protfih MGC2721 

AW269088 Hs.118183 hypolheficd protein FU22833 
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TABLE 128 



Pkey: Unique Eos probeset idaniifier nurrtber 
CAT number Gene duster number 
Accession: Genbank axesslon nuinbeis 



409594 



Pkey CAT number 
407642 1N7175J 



1055687.1 

107490J 

114249_1 

114876.1 

116644_1 

116812»1 

1172307J 

12210C5J 

1232093J 

1234393J 

124676BJ 

1249417J 

1259748_1 

126717J 

1287332.1 

1288355.1 



410008 
410049 
410784 
411098 
411171 
411465 



411819 
4119S6 
412279 
412313 



1289037J 
1291505.1 

1334272.1 
1348639J 
t361726J 
1395788.1 
142127.-1 
142133.1 
1533847.1 
1540602.1 
155189.1 
1571266.1 
1574S45J 
1600181.1 
1695282-1 
174149.1 
179863.1 
18825^1 
193194L1 
195241.1 
197738.1 
219B9$.1 
231475.1 
23149aLl 
232507.1 
245908.1 
300543.1 
328264.1 
331543.1 
336609.1 
342677.1 
342819.1 
355475.1 
3620^.-1 
370400.1 
371919.1 
^73.1 
405576.1 
437182 43421.1 
437938 44573J2 



412333 
412367 

412879 
413083 
413331 
413864 
414147 
414148 
415317 
415613 
415747 
416120 
416168 
416548 
417742 
418347 
418869 
419807 
420373 
420637 
420930 
422689 
423733 
423735 
423841 
425005 
429163 
431120 
431322 
431688 
432184 
432189 



4335B4 
433644 
434321 



438390 45662.1 
438966 487436.1 
438993 467651.1 



Accessions 

AW178963 AW845721 8E141041 AW806977 AW845680AW845691 AW84S724AW176564AW845705AW845603AW845729AWB45722AW178986 

AW84S893 AWB45585 AW845707 BE141053 BE141046 AW845570 AW845575 BE141043 BE141039 BE141070 AVW62443 AW806980 AWB45643 

AW805969 AW845686 BE141054 BE141040 BE141044 BE141042 AW845S71 AWB45604 BE141047 BE141071 AVW62442 AW84S633 AW178968 

AW859276 AW859274 AW190959 T91463 

AW864542 AA056567 AW882724 

AA076118AA976618AA076220 

AA2g8g61 AA296669 AA076945 AA077528 AA077497 

AA079337 AA079338 AW272100 

AAD79552BE142525BE142527 

AW579475 AW939654 AW939655 

AW803201 BE079700 BE082940 

AW817238 AW993985 AW993998 

AW820260 AW820332 R94406 

AW847663 AW847861 AW861080 

6E144081 BE144190AW851155 

AVV947884AW947gi8AVV947888AW947883AW947897AVW7910AVW7905AW864751A\ftW 
AA099020 AW751275 AW751276 AW7S1289 

AW^32A\S9'a!^6K^ AW936739AW936734AW936779AVV836688 AW936659AVV93CT^ 

AvISavSaW936777AVV936830AW936834AW936M^ 

AW936776 AW936831 AW936760 AW936819 

AVmS964 Av!w6^ AvS^WM Avl^^^ AW946044 AW946033 AW946024 AW946021 AW946029 AW948015 AW94e016 AW946039 

AW946045AW946028AW946036 

BE092219 BE092361 BE006789 

BE064528 6E064589 BE064561 

BE083950 BE084017 BE084016 

BE1755e2 BE175514 BE175505 BE175591 6E175530 

BE091634 

BE084049 AW292907 AA135984 
Z43388 r05453 Rig673 R20275 H06917 
R20233F12901T74740 
AA381209 AA381245 AA167683 
H46739 H51513H19779 
H23687 H46460 H40239 
H52953 N76608 N72413 
R64719Z44680R12451 
AA216419F03238AA229517 
AW51 6565 AA229762 AA230035 
R77402 AA262462 AA2SD988 R06794 
AW968228 AA259146 W01465 
AW976153 AA278945 AA747691 

AW888650AW888651 6E149946BE149948BE149951 BE149947AW888649AA281840AA281822AW888652 

AW856655 AA315006 AW954733 

AA330281 AA330232 AW962521 

AA3302S9 AA661806AA502431 AW974633AA549496 

AW7S3967 AA370795 AA331630 AWg62550 

AIS65851AA349656R24798 

AA884766 AW974271 AA592975 AA447312 

AA492588 AM92498 AA492571 

AW970822AAS03009AA502998AA502989AA502805 T92188 

AAS13908AA847734AI357044 

AW971125 AA527731 NS2655AI821S08AA532420 

AA527941 A1810608 AI620190AA635266 

AW974094AAS69074AA602S74 

AFQ0525B 

AVV295339AVV207772AW300641AVV0702908E348854AW170383AAfi00988AA778832 
AW342028 AA&41080 AA603262 
AA629388 AW849574 AW849573 
AA679463 AWB13779 AW813709 
ALO80098 A1J037472 AA432051 

AI950087 N70208 R9704O M36809 AI308119 AW967677 N3S320 AI2514ra H59397 AW971573 R97278 W01059 AW967671 A^1875 
AI820501 AI820532 W87B91 T85904 U714S6TB2391 BE328571 T75102 R34725 AA884922 BE328517 AI219788 AA884444 M92S78 F13493 A^Tm 
AI560251 AWB74088 ALl 34043 AW235363 AA663345 AW008282 AA488964 AA283144 AIB90387 AI9S0344 AI741345 AI689062 AA2aai 5 AWO^ 
AI872193 A1763273 AW173S88 AW150329AI853832 AI762688 AA988777 AA488892 AI356394 AW103813 Ai539642 AAB42789 MBS6975 AW»5512 
A1961S30 AW629970 BE612881 AW27e997 AVW13601 AW512843 AA044209 AW856538 AA160009 AA337499 AW961101 AA251669 AA251874 
A1819225 AW20S862A1683338 AI85BS09 AW276905 AI633006 AA972584 AA908741 AW072629 AW513g96 AA293273 AA969759 N756a NZOM 
H84729 H60052 T92487 AI022058 AA780419 AA551005 W80701 AVrei3458 AI373032 AIS64269 F00531 H8348B W371 81 W78802 R68056 A1002839 

R67840AA300207AW959581T63226R)4005 

A]422017AM2294SA1363249A1423113AI92S592AM207g5A1208187AI423279A1423645AM24090^^ 

AW979a74 AA834841 AAB2B650 
AAB28995AAB3487gA1926361 
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439579 
440320 
444910 
446417 
447197 
448599 
449034 
450024 
450613 
451105 
451153 
451340 
454202 
454241 
454707 
454891 
454988 
455091 
455092 
455095 
455203 
455310 
455319 
455365 
455549 



10 



15 



20 



25 



455750 
455838 
455987 
30 457405 
458829 



47404J 
491930.1 
624951J 
676384^1 
711623J 
770766J 
794817J 
82296J 
840016_1 
859083J 
B6054_1 
86640J 
1050507J 
1067807J 
1230250J 
1239217.1 
1248607J 
1252939J 
1252971J 
1252987J 
1259973_1 
1278158J 
127917^1 
1284681J 
132469B_1 
1349545.1 
1355998.1 
1374605.1 
1397735.1 
333127.1 
773443.1 
966605.1 



AF086400 W79232 W73990 
AAfl79294 N67538AI474541 
A1201849 BE069007 AW946544 
A1299050BE256910 
R36075A1366546R35167 
AW860912A)540866 
AI624O49AW117770A18S836O 
AA005129 AA679084 AA694399 
AI702055RB9204 R86260 
AI761324 AW880941 AW880937 
BB)92900 AAD15877 AA018521 

BE144666 BE184942 AW238414 BE184946 
AW814989AWB14852AW814808 
AW837349AW837355AW682717 
AW850140 AW8S0195 AWB50192 



BE15242B AWB55572 AW85S607 



AW886450 AW865119 AW865452 AWB65461 AWB65325 
AW893961 AW893998 AW894034AW894019 



AW948343 AW948341 AW902855AW984737 
AW994222AW994377 



BE075114 BG075283 BB)75118 

BE145808 BE145807 BE1B18B3 

BE178323BE177978 

AA504860AA504911 

AI557388BE1S8936 

AJ003631AJOO36S0AJ0O3651 



35 



40 



45 



50 



55 



60 



65 



70 



TABLE 12C 



Pkey: 
Ref: 



enUtied The DNA sequence of 



human chromosome 22.' DuntemLetal.Nato8 (1399) 402:489^. 
Sirand- indicatesDMAstrandftomwhfchewmswerepia^ 
Ntpo^Son: Indicates nudeoWeinslfioas of prediclBdefflns. 

151513-151662 
17982-18115,20297-20456 
78449-79425 

SB3Uw6.34539.34S9W6461.36745,48925490g8,52604-62re8 

88008^6355 
145356-145807 

^;^36281-36540,4a791^«933.4401844179 

S^M1M1911i^119244.1l960^119761.120422.1^^^^ 
131932.132451-132575.133580-134011 

SS^.^lSW44763.4519945281,48337^ 
4393644078 

411Mffl^6811.16973.17107-17256.19715.20W 
87891-88991 
13579-14026 
20167-22383 

4392144049,46181-46273 
194384-194645 

104059-104179.10S683-1068S9 
85867-85983 
43575^887 
146390-146678 
82441-82701 
201699-202363 
11307-12434 
12652-13548 
55675-56055 
8043(^1581 
15455-15589 
4524345388 
20626-20770.22513-22721 



Pkey 


Rsf 


Strand 


400612 


9929646 


Minus 


400666 


8118496 


Plus 


401050 


8117628 


Minus 


401137 


2547238 


Minus 


401230 


9929527 


Minus 


401260 


6076883 


Minus 


401367 


9796198 


Minus 


401458 


9187886 


Plus 


401486 


7341763 


Phis 


401575 


7223804 


Minus 


401747 


9789672 


Minus 


401760 


9929699 


Plus 


401780 


7249190 


Minus 


401781 


7249190 


Minus 


401994 


4153858 


Minus 


402048 


8072512 


Plus 


402298 


6598824 


Phjs 


402337 


6957691 


Phis 


402481 


9797406 


Plus 


4Q2S56 


9863723 


Plus 


402639 


9958129 


Minus 


402800 


6010175 


Plus 


402892 


8086844 


Minus 


403Z74 


8072441 


Minus 


403471 


9930659 


Minus 


403763 


7229888 


Minus 


403806 


8140491 


Plus 



403983 
404107 
404132 
75 404184 
404253 
404440 
404782 



80 



8576059 



404981 
404996 
405041 
405198 



4581418 

9367202 
7528051 
9910094 
7407964 
443Z779 
6007890 
7547195 
7230083 



Mhuis 
Minus 
Plus 
Minus 
Mhuis 
Pbjs 



Minus 
Plus 
Plus 
Minus 



121230-121714 
135716-135851 
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405277 
405281 


3980473 
6139075 


Rus 
Mras 


342D2-34351.3519«5338,4541 2-45475^45731-45958.472fl647457,4954949658.497»M9904,50231-50342,53583«6w,541 1 1-54279 


40S336 


6094635 


Plus 


33267-33563 


405454 


7656675 


Rus 


133807-134053 


405545 


1054740 


Plus 


118677.118807.119091-119296.121626-121823 


405547 


1054740 


Plus 


124381-124520.124914-12SOSO 


405657 


4827303 


Minus 


104132-104293 


405675 


4557087 


Plus 


70304-70530 


405708 


4156182 


Plus 


SS030-55604 


405897 


6768795 


PUB 


59826^0535 


405932 


7767812 


Minus 


123525-123713 


405943 


6758796 


Pius 


2060&^12 


406087 


9123919 


Minus 


7234-7626 


408092 


9123919 


Plus 


251370-251797.252168-252882 


406467 


S795551 


Plus 


182212-182958 


408554 


7711556 


Plus 


10895&-107121 


406S60 


7711569 


Minus 


35162-35292 


406S99 


8248616 


Plus 


10933-11088 



im£ 13A: 465 GENES UP-REGUIATED IM CERVICAL CANCER COMPARED TO NORMAL ADULT TISSUES. UKELY TO ENCODE EXTRACELLULAR OR CEa-SURFACE 
PROTEINS 

Table 13A iisb ^ 465 genes uineguldsd bi cenrfca) cancer compared b namal adull tissues Dial are fiMy to encode extracenular or c^rface proto. These wwe sel^ 
as for Table 12^ except thai IheraOo was grealBrtooroquaJtoUand the 96»pen^ 
protein conWned a structure domain that Is IndicaDvB of extract 
domains are noted. 



PIcey: Unique Eos probeset Identifier number 

Ex/to: Exemplar Accession number, Genbank aooesslon number 

Unlger^D: Unlgene number 

PPDomalns-. Predicted Protein Domains 

Unigene TllteUnigene gene title 

R1: RaSo of banor to normal adult tissues 

Pkay ExAocn UiiigenelD PPDomans 



425650 
418007 
439606 
452240 
424046 
400269 
418345 
423017 
428227 
.447164 
414764 
416661 
4Z7585 
406467 



NM_001944 

M13509 

W79123 

AI591147 

AF027866 

XD7820 

AJ001698 

AW178761 

AA321649 

AF026941 

AW013887 

AA634543 

D311S2 



Hs.1925 

Hs.83169 

Hs.58561 

Ks.61232 

Hs.138202 

Hs^58 

Ks^41407 

HS727948 

Hs^48 

Hs.17518 

Hs.72047 

Hs.79440 

Hs.179729 



418882 

419247 

446232 

424905 

422420 

427821 

436211 

444342 

422330 

447342 

407839 

410153 

414812 

421773 

413385 

413753 

432239 

418663 

407366 

433091 

408536 

420440 

437044 

405547 

439223 

426320 

423634 

426350 

409744 



BE440042 

NM_004996 

S6S791 

AI281&48 

NM.0Q2497 

U03398 

AM70158 

AKD01581 

NiyL014398 

030783 

AI199268 

AA045144 

BE311926 

X72755 

W69233 

M34455 

U17760 

X81334 

AK001100 

AF026942 

Y12642 

AW381532 

NM.002407 

AUI35664 



Hs.83326 

1^.89433 

HS.&9764 

HS.194691 

Hs.153704 

Hs.1524 

Hs.g8202 

Hs.334828 

Hs.10887 

Hs.115263 

Hs.19322 

Hs.161566 

Hs.15830 

Hs.77367 

Hs.112457 

Hs.840 

Hs.75517 

Hs.2936 

H8.41690 

Hs3185 
Hs.135188 
KS^7644 
HSJ69517 



AW238299 Ks^618 

W47595 Hs.169300 

AW959908 Hs.1690 

NM_003245 Hs.2022 

AW8752S8 H5.56265 



TM,cadhedn,Cadhetin_CJemi 

SS4)emQp8xin,PepSdasa.M10 

TM,7lnLl 

TM 

SS,TM,8er(^n 

hemopadn,PepfidaseJ410 

SS.TM.serpin 

SS,serpin 

SS.TM.tU 

THIBR 

TM 

TM 

SS,C1q»CoOagen 
TM.efhand 

SS,P6pl!das6jA10J\emop8xln 

TM/BCjnembrane^CJran 

TM.KH<k]mdn 

TM.7tm_3RibosomaLL13 

TM4)klnase 

TM.hibuIin,TNF 

TM,7toLl 

Ammoniunutransp 

Lamp 

SS.TM,EGF 
SSJipocalln 

TM,^^dha1n.Cadherin.Cjann 

GlyoosJransC2 

SS.TMJL8 

SS, 

TM,IOO 

SS,laminiA.fGF4amininJitBmv.adhjBhort 

SS.Pap8da$eJA10.h8mopeidn 

TM.caiiI>er1n 

IHIBR 

SS.TM.UPAa.LY6 

8S,TM.E1-E^>^TPase,CattaLATP8s^Ci N 

SRCRUteraglobln 

TM 

8S,TM.ABCjnentr3ne.ABCLJian.lg 
SS 

SS.TM,TGF-beta.T6nu)ropep8de 
TM 

TM.Tfansgtutamin.CTransfllutaminJI.Tnns(thiLjDore 
TM.melaUhto.Kelch 

218 



UntgeneTHle R1 

desmoglein 3 (pemphigus vulgaris antigen) 43.6 

matrix metalloprotdnase 1 (inteistilla) 38.9 

G protein-coupled receptor 87 26.6 

ESTs 27.0 

serine (or cysteind) proteinase BihOiitDr 24.5 

matrix metaOopiolelnase 10 (stromeiysin 20.5 

serine proteinase lnhibilor13(PI13;8e 20.1 

serma (or cysteine) proteinase inhlbHor 19.2 

small Inducible cytoldne subfamSy 6 (Cys 15.9 

Homo sapiens olg5 mRNA, partial sequence 13.8 

ESTs 12.9 

IGF-nmRNA-Unding protein 3 12.7 

collagen, type X. alpha 1 (Schmid metaphy 12.6 

Target Bcon 1^-6 

mabix metalloprotelnase 3 (^tromelysln 1 10.2 

ATP4ilndbigcasse&B.BUt^lanAyC(CFTRf "9.4 

fragile X mental retardation 1 9<1 

refinoic add induced 3 8.9 

NIMA (never in mitosis gene ^Hetated Id &9 

bimornecTPsis factor (I^and)8uperii3mil 8.7 

ESTs 6^ 

hypoQi8Sc8lpiotdnFU10719;KlAA1794 p 6.9 

similar to lysosom^-assodatsd membrane g 6.8 

epiregulin 6.8 

Homo8apIens.SImIlartoRlKENcDNA20103 6.8 

ESTs 6-6 

hypothetical protein FLI1 2691 6.5 

monokine Induced by gamma interferon 6.4 

ESTs 6.2 

Indoteamlnfrpynole2.3dtoxygen3se 5.9 

lam!nIn.beta3(nioe!n(125kO).kaanln S.8 

matrix metaAopratelnasa 13 (coHagenasa 5-5 

desmocoIQnd 5.5 

gbtHomo sapiens clg33 mRNA. partial seque 5.5 

lymphocyte antigen 6 complex. tocusD S.4 

ESTs W 

mammagtobln 2 S.2 

cONA for dSferenOaay expressed C016ge 5>1 

NM.018833':Ho(ro sapiens transporter 2. AT 5.1 

UL16 binding protein 2 5.1 

tr an & lbi ming growth factor, beta 2 5.1 

heparirv^ifaidlng growth factor binding pro 5.0 

t ran sglu taminase 3 (EpolypepBde.protel 5.0 

Homo sa^ mRNA; cONADKFZp586P2321(fr 43 
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444461 R53734 
410381 BE391804 



Hs.25978 
Hs.62661 
Hs.t695 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



423873 BE003054 
450375 AA009547 Hs.8850 
401575 NA 

428484 AF104032 Hs.t84601 
42S071 NM-013989 Hs.154424 
431808 M30703 Hs.270633 
434699 AA643687 
406687 M31126 
404440 

449228 AJ403107 
444105 AW189097 Hs.166597 
409632 W74001 Hsi5Z79 
423515 AA327017 
423738 AB002134 
423553 AA40S635 HS.S6854 
445S37 AJ24S671 Hs.12844 
446989 AK001898 
428536 AI143139 
413801 M62246 
429441 AJ224172 
409601 AF237621 
439238 H4730S 
446292 AF0B1497 
405545 

422938 Nl\^001809 Hs.1Sg4 
423217 NM_000094 Hs.1640 
430686 NM_001942 Ks.2633 
444707 A11B8613 Hs,41690 
409582 R27430 Hs.271565 
408771 AW732S73 Hs^7S84 
400441 M15530 Hs.99879 
413278 BE563085 
426514 6E616633 
424927 AW973666 Hs.153850 
408591 AF015224 Hs.46452 
407756 AA115021 Hs^260 
407137 T97307 
411274 mjmn% Hs£9423 



Hs.149425 
Ks272620 

Hs.1485g0 



Hs.162204 
HS.13219S 



Hs.16740 

HS.228B 

Hs.35406 

Hs.204096 

Hs^82B 



Hs279682 



Hs.833 
Hs.170195 



400666 

412471 M63193 

450850 T65617 

451778 AI826131 

430397 AI924533 

449722 BE2B0074 



Hs.73946 
Hs.101257 
Hs.71243 
Hs.105607 
Hs.23960 
Hs.198267 



TM 

SS.TM,GBP 

SS.TM,Peplidase_M10,hemopexln 
TM.dislntegrin,Pep.M12Bjjropep.Reprolysin 

TM 
TM 

SS,TM.T4Jeiodinase 

SS.TM,EGF 

TM.NudeosideJra2 

SS.Peptidase.M10.heinopexin 

TM,MAGE 

TM,PAF.AH.p450 

TM»cadhertn 

SS,$erp!n 

SS,TM,UPAK.LY6 

SS.TM.bypsin,SEA 

TM 

THras 
TM 

TM,efhand,SyfKtecan 
TM 

UterogloUn 

TM,fi!ainentfilaiTient,C2 
TM 

Ammonluitutransp 

SS.TM,proteasomeJg;\BC^memb,tranABCJran. 
TM,1hiolase 

SS.TM.fh3.vwa.Collagen.KunItt.BPn 

SS,TM,cadhefln.Cadhertn»CJtenn 

TM,cadherin 

TM 

TM,K„tetra,ion_trans 
TM.G^lpha 

TM,ublquiOtaaniini^.G|laminlnJEGFJtazai 

SS.TGFbjirope(*le,T6F-beta 

SS 

SS.TM.UterDgldbln 
SS.UCH-1.UOT-2 
TM.GDA1_CD39 
trypsin 

SS4iemopaxln,Peptidas8_M10 
SS.TM,Gly(»sJr8nsL3bCam_acyltransf 

TM 



Hs.103982 

Hs.77274 

HSJZ877 

H&85266 

HS.15173B 

Hs.194101 



Hs.22785 
Hs.57664 



422487 AJ010901 
449101 AA205B47 Hs.23016 
418994 AA296520 Hs.89546 
421379 Y15221 
414774 X02419 
431958 X63829 
418482 BE001S96 
424687 J05070 
401486 NA 
408113 T82427 
427359 AW020782 Hs.79881 
452934 AA581322 Hs.4213 
448988 Y09763 
439750 AL359053 
414696 AR)02020 HS.7691B 
435604 AAfi25279 Hs.26892 
453883 AI636516 Hs.22630 
448733 NM_005629 H8.187958 
444946 AW139205 HS.1S6457 
437938 AI950087 
424441 X14850 Hs,147097 
427061 AB032971 Hs.173392 
409703 NM_0061B7 Hs^6009 
447313 U92981 Hs.18081 
431070 AW408164 Hs^49184 
446269 AW263155 HS.14S59 
421190 U95031 Hs.102482 
452732 BE300078 Hs.80449 
443859 NM„013409 Hs.9914 
446733 AA863360 Hs.26040 
449746 AI868594 
418844 M62982 
414581 AA256213 
431629 AU07702S 
445873 AA250970 
438113 AI467908 
410310 J02931 



Hs.176588 
Hs.1200 
Hs.72010 
Hs^5827 
Hs^51948 
H5.a882 
H5.62192 



SS,TM 

TM«cydln 

TM.wMd 

SS.TM,7tm.l 

SS.TMJecfinjc.siJshl.EGF 

SS.TM.ILB 

SSMtgle-bypsin 

SS.TMhCadheriiLC.term.cadhenn 

SS.TM,IntegiliLP.fi^ 
SS.PeptldaseJ110,fh2,h6mopexIn 

SS.TM,frypsIn 

TM.7tinJ3RibosornaU13 

TM,7tiiLl 

SS.TM.(9 

SSTM 

THkitBgrin_RRi(^BJecfinmn 

SS.TM.Palched 

TM 

TM.EIS.SAM-PMT . 
SS.TM,SNF>\BC_tran.»sodh4)Wnase.DSPt,RibosomaL 

SS.TM.abhydrol3S6 

TM^lstone.]g.MHCJ 

TMJiistone 

TM 

SS 

TGF^ 
ABCJran 
TM 

TM.ywd 
TM 

SS.kazai 
TM.p450 
SS.p450 

SS.TMJlpoxygenaseJ'lAT 
TM,Cam_a(iltransf.ChoaneJdnase,SC01-SenC 
SS.IRNA-antiSH2,SH3,pidnase 
SSmPABPpWnase,14-M,mn 

TM,7hL.1 
SS.TMiTbsu8jac 

219 



ESTs, Weakly similar to 2109260A B cdl g 
guanyt^ binding protdn Itkitetferon-i 
mairix melaltoproteinasB 12 (macrophage a 
a dislntegrin and metallopfdeinase domai 
Target Exon 

solute carrier family 7 (cationic amino a 
deiodhiase, iodolhynxiine. type II 
amphiregulin (schwannoma^lerived gnwrth f 
Homo sapiens cONA FIJ11980 8s, done HEM 
pregnancy specific beta-l^glycoproian 9 
NM 021048:Homo sapiens melanoma antigen, 
protein relaledvrtlh psoriasis 
ESTs 

serine (or cysteine) proteinase Inhibitor 
^STs 

aiway trypsin-Wra protease 
ESTs. Wtealdy simHar to DYULHUMAN CYTOPL 
EGF-llkaHiofnaln.mutlipIe6 
hypothetical protein FU11036 
visinln-Gke 1 

ESTs. Highly similar to unnamed protein p 
tipophiHn B (uteroglobin fanuty membet). 
kerafin 1 (epk!enno!yBchyperi«ratods) 
ESTs 

Rh type C glycoprotein 
(MDIVTAP)(TAP2) 
centromere protein A (17kD} 
collagen, type Vn, dpha 1 (epidemiolysl 
desmoglein 1 
desmocoinn 3 

ESTs . 
potassium voltage^aled channel, delayed- 
Bk»II growth factor 1(12kD) 
interfero^sfimulaled protein. 15 kOa 
bona morphogenelic proiein 7 (osteogenic 
hypotheficd protein C321D2.4 
manvnaglotM'n 1 
ubiquitin specific protease 18 
gb:ye53h05^1 Soares fetal Over spleen 1 
kalfikieh)10 ^ 
NNLC02425:Homo sapiens matrix met^prot 
endotherial ceil growQi factor 1 (ptatete 
hypothetica] protein MGC3295 
ESTs. Weakly similar to zlx finger prole 
Ucarbonaie transporter related protein 1 
^nBI 

mucin 4. tracheobronchial 
G protein^upled receptor 
setectin E (endotheG^ adheston molecule 
small inducible cytokine subfamily B (Cys 
plasnftiogen acfivalor . urokinase 
cadherin 3, type 1, P-cadherin (placental 
Integrln,bete4 

matrix metdoprOteinase 9 (geialinase B, 
C400064r5q4758508lreilNP_004253.1| air 
Homo saptens cDNA: FIJ20869 fis. ctone AO 
Homo saptens cONA: FU23Q06 fis. ctene lit 
hypothefical protein M6C16207 
gamma^mlnobutyric acU (GABA) A receptor 
Homo saptens mRNA ful tength insert cONA 
NtemamMidisease, type CI 
uncharacterized bone manow protein 6M040 
cofactor required for Spl transcripSffi^ 

salute carrier family 6 (neurotransmitter 

hypoUteScal protein FU22408 

gba«!05c02jc1 Na_CGAPJ<id12Hon»saiHens 

H2AhIslDn6fiamly. member X 

KIAA1145prot^ 

2-5r-digoadenylate synthetase 3 (100 kO 
Homo sapiens ctoneOTIPiee mRNA, GAG repe 
trarea1pfionfiKtor19(SC1) 
hypothe6cdlprotehiFU10540 
mucin 5. si^e B, tracheobroncNal 
Homo saptens. done lMAGEd535294. mRNA, 
foHistaSn 

ESTs. We^ stmOar to fat^ add omega- 
ESTs. Weekly dmiter to CP4YJHUMAN CYTOCH 
araBhklQnate124lpoKygenase • 
ESTs 

Inter^n. etphaMidbte protein (don 
poly(A)-bteding protein, cytoptasmic U 
ESTs 

coagOlaBon tador IB (thiomboplast l n. t 



4.8 
4.8 
4.8 
4.8 
4.6 
4.5 
4.4 
4.3 
4.3 
4.2 
A2 
4.2 
4.1 
4.1 
4.1 
4.1 
4.1 
4.0 
4.0 
3.9 
19 
3.9 
18 
18 
18 
18 
17 
17 
17 
3J 
3.6 
16 
16 
3.6 
16 
16 
15 
15 
15 
15 
15 
3.4 
14 
3.4 
14 
14 
14 
13 
13 
13 
13 
3.3 
3.3 
13 
-12 
3.2 
12 
11 
11 
11 
11 
11 
10 
10 
10 
10 
3.0 
10 
10 
10 
Z9 
2.9 
Z9 
2.9 
Z9 
i9 
Z9 
Z9 
2.9 
Z8 
Z6 
Z8 
• 2.8 
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411558 
413273 



433345 
452234 
456181 



42227B 



4162S0 
407287 
412977 
400298 
425433 
430152 
444006 
418869 
416658 
410290 
419667 
408671 
434444 
421817 
431890 
452281 
421508 
453331 
447197 



437412 
429413 
424420 
427239 
407103 
431130 
453379 
421733 
452220 
417975 
440361 
441794 
439108 
401103 
430630 
430129 
415621 
402745 
407768 
457570 
429574 
431211 
452865 
420511 
437897 
437846 
418432 
438108 
453406 
435542 
434517 
431630 
422310 
441954 
416091 
429359 
409402 
432284 
408243 
423229 
408713 
440502 



AA10B70 

U75679 

NM.014842 

Ar881S45 

AW084176 

L36463 

AF123050 

BE091926 

AA561386 

A167eei2 

AA 12S910 

AA032279 

AF231Q22 

AB00132S 

BE395085 

AW516565 

U03272 

M402307 

AU077005 

AA129547 

AI765276 

AF146074 

X17033 

T93500 

BE302798 

AJ240665 

R36075 

U72671 



439963 
428953 
439398 
440371 
452203 
407811 
432078 
429113 
452755 
428434 
429922 



NM_014aS8 

BE614743 

BE270447 

AA424881 

NII1LOO6IO3 

AA035261 

AL1 19671 

BE158005 

AA641836 

AA917B08 

AW197794 

AW163034 

NA 

AW269920 
6E3017D8 
AI648602 

D50915 

AA579428 

BE268321 

M85B49 

AI924046 

AF052692 

AA770561 

AA773868 

M14156 

AI471795 

A/192987 

AA687376 

AA635690 

NM02204 

AA316622 

AI744935 

AF295370 

W00482 

AF208234 

AAS32807 

Y00787 

AC003g65 

NM.001248 

AI824113 

AB014S83 

AW247S29 

AA306610 

AA284267 

BE2685S0 

X57522 

AW190902 

BE314877 

D28235 

AW138937 

AW363590 

Z97630 



Hs.70725 


SS.TM 


ganvna-aitnbulyric add (GABA) A receptor 


ZB 


HS.7S257 


TMLOtPUnaso 


5tBnv4oop (Mstone) binding proi^ 


IB 


Hs.169387 


TUSCANTtnLl 


KIAA0036 gene product 


IB 


Hs.152g82 


SS 
TM 


hypolhettcal protein FU13117 


2.7 


Hs.223296 


ESTs. VV^BtmOar to 138022 liypoOietIc 


Z7 


H3.1030 


TM4V^VPS9 


raslnt^tof 


Z7 


H5.44532 


TA/Ubiqidtin7ln\J3ANHjece(itor,sushl 


d!uU({uHin 


Zl 


Hs.114218 




frizzled (Droeophila] ticmdcg 6 


Z7 


Hs.16244 


TM 


mitotic spindle ooBakoil related prote 


27 


H3.73452 


TW^^UTmVVSaU^.GPSRyP22.Ctaudh 


liypottielicalpretelnMGCIOTgi 


2.7 


H5.igi461 


TNUascsdhsrin 


^iuS9d08j(1 NCL06AP.Gas4Han»8aiens 


Z7 


T6W)e{a 


ESTs 


2.7 


H3.6163S 


TM 


fibc transmembrane epilhella! snSgen of t 


Z7 


H5.158159 


EGFfiodheikiJianMnJa 


FAT tumor suppressor (DrosopNla) Inmblog 


2.7 


Hs.234642 


8S.TM.MIP 


ai)U3pwtn3 


17 


Hs.10088 


SSJM 


Q^pe 1 (r3nsmemt)r8ne proteh Fn14 


2.7 


Hs.79432 


TM^GAPjaWW 


gbj(q01d05ji1 Soares_NHCeC_oeivieaUumor 


Z7 


SS^TMJEGF.TB 


fibrilRn 2 (congenita contrsctural arac 


2.6 


Hs.322844 


SS,TM,Senia,TIG,PlexbuBpeat 


hypotbelical proteb DKF^64A176 


Z6 






8 dislnlBsrin And metsltoprotdnase domtf 


ZS 


HS.2B5754 


TM.pkinase.Pl8xbLrepedt8ana,TI6,LIM 


met protomnoogene (ttepstOQ^ growQi fac 


2.6 


Hs.101257 


TM 


hypothetical protein M6C3295 


26 


Ks.108660 


TM^BC.tran^CjneinbranQj^hairiboid 


ATP-tdnding cassette, sub-family C (CFTR/ 


2.6 


Hs^1986 


vwa,FO<3APJnt8gruLA 


Integiin^ a^pha 2 {C049BL alpha 2 subunit 


Z6 


Hs^2 


TGF4}^TGFbj)rapeptide 


Homo sapiens cDNA FIJ11041 fis. done PIA 


Z6 


Hs.105097 


TM.TK 


thymidine kinase 1. soliAle 


26 


Hs.e89S 


TM,d!Sintegrin^_M12B.pfOpep.RefBQly8ln 


ESTs 


2.6 


Hs.151250 


TM,SDF 


Qb:yh88b01.8l Soaies placenta Nb2HP Homo 


2.5 


SS,TMJo 


inteiceHutar adhesion molecule 5. telenc 


2.5 


Hs^744 


TM.AB(Ltran>^jnemb(aneJUiomb^ 


Homo sapiens rol^* cONA DKFZp547C138 (fio 


ZS 


Hs.201877 


byp^ 


DESC1 protein 


Z5 


Hs.146688 


TM,MAPEG 


prostaglandin E synthase 


Z5 


Hs.174070 


TM,UQjDon 


ubiquitin carrier proton 


Z5 


Hs.256301 


TM^NMP.btndInGtrypsin 


hypotheteal protein MGC13170 


Z5 


Hs.27t9 


8S.TM.wap 


epIdldymlMpedfic, wliey^ddic piotaln 


ZS 


Hs,61753 


PANJaing!e,trypsIn 


ESTs 


Z5 


Hs.1420 


SS.TM^.pJdnase 


fibroblasf growth factor receptor 3 (echo 


ZS 


Hs;>12296 


TM.!ntegrfnAFG<3AP 


ESTs 


Z5 


Hs.30085 


SSibypsh) 


hypotheticat protein FU23186 


ZS 


Hs.ig0495 


TM 


ESTs 


ZS 


Hs^3338 


TM 


ESTs 


ZS 


Hs.6467 


SS,TM 


synaptogyrtn 3 


ZS 


Hs.2621 


TM,vwd 


C12001233:gil7305361|retINP.038^11 oft) 


Z4 


TM^taQn 


cystatin A (statin)^ 


Z4 


Hs.233955 


TM,GlycQ_transf_11 


hypotheticai protein FU20401 


Z4 


Hs.55468 


TM)iistone,Secl8ugarJr 


ESTs 


Z4 


H8.38365 


SaTNiEGFJdUecepUttvrogtobtd^ 


l^0Q2508:Homo sapiens nidbgen (enadin} 


Z4 


SS.TM 


KlAA012Sgeneprodud 


Z4 


H5.208912 


TM 


gb:nf37c09^1 NCLCGAPJ^Homosaj^nsc 


Z4 


SS,TM 


hypothetical protein M6C861 


Z4 


Ks.323733 


SS,TM,connexln 


g^ JuncSon i^t^ t)eta 2, 2Q(D (oonne 


Z4 


Hs.119567 


SSJMJ)MP22^aaudIn 


ESTs, VVtoidy SBTdiar Id A47682 Ml gro 


Z4 


Hs.98485 


SS,TM,oonnQ]dn 


gap juncSon prolrint beta 3* 31kD (oonno 


Z4 


Hs.146170 


SSiPIO JsomBTBSS 


tiypotiietlcal protein FLJ22989 


Z4 


H3.244569 


TM 


esophagus cancer-celded gene-2 


"* Z4 


Hs.65112 


(nsuBn 


Insuiln-lii(e growth tador 1 (somatomedin 


Z3 


Hs.287776 


TM 


vaniitdd reoeptor*felated osmoiically ac 


Z3 


Hs.61784 




hypothetical protein FU14451 


Z3 


Hs^9533 


pkinase.RhoGEF.ig.PaSH3 


ESTs 


Z3 


Hs.337251 


TM 


hypothsticat protein MGC2487 


Z3 


Hs.265829 


SS.TM,FGW.IntegriiLA 


integrin, dpha 3 (antigen C049C» dpha 3 


Z3 


Hs.98370 


SS,7Hf^l94ifchas8,RaxsomaU38e;p450 


cytochrome P45d, sublSamQy ilS. po^peptf 


Z3 


K5.8047 


TM.Band.7.AAA.o(to48JI 


Fancord anemia, complementation group G 


Z3 


Hs.283082 


saTHDefensuJiela 


defMn,beia3 


Z3 


K8.2399 


8S.TM.Pepad85eJ410jieRiopexin 


matrix metdioprotefatasa 14 (membran&jns 


Z3 


Hs.695 


THcystelin 


cystaSn 8 (siefin 6} 


Z3 


Ks.105822 


TMjihinasQ 


ESTs 


Z3 


Hs.624 


SSyTM,IlB 


taterteddnB 


Z3 


H3.125532 


SS.trypsli 


protease, serine, 26 


Z3 


Hs.47042 


GDAUC039 


ectonudeoside triphosphate diphospholiydr 


Z3 


H3.76281 


RGS,GolocQj^O 


regulator of (H^rotatn signaHing 12 


Z3 


H8.226275 


TM 


KiAA0683genaprodud 


Z3 


Ks.6793 


TM,p450Ets 


plateid-ecSvaOng factor acetyOiydralas 


Z3 


Hs.194676 


SS.TM.tNFRj:a8rf,8l8thniIn.DEAD 


tumor necrosis factor receptor superfentii 


Z3 


Ks^1504 


SS 


ESTs 


Z2 


Hs.80449 


TM 


Homo sa;^ done iMAGE:3S35294, mRNA, 


Z2 


KS.1S8164 


SS,TMiABC.^an,ABCjnBnibran8 


transporter 1, ATP^^ndmg cassette, sutv 


Z2 


Hs.40098 


SS 


cyst^ ioiot superfamDy 1* BMP anlagoni 


Z2 


Ks^4553 


TM 


hypothetlcd protein FIJ12S41 similar to 


Z2 


H3.196384 


SS.TKEGF 


prostagiandiivendoperaxide synfftase 2 (pr 


Z2 


Ks.213438 


GJyaUransfJ9 


ESTs. VVeeMy similar to A34067 hypothetic 


Z2 


Hs.65551 


SS 


Homo sapiens. SimHar to DMA segment Chr 


Z2 


Hs^6117 


TM.rinkerJ«stoTO7lnLi 


Ht histone (My, member 0 


• Z2 
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417903 NM_002342 Hs.1116 

422012 AW403423 Hs.110746 

433090 A1720050 

417576 AA339449 

409994 D86B64 

417433 BE270266 

416763 AI908127 

425999 AW513051 Hs.332981 

452799 A1948829 Hs.213786 

414733 BE514535 

44B153 Y10805 

426969 AF120274 

443171 BE281128 

408308 AL033377 



Hs.145362 
Hs.82285 
Hs.57735 
Hs.82128 
Hs.79748 



Hs.77171 

HSJ20521 

Hs.194689 

Hs.9030 

Hs.44197 



40S533 AW959543 Hs.21291 



408201 
408996 At979168 



Hs.250500 
Hs.19192 
Ks^83565 
Hs.14161 



Hs^99202 

Hs.144609 

Hs.73797 

HS.1B4510 

Hs,177536 

Hs.79351 



Hs.39384 
Hs.193261 



Hs.43654 
Ks.82226 

417900 BE250127 Hs.B2906 
437191 NM_006846 Hs.331555 
412834 R77123 Hs.79881 
431117 AF003522 
447674 BE270640 
409651 H96643 
440495 AA887212 
429415 NM_002S93 Hs^02097 
421013 M82397 Hs.1345 
447827 U73727 H3.19718 
449224 AW995911 Hs^99883 
452679 Z42387 Hs.83883 
409956 AW103364 Hs.727 
438580 AA811262 
406400 

424965 AW9S6282 
412270 AC005262 
428471 X57348 
427375 AU)35460 
418498 U33632 
423453 AW450737 Hs.128791 
417944 AU077196 Hs.82985 
424197 AF096834 Hs.142989 
446163 AA026880 HS.252S2 
417331 AW411297 Hs.81972 
430413 AW842182 Hs.2413g2 
421685 AF189723 Hs.106778 
407305 AA715284 
407792 AI07771S 
418695 AA447014 
439738 BE246502 Hs:9598 
433398 AW843150 Hs.112412 
456327 H6B741 
446872 X97058 

419726 U50330 

410116 AVW630671 

426500 NM_014638 Hs.170166 

452194 AI694413 Hs^2649 

418140 BE613836 

425855 AF13502S 

434346 AAfi30445 

426274 D38122 

440008 AW051683 Hs.277686 

424634 NM-003813 Ks.151407 

446641 AL049229 Hs.15787 

418851 A)417B28 

440351 AF030933 

439496 BE616501 

454197 BE140966 

433Sra AF234887 

429211 AF052693 

420737 L08096 

455333 AW897B51 

414784 NML000344 Hs^8986 

435636 AW292S32 HsJSOITS 

411789 AF24550S 

441455 AJ271671 

425068 AF029778 

439733 AL365412 

43SD14 BES60898 
457819 AAD57484 
422737 M26939 
431104 AW970859 Hs.313503 
432210 A1S67421 Hs^3330 
436511 AA7212S2 H&2915(Ki 
419216 AU076718 Hs.164021 



SS,TM/SC.TNFFLc6 

SS.homeobax,pou 

SS.TM 

TM;yRS,formyUransf,GARS 
lP^tra»SH2,5H3 
SS,TM,LRRaLRRNTW 
TM.alpha-«Tiylas87lm.1 

TM.FADJ)lndingJt.P53PA,Rib08«raLS2J=AD_«ndi 
TM 

TM.MCMHemejJiOTena8e 

SS,TM,NaLC^Ex 

SS 

SSJM.7tin-1Xttn 
TM,7tmJ2 
TM 
TM 
TM 

TM,WD40,proJsamfirase 
SS.TM.kazal 
TM,7bii.1 
SS.TM.DSLEGF 
TM,pkinaseras,Bif 
bZlPcofilliLADF,EGF 
TM.NSFNaj:a.Ex 

SS.CUB.MTR.MAM.TIU'nUiwd.EPOjrPO 
TM 

SS.TM.Yj)hosphflt38eMig»MAM 
fh3 
TM 

SS,TGF-bela.TGFb_propopade 
TM,pk]n3sesugarJr 
SS.TM.trypsin 
TM 

TM,&alpha 
TM,14-3^ 

SS.Zn carbOpepthormoneSReprolysin 
TM 

SS,Granin,CDP-OK.PJlransf 
SS,COLFl,CoIlagen.vwc 
SS.TM,CSD 
TM,fn3 
TM,SH2,P1D 
IL8,PX 

TM.E1-E2J^TPase.HydfolaseE1-E?jATPase 
TM.pkin85e.8ema.PI»iiuepe8t.TlG,UM 



Hs^8774 
HS.163&2 
Hs.1274 



Hs^l 

H8.15g679 

Hs.116773 

Hs^oor 



HS.19243S 

Hs.7179 

H5.32343 

HS57652 

Hs.198249 

Ks.g9899 



Hs.72157 

Hs.7854 

Hs.166154 

Hs.107203 

H&10026 

HS.3S406 

H5.119571 



SS 

TM.RasGAP,lQ.WW 
TM.PMP2?.Qaudin 
TM.G]yooJisnslJB 
TM 

SS.T»WacIn.CUB.EGF 

8S.TM 

TM 

TM,7bn_3^FjBceptor,sasW 

TM,E1-E^TPase 

SS^n 

THFenfcjedtid 

TM.TNF 

TM.RhoGEF,FYVE.PH 
ig,tepj 

TM4)tdnase,nin 
TM 

TM.Rad1,Cadheiin^C.tenn 
SS 

TM>\ninu)nlunLtranspWnesin.Ammoniu^ 

TM,71ttaGPStRNA<ynL2b.SeiyURNAJI 

TMjoomiesdn 

SS,TM.TNF 

TM.GlycoJiydroJ 

SS.TM.BIR 

TMiGNS1JSUR4 

TMJg.lRRCr 

TM/as.DENM 

SS,TM,DSL.E6F«NUDIX 

TM,Sin 

TM,RibQSoroaLL17, 
TM 

SS.CDfflag8n.C0Ln 
Semajig 

TMJanwii(uGJaniinin.EGF,kazaliibkiui6n 

TM.disinte9in,Rei)rolysin.PepJA12Bj]^ 

SSJLB 

221 



R$tq)effoni 

HCR (ateRx coited-coH rod homologus) 
inunortallzafioiHjpregulaled protein 
phosphoilbosylglydnamlde formyllransCBfa 
acetyl LDL receptor, SPEC 
5T4 oncolBlal UophoUasl glycoprotein 
solute carrier famly 3 (xtivalors of d 
ESTs. We^ dmRar to I38Q22 hypothetic 
ESTs 

minichroniosone maintsnance deficient (S. 
HMT1 QinRNPinelhyilransferaseiS.cerevis 
arteihin 
TONOU 

hypothetical protein OKFZp564O0482 
mllogeivactivaled pnotein kinase kinase k 
hypolhetical protein FU20561' 
g^coprotdn (transmembrane) nmb 
COC20 (cell divi»on cycle 20. S. cerevls 
seiine protease Inhibitor. Kazal type, 5 
Homo sapiens cDNA: FU23006 lis. done LN 
deita(DrQsophlbKil<e1 
cyclin<lependent kinase 2 
FOS^eantigen-l 
hypothetical protein DKFZp434l1930 
pTOCollagen C-endopeptidase enhancer 
mutated In cokirectal cancecs 
protein tyrosine phosphatase, receptor 
hypothefical protein FU2339g 
transmembrane, prostate androgen Induced 
"mhlbln, beta A (acb'vin A, acQvin AB al 
ESTs 

NH.007196atomo sapiens kaflikreln 8 (neur 
Homo ssptens. Similar to RIKEN cDNA 57305 
guanine nucleotide binding protein (G pro 
stratiiin 

malailocarboxypepfidase CPX-1 

potassium channel, subfamily K, member 1 

CGt-09 protein 

collagen, typo V, dipha2 

gem eel specific Y-box binding protein 

prolactin receptor 

SHC (Src homology 2 domaln^ontainlng) tr 

small induciWe cytokine A5 (RANTES) 

ATPase, Ca transporting, type 20, member 

gb»iv3Sf03j1 Na_CGAP^r5 Homo sapiens c 

putaBve secreted fsgand homologous to i 

hypothetical protein MGC2931 

sema domain, bnnnunoglotNiIin domsitn (Ig), 

ESTs 

ESTs. 

pyiimidinerglc receptor P2Y. GfBoteln co 

bone morphogenetic protein 1 

squamous cell carcbtoma antigen teoogriize 

K1AA0450 gene product 

oMory receptor, family Z subfamily I 

nnterofibiillar-associaled protein 2 

kainktrin12 

ESTs 

tumor necrosis factor (ligand) superfamii 
ESTs 

carriage Ihteinedlale layer protein, Ruc 

Homo sapiens mRNA; cDNA DKFZp564O1016 (fr 

ESTs 

RAD1{S.pombe)homolog 
Homo sapiens, SMIarlD RIKEN cDNA 11100 
gb:MR{M{T008&<)81ig&4K)2-fa06HT006SHomo 
cadherln. EGF LAG seven^)ass G4ype reoep 
gapjuncSon protein, beta 5 (connexin 31 
tumor necrosis factor (Rgand) superfiamlt 
gb:RC1-NN0063-1O050O4)22^:08 NN0063 Homo 
survhrd of motor neuron 1, telomeiic 
homok)g oTyeast long chain pdyuns^hnal 
DKFZP564I1922 protein 
zinc/iron regulated transporler-Iiks 
jagged 2 

hypothefical protein bom EURCHMAGE 17593 
mitochondrial ribosomd protdn L17 
ESTs, Highly skitiiar to unnamed protein p 
collagen, type III. alpha 1 (Ehleis-Darilo 
ESTs 

Homo sapiens, done IMAGE:3544682. mRNA. 
ESTs 

smaO Mudble cytokine subfentily B (Cys 
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432169 Y00971 Hs.2910 TMJWxJsyBran 

44112B AAS702S6 Hs.54628 TMjas 

447160 AA330310 H8^4181 TM 

419138 U48508 Hs^l TM.RYDR.mWyR.SPflY 

5 457817 AA247751 Hs.79572 TM.hfimopex!n.PepMasoJ410 

431009 BE149762 Hs.48956 SS.TM^nne3dn 

42B957 NW_003881 HS.194S79 SS.TM.VMiclGFBP.tspJ 

41B546 AA224827 TM.vwaJ^G<5APJntegfinJV 

400749 SS.TMJdUec8pLa.fn3,ldljec8pLb 

10 408369 R38438 Ks.182S7S F^irDlein 

422765 AW409701 Hs.1578 TM,B1R 

417409 BE2725Q6 Hs.82109 TM.Syndecan 

407720 AB037776 Hs.38002 TM.cdpon!n.CH 

418830 BE613731 HS.B8959 TM,C0P-OHJLtran8f.MCM 

15 434769 AA648884 Hs.134278 TM,COP^HJ»JransiMCM 

421593 NM-017436 HS.10S956 SS.TM 

mm BE387014 Hs.166146 TM.WH1 

404604 NA TM 

422753 AI92899S Hs.1575 SS.TM.Sm 

20 422739 H20106 Hs.1 19591 SS,a8L9daptorjB 

433068 NM.008456 Hs.268215 8S.P(ibosylban 

419594 AA013051 Hs.91417 TM 

428188 iyi98447 Hs.22 THTransg)utami(LC.TransglulamltLN.Tian5gtu^^ 

428343 AL043021 Hs.l2705 TM.Rhonibold,HMG_toxTPR 

25 429592 AB02g041 Hsin9646 Troponin 

431620 AA126109 Hs.264981 C2MRasGAP.NTPjFan8fJ 

424670 W61215 Hs.ll6651 ig 

428373 AI751656 Hs.183986 SS.THlg 

453449 W16762 Hs^981 SS.i3,Sema 

30 432304 AA932186 Hs.69297 TM.7tm_l 

432673 ABQ28859 Hs278605 TM,OnaJ,DnBJ.COnal 

416207 NM_014745 H3.336433 SSJM.2H)HHC 

408988 AL119844 Hs.49476 TM.Ptodnjepea!,Sema,bpJ 

417426 NM.002291 Hs.82124 SS.laminiiuE<>F.iamininJNtenn 

35 443883 AA114212 HsS930 SS.TMiSe(p!n.MBrelLA 

433328 AW2981S9 Hs.23644 SS,TM 

419981 AA897581 Hs.128773 THSkLSno 

420931 AP044197 Hs.100431 SS.TM,IIB 

416023 AA932146 Hs.133494 TM,RtbosomaLS17RibosoraaLU3 

40 413544 BE154910 Hs.278793 TM.GIycoJiydroJ 

449987 AW079749 Hs.184719 TM>«C_lran.ABCjnembranelon.lrans 

421340 F07783 Hs.1389 SS,sushI 

417866 AW067903 Hs.82772 SS,TM,CoBa8en.COLFl,TSPN 

430259 BE550182 Hs.l27826 TM,transmembranB4RasGEF.RA 

45 432998 AA835948 Hs.153307 TM.SOF 

431871 NM_016937 Hs.2S7289 TM.NA 

411773 KM_006799 Hs.72026 trypsin 

425247 NM.005940 H3.155324 SS.TM.Peplldase.M10.hemope)(ln 

422976 AU076657 Hs.16O0 TM.cpn60_TCP1.Sema 

50 42S159 NIA.004341 Hs.154868 SS.TM.GATase.arCaM.(y$aseJU!»iaiiMl»^^ 

447776 AI525625 Hs.130181 RiciruBJectin 

426908 AW815163 Hs.172851 SS.TM.fuslofLg)y>4yosIiUa!ladli^ 

406116 AA251393 Hs.289052 TM,NsLCa_&Can_0cyltran$f 

417847 AI521658 Hs.7331 Uteroglobin 

55 415791 H09366 Hs.78853 SS.TM,UNG 

407903 A1287341 Hs.154029 TM,utdqidiInj8nM.GJanitnin.EGFJ(aza{ 

422511 AU076442 Hs.117938 TM.p4S0 

414117 W88S59 Hs.1787 TM.Ion.tran8.KJetra 

426841 AI052358 Hs.193726 TM,asp 

60 415272 AA164215 Hs^03186 TM.TPR.pWn8S8jg.B56 

426440 BE382756 Hs.l69902 TM.8U9ar.tr.ForKJt8ad 

419488 AA316241 Hs.90691 FGF 

418452 BE379749 Hs^l SS.TM4ec8njB 

431363 M8652B Hs566902 SS,NGF 

65 440975 AW499914 Hs.7679 SS.TM 

438962 BE046594 TGF-b6la.bZIP 

414602 AW630Q88 HS.7GS50 SS 

418054 NM.002318 Hs.83354 TM.fnibj»tr.Lys]rLoxUase 

440501 AA887391 Hs.202229 TM.GdactosyLT 

70 449309 AW589823 Hs^41B9 TM 

421461 AW291023 Hs^72SS TM,LysyLoxldas0.SCP2,Bandjr 

412584 X54870 Hs.74085 TMJecfinjB 

441565 AW953575 Hs.30312S TM 

431B37 T79326 Hs.326553 TM,7tnu3.ANFjBceptDr.susW 

75 436251 BE51S065 Hs.2SSS85 SS,Y_phosph2t8saTIG 

448633 AA311426 Hs^l635 TM.EGF.IaminItLG.fnxinogen_C/5J^JIype_atubu1in 

424291 AL120051 H8.144700 THEphr{n.KsLdeacety) 

415388 AF018081 H8.78409 SS,TM.TSPN.CoBa8en 

435550 AI224456 H5.4934 TM.LRR,IWICT 

80 448558 AA149121 Ks.71947 TM^iVlCT 

439246 AI498072 Hs.77783 SS.TM.REJ.PUT,PKD.WSC.LRRCT.GPSPMP2^.aa 

410001 AB04103S Hs^l SS.TM.tnfpsln 

417312 AW888411 H8A1915 SS.StaDiinin 
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phosptoribosytpyroptosphsta synthetase 2 1.S 

ESTs,Wea)dysimBartoT23273t)ypothetic 1.9 

EST8 1.9 

ryanodine receptor 1 (skeietsi) 1.9 

cathepsin D (lysosomal aspartyl protease) 1.9 

gapiunciionprot&an.beta6(conn8xin30 1.9 

WNT1 InducOde signaling pathway protein 1.9 

gb3n32g04.s1 NCI.C6APJW Homo sapiens c 1.9 

NM.003105*:Homo sapiens sortmrHBlated 1.9 

sotute earner (aniily IS (H777 transporte 19 

bactdovirallAPrBpedkontalnhgSCsufv 1J 

syndecan 1 1.9 

K1AA1355 protein - 1.9 

tiypotheticat protein MGC4816 1.9 

Homo sapiens cONAFU12676fis, done MT2 1.9 

gloliotrfaosyleer8mIde/CD77 synthase; Gt>3/ 1.9 

Homer, neumnal immediate eariy gene. 3 1.9 

Target Exon 1.9 

sman nudear rflionudeoproldn D3 polype 1.9 

adaplor-reiated protein complex 2, slgma 1.0 

dalyltransferase 1.9 

lopoisomerase (ONA) 11 binding protein 1.9 

bareglutaminase 1 (K polypepfida epidemn 1.9 

ESTs t9 

KIAA1118 protein 1.9 

^^-oBgoaitenylsle synthetase 2 (69-71 19 

eptthefial V-fke antigen 1 19 

poUovbus receptor-relalsd 2 (herpesvtru 19 

sema domain. Immuno0tobufn domain (ig), 19 

ESTs 1.9 

OnaJ (Hsp40) homolog. subfamSy 6, memt>er 1 .9 

Homo sapiens, done MGC:2908, mRNA, compt 1.9 

Homo sapiens done TUA8QMiKchatreg)o 19 

Iam!nln.beta1 19 

serine (orcystaine) prolsinasa inhibitor 19 

EST8,Wea)dydmIlartoS65B24rBvefsetr 19 

ESTs 1.8 

smaillndudble cytokine B$ubfamay(Cys 1.8 

Homo sapiens done TCCCtA00164 mRNA seque 18 

ESTs, WeaWy simOar to Z195JiUMAN ZINC F 1.8 

ESTs, Weakly similar to AUII.KUMAN ALU SU 1.8 

decay aooelersfingfiactor for complement 18 

collagen, type XI. alpha 1 18 

RalGEF-Gke protein 3. mouse homotog 18 

ESTs 1.8 

pdymerase(DNAdlrecled), alpha 1.8 

protease, serine. 21 (tesGsIn) 18 

matrix metaltoproteinase 1 1 (strometysin 1.8 

chaperonin containing TCPl.subunit 5 (ep 16 

carbamoyliihosphata synthetase ZaspBrta 18 

UDP4l-8oety|.dpha^alacla$aihlne:polype lil 

ar^nase,typBll 18 

Homo sapiens. Similar to RiKEN cDNA 54304 18 

tiypolhetkal protein FU22316 18 

UFBdWNAfliycosylase -"1.8 

bHlil factor He84 18 

coQagen.lypeXVn,4pha1 18 

protMl{pid protein 1 (PeOzaeus-Merzbach 18 

ESTs 1.6 

ESTs 18 

sdute carrier family 2 (fadntated glue 18 

nudeophosminAiudeoplasmin 3 1 .8 

C.^(cddum dependent, carbohydrat&f 18 

neurotrophln 5 (neurotrophin 4/5) 1.8 

hypothetica]protdnFU10402 18 

• gb*n41c1lJi1 Na_CGAPJRDF2 Homo sapiens 18 

Homo8apiensmRNA:cONADKFZpS6461264^ 18 

lysyloxUase4lk0 2 18 

ESTs 18 

ESTs 1.8 

ESTs. WlBakty similar to A46010XMedr 16 

DNA segment on chromosome 12 (unique) 248 1.8 

pS^uced protein P1GPC1 1.8 

dbctory receptor, tamlly 2. subfamily I 1.8 

nudeotar protein (KKEyOiepeaQ 1.8 

tubiiin, gamma 1 1.8 

ephrMI 18 

ooQagen. type X^U, alpha 1 • 18 

Ksaplens polyA sits DNA 18 

ESTs 18 

men^yanS'assodated tyrosine and threonl 18 

IcaBkrelntI ^'^ 

leutemia^atssodatsd phosptNiprotidn pl8 (s ' 1.8 
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H5.98453 
Hs.30928 
Hs^3 



Hs.170531 



444152 AI125694 Hs.149305 
4S34S4 AWOS2006 Hs.8551 
449320 AB030835 
428329 AM26091 
5 452875 BE275760 
444031 BE271513 
443S34 A1076123 
413313 NM_002047 Hs.75280 
452B74 AK001061 Hs.30925 
10 453140 AA03223B 
418641 BE243136 
432925 AAB78324 
453857 AU}80235 
457663 AW371946 Hs.337459 
15 452873 AK001247 Hs.30922 
436396 AI683487 Hs.152213 
452835 AKD012e9 Hs^738 
459847 R34107 Hs.198287 
418245 AA088767 
20 448484 BE613340 
431369 BE1B4455 
434877 AW974792 Hs^2171 
428923 6E047698 Hs.18878S 
402915 NA 
25 420185 AL044056 Hs.158047 
445739 AW136354 H8.145303 
409435 AB10721 Hs.95424 
408688 A1634S22 
420085 Ar741909 
30 433933 A1754389 

430965 AA489732 Hs.154918 
414703 BE2438n Hs.76941 
423464 NM^016240 Hs.128856 
416737 AF154335 Hs.79691 
35 409012 AL117435 Hs.49725 
423804 AW403448 Hs.1706 
410418 D31382 Hs.63325 
440028 AW473675 Hs.125843 
457646 AA725650 Hs.1ia48 
40 445439 BE243084 
420426 AA262Q45 
431341 AA307211 
412338 AA151527 
414799 AI752416 
45 4527Q0 AI859390 

430877 NM.005269 Hs.2693 
428624 AI125222 Hs587l2 
444065 AW449415 Hs.10260 
416319 AI815601 Hs.79197 
50 429357 AB007867 
430425 AA531428 
441668 At611973 
418469 U34879 
450835 BE262773 
55 418659 AA22955B 
425304 AA463844 
423635 X8S019 

414820 AA371931 

440654 AW014242 Hs.159998 
60 412276 BE252621 Hs.73798 
422087 X58968 
407151 H25836 
410726 A)623859 
452012 AA307703 
65 433627 AF078866 

409220 BE243323 Hs51233 
427082 AB03785B H8,173484 
426410 BE298446 Hs.30S890 
433598 AI762836 Hs,271433 
70 436495 BE258948 Hs^74 
422032 AA476966 HS.110BS7 
429736 AF125304 Hs^l268D 
427600 AW530918 Hs.179774 
431981 AA664069 Hs.11S779 
75 407736 N41744 Hs.19978 
420187 AKD01714 Hs55744 
4246») AA101O43 Hs.1S1254 
430488 D19589 
423383 R37772 
80 444051 N48373 



Hs.192734 
Hs^l 



Hs.83883 

Hs^725 

Hs.251754 



HS.15292S 
Hs.44680 
Hs.133494 



Hs.12719 
Hs.36567 
HS251S31 
Hs.69485 
Hs.77326 
Hs.288940 



Hs.278311 
Hs^41412 
HS.12752S 
Hs.85279 
Hs^5584 

H5.31339 
Hs.130181 
Hs,77422 



H5.111301 
Hs^1527 
H8.15936 
Hs^79766 
Hs.284296 



H113453 
H&21420 
Hs.10247 



TM 

TM 

SS.adeny)alekinase 
TM,6al-bindJectin 
TMtAporipoproteinig 
TM.PepHdaseJA10,hemopexln 
TM 

TM.WHEP-TRS,7bTL2 
SS 

SS.TM,dislntegrin.Pep_M12B.propep.ReproIysto 
SS 
TM 
TM 
TM 
SS,wnt 
TM 
^9 

TM.PEPCK 
TM 

SS.wap 
TM 
TM 

TM.HC03j»transp 
TM 
TM 

TMj)450 
TM 
TM 

TM,Ribosoma!.S17RibosomdLL13 
hormonejec,Pro9_receptor^-C4 
SS,TM.Na>ATPaseE2F_TDP 
TM,CoIIagen 

SS,TM4.IM,PDZsuoar_tfJ=>DZ.UM 
TM.RIu>GEFzl^C,adh.>hort 
TM.JRF 

SS.TM.trypsin.UUecepLja 
TM 

TM,SPRY 
S$JGW)ela 

TM.GalactosytTJATP-synLC 
TM,p«JtBasome 

TMiSema^exliUBpeatTiaPiaAUcpea 
SS,thyrogk)buniuUGFBP 
TM,DlXRGS,flnored 

GST CtRN^«yl^L1,WHEP-TRS.TGF4)e!a 
TM.to8d.Yj»tosphatas8,MAM*,Ih3MSP.don\8ln 

TMMJrans 
SS,TM^ 

Setna,PtexbUBpeat.Tl6 
TM 

TMtAmnordunUransp 
SS.TM.adhjshort 
TMMSap 
TM 

TM.ig.rTAM 
TM.RicbL3Jeclin 
TMMJrans,UM,Synaptophy8hi 
TM,connexin 
SS,M1F 

SS.Peptidase.M10Mh8niopexin 
SS.TNF 
TM.PX 
TMJdnesin 

TM.SURF4.SURF1,DEADBpocato 
TM,deaBi.TNFfU36 
TM.inltojcafr 
TM.Bg^H4 

TM.CytidylyRransl,SIR27ltTu2 
TM.Annad]no_8eg ^ 
TM.TniSJW-POU^15KDseiptn,honTWne.rewM^ 

SS.TNFRJC6 

TM.Tians9lul2mln.C,TransgIularalrLNJransoh^^ 
lariilnin.^fcanilnl^^ 
TM.Sutfatas8 
TM 

SS.TM.tfypsln 
TM 

TM.Ihkiiedpkinase 



hypothetical protein MGC2603 
PRP4/STK/WDspnclng factor 
Opl-hiteracling zinc linger protein 
ESTs. Moderately simEar to R27328 2 [H^ 
ONA segment on chromosoiTie 19 (unique) 1 17 
hypothetical protein FL) 131 54 
gb»y92e04jt1 Soares_fetfilJverjpleefl_1 
gly^tRNA synthetase 
hypothetical protein FU10199 
ESTs ^ 
a dislntegrin and ntstaHoprOleinase aomai 
ESTs 

DKFZP586&1621 protein 
ESTs 

hypothellcalprot^FU10385 
wingless-type RAMTV IntegraSon sita fantH 
hypotheHcaJ pfotain FU10407 
ptegnancy specific beta-l-gtycopraJeln 11 
IransmemtJrane, proslalie androgen Wuced 
Homo sapiens, Similar to RiKEN d)NA 94300 
seoetofy leukocyte protease Wiitor (a 
ESTs 
ESTs 

ENSP000QO2Q2587^B(carbonate transpoiter- 
ESTs 
ESTs 
ESTs 

KIAA1268 protein 
hypothetical protein FLJ20979 
Homo sai»ens done TCCX3A00164mRKA6eque 

ESTs ^ ^ ^ 

ATPase, Na? transporting, beta 3 polypepl 
CSR1 protein 
UM domain protein 
DKFZP434I216 protein 
inteiferon^timulaled transcrtpQon facto 
transmembrane protease, serine 4 
ESTs. WeaHydtnaar to T17227 hypothetic 

ESTs 

regulator of nonsense transcripts 1 
Homo sapiens cDNA FU14227 fis. done MT2 
proteasome (prosome, macropain) aibunit, 
hypotheticai proteta FIJ12436 
InsuGfrlilce growth factor binding protel 
1ive«pan transmembrane protein M83 
gBoma^ocialed oncogene homolog (zinc 
hypothetical proleio OKFZp434H0311 
Homo sapiens cDNA FU1 1341 fis. done PIA 
CD83 anSgen (activated B lymphocytes, im 
pteifnBI 

8potipoprotBinL.2 
ESTs 

hydroxysterold (17-beta) dehydrogenase 1 
hypothefica! protein FU10767 
gbawlSdlOxl NCLC6AP J»r1 Homo sapiens c 
fibfoblaslgrowthfadorll 
UDP-N-acetyl4lphfrOgM08aniine^)dype 
proteoGpid pro(ean2(oolonicepilhGSum 
ESTs 

iracroph^e mlgraSon inhit^ry factor (g 
matrix metdioproteinase 2 (gelaSnase A. 
ESTs. Moderately sinular to wAnown fH^ 
ESTs 

Idnastn famSy member 4A 
Homo sapiens cDNA: FU22993 lis. dona KA 
tumor necrosis factor receptor superfanfl 
hypotheScal protein FU10337 
BCL240«1 

ESTs, Moder^y simlar to ALU2.HUMAN AL 
ESTs. WeaJdy8intotoAUJ8J<UMAN ALU SU 
pdymerase (RNA) in (DNA directed) pdyp 
tunor neciosis factor receptor 6U peff^T 
proteasome (proaorae, macropain) acftr*ir 
ESTs 

OQ^proteio 

hypotheScd protein similar to anlqrrin r 
teKoein 7 {diymotryplic. stratum coma 
hypotheScal protein FU14753 • 
l&l-acfivaled prolan kinase 6 



IB 
1.8 
1.8 
1.8 
1.8 
1.B 
1.8 
1.8 
1.8 
1.8 
1.8 
1.8 
1.B 
1.8 
1.8 
1.8 
1.7. 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1,7 
1.7 
1.7 
1.7 
1.7 
1.7 
1,7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
- 1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1,7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
1.7 
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TABLE 138 

Pkey. Unique Eos probes^ idsntHiernunnber 
CAT number. Gene duster number 
AcoBssbK Genbank axesslon nuntos 



Pkey 

408344 
418546 
418859 
418868 
437938 



CAT Number Accessions 



438962 
443534 
447197 
454197 



455333 
457570 



105240J 
176677J 
179717.1 
179863.1 
4457X2 



467390_1 
572957.1 
71t623J 
1050392.1 



1281044J 
357443.1 



AA053843BE162213 
AA224827 TS9708 159843 68156903 
AA2295S8AA345492AA229S82 
AW516565 AA229762 AA230035 

A1950087 1^70208 R97040 N36809 AI308119 AW967677 N35320 AI251473 H59397 AW971573 R97278 W01059 AW967671 AAg08598 AA251875 

AIB20501 AI820532 W87891 T8S904 U71456 T82391 BE328571 T75102 R34725 AA884922 BE32B517 AI219788 AA884444 N92578 F13493 

AAa27794AI560251AVV874068AL134043AVV235363AA663345AW008282AA488964AA283144A1890387Al95^ 

AA282915 AWt0289B AI872193 AI763273 AW173588 AW160329 AI653832 AI762688 AA9887n AA488892 AI356394 AW103B13 AI539642 

AA642789 AAB56975 AW505512 AI961530 AWB29970 BE612881 AW276997 AW513601 AW512843 AA044209 AW856538 AA180009 AA337499 

AW9S1101 AA251669 AA251874AI819225AVI«36852AI683338A!858509Ara6905AI833006AA972584 AA908741 AW072629AW513996 

AA293273 AA969759 N76628 N22388 H84729 H60052 T92487 AI022058 AA780419 AA551005 W80701 AWS13456 AI373032 A1564289 F00531 

H83488VV37181 W78802R660S6 AI002839 R67840AA300207 AVVgS9581 TG3226 F04005 

BE046594 BB)4G667 AA828S85AI207343 

AI076123AI244831AI695239 

R36075 AI386546 R36167 

BE140966 BE140961 BE140967 BE141006 BE140985 BE140970 BE141669 BE141653 BE141664 BE141655 BE141661 BE141660 BE140969 
bIi41^ BE14^ BE141674BE141550BE141688 AW178241 6E140994 BEt416G6 BE140998 BE141 008 BE1 40988 BE141011 BE140975 
BE141667 BE141675 BE141657 BE141681 BE141656 BE141672 BE141680 AW178237 BE141012 BE140990 BE141658 BE141648 BE141013 
BE141668 BE140973 BE141004 BE14D983 BE140984 BE141009 AW178232 BE141007 BE141649 AW178293 BE140993 AW178233 BE141646 
BE141005 BE141691 BE141000 BE141652 BE140985 BE141562 BE14096O BE140962 BE141001 BE140978 AW1 78229 AW178239 BE141671 
AW178230 BE141547 AW178235 BE141663 BE141549 BE140996 BE141003 AW178236 BE141002 BE141556 
AW897851AW897852 
AA579426AA579436AA573736 



TABI£13C 



Pkey* UnkiuB number conesponcfing to en Eos probesel 

Rflfi' Sequence source. The 7 digit nuntes In this column ere Genbank Identffi^ TJunhamletaL'refOTtothepubEcatonentitted'nieONA 

sequence of human chromosome 2Z" Dunham I. el al., Nature (1999) 402:489^95. 
Stran± Indicates DNA strand from whkdiexons were predicted. 
NLposiGon: Indkates nucleotide posltkms of predkitedexons. 



Pkey 


Ref 


Strand 


NtjK)si6on 


400656 


8118498 


Plus 


1798M811S.20297-20456 


400749 


7331445 


Minus 


9162-9293 


401103 


8568122 


Minus 


98330-98449 


401486 


7341763 


Plus 


32585^56^1-36540,40791-40933^4401844179 


401576 


7229804 


Minus 


76253-76364 


402745 


9212200 


Minus 


76516-76690 


402915 


7406502 


Minus 


140-276 


404440 


7528051 


Plus 


8043081581 


404604 


9212537 


Minus 


72019-72509 


405545 


1054740 


Plus 


118677-118807.119091.119298.121626-121823 


405547 


1054740 


Plus 


124361-124520.124914-125050 


406400 


9256298 


Rus 


1553-1712.1878-2140.4252-4385.5922.6077 


406467 


9795551 


Phs 


182212-1829S8 



TABIE14A: 209 GENES UP-REGUUVTED IN CE(WICALCAtCER COMPARED TO NORMAL ADULT TISSU^^ 
PROTEINS AMENABLE TO MODULATION BY SMALL MOLECULES 

Tfibte 14Aisis tfwul 209 senes uiHBaulaled h oeivkal cancer compared 

8maamotec»ries.Thesew8fBseteSdasforTable 

or equi 40 unto, and fte predicted protein contataedastraduraldo^ 

phosphatase, ATPase. or kmjransporter domains). The predtelad pr^ 

Pkey: Unique Eos prebesetldenlilier number 

ExAocm Exemplar Access nunAer,Genbatikaooesstonnundier 

UnigenelD: Unlgene number 

PPDomains: PredkAed Protein Domains 

UnigeneTUIe: UnigenegeneCHe 

R1: RaSo of tumor to nomui adult tissues 



Pkey ExAccn UnigenelD PPDomains 

418007 M13509 Ks.83169 SSJiemope]dn,PeptUase_M10 

439606 W79123 Hs.58561 m7lm.1 

400289 mm Ks.2256 hemopexin.PepIkJ8seJA10 

415817 U88967 Hs.78867 SS.TM.Yj)hosphatase,cartit_anhyd 

416209 AA236776 Hs.79078 TIA.HORMA 

404996 NM.001333 Hs.87417 PepQdaseLCI 



UhigeneTIQe 

matrix metafloproteinase 1 (inteist 
G protekKoupied rocepkir 87 
matrix metatoprotanase 10 (stroma 
pndeln tyroskie phosphatase, leoep 
MAD2 (ndtoQc arrest defident, yea 
CTSL2CaO)ep6lnL2 

224 



R1 

38.9 
28^ 
20.5 
16.4 
15.4 
13.1 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



428618 AA885360 Hs.160199 
429486 AF155827 Hs.203963 
419183 U60669 Hs.8g663 
428368 BE440042 Hs.83326 
420759 T11832 Hs.127797 
458194 AW383618 Hs^59 
446232 AI281B48 Hs.194691 
424905 NM_002497 Hs.1537W 
452291 AF015592 H3.28853 
424086 AI351010 Hs,102267 
425710 AF030880 Hs,159275 
433133 AB027249 Hs.104741 
447254 NW041S3 KS.179Q8 
431941 AK000106 Hs^2227 
427821 AA470158 
436211 AKQ01S81 
403471 NA 
410153 BE311926 
457405 AA504860 
421948 L42583 
439292 AA090421 
413625 AW4S1103 
425695 NM.005401 
438394 BE379623 
432239 X81334 
408536 AW381532 
432226 AW182766 
419520 AB00g303 
426350 NVL003245 Hs.2022 
421155 H87879 Hs.102267 
423673 BE003054 
4S0375 AA009647 
418379 AA218940 
457465 AW301344 
412333 AW937485 
450510 AA01005& 
436291 BES884S2 
446353 AI290919 
435435 T89473 



hellcase_C.SNF2LNhelicase.C 
p4S0 

SS.PepHdaseJAIO^einopsxin 

helicase^C 

p450 

TM.7lnu3ra)osomaLL13 
TfApWnase 



Hs.98202 
Hs.334828 

Hs.15830 

Hs.334309 

Hs.5555 

Hs.71371 

Hs.159238 

Hs.27693 

Hs.2936 

Hs.135188 

Hs.273558 

Ks.90800 



Hs.1695 
Hs.8850 
Hs.137516 
Hs.122908 

Hs.242998 
HsilOl 
Hs.153661 
HS.19232B 



425071 NM.013989 Hs.154424 
Hs.134156 
HS.2S0822 



433322 H50621 
408908 BE296227 
444781 NML014400 Hs.11950 
428479 Y00272 Hs.184672 
406687 M31126 
423035 AW449679 
449228 AJ403107 
423738 AB002134 
457030 A1301740 
448995 At613276 
415857 AA866115 
438390 A1422017 
429900 AA460421 
446292 AF081497 
422938 NH.001809 Hs.1594 
408771 AW732573 Hs.47584 
424296 AI631874 
438246 AW450963 
411274 NIUL002776 Hs.69423 
400666 

428820 AA393351 
412471 M63193 
430704 AW813091 
455092 6E15242& 
453775 NM-002916 Hs.35120 



Hs.272620 
Hs.155739 
Hs.148590 
Hs.132195 
Hs.173381 
Ksi662 
Hs.127797 

Hs^S 
Hs^9682 



LysyLoxidase 
TM,SulfateJransp,STAS 
TM,CoBagen,p1qnase 
SSMA.BAH 

pldnase,Furin-fik0,Recsp„UJ«n 

TM.7tmJ 

AmmonhjinJransp 

SS,TM,tiypsln 

GtyoosJransUS 

TM.7tni.2 

filamenl,HC03_colranspHamenl 

TM.E1-E2JMPase.Hydrotesa 

TM,Band_41.Y_phosphalase 

SS,proJsomerase 

SSpep«daseJ^10,heinopexIn 

SS,TM,E1-E2J^TPas8.CatiorLATPa 

Cytidylyltransf 

TM,hemcpexln,Pepadase_M10 

TM,TransgIuta[nin.C,Transglutam 

SS,Ly8yl_oxIdase^ose_eplm.E 

SS.mPeplidas8^M10.hemopexln 

TM.disinlegrin,Pep_M12Bj)ropep 

AAA 

Pribosyltran,Sulfalase 
TM,7lmJ 

DNAjDpoisotl,ONAJtopoisoIVIGF 
abhydrotase 
HECrpklnase 
llpase.PLAT 
SS,TM,T4Jelodliiase 
TIAionJlransNB^C,CARD,mJtojJ 
TM4ikhase 
PH,laciamas8.B 
pkinase 

SS,PepedaseJ^10Jieinopadn 
TM,GlycoJransf_8 
TM,PAF-AH,p450 
SS.TM.lfypsin.SEA 
TM,D'Mroototase 
adenytatekinase 
hefcase^C 
mDSL.7tiTLl7lnu1 



H1155140 
Ks.119991 



Hs.132121 
Hs.73946 
Hs.335799 



AmmonlumJransp 

TM.thiolase 

TM.K-tetra.tonLtrans 



oonneodnhonnonejee,zKM 
bypsin 

SS.hemopexlnPepOd3seJA10 
PDEase 

SS.mG|yoo«Jtranst3^Cai^ 
EpAmerase 



Target CAT 

hypothetical protein PLJ10339 
cytochrome P450. subfamily XXJV (vl 
matrix metattopralelnase 3 (sttcmd 
Homo saptens cONA FU11381 fe. do 
ESTs, Moderately similar to ALU?JiU 
refindc acid indm:dd 3 
NIMA (never tn mitosis gens d)-rBla 
C0C7 (cen division cyde 7. S. cer 
lysyi oxidase 

solute carrier family, member 4 
PDZ-l>inding Hnase; T-cell originat 
ortgin recognifioo complex, subunit 
Homo sapiens cDNA aJ20099 fis. do 
ESTs 

hypotheficd protein aJ10719; KIAA 
Target Exon 

liypotheticail protein FU12691 
gb:ab03a10.s1 Stratagene fetal reS 
teralin6A 

hyp(rihe6calpidelnMGC5347 
ESTs 

protein tyrosine phosphatase, non-r 
pepfidylproiyi isomerase (cydophil 
mabbc netanoprotelnase 13 (coliag 
ESTs 

phosphate cytidylyitransferase 1 . c 
matrix met^oprotelnase 16 (membia 
transglutaminase 3 (E polypeptide, 
lysyl oxidase 

matrix metallopraleinase 1 2 (macrop 

a dteintegrin and metalioprotelnase 

fidgetin^nce 1 

DMA replication factor 

fl|i:QV3^0044-221299X)45^09 DT0044 

ESTs 

protein regu^of cytddnesis 1 
ESTs 
ESTs 

deiodinase, loddhyionlne. ^ 11 



426572 

449101 

427680 

402481 

414774 

412246 

418462 

424687 

401486 

408113 

«Z7359 

402337 

420930 

443426 

439750 



448733 



AB037783 
AA205B47 
AI741320 

X02419 

AI160873 

BE001S96 

J05070 

NA 

TB2427 
AW020782 

AW868650 

AF098158 

Ai.359053 

Nfty)04605 

NM.00S629 



HS.17Q623 
Hsi3016 
Hs.114121 

Hs.77274 
HSJG9233 
H5^266 
Hs.151738 

H&194101 
Hs.79881 



Hs.9329 
Hs.57664 
Hs^l 
Hs.187958 



AAA.Pl3J'WJdnase.PI3K8PI3K- 

lntegfbi.B 

hannonejec.z^C4 

SS.TM.7tm-1 

homwnejec;rf-C4 

TM.GDI,7tm^l 

SS,1uingle.tryp5ln 

SutfotransferACOX 

SS.TM.integALB.fh3 

SS.PepBdase_M10.fh2,hemopBXin 

SS.TM.tiypsin 

TM.7tm_3RibosoraaLL13 

TM.7lm_1 

SS,p450 

ribonucleasej'2 

pMnase 

TMJnte9rin_B|Fadn»B_tecfinrr 

CARD.SuilotransfefDAGKc 

SS,TH8NF>«CJranMh.pMna 



serine/threonine Kinase 15 



eel division cydd 2. G1 to S and 
pregnancy spedfic btfa-1-glyeoprol 
H.5aplens XG mRNA (done PEP1 1) 
protdnrelsted with psoriasis 
dnvay trypsin^ protease 
dIhy(froiiyriintdinas&4li<a2 
guanine nudeoGda binding protdn 
Homo sapiens CDNAFU11381 lis. do 
Qb*l5f12J(1 NCI_CGAP«Bm23 Homos 
ESTs 

Rh type C glycoprotein 

eproynA(17ld)} 



casein Wnase 2. dfdia 1 polypeptid 
ESTs 

kdOkretnlO 

NiyUn2425Mimo sapiens matrix metal 
ESTs 

endoihend cell growth fader 1 (p 
ESTs 

gb:CM04fT0323-151299-12frb04 HT0323 

ieplcaaonfiadarC(acQvalor1) 

gb»d77b0as1 Na_CGAP.0v2 Homo sap 

hypothedcal protein FU11183 

GprotdcHsupled receptor 

Homo sapiens cONA: aJ23228 fis. d 

NM_00182r'ilQmo sapiens dxHdderem 

plasmlrKigen ac6vator, uoidnase 

zinc finger protein 

intBgfin.beta4 

matrix metaSoprotelnasa 9 (gdalin 
C4000647*:gil4758508|reJiNP_004253. 
Homo sapiens cDNA: FU20869 fis, d 
Homo sapiens cONA: RJ23006 fis, d 
Target Exon 

gb;aM-NT0007-130500-551-fD6 NT0007 
chromosome 20 open reading frame 1 
Homo sapiens mRNA ful length Inser 
sidbtranstsrasa family, cylDsalic, 
sduts canter fiarnOy 6 (neurobans 

225 



12.7 
1Z6 
123 

m 

10J2 
9.4 
&9 
8.9 

a7 

8.3 

7.8 

7.4 

7.1- 

6.9 

6.9 

6.9 

6.7 

6.6 

6.4 

6.3 

5.6 

5.6 

5.7 

5.6 

5.5 

5.4 

5.2 

S.1 

5.0 

4.9 

4.8 

4.8 

4.7 

46 

4.6 

4.6 

4.6 

45 

4.5 

4.4 

44 

44 

44 

42 

42 

42 

42 

41 

41 

AJU 

4.0 

40 

4.0 

U 

17 

a6 

3.6 
ZA 
3.5 

as 

3.5 

3.4 

3.4 

3.4 

3.4 

3.4 

3,4 

3.3 

3.3 

3.3 

3.3 

3J 

13 

3.3 

32 

32 

12 

12 

12 

11 

11 

10 

10 
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444946 


AW139205 


Hs.156457 


SS,TM,8bhydn]lase 




450841 


AI741466 


H&Z70515 


(Kojsoncrsse 
deaUufttnase 
pklnase 




428262 
435399 


AI651324 
AA679463 


H5.729B 


5 


446733 


AA883360 


Hs.26040 


TM,p450 




449746 


AIG68594 


Hs.1 76586 


SS^ 




418844 


M62S82 


Hs.1200 


SS,TM,tipoxygenasa,PlAT 




414581 


AA256213 


H&72010 


THCaiiVjacyltransf,Q)0lin8jdn 


10 


431629 


AU077Q25 


Hs^S827 


SS.tRNA^snSSH2.SK34ddn8se 


445873 


AA250970 


H&2S1946 


SS^PABPpMnase,14^3^ 




438113 


A1457908 


Hs.8882 


TM.7lin_1 




422689 


AW856665 




hencas8_CSNF2J<h8licase_C 




439453 


BE264974 


Hs.6568 


ssw 


15 


413582 


AW29S647 


H3.71331 


ca(t_anliydr8S8 


410864 


NM.006033 


Hs.65370 


TM.npas8,PLAT 




456456 


AM77609 


Hs.89563 


FBPase 




413273 


U7S679 


KS.752S7 


TM,tg.pMnase 



426343 NM.014642 Hs.169387 
403763 

20 408380 AF123050 
401230 

418030 BE207S73 
445640 AW969626 
432865 AI753709 
25 419667 AU07700S 
406671 AA129547 
412530 AA766268 
431890 X17033 
404184 NA 
30 428450 NM.0147gi 

425698 NM.016112 H$.159241 
453331 At240665 Hs.8895 
444826 A1674482 
414987 AAS24394 
35 438746 AI885815 
429413 NM_014058 
407103 AA424881 
453379 AA035261 
421733 AL119671 
40 452220 BE1580Q6 
417975 AA541836 
400301 X03635 
408938 AA059013 
411643 Al9245t9 
45 446638 AL133063 
430129 BE301708 
417655 AA78G791 
448005 AW207437 
423973 AF038461 
50 437897 AA770S61 
425397 J04088 
432777 AAS64991 
421247 BE391727 
425465 L18964 
55 419281 H96452 
434205 AF1 19861 
453406 AI192987 
435542 AA687376 
443151 AI827193 
60 431630 N»A.002204 
422310 AA316622 
441954 AI74493S 
414907 X90725 
439810 AL109710 
. 65 429359 W00482 
432284 AA532807 
452947 AW130413 
423229 AC0O3965 
453941 U39817 
70 439963 AW247529 
424439 AA579635 
452755 AW138937 
429922 Z97630 
434149 Z43829 
75 417576 AA339449 



Hs^532 

Ks.83321 

HsJ1704 

Hs.152484 

Hs.92208 

HS285754 

Hs.266273 

Hs^1986 

HS.1B4339 



Hs.148441 
H&294022 
H5.184727 
Hs.201877 
HS.2S6301 
Hs.61753 
Hs.1420 
Hsi122M 
Hs^0085 
Hs.1657 
H3.22607 
Hs.192570 
Hs.15783 
Hs.233955 
Hs.14014 
Hs.170378 
Hs.136574 
Hs.146170 
Hs.156346 
Hs^77 
Hs.102gi0 
Hs.1904 
Hs.42189 
Hs.283032 
Hs^1784 
Hs.2e9S33 
Hs.132714 
Hs^65829 
Hs.98370 
H8.8047 
HS.77S97 
Hs.85568 
Hs.2399 
HS.10S822 



80 



409994 

416763 A]908127 

414733 6E514535 

443171 BE281128 

430637 6E1600d1 

452367 U71207 

408308 AL033377 

417900 6E250127 



HS.12S532 
Hs^6820 
Hs.6793 
Hs,1770 
Hs.213436 
Ks.226117 
Hs.19574 
Hs.82285 
Hs.57735 
K3.79748 
Hs.77171 
H3.9030 
HS.2S6290 
Hs.29279 
K3,44ig7 
H3.82906 



TM.SCAN7tm_1 
TM.7tiTu1 

TM,ubkiuHin7lnu3^F-receptor 
SS.TM.(onJr8nsJQ 
SS.TM.PepMase_S2^Boinbesin 
TMalpha-amytase 

TM.l(MLtransNB^,CARD,WD40^ 

8S.TMjdistntegriniReprolystn^ 

TM,pMnase,Ple]druepeal,Sem^ 

abhydrolase 

vwa,F&GAPJntBgri(LA 

samnnLi 

Tli\pMnas6joiUrans 

TM^i8lntQgrtnPepJ<12Bj)ropep 

pk{nase,SAM 

connexinlionTK)nejeczKM,conn 

Ra)0GomaLS2.translsirin 

trypsin 

TM/*IMPJfindingtiypsin 

PAN.ivingle.(rypsin 

SS,TM,ig.pKinase 

TMJntegrin^GGAP 

SS.trypsln 

TM.Oestjecep.zf-C4Jiom»neje 

Yj)hxphalase 

DEAD,helic3se.C 

TM^Idnase 

TM,ayco_transU1 

PepGdaso_M41 .AAApkkiase 

pUnase 

TM,Bpoxygenase.PLAT 
8S,p(oJso(nerBse 
DNA^topoiso!l4)NA.topo!solV]GF 
slpha^mylasa 

TM,iRNAr6ynU.SPRYF5.F8jlype. 

TM,pIdnase,DAG_PE^Jlnd,OPR,pW 

TM^1-E2JVTPase,HMA.Hydralase 

SH3.e{hand.C2^H,RhoGEF,AAA^ 

pkinke^uM;e.Rec8pJ^doin 

pldn8se.RhoGEFjg,PH.SH3 

DNAjnisjcpdf,HATP3se_cAcylph 

SS.TM.F&^.lnlBgTinJ^ 

SS.TM.fo3,Ig,pianase,Ribosoinal 

TM.B8n(L7,AAAj(idc4SU4 

S$.TM.|ddnase,POLOJ»K 

aconHaseAxmltas^C 

SS,TM.PepSd838jyiiaheniopexin 

TM.pktn8se 

el|]ha^niylaso 

SS.tfypsin 

OEAD,HROC.tie!)cas0.C 

TM4)450Qs 

DNAJgasa 

GlycoJransL29 

TMMeLWstoneTtitLl 

TM.EPHJbdMpHnase,SAM 

TM/IRS,fofTnyLtransi:GARS 

IPJransSH2,SH3 

TM,aipha-aniy1ase7tnu1 

TM,MCMHamej>xygenase 

SS,TM.7lnc1.nm 

S 100PepSd358j416 

^.Hydrolase 

TM,7lnL2 

TM.W0404)roJso(nerB5e 



hypoMcal protein FU22408 3.0 

EST8 3^ 

biphsnylhydrolass-Oka (serins hyd 3.0 

gbacSOcOlsl Stratagene hNT neuron Z9 

ESTs. Weakly sinto to fatty add 2^ 

ESTs.W6aMy8bniI»tDCP4YJ<UMAN Z9 

arachUonals 124ipoxyoenase 2.9 
EST" 

MBi1eran,alpt»4nducibtepfot^ 2.8 

polytAH^indlng protein, cytoplasmi 2.8 

ESTe 2.8 

gb:RC3.CTO297.29010OO13^03CT0297 ZB 

hormone receptor tnterador 2.8- 

hypothetical protein MGCS350 18 

Gpase. endothelial 2.8 

nuclear cap tiinding protein sutxinit 2.8 

stenv4oop Onions] binding protein 2J 

KIAA0036 gene product 2.8 

NiyL0010S9*:Honio sapiens tachykinin 2.7 

djubiqidtin 2.7 

NM_01419r:Homo sapiens sodium chan 2.7 

neuromedin B 2.7 

ESTs.WeaIdy8lmHartoKIAA0227|H Z7 

ESTs. WeaMy similar to 138022 hypo 2.6 

a d^lntegrin and metalloprotetnase 2.6 

met protD-oncogene (hepatocyte grow 2.6 

hypothetical protein FU13346 16 

intagrin. alpha 2 (CD49B. alpha 2 s 16 

NM_030903':Honio sapiens dlactoryr 2.6 

KlAAOnSgenepredud 2.8 

polycysticlddneydisease24U(e1 2.6 

ESTs 2.6 

ESTs 2.6 

hypoSietica] protein FU149S0 16 

ESTs 15 

DESC1 prot^ 2.5 

hypothefical protein MGC13170 15 

ESTs 15 

fOioblast growth (actor receptor 3 15 

ESTs IS 

hypothetic^ protein FU23186 15 

^ngen receptor 1 15 

ESTs W 

hypotheOca! protein FU22028 14 

Homo sapiens mRNA;GONADKFZp434P11 14 

hypothetical protein aJ20401 14 

hypothetical protdnFU14813 14 

ESTs W 

arachldonate 12-Spoxyoenase. 12R t 14 

hypotl^M protein FLJ22969 14 

tDpolsomerase(DNA)Ilalpha(170kD 14 

ESTs 14 

general transcrtption factor IIH, p 14 

protein kinase C, Iota 14 

ESTs 14 

hypothetical protdnPRO2015 14 

hypothe&al protein FU14451 13 

ESTs 13 

ESTs 13 

integrin. alpha 3 (antigen CD49Ci a 13 

cyt(xitfOffleP450.sutifMylI^ 13 

Fanooni anemia oomfdementaBongro 13 

poIo(DrQSophl8HkaUnase 13 

EST 13 

maMx met a llo p rotBtnase 14 (membra 13 

ESTs 13 

gb3d50104j(1NCLOGAP.G8s4Km8a 13 

protease, serine, 28 13 

Btoomsyndrome 13 

plalelet-actlvaSng factor acetythy 13 

Ogase I. DNA. ATP^Iependent 12 

ESTs. V^feaUysbnaar to A34087 hypo 12 

HI histone family. mentberO 12 

faypotheOca! protein M6C5469 12 

phosphoribosylgtyctnanndefonnytba 12 

acetyl LOL receptor. SKEC 12 

8bMBcanter(amly3(acthraton 12 

mbdchromosomematnlenanoedeficton 12 

TONDU 12 

8100 C8lclunvbini£rQ protein A11{c 12 

eyes absent (OroscphBa}homolog 2 12 

hypo(he8cdpralslnDKFZpS64D0462 12 

CDC20(cefldh(isioncyde20,ac 11 
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5 

10 

15 

20 

25 

30 

35 



4244S0 AJ278016 
412834 R77123 
410855 X97795 
418804 AA80g632 
447674 BE270640 
450663 H43540 
40B80S H&9912 
429415 NM.002S93 
447827 U73727 
428273 AI867228 
404274 
403133 

440249 AI246S90 
438580 AA811262 
406400 

427375 ALi)35460 
423453 AW450737 
433716 AAfi0860B 
420757 X78S92 
425018 BE245277 
421685 AF189723 
457288 AA521458 
407305 AA71S284 
456327 H68741 
422429 AA310527 
402974 NM.001SQ1 
458016 AW188099 
452194 Aie94413 
428028 U52112 
427747 AW411425 
452841 T17431 
449539 W80363 
418140 BE613836 
430076 AA465115 
425749 AW328587 
425855 AF135025 
400135 U0027 



Hs^5S65 
Hs.79881 
Hs.66718 

H8.19192 

HS.2S292 

Hs.48269 

Hs.202097 

Hs.19718 

Ks.303211 



TM.pHnase^k 
TMJIitlI 

SNF2Jl.hellcase_C 
HATPase^cHSP90,PHD^2H2 
TM,pkinaser3S.arf 
SS.TM.RNas8_Hll 



Hs.337275 
Hs.299202 

Hs.177536 

Hs.128791 

Hs^llB 

Hs.99915 

Hs.154196 

Hs,106778 

Hs.192738 

Hs.38774 

Hs.129715 

H8.131813 

HsJ32649 

Hs.182018 

Hs.180655 

Hs.65412 

Hsi8446 

H&.83551 

Hs.318773 

Hs,159448 

Hs.159679 

H8.118890 



SS.CUB.MTaMAM.TlL.'nLa.vwd.EP 

SS.TM.Yj)hosphatasB.fh3,ig.MAM 

Gtycos^transfJ 

SS.TM,pkInas8.fn3 

pkInase.KJWrB.BaniL41,Rho6EF 

VHl,TalD_DNase 

TM.pldnasesugarJr 

SS.TM,tiypsln 

SSJZfL.carbOpept,honnone5Rfiprol 

SS.Gtanin.C0P-OH_P_lransf 

Acylphosphatase 

TM,hoiiiionejec^drogeiuecep, 
DNaseJ,KJtetra 

TM,E1-E2_ATP8se.HydrolaseE1-E2 



TM,pkinase,Sefna,PlffldruBpeal. 
TM.GIyco^lransfJ 
pkinase.RGS,PHpkinase.PH,RGS 
GnRKhormone5^nnone4 



TM.7!nu3.ANFjeceptDf3Ushl 
TM,pkinase,MBD 



TM,DEAD,herKase_C 
pMna9efudnJkB,Recep_Utom 
TM,E1-ElATP8se 
AAA.BAH 

RibosomaLL7Ae4J«URRCT,pldna 
SS.taypsin 



ankyiin repeal domain 3 
Homo sapiens cDNA: FU23006 fis. cl 
RAD54(S.cetwisiae)-likB 
gb:nz17h04^1 Na_CGAP.6CB1 Homo sa 
cyCDn^dependenl kinase 2 
ribonuclease HI. large subuntt 
vacdnla related kinase 1 
procoUagen C-endopepfidase enhance 



ESTs 

NNU)02944^i^omo8apfen8v^t»fflten 

Target Exon 

ESTs 

ESTs 

NiyL007196.Honio sapiens kdDkieln 8 
meteHocarboxypepfidase CPX-1 
CGI-09 protein 
ESTs 

»diogen receptor {dihydntestoster 
E4Ftr8nsaip6on factor 1 
ATPase, Ca transporting, type 2C. m 
ESTs 

gb:nv35f03.r1 NCLCGAP JrS Homo sap 
ESTs 

gb:EST181333JuitelT-cdlsVHorao 
gonadotropin^eieasing hormone 2 
ESTs 

olfactory receptor, family 2, subfa 

interieiikIn-1 receptor-associated k 

6erineWveotiinekiiiase12 

DEAD/H (Asp^ihMa^p/His) box po 

ESTs 

ntoDfibrillar-associaied protein 2 

K1AA1836 protein 

surfiB»2 

kdlikieln12 

glycogen synthase Hnase 3 aitpha 



i1 

2.1 

2.1 

2.1 

2.1 

2.1 

2.1 

2.1 

11 

Z1 

Z1 

2.1 

2.1- 

2.1 

2.1 

2.1 

2.1 

2.1 

2.1 

2.1 

2.1 

2.1 

2.1 

ZO 

ZQ 

2.0 

2.0 

2.0 

ZO 

2.0 

2.0 

2.0 

2.0 

ZO 

ZO 

ZO 

ZO 



40 TABLE 14B 



45 



55 



60 



Pkey. Umque Eos probeset IdenSller nundier 
CAT number Gene cluster number 
Acoesskm: Genbank accession nunters 



Pkey CAT number Accessfons 

412333 1283037 1 AW937485AVW37589AW937658AW937654AW337492 

50 S r» SSsrB^,^5&BE«««18E1«9*7A«8a8649 

•'^ It'iH'^ 2^5409-^ AA310527AW962295Z4486SH06641 

219898^1 AW85666SAA315006AW954733 

405576''l AA679463AW813779AW813709 

4566ZJ AI422017AI422945AI363249AK'* 

467661 1 AA828995AA834879A1926361 

93g810'~1 AW130413A1932362 

1252971 1 BE15242BAW855572AW8S5607 

333127J AA504860AA504911 



422429 
422689 
435399 
438390 
438993 
452947 
455092 
457405 



TABI£14C 



65 sSluence of human chromosome 2Z- 0unhfflnl.el8L.N8tOT{*"«^-"'»-"<^«'^ 

8tian± lndk»tesDNA strand tiomwtiichexons were predicted. 
NLposSion: kuficatesnudeoGdeposIfians of predicted exons. 



70 


Pksy 


Ref 


Strand 






400666 


8118496 


Plus 




401230 


9929527 


Minus 




401486 


7341763 


Plus 


75 


402337 


6957691 


Rus 


402481 


9797406 


Plus 




403133 


7331427 


Bus 




403471 


9930559 


Minus 




403763 


7229888 


Minus 


80 


404184 


4581418 


Minus 


404274 


9885189 


Plus 


406400 


9256298 


Pbis 



17982-1811S.2a297-20456 



32585OT56.36281-36540.40rai^.4401844^^ 
41164288,1681M6973,17l07.17256.1971&-20040^2029^05 



38314^634 



43575-43887 
12652-13548 
104127-104318 

1553.1712.1878.2140.4252-4385.5922^ 
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TABLE 15A: 752 GEr€S UP-REGULATHOIN CERVJCAL CANCER COMPARED TO NORMAL ADULT CERVIX 

TaWe ISA Osts about 752 oenesup^egulated In (wvlcdc^ 

units. 

Pkey: Unique Eos probesel UenOfier numl>er 

ExAccn: Exemplar Accession numtier, Geflt)ank accession nunAer 

UnigenalD: Unigenenumtidr 

iMgene TUa: Unlgene gene title 

R1: Ratio of ceivical cancer to norma! cervix 

Pkey ExAccn UnlgeneiD UnigeneTlSe 

414915 NiyL0(I2462 Hs.76391 rayxoviius(lntkwnza) resistance l.liomolog of murine 

411248 AA551538 Ks.334605 Homo sapiens cONAFU14408 lis, done HEMBA10t)4341 

428227 AA321649 Hs^48 ■ srnaB Inducible cyto)dnesublainayB(Cy&-)«^).inein 

421508 Nlit004833 Hs.105115 absent in melanoma 2 

443839 BE269042 Hs^l pfoteasoin8(pra6Gnn,macrapain)8ubuidtibstalype, 1 

454390 AB020713 Hs.56966 KIAA0906 protein 

416065 BE267931 HsJ8998 proliferating ceP nuclear anfigen 

433226 AW503733 Hs.9414 KIAA14B8 protein 

413503 BE410228 Hs.75410 iieatsliock70l<D protein 5 (glucosweguialed protein, 

BE612676 HsJ03116 atromalceMarivedlaclorZlikel 

Ai801235 H&48480 ESTs 

AK001379 Hs.12ia28 hypothelical protein FLJ10549 

BE382657 Hs.21486 signal transducer and acfivalor of transcripeon 1,9 

BE265489 Hs J1 23 lelhal giant larvae (DFOsophSa) homolog 2 

BE304571 Hs.89529 aldo-keto reductase family 1 , member A1 (ddehyde red 

AW247529 Hs.6793 piatelet-acBvaJIng factor acelylhydrolasaklsoform I 

BE280074 Hs.23960 cydln B1 

X72755 Hs.77367 monoWne Induced by gamma Interferon 

AK001332 Hs.44672 hypothetical protein FU10470 

NM_014125 Hs^9812 PRO0327 protein 

AA76626B Hs:!66273 hypothefical protein FU13346 

AW301344 Hs.122908 DNA replication factor 

AW847814 HS289005 Homo sapiens cDNA:RJ21532fi8,ctoneCOL06049 

Y09397 Hs^7817 BCL2-related proWn A1 
Target Exon 
ESTs 
ESTs 

RAB6 Interacting, icine^n^ (rabklnesin 6) 
fbrtdieadboxMI 
neuromedin B 

CDC7 (cell diviston cyde 7, S. ceiwislae. homolog)- 
Eos Control 

AI497778 Hs.20509 HBVpX associated priteirvS 

AF011333 Hs.153563 lymphocyte anflgen 75 

BE466173 Hs.145696 splicing factor (CC1 .3) 

BE440042 Hs.83326 rnaUix metaPoprotelnase 3 (stromelysin 1. pragelatin 

AW293704 HS.1226S8 ESTs 

41S791 H09368 Hs.788S3 uraciH}NAgIyoosylase 

448775 AB025237 Hs.388 nudlx{nucteoslde diphosphate Dnked moiety X)-typem 

435647 A1653240 Hs.49823 ESTs 

431049 AA846576 Hs.103267 hypothetical protein FU22548 similar to gane bap PA 

429486 AF1S5827 Hs203963 hypothe&al protein FU10339 

428433 AAS21410 Hs.41371 ESTs 

418322 AA284166 Hs^113 cycllrHJependentWnase Inhibitor 3 (CDK2«sodated 

417308 H60720 Hs.81892 KiAAOl 01 gene product 

429574 BE268321 H5.208912 hypothetical protein MGC881 

407204 R41933 Hs.140237 ESTs. WeaJdydmHar to AUJIJfUMAN ALU SUBFAMILY J SE 

408901 AK001330 Hs.48855 hypothefical protdn aJ10468 

438899 A{K)85633 Hs.135624 ESTs 

456362 AW9730O3 Hs.179909 hypothefical protrfn FU22995 

A1805943 HSJ2G067 hypotheScal protein M6C5178 

BE2g6227 Ks750822 sedne/lhieonlne kinase 15 

427488 M91401 Hs.178658 RAD23(S.C8rBvlsIae)homok)gB 

400195 NNL007057^Hon»8apian8ZW10lnteractorCZyVlKT).tra^ 

414747 U30872 Hs.77204 centromere protein F(350/400kO,maDSta) 

410324 AW292539 Hs^177 ESTs 

453028 AB006532 Hs31442 RecQprot^n{ke4 

410608 Ai538438 Hs.159087 ESTs 

432503 AA5S1196 Hs.188952 ESTs 

430512 AF182294 )b.241578 UOsnRNA-^ssodatedSm-lte protein LSm8 

430709 R34356 gt}.7h85d01 ^1 Soates placenta Nb2KP Homo sapiens cONA 

449962 AA004879 Hs.187820 ESTs 

425408 AB002375 Hs.156814 K1AA0377 gene product 

440n4 A1420611 Hs.127832 ESTs 

408201 AK000568 Hs.43854 hypothefical proteto FU20561 

436110 AA704899 Hs.291651 ESTs. WesklyslmOar to 138022 hypothefical protein [ 

426897 AW976570 Hs.97387 ESTs 

44n00 AI420183 Hs.171077 ESTs« Weakly similar to T212S9 hypothefical protein F 
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414132 

422809 

446569 

432906 

418963 

439963 

449722 

414812 

408405 

432917 

412530 

457465 

408806 

429083 

401405 

426272 

424878 

412140 

444371 

418030 

452291 

400196 

416795 

424865 

438011 

428368 



AW450671 Hs.189284 

H57111 Hsi21132 

AA219691 Hs.73625 

BE540274 Hs.239 

BE207573 Hs.83321 

AF015S92 H5:!8853 



R1 

58.3 
38.2 
35.6 
33.6 
32.0 
303 
30.4 
30.0 
29.4 
283 
28.3 
28.1 
27,4 
27.2 
26.9 
26.5 
26.2 
25.3 

2SA 

24.6 

23.6 

23.1 

22J 

2Z9 

22J 

22.7 

22.8 

22.5 

277 

210 

21.6 

2U 

21.2 

2\Si 

a? 

20.3 
20.2 
20.0 
19.6 
19.6 
\SJS 
19.5 
19.4 
19.3 
19.2 
19J2 

lao 

19.0 
19.0 
18.9 
18.8 
18.8 
18£ 
185 
18.4 
113 

iai 

18.1 
17.9 
17.7 
17.6 
17J 
17.1 
16.8 
16.7 
16.7 
163 
163 
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433169 AB035898 Hs.150587 
430466 AF052573 H&241S17 
453883 A1638516 Hs^O 
453941 U39817 Hs.36820 
4384B1 AW075485 Hs.286049 
407999 AI126271 Hs.49433 
413943 AW294416 Hs.144687 
407720 AB037776 Hs.38002 
425316 AA3S4977 Hs.191565 
423673 BE003054 Hs.1695 
419777 D60134 Hs.270975 
453886 RB6282 Hs^47 
443715 AI583187 H8J9700 
407786 AA687538 Hs^8972 
431910 AK000142 Hs.101774 
417634 W27202 Hs.82327 
432692 AW974944 Hs.200577 
446921 AB012113 Hs.16530 
4Z7999 AI435128 Hs,181369 
413869 NM_000878 Hs.75598 
431629 AU077025 Hs.265827 
435354 AA678267 HS.11711S 
406836 AW514501 Hs.156110 
416109 AI420311 Hs.126550 
417933 X02308 Hs,82962 
438970 AA837782 H3.321058 
409680 W31092 Hs.55847 
432401 NM_013330 Hs^74479 
425397 J04088 Hs,156346 
420734 AW972B72 Hs.293736 
434256 A1378817 Hs.191847 
418269 AAB06113 Hs.189025 
427372 AW960673 Hs.177530 
427081 AI474533 Hs.170528 
420309 AW043637 Hs.21766 
429968 BE081342 Hs583037 
410361 BE391804 Hs.62661 
443957 AA521049 Hs^4487 
41B803 U50079 Hs.88556 
434094 AA30S599 Hs.238205 
420139 NM.005357 Hs,95351 
444783 AK001468 Hs.62180 
433255 AI274270 H3.96840 
431838 AI097229 Hs^17484 
449801 AA477355 Hs.288300 
447078 AW885727 H3.301570 
441240 AA923749 Hs.132442 
439398 AA284267 Hs^1504 
404630 

408321 AW405882 Hs.44205 
426427 M86e99 Hs.ie9840 
413278 BE563085 Hs.833 
403055 

456614 AV653110 



kinesin-litepiotein2 
polymerase (DMA direcied}. thota 
tt^rieqidredfbrSpl transcffpfiondl adivalion. 
Bkjom syndrome 



Homo sapiens cDNA RJ12981 fe. clone MT2RP2006454 
KIAA1355 protein 

ESTs. Moderately slmilartoT14342NSD1 proteln-mou 
malrix metafloprotelnase 12 (macrophage elastase) 
ESTs __, 
ESTs, VteaWy sImUar loS65657 dph&-10«dreneftfc re 

cydlnEI 
tetraspani 

hypothetic^ protein FU23045 
glutaDiione synthetase 

ESTs . 

smsB indudbte cytokine subfamily A (CyfrQfs), memtie 

ubiquitin fusion degradation 1-1ike 

InterieuWn 2 receptor, beta 

inteiferon. alpha^ndudble protein (done lFl-6-16) 

ESTs 

immunogbbulin Icappa constant 
suppressor of Ktranspoit defect 1 
oiymldytite synthetase 
ESTs 

fTdlochondrial libosomal protein 64 
NME7 

topolsomerase (DNA) li alpha (1701(D) 

ESTs 

ESTs 

ESTs 

ATP svnihase. H transporting, mitochondnaJ F1 comple 
ECT8 Kiely slmiSr to AUIC.HUMAN HQ ALU ClASS 

HSPC039 protein . „ 

guanyiale binding protein 1, mterfBroiHRducihte. 67 
hypothetical protein f^J23412 
histonedeacetylasel 
hypotheficdl protein PRO2013 
lipase, hormone-sensffive 

anfflin (DrosapWIa Scraps homolog), acBn binding pr 

1^8l\?edS^ 

hypothetic^ protein RJ23231 

ESTs 

ESTs 

ESTs 

Target Exon 



42S261 BE385099 



KS.1066S0 
Hs.334727 

_ AW014875 Hs.137007 

411263 BE297802 Hs.69360 

451141 AW772713 Hs^47186 

4(7380 X95384 Hs.18425 

419B28 T81422 Hs,14922 

428147 AW529965 Hs^34983 

410068 AI633888 Hs58435 

407595 BE350012 Hs:248365 

432721 AL121478 Hs.180532 
41G975 NMJ)04131 HS.1G51 
413314 BE081585 
430929 AA489166 Hs.156933 



449571 AW016812 Hs^0265 

400298 AA032Z79 

417105 X60992 

434263 N34895 

412059 AA317962 



Hs.61635 
Hs.81226 
Hs.44648 
Hsi49721 
Hs^8260 



407756 AA116021 

437056 AI147061 

438768 W307416 Hs,184675 

444478 W07318 H5.240 

45073B AA010907 Hs.184456 

418205 121715 Hs.83760 

442994 AIQ26718 Hs.16954 

433301 AW2962B0 HS.152D16 

437457 AA757900 Hs^0823 

435327 BE301B71 HS.4B57 

422765 AW409701 Hs.1578 



TTK protein idnase 

•nterferon^Bmuiated protrin. 15 l?Da 

C2002219'Bl|12737280!refpa».006682i| kerabn 18 [Ho 
hypothetic^ protein aJ2DS33 
hypotheGcai protein MGC30t7 
ESTs 

Wnesta^UoB 6 (ndloBo cenlronwMssocteted Hneste 
ESTs 

transialional Inhibitor protein p14^ 
ESTs 

ESTs, Wealdy siniil* to 210926QA B cefi growth factor 

FYr«ilndlng protein (FYB-12Dft3Q) 

ESTs 

gtocose phosphate bomerase 

gfanzymeBCgranzyme 2. cytotoxic T^mphocyte^oci - 
gtKQV2-ffr0635-210400-1564)a7 BT0635 Homo sapiens cONA 
ESTs 
ESTs 

six lransmen*raRee[<tt»IiaI antigen of the prostate 

C06 antigen 

ESTs 

ESTs. Moderately sitrtlaf to PC4259 fenifin associate 
Muffin specific protease 18 

gb^lUI 8oaes_NSFJ8.9W^OTJ'AJPJ51 Homosaplen 

K^erately siniaarto AUJ7JHUMANALU SUBFAMILY 

M^hase phosphopmtein 1 

hypolheticai protein 

tiqx)ninl,slceieta).fast 

ESTs 

Homo sapiens cDNA: aJ22140 fis. done HEP20977 
ESTs. Weddy similar to S65657 alpha-IOadrenergic re 
mannosyl (alpha-1.3Wya)protrin Wa-1.^^ 
tmiloinfd lAP repeskontsintog 5 ^uiv^ 
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16J 

16J 

16^ 

16.1 

16.0 

16.0 

157 

15.6 

15.6 

15.5 

15,3 

15.2 

15.2 

152 

1&2 

15.1 

15.1 

15.1 

15.0 

15.0 

14.9 

14.8 

14.8 

14.8 

14.7 

14.7 

14.7 

14.6 

14.5 

14^ 

14.5 

143 

14.3 

U2 

14.2 

142 

14.1 

14.0 

14.0 

14X) 

13.9 

13.9 

13.9 

13.8 

13.8 

13.8 

13.8 



13.6 

13.6 

135 

13.5 

13£ 

13.S 

133 

133 

132 

132 

132 

13.2 

132 

13.1 

13.1 

13.1 

13.0 

13.0 

12.9 

1Z9 

12.8 

12.6 

12.6 

12.6 

12.5 

12.5 

12.5 

12.5 

12.4 

12.4 

114 

114 

114 

113 

113 
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410245 C17908 Hs.194125 

424927 AW973666 Ks.1538S0 

418941 AA4S2970 Hs.155218 

432325 AW973209 Hs^1782 

414761 AU077228 Hs.77256 

418818 U86097 

449296 AL137257 

415857 AAB66115 

427295 AW291212 Hs^93943 

415443 T07353 Hs.7948 

429n0 AI766047 

428955 AA579297 

435244 N77221 

432810 AA863400 

434423 NMJD06769 Ks.3844 

44337B AW392S50 Hs.9280 

459273 AW608908 Hs.334767 

419945 AW290975 Hs.1 18923 

442159 AW163390 Hs^B5S4 

436169 AA888311 

407804 AF228603 
401557 

434408 AI031771 



Hs.e6724 
H&23458 
Hs,1 27797 



Hs.99738 
Hsi6937 
Ks.187824 
Hs.23054 



Hs.17602 
Hs.39957 



Hs.132586 
Hs^17493 
Hs.692 



408747 A1925153 
403231 AA44e644 
429412 NM.006235 Hs^407 
445655 AA873830 Hs.167746 
419138 U48508 
427527 A1809057 
432267 AK001057 
408548 AA065449 
409703 NM.006187 Hs^6009 
447082 T85314 Hs.42644 
409931 BE293233 
426172 AA371307 
424723 BE40g813 
456880 AW015644 Hs.155005 
433849 BE465884 Hs.280728 
430519 AF129S34 
434442 AA737415 
457205 AI905760 
422713 AAg02780 
443491 AW499665 Hs^56 
424339 BE257148 Hs.145416 
419741 N^L007019 Hs.93002 
450208 Ai68694S Hs^72062 
446849 AU076617 
424965 AW9562B2 
442737 AB002319 
409113 AA074897 
415762 AA169345 
417958 AA767382 
402539 AWS02761 Hs.30909 
413677 AW503116 Hs.301819 
414706 AW340125 Hs.76989 
421632 AA82S426 
AI277966 
X07820 
432363 AA534489 
451655 H85689 
429237 AA448417 
427719 AI393122 
444665 BE613126 
410093 AW589558 Hs.2g6120 
40X80 

424517 A1539443 



Hs.89631 
Hs^83 
Hs.274268 
Ks.63187 



Hs.129771 
H$.125056 
Hs.152337 



Hs.49210 
Hs.152826 
H3.198272 
Hs.119325 



Hs.16251 

Hs.144609 

Hs.8863 

Hs.123177 
Hs.193417 



Ks^32 
Hs.164875 
Hs^ 

Hs.225560 
Hs.104990 
Hs.134728 
HS.477B3 



401539 

446099 TS3096 

451066 AI756660 

409235 AA188827 

451730 AF095687 

428054 A1948688 

441636 AA081848 

438654 AI005270 

424321 W74048 

449035 AI815728 

438137 AI056769 



Ks.137447 

Ks.17128 
Hs,206132 
Hs.7988 
Hs.26937 
Hs.266619 
H3.7921 
H3.123543 
Hs.1765 
Hs.19980 
Hs.133512 
H3.82771 



417863 A6000450 

439975 AW328Q81 Hs£817 

434206 AW136g73 KS.288S16 

454355 AW81253S 

435542 AA687376 H3.269533 

431386 AAS04359 Hs.1 10067 



ESTs 

hypothetical protein C321DZ4 
E1&-5SU>»«sociatBd protein 5 
ESTs 

enhancer of zesta (Drosophna) hondog 2 

GTP cyctotrydrolase 1 (dopa^espoRshra dystonia) 

Homo sapiens cOHA: FU23015 lis. dons LN600818 

Homo sajriens cDNA FU11381 lis. dona HEMBA1000501 

hypotheScal protein MGC11266 

ESTs 

ESTs 

br^ and nasopharyngeal carcinoma susceptibiiay pro 

ESTs 

ESTs 

UM domain only 4 

proteasome (prosome, macrop^) suburd. beta type, 9 

hypothetical proton MGCS629 

ESTs 

heterochromatin^ protein 1 

Homo sapiens cDNA FU12381 fis, dona MAMMA10a2S66 

plodstrin 2(mouse) homdog 

Target Exon 

ESTs 

8nnexinA2 

GA733-2 antigen; epHheDd ^ycopntdn (EGP) (KSA) 

POU domdn, dass 2, assoMig fador 1 

BceflHnker protein ' 

ryanodine receptor 1 {sicdetal} 

Invnunogtobuiin heavy constant mu 

Homo sapiens cONA RJ10195 fis, done HEMBA1004771 

ESTs. WealdystmSartoALUCJlUMAN ill! AIAJOASSCW 

?-9-o6goadenylat88ynlhetase3(100l(D) 

Noredaidn-iilcB 

ESTs 

ESTs 

protein arginlne rknethyltransferase 3(hnRNP melhyltr 
TEA domdn member 1 (SV40 transcriptlond enha 
ESTs 

F-box only protein 4 
ESTs 

Target CAT 

Hunfingtin^nterading protdn A 

SWl/SNFrolatBd.insbfx8ssodatBd.adlndependentr 

endoglycan 

ubiqiifincaniar protdn E2-C 
ESTs 

deavage and pdyadenylalion specffic factor 3l 731(0 
Homo sapiens, Stmllar to RIKBI cOKA 5730S78N08 genOi 
KIAA0321 protein 

gbzm85a05.r1 StFatagena ovarian cancer (^219) Homo 

ESTs 

ESTs 

KIAA0430genaprodud 
zinc finger protein 146 
KIAA0097 gene product 

ESTe^WeaMysimilartDALUIJiUMANALU SUBFAMILY J SE 
ESTs 

matrix metdloprobalhase 10(stromeiysln 2) 

Qb:nf76g1U1 Na.CGAP_Co3 Homo sapiens cONA done? 

ESTs 

ESTs 

ESTs 

B aggressive lymphoma gene 

ESTs, Weakly stn^ to KIAA0970 protein [Rsaplens] 

Eos Control 

Homo sapiens cONA FU12169 lis. done MAMMA1000643 
NAUX)2675:HofflO aatSim pronqrdocylic ledaemla (PMLj. 
hypoiheOca! protein MGC1S912 
ESTs 

ESTs. Weakly sinular to 138022 hypotheOcd protdn ( 
brdn and nasophaiynged caidnoma suscefmty pro 

ESTs ' ^ 

Homo sapiens mRNA: CDNA OKFZp566E183^done DKFZ 

ESTs 

lyraphocytMpedlic protdn tyrosine kinase 
DMA pdymerase epsOon pi 2 submit 
ESTs 

vaodnia related kinase 2 

kioslne triphosphatase (nudeostde trtphosphate pyrop 
ESTs, W^aUyslmaar to 869890 mitogen indudble gene 
gb:CM4^0182-0S109^1-o09 ST01B2 Homo sapiens cONA 
ESTs 

ESTs. Weakly dnto to ALUS J1UMAN ALU SUBFAMILY 8C S 

230 



12J 

1Z3 

12^ 

123 

123 

12^ 

12^ 

112 

12^ 

12.1 

111 

1Z1 

12.1 

1Z1 

110 

12.0 

110 

11.9 

119 

113 

113 

113 

113 

113 

113 

113 

11.7 

11.7 

11.7 

113 

113 

113 

113 

11.4 

11.4 

11.4 

11.4 

11.4 

11.4 

113 

113 

113 

113 

113 

113 

11.2 

113 

1U 

113 

113 

11.1 

11.1 

113 

113 

113 

113 

113 

103 

103 

103 

103 

103 

103 

103 

103 

103 

103 

10.7 

10.7 

10.7 

10.7 

103 

103 

103 

103 

103 

103 

103 

103 

103 

103 

103 

103 
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Hs.83169 
Ks.163944 



Hs.153138 
Hs.116206 
Hs.151738 

Hs.190064 
HS.8229S 



416564 AW7g5793 Hs.179827 
447769 AW873704 Hs^20831 
408329 AF155510 Hs.44227 
410146 AW592655 
5 427600 AW63091B Hs.l79774 
41800(7 M13509 
407241 M34516 
43S061 AI651474 
409653 AW451893 Hs.220B26 
10 428294 AA425488 

433160 AW2D7002 Hs.134342 
408809 AW274673 Hs279708 
410174 AA306007 Hs.59461 
424792 U92538 
15 422406 AF025441 
424687 J05070 
413809 L25851 
413507 BE145360 
448119 H38587 
20 457288 AA521458 H8.192738 
402025 

440572 AW183778 Hs.249584 
453323 AF034102 Hs.32g51 
443780 NM-012068 Hs.9754 
25 422429 AA310527 
444314 A1140497 
426125 }CB7241 
430848 AW021726 
422470 AB017919 H3.117232 
30 449501 AI652924 Hs.231942 
420731 AU042052 Hs.104432 
404345 AA730407 HS.1591S6 
400438 AF185611 
438170 AI916685 
35 432193 AA372264 
458715 AK000973 
427766 AA412258 
443426 AF098158 
403038 

40 434674 AA831879 

439685 AW956781 Hs^3937 
439428 AA83582S Hs.190490 
403310 

40B392 U28831 Hs.44566 
45 421849 AW410872 Hs,108894 
433384 A)Q21992 Hs.124244 
443343 BE409809 HS.30100S 
437267 AW511443 Hs.258110 
455978 A1310151 Hs.173524 
50 435851 AA700946 
452243 AL355715 
441703 AW390054 Hs.192843 
414001 AI610347 Hs,103812 
436669 AA535975 H3.174308 
55 421502 AF111856 Hs.105039 
417087 AA193193 Hs,188325 
455855 BE147440 
410390 AA876905 
418526 BE019020 
60 442660 AW138174 Hs.130551 
436186 BE390717 Hs.5074 
426773 Nh/L015556 HS.1721B0 
413476 U25849 Hs.75393 
418347 AA216419 
■65 448752 AA593867 
440349 AA884196 

431363 M86528 

430752 AA48S330 Hs.303278 
436523 BE612990 Hs.5212 
70 415740 NB0486 
411930 F06485 
430832 A1073913 
452234 AW084176 Hs^3298 
409997 A1906055 HsOT49 
75 434957 AF283775 Hs.35380 
407292 AAS76638 
459109 AW292447 Hs.140621 
457892 AA744389 
432074 AA525248 
80 440463 A1733087 
420851 AA281062 
445326 A1220072 
434853 BE049102 



Hs.166994 



Hs.194601 

Hs.273193 

HS.16725 

Hs.188817 

Hs^29 

Hs.136985 



Hs.191933 
Hs.28555 



Hs.125286 
Ks.85838 



HSJ00842 
Hs31476 
HS.2669D2 



Hs,39911 
Hs.7740 
Hs.100686 



Hs.149723 
Hs.12g994 
Hs^93 
Hs.165893 
Hs.121573 



Homo sapiens cDNA aj12257 fe. done MAMMA1001501. h 
Homo sapiens cDNA aJ14597 fis. done MT2RM4002390 

gb!M45J1Zx1 Soares^NFLT.GBC.SI Homo sapiens cDNAc 
proteasome (prosome, macropaln) acBvator sufaunft 2 ( 
matrix metaUoprotelnase 1 (Inteistltleilcollagenase) 
QbtHuman omega BgWdian pwtehi 14.1 lambda ch 
ESTs 
E8Ts 

gb2w46d02j1 Soares_totaLfetus_Nb2HF8.9wHaiW)sapie 
TASP for teslls-spedfic adriamycin sensifivHy prate 
ESTs, We^y similar to A47582 B^ gnw* factor p 
DKFZP434C245protsin 

origin recognition complex, subunll 5 (yeast homolog) 
Opa^Interacfing protein 5 ««« 
mabixmetalloprotelnase9(gelatlrwsaB,92kDge!afi 
Wegnn, alpha E (anOgen CD103. human muoosal lymph 
ESTs. WedWy similar to I38Q22 hypottwBcal protein \ 
de(ficatorofcyb>4dnesl8l 
ESTs 

NM_021624:Homo sapiens histamine H4 receptor {HRH4), 
E^rWeiddy dmil^^^ MYOSIN HEAVY CHAIN 

solule earner femity 29 (nudeoside transporters), m 
acBvafing fransctipfion factor 5 
gb:EST1 81 333 Juitet T-cells V Homo sapiens cDNA en 
gb:<w76b09,sl Soares_felalJv6rjspleen_1NFI^_S1 Homo 
FAT tumor suppressor (Drosophlla)homolog 
gb:dt27e01y1 ^toton Fetal Codilea Homo sapiens cOMA 

pepSdyl aiglnine ddndnase. type V 
ESTs 
ESTs 

protocadherinit 
Target 
ESTs 

hypothetical protrin FIJ10706 
hypothetical protein FU10111 
ESTs ^_ ^ 

chromosome 20 open reafing wme 1 
Target Exon 
ESTs 

ESTs. WeaWy similar to FXD2LHUMAN FORKHEAD BOX PROTE 
ESTs 

Target Exon 
KIAA1641 protein 
hypothe&al protein FLJ20411 
ESTs 

puilnfriich element binding protein B 
ESTs 
ESTs 
ESTs 

programmed c^ death 9 

e's^^^I^I-Humahalusu^^^^ 

Homo sapiens, done IMAGE:3453347, mlW\ parbd cds 
sohrte carrier f amBy 34 (sodium phosphate), member 2 
Homosaptens cDNAFU 11484 fis. done HEMBA1001835 
QbWn-HT022M8010W)15409 Kr0229 Homo sapiens cOMA 

ESTs ^, ... 

sdule cailer family 16 (monocarbmqnlc add transpo 

ESTs 

sImlartoS.pombedim1 
KlAA0440pretein 
addphosphates8l,soIubte 

gbmcl6e035l NCLCGAPJM Homo sapiens cDNA done si 
KiAA1608 pretsn 

Homo sapiens cONA FU13872 fe. done THYRO1001322 
neurDbophin 5 (neunbophin 4/5) 

slngl&«trand selecfive monofowfiona! iiradi DNAgly 
Homo sapfens mRNA for FU00fl89 protein, parfal cds 



oxysiaroiDmaingprowm-uRBi 
EST8.WeaklyslirilaftoJE0350AnteitorgracnenWlH 

ESTs. We^ similar to 138022 hypotheScai protein | 
synapfic nudei express gene 2; KIAA1011 protein 
xOOIpnrfdn , . 

gb3E45e06^1 NCLCGAPJM2 Homo sapiens cDNA done s 

ESTs 

gbaiySlelO^I NCLC6AP.Pr18 Homo saptonscDNA done s 

ESTs 
ESTs 

hypothetical protein FU20142 
ESTs 

ESTs. WeaWy siirtar IdTRHY_HUMANTRICHOHYAU ^ 
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10f 

10^ 

10,4 

10.4 

10.4 

10,4 

10.4 

10.4 

10.4 

10.4 

10.4 

10.3 

10.3 

10,3 

103 

10.3 

m 

10.2 
10.2 
10.2 
10,2 
10.1 
10.1 
10.1 
10.1 
10.1 
10.1 
10.1 
10.1 

10.1 

10.1 

10.1 

10.1 

10.1 

10.1 

10.0 

10.0 

10.0 

10.0 

10.0 

9.9 

9.9 

9.9 

9.9 

a9 

9.9 
9.9 
9.9 
9.9 

a9 

9.9 
9.8 
9.8 
9.8 
9.8 
9.8 
9.8 
9.8 
9.8 

as 

9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 

a7 

9.7 
9£ 
9.6 
9.6 
%6 
9.6 
9.6 

ae 

9.6 
9.6 
9.6 
9.6 
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420361 N92054 Hs.194718 

415B53 H0601S Hs.1008S5 

429S99 AAa06106 Hs.123664 

417037 8e08333S H$J0976 

449317 AW293413 Hs.132906 

436S88 AA759233 Hs.126506 

409261 BE315042 Ks.19210 
401069 

414065 AW515373 Hs.271249 

409902 A1337658 Hs.156351 

432258 AW973078 H3^39 

438581 AW977766 Hs^92133 
405538 

418216 AA662240 Ks.283099 

434573 AW372340 H8.1S9717 

439354 AR}86174 

455410 AW936678 
400736 

419474 AWg686ig Hs.15S84g 
406464 

407881 AW072003 Hs.4096B 

427258 AA400091 Hs.39421 
404680 

433840 AA129782 Hs^6 

423642 AW452850 Hs.157148 

457008 AA410446 Hs.112011 

435099 Aa)04770 Hs.4756 

451846 T65840 Hs.11762 

419988 W39388 Hs.55336 



402967 
4SS601 AI368680 



KsJ16 
HS.17S214 



441075 AA915991 

451107 AA235108 Hs.17639 
404649 

420697 AW139261 Hs.232280 

418867 031771 

420298 AI19S510 

449893 T97999 

420101 AW500529 Hs.95180 

428166 AA423849 Ks.79530 

420022 AA256253 Hs.120817 

444020 R92g62 

454765 AW819629 

415021 RS4409 

418506 AA084248 

415009 aS253 

428845 AL1S7579 

433348 AAB77996 HS.12S37G 

417881 A1879117 

446354 AW449650 Hs^2249 

427018 AA397538 
434410 AA632644 

446072 AHsgaoe 

457322 A1815486 
424317 A1865032 
433001 AF217513 
404112 BE302/29 
433334 A1927208 
434960 AW374941 Hs.72S45 
431658 eE409917 Hs.266935 
439158 Rfi0323 
443081 H868S8 
429432 AI678059 
452706 AW449390 Hs^lSO 
' 437044 AU)35864 Hs.69517 
430780 N95102 Hs.334858 
Hs.172350 
Hs.137516 
Hs.252574 



Hs.89404 

Hs^7gi2 

Hs.18214 



Hs^2 

Ks.301693 
Hs.85339 
Hs^0950 
Hs.153610 



Hs.136280 

Hs.24908 

Hs^43901 

Hs^17 

Hs:279905 

Hs.173162 

Ks.231958 



Hs.193888 
HS.132SQ9 
H&202676 



426793 

418379 AA218940 
431405 Ai47Q895 
405454 

436362 AA805678 
401940 

424834 AK001432 
442432 



459088 AA021163 

418653 AI734064 

444152 A1125694 

437534 AA814471 

435074 AI760944 

406722 H27498 

442829 AW263123 Hs.127554 

431675 AA699985 H3502375 

447164 AF026941 HS.17S18 



Hs.12326 

Hs.153408 
Hs^178 
Hs.22287 
Hs.136212 
Hs.149305 
Hs^lOOO 
Hs.116937 
Hs.293441 



zinc fogsr protein 265 
EST8 

ESTs 

19A^4pn3teIn 
ESTs 

hypothe&al prot^ MGC1 1308 
C11000374*:gi|10764778tf)|AAG22817.1|AF302150.1 CAF30 
Homo sapiens cONAaJ13560 63. dona PLACE100B851 
ESTs 
ESTs 

ESTs, Moderately similar Id 178885 sei1ne/lhrB0flIn»s 
NM.00580S:Homo sapiens 26S ptolBasamo^ssodsted padi 
AF15q14 protein 
ESTs 

gb:Komo sapiens fuQ length insert cONA done ZB94A08 
gb:PM2-OTQ0234)8030(M)04-804 OT0Q23 Homo sapiens cDNA 
Target Exon 
ESTs 

C17Q00168:9lI7294725!gblAAF50062.1| (AE003544} C67547 
heparan sutlate (gluoosamtne) 3<>«u!fotransfe^ 
ESTs 

Target Exon 

Homo sapiens mRNA liil length Insert cONA done EUROl 

hypctheScd pretdn MGC13204 

ESTs. WeaMy slifdlar to tinlcnown [KsapleRs] 

flap stnicture^pedlic endonuclease 1 

ESTs 

Homo sapiens, done MGC:17421. mRNA, complete cds 
TaigetOon 

SRY (sex deterniiring region YVbox 2 
els variant gene 3 

Homo salens ubkpfiin protein llgase (UBE3B) mRNA, p 

Target Exon 

ESTs 

msh (Drosophita) homeo box homotog 2 

ESTs. similar to AUJ7JtUMAN ALU SUBFAMILY SQ S 

ESTs. Weakly simitar to 634087 hypoMcd protein t 

KIAA0767 protein 

M$-14protBln 

ESTs 

ESTs 

gbJlC5-ST0293.1402(XH)14.H05 ST0293 Homo sapiens cONA 
Homo sapiens, done IMAGE:3638994. mRNA, partial cds 
G protein<x)upled leceptor 39 
ESTs 

KIAAG751 gene product 

ESTs, We^ shnOar to JC5314 CDC28fodc2-i9ce kinase 
gb:ai^4g09.y1 Schneider fetal brain 00004 Homo saplen 
ESTs 

Homo sapiens cONA: aJ22268 fis. done KRC04157 
Ob»p87b07£l m CGAPJhyl Homo sapiens cDNA done 8 
ESTs 

Homo sapiens cDNA RJ20738 lis. done HEP08257 
ESTs 

cloneKQ0310PRO0310p1 
neighbor of 00X4 
matrix metadloproteinase 28 
ESTs 

tRNA selenocystB&ie assodated protoln 

ESTs 

ESTs 

synaptonema! complex protein 2 

ESTs. Moderately slrrflvto SURIJfUMAN SURFEIT LOCUS 

cONA tor diffeiei^ expressed C016 gene 

hypotheOcal protein MGC122S0 

HIR (Mstona ceo eyde regtdalton defecBve, S. oeie 

fidgeSiMael 

ribosomal protdn LIOs 

C12000541:gil57288B4^eV<P-00B539.1I IGM mRNADIn 
ESTs 

TaigetExon 

Homo sapiens cONA FU 1 0570 fis, done NT2RP20031 1 7 

hypctheficat proteh FLJ23468 

ESTs 

ESTs 

hypothetical protein MGC2603 

ESTs 

ESTs 

Homo sapiens SKC73 protein (SNC73) mRNA, complete ods 

ESTs 

ESTs 

Homo sapiens dgS mRNA. partial sequence 
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H5.213493 
Hs.324696 
Hs.270521 
HS.1580QB 
Hs.igt990 



420183 W92885 Hs.l43408 
421133 AAB14971 Hs.257634 
407605 W03512 Hs.6479 
441370 AI242433 Hs.270085 
437966 AW891130 Hs.38173 
426360 AW290981 Hs^11296 
448111 AA053486 Hs^0315 
408021 AW137133 Hs^45857 
429228 A1553633 Hs.337139 
433914 AF108138 Hs.1 12160 
431184 AW970116 Hs,310615 
42S219 AF207881 H5.155185 
439774 AL36D257 
432573 AA553612 
450881 W80462 
437835 Ai146771 

453204 R1(r799 

412719 AWOieeiO Hs.12g911 
408805 H89912 Hs.48269 
428281 AA194554 Hs.1B3434 
422583 AA410506 Hs:27973 
446148 NM.016578 Hs20509 
453005 AW05S308 Hs.31803 
454132 AW13175g Hs.248286 
425263 NM-001197 H3.155419 
416209 AA236776 Hs.79078 
441525 AW241867 Hs.127728 
459539 AI279186 
443148 AH)34357 
424255 AI192657 
459435 AA320038 

443117 AI248826 

457434 AW628192 Hs,18851 
442505 AW003775 Hs.198248 
430901 AA488833 Hs,126711 
439223 AW238299 Hs.250618 
417739 Z43995 
415961 H10983 
424042 Y10601 
451035 AU076785 
447155 AA100605 
412668 AM56195 . _ 
458042 AW058464 Hs,6430 
456530 A1049437 Hs.100292 
433345 AI681545 
445006 W91903 
453922 AF053306 
455161 BE145900 
424308 AW975531 Hs.154443 
430413 AW842182 Hs.241392 
423494 AW50436S Hs^l^ 
416018 U49395 



Hs^11194 
Hs.143897 

Hs.42029 



Hs.155919 

Hs.137674 

Hs.430 

Hs.121557 

Hs.10058 



Hs.152982 
Hs.124814 
Hs.3670a 



404534 

438451 AI081972 



Hs.77807 



Hs.220261 
Hs,189413 
Hs.151973 
Hs,9029 
Hs^2458 



435176 AA744875 

443245 A!O40955 

443162 T49951 

457478 T15803 
403839 

434932 BE613162 Hs584135 

420991 AWB04814 Hs.121fl04 

457854 BE547674 H3^169 
455994 BE179190 
402796 

423426 AW38g579 Hs.128434 

429568 A1088691 Hs^08414 



404110 

424441 X14850 



Hs.147097 
Hs.100426 
Hs.77482 
Hs.182265 

Hs.63937 

458696 AWa^^ Hs.199890 
456248 AL035788 Hs.82425 
403152 AA576664 Hs.37078 
407649 BE065724 Hs.37427 
448387 A1874402 Hs.170810 



433155 AIJ037035 

414839 X63692 

406867 AA157857 

418278 AI088489 



433671 



AW138797 Hs.132906 
AI041717 Hs.132141 



447347 AA570056 

439079 AF085937 

458115 BE0915B7 

428144 BE269243 



Hs,122730 
HSJ8348 



H&182625 



ESTs 
ESTs 

Sw^k&'Sm^^^ ALU SUBFAMILY J SE 

ESTs 

ESTs, Weakly similar to 2109260A B cefl giowft factor 
Interferofrinduced pco*eln witti teiraWcopepMe rep 
ESTs 
ESTs 

Homo sapiens ONA heBcase horaotog (RF1) raRNA. partia 

cytasofc ovarian cararoma antigen 1 

Homo sapiens tnRNA full tenglh Insert CDNA done EUROI 

Effr^! IfiXSLto ALUi^^ SB S 

ESTs 

ESTs 

ESTs 

vaocinia related Idnasel 

ATPase, H transporting, lysosomd (vacuoiar proton pu 

K1AA0874 protein 

HBV pX associated protein^ 

EST^VteaMyslntotoN-WASPIH^aplens] 

BCL2-{nteracfingWn9r(apoptosi8-induclng) 
MAD2 (irttoBc arrest defident yeast, homologj-filffl 
ESTs 

ab'am24a04jc1 NCI CGAP_Lu5 Homo sapiens cDNA done 3* 
ESTrvVte^similito ALU8J1UMAN ALU SUBFAMILY SXS 
dysferiinJimbgirdlemusculardy5trophy2B(BUtDSom 
Qb£ST22383 Adipose Bssue, wKte II Homo sapiens d}N 
ESTs 

IwpotheBcd protein FU10875 
UDP-Gal:betaG!cNAc beta 1 ,4- galactosyllransferase, p 
ESTs, Weakly simflar to 138588 raweisa transcriptase 
UL16 binding protein 2 

flb:HSC1QB121 nonralized infant brain cONA Homo sapien 

ESTs . ^ 4 

anl(yrin-Hka wift transmembrane domains 1 

^l"vteWtertoDPl_HUMANPaYPOSIS LOCUS PRO 

hypolheticd protein FU14621 

oratdn \«ilh polyglutamlne repeat; caldum (ca2) home 

C8apteSmRl^cDNADKFZp586E1120(ftomd0M 

tiypothetical pictem FLJ13117 
ESTs ' 
budding wiliihibilBd by benZlmidazoles 1 {yeast homdo 
flb:Mro-HT0208.221299-2)4*12 HT0208 Homo sapiens cONA 
mlnlduomosome maintenance deficient (S. cerwlaae) 
sraan inducible cytoldne A5 (RA^iTES) 
Wisicott-Aldiidi syndrome protein Interacting protein 
DUiineralc leoeptor P2X, figand^ated ton channel. 5 
C1lSlT^12621132lrd|N^^^ ( 
ESTs 
ESTs 

hypotheScd protdn FU23511 
DKFZP434G032piOtehi ^ ^ 

pmlein pt^osphatase 3 (tomwly 2B), catalyflc stibuitl 
Target Exon 

hypoiheficalpToldnMGC3038 
HomosapiensmRNAfofFUOOIII protein, parfialcds 
ESTs.WbaMydmHartoS66657#ha.1C«d(8neigtere 
0:RC(mTO613.21O3OO4132-S)7 HT0613 Homo sapiens cONA 

Target Exon , ^ 

Homo sapiens EUSC-lmRNA,parfialcds _ „ 
Homos^ mRNA; d)NAOKFZp564O0472 (from done DKF 
NiyL020245'iton» sapiens tubby super^amily protem (T 
H2AWstonBfeirly,nBrriberX 
Homo sapiens cenrtcd cancer mdtetads-suppressor 1 {B 
DMA {cytosIn6*)^Tl8BIytoansfB^ase 1 
keiai}n19 

hypothsBcGlprototo ' 
ESTs 

acGn related protein 71Z complex, subunil 5 (16 kD] 
v^ak avian sarcoma virus CT10 oncogene homotog^ 
erythrocyte membrane protein band 4.1 (d^ptocytosis 
ESTs 

igA24 protein 
ESTs 

ESTs. Moderately sbnlartoKIAAl2l5pntBin lasapiB 
ESTs 

drfL2-8T0731-24040W>6a«M BT0731 Homo sapiens cOKA 
VAMP (vBsidMSSodated membrane protein).assodated 



8.9 
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8.8 

8.8 
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8.7 

8.7 

8.7 
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a7 
a7 

8.7 
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&7 
&7 
8.7 
8.7 
8.7 
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8.7 

a6 
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ao 
ae 
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a6 
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ae 
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ae 

ae 
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a4 

8.4 

a4 
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8.4 

a4 
a4 

a4 
a4' 
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a4 
a4 
a4 
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410538 
452273 
454297 
453718 
401654 
432891 
419923 
433627 
435452 
418683 
440065 
439752 
447983 
441986 
408182 
432180 
438005 
414962 
444476 
408175 
413940 
437277 
431445 
418927 
452446 
445380 
421174 
444374 
417247 
438335 
445235 
422585 
442522 
430684 
446442 
441410 
419485 
449539 
406663 
423767 
450937 
430977 
455677 
436706 
459407 
444132 
437149 
416499 
411298 
432571 
416295 
427485 
409857 
433854 
458080 
423573 
404495 
443135 
448939 
413283 
443987 
434197 
436882 
434502 
435507 
444895 
419320 
446269 
425569 
445209 
449193 
447397 
455037 
453367 
439317 
424008 
406562 
435192 
413500 



AK001776 
At4S7996 
K17681 
AW135206 
N39533 
AI870665 
AI223335 
AL119317 



Hs.143g54 
Hs.132578 
HS.1S043 
Hs.256092 

Hs^1022 

KS50651 

Hs.120360 



AF161483 
AW081455 
AF0788&6 
AA831004 
U90908 
W03476 
T78968 
AW612726 
AA568689 
AA0478S4 
Y18418 
GES51650 
AF273304 
AF020038 
W29089 
A1633205 
AA748016 
AA505135 
BE349635 
AAD86123 
AI222019 
AW969058 
AA009841 
N58024 
AU98421 
A1584022 
NM16186 
A(0a7038 
AI808979 
BE221533 
AA932S89 
AA489023 
W80363 
U24683 
H18283 
R49131 
AA490069 
BE086061 
AA7^806 
N92114 
AK000452 
At686651 
At827392 
AW835B56 
AF151054 
AI064824 
AF039852 
AWS01908 
AA610S49 
BE142728 
AA328504 



Hs.279761 
Hs.120219 
Ks^296 
Hs.124874 
Hs^7241 
H8i66331 
Hs.14411 
H5^113 
Hs.16131 

H6.272822 
Hs.156126 

KS535376 
H5.11223 
Hs.19066 
Hs.15g9U 
Hs.123370 
Hs.44037 
Hs.190284 
Hs.297856 
Hs.14483a 
H$.291974 
Hs.11039 

Ks^43166 
Hs.138207 
H$.118620 
Hs.146592 
Hs^193 
Hs.257858 
Hs.233304 
Ks.99807 
H8.58446 
Ks302063 
Hs.132753 
K5^6267 
Hs^76 
Hs£867 
H8.194609 

H3.10340 
Hs^2234 
Hs.302023 

H3^a429 
K5.193385 
HS.17B65S 

Hl333239 



AI376331 

BE2677gS 

R78669 

AW163123 

AA627223 

AW016722 

AW974915 

AI143579 

A1201480 

Hg6666 

AW2631S5 

AA359597 

AW294230 

A1637997 

BE247676 

BE144549 

AW732847 

AF088127 

AF054815 



Hs.156103 
Hs.22595 
HS.237S6 
Ks.10071 

K5.194976 

Hs.1 16550 

Ks^6510 

Ks.144856 

Hs.6137 

Hs.14559 

Hs,301701 

H3.80988 

Hs.195653 

Hs.18442 

Hs.70573 
Hs.50600 
HS.137S48 



AKD00739 Hl4835 
BE144914 



hypatt)eiicalpret^FU10914 
ESTs 

Homo sapiens done IW227 PR01367 mRH^ complete 
ESTs 

gb7v27d04£l Scares fetal hei spleen 1NFLS Homo sa 
ESTs 

Janus idnase 1 (a pcotBoi tyrosine kinase) 
phosphoQpase A2, gioup VI {cytosoHc. caldunMndepe 
Nf/L007242:Homo sapiens OEAO/H (Asp-GhMI»Asp/His) b 
HSPC134 protein 
ESTs 

Homo sapiens cONA: FU22993 fis. done KAT11914 
ESTs 

hypdhe&a) protein from clones 23549 and 23762 

hypotheScai protein MGC4595 

ESTs 

ESTs, Ws^y sbnilar to 138022 hypothetical protein ( 
hypotheticai protein FU12876 
gb2f49g04.r1 Soares leflna N2b4HR Homo sapiens cDNA 
RuvB (E con homologHiiie 1 

Homo sapiens cONA nJ13350 fis. dona OVARC1002143 

XPMC2pn]tetn 

isodtfsts dehydrogenase 1 (NAOP), sotutiie 

hypothetical protein DKFZp66702416 

ESTs. VV^ sinilar to I7688S serine/lhreoitosped 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs, Moderately slmiiar to A46010 X-Med tetinopat 

hypothettcd protein MGC2722 

gb7v63cOU1 Soares fstal Rver spteen iHfiS Homo sa 

ESTs 

ESTs 

protein Z-dependent protease inhililtor precursor 

ESTs. Weddy similar to ALU7JHUMAN ALU SUBFAMLY SQ S 

ESTs 

ESTs 

ESTs. Wealdystmilar to 138022 hypothetica) protein ( . 
ESTs, ^atdy similar to unnamed protein piodud (H^ 
ESTs 

Immunoglotniiln heavy constant mu 
F-box only protdn 2 

ATP-depemlan! hiteiferon response protein 1 

Homo sapiens cDNA FU14302 tis. done PLACE2000003 

cystdnMfch. angiogenic inducer. 61 

ESTs 

gb2a22h1 1 j1 Soares fetal Over spleen 1 NFLS Homo sa 
hypothetical prt^in FU20445 

ESTs. WbakiydmiiartoAUi4_HUMAN ALU SUBFAhALY SB2 
hypothoQcd pfoleln FK8G25 

gb:PMM.T0017-O3129MO1-h07 LT0017 Homo saptons cDNA 

hepatocellutar cardnoma-associated antigen 59 

ESTs 

ribonudease HI 

gb:UW^p-8jp«-12M Jl NIK.MGC.52 Homo sapien 
ESTs 

gb:MR0-HT0157-021299W<I08 HT0157 Homo sapiens cDNA 
gb£ST31993 Endxyo, 1 2 week I Homo sapiens cONA 5* en 
C800144r:giIB923061|refiNPJ)60114.11hypothetlC8lpr 
ESTs 

hypotheflca) protein FU1C637 

hypoOietical protein simRar to swine acytneuramiinate 

seven transmembrane protein TM7SF3 

gb:nqj^b04^1 Na.0GAP.Ov6 Homo sapiens cONAdone d 

SH2 dQmdn«ontaInlng phosphatase anchor protein 1 

ESTs 

vacuolar pratdn soiling 33B (yeast homoto(d 

ESTs 

ESTs 

hypotheticai protdn FU1054O 

Homo sapiens cONA RJ12073 fis, done HEMBB10023B7 

conagen,typeVl.dpha3 

ESTs 

E-1 emgfme 

gb:MI^0167-O81199<)01-eO2 HT01B7 HomosaptenscONA 

PKCi-1-reIated HIT protein 

ESTs, Weakly similar to T471 56 hypolheScd protein D 
C084 anOgen Oeutocyte antigen) 
NM„004520'*J{amo sapiens kfaiesln heavy dtain member 2 
eulcffyoOc transtefion inOiation factor 3, subunR 8 
gbK>i3^0183-181099^)234)05 HT0183 Homo saptons d3NA 
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436216 AA3808e7 H&50&5 

416623 AW1947S7 HS.2G6804 

M7197 R3e075 

430148 AW815330 

441841 AAg71819 Hs.176083 

457677 AA628B90 HS.1S8701 

421090 BE301870 HS.101B13 

436481 AA379597 Hs5199 
434407 AW815333 



doRchyVphosphale mannosyltransferase polypepfide 1, 
ESTs 



406410 

453579 A1204463 



Hs.61857 
Hs.179718 
Hs.16331 



427584 BE410293 

452139 AA099969 
405510 

440777 AA994020 Hs.128553 

446424 AW134529 Hs,244647 

448004 AW451477 H8^456 

430610 A!821465 Hs.188810 

427080 AW068287 Hs.1734€6 

451693 BE220445 Hs^963S 

417558 AF045229 Hs£2280 

420344 BE463721 Hs.97101 

427735 AA916785 Hs.180610 

425423 NM,0058S7 Hs.157180 

450663 H43540 HsJ25292 

432585 AA705591 Hs.190209 
402682 
400247 

421116 T19132 



426761 A101S709 
405514 



Ks.101850 
Hs.172089 



412406 AW948172 
440226 AA873387 
435625 H50654 



ESTs 

solute canief famfly 9 (sodKjtn/hydrogen exchanger). 
HSPC150 protein amilar to ubiquiti^coi^ugaBng enzy 
gb:QV0.8T0215O6010&-083^01 ST0215H«nos^cONA 
CS000010^gI|10440464|itt)|PAB15765.11{AK024475)FUO 

^flM) avian myetoUaslosis viral oncogene homol(^-1ilt 

Homo sapiens cDNA: FLI21482 fis, done COL05135 

ENSP00000233n9*:Hypo!heft»1 6&0 kOa protein. 

ESTs 

ESTs 

ESTs 

ESTs. Weakly simiteftoALUe^HUMAN ALU SUBFAMILY 8P8 
ras-related C3 botuBnum toxin substrate 2 (rtiofemil 
ESTs 

regulator of &protdn signalling 10 

pMve G proleitHCOupled receptor 

spficlng factor proHne^glutamlne rich (polypyrimWin 

intradsternd A partic^e^)fo^^olBd polypepMe 

libonudease HI, large subunH 

ESTs 

Target Exon 
Eos Control 

fBfinortinding protein 1, cellular . „„c 

Homo sapiens mRNA; cONA OKF2p588l2022 (horn done DKF 
ENSP00000241075:TRRAP PROTEIN. 



H3.207330 

Hs.113999 

418529 AW005695 Hs.250897 
407758 D50915 H&3B365 
447276 AUW9795 Hs.17987 
449938 AW970612 Hs.172635 
422893 X98411 Hs.121555 
451593 AF151879 Hs.26706 
424148 BE242274 Hs.1741 
447519 U46258 Hs.339665 
409361 NNt005982 Hs.54416 
436279 AW900372 Hs.180793 
426523 S68616 Hs.170222 
456926 A6018284 H5.1S8688 
416294 D86980 Hs.79170 
409206 AW364844 
417086 AA194446 Hs.73451 
418181 U37012 Hs.83727 
436910 AA926944 
401008 

413245 BE244334 Hs.75249 
446820 AW295037 Hs.254986 
439279 AI039473 Hs.130636 
426116 AAB68729 Hs.t44694 
410098 BE326839 Hs,17433 
422326 AI114875 Hs.78692 
435513 AW404075 HS.4278S 
421629 N60121 Hs.4983 
434663 AA641972 Hs.130058 
452461 M78223 Hs,108106 
418811 AK001407 Hs.88653 
405417 

414076 AA467736 
435014 BE560898 Hs.10026 
449610 A1242042 Hs.14044 
403397 

436B73 N23874 HS.S0477 
451386 AB02S006 Hs.26334 
404914 

419839 U24577 



A1554057 
418978 T8529S 



Hs.93304 
Hs.152477 

^ Hs.268608 

446636 AC002563 Hs.15767 
454639 AW811633 
434522 AF189259 Hs.283081 
458236 AW297043 Hs.255604 
441043 AA913422 Hs.192104 
422838 AAS24065 Hs.93670 
455096 AW855718 
442307 AW027690 Hs.90037 
425453 AVV374284 H&297215 



ESTs 
ESTs 

TRK-fused gene 
K1AA0125 gene product 

ISjS^SdSlfc fls. done COLO3051 

myosin IF 
CGH21 protein 
integrin,beta7 
EST& 

Sine ocuHs homeobox (DrosopNIa) homotog 1 
ESTs. Weakly simnar to S65657 atpha-IOadreneigic re 
solute carrier family 9 (sodtumftiydrogen exchaigei), 
KIAA0741 gene product 
KtAA0227 Motidn 

flb*QV3^T0044-221299-04&c03 DT0044 Homo sapiens cDNA 
ESTs, Weakly similar to S55024 nebulin. skeletal miac 
deavage and potyadenylafion spedlfc factor 1, 160kp 
gh:om68gOU1 Na_CGAP_GC4 Homo saj^ns cDNAdone 3r 

ADp!ri^!^on factor-like 6 kileracSng pratsin 

ESTs 

ESTs 

ESTs 

hypothetical protein FU20967 

oikaiyotictratisldtonliitf^ 

DCIIprotdn 

ESTs 

ESTs 

transoipfion factor 
hvpotheScal prot^ FLJ10S45 
C)S01l44*:glf7242973ldbilBAA92547.1l (AB037730) WAA1 
gb:nc74e05j1 Na.CGAP.Pr2 Homo sapiens cDNAddna,in 
mSodnndrteit nbosomal proteto 117 
ESTs 

Target Bcon 

RAB27A, men*er RAS oncogene family 

spastic paraplegia 4 (autosomal dombiani; spasfin) 

MVL004046':Homo sapiens ATP synthase, H+ transporting 

phosphollpase A2, group VII {plaleleMiv^ fad 

ESTs 

ESTs 

dtron {rho4nterac8ng, serine/threonine Hnase 21) 
gbJ^C2-STO158^1099-01 W05 5T0158 Homo sapiens cDNA 
ganmMmlnobutyifcadd(GABA)iBcaptor,thela 
ESTs. WeaMy similar to A47234 homeobox proton H6 IH 

ESTs 

Homo sapiens cDNA: FU22664 fis, ctone HSi0B2Q2 
gb:RC1-Cro279^10a021-a06 CT0279 Homo sapiens cDNA 
ESTs 

Homo sapiens dvomosGcna 19, oosndd R26894 
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455327 AW836238 Hs334805 

420982 AW576160 Hs.100729 

424563 AA446932 Hs.151428 

417125 AW181998 ^.81248 

S 453902 BES02341 Hs3402 

44^2 AI343S10 Hs.176992 

454128 AL0312S9 Hs.41639 

BE302729 Hs.173ie2 



427011 
450872 AI742594 
10 451512 AI800236 Hs^07080 
406708 AI282759 
432576 AW157424 Hs.165954 
459304 AW00S809 Hs.281076 
401375 

IS 4132SB BG0751t4 
408016 

421506 BE302796 Hs.10S097 
422742 AA316117 Hs^7128 
440031 BE04S970 Ks^4474& 
20 429389 AA454779 Hs^01441 
449656 AA002008 Hs.188633 
444310 AI140432 Hs.175936 
459274 AA382Sg0 Hs.170980 
425404 BE048060 Hs.133494 
25 431150 T63857 

443217 NM_001545 Hs.9078 
413405 AW022253 Hs515976 
447B53 BE327277 Hs.161145 
414704 NM_014757 Hs.76986 
30 424046 AP027666 H5.138202 
. 409188 AW3632fl4 Hs,32553 
453493 AL03947B H3.304447 
456111 AK000150 Hs.78185 
400297 AI127076 Hs.334473 
35 446364 AB006624 HS.U912 
432215 AU076609 K3.2934 
436943 AA773838 Hs.5353 
446336 AW81S036 Hs.151251 
418469 U34879 H3£5279 
40 414907 X90725 Hs.77597 
429065 A17S3247 HS.2S643 
424568 AF005418 HS.1S0S95 
416450 AA180467 
449714 AB033015 Hs.23941 
45 455447 AW947507 

437154 AI023133 Hs.10739 
423059 AW37844S H$.123O80 
419092 J05561 Hs^603 
426736 AA431615 H3.130722 
50 417748 Z43011 Hs.21169 
434748 A)862604 Hs.211884 
438929 AW195515 H8.253177 
452061 AI074K9 Hs.469 
446416 AV658299 Hs.163959 
55 415023 AA832146 Hs.133494 
434766 AA742222 Ks.120634 
432566 AW439330 Hs2S6869 
420252 AW270404 Hs.193161 
435403 AA778987 Hs,269658 
60 430151 AWg68203 

427908 AM17272 Hs^4122 
417758 U27699 H5.82535 
400098 

412647 AW975090 
65 437234 AM72213 Hs.247711 
453366 AW958751 Hs^6921 
425803 A1825204 Hs^l1408 
447383 N24231 
423864 BE275607 Hs.1708 

70 450799 AW407504 

409592 6E280951 H5.55058 
453945 NR.005171 Hs.36908 
425196 ALJ037915 Hs.155097 
439778 AL109729 Hs.99364 

75 417862 R07478 H$.26884S 
438087 AI863770 Hs.190422 
452724 Rfl4810 Hs.30464 
448833 AA311426 Ks.21635 
433154 AA578526 H3.160994 

80 440094 AI6S15S8 Hs.270372 
409253 H91200 HS.S2002 
431270 BE046609 
407629 AA649242 Ks.62632 



Homo s^iens cONA FU14604 lis, done NT2RP100036^ m 
K1AA0692 protein 
(ot finQGr proton 2 

CUG tiiptet repeat RNArbindino protein 1 

ESTs 

ESTs 

prDgrammed cell death 2 
nelgttborofCOX4 

gbwgSShOSjcl Soares_NSFJ8_9W_aTJ>A^P.S1 Honiosapien 
ESTs . . 

gb:ql84aOU1 NCLCGAP^CoM Homo sapiens cONAdone I 
ESTs. We^ similar to 138022 hypothelkal protfiin I 
ESTs, Wealdy similar to CH04J1UMAN CHROMOOOMAIN HEUC 
NN(L020999^Honio sajtois ncurogenin 3 (NEUR0G3). mRNA. 
glKPM1-8T0585>11020(M)0^11 BT0585 Homo sapiens cONA 
Target Exon 

thymidine Unasel.sblubie 

ESTs 

ESTs 

Homo sapiens cDNA aj 1 1 079 fis. done PUCE1 0051 1 1 

ESTs 

ESTs 

KIAAD948 protein 

Homo sapiens done TCOCIA00164 mRNA sequence 

gb9c16e0U1 Stratasene hing (^37210) Homo sapiens c 

Immahire colon cardroma transcript 1 

ESTs 

ESTs 

mastemnind (Drosophla), homdog of 

serine (orcystdne) pcotdnaselntMr.dade B (o 

ESTs 

ESTs. Weakly simDar to ALULHUMAN ALU SUBFAMIIY J SE 
MAX4ilwt)HiiaP protein 
hypotheticd protein DKFZp56401278 
KIAA0286prQtdn 

ritxmudeotide reductase Ml potypeplide 
caspase 10, spoptDSIs-retated cysteine protease 
ESTs 

hydroxysteroid (17-beta) dehydrogenase 1 
pob (Omsophia)-ince Idnase 

Homo saviiens cDNA FU13103 fis. done NT2RP3002304 
cytDdtfoma P4S0, sutrfamily XXVIA. pdypepiide 1 
Qb2p14g084l Stratagene feld reQna 937202 Homo sap 
iCIAA11«9pcotein 

gb:RO04m)002-1403004)11^12 MT0002 Homo sapiens cONA 
ESTs 

Homo sapiens unknown piotdn mRNA, paHid ods 
1. 



ESTs 
ESTs 

ESTs. Wealdy dmllarto ALULHUMAN ALU SUBFAMILY J SE 
ESTs 

succinate dehydmgenase complex, sutmnlt A, flavoprol 

ESTs 

Homo sapiens done TOCaA00164roRNAeequenoe 
ESTs 

ESTs, V\tealdy dninar to 2109260A B oeH fliowlh fector 

ESTs 

ESTs 

gb:EST380398 MAGE resequ e nces, MAGJ Homo sapiens cONA 
ESTs 

solulB canferfamDy 6 ^teumdansmffier transporter 
EosContrd 

8b:EST387196 MAGE resequences, MAGN Homo sapiens cDNA 
hypotheticd protein FLJ20557 
zinc finger protein 
ESTs 

gb7x22a1 1x1 Soares melanocyte 2NbHM Homo sapiens cO 

chaperontn contdnins TCP1, subudt 3 (gamma) 

gb:Ut-HF>BM&^)(^12-04JLr1 NIHJi«3Cj38 Homo sapiens 

Elidomatn containing 4 

advsiing transcription fader 1 

carbonic anhydraseO 

putalhfe transmembrane pratdn 

ESTs |- 

ESTs 

cycEnE2 

(tAuQn, gamma 1 

ESTs 

ESTs. dmilar to ALUI J1UMAN ALU SUBFAMILY J SE 
COS anfigan-lSce (scavenger rocsptor cysteine rich fa 
^iin41e11j(1 NCtOGAPJW2 Homo sapiens cONAdana3 
ESTs 
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408238 

445439 

4Z7106 

408623 

426561 

408492 

428894 

419102 

429067 

422684 

424701 

412513 

443599 

400715 

446514 

413992 

402442 

419497 

439575 

407027 



AL1174S2 Hs.44155 0KFZP586G1517 protein 

BE243084 Hs.12719 tegulator of nonsense Iranscnpbl 

AA398193 Hs.97584 ESTs 

AA555217 Hs.l83684 eukayoBctranslafioninitiafion factor 4 gamma. 2 

SJ^I Sif ll^lvteak!ysN«arto2004393^chro^ 

AA446019 Hs.104967 ESTs ^ . , 

BE561617 Hs,119192 ^<2AWstonefari%.men*w 

K^fflToTl^rL^^ 

AI079559 Hs.134125 ^»p^Joooo237081^WM1217 PROTBN tFRAG^^^^ 

AW449233 Hs.150847 ESTs 

W26276 Hs.136075 RNA. U2 small nudear 
TaigelExon 

H.90753 JgS7lS?KaarU«,HH19W 
S SteHumancosmM ai2NC01.242E1. EtVSflene. exons IB a 
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Table 15B 

Ptey: Unique Eos probesetidenUlier number 
GAT number Gene duster number 
Acc^fiion: GenbarkaKesskmnuntos 



Pkey 

408182 
409113 



CAT Number Accessions 



104479J 
110079_2 



AA047854 AAD57508 AA053841 
AA074897 AA1139U AA064a71 



AA1262B3 AA126078 AA075895 A 





409206 


1108161J 


40 


409857 


1156298 J 


410146 


1178974J 




410536 


1207322^1 




411298 


1237955.1 


45 


412406 


1293055.1 




412647 


1317604.1 




413258 


1355998J 


50 


413314 


1360034J 


413500 


1373933J 


414076 


141490.1 




416450 


159551_1 




417247 


1660859.1 


55 


417739 


1696198J 


417881 


170544.1 




418347 


174149J 




422429 


216469J 




423573 


229714.1 


60 


426561 


269158.1 


428294 


289385.1 




430146 


313562.1 




430151 


313668.1 




430709 


322338.1 


65 


430648 


324621.1 


431150 


328626.1 




431270 


330676.1 




432363 


345469.1 




434197 


381655.1 


70 


434407 


385744.1 


434410 


385798.1 




436910 


429182.1 




437056 


432262.1 


75 


439354 


47146J 


439575 


4740q.1 




444314 


600667.1 




447197 


711523J 




447383 


71990.1 


80 


450?^ 


84724^1 


450872 


849959.1 




454355 


1130264 1 




454639 


1227728.1 




454765 


1233905.1 



AV/501908 AW502959 AW502540 
AW592655 R05927R06gi6 

AW835848AW835851W 



AAD76131 AA071047AA079401 AA083070 
AA0792a9 



_ „ AA079143AA071110 
AmSiMAA08511BAA0794^ 



AW948177 AW948171 AW948183 AW948173 
AW975090 K441B2 
65075114 BE075283BE075118 
BE081585 BE081717 BE081863 BE081794 BE081659 
BE1449UBE3949a9 

AA467735AA135210AW968166AA467804 
AA180467AA449184 M464831AAa)5048 
N58024T58194T11693 N64222T06848 

SlS^/L55BE003661AA206949A^ 

AA216419F03238AA229517 

AA310527 AW962295 Z44865 KQ6641 

AA328504 AA327783 AVW62370 

AA381437 AA6ffl833 AW407275 

SoSoa7A1732725AA4^ 
AVW6^A!732757AA470353AA468025AA468479Anr34151 

R34356 AW969880 AA484613 
AW021726AA487752AA488085 
T63857 AW971220 AA493469 T63699 
BE046609 BE046118 AAS01S04 



AA627223 AA643443 AA650619 
AW827513 

AWB1 5333 AW81 5409 AA632563 
AA632644AAfi35376AA664188 

AA926944AA767974AA737237 

A1147061 AA743380 AA765223 AW976398 AI803927 

AF086174W31796 W04594 

W79259AF086396 W73927 

AI140497 AW749625 AW749626 AW749644 

R36075A1366546R36167 

K24231BE617964N36313 

AW407504 W31274 AI738877 

AI742594 AI761397 R31198 AI819332 R31K7 

AW812535AWB12536AW390307 

AW811833AW811652AW811898 

AW819629AW854320 
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4SS037 1249783J BE144549 AW851677 AW851643 AW8St711 AWSSmS 
455096 1253078.1 AW855718AW855740AW855748 

455161 12S6167J BE1 45900 AWB59308 BE145B95 BE1 45631 BE145914BE14S820BE145817 86145890 BEt45908 
- 455410 1288380J AVV336678AVV936637AW336662AW938685AW936817AVV936811 AW93^ 
J AW338823 AW936821 AW936732 AW936730 AW938781 

455447 1292444.1 AW947507 AW947509 AW947791 BE008335 
455B55 1375634.1 BE1474406E147708BE147563BE147458 
455994 1398737 J 6E17gi90 BE179206 BE1791B2 BE179185 BE179186BE179194 
457892 432926.1 AA744389AA744270AA7442B4AA744299AA745380AA744337AA846905AA8476S8 
10 456080 471050.1 BE1 42728 AA834047AW9371 24 

4S8115 47705.^ B£09f 587 8E091730 6E091577 BE091655 BE091729 BE091640 BE09157S BE091727 6E091603 BE091660 BE091721 6E088^ 88)76582 

AW992312 BE008791 68)82385 BE083504 BE083466 AW997967 AW997991 6E16659S AW843686 AW844334 BE07g091 AW603391 BE081427 
BE079514 BE184580 85009962 88)08722 AVfii79912AW860S61 AVU890184 AW79S276 AW86041OAW860411 AW610330 AW860564 AW860578 
. . AVV882S198B)73924Ba)086876E0738S7BE073921 AW2741066B)11080AVV268120AI33S067AV^ 

1 5 AI547161 AW844767 AWS3S96 AW579444 BE083334 AI54715B AW799863 AA5B517g AW9g2792 AW882215 6E01 1913 AW997694 A15471S9 

AWgg2772 AW581178 AA092247 AWB43916 fiE079tgO AW878478 8E083648 BE066454 A)469937 AW393594 AW579899 AW939276 BE173265 
AW878631 AWB78638 AW992B02 88)79913 AA633638 AW369008 6E076590 AW843456 AW992791 BE173247 AW843921 AMV843333 AW878334 
BE08Q235BE07824OBEO66325AW8O3276BE16931OAW817299 88)91641 BEO0OI6OAW89B164AW994824AW999391AW862797AW899438 
AW750667AWg39685AVV940017At200402BE167391 AVV939318AW79gB37AVV93^ 88)78168 AA44g059BE076595AW297451 

20 BE076544 AWB03372 BE081223 AW939237 BE084239 A1174202 6E077804 68)76028 AA512912 AI124608 At147524 AI884882 AWg39962 

AWg39254 BE171687 AW998400 AW998348 AW998353 AW998288 AW9g8303 AW998302 AW996299 AA502746 BE077882 AW9S829S 6E090238 
AVV604665AI423Q51 BE093093 AW579913AVV606384BE0061438E170415 AW998054 BE064«^ 
AVV939423 88)85404 AVV579905B8)80994AW468482AW876865 88)91681 88)80940 AI811189 AW 

^ . AW998350 AW884228 AW99231 5 AWg92364 6E091569 AW750680 68)68388 AA578227 BEQ91735 AW938830 6E078710 BE0872S3 BE0841 82 

25 ' AW800859 AWB01017AWS81371 BE088300 AW995341 6E090233AW663786B£09l739BE060113AW578162AW;99799AW992366AVy994673 

BE185170 AW792778 AW663225 68)75590 68)8011 1 AA682934 68)90227 Ai475441 6E085684 6E090223 AW581366 6E010705 AW898740 
BE088170 AW992375 BE077833 BE083557 68)10668 AW998450AW803434 BE083280AW892655 AA50G666 6E086288 BE005859BE173S56 
BE001319 AA610814 68)11985 BEQ05855 6E005e89 AA973929 eEl 65729 AWB84298 BE18S743 6E001342 68)05676 A1002988 AW7990S6 

^ - 6E065411 AW841264 AW6031 10 6E008134 68)06139 68)06148 68)06147 6E006155 AA576273 6E008706 6E185440 AW94642B AA501940 

30 AW6031 14 6E085757 AI460195 AA4gi145 AA772914 AA632730 AA508388 68)80196 6E1B5442 68)93446 AW946433 6E080119 BE001352 

AW8390b3 6E006145 6E085405 BE008680 BE081428 AW581373 AW607246 6H0943^ 6E001336 AW868170 6E074119 AW^149 6E091734 
BE008744 A1540867 6E185806 8E080193 BE1 85658 AA476398 68)81040 68)74724 68)85426 eE074725 AW998297 AW867606 6E1 85798 
AW898734 6E076369 BE081672 BE088178 AA610264 6E0881 18 AA284217 AW578085 6E074518 68)01359 88)01328 AWB202Z7 AW868196 

^ - AW868l80AWg0454868)OB5:S6E012037BE07g061 &E005670AW867804AW878433 68)08751 68)05875 6E0087486E093440 6E183050 

3 5 AA506676 8E001329 BE008803 BE080123 6E008041 AW994688 AWg94675 AW994760 AWg94691 AW994681 6E080189 68)6011 2 AW868173 

AI768000 AW883094 AWa68179 BE060201 AW665449 68)67473 88)08746 6E184053 BE076437 eE076376 BE076402 AA46039S 6EQ82436 
8E184134 6E185224 eE085428 BE008682 AW868181 AW998356 AW866102 6E083S07 68)77974 68)08835 eE093439 6E076108 AI416987 
68)06788 eEG699Q9 eE0934<1 6E165502 eE1830S3 AW750669 68)11812 6E008672 6E081684 BE093445 AW866184 68)81839 BE008797 
. ^ AW842067 68)08678 BE00667O BE551820 AW838974 68)81637 68)46696 68)06873 68)10328 eE0832S0 6E089614 68)82052 68181424 

40 BE001678AW581368AAS03194 AW883721 AVV883522 88)85564 AW868n7BE1710788E078249 88)78194 AAS652S5 88)83486 AWB42081 

AW842080 AW888204 88)08717 AA4a4369 AI831719 AW997365 88)79327 AAS03956 BE091999 AW7938S2 BE080251 BE078086 8E092$15 
6E170364 AW866193 AW067958 68)08042 BE00S761 6E081681 68)81671 AW867400 BE082003 eE0B2253 6E081439 88)81486 BE081692 
AW806020AA501778 AW996417 BE045756 68)88394 AA491 068 AW893099AV\^95 6E150440 68)08150 68)84684 AW992796 68)86891 
. - AW866792 AW753605 6E082045 88)61106 BEQ08373BE075399 AW99662& AW578707 BE084309 AW753604 86185916 AW842220 BE18S222 

45 68)06152 68)08795 AW578706 BE080256 6E163984AI934532 AA449646 AWS78699 BE190514AWB63S80AA493S68 88)85748 AW753601 

BE150562 AWB82677 88)91797 AW899123 BE081679 88)80121 AWG06787 AW603410 88)01317 AW90S7g9 86150513 8E092206 AW996343 
68)86922 68)08806 AW844759 AW606Q09 6E150487 AW750728 6E150491 6E15051 5 AW606010 BE150508 68)08718 AW578702 eE150509 
AA436751 AW883918 66183883 AW753607 6600866966150446 AA533458 66079219 AW836884 AW063806 AW083837 AW87&47g B6078815 
eE008802AVV992789 B6007925AVV802204B8)1182S88)92130661840S968)79087661505886E18549766^ 

50 BE161S23AA484798AA46039OAVVg34667BED73Z05AyV607316B8)8320tAVV8Q22K 

AVV890602AVV860413AM2541288)08364B61S0438AVV602606AM3S236AA57428SAI823745AA^ 

AW9g6489 66001442 AW946425 68)01 586 AJ524864 66085556 AW867549 AW804O38 68)78832 AI7621 60 AW993398 AW883904 AW882376 
AW467098 BE0801 16 AW883984 AW883g95 AM24095 68)74091 AW996348 AW660625 AW860633 AW946513 68)83485 AW860412 AW602207 
. . 66075407 AW838972AW607023AW502201 AW799772AW862452AW8624S1 66505041 B6161S37AW602208AWB60404AW86055S 68)07643 

55 AW860832 AW862457 AW996019 AW860405 66092062 AW603921 66183386 AW868194 66075664 68)76164 AI541202 AI204949-68)92451 

AW6031 1 1 AA484587 AA484402 AW998675 AW896054 66069923 AW867965 660699 19 68)92069 AAB07842 AW605500 AW605501 66085409 
AA506738 BE080060 AVV749523 AA493134 AW370137 AM91&44 AA504425 AW605473 68)92456 66010682 AW602608 6E079093 AA484911 
66010942 Ai205087 AW794933 66081648 6EQ1 1792 AW799897 BE174618 AWB38d48 AW821741 AW842724 6E0087&4 66183982 AA501765 
^- 6E092513 BE1B3342 AW799806 AA44293S 86092268 AA5B0022 AyV843219 66093306 68)92275 66087111 66183392 AW842$78 66185^7 

OO BE183895 BE185278 BE082343 AVW46219 66079199 88)92272 AA586B87 AW946109 AW946175 AW946164 68)08365 BE078172 66085673 

BE076240 BE083194 BE010804 66079196 AW878636AW799803 86001348 BE077883 66081635 AW9d2309 66081012 66078106 AW881899 
6E008407 66008410 AW842670 AW803738 68)86661 AA4d4571 Ar799184 6E174545 6E001405 AA436967 AW995864 AW99578S AW896S98 
AW883999 66075967 AA503938 66092281 66092279 66067460 66087569 66081542 AI37S386 AW843866 66060115 66171517 66079898 
^ . AW882382 66001450 66076430 AW579377 66008412 66008790 66182296 66182297 68)78605 AW899132 86076810 66185867 66087790 

05 AA464928 AW578985 B60084(K) 66074080 AW605101 66076110 AW799904A1205094 68)08370 66182345 66182373 66008401 AA984441 

66182352 66182372 66009414 66078186 66009165 66010266 8E009162 66009167 86011006 66073335 e6182370AW750S56 66182347 
6601 1000 AA484576 66092982 66183897 66092973 AAS73037 AW882317 86081832 AA476471 AA551613 66182366 AW838886 AW026827 
66008413AVy896605 AA503558AA776622 68)84625 AA502971 66081842 66010628 AW80221dAI888524AV^ 
„ A1241TO0AW802041 AVV802005 6601 1244 86087051 AA964758AA452997AVV992786AW797500 66077829 68)08402 AVVM^ 

70 AW602064AW3690O7 66185123 66087775 AW801018 68)93443 AW667978AW843271 66173850 AW997859 66010620 AW992S16AW843908 

66083200 66164675 66074340 AW860289 86075433 66008456 AWg46438 66066570 66093547 AA508107 AW867992 66076239 66183881 
AW817422 68)87717 AW899147 66010608 A\IVS92295AA436737 88)75412 88)93011 AW5816S6 86089829 86008756 66150494 AW903020 
AW883102 66076370 86000625 86166095 AW867979 86182159 AW577601 AW577488 AW577491 88)10637 86069910 88)93295 66005243 
- . AI620783 AW992550 AW8805gO AW577496 AW577504 AW84272S AW642666 AW864691 AW997722 AWB42662 66009233 68)87809 66083196 

75 AA28n68AW939691 AWB15631 86001 453 AVV84ig03 6607761 3 AVV577S00 66081479 AVVg925586£011 065 AVV843187AW887990AV^ 

66074339 AA501697 AW749997 66076249 AW867991 86085718 AWg94807 86010678 68)75436 AW386825AA464467 66081144 AW577492 
AW997932AVyB99089AW842706AVV890727AVV843175 88)75428 AVV8431S5AVV84 

86069911 86067054 86076889 86075453 86069927 AA491920 86170606 8E18230S 86080052 AW8434Q6 86011075 86075959 AA52S261 
AW391518 66079202 AA656195 66076136 AW799901 AA4g3659 AW992S10 66011810 AA506724 66075468 8607^ AA258982 66078726 
oU 68)69914 AA213698 66075376 AA48460O AW560999 66077872 AA503571 AW884724 AW660124 AW868454 AW577502 AW577489 AW799829 

AW992545 66075806 AW994606 66350368 AA557B36 66077682 AW844660AW883431 68)85872 AW838887AW8438g0AW866U)4AA578417 
BE074115 AVV842B80 AW277193 AW89072B AW605111 86093940 AW890710 86085560 AW8681 80 AW896776 86069925 88)11054 86075985 
AW842668AW8683108E011071 86075429 AVV843l52AVVgOS846 88)75397 AW842762 88)75402 88)77950 AVV837810 8 
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10 SoS6SS67^^1«M««43AA2432«AV«S^^ 

15 

TABLE 15C 

20 strand: indlcalasDfJA strand fnxn which exonsvi«re predict 

KLposICon: indicatfisnudeotidepositians of predicted exons. 



Pkey 



Ref Strand NCposIfion 



25 400715 8118885 Ums 

401069 3927852 Mnus 4568245831 

401375 7417809 Minus f fiQiMiLfi99SB 

'^O 401405 7768126 Minus 69276^9462.69S48-e99« 

40^9 8072433 Minus 62D2W2608 

S 5^9866 Minus 1127^^2924 

«s s r ^ 

35 S = Kf^14201.1^^ 

S^7 5360987 Minus 33518^6 

40 S 7717439 Minus ^2^290284 

403055 8748904 Minus ^ 

403310 8139936 Minus ^^^^^ 

403397 9438368 Minus ^48 

403839 4176355 Plus 21201-22223 

45 404110 9212839 Minus 18344-18510 

8151634 Minus 

404534 8247909 Mmus i^^SSlS?^ 

404630 9796665 Plus 74495-74715 

50 S S S 

404914 7341760 Rus ^^I^S 

405417 4753290 Minus 

405454 7656675 Ptus J^^J^S 

405510 7630909 Minus 10102&-101174 

55 S S Z f^^^l62.164397.1645l6.16^^^^ 

406016 8272661 Phis tl^l^l^Sni 

406410 9256394 Minus USS^*^ 

406464 9789S74 Plus 72161-72SG2 

60 406562 7711584 Plus 37316^426 



TABl£16A: 



200GB4ESDOVVN-REGUlATEDlN(XR\flCAL(>VNCERCOMPAREDTO 



NORMAL ADULT CERVOC 



nomialoenlbO. 

70 Pkev Unique Eos prot)esetidenefier number 

Exto: Exemplar Accession number. Genbank accession number 
UnigenelD: Unigene number 
UrfgenfiTBIeiUniflene gene title , 
R1* Rafiocfceivical cancer to mmnalcennx 

75 * Ri 

Pkey ExAccn UrigenelD Unigene Title 



18.1 
1&8 



443912 R37257 Hs.184780 ESTs , . .^^r^^^q. t3.6 

420923 AF097021 Hs^3321 dKerentiaBy expressed mhematopofflBcBft^ 

412639 AW961284 Hl29fi235 ESTs 
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418994 AA2S6520 HS.B9546 setedin E (eiufolheOal adhesion mdecula 1) 12.4 

407938 AA905097 Hs.85050 phosphotantan 1U 

410544 AI446543 Hs.95511 ESTs 113 

413802 AW984490 H&32241 ESTs.VV^stnnQ3rtDS65657 8!pha-1C>adien6rgIcrec8 11.1 

S 423690 AA329648 Hs.23804 ESTs. Weakly siniSar to PN00996on3pretelnpi8apiens] 11.0 

420674 NM_000055 Ks.1327 butyrytchofinesterase 10.9 

453060 AW294092 H&21594 hypotheticai protein MGC1S754 10.6 

424765 M428211 Hs^SS hypothelksl pralebi RJ14033 sbiSar to hypoxia InW 10.5 

452108 AI141031 K&21342 ESTs 9.5 

10 428780 A1478576 Hs.50636 ESTs 9.5 

431706 Ai816086 Hs.296341 adenyiylcyctase^ssQciated protein 2 9.2 

419589 AV\/97370a Hs.201925 Homo sapiens cDNAaJ13446 lis. dons PLACE1002968 aO 

430468 NM04673 Hs.241519 angkipoietln^a 1 9.0 

443790 KhLQ03500 Hs.9795 acyU>)enzyina A oxidase 2. branched chabi a? 

IS 448944 AB014605 H5.22599 alrophln-l kderacQng protein I'.acfivfal receptor bite aO 

401486 NA C4000647*:gil4758508tfefINP.004253.11aInvaytrypsInJ a4 

417511 ALJ049176 Hs.82223 chordbvCke a3 

429900 AA480421 Hs^5 ESTs a2 

411908 1^7943 Hs.72924 cyfldlna deamlnaso aO 

20 406134 AK000184 K5.42945 actd sphlngomyelinas&lte phosphodieslerase aO 

448543 AW897741 Hs.21380 Homo sapiens mRNA;cOtWDKFZp586P11 24 (ftora clone DKFZp aO 

437846 AA773866 H8.244569 esophagus cancer-ieiated gene-2 aO 

421666 AL03525O Ks.1408 endotheOnS 7.9 

450164 AI239923 Hs.30098 ESTs 7.9 

25 412642 BE244598 Hs.a09 hepatocytegiDHrlh factor (hepapoIeSn A; scatter fector 7.7 

425608 AA360486 Hs.9244& ESTs 7.6 

442748 AI0167t3 Hs,135787 ESTs 7.3 

415672 N53097 Hs.193579 ESTs 72 

414175 A1308876 Hs.103849 hypothetlcd protein DKFZp761 01 12 7.2 

30 409601 AF237621 Ks.80828 ksraiin 1 (epidermolyllc hypeiteratosis} 7.0 

424634 NM.003613 Hs.151407 cartBageinteimedlate layer protein, nucleotide pypopli &7 

414214 D49958 Hs.75819 glycoprotein M6A 6.5 

436637 A1783629 Hs.26766 ESTs a5 

408621 AI370672 Hs.46638 chramosome 11 open reading frame 8 6.5 

35 432101 A1918950 Ks.123842 EphA3 6.3 

458440 AI095468 H3.135254 Homo sapiens done 1 lhrombospondinmRNA,oompletBods 6.3 

424153 AA451737 Hs.141496 MAGE.il«2 a3 

420228 R25023 Hs.12369 ESTs a2 

418390 AF133820 Hs.84665 titlnlminunogtobutin domain protein (myofilin) ai 

40 444931 AV6S2066 H8.7S113 general transctlpfionlBctorlllA ai 

449394 AA004368 Ks.18160 Homo sapiens cONAFUl 1550 tis, done HEMBA1W2970 6.1 

425849 AJ000512 Hs.296323 senim/glucocorQcoid regulated kinase ai 

410425 BE278367 Hs.63510 K1AA0141 genepnxluct 6.0 

410765 AI694972 Hs.66180 nucleosomeessembly protein 1-01(62 6.0 

45 424973 X92S21 Hs.154057 ntibix metaOoprotelnase 19 aO 

436547 Ai297351 Hs.30824 leucine zipper tanscripftrnfador-litol a9 

429414 AI783656 Hs.202095 empty splrades (Drosophila) homolog 2 a9 

440594 AW445167 Hs.126036 ESTs ^9 

452768 AW069459 HS.61S39 ESTs 5.9 

50 427669 AW451632 Hs.255938 ESTa. Moderately siRiitar to KIAA1 200 protein [Hxai^ &9 

448533 A1119710 Hs.21365 nudeosome assembly protein 1-lkB 3 a9 

425010 T16837 Hs.4241 ESTs 5.9 

426342 AF093419 Hs.169378 muiOptePDZ domain protein 5.8 

437980 R50393 Hs^8436 KIAA1474 protein 48 

55 425292 NIUL005624 H8.1S5545 37 kOaleudnMldi repeat (UV^ protein * a7 

404097 NA C500O24r:gi|9369379Igb)AAF8712ailAC006434J24(AO00643 a7 

422546 AB007g69 Hs.301478 KIAA0500prot^ a7 

445872 AI681573 Hs.288671 Homo sapiens CONAFU11997 lis, done HEMB81001456 5.7 

429999 AI761902 Hs.99597 ESTs 5.6 

60 453354 W55946 Hs.234863 Homo sapiens CONARJ12082 lis. done HEMBB1002492 aS 

442082 R41823 Hs.7413 ESTs 5.5 

452073 AA625150 HS.&2098 ESTs 5.4 

430032 AW936136 Hs.99610 ESTs a4 

408767 AA057279 Hs.211928 ESTs a4 

65 433234 AB040928 Hs.65366 K1AA1495 protein a3 

431708 AI698136 Hs.108873 ESTs a3 

421200 AA284811 H8.264433 ESTs a2 

435133 AJ010482 Hs.31412 Homo sapiens cDNARJ1 1422 fis. dona HEMBA1001008 a2 

409643 AW450866 Hs257359 ESTs ai 

70 416676 AW392022 Ks.79507 KIAA0582 proWn ai 

420357 U94333 Hs.97199 complement component CI q receptor aO 

417355 D13168 HsJ20Q2 endotheHn receptor aO 

423448 AK0OO776 H5.128753 Homo sapiens cONAnJ207G9fis. done COIJDS674 aO 

430965 AA489732 Hs.154918 ESTs 4.9 

75 419968 XD4430 Ks.93913 interieuUn 6 (interferon, beta 2) 4.9 

447471 AF039843 Hs.18676 sprouty (OrosophO^ homoloo 2 4.8 

404485 NA TogetExon 4.8 

429594 AKD01128 HS.21Q297 Horoo sapiens cDNAaj10268fis, dona HEMBB1 001024 4.8 

417692 R09338 Ks.50724 Homo sapiens cONAaJ10934fis, done GVARC1000G40 4.8 

80 432304 AA932186 Hs.69297 ESTs 4.7 

430895 U66581 Ks.248121 6 proteiiHXiupled receptor 22 4w7 

448851 AIS82207 Hs.1771G6 ESTs 4.7 
405523 C8001409^g|7441226tplff|S31212cdlagen alpha IPOV) 4.7 
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10 



15 



20 



25 



30 



35 



40 



45 



50 



4506S6 AA010S39 Hs.18912 ESTs 

42294Z W054839 Hj.t22540 teltaspan2 

401479 T493M Hs.110950 RagCpraleh 

444192 AW469413 HS.1S1145 ESTs 

^ Wsi » ^^^^:U^UMANAU,SU8FA»LVaX 

452249 BE394412 Hs.202095 empty spjrades (DrosopWte) hoin^ 

430376 AW292053 Hs,12S32 dKomosome 1 open reading frame zi 

411037 BE145915 Hs,99472 ESTs 

Hs«199917 ESTs 

Hfi 77439 orotein kinase, cAMP-dependenl regulslocy. type «, t)e 

SS0187«1705533^1P32018|CA1^^^ 
HSJ6688 caiboxyiesteraseUmonocyteterophages^ 



442B03 AI67529B 

414831 M31158 

400628 NA 

414629 AA345824 - 

437110 AIJ049240 Hs.144995 ESTs 

410646 W79408 H8i0745 ESTs 



ESTs 

456304 A1820973 flb3H:21c02.y5Na.C6APj^ HomosapleiBcDNActon^ 

401270 TargelExon 

S fnS S ^ostag^^-Wen-lMNAO) 

S H..173334 S^TED^5rPOLYMaWSEIl.EU)NGAT10MFAaOR 

418947 W52990 Hs.22860 ESTs . „ 

^^5 5^2^ Hs.606 Ske.Cut^rt!ng.aIphapQ»ypeptWe(Mente^ 

447499 AW262580 Hs.147674 protocadtierin beta 16 

430686 NM_001942 Hs.2633 desmoglelnl 

409882 AJ243191 H8.56874 teal shock 27kO prolan family, member 7 (cardtovasoila 

419047 AW9S2771 Hs^0043 ESTs 

414272 AI651603 Hs.46888 ESTs 

443808 AW377736 Hs.12420 ESTs 

426883 H21620 Hs.35088 ESTs 



410659 AI080175 
431292 AA370141 



400878 NA 
401103 NA 
436670 AI690021 



60 



65 



70 



75 



80 



Hs.68826 ESTs ^ , 

« . Hs^l dnomograrfln B (secretogranln 1) 

432181 AA527650 Hs.l56037 ESTs ^ . . . 

S ^84 H5.75893 ankyrin3.node<rfRanv!er(anlcynnG) 

453296 AA034413 Hs.625e0 ESTs 

S200imgIl7305361lrBf|NP.038652.1i otogelin IMus mus 

436670 AI690W1 Hs501536 ESTs 

432251 AWg72983 Hs232165 polycytherrta rubra vera 1:ceB surface receptor 

408793 BE258371 Hs.254660 ESTs . 

419093 AI804054 HS.1128B5 ^^^^^^i^^^^ 

434844 AF157116 HsJ22350 hypothe8c8l protein LOC56757 

450776 NM_007250 HS.32D861 KnjppeHDce factor 8 

437140 AA312799 Hs.283689 aGlivator of CREMm testis 

55 421013 M62397 Hs.1345 nnitated in cotorectaJ cancers 
451896 AF196304 Hs^197 SUMO-Upecffic protease 
413237 A146B574 Hs.171965 KTs 
424636 AA453734 Hs.10198 ESTs 
HSJ64004 ESTs 

HsJ4002 (wdear receptor coacftraton 
Target Exon 

449088 A1654048 Hs.196556 ESTs ^ , 

425113 A1936992 Hs.154658 Pla*^^"?™^ Sa7da^^^ 
458459 A1124553 Hs,48965 Horno sapiens cDNA:FU2 693 fe,dor«a)Lra609 
420249 BE262895 Hs^6916 nudearreoeplorsublamnyl, group 0, member 1 

Sllfo 5Ui904361 HS131191 ElS^^s^TartDALin.HtJMANAlUSUBFM^IW 
S AVffi6^2 ^126712 EST^WeakJ similar to AF1910201 E2IG5I!i8^ 
MOT90 ESTs^Weak5slirtotoZ223_HUMANZINCH^ 

S BE252922 Hs.123119 MAD (mothers aB8iiiddBcapenlaplegte.Drosopli^ 

437950 U79244 Hs.112642 ESTs 

419368 Ar753518 Hs^09464 WAM604 pioteln 

447335 BE617695 Hs^5192 HypolheBcdi proletn FU20940 

451398 AJ793124 Hs.144479 ESTs ...^^ 

452814 AI092790 Hs.334703 Ijypotheticai protein FU1 4529 

S Z19002 HS37096 zinc finger pcoteta 145 (KruppeWte. expressed In pro 

412295 AW088826 Hs.117176 p6ly(AH]|ndlr^^ 

447261 NMJl)06691 H5.17917 extraodhiarlWidoraanwoonlSrongl 
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432660 AI288430 
414681 AL079440 
400802 NA 



4.6 

4.6 

4.6 

4.6 

4.5 

45 

4.5 

4.5 

4^ 

4J5 

4.4 

4.4 

4.4 

4.3 

4.3 

A2 

4.2 

4.2 

4.2 

4.2 

4.2 

4.2 

4.1 

4.1 

4.1 

4.0 

4.0 

4.0 

4.0 

4.0 

3.9 

3.9 

3.9- 

ad 

3.9 
3.9 
3.9 
3.9 
3.8 

ae 
as 
as 
3.7 
3.7 
a? 
3.7 
3.7 
3.7 
a6 
ae 
as 
3.6 
ae 
a6 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
a4 
a4 
a4 
a4 
a4 
a4 
a3 
as 
a3 
3.3 
as 
as 
as 
as 
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444216 
418771 
433036 
404584 
404195 



025303 

AA807881 

AA574091 



425198 
420833 
413156 
413807 
443960 
428790 
434520 
432247 
429303 
439734 
433546 
430317 
425130 
444195 
409007 
453773 
442974 
446936 
454086 
420271 
435545 
445175 

TABL£16B 



AL135623 
AA352090 
R4794a 
M127133 
T64741 
AK193S77 
AF023456 
AA205273 
AA531287 
AW137635 
Aa)05013 
AI075877 
AB020645 
AA44820B 
AB002351 
AL122107 
AL133761 
AI025670 
H10207 
AW885909 
A1954365 
AA687415 
AV652851 



H&222 

HS.2S329 

HS.10S964 



Hs.193914 
HS.12B003 
H&188732 



HS.1935S8 

Hs.177011 

Ks.105805 

Ks.44238 

Ks.14g 

Hs.125461 

H&239189 

HS39163 

Hs.10587 

HS.49S99 

Ks.109308 

Hs.47314 

Hs.6975 

Hs.42892 

Hs^8107 

H5.20255 



intsQffavdphsd 3l3 

ESTs 3l3 

ESTs 12 

Target Exon 3,2 

NNL015718*:Hoinosapiens NAOPH oxidase 3 (N0X3). tnRNA.V 3^ 

KIAA0575 gene produd 3^ 

hypothetical prolan FU21213 3.1 

ESTs 3.1 

gb2l87e03j1Stralagene colon (937204) Homo sapiens cO 3.1 

gb:yc48f 11 j1 Stratagene liver (937224) Homo sapiens cO ai 

hypothetical protein aJ21986 3.1 

protein phosphatase. EF hand catetunvbinding domain 2 3.1 

hypothetical protein 3.I 

ESTs ai 

ESTs. Wbaidysimnar to S65657alpha-1C«Ireiierglc race ai 

cAMP response e)emenM)!ndingpn)lelnCR&BI^ 3.1 

hypothetical protein FU11539 ao 

glutaminase 3L0 

ESTs 3.0 

KIAA0353 protein 3.O 

Homo sapiens mRNA; cONA DKFZp43460827 (from done DKFZp 3.0 

gb:DKFZp761C1 413_r1 761 (synonym: haniy2} Homo 5a|:tens c 3.0 

ESTs. Weakly sohilar b leudn^ffch gtioni&toactivated ao 

ESTs 10 

PRO1073 protein 3.0 

ESTs 3.0 

ESTs 10 

ESTs 10 



Plcey: Unique Eos probeset idenSDer number 
CAT number Gene duster number 
Accession: Genbanic accession numbeis 



•Pl»y 

413156 
413607 
417194 
434469 
451879 
453773 
454736 
456304 

TABLE 16C 



CAT Number Accessions 

135116J AA127133 AA384396 AW958912 T72119 

1379911.1 T64741BE1S8393BE15280S 

1657323J N53793N53716 N53739 

387447^1 AA6348Q6 016732 AA729161 AA729860 

e8864?_1 Ai821030 T47128 AI821318 

980699J AL133761 AL133767 

1232235.1 BE184348AWB17453BE011068 

176820J AI820973A1734077AI820984AA22S796AA225060AA225101 



Pitey: Ui^e number corresponding to an Eos probeset 

Ref: Sequence source. The 7 (figit numbers in Oils column are GenbanIcldentifier(GI)nuntos. Dunham LetaL' refers to (he publibaQon entitled The DNA 

sequence of human chromosome 22.' Dunham I. et eL, Nature (1999) 402:489495. 
Stran± Indicates DNA strand from which exons were piediclBd. 
Ntjwsitlon: hdicatBsnucteofide positions of predldedexons. 



Pkey 

400628 
400802 
400876 
401103 
401159 
401270 
401486 
404097 
404195 
404485 
404584 



Ref 

3818355 
8567867 
9864757 
8568122 
6067118 
9797168 
7341763 
7770701 
3805817 
6096921 
9857511 
0454643 



Rus 

Minus 

Ptus 



Minus 

Plus 

Ptus 

Minus 

Phis 

Ptus 



Ntjnsilion 

41851-41984 

174671-174856 

31493^2 

98330-98449 

3180-3953 

141659-141813 

32585-32756.36281-3654a40791-40933.4401844179 

55512-55781 

39186-39332 

7516&-75264^124036.124232 
138651-139153 

1145SD-114688,117265-117407.119490-119S99,123237-12339S^131140.131217 



TABt£ 17A- 605 genes upregulated In testicular cancer relaSve to normd body fissues 

Table 17A Ssts about 605 genes upregulated In cervtcai cancer relative to nornial body Gssues that are tii(dy to encode protons amenable to modulation by smali molecules. pepSdes, 

oranObodes. These genes were selected from 59680 probesets on the CoslAflymetrixHu03Genec^ Gene expression data for each probeset obtained from this an^ysts 

was expressed as average intensity (AI). a norrnaiized value refleding the rel^ 

Indicafive of have oncogenic function or of transducing InliaceBularslgnds. or of bdng mod^^ 

phosphatase, or tor^transpofter). Certain predicted proleltfdbmalns are ri^ 

Pitay: Unique Eos probeset identiBer number 

QcAccn: Exemplar accession number. GenBanlc accession number 

UmGendOc ilhlGens nuniber 

Pred.PreLDofflains: Certain predicMprotato domains. Abbrevtafions used: tr ansm e m b rane dom^SS,^ 
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Bkely to contalti: ofter protein domrfn rtbiewiato 
UniGeneTBe: ^"J^^^^^f^^^ 

both Ihe numerator and denominatDr 
Pker. ExAccn; UnigenelD: UnlgeneTltle; PrelPtolDoinalns; R1 

408522; A1541214: Hs.46320: SmaH proBne^ protein SPRK piuman. : ""^^ff^^^^^.^^ « 
422168* AA586894; Hs.112408; S100 caldunvtinding protein A7 (psonas; efhand.SJ0O.TM-M.SS-N; 33,05 
42409^ AF077374; HS.139322: smaB prolinM!ch Pfo^" ? ComlJri;TM-M;SS^^^ 
422158: L10343;Hs.112341; pn)leasehWbHor3.sWn^Jeriyed{SKAUy^^^^ 

433091- Y12645 Hs.3185- hfmphocyle aniigen 6 comptex, locus D; UPAR^LY6.toxtn>\ctivin_recp;TM»M:SS-Y^.9505^5 

446292; AF081497; Hs.279682; Rh type CfllycoprDtein: AmmomunjJa^.Fe^^ 26.11338Z9 
407242: M18m;gb:HurnaBnonspecifccrossfea(rtlnom^^ mi/v.««9 
424687: J05070: H$ 151738: maWx meWIoproldnase 9 (gelaSnase B; fn2^opa]dnPeptldas^10s 2Z522 
412719; AW016610;Hs.816;ESTs:none,none: 21198 ^ ut« uecs-u-onma 

406690; M29540; Hs.220529; carcinoemhryonic anbge^relatedcett ad; lg;TM=M:5S=M; 20.affl 
402075:;;ENSP0000025l056':PlasmamenibfBnecaldum;none^ fc«„.TM=v.q?faM- 17 02061281 

20 431968: X6362&. Hs.2877: cadherin 3. type 1. P-cadherin O^^^f «dheria to^^^ 

412471; M63193; HSJ3946: endolheliaIi«n gnwlh factorl IplaHQycm 17.8978378 
417308; H60720; Hs.81892; K1AA0101 gene product none;TM=M;SS=N: 17.08333333 
423259; AA420450: Hs.380088; Plalmphiiin: none^ns; 17.08235294 
417079; U6S590; Hs.81134; interteukin 1 receptor anlagorist ILIr, 16.91568628 
25 439926; AW014875: Hs.137007; ESTs; none.none; 16.69 MATft.Tiui-Y.<5<?=M- 16 385 

41969^ M133749: Hs.301350: FXTD domalfwontalnlng Ion transport reg; ATMG1 J'IJ^MAT8;TM=Y S^l^ ia365 
ri*S?.U177S75517;lar;inb^ 

413278; BE563085; Hs.833; interferorvsfimulaled proton. 15 kOa; ublquBBu: 15.48800509 

401781; ;;TargelExon; fiIament;TM=M;SS=N; 15.43668831 
30 420440; NM.002407: Hs.97644; mammagteWn Z Uterotfobin;; 15^ Tu=u.ce=ij. ii; 

441633; AW958544; Hs.112242: normd mucosa of esophagus spedite 1; nonerrM=M;8S=M; 15.12264151 

452240; AI591l47;Hs.61232; ESTs; none.none; 14.63 . _..rn».Tu=M.ee«u. iaaotwtt? 

428957- NM_003881; Hs.194679; WNT1 Inducible slgnaTing pathway protem; bpJ,w<c.IGFKJTM=M;SS«M. 14.487727^/ 

414987 AW24394; Hs.294022; hypolhefcal protein FU14950; SH2;Tt^M;SS=N; 14.438M13 
35 S W68815:Hs.301885; Hoff»saplenscDNAmi1346fis.donePU none^nonej 14.(»9^091 

S; XoYe^^^^ matrixmetSoproteinase 10(st«,m^b; hf"!;Pf^'P|P«^=^^^^ 

414812; X72755; Hs.77367: monokine Induced by gamma Interferon; 'L8JM=M;S^Y;^^^^ 

421552; AF026692; Hs.105700: secreted ftizzted^el^d protein 4; Fz-NTRj; J5l;74f95843 qictrqat 
, ^ 400284; ; ; NNU000125*:Homo sapiens estrogen '«epto|ho^moneJecJ^^W^^ 13.31578347 
40 428227- M321649; Hs.2248: smdl IndudWe cytokine atonily B (Cy; IIJB;TM^SS=Y; 13.052941 18 

411274; NM.002776: Hs.e9423: kanikrein 10;tiypsIn:TM=M;SS=r^ 13.038 

406687; M3ri26; Hs.352054; matrix roetailoprotelnase 11 (slromelysln: 13.00311527 

427666; AI791495; Hs.180142: calmoduIiivB(e skin protein (CLSP); efhan4TM=M:SS=N: iz.79 ironrf THr»«*«i!» keiaaevl. 

40M0i;xiSl8.1657:esl^ 
45 synLC.AAA,E7,RI^DNM)indlng;TKHtS^^^ 

410001; ABO4103&; Hs.57771; kainkrein 11: trypsln;TM=*l;^M; 1Z47 

422310: AA316622: Hs.98370; cytochrome P4S0. subfamily US, poiypept; none.pkinase,fn3Jg: 12.285971 22 
430830; AW269920; Hs.2621; cystaHn A (stefin A): cystetln:TM=M;SS=N; 12.1»79:^ 
437044; AU)35864; Hs.69517; drfferentially expressed "ifanconfs ^^JIS^^^}^^^ 
50 418462; BE001596: Hs.85266; Integrin. beta 4; fh3jnl6giinACd)6*eta,EGFfrM=M;SS«M; 1 1.95538462 

408243! Y007B7: H5.624; Interieukin 8; HUH.PASMTM='M;SS=N; 11.564 , , _ , . 
444781- NiyLO14400; Hs.11950; GPi-anchored metestasls^odaled prote; UPAR^LY6.laclamase„B. 1155285714 

41866^ AKDOUOO; Hs.41690; desmocolGn 3; cadherin,Cadheiin^CJenn,non8; 11.456 

433001; AF217513: HS.Z79905: ctone HQ0310 PRO0310p1: none^ 1 1-45352t 13 K«.^«ua«.«,*TfcfcM.ec5=u. ii wa4432 

S NM.00QM4; Hs.1640;coDagen.lype\ni.8lpha1 (epidefino^ 
60 4m(fcB^6891;Hs.194691:feBnoteaddlnduBed3 (RAI61);melabo:7^m_3;TM-Y;SS=^J11.2^ 

424834- AK001432: Hs.153408; Homo sapiens CONAFU10570 lis, ctone NT; none.none; 11,076 

451541; BE279383: Hs.26557; plakophMn 3; AnTiadiBo^seg;TM=M;SS=N: 11.0381579 

418478; U38945;Hs.1174;cydiiHlependentldnaseinNWtw2A(me;»^ u,n.TM.M.cci=M. 11 

, ^ 423673; BE003054; Hs.1695: malrix met*jprotelnase 12 (mwophage ; i^^')^^^^]^^^^^ 
65 425071; NiyL013989;Hs.154424:defodinase.todolhyn)rin8.1ypell:T4j^ 

437938: AI9500B7: Hs.3e9628; gbw«j05c02jrt NCI.CGAP.KkJ12 Homo sapleijnona.nona; 10.7806W16 

425367; BE271188; H5.155975; protein tyrosine phosphatase, receptor t; none;TM=W;SS=Y: JO-74825175 

439706; AW872S27: Hs.59761; ESTs. WeaWy slntfar to E)AP1J4UMAN DEATH; none,none; 10.542 

437897; AA770561; Hs.146170; hypothetfcal protein FlJ22955^HC.none: 10.4^8^^ 
70 431629- AU077025:Hs.265a27; Interferon, alph&induc&te protein (cto;wne:TM=f4S8=Y: 10.48 w*»*^»..4«*»«ooofi 

4?r^:MSHs.70725:gammaJntooK 

409142; AL136877- Hs.50758; SMC4(stracturaI maintenancaof chromoso; ABC_tran.M.SMC_N.SMC_C.DUF164.none. 10.142 

421508; KM_004833; Hs,105115; absentm melanoma 2; PAADJDAPIN.HWM=M;^N^ cn:.TM=Y-cs=M. 10 072 

418541; BE243135: Hs.86947; a dslntegrin and melaBoprotelnase doma; dlsmtegnn,Reprotysln.f^JWiau^ 10.072 

75 4Sj040W;te.156346;topoison^e(DNA)B 

414035; Y00630: Hs.75716; serine {or cysteine) Pro«naselnNTto: M^a.e9^»7 

421506: BE302796: Hs.105097; thymidine Idnase 1. soliiU^ TJ<:B*:M:S&=N: 9i^89 

407786; AA687538; Hs.38972; tetraspan 1; transmemlwane4;Tf*=Y:SS=M; ^876056338 

424441; X14850; Hs.147097; H2A hlstonefamiy, member X; hi5ton8.CBF0.NFYBJ{MF:: 9-851635514 

80 438091; AW373052: Hs.351546; nw^ receptor subfamily 1. group I, m; 

413859: AW99235e: Hs.8364: Homo sapiens pynwate dehydrogenase kto«SAW£^ onhTip Tm«na«««in Mvc 

408000: LI 1680; Hs.198689: buOous pempWgoid aniigen 1 (2mAm; eftand^pedita.GAS2,SH3Jte«VOCytosejsom.FSQ,bOT^^ 
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40M93; AW247090: Hs^lOI; mWdranoscme irttenance defldenl (&; MCM^JceUed;TM4tSS=»t a7878ra788 
442599: AF078037: Hs.324051; RelA«sociated inhibOon SH3,ank;TM=M:SS=N; 9.637037037 
42S6S0: NlyL001944; Hs.1925; (tesmodl^ 3 (pempHgtis vidgaris anOgar; cadh8rin;TM=M;SS=M; a596 
417900: BE2S0127: Hs.82906; COC20 {ceSi dhtetan cyde 2a S. cerevt W040:TM=M;SS=N; 9.558 
5 444946; AW139205; Hs.156457; hypcrfhetlcal proJein FaJ22408: abhydrobs8.abhydrobse J;TM=Y;SSsJt 9.55 
421481: AW391972: Hs.104696: MAA1324 protein; non8;TM=M;SS=K^ 9.529085873 
408591; AF015224; Hs.46452: mammaQhibin 1; Ulerogtobbi;TM=M;S&=M; 9.506 

4443B1:BE387335;H8.2B3713;hypolheflcalpiorelnBC014245;C^^ 

444006; BE39508S; HsJ3476i type I transnwnbrane protebi Fn14: ldLWJUP»®.MHCJ;TM»M;SS«Y; 9.415151515 
1 0 413719: BE439680; Hs.75498: smflD hdudbte cytokine subfartfly A (Cy; IL8r. 9.408 

424384; AW38322fi: Hs.163834: ESTs. WeaWy sknflar to G01763 afrophin-; fas;TM=M:SS=N: 9.36 

429002: AW248439:Hs.2340; junction plakogtobln; AnnadiIbjBeg:TM»M:SS=N;9.31S693431 

421379; Y15221: Hs.103982: sm^ Inducible cytoMne subfamily B (Cy; lU^TimSS^: 931 

418004; U37519; H5.87539: aldehyde dehydrogenase 3 tamHy, mentber ; aldedh;TM=M;SS=Mt 129 
1 S 454034; NM_000691: Ks.575: aldehyde dehydrogenase 3 lamlly. member ; aldedhn 9.264 

417389; BE260984: HS.8204S; mWldne (neurfle growUHMomofina facton PTNJ^ TM=M;S S='Y; 9.241561 181 

445033; AV552402: Hs.72901: cycfijvdependent kinase InWWlor 28 (pi; ank;; 9.207272727 

443426: AF0981 58; Hs.9329; chromosome 20 open reading frame 1; none;TM=M:SS=«; 9.195167286 

439223; AVW38299; Hs,250618; UL16 binding protein 2; WLrBcepLa.PKD.^^^ 
20 428758; AA433988;Hs.98502;CA125 antigen; mucin 16; SEA;TM=»Y;SS=M; 9.028 

421777; BE562088; Hs.108196; HSPC037 protein; nQne;TM=M;SS=N; a004 

418988; Y09763; Hs.22785; gamma-amkiobutyrtc add (GABA) A receplo; Neurjchan_LB0.NeurjA8rumamb;TM»Y;SS=M; 9.001096491 
418969: W33191; Hs.28907; hypolhefcal protein RJ20268; SH3;TM=M;SS=N; 8.942 
455601; AI368680: Hs.816; SRY (sex detemMg region YKbox 2; KMGJiox; 8.87 
25 429211; AF052693; HS.1M249: gap^nc6on protein, beta 5 (connexin 3; connexin;TM=Y;SS=M; a77131783 

456906: AF117646: Hs.156637: Cas-Br-M (murine) edropte retroviral tn 2raHC4,CbLN,CblJi2.CbLN3;TM=M;SS=N; 8.738 
430397; AI924533; H3.105607; bicarbonate transporter related protein ; HC03.cotransp;TM»Y;SS=N: ^736 
417034; NM_006183; Hs.80962; neurotensin; none;; &592 
429083; Y09397; Hs.227817; BCI^-relaled protein Al; B(*-2;TM=M;SS=N: 8.536 
30 408113; T82427; Hs.194101; Homo sapiens cDNA: aJ20869 lis. done A; 7tnu3.none; a49 

439285; AL133916: HS.47B80; hypolhefcal protein FU20093; i8.pWnase.LRR,LRRNT,UWCT,none; ^460655738 
409420; Z15008: H3.54451: bminin. gamma 2 (nlceln (lOOkD), kalinl; lamlnln348mlnin_EGFs 1414 
438746; AI885815: Hs.1 84727; Human melanoma^ssodated antigen p97 (m; transfeiiin,6uanytateJdnJ»0Z,8H3; 8376205788 
439606; W79123; HsJS8561; G proteifrcoupted leceplor 87; 7tnLl:TM=Y;SS=liA; 8.37 
35 430486:BE062109;Hs.241551:chtoridechannelcaWumactlvated,«a^ 

429170; NiyL0O1394; Hs.2359: dud spedfKfty phosphatase 4; Rhodanese.DSPt,Yj)hosphatese,RibosomaLS3JN;TM=WSS=N; a266 

417771; AA804698: Hs.82547: fBtlnoic acid receptor responder (lazaro; nonB.none: a248314607 

431620; AA126109; Hs.2649ai: Z-5'-o!lgoadenylate synthetase 2 (69-71; NTP_lransU;TM=M;SS=fJ; ai56 

412270; AC005262; Hs.73797; guanine nudeofide binding protein (6 pn 6^pha,arf;TMsM;SS=N: ai42857143 
40 448733; NM_005629: Hs.187968; solute earner famOy 6 (neurotransmitteE SNF:TM»Y;SSaN; at37559809 

427557; NM_002659; Hs.17g657; plasminogen acthffltor. urokinase recepto; UPARJLY6.ET,PLA2_Wi:; 8.043478261 

424439;AA579635;Hs,1770;ngasel.DNA,ATPHtepcndent;DNAJgasena038194444 

418322; AA284166; Hs.M1 13; cydkvdependent Hnase Inhibitor 3 (COK; YjJhosphatese.DSPc;TM=M;SSsN: a024752475 

453857; AU080235; Hs^l; Ras^nduced senescence 1 (RIS1); none:TM=Y;SS:sM; 8 
45 424046; AF027866: Hs,138202: serine (or cysteine) proteinase Inhlbto; seTpln;TM»**SS»N; 7582 

418526; BE019020; Hs.85838; solute carrier family 16 (monocaiboxyfic; iJOiie;TM=Y;SS=M: 7.973684211 

413219; AA878200: Hs.118727; Homo sapiens cDNA FU13692 fis, ctene PI; HlHdealh JNFI^c6^:yMMJ»ydro; 7.692 

422809; AK001379: HS.12102B; hypothetical protein aJ10549; iaTM=M:SS=N; 7.824 

452203; X57522; Hs.352018; transporter 1. ATP-bimflng cassette, sub; ABCJran^jn8mbrane.SRP54JhynildylateJdn;TM=Y;SS=M; 7.823874755 
50 431630; ^4.002204; Hs.255829; Wegrtn. alpha 3 (anfigen C049a dpha ; FGW.RhAdJllyCQp*ite9iitLA:TM=Y;SS=fc«: 7.758985201 

432874; W94322; Hs.279651 ; melanoma inhibitory activity; 8H3:TM=*I;8S=Y; 7.75887574 

439453; BE264974; H5,6566; IhynAJ honrone receptor interactor 13; AAA,ABCJIiBn,CoaE;TM=M;SSaN; 7.757751938 

452747; BE153855; Hs.61460; Ig superfamily receptor LNlJ^ Ig,raiabd_glycop;7M=Y;SS=M: 7.624 

438089; W0S391: Hs.351546: nudear receptor subfanBy 1. group I. m; hormonejBCzK)4,wme; 7.605660377 
55 427747; AW411425: Hs.180655; sedneflhreonlne kinase 12; pWnase;TM=M;SSaN: 7.678 

430280; AA361258; Hs.237868; Interieuldn 7 receptor fhS^none; 7.476 

429299; AI620463; Hs.347408; hypoflieOcal protein M6C13102; none;TM=Y:8S=Ni 7.442528736 

441384; AA447849; Ks.288660; reHnoto add Induced 3; 7tnL3.none; 7.442495127 

446163; AA0268aO: Hs.25252; prolacfin receptor, none:NA;NA; 7.436781609 
60 414774; X02419;H3.77274: plasminogen acfivator. urokinase; kiingte.trypsin.pto^ ,,«.«^e» 

439237; AW408158; Hs.318893; ESTs, WeaWy sinnlar to A47582 B«eD on Furfn4ike,pkinase.Recep.L.dom^.YLP,nonB; 7.398360656 

432636:AA340864;Hs.278562:d8udin7;PMP22.aaudto;TM=Y;SS«M;7J94O39735 

431890: X17033: Hs.271986: Integrtn. a^ha 2 {CD498. alpha 2 subunl; vwa4ntegriaAFG^TM=Y;SS=M: 7.383419689 
418084; L16991; Hs.79006: deoxythyn^ate kinase (thymidylate kin; none^none; 7.382 
65 436972; AA284679; Hs.25640; daudin 3; PMP22.aaudln;TM=Y;SS=M; 7.327160494 

409799; 011928; Hs.76845; phosphoserlne phosphatosemke; Hydrotese;TM=M;8S=N; 7.316 

448569; 8E382657: Hs.21486; signd liaisduQer and ac&vator of trans; 8H2.STAT.STAT.bInd.STATjm)t;TM^S84l; 7.315412186 
428450; NM.014791; Hs.184339: KIAA0175 gene produd; KA1.pkinasa;TM=M;SS=N; 7.2984375 
422283: AW411307: Hs.114311; COCAS (ceD division cyde 45. acerovis; COC45rrM=M:SSsM; 7.28 
70 451253; H48299; Hs.261ffi; daudin 10; PMP22.(aaudln.Pep8daseJ«1 JUetr8!Tft«»Y;8S=M; 7J256802721 

416819; U77735:Hs.80205;plm.2 oncogene; pWnases 7.234455959 

421817; AF146074; H5.10B660J ATWAidlhg cassette. suMamfly C (CFTR; Fasckiin.ABCjban.ABCjTOintoa»e,GTPJEnUTM4tSS^ 7.162534435 
451035; AU076785: Hs.430; plasSn 1 (1 isofomiX efhand,CaAdaptliUt: 7.145454546 
424008; R02740: Hs.1 37555; puteflve chemokkie receptor. GTP-Wndlng; 7!nu1;TM=Y;8S=M: 7.1 26 
75 414482: SS7498; H5.76252; endotheSn receptor type A; 7l^u1:T^*=Y:SS=M: 7,1 22413793 

4250O35 AF119046: Hs.1 54149; 8pur!nfctepyiimkflnicendonudease(APEX ; TroponinfxojBndoj»hosJQ:TM=M;SS=N; 7.106719368 
430890; )C54232; m.2699: glyptoan 1; Glypican;TM^M:SS=^ 

407792; AI07771 5; Hs.39384; putaBve secreted Dgand homdogous to % nona!TM=M;SSBY: 7.052 
426514; BE616633; H5.17019S; bone morphogenetfc protein 7 (osteogenfc; T6F-beta,TGFbjm>pepMa;; 7.042 
80 431241; AA496799; Hs.36958; ESTs; 8H2.RasGEF.none; 7.03 

4371 39: W73885; Hs.1 1 851 3; ESTs, WeaMy drnflar to RTA RAT PROBABLE; 71nLl ;TM»Y:SS=M; 7.03 
42031 1 ; AW445044: Ks.38207; Human DNA sequence ftom done RP4^15; noneme; 7j026 
439979; AW600291; Hs.6623; hypothetical prtitein FU1043QE nonacTM=M;SS=N: 7.008 

244 



wo 03/042661 



PCT/US02/36810 



422B4B: BE513934; Hs.1S83; neutrophil cytosoUc factor 1 (47W).chR 8H3.PXTM=M:SS=N; 6.991626794 
416250; AA58138B; Hs.73452; Kremen Z lcringIe.CUB.WSC:: 6.972 



430770; AA765694;Hs'.12329*5:ESTs;none,none: 6.95 nAowwirvfiOAR 
418869 AW516565:;gb:xq01d05jc1SoafesJiHCeC.cervlcal.tum^^ c6 DEAD" 6.914 

5 428953;AA306610;Hs3Sl83:timornecrosisfator^^^^^^ 

418283; S79895; Hs.83942; cathepsln K (P/cnw^ysf [psis); Pepldase Cl^ M12Bjiopep-TM=M;SS=M; 6.862970711 

419667; AU077005: Hs.92208; a disintegrin and metdtoprot^^^ ^rS?^rmM?LRRCTrTfcS^S^^^^ 
421143 AB024536; Hs.102171; immunoglobulin superfamilyconlalnlng le: IgWLRRMT,^ 
456181; L36463: Hs.1030; ras Inhibitor; RA.SH2.VPS9;TM=M;^ 6JW 
10 436856: AI469355; Hs.127310; ESTs; P»*i«e^'T^^W=M;SS=N:&72142B571 

15 439738^ BE246502; Hs.9598; sema domain, itnmunog obunndomdn I0g).; Se^ 6.670553938 
428385; AF112213; Hs.184062; putative RabS^nteracUng protein; SH2.SH3,; ^.6^1348 
S S 195: Hs.100623; phosphoT^ase C. beta 3. neighbor PS.e«cIo; WDJ^^^ 
«528i;.AWlS42;Hs.15553l^ interferon, ganmiaj^^^^ 

426500; N1VL014638: Hs.170156; KIAA0450gene product; C2,P|.PLCY;TM=M:S&-N, 6.639555172 
20 438113:Al467908;Hs.8882;ESTs:7tnu1.none;6^ .Bti«„„«.Rfi 
444783; AK001468; Hs.62180; anilRn (OrosophBa Scraps ^onioljg). «t P^^^^^^^^ 

408482: NM 000676; Hs.45743; adenosine A2b receptor. 7tnLl:TM=Y;SS=M; 6.548148148 motmw^ 

S AK?ibl22844;'hypalhefc^ P^tora^Sl^Sf^vSe^^^^^ 
^ ^ 414809; AI434699; Hs.77356; transferrin fi*' ^K^!^!^^^^ 
25 426440; BE382756; Hs.159902; solute carrier iamlly 2 ffacflitatBd fltir. su^^TJ^^S^ 

420039; NWL004605; Hs.376147: suMansferase family. cytDsoMc, 28. ; SiHbtransler;. 6.496 

43523lS^2;Hs.4854:cydMependentWnaseh^^^^^ 
35 418203; X54942; Hs.83758: COC28 protein kinase 2; Cl«;; 6.219081272 . 

41 1263- BE297802; Hs.69360; IdnesirMte 6 (mitotic centromere^oc; W"^™-M^S=N. 6.19 1 88888889 

SA^187;Hs.293591:fnd^^ 

44923$ BE613348:Hs.356392:n«ton(«iacellad^^ 

440006: AK000517: Hs.6844: NALP2 protein; PYWN-ContanIng AP/JI-ft MA.NBV«lC,PAAD.DAPiN,rw,NA, o.ioouoo/o 
40 460581; AF081513; Hs.25195; TGF-beta 4; TGF.beta.TGFbjxopept)de;; &152 

432314; AA533447; Hs.2B5173: ESTs; Xlink.none; 6.12304J1752 .t-tm-m-csc-m. g 12 

418844; M62982; HS.12D0; arachWonate 124ip0)craenase; "WQ?;^®^^^'^!^^^^^^ 
42raAL119671;Hs.1420:flbioWasl9rc^ 
422051;AW327546:Hs.111024: solute carrierfami^25{mi^^ 

45 452683; A1089575; Hs.374574: Pf°9este«>n«r"^«^'^?^?S*^^ 
445537; AJ245671; Hs.12844; EGF4l®^omah^ njrijpte 6jE^^ 

444309; U83236: Hs.10803; cflldumand Integrfn binding pnrte^l W «*8nd.. 6;W»15544 , ^ ,o R|to^|^asebTGF- 

414166 AW888941:Hs.75789:N^ycdfl«nstre8mre^^ 

beta.DUF139 JPR,DSPc.bpJ.Ribo6omaLS2^jvp;TM=^ 
50 438108: A1471795; Hs.287776: vaniBoid «ceplor^alated («no8caRy^^^ 

41 3869; Nlyt000e78; Hs.75596; Interleuldn 2 receptor, beta; n<"^5£Y;SfM, 5.984536083 

55 

41 1756; BE294350: Hs.71891; discokfin domain receptor family, menjw ^nase.F5J^type.c;TM=Y,5^ a.Mi«iao 
424291: AL120051: Hs.144700: efMvBI; Ephrin;TM=Y:SS=M: 5.951550388 
453459; BE047032; H8.257789; ESTs; none,none; 5.95 „.,„«.TiubY.c<faN- fi.93a 

456373; BE247706: HS.B6693; membranwipanning 4Hlomains, subfamily A: "O^s-^'fr^li^^ B517857143 
60 S W004B2: Hs.239^. ^^^^'^^^^^^'i^^ 
414703; BE243877; Hs.380063; ATPase. Na^^^JPf^S' P^^^^ 
446775; AB025237;Hs.388;nu(«x(nucte«ldedlpl« 
452239: AW379378; HS.3562B9; protein tyrosine pS^^^P^^,^ ~S 

418345: AJ001695: Hs.241407; serine (or cysteine) P^^^lnase Wi^sejp^^^^^^ 5.816363638 
65 452875; BE275760; Hs.30928; ONA segment on chromosome 19 unique) 1 1; ^^^Uwln JM«M;SS4«; 5.816363B38 

439625; AF0a6453; Hs.58611; ESTs; FbrtO1ead.glycolytejen2y.Na-SUlph.symp; 5311594203 

447343: AA:S6641:Hs.236894; ESTs. Highly^ to ^dpha.2j«no^^ 

422765: AW409701; Hs.1578; baculovlrd lAP ^eat^^tlah^ MSI^M^31 

415198; AW009480;Hs.943: natural ldllerceBtranscrn>l4;nona;TM=M:S^ ru.oo^ 1 «««• sa 

70 WAK00010^Hs.272227:Homosaplensei)NAFU^ 

457001 J03258:HsJ206?.vftamlnD(1.25.dihydco)^^ . 

439335; AA742697:Hs.62492:NRU)52B63*tol»s^^ 

SrKo^o^^SS^^ 

419056; M89957; HS.B9575; CD79B antigen 5.686 
432269; NM-002447; Hs J2942: macrophage stalaling 1 receptor (wn^pto^ww^ 
452698; AI826645: Hs.211534; ESTs; ArfGap.Paank,GuanytateJdn,P0Z.SH3; 5.6835734eJ 
80 41 1030; BE387193: Hs.67896: 7-60 potdn; none:TM=M;^; ^^^^J^^^^^^c^ cc7297762S 
447131; NMJJ04585; Hs.17466; retinoic add receptor rwpond^toj^nor^ 
426227: 067058: Hs.154299: Human protatoe ?c*'^dreMg^^ 

407722; BE252241' Hs.38041; pyridcxd (pyridoxuw, vitamh 86) Unas; plkB;TM=MSS=N: 6.B55eie9M 
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427490: Z351S2;Hs,178695;rnItogen^ctwat0d protein Hrasfl 13: 

415010: NM_004203: Hs.77783; membrano-assodated ^yroslno- and threon; ank.pHn8se.UPRra73;; 5.648 

452690; A153607O; Hs.15085: ESTs; p(m,hoin80bO]U)9JEhan^jeoeplDn 5.646 

424321: W74048: Hs.1765; lymphocytMpedfic proWn tyrosine Wn; SH2.SH3,pWnase:TM=^*SS=N^WM050 W 
5 418703; NM 014448; Hs^435; Rho guanine exchange 1actof(G£F) 16: SH34»H.Rho<^.Bima_VP3:TM=M;SS=N: &636 

426108* AA622037; Ks.156468; programmed cefl death 5; DUF122:TM=M:SS«N: 5.635087719 

424490; AJ278016; HS.55K5: ankyrin repeal domata 3; ank.pWnase;TM=M:SS=N; 5.6a»0233 

432065; AA401039; Hs.2903: protabi phosphatase 4 (feimeily X). csta; Mabltopte^pfcgS^ 5OT^ 

41701 8: M16038: Hs.80887; v-yes-1 YamagucW sarooma viral rabted ; SH2.SH3j)Whase;TM=M:SS=N: aS98052632 
10 430696: AA531276:H3,59509; ESTs: pWnase.fV2C^e; 5.575112108 

435017: AA335522: Hs.12854: angiotensin II. type I receptor-assodat; none:TM=Y:SS=M: 6^.5?105^^^_^, ^ 

439963: AW247529: Hs.6793: platelet^afing factor acetythydrola; PAF.AHJb,Upase.G0Sl;TM=M:SS4l: 5.556195965 

416012; NNL004383; Hs.77793; <«rc tyrosine Wnase; SHiSH3,pk!n3se;TM=M;SS=N; 5.555421687 

424909* S78187: Hs.153752; cell division cyde 258; Rhodanesen 5.549751244 

1 5 413989; X14034: Hs.75648; phosphoQpase C. gamma 2 (phosphafidyOn; SH2.SH3.C2,PH.PH»LC.Y.R-fV>X.POGFs 5541366907 

406821; X57809: Hs.181125; frnmunogtobulln lambda locus: lg.HSP70.Ppx-GppA;TM=M:SS=N: 534076087 

417700- M36542: Hs.1101: POU domafn, dass t transcription (ado; h(wneob(«,pou;TM=M;SSsN; 5.536 

456362; AW973003: Hs.179909: hypotheOcd proldn FU22995; no(ie;TM=M;S^H 5.52661897 

438576' AI456213; Hs.77542: ESTs; 7(n\_1.Dna]: 5.52638191 
20 425464 118964: H8.1904; piotein kinase C tola; pWnase,DAG_PE.|«nd,pkhase_(;OPR;TM=M;SS=N; 5.519672131 

412276; BE262621; Hs.73798; macrophage mlgrafion tnhlbitoiy fa^t I^F/a^f^'SSSS^^^ « i;i^QRA7fio 

417433; BE270266: Hs.82128; 5T4 oncofetal trophot)last gfycoproleln; IRR,LRRNT,IJRRCT;TM=Y;SS=M; 5.5149647W 

447827: U73727: Hs.1971 8; protein tyrosine phosphatase, receptor t;fo3Jg,Yj)hosphatase,MAfct^ 

419508; AW997938; Hs.90786: ATP4)lnding cassette, sutyfamily C (CFTR; ABC.trBn^jnemtxane:TM=Y,SS=l«; 5.471947195 
25 410608; AI538438: Ks.159087; ESTs; ublqutlinJntegriiL9«UeA.none: 5.465384615 

448633: AA311426- Hs.21635; tutwQn, gamma 1; tubuEn;TM=M:SSsN; 5.460076048 

408716: A1567839:'hs,151714; Homo sapiens mRNAfor KIAA1769 protein, ; UvTO.hB!icase.RNB.Runt:TM=M;SS=N; 5.450413223 
426410; BE298446; Hs.305890: BCU-lilcB 1; Bd-2.BH4^ne; 6.444805195 

457B19; AA057484; Hs.35405; RJ20522 Hypothetical protein aJ2D522: none.none: 5.444281525 ,„«,4ivic 
30 422597; BE245909; Hs.1 18634; ATP-blnding cassette. wManOjf B (MDH/^ ABC_tran.ABCjnembfane,PRK:TM=Y;SS*N; &437931035 

429191;AF065215: Hs.198161; phosphoIipaseAZ. group INm(cyloisdlc);C2PlA^Jn^C;TM4*SS=^ 

449951; AW265634; Hs.133100; ESTs; pkinase.FurifrlIte,Recep_U.domaln.none: 6.435211268 

409012; AL117435: Hs.49725: OKFZP434I216 pmteln; WRhoGEF;TI^!ytSS=M; 5^43»^ 

443466; BE243123; Hs.321045: IKK^elated Wnase epsilon; Indudble Uq pldnase,RI01;TM=M;SSaN; 5.429657795 
35 434826; AF155661; H3.22265; pyruvate dehydrogenase phosphatese; PP2amme! 5^23322684 

423189; M59371: Hs. 171596; EphA2; fn3.pWnas8.SAM,EPHJl>d:TMaV:SS=M; 5.421621622 

452291; AF015592: Hs.28853; CDC7 (oeH dMslon cyde 7, 8. cerevisl: ptdnase;TM=M;SS=N; 5.412 

432527; AW975028: Hs.102754; ESTs; none.nooe; ^40625 

422278; AF072873; H5.1 14218; frizzled (DrosophBa) homolog 6; Fz,Fri22led,7tm_2:TM«Y;SS=M; 5.405504587 
40 410024; AW191024:Hs.55016; hypothetical protein FU21935;SH3;TM4tSS=N; 5.396 ^^^^^ 
434467; BE552368; Hs.2318S3; Homo sapiens cONA FU13445 tis. done PU 7lnLl,none; 6^472868 
438974; AF089816t Hs.6454; chromosome 19 open reading frame 3; POZr, ^389250814 
439670; AF088076; Hs.59507; ESTs, Weakly simOar to AC004858 3 U1 sm; noneiiione: &382 

437016; AU076916; Hs.5398; guanine monphosphale synthetase; PH0,8ET^ ™ ^ orr * c-tmw a cmtw ii«h ai HPrr-TifcU-SSd* 5 373937Sn 
45 CXXCEGFM,notch,WW.FCH,GATase.GMP synLC,0cdudin.YEAT8^lalthk),EB,heiiie J.WX:i^ZJ^eThRed^E^ 5.37393^77 

• 424848; AI263231: Hs.327090; EST; SH3WGuanylateJdn.nofte: 5.38 om,.^ 

452721: AJ269529t Hs.301871; sdutB carrier fanaly 37 (glyoerol^o; MOR»is«garJnTW»Y;SS=M; 5.35971223 

405932; ; ; C15000305:o^8061221gblAAC6919ail (AFO; ibs:TM=>M;SS=N; 5.349226804 

416714; )i283770; Hs.79530: CD79A an^en (bnmunogiobunfrassodaied; lg.lTAM.Zh_dus;TM=Y;SSsM; 5.346153846 

50 453143; AA382234; Hs.356289; protein tyrosine phosphatase, receptor t; serpln;; 5.333667335 

423973; AF038461; K5.136574; aradiWonate 12^poxygenase. 12Rtype: Ilpaxygenase,PLAT;TM=M;8S=N: W3 

408308; AL033377; Hs.44197: hypothetical protdn DKFZp564D0462; RonwUS?"??.. 

414821: M63835: Hs.77424: Fc fragmenl of IgG, Mgh affinity la. re; lg;TM=Y;S^ ? 

427337; 746223; Hs,176663; Fcfeagmentof IgG,towaffinlly Rib. n^;TWNY;S^^^^^ oo^«nftnR 
55 410165; BE560228; Hs,71869; apoptDsl»«sodated sped;^ protein ; PAAD.OAPIN.CAI5TM=M^=^t^5.29^06^ 

415817; U88987; Hs.78867: protein tyrosine phosphatase, receptor^; ft^.Yjtephatase,carMJjj[di^j^^ 

427316! AA179949: Hs. 175563; Homo sapiens iriRNA:cDNA DKFZp564N0763 (f. none,spedrin,SH3.PKCH: 5.278947368 

431441: U81961; Hs.2794; sodium diannol.TOnwItag&flaied 1 dpha; ASC;TM=Y^S=N; &2W461^^^^ 

416207; NM_014745; Hs.79077: Homo sapiens, done MGC:2908. mRNA, comp; none:TM=Y;SS=M: 5^2222222 
60 4151 17; AF1 20499; Hs.78016; potyntideotide kinase ^-phosphatase; Vir8l_heBcase1:TM=M;SS=N: 6.27 

435905; AW997484; Hs.5003: KIAA0456 prolein; SH3,f«ioGAPW;TM=M:SS=N; 5.251865672 

409430; R2194S; H8.346735; splldng IMor, amlrtlneMn^ 6; DSPcRhodanese.none; 5.248 

431846; BE019924; Hs.271580; uroplaMn 1B:transmembiane4iTM»Y;SS4A; &232 

422017; NH1.003877; Hs.l10776: STAT Induced STATInWijltor.2; SH2;; 5.212418301 
65 436469; AK001455; Hs.5198: Down syndrome crftlcaJ regton gene 2; none;j5.209259^ Tii.v.oe^ t 

421502; AF111856; Hs.105039: solute carrier family 34 {sodium phospha; ra««»naLl2aNaJlg*W 

425356; BE244879; HS.15S939: Inositol polyphosphatB-5^ihosphalase, 14; ExcuB«iGLphos,SH2;TM=^tSS=N; S-iwra/w ^^^^^^ 
^2 BE069288! HS.W44: Homo sapte ntfSiA; cDHA D}<FZp547C136 (li; ABC«tr8n.GTP.EFTU.ABCjnembfane.noiie; 5.199074074 
416602: NfcL006159: Hs.367895i Prolein kinase C-Wnding protein NEa2: EGF.vwcTSPNn 6.198224852 
70 429556; AW139399: Hs.314B07; ESTs; none;TM=M;SS=N; 6.192439863 „ ^„ ^ «ftnc4«rro 

427857; AL133017; Hs.288679; hypothetical prolan FU22865: inyosln>ad.ia2Ml1YhlD:TM=M;SS=M; 5.190251572 
400517; ; ; lengan; na»:TM=M;SS^. 5.18 

413436; AF238083; Hs.6B061; sphtngostne kinase 1; 0AGKc;TM=M;8S4J: 5.172881356 
423527; AI206965; Hs.105861; hypothetfcd piotdn FU13824: none;TM=M:SS=N: 5.165060241 
75 419138; IM8M8; H3.89631; ryanodine receptor 1 (skeletal); ten_trans.SPRY.RYDRJTPR.RyR,MR;TM=Y;SS=N: 5.156876744 
437809; AL137723; H3.5855: Homo sapiens mRNA; d)NA OKFZp434D0818 (fi none^Jne; 5.154676259 
452)69: AB028949: Hs,183994; K1AA1026 praWn; MelaIlophos:TM=**S8=N; 5.152360515 

409340; BE174629;Hs.321130;hypolhelfcal protein MGC2771; o.,^i.-«.-.«.c-m e ^iiiioeeoii' 

kpem»8is.pyrfctoxCdeciromodanain.PHD.hffiOA^ 5.144859813 
80 442875; BE623003; Hs.23625; Homo sapiens dona TCCCTA00142 mRNA 8equ:K.!Btra.IXJF51. none; 5.142 
434883; AW38153a: Hs-19807: hypothetteal protein MGCia59; 8H3.PH.WW.RhoGAP;: 6.141534392 
434808; AF155108; Hs.256150; KY^^Ml anSgen: none;TM=M;SS=N; 5.14 

431341; AA307211; HsuZS1531: proteasome (prosome. macropafci) subunlt.: pro*easome;TMaM;SS=K 5.13968254 
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431685; AW296135: Hs.267659; vav 3 oncogene; CH,DAG^PE-bin(l.PH.RhoGEF.SH2.SH3.DC1;TM=M;SS=N: 5.129476584 

411190;AA306342;Hs.69171:proleInldnaseC^ikB2;pWnase.pldnase.C.HW ^ ^«^i»fiuoi*TM=Y.«d*sia743M^ 

433573; AF234887; Hs.57652: cadheriti. EGF lAG saven-pass G4ypD reca; 7tnu2^GF,(adhenn,Iaminin_EGFJaminin.GJfypan Jycop.^^^ 5.107438017 
433662; W07162; Hs.1 50826; RA925RAB25, mentberRAS oncogene famBy; ras^C_tran.arf;TM=M:SS=M; 5.10251046 
5 419493; AF00121 2; Hs.90744; proteasome (prosome, macropain) 26S subu; C0K5_acfivalDf TO.none; 5.095194085 
41 1027; AF072099; HS.67B46; leukocyte ImmunogtobuHn-lika receptor, ; inositd_P,^TM=M;SS=N: 5.092 
435243; AW2928e6; Hs.348932; hypotheticai protein dJ434014,3; IRF^ne; 5.092 
434417; AL110157; Hs.3843; Horno sapiens mRNA; cONA DKFZp586F2224 {f; DSPc,n<M»; &M19^0^^^ 
415323; BE269352: Hs.949; neutrophil cylosofc factor 2 (65kD.chr; SH3,TPR;TM=M;SS=N: 5.088932806 
1 0 418629; BE247550; Hs.86859; growth (actor receptor-bound protein 7; SH2,PH.RA;; 5.082840237 
420030; BE503994; Hs.145233; K1AA0418 gene product; SH3,none; 5.080645161 
444065; AW449415: Hs.10260; Homo sapiens cDNA FLJ11341 lis, clone PI; SH3n 5.063953488 
421677; H64092; Hs.38282; ESTs; A1ppMiadillo_seg.lBB; 5.058 

411165: NfU»0169;Hs.69089;galactosid3se,dpha;MeOblase;: 5,0541 ...^^.cnr. 
15 428479;Y00272;Hs.334562;cendivlslon(VcJe2,G1loSand<»to;pldnase.ICEj)10J^^^ ^ T»4,vce-».c«47o^i« 

423883; AF250238; Hs.l34514; ATP^ndlng cassette, sub-family A (ABCI; ABC.tran,pholoRCSRP54.Ca_channel_B.Ptann_4a:TMaY;SS=M: 5.051724138 
421917; AB028943; Hs.109445; KJAA1020 protein; BTB^H2.Pl3J'i4_Wnase.Pl3I^TM=M;SS4425.05128^^^ 
422241: Y00052: Hs.170121: protein tyrosine phosphatase, receptor t; kInesln.fh3,Y4Jhc8phal8se:TM=M;SSsN; a047311828 
410026; AI912061: Hs.5S016: hypolhetfcal protein FU21935: none,none; 5.04674221 
20 426395; BE151985; Hs.355669; hypothetical protein FU23316; pMnas6,none; 5.W0298508 

418054; NWL002318; Hs.83354; lysyl oxldase^ike 2; SRCR,LysyLoxIdase;Tiyt=M;SS=M; 5.039039039 
444895; AI674383: Hs.22891 ; solute carder family 7 (caBonic amino ; ASC,death,TNFRjc6; 5.037151703 
413472; BE242870;Hs.75379;sohitecarT!erfaml!y1(glldWghafB;SDF:TI*=Y:SS=M^ 
446272; BE268912; H8.14601; hematopdefic celkpecilic Lyn substral; SH3,HS1.i8p:TM=M:SS=N; 5-<B^g^^ 
25 410n2; BE276297; Hs.194685; Homo sapiens done 24675 mRNA sequence; TopolsomJ>acToprlm,'; 5.027985075 
418613; AA744529; Hs.86575; mitogBn-ac0vated protein kinase Hnase ; pWnase.CNH;TM=M;SS=N; 5.014652015 
415166; NM_003652; HS.7B068; carboxypeptidase Z; Zn_carfaOpepl,Dioxygenase,Fz;; 5-0122KW9 
416498; U33632; Hs.79351; potassium diannel. subfamBy K. member 1; toiUrans-TM«Y;SS=M; 5.001811594 
410687; 024389; Hs.6S436; lysyl oxidas^ilce 1 ; LysyLoxidase;; 4.997983871 
30 430024; AI808780; Hs.227730; Integrin. alpha 6; lntegnn_A.FG43AP;TM=Y;SS=M; 4.994871795 ^ ^ „ , 

409220; BE243323: Hs.51 233; tumor necrosis factor receptor superfami; TNFR„c6.death.Upoprolem_S.TIl;TM=Y;SS=M; 4.9871 35506 
423804; AW403448; Hs.1706; InlsfferorMtimulaled transcrlpfionfad; IRF^-C3HC4.IBR;rf-RanBP;TM=M;SS=N; 4.985185185 
423011; NM,000683; Hs.123022: adrenergic, a!pha-2C-. receptor 7bn-1;TR^Y;SSsM; 4.984 
419577; L36531; Hs.91296; Integrin. alpha 8; !n1egrinJV.FGGAP;TM=Y;SS=N; 4.968 
35 402328; ; ; Target Exon; pldnase;T!*sM:SS=N; 4.96728972 

421242: AW161386: Hs.13561: hypothetical protein MGC4692; none;NA;NA; 4.966^165 
435523; T62849; Hs.11090: men*ran&«pannJng 4Kk>mains, subfamily A; none;TM=Y:SS=M; 4.964491383 
414203; BE262170; Hs.78629; ATPasa, Na? transporting, beta 1 polypep; none.nooe; 4.961956S22 
409582; R27430; Hs.271565; ESTs; none^eurjDhan_lBD,Neur_chaiunemb; 4.946 
40 451292; ABi07716:Hs.2B2O4:KIAA1295 protein: SH3;TM=M;SS=N; 4.943181818 

453449; W16752: Hs.32981; sema domain, immunoglobulin domain (Ig),: lg,Sema.PSI:; 4.930508475 
4K233; Z17861; Hs.155218; E1B-55kDa-associated prolan 5; SPRy,SAP,pldnase,fn3,ig; 4.925347222 
425247; NiyL005940: Hs.155324; matrix metalloproleinase 11 (stromelysin; hemcpexin,Pep8dase_M10;4.92 
422282; AF019225; H3.1t4309; apdipoprotein U MotA„ExbB;TM=Y;SS=M; 4.912181303 
45 442S72: AI001922; Hs.135121: hypolhefical protein FU22415: none,HSP70; 4.910224439 
425743; BE395495; Hs.159428; Ba2-«sodated X protein; Bd-2;TMaY;SS=N; 4909972299 
449523; NM_000579; Hs.54443; diemoWne [CC motif) receptor 5; 7tm_l;TM=Y;SS=M; 4.904 
409213; U61412: Hs.51133; PTK6 prot^ tyrosine Idnase 6; SH2.SH3.pklnase;TM=M;SS=N; 4.897338403 
411770; NiyL014278; Hs.71992; healshodc protein (hspllO family); HSP70;TM=M;SS=N: 4.894 
5 0 44687^ )C97058s H8.16362; pyrlmWInergic receptor P2Y, G-protein c; 7tm_1 ;TM=Y;SSsM; 4J86 
423198; M81933: Hs.1634; cell divt^n cyde 2SA; Rhodanese.none: 4.884 
445462; AA37S776; Hs.288549; hypothetical protein MGC3077; none;; 4.876379691 
448153; Y10805; Hs,20521; HWTI {hnRNP methyltransferase, S. cerevi; NusG;; 4,8761 17497 
427792; M63928; Hs.180841; tumor necrosis factor receptor superfami; SRF^4,TNFa.(«|; 4^7^684211 
55 449027;AJ271216;Hs.22880!drpeplkWpepfldase!n:PepM^ 

421641; NMJ003942; HS.1055B4; ribosomal protein SB kinase, 90kD, pdyp; pkinase,pkmase_C;TM=M;SS=N: 4.869318182 
429619; AL120761: Hs.21 1568; eukaryolto translation Inlflalioa factor, nonB,none; 4.868073879 
458873; AW150717; Hs.345728; STAT Induced STAT InhS)itor 3; none,none; 4.861 538462 
437669; AI358105: Hs.123164: ESTs, WeaWy similar to mateh to ESTs AA; none.pWnase,pkinase_C: 4.854551153 
60 405545; ;; Target BmABCJhm.Sra^.ABCjnernbr»e;TM=Y;SS=M; 4.85 

424779; A1046B51; HS.1S3053; CD37 artlgen; tr8nsniembrane4;TM=Y;SS=*l; 4.848387097 
424253; M77640: Hs.1757; LI oel adheston molecule (hydrocephalus; fh3.lg.lRK;TM»Y;SS=M; 4.8461 53846 
425421: L11669; Hs.157145; tetiacydlne transporter-lfte protein; 8ugar.tr;TM=Y;SS=M; 4.843694494 
421267; BE314724; Hs.103081; ribosomal protein S6 Idnase, 70kD, pdyp; pklnase.pkinase.C;TM=M:SS=N; 4.842532468 
65 418736: T18979; H8.87908: SntZnlM C8P adivator pntdn; heBc3se.CATJ«)d(,SNF2.N;TM=M;SS=M; 4.842 
444143; AW747g96:H5.160999: ESTs, llltoderalely sirnnartoA56194throm; Bc}-2,none; 4.841071429 

417331; AW411297: Hs.81972; SHC (Sro homdogy 2 domaln<onlainlng) t; SH2.PlD.z^(X2H2.SCANAMP^ndlng.KRAB;TM=M;SS=N: 4.839464883 

4220ia. AA302049; Hs.31 181; Homo sapiens cONA: FU23230 lis, done C; ncne,SDF,sugar_tn 4.837837838 

434521; NMJ0O2267; Hs.3a86: karyoj*erto alpha 3 (Iraportin alpha 4); AfmadiBo.seg JBB;TM=M;SS=N: 4.833333333 
70 450447; AF212223; Hs.25010: hypothelical prateto P15-2: MrF2;TM=M:SS*N; 4.821666667 

453082; H18835; HS.3160B; hypolheGcal prot^FU20041:tonJrans:TM=Y;SS=M; 4.620936839 

417949: AL049795; Hs.830O4; Inteiteukin 14; none,Amadilo.seg.lBB,WD40; 4.81443299 ' 

439569; AW602166: Hs.222399: CEGP1 protein; EGF.TNFRj:6.granuln.CUB.KeraBn.B2.TIUTM=M;SS4«: 4.81 

432581; AU076465; Hs.278441; KIAA0015 gene product; PP2C;TM=ftA;SS=N; 4.805063291 
75 432194; AU)40801: K5.Z73219: bieastcancer anS^trogen resistance 1; SH%; 4.803191469 

431472; AK001023; Hs.258549: nudeotkid Knding protein 2 (Exdi Mn; fer4J«HParA,APSJdnase.AisAuATP8se;TM=M;SS=N; 4.600990099 

450690; AA296695; Hs.333418: FXTD domabvconlaWng Ion transport reg; ATP1G1_PLM_MAT8;TM=Y;SS=M; 4.795480881 

448950; AF288687; Hs.9275: CGHS2 protein; El-E2_ATP3se,HydroIase;TM=Y:SS=N; 4.776923077 

427681; AB018263; Hs.284232; tumor necrosis factor receptor superfami; dealh.TNFI^o6.PH,XfinlUVioGEF,MetaDothio.5;Tf^SS=M; 4.772196262 
80 432827: Z68128: Hs.3109: Rho GTPase acGvatlng protofai 4; FCKRl»GAP.SH3l;TIHtSS-N: 4.7601 15607 

433376^ At249361: Hs.74122; caspase 4. apoptosls-itifalBd qfslahe pr. CARDJC^10,iCeji20: 4.751162791 

419981; AA897581; 48.128773; ESTs; pWnase,W6J«^)ind,^^ , _^ _^„.^ ^ 

431657; A1345227; Hs.10544a: ESTs, We^ sfanOar to B34087 hypoSieli: pklnasePA28j3lphaPA28J]etaCiL9dnejn^ 4.748 
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412958; BESSI 579; H3.75087; Fss-acQvsted eerinsAhreonlne Unase; nons;; 4.73S781609 

414443; AU077268: Hs.76144: platelel-dBflvBd growth (actor receptor.; lB.pWnase;TM=Y;SS=N; 4733 

419250t AW770185! Hs.356066; U5 snRNP-spedBc protein, 1 16 kO; 7lnul.BAH,2fO0((;DNAjnelhytesec 4.7254S4546 

417903; NMJ»2342; H5.11 16; lyn^hotoxln beta receptor (TNFR supeifam; TNFK.c6;TM=M;SS=M; 4.718858132 

414368; W70171; Hs.75939: uridine nujnophosphate kinase; PRK.CoaE: 4.718838565 

426059; BE292842; K3.I661 20; Interferon regiriatoy factor 7; IRF;; 4.718543046 

414788; X78342; Hs.77313; cycfin^Jepcndenl kinase (OXaJke) 10; |*lnase;TM=M;SS=N; 4.708 

407601; AO002300: Hs.37129: sofiuin channel. fionvollag»flalBd 1, beta; ASC:TM=Y;8&4«: 4.707920792 

448520; AB002367: HsJ{1355; douUecortin and CaM Unasfrfike 1; pMn8se,0C}C;TM=M;SS=N; 4.707671950 

407143; C14076; Hs.332329; EST; noneJM=Y;SS=M: 4.682675815 

428582; BE336699; K5.1850S5: BENEpreteIn: nona;TM=Y;SS=M; 4.681816182 

408806; AWB47814; Hs.75608; Homo saptens cONA: RJ21532 fis, ddne C; 8H3,PDZ.GuanyiateJdn^e; 4.680440771 

448133; AA723157; Hs.73769: folate receptor 1 (adult); Fdat0.req^TM=M;SS=M; 4^9841897 

418836; AI655499; Hs.161712; ESTs; pMnase,Acevinjecp.PDZ^U5.dealh: 4.679180887 

425308; M97639; Hs,155585; receptor lyroslne klnaseJika orphan fee; loJBtaflte,pWnase,Fr;TM=Y;SS=M; 4.675342466 

414665; AA160873; Hs.356307: serum amyWd A1; 2f^H2.BTB,K„t8tra.none; 4.67447495 

449843; R85337; Hs.24030: solute carrier farfly 31 (copper transpo; noneJM=Y;SS=M; 4.673701299 

428245; AF151048; Hs.183180; anaphase promoting complex sulninil 11 (y; noneu 4.656756757 

417088; M54915; Hs.81170; plnvl oncogene; pHnase;TM=M;SS=N; 4.656190476 

420340; NM.000734: Hs.97087; C03Z antigen, ata polypepMe (TITS com; rTAM;T^#=M;SS=M; 4.65 

425966: KM-.001761; Hs.1973; cydin F; cyclIn.F^cyclirLC:TM=M:SS=N; 4.644 

417929; R27219: Hs.74647; Human T<ell receptor acfive alpha^jhdn; ig.abhydrolase; 4.640384615 

430603; AA148164; Hs.247280; HBV associaled factor; z«3HC4,zMto\BP.pklnase; 4.630853266 

41 9273; BE271 180; Hs.293490; ESTs. WeaHy similar to 138022 hypolhetl; none,none; 4.628 

453880; AI803166; Hs.135121 ; ESTs. Weakly stmilar to 138022 hypolhefi; HSP70.none; 4.619047819 

459399; BE407712; Hs.153998; creaGne kinase, mitochondria) 1 (uUqul; none.none; 4.618577075 

412970; AB026436: Hs.177534: dual specHk^ily phosphatase 10; Rhodanese,OSPo;; 4.616 

433577; AW007080; Hs.284192; ESTs; none,none; 4.614 

'444838; AV6516B0; Hs.208558: ESTs; lnlegrinAFG^.none; 4.612149533 

408369; R38438; Hs.118747; SLC15A2 Solute carrier family 15 (H-^^pep; PTR2;TM=Y;SS=N; 4,602 

450825; AO005954; HS.25S27; tight jundton protein 3 (zona ocdudens; PDZ^GuanytataJdn;; 4.596875 

443951; F13272; Hs,3S6835; ferritin, Bght polypeptUe; PMP22.aaudin,none; 4.587931035 

433083; AL042759; Hs.191762; ESTs; SH3.PX:TM=M;5S=N; 4.586 

407239; AA076350; H8.67846; leukocyte ImmunogtotJuMo receptor, ; ig;TM=Y:SS=M; 4.58557047 

412926; At87907G; Hs.75061; macrophaQB inyristoylaled alanine^ C ; MARCKSn 4.579087049 

422009; Ar742845; Hs.110713; OEK oncogene (DKAbtodlntf); SAP^ 4,576347305 

412584; X54670; Ks.74085; DMA segment on chromosome 12 (unk^) 24; none;ec(ln_c; 4.57312253 

414561; AH)S4813; Hs.l 95155; Homo sapiens airano ecld transport system; A2Ltfans;TM=Y;SS=N; 4,573015873 

422627; BE336857; Hs.118787; transforming growth factor, belalnduced; Fascidin,ABC„tran,ABC.meml)rane,GTP.EFTU:TM=M;SS=M: 4.570528316 
459053: AI807052; Hs.97792; ESTs; none.7tnL2.GPS; 4.569230769 

424247; X14008; Hs.234734; lysozyme (renal amytoldosis); M.FAD.8ynth.Mh,ldtLC,pklnase;; 4.566195373 

439975; AW328081: K3.6817; Inoslne triphosphatase (nudeosMe triph; Ham1pJB(a;TM^S8sN; 4.56056338 

4161 78; AIB08S27; Hs.192822; serologicaay defined tweast caroer anii; none;TM=M;SS=N; 4.658 

408051; Ai623351; Hs.172148; ESTs; PH,RhoGAP,none; 4.552307692 

421848; AA017707; Ks.1432: protein kinase C sulistrate SOlOt efhand.ldU«epLac 4547761194 

439659; AW970780; HS.S9483; teudnwich repeat-«ontataing G protein; 7tm.1.LRR:TM:*Y:SS=N: 4.547168811 

426201; AW182614; HS.12&499; ESTs; SH3.none; 4.541666667 

424905; KM.002497; Hs.153704; NIMA (never In mitosis gene a)-reJated k; pkInase;TM=M;SS=N; 4.536 
445229: BE276013; Hs.343828; Homo sapiens mRNAfor FU00086 protrin. ; G-alpha;TM=M;SS=N: 4.530588235 
413109; AW383845; Ks.110855; ESTs; PH04,none; 4.529761905 

426125; XB7241; Hs.166994; FAT tumor suppressor (DrosophDa) homolo; EGF,cadherin,lamInin.G;TM=Y;SS=M; 4.529710145 
402330; ; ; Target Exon; pkinase.none; 4.626070175 

439238; N4730S; Hs.302161; EDfrO (endoftefialdffierenfialton. sph; 7im_1:TM=Y;SS=M; 4.524 
433437; U20536; Hs.3280; caspasa 6, apoptosls^efaled cysteine pr; ICEj>10JCaji20:; 4.^3715415 
413781; J05272; Hs.850; IMP Onosine monophosphate) dehydrogenas; C8S.IMPDIl.(;iMP0HJI.MPD;TM»M;SS=N; 4.622900763 
431429; AF072813; Hs.252831; retfcuton 3; ReticuIon,F2,igJoingte4JkInase;TM=Y;SS=»t, 4i12 
. 424078; AB00662S;Hs,139033; paternally expressed 3; z«2H2,KRAB,none; 4.512 
420602; AP060877; Hs.99236; regulator of Giiroleln signalling 20; RGS;TM=M:SS=N; 4.51 
449101; AA205847; Hs.23016; G protri^coupled receptor; 7tm_1:TM=Y;SS=M; 4.506 
408157; AA047685; Hs.62946; ESTs; none.pHn3se; 4,504 

446291; BE397753; Hs.14623; toterferon, gamma4ndudi)le protein 30; GlLTaM=M;SS»Y; 4.50215208 

431326; AW970580; Hs.ig8689; KIAA0728 protein; none,none; 4.501 

428072: BE258602; Hs.182366; heat shodc protein 76: HATPasej:,HSP90:TM=M;SS=N; 4.48828125 

416149; X12451; Hs.78056: cathepsin L; Peptldase.C1n 4.484375 

421959: AW751497; Hs.98370; cytochrome P450, subfamily HS. polypept; p450:TM=Y;SS=M; 4.48 

445143; U29171; H5.378918: casein kinase 1, delta; zf«HC4.Fllamm,zf.B„l)0x.NHLpkInase,2f-MIZ;TM=M;SS4l; 4.478092784 

«1071; AI31 1238; Hs.104476; ESTs, WfeaWy similar to C6HU1E cdlagen ; none;TM=Y;SSs*4; 4.4773371 1 1 

410590; 6E615216; Ks.64746: cNoride intraceDular channel 3; none;TM^SS^ 4.476 

438774; AA431620: Hs.379034; hypotheflcal protein MGC2745; none.none; 4.474874372 

410726; AI623859; Hs.15936; ESTs; pWnase.proJsonierese4wne; 4.47 

429903; AL134197; Hs.93597; cydinKlependent kinase 5^ regulatoiy su; COK5jBCtlvator.none; 4.468 

426485; NMJ)06207iHs.170040;platai8kterived growth ' 

433846; AA603319: K8.15519S: ESTs; pou,hO(neQboxJDajfih3n,ANFjeceptor: 4.458 

410293; AK000047; Hs.61960; hypotheflcal protein; K.telra;TM44.*SS°N; 4.453020134 

453464; AI884911; Hs.32989; receptor (caWtonln) acfivity modifying; none;TM=Y;SS=N; 4.448198198 

410583; AW770280: Hs.3625e; ESTs, Moderately similar to JC5238 galac; SH3,PDZ.GuanytateJdn,none: 4.446927374 

44145S; AJ271671; Hs.7854; zincfton regulated transpoiter-lkB; ZIip;TMsY;SSeft« 4.445010183 

453084; R40334; Hs.89463; potassium terge oonductence caldur^ mmame; 4.436480187 

443303; 1167319; Hs.9216; caspasa 7, apoptosls-related cysteine pr; pkln8seJCEj>10.tCEji20;TM4A;8SsM; 4.433411215 

411825; AK000334; Hs.352415; sohite canter family 39 (jjnc transport; SNF,2toTW»Y;SS*4l; 4.432765152 

428376; AF119665; Hs.18401 1; pyrophosphatase (Inorganfc); Pyiophosphatase;B**M;SS4t 4.428571429 

429592; AB029041; H8.209646; WAA1 1 1 8 protein; Troponln,ExojBndo j*oa,IQ:TMsM;8S=N; 4.428 

419344; U94905; Ks7n445; dIacylQiycerol ktoase. zete (104kP); BnkJ)AGKaOAGKG;DAGLP&M:TMsM;S8sN; 4.426229508 
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«n3ftM77624:Hs.173717:phospt«Mo8cMptepta^ 
4W96:W7a53;Hfc3S5424:ESTs:pWnaseJ=6jaj»^^ 
42943a Am)59:HjJJ(KB76:syna|*)n«Trf 

5 4WOO;AW206257;Hs.156326; Human ONAsefloe(«»tom(*»eRPlM«^ 

43«11; AW44W19; Hs.138211: ESTs; ^■^l*"?!^ u™. SC01^aGlyc<«UraisL3.a»cosJrans.3N; 4.41 

414581: AA256213; Hs.7201ft ESTs; none,Cam.ac»ltransf,a)i«lneja^^ 

442259; A1690269;Hs.201345: ESTs; Acet,ltranrf,FhoG^ 

10 415860^056051; H8.78888; diazepam Wnfing *Mmv^ 
43441ftAL040606:HsJ96938;dualspeci«t,phosphate87^M 

S.K&75lffiS0luleeanierf3»l,16(n»^^ 

^ 4MM6Dl4694;(fe7732»,phosphalM,l«^ 
20 431837; T79326:Hs.331967;olfatoyroa!ptorJfan^ 

417115'AVW52re2;Hs.334612;Misfflnudeaf(lbonudeopre^ 
43487&tf^Sl«0rji8«perfar%t«epto 
SaF 3!il4f.Hs.240395:%U«tod^^ 

4039li • ■ C5000394*sil12737280Iref|XP.006682.2^k: nane;T(^»t^l*4.re7B^^ 
25 SwSte168913;Jnel!U^ 

434263;fW895;H8.79ie7;ESIslgju)oe;4.35^7132 

431674;AA098901;Hs.301642;&p.<tooouJedr«aptoc^ 

41 176B; NM.013371; Ks.71979: InterieuWn 19; "-10;; . ^20359281 

SSl*Hs.25797;7«i>«9(actor3b.«*unil4 49^^ 
40 408908- BE396227; Hsi50822; sfflinMhteomne Hnasa 15; pHna».. 4^316 

45 «1»^W1M207;Hs.146170;IVPOlheMpn)t<inl^l2296ft 
55 S;AK64Hs.214!a;l>»sttal1A!^feptosptete31te^ 



417425: NM.002291; Hs,82i24; lammm. dbq r, w>™«»-«^'^»\":"":^'::'r„„„\. 
SSSaLM1949; 1^24756; hepalocytegrowlhte^ 
60 438012;AA393254; Hs.4361?; ESTs; Armac^ 



SSi"S«.S?S«K 

^S^?^ •*^3imSJ?g««*«a*,tote^ 
5mAA04589;Hs.367676;dUTP|>yraph^>h*sa:^^^ 
70 «3905;NfcL002314;HsJ658B;UMdon«toktaase1|^WP^A^ 
424232;AB015982:Hs.143460;p™tBtaltoase(iilll^^ 

S l^sTrae*; EphA4:fn3?pkta».SAMja>HJbd;TM=Y;8S=M: 4-2392B^4 
JSS54: Hs.35570Zce5<llvt5S,e,<te24te1 P^^^ 

4W AA90248a:Hs.122952;EST5:™e,DAGKc,OA(a<aRAjWa^^ ktaaMTOW*88*«3S374t5 
SAAB05WHsJOOB70;Honiosa|»BnsiiiRNA;c»W^^ 
^AF11110^Hs.3382:pK*taphos|*ala6e4.i80ulafc^ 
^NIiL006979:Hs.278721:HlA*»B«tfon«?.^^9e^ 
416350: AF188625: Hs.189507:phosphalipa!e A2.srau))»ft pho^P™;^^^ 
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42B897; AJ24S719; Hs.194385; hypothetical protein FU20234; SH2:TM=M;S&=N: 4.224731183 

425771; BES61776! Hs.159494; Bniton agamm^lMlBneirta tyrodro Hnas; a<2.SH3,p)dnase,PH,BTK;TM=M;SS»M: 4.22388421 1 
41B566; C21220: Hs.321717: hypothetical proWn FU10875!2M2H2.BTaK-tBlra.7tnu1: 4,222807018 

454098; VV27953;Hs,217493:PlatopHHn;none,none; 422 _ ^ ^ 

424381; AA285249; Hs.146329; protein Mnase Chk2 (CHEK2); pldnasemDnaJ;TM=M:SS=N: 421B75 

419223; X60111; Hs.1244; C09 antigen (p24): lransmEinbrano4:TM=Y;SS=M; 4,217130215 

436756; Zl 8354; Hs,1 98298; iwrc avim sanooina (SchmWtRuppin Ar2); ncna.non8; 4216 

4501 57; AA446404; Hs.24563; MTF2.re!aled export pralsin 1; NTF2;TM=M;SS«N{ 4215163934 

416224; NM_002902; Hs.79088; reGcutocaWn 2, EF-hand cddum bbidln; ethand*^ 4,212041885 

432539; AL138169; Hs,278378; karyopherin beta 2b. Iransportin; non8.DS,UPF0139.<3ycoJiydroJ8; 4.207407407 

416661: AA634543; Hs.79440: tGWI mRNMAiding protein 3; KHKJonrin^TW4ftSSHN; 4506 

432284; AA532807; Hs,2B7740; ESTs; pldnase,non8; 4,205454546 

418758; AW959311; Hs:i72012: hypolhefcal protrfn 0KFZp434J037; pWn8se,RI01:TM=M;SS=»l: 4.204142012 - <h«c^„ 

450056; BE047394; Hs.502: ESTs, WeaMy dntilar to S71512 hypcthetl; ABC_tran;«Cjn8ntoaie,lg4UlHCJLNa.SlV544irolaaso^^ 4202572347 

412817; AL037159; Hs,74619; proieasome (prosome, macropain) 25S subo; PCjBp;TM=M;SS=N; 4,202061858 

425394; AA356730; Hs.323949; kangai 1 (suppresston of tumorigenicQy ; transmenibrane4,none; 4,195014683 

449335; AW150717: Hs.345728; STAT Induced STAT (nhlMtof 3; SH2;TM=M;SS=N; 4132248062 

419023; AA932146; Hs.355397: Homo sapiens done TCCCtA00164 mRNA sequ; nonB;NA.*NA; 4.192 

443907; AU076484; Hs.9953; TYRO protdn tyrosine ldna» tjinding pro; none;TM=M;SSaY; 4191878981 

445330; RS2656: 88,21691: ESTs; Ttnul^one; 4189922481 

430016; NMJ104736; Hs.227656; xenotropic and poiytropic retrovtns rec; SPX.EXS;TM=Y;SS=N; 4188333333 
434633; AI189587: Hs.1 20915; ESTs; SH3.PH.RhoGAP.none; 4187106918 

452908; AB001451; Hs,30965; neurona! Stw adaptor homoiog; SH2^DZn-Cart>0pept;TM=M:SS=N: 4186885246 
439318; AW837046; Hs,6527; Gprotehvcoupled receptor 66; 7tnL2,CytCjasm.GPS;TM=Y;SS=M; 3.MM576M 
432201; AI538613; Hs.298241; Transmembrane protease, serine 3; IdUecepLa.trypsin;TM=Y;SS=M; 3,893103448 
428969; AF120274; Hs.194689; aiterin: TGF-beta;; 3.884030418 
444633;AFl1l713;Hs,12284;Mctfonaladheslonmolecule1:lg;TM=Y;SS=R^a831669^ 

432305; M62402; Hs,274313; InsiMo growth factor binding prate; thyroglobuIin_l,IGFBP.A2M_N;TM=M:SS=N: 3.742996346 

405547; ; ; NM-018833':Honio sapiens transporter 2. A; ABC3an,SRP54;^C^membrane;TM=Y;SS=M; 3.676 

407853; AA336797; Hs.40499; diddupf (Xenopus laevis) homdog 1; none;TM=M;SS=Y; 3.634 

426427; M86699; Hs,169840; TTK proton kinase; pMnase;; 3.562 

427585; D31152; K5.179729; collagen, type X, alpha 1 (Schmld metaph; C1q,Cdlagen;; 3.49 

405546; ; ; NM_018833*:Homo sapiens transporter 2. A; ABC„tran.SIV54.ABCjnembrane;TM=Y;SS=M; 1422661871 

439820; AL360204; Hs,283853; Homo sapiens mRNA fuQ length insert cON; nona,none; 3.402 

404210; ; ; NlilL005936:Homo sapiens myetoWflymphoM ; FHA,PDZ,RA.aUTM=M:SS=N: 3.368807339 

424522; AL134847;Hs.149957;ribosomalprolrinS6 kinase, 90kl^ polyp; pWnasejikinaw^ 3.213402062 

418678; NiyL001327; Hs.87225; canceiteBs antigen (MY-ESO-I); nGnB;TM=M;SS=N; Zm 

451106i BE382701; Hs.25960; N-IIYC oncogene; HliiMy»LMJteiin;TMsM;SS=N; 155 



TABI£17B 

Pkey: Unbiue Eos probeset idenSHer number 
CAT number. Gene cluster number 
Accession: Genbank accesskm numbers 

Pkey CAT Number Accession 

418869 12789.14 AA229762AA230035 



TABLE 170 

Pkey: 
Ref. 

Strand: 
NtjK)sltkin: 



Uhhiue number oonespondbig to an Eos probeset 

Sapience souice. The 7 digit numbers in this column are Genbank IdentBter (Gl) numbers, 
sequence of human chromosome 22.' Dunham I. el al., Nature (1999) 402:48M95. 
Indicates DNA strand from whk:h exons were prediclBl 
Indicates nudeotMe posttkms of predicted exons. 



I. et d.* refieis to (he pubiicaiion enfiOed fhe DNA 



Pkey 


Ref 


Strand 


NLposiOon 


402075 


8117407 


Pius 


121907-122035.122804.122921,124019-12416 


401781 


7249190 


Mnus 


83215^5.83531-83656.83740^1.8423 


405484 
405932 


5922025 


Plus 


199214.19957^199672.199920.200262-20049 


7767812 


Mhius 


123525-123713 


400517 


9796686 


Ifinus 


4999&^6 ' 


402328 


4464283 


Minus 


13758-13922,14558-14752 


405545 


1054740 


Plus 


118677-118807,119091-119296.121626.12182 


402330 


44642B3 


tftnis 


1532S-1538ai5484-15S88.1S842.1S915 


404440 


7528051 


Ptus 


8043&^1581 


403912 


7710730 


Mnus 


72000.7229a72431.72700,72929.73199 


404760 


7767724 


Ptus 


223266-223352.224472.224585 


404883 


5101762 


Minus 


94626-94730.96998-97069 


403362 


8571772 


Phn 


64099.64260 


405547 


1054740 


Plus 


124361-124520,124914125050 


405546 


1054740 


Plus 


124010.124183 


404210 


SQ06246 


Ptus 


169926-170121 



Table ISA: 194 Up^uJated Genes in Uterine Cancer Versus Nqmd Adult Tissues 
Table 18A lists rfxwt 194 flcnes uiHegulated b uterine cancer compared to nocmd 
amongst uterine cancers. The •averagtfnonndedUttassue level was settolhe 90^ peree^ 
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(ev6!s of non-specilic hybridizaBon, the 



Pkev iWque Eos probeset identifier number 
5 Exto: S2nplarA(!c'esston number. Genbankacoe^ 
UnigenelO: Unigene number 
IMgene TdteUn'Bene gene fitte 
R1: Raflooftumorvs. norma tissue 

10 Pkey ExAccn UnlgenelD UnlgeneTille 



15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 



449034 
435094 
438817 
421478 
452838 
450451 
428153 
428187 
438993 
436775 
430491 
441377 



400292 



AI624049 

AIS60129 

A1023799 

AI683243 

U65011 

AW591S28 

AW513143 

A1SB7303 

AAfi289g5 

AA731111 

ALIOSTOI 

BE218239 

X07820 

AA2S07a7 



442438 AA99S998 
447350 A137$572 
453964 AI961486 
443830 A(142095 
459325 AW088369 
415245 N59650 
446608 N7S217 
426635 BE395109 
433426 H69125 
437980 Ai669586 
441081 AI584019 
440048 AAB97461 
447835 AWS91623 
440870 AI6872&4 
412925 AI089319 
408562 AI436323 
429272 W2S140 
453197 AI916269 
437938 AI950087 
420610 A16a3183 
448672 Ai955511 
452461 N78223 
413335 AK13318 
449611 Ai970394 
449260 AA741180 
412140 AA219691 
443715 A15831B7 
432113 AA935065 
424834 AK001432 
410658 AW105231 
426465 AI758948 
446704 At337228 
419503 AA243542 
444342 NM_014398 
436076 A1193Z77 
406687 M31126 
445268 A1635931 
440901 AA909358 
434636 AA083764 
429334 D63078 
418852 BE537037 
459583 AI907673 
436787 AA908554 
400301 XD3635 
428771 AB028992 
444929 A1685841 
453922 AF0533Q6 



flb:ls41rf»Jc1Na_CGAP.Ull Homo sapiens cONA 

H8.277523 EST 

Hs.163242 ESTs 

Hs.97258 ESTs , . 

Hs^0743 Preferenlialy expressed anDgen In melanoma 

Hs.202072 ESTs 

H558367 hypoUiefical protein FU22252 

m^29 G protehMoupled receptor 49 (GPR49) (HG38) 

HS.S2620 integi1n;b6ta8 

Hs 291891 ESTs 

Jte;Sl559 Homosapiens mRNAfiill length insert cDNA do 

HS.202B56 ESTs . . _ 

Hs225B litetrix Met^rotelnase 10 (Stromcyan^^ 

W&nm BI^R-ib;bone morphogenafc protein receptor m 

§SSSSlNa.CGAPJKU5 Homosapiens cDNA 

Hs.1939 KER4((>eib^ 

Hs.12744 ESTs 

Hs.143273 ESTs 

Hs.282184 ESTs 

Hsjr7252 ESTs 

Hs.257846 ESTs 

Hs.129327 ESTs 

Hs.133525 ESTs 

Hs^194 ESTs . , «.m 

H5.169006 EST8.ModBrateV^toptakopWJ^ 

Hs.1584e9 EST8,VltealdysIntllar!DenvetopepfolfllnlJi8 

too6aplenscDMAaJ13793iis.cloneTHYR010 

Hs.179243 ESTs ^ . , . 

Hs^l 141 Roundel homolog 2 transmembrane receptor (itibo2) 

feiJwy lCTlw9aklystoiiiartoALJU5.HUMANAUJSUBFAM 
ESTs; Waaldy similar to Gag-W pdyproleln 
dlstal-tesshomeoboxS 



Hs59348 

Hs^lOS ESTs 

HS.1061Q6 transcription factor 

Hs.48442 ESTs 

Hs.197075 ESTs 

Hs29879 ESTs ^u««#«M4««i«ffl 

Hs.73e25 RAB6inte8Bllno.Hnesltv4te(rabWnes^ 

H8.9700 cycSnEl 

tomosafJenBcONARJ10570iis.doneOT2Rra 

^^^^ ^eiOZJCl Na.CX3AP.Ut3Homo88plenscDNA 

Hs.197083 ESTs 

Hs.1 37422 ESTs 

Hs.10887 similar totysosomMssodatedmembranefllyoo 

Hs.120954 ESTs ^.^4,j,,«^:„q 

Hs.272620 pregnancy spedficbeta-l-gtyooprown 8 

Hs.147613 ESTs 
Hs.128612 ESTs 

t^«6180 ^osaplenscONA:FU23038!is.donetNG020 

Hs.192756 ESTs 

Hs.1657 . Estrogen receptor 1 

Hs.133143 WAAIOeOproteai 

Hs!38708 buding ttrinWMted by benrfmWazotes 1 



80 



410102 AW248508 

433283 BE041135 

443270 NM.004272 

410247 AF181721 

422569 AA312735 

452771 T05477 

407275 AS364188 

420440 NM_002407 

451105 Ar761324 



Hs^g727 

HS.17S622 

HsS192 

Hs.61345 

Hs.l7g725 



HS57644 



ESTs: 

Honier.neurona]immediatBeariy gene, IB 
RU2S 
ESTs 



gbs?w34h07j{1 NCI.CGAP.UW Homo sapiens cDNA 
StoSiaSlUI NCLCGAP.C016 Homosapiens cONA 
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R1 

S5.7 

45^ 

4Z6 

35^ 

27.3 

26.0 

24.8 

242 

16.7 

14.3 

13.5 

13.5 

12.3 

10.7 

10.1 

10.0 

9.8 

9.7 

9.1 

9.0 

8.9 

8.9 

8.8 

8.7 

6.5 

8.3 

7.3 

7.2 

7.1 

7,0 

7.0 

6.9 

6.3 

6.2 

6.2 

6.1 

&1 

ai 

6.0 
6.0 
6.0 
6.0 
5.9 

5.7 

SI 

5l5 

5.5 

5.4 

5.4 

S.3 

&3 

5.3 

5.3 

Si 

5L2 

S.2 

52 

SlI 

5.1 

5.0 

&0 

&0 

5.0 

4.8 

4.8 

4.7 

4.7 

4.7 

4.7 

4.6 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



4536t6 
424115 
414245 
423244 
441031 
447048 
456861 
428758 
420149 
433479 
449416 
457551 
450109 
436954 
415511 
410153 
408411 
416209 
416455 



NM_(»3462 Hs.33846 dynehvaxonentt^HghlWBnnedlatopalypepl 
AA335497 K&293965 ESTs 
BE148072 HS.75S50 WAS pntain bnnDy. member 1 
AU)33379 Hs2Q9602 ESTs, Wtesldyslrito to lAlquitausTPR motif, 
AI110884 Hs.7645 fibrinogen. B beta pol)rpepade 
AW393080 Hs.228320 Homo sapiens cDNA: FU23537 fis. done LNG076 
At630223 FWfingsDNAbinSng protein lsofbmi1(int 

AA4339S8 Hs.98502 Homo sapiens cDNAnJ14303fis, done PLACE20 
AA25S920 Hs.88095 ESTs 
AW511459 Hs.249972 ESTs 
AI651016 Hs.246311 ESTs 

AW821319 Hs:ffl8928 Homo sapiens cONA:FU23296tis, done KEP106 
Ai539295 Hs.17967 ESTs 
AA7401S1 H&130425 ESTs 
Ar732617 Hs.182362 ESTs 

BE311926 Hs.15830 Homo sapiens dDNARJ12691 lis, done NfT2RM40 
predicted exon 

AA236776 Hs.79078 MAD2(m!to6caiTestde8dentyeaslhomQlo 
H57052 Hs.176626 hypothetical protein EOAG-1 
AVU813350 gb;MR3^T0192-100100^24-s07 
452249 BE394412 Hs.61252 ESTs 
436211 AK001S81 Hs^l pdymerase (DMA directed), gamma 
449765 N922g3 Hs.205832 EST. Moderately similar to AliJaLHUMANAUJSUS 
434988 A1416055 Hs.161160 ESTs 
423515 AA327017 Hs.162204 ESTs 
435407 AI149774 Hs.117178 ESTs 
440888 AW511032 Hs.190516 ESTs 
444783 AKD01468 H3.62180 ESTs 

452039 AI922988 Hs.172510 ESTs ^ ^ 

407300 AA102616 Hs.120768 Homo sapiens cDNAaJ20463tis, done KAT0614 
425176 AW015644 Hs^1430 ESTs. Moderately similar to TEFIJttJMAMTRANSC 

449433 A1672096 Hs^l2 ESTs 

419335 AW960146 Hsi84137 Homo saidenscDNAaJ12888 lis. done MT2RP20 
422711 D60641 Hs^l739 Homo sapiens roRNA:cONADKFZp58611 518 

453096 AW294631 Hs.11325 ESTs 

441982 AW972542 HS.289Q08 Homo sapiens cONA:FU2iai4fis, done HEP010 
445034 AW293376 Hs.160323 ESTs 

418577 S83308 Hs.87224 SRY{sexdetBimlning[BQ!ooYHK«5 
422219 AW978073 gb£ST390182 MAGE resequences 

440304 BE159984 Hs.125395 ESTs 

421863 Ai952677 Hs.108972 Homo sapiens mRNA: cDNA DKF2p434P22B 
431322 AW970622 flb:EST382704 MAGE resequences. MAGK 

400250 predicted exon 

428227 AA321649 H5^48 INTERFERON-GAMMA INDUCED PROTEIN 

420092 AA814043 Hsi8045 ESTs 

415138 CI 8356 H$.78045 tissue factor pathway Inhibitor 2 TFPt2 
437212 AI765021 Hsi10775 ESTs . 
409867 AW502161 gb:Ul-HF-BROp#^12-04il.r1 NIHJMGC_S2 

421477 A1904743 Hs.104650 liypothetlcal protein FU10292 

427119 AW880562 Hs.114574 ESTs ^ 

458154 AW816379 gbK3V4^0234-18119&<}3&^l STQ234 

434539 AW748078 Hs.214410 ESTs 

424717 H03754 Hs.152213 wingtess^ypeMMTVIntegraflonsHefemily 

412078 X69699 Hs.73149 palTBdbaxBene8(PAX-8) 

447342 AI199268 Hs.19322 ESTs; Weakly similar to lUI ALU SUBFAMILY J 

413472 6E242870 Hs.75379 soiuto carrier family 1 (glial higliaflinity 

446619 AU078643 Hs.313 secreted phosphoproteln 1 (ostoopontin) 

453891 AB037751 Hs.36353 Homo sapiens mRNA full length Insert cONA do 

443613 AI079356 gbaa39b09j1 SoaresJIhHMPu.Sl Homo sapiens c 

441285 NM_002374 H3.187 nRicrotiibute^ssodated protein 2 

409731 AA125985 Hs56145 thymosin, beta. Identified In neuroblastoma c 

417847 A1521S58 H&288312 Homo sapiens €DNA:FU22316fis, done HRCQ52 

441484 AA935481 Hs^972 ESTs 

415802 AA169515 Hs.6006 ESTs 

448112 AW245919 Hs.301018 ESTs 

428330 L22524 Hs.22S6 matrix metallopioteinase 7 (matrHysIn) 

402G06 pfodictBd exon 

407905 AW103655 Hs.252905 ESTs ^ 

424917 A1636208 Hs,98901 Homo sapiens cDNA;FU23049as, done LNG025 
436982 AB018305 HS.537B spondln1.mpondln)extrac8fliilarmalfixp 
451842 AI820539 Hsi67087 ESTs, Moderately sirater to AUJ4.HUMANAUJSU 
455666 BE065813 gbH^C2-BT0318-1101004)1^a08BT0318Homos8pi 
431731 BE266322 Hs211374 ESTs.VV^slnflartoSP49J1UMANSPUC£O60M 
443695 AW204099 H5.1 12759 ESTs. Weakly stmSsr to AF12S780 1 reSndsh 
410358 AW97516B Hs.13337 ESTs. Weakly similar to unfiamedpretehpndu 
406030 predictedexon 

409745 AA077391 gb:7B14E12Chramasome7miBidncDNAUbr 
430481 AA479678 Hs.2032e9 ESTs. Moderately simDar to AUJ8.HUMAN ALU SU 

437641 AA811452 H$^1911 ESTs 

415211 R64730xomp Hs.155988 ESTs; HgWyslmBar to SPERM SURFACE PROTON 
443450 N66045 Hs.133529 ESTs 
457438 NM^014053 Ks^70594 FLVCR protein 
451254 AI571016 Hs.172987 ESTs 
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4^ 

4.6 

4^ 

4^ 

45 

4.4 

4.4 

4.3 

4.3 

4.3 

4,3 

4.3 

4.3 

4.3 

4.3 

4.3 

4.2 

4.2 

4.2 

4.1 

4.1 

4.1 

4.1 

4.1 

4.0 

4.0 

4.0 

4.0 

4.0 

4.0 

4.0 

3.9 

3.9 

3.9 

3.9 

3.9 

3.8 

3.8 

3.8 

3.8 

3.8 

3.8 

3.8 

3.8 

ae 

18 

3.7 

17 

3.7 

3.7 

3.7 

3.7 

17 

17 

17 

17 

17 

16 

16 

16 

16 

16 

16 ^ 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

15 

IS 

15 

15 

14 

14 

14 

14 



wo 03/042661 



PCT/US02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 



419563 AAS26235 
427778 AA412323 
435031 A1632091 
407366 AF025942 
417411 AW500008 
431548 A1834273 
432415 T16971 
423126 AA322245 
433420 AI674093 
435174 AA687378 
444743 AA045648 
452588 AA889120 
427304 AA761526 
419917 AA320068 
417728 AW13B437 
419356 A!656166 
458627 AW088642 
435185 AA66949Q 
416623 N7492S 
405174 
403776 

426274 D38122 
431255 AA497043 
442353 BE379594 
456662 NM_002448 
416530 U62801 
454392 6E260893 
406400 

439S49 AW979197 
430704 AW813091 
401517 

417830 AW504786 
435267 N23797 
426384 AI472D78 
422797 AB033064 
428832 AAS78229 
449722 BE280074 
418478 U38945 
422689 AW8S6666 



Hs.193162 
Hs.105323 
Hs.116877 

Hs.6g56 
Hs.9711 
H8.289014 
Hs.290165 
Hs^981 
Hs.194624 
Hs.11817 
Hs.110637 
Hs.163853 
H3.93701 
Hs.24790 
Hs.7331 
H8.97984 
H5.289109 
Hs.38761 



Ks.2007 

Hs,1156B5 

Hs.49136 

Hs.1494 

Hs.79381 



Hs.292073 



HS.132B08 
Hs,110114 

Hs.120908 

Hs.23960 
Hs.1174 



Homo sapiens cDNA FU 11983 fe, done HEMBB10 

EST8 

EST8 

gb:Homo sapiens cig33 n\RNA, partial sequence. 
Human DMA sequence from done RPl-t87J11 on c 
Homo sapiens cDNA FU1 3018 Us. done NT2RP30 
ESTs 
ESTs 
ESTs 
ESTs 



boxAlO 



ESTs 



Homo sapiens mRNA; cDNA DKFZp434E232 (from d 
KIAA1S73pfotetn 
ESTs 

ESTs; Weakly slniar to WASP-family protein 1 
dMhyiarginine dimsfhyla'ninohydrolase 1 
Homo sapiens cONA: aJ21564 fis. done COL064 
predicted exon 
predicted exon 

lumor necrosis factor Olgand) superfamny, m 

ESTs 

ESTs 

msh (Drosophte) homeo box homotog 1 (Fonnert 

kaIlikrein6(neurosln.zyme) 

gte601150677Fl NIHJA6CJ9HomosaptenscDNAc 

kanikteln 8 (neiffopsin/ovash) 

ESTs 

gb:R<»5T0186-240400-11Vd07ST0ia6Homo8api ' 
predicted exon 

epithdid cdl IransComibig sequenoa 2 oncog 

ESTs. 

ESTs 

K1AA1238 protein 

gb3il22b12j1 NCLCGAP_HSC1 Homo sapiens cONA 
cydlnBI 

cydbwlependentHnaselnhIbltor2A 
gb:RC3^0297-2901004)1 W03 CT0297 Homo sapi 



3.4 

aa 

3.3 
3.3 

as 

3.2 
3.2 
3.2 
3.2 
3.2 
3.2 
3.2 
3.2 
3.1 

ai 
ai 

3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 

ai 
ai 
11 
ao 
ao 
ao 

3.0 

ao 
ao 
ao 

3.0 

ao 

3.0 
3.0 

ao 



TABLE IBB 

Ptey Unique Eos probeset Uerffiier number 

CAT number Gene duster mimber 

Aooesdon: Genbank access numbeis 



Pisey 

409745 
409867 
422219 
422689 
426384 
426465 
428832 
430704 
431322 
437938 



GAT number Accession 



115237_1 

11S6530J 

213547J 

219896_1 

266211J 

267664J 

298144J 

322217J 

331543J 

44573J 



AA077391 AI347618 A1361453 A1088754 AW207491 
AW502161 AW502587 AW502345 
AW978073 AW978072 AA807650 AA305567 
AW856665AA31S006AW954733 
AI472O78AA377209AAB658O7 _ 
A1758948 AA379527 AA379948 AA379262 AW963933 
AA578229 AA436432 AA481375 AA481383 
AW613091 AW20e655 AA484440 



60 



65 



70 



75 



AW505512 AI961530 AW629970BE612881 AW276997 WN^601 



N22388 



AI950344 AI741346 AI689062 AA282915 
A1539642 AA642789 AAB56975 
^ _ AA251669 

AW0726MAW51 3996 AA2932ra AA9e9759 M75MB 
H83488 W37181 W78802 R66056 



438993 
442438 
443613 
449034 
451105 
452771 
454392 
454692 



45B154 
4S8861 



467651_1 

542469.1 

575391.1 

794817_1 

859083.1 

930983J 

115882.1 

1229118.1 

1349545.1 

491768.1 



AA828995 AA834879 AI92e361 

A^98 A19165B4 R61781 T77332 RJ7756 F08149 1^7647 

A1079356W23287 

AI624049 AW117770 A1858360 

AI761324AW880941 AW880937 

T05477 T07855 A191771 1 ^ . .^^^ 

BE260893 AA078319 R85057 AVW03024 H8581 1 AA078293 

AW81 3350 AW816082 AW813476 AW813383 



AW816379AA888282AA879046AA879195 
AI630223AI630470 



80 



TABLE 18C 

Pitey. 
Ref: 
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Strsnd: 


Indicates 
Indicates 


(ONA strand 
;nudeoSdep 


Pkey 


Ref 


Strand 


401517 


7677912 


Rus 


402606 


9909429 


Minus 


403776 


7770611 


Minus 


403899 


7381715 


Minus 


405174 


7108030 


Minus 


405609 


5757553 


Minus 


406030 


8312328 


Minus 


406400 


9256298 


Phn 


406411 


9256407 


Phis 



2927»-29770 

81747-82094 

1414-15U1624-1756 

9144^ 

102814*103063 

4281443010.4356^783.4486345033.4842946554.4781S46018.49981-S0153,S162441727^1823«^ 

S291&,55469-S5G01.57111.57307^169-68298.6Q21&«0332,61462-61727 

9612S4G547 

1553-1712,187B-2140,4252'4385^-6077 
7400-7527 



Table 19A: 225 Up-Rsgulaled Genes Encoding ExtraceBiiar/Cen Surface Proteins, UTERINE Cancer Veisus Normal Adun Tissues 

Table 19A lists about 225 genes up-regulated In uterine caicer compared to nonnal adult fissues thai are Bkely to encode extracellular or celksurfaca proteins. These were selected 
as for Table 18A. except that the rafio was greater than or equal to 2.0. and the predicted protein contained a stivctuFal domain that Is Indicative of extracelhjlar iocaOzation (e.g. Iq, 
fh3, egt 71m domains, signal sequenoes, bansmemhranodoindns). ThepwDcted pcotain domains are nobd. 

Pkey: Unique Eos probesetidenfifier number 

ExAocn: Exemplar Accession number, Genbank accession number 

UnigenelD: Untgene nuniber 

Unigene Title: Unlgene gene tiOe 

PSDom^n: Protein Structural Domain 

R1: Ratio of tumor vs. normal tissue 



Pkey 


ExAccn 


452838 


U65011 


438893 


AAa2B995 


40(fi89 


X07620 


446808 


M75217 


433426 


H69125 


440870 


AI687284 


406562 


AI436323 


420610 


A1683183 


412140 


AA219691 


443715 


AI583187 


432113 


AA935065 


419503 


AA243642 


444342 


NM-014398 


438076 


AI193277 


406687 


M31126 


416852 


BE537037 


459SB3 


AI907673 


400301 


X03635 


405609 




453922 


AF053306 


410102 


AW248508 


433283 


BE04113S 


443270 


NM.004272 


410247 


AF181721 


422589 


AA312735 


407275 


AI364186 


420440 


NM_002407 


453616 


NM.003462 


424115 


AA335497 


414245 


BE148072 


458861 


Ai630223 


449416 


AI551016 


420149 


AA255920 


433479 


AWS11459 


457551 


AW821319 


406411 




416456 


H57052 


454692 


AW8133S0 


436211 


Aia)015B1 


434988 


AI418055 


444783 


AK001468 


440886 


AW511032 


425176 


AW01S644 


445034 


AW293376 


418877 


S83308 


400250 




428227 


AA321649 


415138 


C18356 


458154 


AW816379 


421477 


AI904743 



UnigenelD Unlgene Tilie 

Hs.30743 Preferentially expressed antigen in melanoma 

Hs^2620 tntegdn: betas 

HS.22S8 Matrix MetdBoprotfiinasa 10 (Stromo 

H5.2S7846 ESTs 

Hs.133525 ESTs 

Ks.150539 Homos8pienscDNAFU13793fis,c)o 
Hs^1141 Roundabout hom0log 2 transmembiana 
Hs.99348 distal^ homeo box 5 
Hs.73625 RAB6 Interacting. MnesMoe {fA 
Hs^700 cycQnEI 
Hs.152365 ESTs 
Hs.137422 ESTs 

Hs.10887 slmDartolysosome-associatednemb 
HS.1209S4 ESTs 

Ks272520 pregnancy specific bela-1-glyoQprol 
Hs.273294 hypothetical protein inJ20069 

gbdL-ST1S2-O80399<}O4BT152HdmO8 
H$.1657 Estrogen receptor 1 

predicted exon 
Hs.36708 budding uninhibltBd by benzlnildazol 
Hs^727 ESTs; 
Hs.175522 ESTs 

Hs.9192 Homer, neuronail tmmedlala earty gen 
Hs.61345 RLi2S 
Hs,179725 ESTs 

gb:qw34h07jc1 Na_CGAP.Ut4Homo8a^ 
Hs.97644 mammaglobln 2 
Hs.33846 dyneln, axonemal, Qght intermedlat 
HS.293S65 ESTs 

Hs.75650 WAS protein family, member 1 

PHD fing^ DMA binding protein isof 
Hs^46311 ESTs 
HS.8809S ESTs 
Hs.249972 ESTs 

Hs.288928 Homo sapiens 001^' FU23298fis.d 

pretSctedexon 
Hs.176626 hypotheUca! protein EDAG-1 

gb:MR^Sn)192-10010&024i^ ST0192 
HsJOgSI p6lymer8sa(0NA<&sctBd), gamma 
Hs.161160 ESTs 
H8.62180 ESTs 
Hs.190518 ESTs 

Hs.301430 ESTs. Moderately slmBar to TEF1J1U 
Hs.160323 ESTs 

Hs.87224 SRYf&axdetomMg region YHxK 

(radUedexon 
Hs7248 interferorKgamma induced protBfai 
Hs.78045 iissuelaclorpafhwaylnhibltor2T 

gb:G|V4^Q234-1811994)3&||01 ST0234 
HS.1046S0 hypoiheScdprolanFUia292 



PSDomain 
TM 

SS,TM.in1egrfeL3 

SStttemopadn 

TM 

TM 

TM.PAX 

SS.TM,ig.fh3 

TM,luimeot)OX 

TM.kinesin 

TM.cyciin 

TM 

TM 

TM.L8mp 
TM 

TK^emopexIn 

TM 

TM 

TM.hormonejec,zM>4 

TMpMyosbUaiUiyoskUiead 

TM 

SS.TM. 

TM 

TM 

TM 

TM 

TM 



TM,Riba6bmaLS27e 
TM 

TM,WH2 

TM.PHD 

SS.TM. 

TM 

TM 

TM 

TM,vwa.FGW 

TM 

TM 

TM 

TM • 

TM.PH 

TM.F&<3AP 

TM.Glyoo.IransL29,THA 

TM 

TM.HM6Jbox 

TMtKisLdeace^ 

TMJU 

TMJ<unitz^BP11.&gamma 

TM.WW 

TM 



R1 

2/3 
167 
12.3 

a9 
a7 

7.1 

7.0 

6.2 

6.0 

6.0 

5.9 

6.5 

5.4 

5.4 

5.3 

&2 

5.2 

5.1 

5.0 

5.0 

5.0 

4.8 

4.8 

47 

4.7 

4.7 

4.6 

4.6 

4.6 

4.6 

4.4 

4.3 

43 

4.3 

4.3 

42 

4.2 

41 

41 

41 

40 

40 

40 

as 
as 
as 
as 
as 
a? 
a7 
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10 
15 
20 
25 
30 
35 
40 
45 
. 50 
55 
60 
65 
70 
75 
80 



AiUTi aPOA'mn Hs 75379 solute earner family 1 felial high 
S Sb S ESTs:Weakly«arto»nALUSU 
Sai9 AUO7S43 Hs.313 secreted phosphoproteinUosteopon 

441285 NM_Q02374 Hs.167 ^'°^"'?^^J'?1L 
409731 AA125985 Hs.56145 ttrynwsin.belaidenafiedlnneuro 
441484 AAS35481 Hs.58972 ESTs 

407905 AW1036S5 H8.252905 ESTs 

43S982 AB018305 Hs5378 spotKrm1,(f^pondln)e)*aceBula 

jAocAc predicted exon 

S AVI(2B4099 Hs.112759 ESTB.Weakly6liiillattoAF1«7801 

M3450 . [^^g ^^^^ 

Hs.116877 ESTs 

Hs.6966 HumaiDNAsequencetomdoneRPI-l 

Hs.194624 ESTs 

Hs.11817 nudU(nudeosldedlplKisphateInk© 

t^'S ^™8aplensmraA:cOMAOKFZp434E23 
H8.247gO KIAA1573protela 

predicted exon 
Hs.2007 tumor necrosis factor (ligand)supe 
Hs^8761 Homo sapiens cDNA: FU21 564 fis, d 
predicted aeon 

HS.11568S ESTs . . , 

Hs.1494 msh(Dro5ophild)homeol)oxhoniolog 
Hs.79361 kaiIlikrBin6(neuKJSin.zytne) 

gb:60l150877F1 K1H_MGCJ9 Homo sap! 
loiiikr^ 8 (neuropslnA}vastn) 
predicted exon 
Hs.132808 epithelial ceD transfomnlng sequen 
Hs.110114 ESTs 
Hs^960 cycfinBI 

Hs.253338 ESTs 

Hs.79432 fibrilRn 2 {congenital conlractura 
H5.2719 eptdidynils-Bpedfic;wtiey^dicpr 

Hs.83484 ESTs ,. 
H8.301865 dopa6hnjmBtat*anera5e(dopac»wome 

Hs591069 ESTs 

Estrogen receptor 1 
HS.16416B ESTs 
Hs.12g719 tiansgtutarainaseS 
ltei87462 HoiTK>sapfen8eDNAFU11875fis.do 

Hs.105500 ^^S^g;^j4^6.10129^ 
Hs.142179 ESTs.W6akiy8lrmarlDORF2IM.mus 
Hs27099 Dia=ZP564J0863protB!n 
Hs 1S9430 ESTs 

gb:601440775T1 NlHJAGCJ2Homosapl 

Hs.197531 ESTs 
Hs.190015 ESTs 

predictBdeon 

gb J)KFZp564G2378 Jl S64 {synooym: b 
Hs^1564 ESTs 
421312 AABZ46Z^ H5^1670 ESTs 
418882 NVL004996 Hs.89433 ATP^in^ng caKBtte. s^^^ 
42^ Pm^m Hs.145479 HomosapienscDNAFU10518fls,cto 
Hs,190465 ESTs 

Hs.12844 EGF-fikwtomdtKmtnopteB 
Hs.173696 ESTs 
HS.282D60 ESTs 
Ks.114293 KlAAOSTOgeneproduct 
HS531816 ESTs 
Hs.269307 ESTs 
43S13 AI769400 Hs.18g729 ESTs 
417351 T90278 Hs.15049 ESTs 

412198 AA937111 Hs.69165 KTs ^ 
413278 K563085 Hs.833 irterfoorwfimiteWjMD^. 15 K 
421502 AF111B56 Hs.105039 sohitBcanfertan«ly34(sodiimph 
418092 R45154 H8.106G04 ESTs 
410W8 AA079552 flbam20h12^1 Stiatagey pa^ 

420362 U79734 Hs.972D6 hunDngBnWBracSngptOtemi 
431974 AW972689 Hs^0934 ESTs 
438209 AL120659 Hs.6111 WAA03O7geneproducl 
447578 AA912347 Hs.136S8S ESTs 

414812 X72755 Ks.77367 monokine induced by gamma Interteo 
421515 Y11339 Hs.105352 GaWte 8lpha.2. B^alyttranjH^ 
416402 riIWL000715 Hs.1012 comptBniei4component44jmdingprol 



457438 NM_014053 
435031 AI632091 
417411 AWS00008 
435174 AA687378 
444743 AA045648 
433420 A1674093 
419917 AA32006a 
417728 AW138437 
403776 

426274 038122 
416623 N74925 
405174 

431255 AA497043 
456662 Nf^002448 
416530 U62801 
454392 BE260893 
406400 
401517 

417830 AW504786 
435267 N23797 
449722 BE2B0074 
418478 U38945 
422689 AW856665 
441794 AW197794 
416658 U03272 
431130 NMJ006103 
418113 A1272141 
402373 AL1 35225 
431989 AW972870 
400284 

438578 AA811244 
423513 AF035960 
448986 AW372914 
431870 AW449902 
409457 AW818081 
4387n AA825487 
451807 W52854 
433326 At379486 
448221 6E622615 
448141 A1471588 
456311 AA225632 
405454 

459287 AL079369 
438935 H40665 
421312 AAB24627 



417956 AA210704 

445537 AJ245671 

448089 A1467946 

446643 AA194417 

456671 AB011142 

457256 AA459443 



Tfyi.SDF 
TM 

TM,OstBopon6n 
TM 

TM,tubul!n-blndtng 

TM,Thymosln 

TM,fin3,ig.Y_phosptialase 

SSPepMase.MIO 

SS,TM.Ephrin 

SS.TM, 

TM 

TM 

TM 

TM,iaRIIa 

TM 

TM 

TM.RtioGEF,PH 
TM 

TM.SPRY 

TMinmfr 

TM 

TM 

TM 

SSJM.IU 

TM,TNF 

TM,Ete 

TM 

TM 

TMihomeobox 

TM.Iiypsh.preJsomfirase 

TM 

TM.bvpsin 

TM.HMG14_17 

TM 

TM 

TM.cyclin 

TM.ank 

TM,SNFU4 

TM^ 

TM,EGF.TB 

SS,wap 

TM,HMGJbox 

TM.TEA 

SS 

TM4ionnonej8c^K)4 
TM.fBrmytlransf,AIRS.GARS 
TM .TransglulamliiJI 
TM 

TM,MHC.U9 

TM 

TM 

TM 

TM 

TM 

TMItZIP 

TM^T 

TM 

TM 

TM 

TM.Gi)atBh 

TMABCjnembr8ne.ABCJran 
TM 

SS.8USM 
SS.EGF 
SS.TM. 

TM.CIaLadaptorj5 

TM 

SS 

TM,Spln^sty 
TM,MBD 
TM,CH 
TM 

TM,NaLPLcoJrans 



TM,F6W 

TiyiBfTH.l_LWEQ 

TM.bZlP 

TM.Hli1^AS 

TM 

SS.ILB 

TM,Glyco.tianstJ9 
TM^ 



3.7 
3.7 
3.7 
3.7 
3.6 
3.6 
3.6 
3.6 
3.6 
3.6 

3.6 

3.5 - 
3.4 
3.4 
3.4 

a3 

3.3 
3.2 
3.2 

a2 

3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.0 

ao 

3X) 

ao 
ao 
ao 
ao 
2.9 
2.9 
2.9 
2.9 

29 

2.9 
2.9 

Z9 
18 
2.8 
2.8 
18 
2.8 

2.8 

2.8 

2.8 

Z8 

18 

18 

18 

17 

17 

17 

17 

17 

17 

IB 

16 

16 

16 

15 

15 

15 

15 

15 

15 

15 

IS 

15 

IS * 

15 

15 

15 

14 

14 
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439699 


AF088534 


Hs.187561 


EST8, Moderately simSar to AUJ1_KU 


428242 


H55709 


Hs^50 


leuternb inhibilvy factor (cho6ne 


417633 


AW959741 


Ks.40368 


adaptor-relatsd prateincoinplss 1| 


428679 


AA431765 




gb3w80c03j1 Soaies JesSsJIHT Horn 


436311 


AA708958 


Ks.168732 


ESTs 


426920 


AA393351 


Ks.132121 


ESTs 


^6698 


AA394104 


Hs^7489 


ESTs 


443426 


AF098158 


Hs^ 


Homo sapiens mRNA lor 88353. oompi 


406815 


AA833930 


Hs.288038 


tRNA bopenlenylpyrophosphate tans 


434808 


AF155108 


Hs^lSO 


ESTs, Highly sImHar to NY.REN41 a 


432441 


AW292425 


Hs.163484 


EST 


435615 


Y15085 


Hs.4975 


potassium vdtagfriiatad channel, KQ 


402298 






predteted exon 


435542 


AA687376 


Hs.269533 


ESTs 


442952 


AI743261 


Ks.131860 


ESTs 


418203 


X54942 


HS.B3758 


C0C28 protein idhase 2 


429226 


AI553633 


Hs.104985 


ESTs 


418969 


W33191 


H3.28907 


hypoOieHcal protebi FU20258 


447570 


A1888315 


Hs^669 


ESTs 


405032 






predicted exon 


•416566 


NM_003914 


Hs.79378 


cycHnAI 


420900 


AL045633 


H5U4269 


ESTs 


430563 


AA481269 


Hs.178381 


ESTs 


417372 


T99755 


Ks.290814 


ESTs 


449083 


AI948808 


Hs.191144 


ESTs 


410361 


BE391804 


Hs.62661 


guanytate binding protein 1, Inteif 


434131 


A1858275 


Hs.143659 


ESTs 


431846 


8H019924 


Hsi71580 


UropIaldnlB 


425638 


NN^012337 


H&.158450 


nasopharyngeal epttheSum spedflc 


440006 


AK000517 


Hs.6844 


hypotheficd pnitain FIJ20510 


445870 


AW410053 


Hs.13406 


synlaxin 18 


430639 


AW025427 


Ks.233552 


ESTs 


439018 


AW300887 


Hs.26638 


membrane-spanning 4^omalns. suUam 


422095 


AI868872 


H5.288g65 


cenitoplasmin (ferroxidase) 


411558 


AA102S7O 


Hs.70725 


*Human GABAA reoepisr pi subunil m 


408380 


AF1230SO 


Hs.44532 


diublquitin 


403721 






predictsdexQn 


440711 


AA904389 


Hs.143511 


ESTs 


457285 


AI038856 


K5228780 


ESTs, Highly simitar to AF199597 1 


422956 


BE545Qf72 


Hs.122579 


ESTs 


433482 


AI9S3499 


HS.1S2617 


ESTs 


431980 


AA5236g6 


Ks.2226g5 


Homo sapiens cDNA: FU20986 lis. d 


420777 


AA280223 


Hs.130865 


ESTs 


446659 


AI335361 


Hs.226376 


ESTs 


410ZZ7 


AB009284 


Ksi1152 


esffistoses (mut^eHito 2 


422282 


AR)19225 


Hs.114309 


apoSpoprotein L 


431701 


AW935490 


Ks,14658 


ESTs 


426910 


AA470023 


Hs.ig0089 


ESTs 



406636 HS.15359S predicted exon 

401933 predicted exon 

438679 A1127483 Hs.120451 ESTs, Weakly simSar to unnamed pro 

451061 AW291487 HsJ213659 ESTs. Weak^ similar to KlAA13S7pr 

410664 NiyL008033 Hs.65370 lipase, endoBieSal 

449378 AW664026 Hsi9892 ESTs 

433345 AI681545 Hs.152982 EST cluster (not in UniGene) 

425851 NM.001490 Hs.1 59842 g1uco38mIny1(N-aoelyOtranse8rase 

431832 AW276866 Ks.192715 ESTs 

448275 BE514434 Hs.20830 synaptic RasGTPaseacfivdIngpiQl 

423049 X59373 Hs.188023 ESTs 

427510 Z47542 Hs.179312 sniall nuclear RNAacOvaGngconipte 

418076 RB1388 Hs.6724 ESTs 

413670 AB00011S H5.75470 hypotheficsl protein, expressed in 

429183 AB014604 Hs.197955 KIAA0704 protein 

439031 AF07S079 gb:Homo sapiens fiil length Insert 

431060 AF039307 Hs.249171 homeoboxAII 

451494 AI799444 Hs^47095 ESTs, Moderately sImHar to ALU7_HU 

419978 NM_001454 Hs^4 forkheadboxJI 

404535 Z25884 Hs.121483 chloddeChannell .sketottlfnuscl 

445181 AW33a972 Hs.147471 ESTs 

452367 1)71207 Hs^279 eyes absent (DiosapMla)homtitog 2 

443591 AI078281 Ks.179240 ESTs 

448105 AWS91433 Hs.170675 ESTs.W^8imDartoTMSZJfUMAN 

424310 AA338648 HS.S0334 ESTs 

450193 AI916071 Ks.224623 ESTs 

436009 H57130 Hs.120925 ESTs 

453313 BE005771 Hs.153746 Homo sapiens cOKA:FU224S0fis.cl 

418833 AA2S1131 Hs.220697 ESTs 

437555 AA759263 Hs.14041 ESTs 

411828 AW161449 Hs.72290 wtngless-typeMMIVbitBoraSonsIte 

440052 A1633744 Hs.195648 ESTs 

410718 AI920783 Hs.191435 ESTs 

404767 predicted exon 

447462 AW337214 H$.1S8973 ESTs 



TM 

SS.UF.OSM 

TM,aaLadapfDr^ 

TM,HECT 

TM 

TM 

TM 

TM 

TM,IPPT 
TM 

TM,ForK.h6ad 
TM 

TM.zf-C2H2,KRAB 

TM 

TM 

TM,CKS 
TM 

TM.SH3 
TM.PHD 

TM,FMC»!ke 
TM,cydin 

TM.FAD.bIndlna.5 

TM.ABCjnenti8nekp450 

TM 

TM 

TM,G8P 
TM 

TM,tJBn8membrane4 

TM 

TM 

TM 

TM,pklnase 
SS,TM, 

SSJM,(>Kixidase 
TM,neurjchan 
TM,7tnL3>U4Fjeoeptor 
TM 

TM.rnn 

TM^and 

TM 

TM 

TM 

TM 

TM 

TM 

TM 

TM.OcdiJdin 

TM.MMIOiSR1 

SS.TM,EGF.kIljeoepLa 

TMtionJrBns 

TM 

TM 

SSiTMiRibosoniaU22.Rpase 

TM 

TM 

SS,TM,BranCh 

TM,EI3,SAM_PMT 

TMJdnesIn ,ebhydroiaseJ 

TM^iorneobox 

TM 

TM 

TM 

TM 

TM 

TMJrameobox 
TM 

TM,ForlUiead 

SS 

TM 

TMiHydrolase 
TM 

TM,trypsin 
TM 

TM.pkinas8 

SS.TM,^n 

TM 

TM.WHEP-TRS 

TM.NrBmp 

TM.wnt 

TM.PAC 

TM.SQSJ^Y 

TM 

TM 
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10 



15 



20 



25 



30 



35 



Hs.202388 ESTs 

Hs.124194 ESTs 

Hs.135787 ESTs 

Hs.111334 ferritin, Bghlpolypepllde 

H8.76845 (^hoserinephosptialase^ 

predtctedexon 

Hs,272688 hypothetical protein FLJ20397 

Hs.18800 hypotheticd protetn FIJ20281 

Hs.103982 small inducible cytokine subfamily 



TM 
TM 
TM 

Tk«,HC03jD0transp 
TM.Hydralase 
TM.inyosIiUiead 
SS 

TM^CHC 
SS,TM,ILB 



2.0 
2.0 
2.0 
2.0 
10 
ZO 
ZO 
2.0 
ZO 



442255 mmi 

410292 AA8430S7 

442748 AI016713 

458760 A1498631 

409799 D11928 
401324 

432140 AK000404 

447541 AKD00288 

421379 Y15221 

TABLE 19B 

Ptoy. Unique Eos probeset idenlrfier number 
CAT number. Gene cluster number 
Accession: Genbaiik accession numbers 

Pkey CAT number Accession 

409457 1132521 1 AW818081 AW392887AW514700AW392B81 

410008 116812.T AA079552 BE142525 BE142SZ7 

219896 1 AW856665 AA315006 AW954733 

294049"! AA431765AA432015 

46765ri AAa28995AA83487gAI926361 

46798 J AF075O79 H486ai H48795 

75534 -1 BE622615 

1158M_1 BE260893 AA078319 R85057 AW803Q24H85811 AA078293 

1229118 1 AW813350AW816082AW813476AW813383 

491768 1 AW816379 AA888282 AA879046 AA879195 

798085'! AI630223AI630470 

9177129 1 A)J07936gD8!804 



sSrcStlT^eTdlB^ 

hwnan chromosome 2r Dunham I. et d. Nahjre (1999) 402:489495. 



428679 



439031 
448221 
454392 
454692 
458154 
458861 



TA&IE19C 
Ptey: 

Strand: 
NLpoGilion: 



40 


Ptey 


Ref 


9rand 




401324 


9863791 


Plus 




401517 


7677912 


Plus 


45 


401933 


3810668 


Minus 


402298 


6598B24 


Plus 




402606 


9909429 


Minus 




403721 


7528046 


Minus 




403776 


7770611 


Minus 


50 


404767 


7882827 


Minus 


405032 


7107731 


Minus 


405174 


7108030 


Minus 




405454 


7656675 


Plus 




405609 


5757553 


Minis 


55 










405636 


5123990 


Plus 




406400 


9256298 


Phis 




408411 


9256407 


Plus 



Indicates DNA strand fhim which exons were predicted. 
Indteales nudeoWe podOons of piedicled exons. 

Ntixjsifion 



234057-234174 
29278-29770 

4872549057,51864-51955,52424-52589 
36758-37953 
81747-82094 
156647-157366 
1414-1513.1624-1756 
23244-23759 
131945-132224 
102814-103063 
133807-134053 

60332.61482-61727 
56384^6587 

155a.1712.187t214a42S2438^532M077 
7400-7527 



60 



65 



70 



Tdfle 20A: 56 UpJtegdalBd Genes Encoding ExtracelUariCdl Surface Proteins. Uterine Cancer Versus Nomial Adult Tissues 
SS'fcn^^rfbelngm^^^^ 



Pkey: Uidqua Eos prttoettdenSfier number 

ExAccn: Exemplar Accession number, Genbarik accession number 

UnlgenelD: Uiilgene number 

Unigene TlUe: Un^ene gene liSa 

PSOomain: Protein Structural Domain 

R1: Rafioof tumorvs. nomftilflssue 



75 Pkey ExAccn 

428187 A1687303 

400289 XD782D 

447350 AI37S572 

80 420610 AI6B3183 
405609 

458861 NiyL0073S8 

410153 BE311926 



UnigenelO UntBaneTUto 

Hs.285529 6 protelnKxiupled receptor 49 (GPR49) 

Hs.2258 Matrix MetdBoprotanase 10 (Stamoly 

Hs.172634 HER4{fr«b^ 

H&9934d distaMesshomeoboxS 

predided exon 

Hs.31016 PHO finger DMA bMinopratelR 
Ks.15830 HomosapienscDNAFU126916s,done 



PSDomain 

7tm_1 
hemopexin 
kinase 
homcobcK 

MyodnJaBjT^fOslnJjead 

PKD 

NA 



R1 

24J2 
12^ 
9.8 
5.2 
5.0 
44 
4.3 
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436211 

444783 

416677 

413472 

443613 

428330 

443695 

435031 

417411 

435185 

416530 

406400 

418478 

441794 

402373 

423513 

448141 

415076 

418882 

448435 

417351 

430372 

431974 

428046 

421515 

403095 

406815 

435615 

402298 

418203 

430563 

447570 

439018 

415539 

422095 



AK001581 
AK001468 



440711 
457285 
418506 
410664 
425851 
448275 
429782 
404535 
448105 
446342 
458760 
409799 
401324 



BE242870 

AI079356 

L22S24 

AW204099 

Ai632091 

AW500008 

AA869490 

U62801 

AA343629 

U38945 

AWig7794 

AL13522S 

AF035g60 

AH71598 

NIA.000857 

NKt004996 

BE293439 

T90278 

AI206173 

AW972689 

AW812795 

Y11339 

AAB33930 
Y15065 

X54942 

AA481269 

AI868315 

AW300887 

AI733881 

AI868872 

AF123050 

AA904389 

AI038858 

AA084248 

NM.006033 

NML001490 

BE514434 

NM_005754 

Z2S884 

AW591433 



Ks^l 

Ks.62180 

Ks.87224 

Hs.75379 

Hs^1807 

Hs.2256 

Hs.112759 

Hs.116877 

Ks.6968 

Hs^9109 

Hs.79361 

Hs.104570 

Hs.1174 

Hs.253338 

Hs^16S5 

Hs.129719 

HS.197S31 

Hs.77890 

Hs.89433 

Hs.182278 

Hs.15049 

HSJ11375 

Hs.200934 

HS.1S5381 

Hs.105352 

Hs.288036 
H8.4975 

Hs.83758 
Hs.178381 
H5^669 
Hs^638 
Hs.72472 



AI498631 
D11928 



Hs.44532 

Hs,143511 

Hs.228780 

HS.8533S 

Hs.65370 

Hs.159642 

Hs.20830 

Hs.220689 

Hs.121483 

HS.17067S 

Hs.14846 

Hs.111334 

Ks.76845 



pdymerasB (DMA dtrected), gamma 
ESTs 

SRY (sex detemxning region Y)-box 5 
soiutBcanierfantiyI 

gb»z39b095l Soares.NhHMPu^SI Homo s 
matrix met^lopiotelnase 7 (matriiysin] 
ESTs. Weakly 8imilartoAF126780 1 re 
ESTs 

Human ONA sequence from done RPM87 
dbnefitytarginine dimefhyiarrirohydrols 
Icalfikrdn 6 (neurosln. zyme) 
kaOikrein 8 (neumpslnAcivastn) 
cycBiHtependentUnasa biliBillQr 2A 
ESTs 

dopacltfome lautomsrese (dopachfoins de 

tiansgtutairinase 5 

ESTs 

guanytale cyclase 1, soluble, beta 3 
ATP-Wndlng cassette. stMmBy C 

calmodulin 2 
ESTs 
ESTs 
ESTs 

ESTs. Moderately similar to 138022 hy 
GatNAc atptia-2. ^slalyUransfsrase I 
predicted axon 

1RNA isopenteflylpyiophosphate transfe 

potassium votlage^ated channel 

predtetedexon 

COC28protdn kinase 2 

ESTs 

ESTs 

membrane-spannfaig 4KlonialnSi subfamii 
BMPR4b; 

oenitoptenAi (fenoxidas^ 



ESTs 

ESTs. Highly similar to AF1 99597 1 A- 
G proteliKOUpled receptor 39 
j^nse. endothebl 

gtuoosaminyl (N^ceiyl) transferase 1 
synaptic Ras GTPase acSvating protein 
R8s-6TPas&«:()v8tlng protein SH3<lom 
chtorkle channel 1 , skeletal muscle 
ESTs.WeaMys!mlartoTMS2 
Cationlc andno acU transporter (ecto 
feniOn. Bghl polypeptide 
pirasphoserine |diosphatase4ikB 
prcMsdexon 



NA 
PH 

HMG.box 

SDF 

zf-C2H2 

PeptkiaseJAlO 

NA 

RhoGEFPH 

NA 

NA 

tjypsin,prDjsomerase 

trypsin 

ank 

ank 

TEA 

Transglutandn.^ 
bZlP 

guanylalajciyc 

ABCjnembiane.^CJlran 

NA 

CH 

SH3.efliand.C2.PH 

bZIP 

ank 

QycoJlraRsL29 
homeobQX.PAX 
IPPT 

knuchannel 

zK:2H2.KRAB 

CKS 

ABC_membrane,p4S0 

PHD 

NA 

bone morphogenetic protein NA 
Cu-oxklase 

ANFjeceptor,sushl,7biLl 
rnn 



NA 

Ribosonnal.L22.Gp3se,PLAT 
Branch 

Unesin.PHD,abhydrol8seL2 

rnii,NTF2 

NA 

trypsin 
NA 

HC03_cotransp^«3HC4 



fnyDsi(v.head 



4,1 
4J) 

3lB 

a7 

3^ 

16 

3^ 

3L3 

3^ 

11 

11 

10 

10 

2.9 

2^ 

2^ 

18 

27 

Z7 

16 

IS 

15 

25 

14 

14 

14 

14 

13 

13 

13 

23 

13 

13 

12 

12 

12 

12 

12 

12 

11 

11 

11 

11 

11 

11 

10 

10 

10 

10 



TABLE 20B 

Pkey: Unique Eos probesel identSier number 
CAT number. Gene duster number 
AficesdoH! Gentiank accessio n numbers 



Pkey 

443813 
458861 



CAT number Accession 



57539U 
798085J 



AI079356 W23287 
A1630223AI830470 



TABLE 20C 



Pkey: Unique number correspondirig to an Eos piobeset ^ ^ 

Ref. Sequence source. The 7 digit nurnbeis In this cdumn are Genbankklenffier (GO numbers. 1)uriha^ 

human chromosome 21' Dunham L et aL, Nature (1999) 402:469495^ 
Strand: bidicates ONA straitdfnm which exoris were piedi^ 
NLpwdlion: fauTicatesnudeaGdeposieonsofprerSctBdexons. 



Pkey 




Sband 


NLposifion 


401324 


9863791 


Phis 


234057-234174 


402298 


6598824 


Rus 


36758^7953 


403095 


8954339 


Phis 


150025-150240.151564-151690 




5757553 


MtUB 


4281443010.43583^783.44863-45033.46429.46554.47815^18.49961-50153.51624. 








51727.5182351959.S2702^18.55469^1.57111.57307.58169-58296.60215' 








6033161482-^727 


4064W 


9256298 


PhB 


1553>ini1S7B-214a4252>4385,S9224077 
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Table 21A: 270 Up-Regulated Genes. Uterine Cancer Versus Nonnd Utenis 

Table 21 A Bsts about 270 genes u|MBgulated In uterine cancer compared to nonnal ulenjs. These 
5.0, and the denomlnalor was the median value (or six non-maTignant uterine specimens. 
Pl«y: UniqueEo5probesetideni»lernunriier 
ExAccn: Exemplar Accession number, Genbarik accession nimiber 
UnlgeneiD: Untgene number 
UnigeneTilIe:Unigene gene title 
Rl : Ratio of tumor vs. nomial Ossue 



were select as for Tdble18A.e«xpl thai the ratio was greater than or equa^ 



Pkey ExAccn 



UnlgeneiO UnigeneTltl^ 



449034 
435094 
438461 
434779 
441633 
4291 B3 
436775 
441031 
446921 
413753 
421515 
414646 
453891 
425196 
444663 
449785 
446839 
449801 
411773 
414812 
410361 
423845 
442438 
415786 
458017 
435525 
413335 
420297 
452799 
434311 
408243 
430713 
452092 
444342 
443830 
442547 
421633 
403381 
426635 
440500 
436291 
431668 
439018 



A1824049 
AI560129 
AW07548S 
AF153815 
AW958544 
AB014604 
AA731111 
AI110684 
AB012113 
U17760 
Y11339 
AA353776 
AB037751 
AL037915 
AW384082 
At22S235 
BE09ig26 
AA477355 
NM_006799 
X72755 
BE391804 
AI21S632 



425495 



422731 
441081 
415992 
431211 



448158 
401519 
441730 
432441 
448275 
438424 
447342 
408369 
423081 
414484 
420931 
459142 
411094 
436679 
452607 
443171 
459081 
431195 
4444S9 



gb:ts41a09.x1 Na.0GAP„lA1 Komo sapiens 
Hs.277523 EST 

Hs.286049 phosphoserine aminotransferase 
Hs.50151 poteshsn Inwardiy^ectifying channel 
Hs.1 12242 ESTs 
Hs.197955 K!AA0704 protein 
t^.291891 ESTs 

Hs.7645 fibrinogen. B beta polypeptide 
Hs.16530 CC chemokine SCYA18 (MlP-4) (PARC) 
Hs,301103 Laminin, beta 3 {nicein {126kD), kallnin 
Hs.1 05352 Ga!NAc alpha-2, 6-sialyJtransferase I, I 
Hs.901 C048 antigen (B-ceD membrane protein) 
Hs.36353 HomosapiensRiRNAIiililengthlnsertcDN 
HS.1SS097 carbonieanhydfasell 
Hs.301323 ESTs 

HS.2B8300 Homo sapiens cDNA: aJ23231 fe. clone C 
Hs.16244 mitotk: spindle coBed-coB related prot 
HS.2B8300 KQmosapienscDNA:FU232311is.doneC 
Hs.72028 ,pnilease, serine, 21 (tesfisbi) 
Hs.77367 monoldne Nuoed by gamma kiterferon 
Hs.62661 guanyiats binding pntlsin 1 . interferotv 
Hs,147487 ESTs 

gbx)s26b03.8l NCLCGAPJQdS Homo sapiens 
AW419196 Hs.257924 ESTs 

AA813426 Hs.192034 ESTs. WeaWy similar to WAA0705 protein 
Ai831297 Hs.123310 ESTs 
Ai613318 Hs.48442 ESTs 
AI628272 Hs.88323 ESTs 
AI948829 Hs.213786 ESTs 

BE543469 Hs,266263 Homo sapiens cDNAFU 141 15 (is. ctone MA 
Y00787 Hs,624 interleuklnS 
AA351647 Hs.2642 eukaryotic translation etongafion factor 
BE245374 Hs.27842 hypolhefteal protein FU1 1210 
NM014398 HS.1C887 simliar to lysosome«sociated membrane 
AI142095 Hs.143273 ESTs 

AA306a97 Hs.268362 ESTs, Weakly similar to lqfpolhe6cal pro 
AF121860 Hs.106260 sorting nexin 10 
0 

BE395109 Hs.129327 ESTs 

AAg72165 HS.1S0308 ESTs 

BE568452 Hs^lOI ESTs; Highly skrilsr to protein regidaO 

AW969610 Hs.151179 ESTs 

AW300887 H5.26638 memfafanfr«panning4^lomain5,8ubMyA 
AU077312 Hs.153985 sdutecan!erfartPy7(caBorite8nino 
AA3584S4 Hs.78026 ESTs. similar to sbidlar to at^ 
NMLC00346 Hs.2315 SRY(sex.detenrining region YHx« 9 
AF085888 Hs.269307 ESTs 

AL138411 gbd)Ki=Zp434A1229j1 434 (synonym: htes3} 

AI584019 HS.169Q06 ESTs. Moderately similar to piakophiHn 
C0S837 Hs.145807 Homo sapiens cDNAaJ13593fis, done PL 
MB6849 Hs.5566 Homo sapiens connexin 26 (GJB2) mRNA, co 
AWS02208 flbAJWWROiWju*WWflJl NIH_MGC_5 

AI627292 H&.190877 ESTs 



At243276 
AW29242S 
BE514434 
At912498 



R38438 

AF262992 

6E314385 

AR)44197 

AI903396 

BE066142 

AI1274d3 

Ai160Q» 

BE2B1128 

W0760B 

AASQ3083 

AI680624 



H&.190877 

Hs.149017 

Hs.163484 

Hs.20830 

HS.2569S 

Hs.19322 

Ks.182575 

HS.1231S9 

HS.1Q0431 



Hs.120451 
Hs.61438 
Hs.9030 

Hs.79742 
HS.14867& 



ESTs 
EST 

synaptic Res GTPase acQvallng protein 1 
ESTs, VlbaUy sfanOar to Pt^ ktoasa IKs 
ESTs: Weakly similartoini ALU SUBFAMi 
sobte carrier family 15 (H*/pepfide tra 
spenn associated anfigen 4 
gb£0115464gF1 NIHJAGC_19 Homo sapiens c 
smdl tndudblecytoHne B subramOy (Cy 
gb:R&BT029-120199^9.1 BTQ29HcmDsapi 
gfa:(mBT032&221199W-fi10 6(0)320 Homo 
ESTs, W^y sNIar to unnamed proteto 
ESTs 
TGNDU 

gb2bQ3a12j1 SoareUriaUungLNbHLISW 

ESTs 

ESTs 



Rl 

55.7 

45.2 

19.5 

15^ 

15.2 

14.6 

143 

14.0 

13.0 

1Z9 

112 

12.0 

11.7 

11.4 

iU 

11.1 

10.9 

10.3 

10.3 

10.2 

10.1 

10.1 

10.0 

lao 
lao 
ag 

9.7 
9.6 
9.6 
9.4 
9.3 
9.3 
9.2 
9.2 
9.1 
9.0 
9.0 
8J 

as 
a7 
a7 

8.7 

a7 
as 
ae 
as 
a4 
a4 
a3 
a2 

8.2 

ao 
ao 

7.9 
7.9 
7.8 
7.8 
7.8 
7.7 
7,7 
7.6 
7.6 
7.6 
7.5 
7.5 
7.5 
7.5 
7.4 
7.4 
7.4 
7,4 
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422765 
414918 
42S334 
448865 
409219 
400491 
403485 
4083^ 
445873 
400995 
406086 
403378 
426227 
422038 
431842 
429732 
427494 
429272 
427258 
449309 
400104 
416402 
404767 
406690 
439750 
403127 
418203 
425858 
421712 
456903 
414564 
457942 
410442 
424598 
445537 
42^97 
413472 
410664 
428575 
406400 
426317 
441460 
412570 
424349 
448681 
445258 
456032 
404727 
422810 



AW409701 Ks.1 578 baculovirai lAP repeat-«onta!nir» 5 (sur 

AO19207 H$.72222 HypdheOcal protein aj13459 

063078 K5.186180 Komo sapiens cONA:FU23Q38 lis. done L 

R35027 gb7g60g02j18oaiesinfaitMnmBH 

AA393383 Ks.133331 EST8 

H25530 H8.50868 sohda canter famt^ 22 (oiganic cation 

AW183350 Ks^50127 ESTs 

AA250970 Ks^51946 Homo sapiens cONA:RJ23107as, done L 
0 



416498 
426600 
422170 
449611 
402539 
456983 
407910 
457887 
431765 
420344 
443494 
456844 
416623 
413982 
458091 
402104 
428771 
435313 
441666 
416111 
427308 
423069 
416655 
417079 
449409 
400855 
454692 
414869 
439662 
445181 
437129 
440128 
443715 



1167058 

WW www 




nmnan prainnBSB aCuVBiea lecepior-^ niK 


R39098 


ns.i94CU£0 


CO IS 


NM_005764 


Hs^71473 


AnHhflOat rnnMn inuiMiiHatorf In^^ann) 


UiH)158 




lyinphocyte cytosoQc protein 2 (SH2 doma 


AI628365 


Hs.130412 


CO 1 a, vvvtmlj aHIIUcfl 10 owe ly.ViWdnS 


W2S140 


Hs!l 10867 


ESTs 


AA40C091 


Hs^9421 


ESTs 


AW589823 


Hs^4189 


ESTs 


NM 000715 


Hs.1012 


0 

oomptentent component 4-bindin9 prattin, 
0 


M29540 


Hs^29 


CEA (candhoemtnyonte anSgen^aled ce 


A1359053 


H8.57664 


ESTs 


Ai904493 


Ue Qonqn 


pOfjineiaSe \unf\ uovCIBQ}, OSfSa l, CBIa 


X54942 


Hs fi37Sa 


f!fV^7R nrntein kinaeo 9 
\^J\m,Q ytwaOi KltloSo £ 


AA364923 




Uu«w9 1 1 9QU£ nntsu giona ii nwmw sapiBns 




ns.iu/109 


nypouieucai proiein 


D49441 




iresothelin 


Ml 64603 


Hs.71994 


ESTs 




ns, I90V<M 


PQTe 
COiS 


X73424 


He Rj)7AA 
ns.DOrOo 


proplonyl Coenzyme A cartxwylsse, betap 




Me mini? 

ns. isiulf 


GstroQen-related receptor ganvna 


AJ245671 


Hs.12844 


PftPJThA-Aimain* rmrfflnto A 


NM_003816 


H3^442 


fl rfiebitpfirin tnti motallnnfnfolrtaeo rinma 
a uiiwiicyiiii aiiu iiiuuuiupiuuxuidi>aUU(lKi 


BE242870 




enhrta mmhsr fgmlKf 1 /nUfll hink mtH 

ooiuin viUKcr idjiuiy i (9"^ niQn ani 


MM.006033 


UefiSaTO 

dwaU^Ml V 


fiflflSA fiMlflfhnlisit 


Ml 9684 




owiiio \or CfSiBino/ praieinoBu mnunio 






kalStoeln 8 (neuropslntovasin) 


AA312350 


Hs.169294 


transcttpOon factor7 (T-ceU specific, 


AI962478 


Hs^26804 


ESTs. Modgateiy similar to ALUC JftJMAN 1 


AA033517 




diuc(iuv4ffiibrei-41av{^)roteui, beta pcd 






soIutB carrier family 7 (clonic andno 






homo sapiens mHNA tuI lengui Insert cON 


AJ535931 




PQTc 
CO IS 




Lis 901711 


PQTe 
CO IS 

n 


AA317400 




U 

gD.coM9j/4 Keuna ii nOTio safnens gdna 






CCT 

col 


U33632 


Hs.79351 


potassium channel, subfatnly K, member 1 


N^L003378 


Hs.171014 


VGF nerve growth factor inducible 


At791949 


Ks.1 12432 


onfLJbbiflBfliifi tmnfMAA 

anu~MUiieiwn nonnuiio 






cols 






iwvUMougene proouci 


AlUOlDO/ 




thymopdetin 






fibiunecQn leucine itch transmembrane p 






CCTe 
COIS 


AF124249 


Hs.268541 


fUiUAl SH9«<yvitfl{nInn nmlp{n 1 


BE463721 


H3!97101 


PutaQveG protein-coupled rec^tor GPCR 


T99719 


Hs.270404 


Homo sapiens cONA: FU22389 6s. done H 


A1264155 


Hs.152g81 


COP-dbcylglyceid synthase (phosphaOda 


N74925 


Hs.38761 


Homo sapiens cDNA: RJ21S64 Is, done C 


BE503035 


H3.279193 


ESTs 


AF150288 




gbrAFI S0286 Human mFlNA ttam od344> stem c 
0 


AB028992 


K3.193143 


KIAA1069 protein 


Ar769400 


Hs.189729 


ESTs 


AI188346 


Hs.301776 


ESTs 


AA033813 


Hs.79018 


dminaibi assemlily factor 1, subufl A ( 


D28067 


Hs.174905 


K1AA0033 protein 


W15613 


Hs.1613 


adenosine A2a receptor 


AW566613 


Hs.79428 


6Cl2/adenovirus E1B 19kC>lnterac(ing pro 


U65590 


Hs.61134 


IntedeuUn 1 receptor antagonist 


AI650935 


Hs^1694 


ESTs 


AW813350 




0 

gb:MR3^92-10010&<»24^ ST0ig2 Homo 


AA157291 


Hs.72163 


ESTs 


H97S52 


Ks.269060 


ESTs 


AW32i972 


K5.147471 


ESTs 


AU)49327 




gbiiomo sapiens mRNA; d)NA 0XFZp664B)16 


AA962623 


Hs.189144 


ESTs, WeaMy similar to NPT^MAN RENAL 


A15B3187 


HsJ700 


cydbiEl 



7^ 
7^ 
7^ 
7^ 
7J 
U 
72 
72 
7.1 
7.1 
7.1 
7.0 
7.0 
7Xi 
6J 
&9 
&9 
6.9 
6.9 
6.9 

a9 

6.S 
6.8 
6.8 
&8 
&8 
6.8 
6.8 
6w7 
6.7 
6l7 

a7 

6.7 
R7 
6.7 
6.6 
6.6 
&6 
6.6 
6.6 
6.5 
6.5 
6.5 
6.5 
&4 
6.4 
6.4 
6.4 
6.4 
6.4 
&4 
&4 
&4 
&4 
&3 
&3 

as 

&3 
6.3 
&2 
6.2 
6l2 
6.2 
6.2 
6.2 
6.2 
6.1 

ai 

&1 
6.1 
&1 
&1 
6l1 
6L1 
6.1 
&1 
6.0 
6L0 
&0 
6.0 
6.0 
&0 
6l0 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



422355 AW403724 
405291 

432113 AA935065 

441236 AA923489 

424416 BE503432 

453028 AB006S32 

407137 T97307 

443462 AI064690 

454392 BE260893 

456311 AA22S632 

446501 AI302616 

433921 AA618174 

409615 AW444861 

459360 BE384526 
403824 

428187 AI687303 

412140 AA219691 

410658 AW105231 

426465 A1758948 
AW2D4099 



437372 AA323968 
405392 

437100 Ai761073 
449796 AA004321 
409361 NM.005982 
4289B7 NML0047S1 
404220 

420973 AA743415 
430491 AU09791 
442549 Al75ie01 
409867 AW502161 
451110 A1955040 
418216 AA662240 
411897 AW875068 
456161 BE2S4645 
406536 

432540 Ai8215l7 
446315 NM-016293 
443270 KM.004272 
451035 AUa7678S 
406685 M18728 
454590 AW809762 
402430 

446704 AI337226 
435282 AAfi77428 
426062 N57014 
415451 H19415 
456002 AI628729 
409613 AW444816 
430259 BE550182 
434609 R76593 
430250 Nh^016929 
418327 U70370 
400379 NM„018432 
436076 A1193277 
432119 T80289 
417175 R44558 
445n4 AI254165 
455604 BE0111B3 
411426 BEU1714 
445262 AW205650 
412517 BE271584 
434756 AA827650 
454417 A1244459 
439949 AW979197 
414995 C18200 
428071 AF212848 
412323 AW937143 
434283 AW23S341 
447798 AI«S049 
401723 
408270 

452194 AI694413 
415757 AA830854 
430051 AA46461t 
435615 Y15065 
459583 Ara07673 
449009 BE044755 
424001 W67883 
403479 BE163800 
437852 BB0O1838 
435928 HS4345 
447397 BE247678 



H5.140 Immunoglobulin heavycoBtenlgammaa 
0 

HS.1523B5 ESTs 
Hs.130432 ESTs 
Ks.66170 HSKM-B pnteln 
Ks^1442 RecQ prolebvfike 4 
Hs.199067 EST 
Hs.171176 ESTs 

gb:601150677F1 NIKJIGC_19 Homo sapiens c 

Hs.190016 ESTs 

H5.150819 ESTs 

flb:nq14f01.s1 Na_CGAP_Thy1 Homo sapiens 
gbrUl-H-Bia^^&M^l^l NCLCGAP^Su 
gb:601277913F1 NIH_MGC_20 Homo sapiens c 
0 

Hs^529 G proleltKoupled receptor 49 (GPR49) 
Hs.73625 RAB6 Interacting, IdnesWike (rabWnes 
Hs.192035 ESTs 

gb:ty16107Jt1 Na_CGAPJJI3 Homo sapiens 
Hs.112759 EST8.WeE*lysbTiartoAF1267801retIn 
H8i83631 hypolhefkal protein DKFZp5476183 
0 

Hs.14535 Homo safMenscDNA:FU22314 lis, done H 
Hs.194397 ESTs 

H&S4416 slnsocu!lshomeobox(Oi06ophBa)hoinQlD 
Hs.194710 glucosaminyl(N^ceW transferase 3 



Hs,291368 ESTs 

Hs 241559 Homo sapiens miy^fuH length insert cDM 
H8^75 TNFfeceplor-aB80cl8tedfaclor4 

9b:UMWR0|«ir-g-12-0^l.r1 NIHJrtQCJ 
Hs^584 ESTs 
Hs.283099 AF15q14 protein 

gb:RCS.PT0001.180100^21-F04 PT0001 Homo 
Hs.282093 Homo sapiens cDNA:FU21918 lis. done H 

0 

Hs.1fl5866 ESTs 

Hs.14770 bridging Inlegrdtor 2 

Hs5192 Homer, neuronal immediate eaily gene, IB 

Hs.430 plastin1(lisofbnn) 

db:Human nonspecific crossreacting aniig 
HSJ222056 Homo sapiensd)NAaJ11572 lis. done HE 

0 

Hs.197083 ESTs 
Hs.189731 ESTs 
H8.44013 ESTs 

Hs.268720 ESTs, Mottefately similar to AliJ1_HUMAN A 
Hs.191450 ESTs, WeaWy similar to type II membrane 
Hs.171537 Homo sapiens cOl^FLJ21596fis. done C 
HS.12782B R^IGEfmiQa protein 3, mouse homotog 

gb.-yteOc11.r1 Soaras placenta Nb2HP Homo 
H5^3021 cWoiide IntraceDuiar channel 5 
Hs.84136 p^red-nia homeodomain Iranscriplion ta 
Hs.283076 Homo sapiens ovarian cancer related pml 

H8.1209S4 ESTs ,u,„u 
gb:yd03h04j1 Soares Infant brain 1NIB H 

Hs54002 ESTs 

Hs.145504 |j.p'^j^,^Q218.100500.003^109BN0218Homo 

flbKaVWfr0101-061099^-c04 HT0101 Homo 

H&253503 ESTs 

8t,:601141065F1 NIHJAGC_9 Homo sapiens cO 

Hs^07 ESTs _ 
Hs.110826 trinudeotide repeat contaning 9 
Hs582073 ESTs ^ ^ 

gb:C1B200 Human idaccnta cONA (TFu^wara 
Hs.182339 transcription fador ESE^ 

gb-PM1-DT0041-28129W)01-f01 DT0041 Homo 
Hs.58715 mouse thiamin pyrophosphoHnase homotog 
Hs,1ig629 ESTs.ModaratBlyaniDaftoAUJ1JHUMANA 

0 

0 

Hs798262 ESTs.Wea*dyamilartodJ88J8.1IH5api 

Hs.187810 ESTs 

1*52515 transdudn (betaHOte 2 

Hs.4975 potasdumvdtageflaled channel, KQT-Iilc 

gb:IL-BT152-080399W BT152 Homo sapien 
Hs.224812 ESTs 
HS.13747B KIAAIOSIproldn 
I&136912 ESTs 

Hsl56897 ESTs,WbaiclyfiiniitartodJ365012.1(H^ 
HS.1B3S61 ESTs 
HS.1B442 E-lenzyniB 



5.9 
5.9 
5.9 
5.9 
5,9 
5.8 
5.8 
5.8 
5.8 
5.8 
5.8 
5.8 
5.6 
5.8 
5.8 
5.8 
5.7 
5.7 
5.7 
&7 
.5.7 
5.7 
5.7 
5.7 
S.7 
5.7 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.6 
5.5 
5.5 
5.5 
5.5 
5.5 
5.5 
5.5 
5.5 
SJS 
5.5 
5.5 
&5 
5.4 
&4 
5.4 
&4 
5i4 
Sl4 
5.4 
5.4 
5.4 
5.4 
5.3 
5.3 
6.3 

a3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5u3 

5.3 

5.2 

5.2 

&2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 
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449183 AW445022 Hs.196985 Homo sapiens cONA:RJ21135fis. dona C 5.2 

410146 AW532655 flb:hf45f12j(1 SoareU4FU.T.GBC_S1 Homos 5^ 

458164 AI208666 Hs.192081 ESTs Sl2 

410153 BE311926 HS.1SB30 HDmo sapiens CONAHJ12S91 (is. dona NT &1 

439509 AF086332 Ksi8314 ESTs 5.1 

42^9 BE552132 Hs.118442 cydinC 5.1 

430654 AW969834 gb£ST381912 MAGE resequences. MAGK Homo &1 

411231 AW833501 gb:OV4-rr000»)9119&O2$«09TT000BKomo &1 

412194 AW900282 Hs.115412 Homo sapiens cONAFU13881 lis. done TH 5.1 

425188 AK002052 Hs.155071 hypolheficd protein FU1 1190 5.1 

417173 U81397 Hs.81424 ublquitiiv4ika 1 (sentrin) 5.1 

433279 AW971745 9b£ST383834 MAGE ieseiiuences.MAGL Homo 5.1 

454112 NiyL0008B5 Hs.301806 ESTs 

423261 Z43509 gb:HSC1EA031nonnd!ized Infant train cON 5.1 

434084 AI061640 Hs.192788 hypothe6caIprate)nPRO1905 5.1 

446115 AI733075 Hs.292682 ESTs, WeaWy similar to 869913 hypertens 5.1 

416719 H79731 gb7u81f12j1Soares fetal fver spleen &1 

421462 AF016495 Hs.104624 aquaporin9 5.1 

424517 AI539443 Hs.137447 Homo sap'ensd)NAIlJ12169fis, done MA 5t1 

403383 0 5.1 

430832 AI073913 Hs.100688 ESTs, Wealdystmilar to secreted cement 5.1 

436070 AK000073 gbiHomo sapiens cDNAFU20066tis. done &0 

416969 Aiei5443 Hs.283404 organic cation transportBr SlO 

444929 AI66S841 Hs.161354 ESTs 5.0 

453922 AF053306 Hs.36708 tHJdding uninhibited l)y l)enzInndazo)es 1 5.0 

439031 AF075079 gb:Homo sapiens fuQIengthlnsartcOhlA 5.0 

414539 BE379046 gb:601236646F1 K!H_MGCJ4 Homo sapiens c 5.0 

425349 AA42S234 HS.7S886 ribose&i)iiosphaleisomer8S8A(ra»se5 5.0 

449986 AW864502 gb:PM4-SN0016-12040OO044)12SN0016 Homo 5.0 

418717 AI334430 Hs.86984 ESTs 5.0 

438769 AA830684 Hs.163426 ESTs 5.0 

441BS9 AW194364 Hs.128022 ESTs. Weakly similar to RG1 MOUSE F1G-1 5.0 

446469 BE094848 Hs.15113 homogentisate U-dtoxygenase 5.0 



TABIE21B 

Ptcey: Unique Eos protieset Idenb'Rer number 
CAT number Gene duster number 
Accession: Genbank accession numbers 

PfKBf CAT number Accession 

409615 1143425 1 AW444881 6E074994 BE074966 BE074g92 
409865 1156518 1 AWS02208AW502366AWS02148 
409867 1156530J AWS02161 AW502587AWS02345 
410146 1178974 1 AV\^2655 R05927 R08916 
411094 1231982^1 BE068142AW817074 

411231 12383561 AVV833501 AVV833508AW833722AW833332AW833509AVV833511 AVV833767AV^^ 
411426 1245515J BE141714AW845993AW845989 

411897 1264907 1 AW875086 AW875079AW875076AW875062 AVI/875081 AW875074 
412323 1288770''l AW937143AVV937150AW937141 AW937161AVW37132AW937160AW937191 AW^ 
" AVV937159AVV937139AVV937171AW937142AVV937145AVV937165AVW37« 
AW937156AW937140AW937135AW937170 



412517 


130281J 


BE271584AA112S11 


414484 


1452830.-1 


BE314385 


414539 


1480320.1 


BE379046BE395459 


414995 


1511736.1 


C1820OD78681T82O25 


416719 


1611345J 


H79731 H79732 


422731 


220507J 


AL138411A1138412AA315860 


422810 


221630.1 


AA317400AA434584 


423261 


226553.1 


Z43509 H09001 AA37S202 AW954383 


425858 


257265J 


AA364923 AW963483 BE182774 C21461 


426465 


267664.1 


AI7S8948 AA379527 AA379948 AA379262 AW963933 


430664 


321423.1 


AW969834AA528493AA483165AW969842 


432119 


34170.1 


T80289AR)52168 


433279 


361800.1 


AW971745AAS01359AA581358 , 


433921 


377350.1 


AA618174 At114549 1^36464 R36465 


434609 


38950.1 


R76593AF147390R76594 


436070 


41426.1 


AK000073AA380163AA380181AW963S33 


437129 


43343.1 


AU)49327AA847105 


439031 


46798.1 


AF075079H48601K48795 


442438 


542469.1 


AAg9S998A1916584R61781T77332F07756F08149F07647 • 


448865 


78535.1 


R35Q27R12034BE407120 


449034 


794817.1 


AI624049AW117770At8SB360 


449986 


821463.1 


AW864502 AW884369 AI678780 


454392 


115882.1 


6E260893 AA078319 R6S057 AW803024 H85811 AA078293 


454692 


1229118.1 


AW813350AW816082AW813476AW813383 


455604 


1337197.1 


BE0111836B)11170BE011333BE011188BE011181BE011324Be0111616E011169 


458091 


472385.1 


AF150288AA835857 


459081 


889425.1 


W07808AI822066 


459142 


916806.1 


AI9033S6AI903381AI903360 


TABLE 21C 
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Pkey: 

strand: 
NUwsiUon: 



10 



15 



20 



25 



30 



Pkey 


Ref 


Strand 


400855 


1931571 


Minus 


400995 


8099094 


Plus 


401519 


6649315 


Plus 


401723 


7656694 


Plus 


402104 


8119072 


Plus 


402430 


9796372 


Minus 


403378 


9438244 


Minus 


403381 


9438267 


Minus 


403383 


9436267 


Minus 


403485 


9966528 


Plus 


403824 


9798468 


Phis 


404220 


6706820 


Plus 


404727 


8081050 


Plus 


404767 


7882827 


Mhus 


405291 


3845420 


Plus 


405392 


6624069 


Minus 


406088 


7107817 


Plus 


406270 


7534217 


Plus 


406400 


9256298 


Plus 


4QB536 


7711478 


Plus 



sequence of human chromosome 22.' Dunham I. el al.. Nature (1999) 402:489^95. 
Indicates DNA strand from wWch ewms were predteted. 
Indicates nudeolide positions of predicted exons. 

Nt_pQdtoi 

17801-18228 
141186-141601 

157315-157950 
147273-147503 
122409-122600 



4426444443 
26009-26178 
119837-121197 

2888^W1.3198^2.36554117 

473-887 

46107-46439 

115534-115747 

23244-23759 

19999.20473.20672-21036.21147-21285,21378-21667 

116167-116289.118879-119030 

9418-9573 

13136-13591 ^ 

1553-1712.187B-2140.42524385.S322-6077 

25655-25782 



TABLE22A:430S16NinCANTLYDOWN.RE(aJUTEDGENES.^^ 
sat>out430genessisn.cant^da«n-re^ 



35 rn^^rwe^^^^^^^ 

Ptey- Unique Eos prbbesel Identifier numlar 
ExAccn: Exemplar Accession number, Genijank accession numl)er 
40 UnigenelD: Unigene number 
Unigene Ble: Unigene gene tifie 
R1- RaBo erf tumor vs. numaliissue 



45 

50 

55 

60 

65 

70 

75 

80 



Pkey ExAccn 



UnigenelD Unigene Title 



414063 
447990 
407815 
452547 
415165 
453655 



407228 



416585 
408614 
417542 
412295 
421998 
452093 
429707 
416950 
408221 
406791 
446500 
407938 
410677 
412524 
452426 
414290 
439627 
400258 
414807 
410023 
407863 
410286 
418986 
409060 



H26904 
BE048821 
AW373860 
AA335295 
AW887604 
AW960427 
A1754634 
M25079 
AA524547 
X54162 
AL137698 
J04129 
AW088826 
R74441 
AA447453 
W76631 

pmsm 

AA912183 
AI220684 
U78093 
AAS05097 
NI4J0O3278 
AA417813 
AI904823 
A!566801 
BE621702 



AI738616 
Afi017169 
NM-01M29 
A1739159 



420674 
417967 
450810 
438150 



AI81S887 

BE439539 

NlyLOOOOSS 

BE244373 

BQ07588 

AAD37534 



Hs.75736 
Hsi0144 
K5.301716 
Hs.74120 
Hs.78065 
Hs.300878 
H8.131987 
HS.1S5376 
Hs.160318 
Hs.79386 
Hs.46531 
Hs.82269 
Hs.22971 
Hs.117176 
Hs^O 
Ks211819 
Hs^2 
Hs.47447 
Hs^72572 
Hs.15154 
HS.8S0SO 
K8.6S424 
Hs.11177 
Hs.31297 
Hs.71721 
Hs^6 
HS.790&4 
H5.77348 
Hs.57929 
Hs.37482 
Hs.61898 
Haw8l79B 
HS.S0130 
Hsl79837 
Hs.1327 
Hs.1119 
H&2SS11 
Hs.300878 



apoUpoprotdn D 

small inducible cyk^ subfamOy A, member 14 
ESTs 

adipose spectlic 2 
complement component 7 

ESTs. Moderately siinilartoTGR3.HUMAN TGF.be 
ESTs 

liemoglobin.bBta 

FXVD domd^contaWng ion transport regulalo 

leiomodln 1 (smooth muscie) ^ 
Horno sapiens mRNA: cONA DI<FZp«4C1915 (ftomc 



ESTs 

po!y(AH3lndlng protein, nudearl ^^.^^^ 

ItoSpiens mRNA:cDNAOi<FZpM 

matrix metalloprotetnase 23B 

demiatopontin 

ESTs 

hemoglobin, alpha 2 

sushi-reped^ontaWnfl protain, X chromosoma 
phosphdamban , 
telranecSn (piasmtnogervbinding protein} 
ESTs 

Homo sapiens cDNA: FU23001 lis. done I>i6002 
ESTs 

Homo sapiens cDNA: iaJ21841 lis, done HEP018 

deoxyhypusine synthase ,^-,.r« " 

hydroxypfosta^andin dehydrogenase 1S(NAD) 

8ni(DTosophfla)homok)g3 

00PZ2 for nondathrin coal protein zetaCOP 

OKFZP586N2124prot^ 

ESTs 

necdn (mouse) homolog 
glutathione S-trans^e M2 (musde) 
butyiyichoTinesterase 

Rudear receptor subfamily 4, group A, member 
tianslbffling growth liaclor beta 1 induced tra 
ESTs. Modern dmilartDTG]U_HL)MANTGF4E 
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R1 

93.0 

75.7 . 

68.7 ' 

61.1 

55.1 

54,0 

62.6 

52.0 

51.6 

51.4 

49.7 

49.3 

48.0 

47.0 

46.7 

45.7 

45.6 

44.6 

43.0 

4Z6 

41.1 

41.0 

39.4 

38.6 

381 

38.0 

37.0 

36.1 

35.4 

34J 

333 

311 

33.1 

32.8 

32.6 

32.4 

31.7 

31£ 
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430468 


mjmn 


Ks.130599 


ESTs 


453060 


AW294092 


HS.21S94 


ESTs 


424206 


NIUL003734 


Hs.198241 


anins oddase^ copper contalntng 3 (vascular 


422126 


AW973784 


HS.112Q2B 


Missh9P8nA«IMated hbiase 


406082 


S47833 


Hs.82927 


adenosfaie momjpho^phata deaminase 2 psofenn 


421639 


NM.012D82 


Ks.297921 


Homo sapiens mRNAfUB length insert cONA do 


402520 








418043 


AW377752 


HSA3341 


Keaplens olRNA for tyrosine idnase receptor 


443906 


AA348031 


Hs.7gi3 


ESTs 


•450958 


AL137669 


HS75700 


Komo 8q)tens ITIRNA: cONA DXFZ^M043S (fhm 


41882B 


AF020774 


Hs.88844 


Komo sapiens hair and sidn epUennaMype 1 2- 


412B28 


AL133396 


Hs.74621 


prion proiein (p27-30) (Creutifeld>tafcob dise 


429507 


NIyL0O31O2 


Hs.2420 


superexide <flsiinil8se 3* exbacdbjiar 


400545 








425078 


NM_002599 


Hs.154437 


phosphodiesterase 2A, oGMP^sSmulatBd 


429942 


AI338993 


Hs.134535 


ESTs 


438303 


AB028998 


Hs.6147 


K1AA1075 protein 


419971 


AA400027 


HS296234 


EST&, Highly similar to mitogen-adivaled pro 


443080 


078874 


Hs.8944 


procdlagen OendopepHdase enhancer 2 


452877 


A)250789 


Hs.32478 


ESTs 


412442 


A1983730 


Hs^530 


sennn deprtvalion response (phosphaSdytsertn 


424378 


W28020 


Hs.184367 


GTPese acOvaOng protan-lifcB 


421823 


N40850 


H3^625 


ESTs 


447786 


BE620810 


Hs^9819 


hypothe&Sl protein LOC57333 


4001^3 






AFFX control: 18S fa»somai RNA 


453874 


AW591783 


Hs^131 


collagen, type XiV, alpha 1 (undiin) 


414134 


X60188 


H3,861 


n^togen-activated protein Idnase 3 


428451 


AW970451 


Hs.98570 


ESTs 


435520 


AA297990 


Hs.9315 


HNOEL-lso protein 


437179 


AA393508 


HS.1714Q9 


serabgic^ defined colon cancer ant^en 8 


441481 


AA93S303 


Hs.270553 


ESTs 


450227 


BE388192 


Hs.78521 


Homo sapiens cONA: FU21 193 fis, cbne COL001 


403731 








452814 


AI092790 


Hs.55016 


hypothetical protein RJ2193S 


410038 


R57171 


Hs.57975 


calsequestrin 2, canflac musde 


416854 


H40164 


Hs.80298 


(HiiMriecdt protein 4 


418421 


R58620 


H&B5050 


l^iospholantfjan 


407000 


U12139 




gtKHuman ^ha1(Xl} collagen (C0L11A1) gene. 



421803 


NiyL012205 


Hs.108441 


3^dRwyanthranilale 3,4^oxygen3se 


445613 


BE5S0889 


Hs.158491 


ESTs 


432302 


AA34S857 


Hs^4307 


KIAA1442 protein 


420796 


1^55 


Hs^9931 


sarcogtycan. alpha (SOkO dystraphiMssodate 


423720 


AL044191 


Ks,23388 


Homo sapiens cONA: FU21310 (is. done OOL021 


417302 


BE245812 


Hs.8941 


ESTs 


421913 


AI334365 


Hs.109439 


osteogtydn (ostadndudiva factor, idmecan) 


440130 


AI083899 


Hs,157527 


ESTs 


431967 


AJ243653 


H3.283404 


orgsrdc caSon transporter 


424580 


AA445539 


Hs.35092 


ESTs 


406907 


225427 




gb:H.saplens protenKserine/threonlne Idnase 


443745 


AB039670 


Hs.9728 


AI^I protein 


429101 


AW452174 


K8,173780 


ESTs 


410691 


AW239226 


Hs.65450 


reticulon4 


408853 


AW291484 


Hs.254967 


ESTs 


407979 


AA046306 


Hs£2S27 


ESTs 


448619 


AI867182 


HsJi02255 


ESTs 


4245BS 


AA464840 




gb2x43h11 Jl SoarBS_totaUelusJtt)2HF8_9w Ho 


407891 


AA486620 


Hs.41135 


Endonujdn2 


407196 


D11747 


Hs.177415 


FbiloV^BIslds-Rellly murine sarcoma vims (FB 


426990 


AL044315 


Hs.173094 


Homo sapiens mRNA; cDNA DKFZpS64H142 (from d 


450493 


M93718 


Hs.166373 


nitric oxide synthase 3 (endothelial cell) 


420120 


ALj04g610 


Hs.95243 


transcription etongaSon factor A (SlIHiKa 


423690 


AA32964a 


Hs.23804 


ESTs 


402865 
417387 


AW021ia2 


Ks^S09 


ESTs 


456698 


NM.001928 


Hs.155597 


0 component of complement (adipsin) 


459722 






Homo sapiens dSNA: nJ23449 (is« done HS1058 


422927 


AW247388 


Hs^1423 


caldum birafing protein 1 (calbrdn) 


402195 








418213 


AVV978753 


H8.127327 


ESTs 


440274 


R24595 


Hs.7122 


scrapie responsive protein 1 


455818 


At733747 




gb3n86d04.y5 Str&iagene hmg caidnoma 93721 


42D861 


AI039044 


Hs.88827 


Homo saplero mRNA for RJQQ033 protein, peril 


405228 








441292 


AF131218 


Hs.7765 


duomosoma 16 open reading frame 5 


432553 


AA553334 


H3^11095 


ESTs 


417098 


AB017365 


Hs.173859 


frizzled (DrosopMla) homdog 7 


453842 


A1370936 


Hs.34074 


dipepSdylpepfidaseVl 


405313 








410243 


D83402 


KS.2B9006 


ESTs, Weakly similar to aitemaBvely spBoed 


413186 


AU077141 


Hs.75231 


sdute carrier (amBy 16 (monocartwjqfite add 


425954 


AK000633 


Hs.164476 


hypotheScd protein FU20626 


421770 


AA374192 ■ 


Hs.10ai24 


ribosomd protein L41 


435265 


AA779958 


Hs.185932 


ESTs 



31^ 
3U 
308 
2QJS 
30.3 

303 

29.9 

29.7 

29.7 

29.4 

29.4 

29.4 

29.2 

29.1 

29.1 

28.9 

28.7 

28.7 

28.7 

28.6 

28.6 

28.6 

27J 

27.6 

27.5 

27.2 

27.1 

26.9 

26.6 

26.4 

26.0 

25.6 

25.5 

25.5 

25.5 

25.4 

25.4 

25.3 

25.3 

25.1 

24£ 

24.8 

24.7 

24.6 

2AM 

24.5 

24.5 

24.4 

24.2 

24.1 

23.6 

23.4 

23.3 

23.1 

22.8 

2Z7 

22.6 

22.5 

22.5 

2Z1 

22.0 

2Z0 

21.9 

21.9 

21.9 

21.8 

21.8 

21.7 

21.6 

21.6 

2U 

21.4 

21.3 

21.3 

21.3 

21i 

21.2 

21.1 

21.1 

21.1 

21.0 

21.0 

m 
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430036 
430233 
436130 
434843 
429303 
442422 
410399 



447384 
440610 
445806 
433657 
436467 
440191 
417511 
406976 
443547 
417998 
419313 
408322 
448422 
403121 
424198 
459060 
457829 
445029 
424362 
417067 
413972 
435891 
447551 
400637 



430310 
402741 
401703 
409229 
453856 
430342 
404033 
411939 
431227 



416253 
418555 
408877 
415994 
417054 
404654 
420174 
400525 
408150 
457835 
420105 
404619 
423282 
424097 
448543 
427605 
406535 
418947 
414323 
457111 
418373 
424461 
451565 
407751 
432031 
404608 
451962 
424100 
451509 
453512 
429924 
423780 
427030 
439872 
407836 
451427 
424462 
451533 
422319 



AL0S0284 Hs.227782 DKFZP586M1 01 9 protein 

AW367902 Hs.236443 Homo sapiens raRNA;cONADKFZp554N1063 (from c 

AA341497 Hs.31408 ESTs 

R43707 Hs.133159 ESTs. Weakly similar to PIHUSDsaIiva7pral 

AW137635 Hs.44238 ESTs 

AI344415 Hs.156082 ESTs ^ 

BE068889 Hs.63236 synucleln.ganuna(breasl cancer-specific prol 

AF255910 Hs.54650 ESTs, Weaidy similar k) (defllne not availabl 

AI377221 Hs.40528 ESTs 

AI733096 Hs.130800 ESTs 

AL137516 Hs.13323 hypothetical praleln FU22059 

AI244368 Hs,8124 PH domain containing protdn in refina 1 

AW450278 Hs.91681 ESTs 

AI990417 Hs.116107 Homo sapiens genoirecDI^ chromosome 21q. sec 

ALJ049176 Hs.82223 ehordin-lite 

M60299 gb:Kumana!pha-1 collagen type II gene, exons 

AW271273 Hs.23767 ESTs . 
AWg67420 gb:EST379495 MAGE resequences. MAGJ Homo sapi 

AA843387 Hs.87279 ESTs 

AW181985 HSJ249986 ESTs , 
BE263813 gb:601194177FI NIH_MGC_7 Homo sapiens cDNAd 

AB029010 Hs.143025 KIAA1087 protein 
H89244 Hs,79625 heterogeneous nuclear ribonudeoprotein D (AU 
AI742291 Hs.210843 ESTs,WeaWysimiiartodJ1039K5.2tH.saptens 
AF196481 HS.122S8 midline 2 

AL137646 Hs,146001 Homo sapiens mRNA:cDNADKFZp586F0824<frDmc 
AJ001417 HS.B1086 solute carrier family 22 (extraneuronaJ monoa 
BE279548 Hs.162717 ESTs, Weakly similar to HPPD.HUMAN4.HYDR0XYP 
AW249394 Hs.5002 copper diapemne for superoxide dismutase 
8E066634 H5.929 myosin, heavy pohfpep6de 7, cardiac rausde. 

AJ243191 Hs.56874 heal shock 27kO protein fantily. member 7 (car 
U601 15 Hs.239069 four and a half UM domains 1 

H60333 Hs.251928 nuclear pore complex Interacting protein 
AA804789 Hs.1 9447 Homo sapiens mRNA for FU00106 protein, parti 
Nl^005938 Hs^9663 myeloid/lymphoid or mixed-lineage Ieukeirta(t 

AI365585 Hs.146246 ESTs 
X63755 Hs.2743 kerafin,cuficIe.uttraWgh sulphur 1 . 
AA216363 Hs.262958 ESTs^Weddy^tartodtemaBveiyspOoed 
AW779654 Hs.55876 ESTs 
BE250659 Hs.15463 ESTs 

T02850 gbfB12A9Feldbi^StratagenBHomo8apien 
AA479Q33 Hs.130315 ESTs ^ 
NML002923 Hs.78944 regulator of G-proleln sign^ 2. 24kD 
AF017060 Hs.174151 aldehyde oxidase 1 



At824144 



BE256338 

AW015571 

6E514535 

AL137563 

M13981 

AW837741 

NIA.000997 

W52990 

NMJ)14759 

AA482027 

AW750770 

D83542 

NM_000897 

BE2760g6 

AF039196 



Hs^912 ESTs 

Hs.192375 ESTs, Highly similar to dJ127B20.3 IH^apiens 

H$32244 ESTs 

Hs.77171 mWdiromosome maintenance deficient (S. cere 

H3.126378 pulaBve ABC transporter 

Hs.1734 inhibtn. eipha 

Hs^1380 Homo sapiens mRNA; cDNADKFZp586P1124 (from c 

Hs.17g779 ribosomal prolan 137 



AW078832 

Ar793080 

Aig69529 

ALJ040160 

W39693 

AA352013 

AA397600 

T81058 

T79340 

Ai091441 

AU076666 

NKU1046S7 

AW403342 



Hs.22880 

Hs^9500 

Hs.142569 

HS34344 

Hs.148090 

Ks.456 

Hs^8205 

Hs^84126 

Hs^156 

Hs^06 

Hs.123525 

Hs.171637 

Hsi09542 

Hs^138 

H&97531 

Hs^5 

Hs^G401 

Hs.148101 

Hs26S30 

KS.11S232 



ESTs 

KlAA0273geneproducl 
ESTs 

C6l-135piQtsbi 

cadherin 15. Ucadherfn (myotubute) 

leukDti1eneC4 synthase 

from Het^ cydlivdependenl kinase 2lnteracll 

haUess (mouse) bomolog 

Homo sapiens cOHAFU11Q27fis. ckm PIACEIO 

ESTs 

ESTs, Weakly similaf Id NGAL RAT NEUTROPHIL G 
Homo sapiens cONA: FU21 937 6s, done HEP044 
ESTs, Weakly sbnSar to B cell linker protein 
Homo sapieiB mRNA; cONA i3KFZ})566H2446 (from c 
gb:EST59935 Infant brain Homo sapiens cDNA S 
ESTs 

gb:yd26c08.r1 Scares fetal Gver spleen 1NRJS 
Homo sapiens cONA: FU21042fis. ckxie CAE1 12 
bsnornacnsb factor (pgand) superfamSy. m 
serum cGnsfituetdprctebi 
serum deprivafion response (pfiosphafidylsefin 
spHcing factor 3ak subiifl % 66kO 
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20.7 
20.7 
20.7 
2a7 
20.6 
20.5 
20.5 
20.5 
20.5 
20.5 
20.4 
20.4 
20.3 
20.2 
20.2 
20.1 
20.1 
20.1 
20.1 

m 

20.0 

19.9 

19.9 

19.9 

19.9 

19.9 

19.8 

19.7 

19.6 

19.6 

19.6 

19i 

194 

19.4 

19.4 

19.3 

19.3 

19.3 

19.3 

19.2 

19.2 

19.1 

19.1 

18.9 

18.9 

18.9 

18.9 

18.9 

18.8 

18.8 

18.8 

18.7 

18.7 

18.6 

18.6 

18.5 

18.5 

18.5 

18.5 

18.4 

18.4 

18.4 

18.3 

18.3 

18.3 

18.2 

18.2 

18.2 

18.1 

18.1 

18.1 

18.1 

18.1 

18.0 

173 

175 

17.9 

17.9 
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175 

175 
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400489 

454421 

449282 

420495 

429790 

42279 8 

427980 

409543 

440206 

455804 

427707 

437140 

417637 

419171 

417808 

426232 

440747 

41S307 

407049 

454054 

411085 

443104 

424106 

446716 

448677 

434919 

401171 

456804 

453621 

413419 

426515 

428937 

424562 

444655 

447424 

425439 

446707 

405324 

434340 

422942 

421820 

420037 

428818 

426485 

404947 

412677 

401551 

408053 

425016 

418179 

418994 

457514 

426275 

457924 

430712 

455144 

407524 

426712 

429954 

446208 

442792 

420485 

426767 

436950 

41S196 

442197 

433457 

402316 

409736 

407964 

433677 

425507 

413724 

408922 

4130S5 

435977 

442208 

402426 

412399 

413200 

404597 

453143 

455984 



BE4097S9 

A1048056 

A1338247 

AK001352 

AW89728S 

AA418306 

AW410200 

AI762232 

BE156173 

NiyL00S578 

AA3127g9 

AA204969 

NM_002846 

AF177909 

Z70024 

AW297226 

F05232 

X72632 

A!33632g 

AR)22991 

AA088470 

AA412442 

AA436S75 

AI560769 

AI821740 

AA36Q954 

A1421645 

AW749983 

BE093686 ' 

BE394222 

T82221 

AI420859 

AF088886 

AI681105 

D38024 

AtS91214 

AI193043 
AF054839 
AW662990 



AI131291 
NKL006207 

AWQ29608 

AW133474 

AA376049 

XS1630 

AA296520 

AA775208 

BE151551 

AL390142 

AW044647 

AW87S942 

X64g85 

AW173177 

AI918130 

BE256323 

AI3S2340 

AF218586 

AA384398 

105779 

AK000150 

AW837912 

AA830194 

AA078628 

AW130334 

AI7gi912 

AJ684745 

AA131466 

R87388 

AV855701 

AL138079 

AW2969d4 

N53816 
AA127395 

AA382234 
BE177442 



Hs^9563 
Hs.23437 
Ks.98314 
Hs^1737 



Hs.46794 

Hs.180398 

KS.2836B9 

Hs.234863 

Hs.89655 

Hs.12828 

Hs.168157 

Hs.137840 

Hs.27495 

Hs,301519 
Hs.68398 
Hs.83135 
Hs,98132 
HS.166Q2 
Hs^7051 
Hs.1 16531 
Hs.27268 
HS.139B51 

Ks.48938 
Hs.231444 
Hs.56729 
HS.150S57 

Hs.iisgo 

Hs.181641 
Hs.157425 
Hs.156336 



Honw sapiens mRTIA for FLJ00007 pmteln, parti 
Homo sapiens cONA aJ13555 ^ dbna PLACE10 
Homo saito mRNA; cDNA OKFZp566U)12D (Iromc 
hypothetical protein FU10490 
gb:C&eNN0057-15040&^3&«04NN00S7HoinO8api 
Qb2v96g05^1 Scares JOiHMPu.SI Homo salens c 
gt>:»i05b12j(1 rAH.MGCJ 7 Homo sapiens cONAd 
ESTs 

9tKaV04{T0367.201299«7M2 HT0367 Homo sapf 

UM donooKflntafadng prefened translocafion 

acSvatoroT CREM bi taslts 

Homo sapiens cONA FU12082 lis, done HBABBIO 

pnit^ tyrosine phosphatase, receptor tjfpB, 

tureely (Drosophila) homotog 1 

nuclear transcription factor Yi Qsnma 

ESTs. Moderately similar to StX1_KUMAN H0ME08 

pnstate cancer assodated protein 7 

(NONE) 

Homo sapiens cDNA aJ12S36 fis, done NT2Riyi40 

fjeriod (O^phlla) honwtog 1 

p53^ponsh«gene6 

ESTs 

ESTs 

ESTs 

ESTs 

Homo sapiens ntf^ cONA DKFZp564N196 (from d 
cav8din2 

gt):QV3-6T0537-280100^)7O«04 BT0537 Homo sapi 
Homo sapiens cDNA: FU21802 fls. done HEP007 
ESTs 

iymphocylo-spedflc protein 1 

basic transcrtptlon demeid Undtag protdn 1 

calhepdn F 

ESTs 

double homeobox, 2 
ESTs 



Hs.128685 ESTs 

Hs.122540 tetraspan2 

Hs.108675 heme^nding protein 

HS.13S569 ESTs. Weakly s}nilarloNEUROO[H.sap]ens] 

Hs.98866 ESTs 

Hs.170040 p!atele)><lerived growth factor receptor-lilfa 

Hs.17384 ESTs 



Hs^46862 

Hs.154162 

Hs.1145 

Ks.89546 

Hs,136423 

Hs^6697 
88.198284 



H8.1 97755 

Hs.21374 

Hs.225795 

Hs.131194 

HS.288B35 

Hs.192491 

Hs.113 

Hs.78165 

Hs.199417 



Ks^nil 
Hs.190885 
Hs.165983 
Hs.23767 

Hs.75183 

Hs.5012 

Ks^95 

Hs.14394 
Hs:!22414 



ESTs 

AOFMbosytaOon factor-like 2 
WHmstumorl 

Selec6n E (endolheiid adhesion molecule 1) 
ESTs 

9b:RC0.HT0297.20119W)31.ft2 HT0297 Homo sap] 
Homo saptens cONA FU13861 fis. done THYRO10 
ESTs 

gb£M1-PT0013-131299O874>10f^001d Komosapl 
gticKsaplens mRNAHTPCRXII forolfaetoiy race 
ESTs 
ESTs 

ESTs, Highly sbidlar to OTXIJOJMAN HOkHEOBOX P 
ESTs 

cell deatMndudng DFF^&lce effedor b 
ESTs 

epoxide hydrolase 2. cytoplasmic 
MAXaebHLHZIP protein 

gb:(3V3-LT0048-26010OO6&«02 LT0048 Homo sapi 
Hdmo sapiens mRNAfor FIJ00027 protein, parti 

^7P07H07 Chromosome 7 Placental cDNAUbiar 
ESTs 

ESTs, Moderately similar to ALU1.HUMAN ALU SU 
hypothetteal C2H2 zinc finger protein FU22S0 
Homo sapiens cONA FU 1 2666 fis, done NT2RJi440 
gb7m88g04 Jl Scares aduU brain N2b4HB55Y Ho 
cytochroma P4S0, subfamily HE (elhanoMnduc 
brain-spedfic membrano-anchored protein 
ESTs. similar to PSF_.HUMAN PTB^SOQA 

hypothetica] protein FU20157 
ESTs 



HS.17Q121 protdn l^fioslne phosphatase, receptor typoi 

gbJ%C1-HrrO595.20040(M)12-fi)1 HT0S95 Homo s^ 
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m 

17.7 
17.7 
17.7 
17.7 
17.6 
17.6 
17.6 
17.5 
17.5 
17.5 
17.5 
17.4 
17.4 
17,4 
17.4 
17.3 
17.3 
17J 
17.3 
17.2 
17.2 
17.1 
17.0 
17.0 
17.0 
17.0 
16.9 
16.9 
16.9 
16.9 
16.9 
16.9 
16.0 
16.8 
16.8 
16.8 
16.8 
16.6 
16.8 
16.7 
16.7 
16.7 
16.6 
16.6 
16.6 
16.6 
1&6 
16.6 
16.5 
16.5 
16.5 
16.5 
165 
16.4 

16.4 
1&4 
1&4 
16.3 
163 
16.3 
16.3 
16.3 
16.3 
162 
16.2 
16.2 
16.2 
16.2 
16.2 
16.2 
16.1 
16.1 
16.1 
16.1 
16.0 
16.0 
16.0 
15.9 
153 
153 
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416193 T25400 
407065 Y10141 
441785 AW138139 
413784 BE16S819 
429092 AI190864 
408499 AW20S323 
453754 AW972580 
450626 U43030 
428486 AW563497 
405895 

409108 AA339443 
423334 AK000906 
422948 AW810824 
447852 AW5a4781 
419084 AA496539 
456771 AW01673g 
438564 AA381553 
448705 H05072 
454460 X66945 
458893 BE161733 
4267S9 A1590401 
4S3769 R3S261 
434179 AI743448 
404111 
402056 

458602 AI262208 
427530 AA405093 
414716 AF199S98 
400632 

443918 AA30S475 
432037 AW450592 
412321 BE00g345 
421905 AI660247 
441704 A)4S8766 
414272 AI65ie03 
446224 R48700 
404611 H58589 
448381 D61580 
454719 BE006547 
446973 H95724 
457760 AA66B123 
440144 AW082297 
407387 AB000895 
427850 AA416756 
404244 



gb:PTHl069 HTC0L1 Homo sapiens cDNA 5'/3' sUn 
gb-Hsaplens DAT1 gene, partial, VNTR 

Hs.244598 ESTs ' . 

flb:CM«fT0486-220300-301-d12HTD4a6HoiW)sapl 

Hs.178226 EST8.W8ddyElntotoALUlJftJMANALUSUBFAM 

Hs^53475 ESTs 

Hs.172753 ESTs 

Hs.25537 cardiotropWn 1 

Hs.1 84604 pancreaBc polypeptide 

Hs.48793 ESTs 

Hs.127273 hypothetical proldnFU10044 

He9 1vK1 ESTs 

9b:UI-HF-BN0^«M>04*Wj1 MIHJAGC.SOHomo 

Hs.179902 transpoiter-Qke protein 

Hs.232201 ESTs . ^ 

Hs.198253 major hislocompafibinty complex, dass II. D 

Hs.124984 ESTs, Moderately similar to unnamed prateh p 

Hs 748 fbroblast growth lactor receptor 1 (frns^da 

{^".97283 ESTs. WeddystaHlartoALUI^HUMAN ALU SUBFAM 

Hs.21213 ESTs 

Hsi4947 ESTs 

Hs.116177 ESTs 



50 

55 

60 

65 

70 

75 

SO 



435487 
414213 
455916 
448943 
418026 
454082 
453308 
458B23 
452S32 
418464 
409473 
449779 
457546 
403368 
432163 
421531 
428283 
443528 
402399 
410545 
450300 
403552 
406929 
436365 
402550 
441782 
415672 
430582 
425770 
432883 
441871 
447481 
405114 
401082 
454316 
421572 
424591 



W07343 
BE297765 
BE156710 
AI6Q6810 
BE379727 
AF283508 
AW959731 
AW207574 
A190S811 
R87580 
AL137716 
AA004258 
AA568484 



HS.2764B9 ESTs 

H8.126519 ESTs 

H8.97044 KvchaimeHnteracling protein 2 

H8^60 Homo sapiens cDNA FU1 1658 lis, clone HEMBA10 

Hs.300459 ESTs 

Hs.128942 ESTs . , - ^ . tu - 

Hs.32699 ESTs. Weakly siiriilar to LW-1 piotetn IH^pi 

HS201988 ESTs 

Hs.46968 ESTs 

H5.20733 EH^omalncontanIng2 
Hs.35156 Homo sapiens cONA FU1 1027 fis. done PIACEIO 
Hs.21036 Homo sapiens mRNA;cDNADKFZp434A1010Dromc 
gb:RC2-BNO13OO4040O^11-b03BN0130 Homosapl 

Hs4283 ESTs 
Hs.134170 ESTs 
Hs£8S23 ESTs 

gb:Homo sapiens mRNA far cadherin FlBI, parti 
Hs.161051 ESTs,ModeratelyslmllartoALU6JHUMANAUJSU 



Hs.182538 phospholl|^dscramb!ase4 ^ „ . ^ 

gb:601176246F1 NIH_MGC_17 Homo sapiens cDNAc 
gb:QVO-HT0368^10300'181'd01 HT0368Homosapi 

HS.1932B8 ESTs , , ^ ^ 

Hs.83213 tatty add binding protein 4, adipocyte 

Hs.63168 cell death regulator aven 

Hs.32538 ESTs 

Hs.179501 ESTs 

Hs.110757 DMA segment on diromosome 21 (ureque) 2056 ex 
gb»in89li07.r1 Soares adult brain K2b4HB55Y Ho 

Hs^6567 HomosapiensmRNA;cDNAOKFZp434D2030Cftomc 

Hs.25218 ESTs.Weddy8lntotoAUJBJHUMANllUALUC 

Hs.153632 ESTs 



AK0004W HsOT99 tiypotheBcd protein FU20433 

Hs!25832 HorrosaptensmRNA;cDNADKFZpS64P116(ftomd 

AK00177a Hs.9547 hypothetical protein FU10916 

U32324 H8£4310 interieukin 11 receptor, alpha 

AL041440 Hs^O ESTs 

U04690 gbiluman olfactory receptor (OR17-210) gene. 

AW444548 HS.16311B ESTs 

AW140126 Hs.132357 ESTs 

N53097 Hs.193579 ESTs 

AI215509 Hs.143964 ESTs . « , • 

Nm1014363 HS.1S9492 spaslfca!aidaofCharteTOix-Saguenay(sacsn 

SSS^^ lte.1K«0 EST8,WeaWyslmilarto1909123ANaglucosac 
ARJ52151 H8.1B688 lytouseMamrnatyTurrnor Virus ReoeplDrhocnolog 

AW368144 gb:OVO-HT0101-06109M32-b12 HT0101 Homo sapi 

AA531607 Hs.125143 ESTs. Wte*Iystaiar to P0L2 MOUSE RETROVIRUS 
R55704 HS.15096B hypocrtBn(or8xln)i«ceptDr 1 
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15^ 

15^ 

15.9 

15.9 

15J 

15.8 

15.8 

ISwB 

15,7 

15.7 

15.7 

15.6 

15^ 

\S£ 

15.6 

15.6 

15.6 

15.6 

15.5 

15.5 

15.5 

15.4 

15.4 

15.4 

15.4 

15^ 

15.3 

15.3 

15.3 

15.3 

15.3 

15.3 

15.3 

15.3 

15.3 

15.2 

15.2 

15.2 

15.2 

15.2 

15.2 

15.2 

15.2 

15.2 

15.1 

15.1 

15,1 

15.0 

15.0 

15.0 

15.0 

14.9 

14.9 

14.9 

14.9 

14.9 

14.8 

14J 

14.8 

14.8 

14.8 

148 

14.8 

14.8 

14.8 

14.7 

14.7 

14.7 

14.7 

14.7 

14.7 

14.7 

14J 

14.7 

14.6 

14.6 

14.6 

14.6 

14.6 

14.6 

14.6 
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441503 


AW1722S3 


Hs.185202 


416199 


R83537 




420360 


U83171 


H5J7203 


425126 


N32759 


Hs.172944 


417421 


AL138201 


Hs^2120 


405100 






454012 


M76424 


Hs^7014 


402457 






454613 


AW810814 




429821 


AL096749 


Hs^25433 


431073 


BE254470 


H5^49186 


421143 


AB024538 


Hs.102171 


401223 






438627 


AK)87335 


Hs.123473 


407124 


R08160 


Ks^688S7 


437217 


AW779241 


Ks.155316 


427627 


R87582 


Hs.179915 


410258 


X5263S 


H5.739 


413237 


A)468574 


K5.171955 


412975 


T70956 


Hs.75106 


426488 


X03350 


Hs.4 


416667 


AK000526 


HS.794S7 


405479 






418432 


M14156 


Hs^112 


426316 


NM_002430 


Hs.301852 


412171 


AW897452 




447241 


BE382838 


Hs.19322 


402100 






438286 


AW139266 


Hs.134807 


407947 


AI500332 


Hs.102367 


402275 






402358 






439624 


AA838771 


Hs,124407 


444455 


A1149879 


Hs.175024 


455314 


Y17114 


Hs.73393 


427872 


AA8350S8 


Hs^lin 


409826 


AW501112 


Hs.34487 


414002 


N^C006732 


Hs,75578 


442682 


A)01454S 


Hs.231027 


457033 


AFQ2g674 


Hs.173422 


410480 


R97457 


Hs.63g84 


401007 






458274 


AF149297 


Hs,8087 


454106 


019687 


H5.245146 


432928 


AA570454 


Ks.186467 


425352 


NML000939 


Ks.1897 


433887 


AW204232 


Ksi!7%22 


434927 


H46612 


Ks.293815 


404282 






422581 


NM_016339 


Ks.1 18562 


424823 


NM-006226 


Hs.153322 


408107 


AA806754 


Ks.62835 


401577 






433883 


AI925668 


Hs.222312 


408104 


AWg72927 


Hs.293968 


404642 






400675 






406059 






448386 


AB037750 


Hs.21061 


407287 


A167B812 


Hs^1658 



ESTs 

gb:yq12a08.r1 Scares fetat Over spleen 1NFLS 
small Inducible cytokine sufafarrily A (Cys^ 
chorimlc gcmadotrapfai, beta polypeptidB 
nudear reoepttv sulrfamBy 4, gRNJp A, msmber 

carbonic anhydraseVn 

8b:MR2-ST0129>201099O04«01 ST0129Homosapl 

Homo sapiens mRNA: cONA OKFZp434G1S3 (from d 
oon&^ homeobox 

bimunogtobutin superfamily containing leucine 
ESTs 

ESTs. WMdy simOar to ALU1.HUMAN ALU SUBFAM 
ESTs 

guanine nudeofide Undng protein (G pratan 

6iihosphofructo-24(Enaseftiictose-2.&tiphosp 

ESTs 

dusteiin (complement lysis inhibitor, SP-4QL 
alcoho! dehydrogenase 2 (dass 0. beta polyp 
hypothetical protdn FLJ20519 

insuDn-tike growth factor 1 (somatomecfia C) 
Human DMA sequence Irani done 437G10 on chrom 
gb:CMOiIN0058-150400-337-b08 NN0058 Homo sapl 
ESTs 



ESTs 

Homo sapiens cDNA: FU23447 Gs, done KSI033 

eyes absent (Orosophfla) homolog 4 

ESTs 

hypothetical protein FU23412 

FBJ murine osteosarcoma viral onoogene homoto 

EST 

KIAA1605 protein 

cadherin U H«adherin (heart) 

NAG-5 protein 
ESTs 

ESTs. Moderately similar to AlUI.HUMAN ALU SU 
proopiomelanocortin (adrenocort'cotropin/ bet 
ESTs 

ESTs. Weakly similar to PLM.HUMAN PHOSPHOLEMiyi 

Unk guanine nucleotkle exchange factor II 

phosphoiipase C, epsiton 

ESTs 



KIAA1329 protein 



14.6 
14.6 
14j6 
14-5 
14.5 
14.5 
14^ 
14.5 
14.5 
14.5 
14.5 
14.5 
14.4 
14.4 
14.4 
14.4 
14.4 
14.4 
14.4 
14.4 
14.4 
14.4 
14.3 
14.3 
14J 
14.3 
14.3 
14.2 
14.2 
14.2 
14.2 
14.2 
14.2 
14.2 
14.2 
142 
14.2 
14.2 
14.1 
14.1 
14.1 
14.1 
14.1 
14.1 
14.1 
14.1 
14.1 
14.1 
14.1 
14.0 
14.0 
14.0 
14.0 
14.0 
14.0 
14.0 
14.0 
14.0 
14.0 
14.0 



TABLE 22B 

Pkey: Unique Eos probesetkfenliSer number 
CAT number Gene duster number 
Accession: Genbank accesston numbers 



Pkey 

408922 
409543 
409736 
412171 
413784 
414213 
416193 
416199 
417998 
418464 
418556 
422796 



CAT number Accession 



109017.1 R67388 R84328AA058916 

1138723.1 AW410200AW409705AW411433BE296786BE270309 

115189.1 AA078628R08051 AA078197 AA077334AW748808AW748807 

12807S9J AW897452Z20302OS5805D52877 D60432 

1389150.1 BE165819BE165853 W01386 

1426375.1 BE297765BE2820618E302686 T83915 

157710^.1 T25400 H26834 H44S54 1^193 

1577561.1 RB3537W80940 H27368 

171375.1 AWg67420 AA210915 AA236991 AA210916 

1759038..2 R87S80 

1767866..1 T02850 

221500.1 AW897265AW897274AL119504AVTO97275AW897270AVV897312AW897318AW897317AA317240AW^^ 
T06241 AA326794 AL138130AW407975 AW999277 

423780 23195^1 AA352013 AA330878 AA339379 AW966303 
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AA464840 AA343628 

BE151551 AA373783 BE182852 BEQ08826 BE006827 BE008781 BE008699 
AM18305A12643S1 
T81058AU57200 T70270 
AW837912 AW837934 AA984475 AW997490 
AW504781 BE620394 

be263813 be253s04 a)50q202 be251 145 
aSSaw^m?m^ 

AW810814AW810787AVW10B54AW810773AVII810735AW810785AVV810660AW8108^ 
AW810881 AW8107gi AW810B44AW810659 AW810e76 
BE006547 AW815578AW815311 AWB56304 
AW875942AW858234 AW875938AWa75941 AW858235AW875958 
AI733747AA129802 
BE156173 BE15630S BE156196 
BE156710BE156726BE156712 

BE177442 BE177439 BEt77445 BE177440 BE177448 BE177444 BE177433 

TABLE 22C 

^t^^SrT7t"S™SS™a»G«ba^ 13«h»,Uai;,ele.sU,tepub8cita»«l)ed7teDNAse,uenced 

human chromosome 2Z* Dunham I. etd., Nature (1999) 402:489^ 
Straiufc Indicates DNA strand from which exons were predicted. 
NLpo^: Indicates nucleotide positions dpredicNexcns. 



424S85 


241151J 


426275 


26371^^1 


427980 


285225J 


439872 


47823J 


442197 


535550.1 


447852 


73973J 


448422 


762770J 


453621 


974525.1 


454316 


1109350J 


454613 


1226904.1 


454719 


1230846_1 


455144 


1254914J 


455818 


137219J 


455904 


1382290.1 


455916 


138274BJ 


455984 


1397288J 



Ptey 

400489 

400545 

400625 

400632 

400637 

400675 

401007 

401082 

401223 

401551 

401577 

401703 

402056 

402100 

402195 

402275 

402316 

402358 

402399 

402426 

402457 

402520 

402550 

402741 

402865 

402959 

403121 

403368 

403652 

403731 

404033 

404111 

404244 

404282 

404597 

404642 

404654 

404347 

405100 

405114 

405228 

405313 

40S324 

4DS479 



Ref 

8954013 
9800107 
7228177 
3816355 
8894326 
8118750 
8117333 
3242744 



9280797 
4826475 
8084234 
8117697 
7689778 
2935596 
7527774 



190S915 
9796361 
9796782 
7596899 
7652009 
9212200 
9716300 
9368493 
9160223 
4388738 



7543752 
8122195 
9406736 
5672609 
2276311 



9796810 
9797010 
7382205 
8076B46 



7248990 
3638954 
3342751 
6453391 
7677903 
9103984 



406150 
406535 



7711477 



Strand Ntjiosilion 

Plus 131475-131652 

Mnus 124618-124881 

Minus 117265-117441 

Plus 72875-73447,75874-76425 

Plus 68901-69507 

Plus 11223-11816 

Minus 140821-141050 

Plus 22937-23494.27677-27966 

Plus 148940-150214 

Mbuis 189824-190728 

Minus 139377-139674,141195-141281.142217-142340 

Plus 135-1229 

Plus 207002-207288 

Plus 133549-133792 

Minus 1479Q1-148884 

Minus 3106^31233.33680^71.34345-34411^890-39125,39779-39943 

Minus 1075M0919.18817.19052.22131-2232B 

Minus 131788-132729 

Minus 24502.24686,24g8&-251Q2 

Minus 73590-73824 

Mnus 16513-16577,16836.16926 

^8nus 171761-171996 

Minus 80413^673 

Minus 18603.18760.19719-19890 

Plus 3197-3429.3722.3914.579&5967.680^1.8653-8815,9292-9660 

Pius 36729^084 

Plus 40594258 

Pius 70286.70429.75165-75258 

Minus 117S04.117662 

Minus 144000-144618 

Plus 7976^156 

Plus 161506-161781 

Minus 98173-98517 

Pius 61503^62205 

Minus 114369-114599 

Rus 102999-103145 

Plus 6275-6527 

Rus 2974{M0105,30176-30412 

Phis 144114-144234 

Minus 97013-97560 

Rus 92234-95905 

Rus 68924^9093 

Minus 5475-5677 

Rus 1668-1844 

Minus 6699tW7484 

Minus 13856-14004 

Minus 59331-59701 

Rus 83135-83382 



80 TABLE23A:626oenesupregulatedlnuterinec8nceriel8livetononnall»dy6^ 
Tito 23A lists about 626 aenes upreatJalad In uterine cancer relafi^ 

oraniibodies. These genes were selected from 59680 probesels on the Eos/Al^n^ Gene expression data for each protieset obtained f^lNsandiysIs 
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W3S expressed as average Intensity (AI). a nonnalized value reflecSng the relaOve teve! of mRNA expression. The protein products of these genes often contain one or iraxe domains 
indlca&ve of have oncogenic function or of transducing intraoeHutar signals, or of being modutataUe by smdl molecules, peptides, or anfibodies (a.g. pidnase. deatMoniain, 7tm. 
phospliatase. or ton_lransportBf). Certabi pretSc^ protein domains are noted. 

Ptey: UniqueEospnbesetUeniiSernuniber 

ExAccm Exenvlar accession number. GenBatdc accession number 

UniGenelO: UniGene number . 

Pred.RroLDomains: Certain pred^ protein domains. Abbreviations used: TM, transmembrane domdn; SS. signal sequence; cY. very Btely to contain; ^M; 

Cicely to contan; other protein domain abbreviations are from PFAM (Nucleic Acids Ftesearch. 2002, 30:276.280). 
UidGene TUa: UrtiOens gene fife 

R1 gsthpefcenSle of uterine cancer Als divided by IheSGlhpeicenlla of nomidllsstn^ 

both the numerator and denonindor 



Ptey: ExAccn: UnigenelD; UnigeneTille: Pied.PratDotnains; R1 

428330: L22524: Hs.2256: matrix metaSoprotelnase 7 (matrilysia ; Peplkjase^MIO;; 3Sl1 1 

420440; mjXilWi Hs.97644; mammaglobin Z Uteroglobin:: 2^80 

439335: AA742697: Hs.62492; NM.052663:Homo sapiens secretoglobin, fa: noner. 21.66 

425723: NIUL014420: Hs.159311: diddcopf (Xenopus laevts) homolog 4; none:; 21.11 

421481; AW391972: HS.10469G; KiAA1324 protein; none:Tli^M;SS=M; 20.20 

437938; A)950087: H5.369628; gbnMi05c02j(1 NCi.CGAPJ(ld12 Homo saplen; none,none; 19.83 

406687; M31 126; Hs.352054: matrix metalloproteinase 1 1 (stromelysin; hemopexin,Peptidase_M10;; 17.68 

446619; AU076643: Hs.31 3; secreted phosphoprotein 1 (osteoponSn. : Osteoponfin;; 17.60 

418281; U09550; K$.1154; oviductai glycoprot^ 1. 120ld} (mucin 9; Gtyco_l)ydn}_18:TM3li4:SS»M; 17.48 

431130; NIUL006103: Hs.2719; HE4; epidldymis-specific whey-acldicpr; vrap;TM=I^SS=Y; 16.59 

400301; X03635; Hs.1657: estrogen receptor 1; F.box.hormone_rec^C4,Oestrecep,adhjdnc,ketoacy)-6yntpp4)lnding.A^ 

synLaAAA.E7,RF)CDNA^binding;TM=M;SS=N: 16.11 
419356; AI656166: Hs.7331: hypothetical protein FU22316; Asparaginase_2.none: 15.90 
433222; AW514472; Hs.238415; dickltopf (Xenopus laevis) homolog 4; none,PH04; 1&39 
417931; W95&42; 1^62961; trefbH factor 3 (intestinal): trefoil;; 15.39 

400284; ; ; NM_000125-:Homo sapiens estrogen lecepto: honnQnejeczl^,OesUeoep;TAiNK^SS=M: 1&23 
456662; NM_002448; H5.1494; msh (Drosophila) homeo boxhombiog 1 (fo; homeoboxjione: 15.04 
438817; AI023799; H5.163242: ESTs; none,none; 13.72 

453857; ALJ080235; Ks.35861; Ras^induced senescence 1 (RIS1); none;TM»Y;SS^ 13.67 
424687; J05070: HS.1S1738; matrix metaHoproteinase 9 (gSlatinase 8; 6i2.hemopexb).Peptid3se.M10r, 13.51 
458627; AW0a8642; Hs.97984: SRY (sex determlnlhg region Y)te 17 (S; HlM6.boK:TM=tytS&>N: 13.44 
410001; AB041036; Hs.57771; Mliiuein 11; bypsin;TM=M;SS=M: 1^41 

421445; AA913059: Hs.104433; l^mo sapiens, done IMAGE:4054868, mRNA; ionJlransX.t0tra.asp; 1127 
449048; Z45051 ; Hs.22920: similar to S68401 (cattle) glucose Indue; Lamp:TM=M:SS=M; 1176 
438972: AA2d4679; Hs.25640; daudin 3; PMP27.Qaudin:TM=Y;S&:M; 12.59 
450693; AW4S0461; Hs.203g65; ESTs; Sema.Ig.none: 12.52 

415457; AW081710: Hs.7369; Homo sapiens testes spedSc A2 Iwmdog ; M0RN.8ugarj!;TM:=Y;SS»M; 1Z46 

413719; BE439580; Hs.75498; small indudble cytolOne subfamSy A (Cy; IL8;; 12.23 

431629; AU077025; K$.265827; inteifemn. atpha^ndudbie protein (do: none;TM=M;SS»Y; 1109 

417389; BE260964; Hs.82045; midldne (neuiile growthfromoting fador; PTN_I^TM=M:SS=Y; 1Z08 

4Q7786;AA687538;Hs.38972;tetraspan 1;transmentane4n'M=Y;SS=M; 11.91 

444381; BE387335: Hs.283713; hypothetical protein 80014245; CoIiagen;TM^M;SS=M; 1 1.66 

446608; N75217; Hs.175622: ESTs: AnTiadiilo_8eg,HEATJ^:TM=M;SS=M: 11.72 

447835; AW591623; Ks. 164129; ESTs. Weaidy similar to 138022 hypotheti; none,UCLoon: 11.59 

420181; AI380089; Hs.1S8951: ESTs; nona.ig.pkinase.LRaLRRCT: 11.49 

451253; H48299: Hs.28126: daudin 10; PHff>22„aaud]n.PBptid3se.M1,K.letra;TM=<Y;SS=Ii^; 11.45 

453968; AA847843: Hs.6271 1; High mobility group (nonhistone chromoso; HMGJ)ox.none: 11.42 

448133; AA723157; Hs.73769: folate receptor 1 (addt); Folalejec,MIP:TM=M:SS=M; 11,37 

421552; AF0266g2: Ks.10S700; secreted frizzlod^eiated protein 4; Fz,^f^R:; 11.08 

452367; U71207: Hs.29279: eyes disent (DrosophHa) homdog 2; Hydrolase;; 11.01 

409745: AA077391: ; gb:7Bt4E12 Chromosome 7 Fetal Brain cONA; 7tnLl.zf-C3HC4,fh3.SPRY.KRAB.2d^%rve,ziajbQ9CTM^ 10J5 

415138; C16356: Hs.295944; tissue fador pathway inhibitor 2; KunitzJPn.none; 10.91 

416658; U03272: Hs.79432: fibriirtn 2 (congenital contradural ara; E6F,TB,granulin,PSl,EB.T1L;TM=M;SS=M; 1081 

41 1558; AA102670: Hs.70725; gamma^minobutyiic add (GABA) A recepto; Neur_d^anJLflD.Neur.chaiun8mb[TM=Y;SS=M; 10.72 

438091; AW373062: Hs.351546; rudear receptor subfan^ 1. group I, m; hcrmonojBc.z(^,none; 10.66 

425071; NM.013989: Hs.l54424: delodinase. iodothyfonhe. type II; T4.deto(finase;TM=M:SSaY; 10.66 

430832; AI073913; Hs.1 00686; ESTs, Weaidy simflar to JE03S0 Anterior ; none.none; ia52 

451497; H83294; Hs.284122; Wht Inhibitory fador-l; EGF.WIF;; 10.50 

421478; Ai683243: Hs.97258; ESTs. Moderately similar to S29S39 ribos: none.none; 10.50 

409231; AA446644; Hs.692: GA733-2 antigen; epitheTial glycoprotdn; IhyrogtobuRn J:TM=Y;SS=M: 10.35 

443785; AW449952: Hs.190125; basiobeflx-loop4»Ilx-PAS protein; HW.PAS:TM=M;SS=N; 10.34 

409142; AU36877: Hs.50758; SMC4 (sbudurd m^ntenanca of duomoso; ABC.tTan.M.SMC.N,SMC.aOUF164,non6; 10.34 

431846; BE019924: Hs.271580; unplahin 1B:transmembrane4;TM=Y;SS:^M: 10 J4 

415539; AI733881: Hs.72472; NAVE OMITTED ... receptor Idnase; pkinasa,AGthrin jecp.PDZ.ZU5.de8lh; 10.31 

41 1274; NM.002776; Hs.69423; kallikrein 10; trypsin;TM=M;SS=N: 10.24 

423873; BE003054: Hs.1695; matrix metaltoproteinase 12 (macrophage ; heinopaxinJ>epOdase.M10;TM=M;SS»M: 1024 
441377: BE218239; Hs.202656; ESTs; none/wne; 1017 

400292; AA2S0737; H$.72472; NAME OMITTED receptor kinase; pUrase.ActlviruecfaWUS.death; 10.17 

452594; AU076405: H129981: soluta canter fomSy 28 (sutfale transp; xan.urjKrmease.SUlfiale.transp.STA$.HMG_bax: 1012 

429663; M66874: Hs.21 1 587; phospholipase A2. group IVA (cytosoSc, ; C2.PLA23n'M=M:S&^; 9.87 

413859; AWg92358; Hs.8364; Homo sapiens pyruvate dehydrogenase Idna; SAMJ>NT.none: 9.87 

408562; Ai436323; Hs.31141: roundabout (axon guidance receptor. Ores; ig Jh3;TM=M;SSsN; 9.86 

428970; BE276891; Hs.194691: reSnoic add Induced 3 (RAI61); metabo; 7tmJ3:TM>Y;SS^ 9.72 

438089; W05391: Hs.351546; nudear receptor subfamBy 1. group I. m; hQnranejec.zf^,none; 9.68 

41 1089; AA456454: Hs.355702: cell dhrision cyde l-Gte 1 (PfTSU^ pr; none.none; 9.53 

450451; AW591528; Hs.202072: ESTs: nonejxjne; 9.53 

456062: A18662a8; Hs.71962; ESTs, WeaMy similar to B38298 proGner. none.none: 9.50 
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418113; AI272U1; Hs.B3484; SRY (sex delemiinlng region Y)-box 4; "MG>x.hofneob^^ 9^ 
412791' Aliaiisi Hs.143199: ESTs. Weakly sbnilaf to 872481 probable ; pkinase,P8D.none; 9^ 
432435: BE218886:Hs.282070:EST8:none.none: 9.35 . Tkii=M.Q&u. o v 
416530: U62801; Hs.79361: kaBikrcln 6 (neurosln. zyme); »nfPS>n;TM-M.SS-M. 9^2 
5 439018- AW300887: Hs.26638; membrane^panning 4^mans. subfamily A, t»iie.iM-T.&5>-w, 
445537;•AJ245671:Hs.12B44:EGF.like4omain,^HIl^iple6:EGF.^^^^ 

41 0407: X66839: Hs.63287; carbonic anhydrase DC; ^J^^^jS^^j!^ ^„ uun box: 9.17 

417165' RB0137; Hs.302738; Homo sapiens cDNA: FU21425fls. done C; SulfatB.lransp.STAS.HMG_box. 9.17 

453459; BE047032; Hs.257789; ESTs; none.none; 9.14 ^ n 

10 431674; AA098901: Hs.301642: Gi)rotBln coupled fecePtor. Mne,GD/.H; 9^ 

41B004- 1137519: Hs.87539: aldehyde dehydrogenase 3 famiy, member ; alded^TM-M;SS-M. 9.00 

413278: BE563085; Hs.833; InterferoMfimutol protein, 15kDa; ublquKIn;; 8.93 

436954; AA740151; Hs.130425; ESTs; none^ne; 8.91 ,;.TM-v.<iR-M. b 89 

420344; BE463721; Hs.97101; pirtafive G protein<oupled receplon ^ethyllransf J.TM-Y.S5-^^BS 
15 4f53Sj04D88:H;.156346:loioisomer^^ 

407792; A1077715; Hs.39384; pulaBve secreted Figand homologous to f. none;TM=M;SS=Y. 8.80 

451027; AW519204;Hs.4O808: Homo sapiens. Similar to RIKENcONA 2810; none,nQn8: 8.79 

422809; AK001379: Hs.121028; hypothelical prolan FU10549: »Q;J*:M:SSt>; 8^^^^ 

413385: M34455: Hs.840; Indoleamine-pyTToIe 2,3 dioxygenase; IDO;TM=M;SS=N; 8.70 oK^.»^oc».TU=Y.sai=M- B 69 

20 441784 Khs.11951^ 

42150i AF111856; Hs.105039: schile carrier family 34 (sodium phosph^ Riboscj^^^^ 

437935; AW939591; Hs.5940: mucin 13. epithelial transmembrane; EGF.SEA:TM=Y;SS=M; 8.» 

408692;AL040127;Hs.34074:dipepBdylpeplidaseVI;DPPIV.N^^^^ . 

414812; X72755' Hs.77367; monokine Induced by gamnra interferon; lL8;TM=M;5t>=ir, b.w 
25 428187; AI687303: Hs.285529: G pralelivcoupled receptor 49; 7bTj_1,non^- 8.49 

448672; A1955511: Hs.374290; ESTs:llg.chan.ANFjweptor.SBP_^^^^^ 

425776; U25128; Hs.159499; parathyroid hornwne receptor 2; 7tm2,HRM;TM=Y.SS-K^ 8^^^^ 

443425- AF09ai58; Hs.9329; chromosome 20 open reading firama 1; nonB:TM=M;5S=N; b.au 

30 Si=H^?l^;S«r^S?»S^ 

42444V X14850; Hs.147097: H2A hlstone family, member X; hlstone,C8FD_NFYB_HMF,. 8^ 
408243; Y00787;Hs.624;lnterteukin 8; HLH.PAS,IL8:TM«M;SS=N; 8,00 
35 415752; BE314524: Hs.78776; putative transmembranepotein; "one:TW=Y:SS=N; 7^ .^waTM-YS&N- 7 99 
42260^ AW160644: Hs.1 1 8695; potassium voltage^ated channel, subfami; ionJrans.Metra.TM-Y.SS-N; 7.93 
433001; AF217513; Hs.279905; clone HQ0310 PRO0310pl; none;; 7.95 „. - ^ 

4096491 M159216; Hs.55505; hypothetical protein FU20442: Yj)hosphalase.OSPc:TM=M;SS=N: 7.95 
42407& AB006625; Hs.1 39033; patemally expressed 3; 2f-C2H2.KRAB.none; 7.86 
40 JsSiSS- HsJi913: EphB3; EPH tod7n3,pklnase.SAM:TM=Y:SS=M; 7.85 

SS-^telsm ^ (c^dherin^socialed protein), a; Vinculln DNA^^igase_ZBD-.TM=M;SS=N;7.84 

420610* A1683183; Hs.99348; distaHess homeo box 5; homeobOK;TM=M:SS=N; 7.81 

436856; A1469355; Hs,1273l0: ESTs; pkinase,rmi;TfMfl:8S=N:pi 

411125; AA151647; Hs.68877; cytochrome l>-245. alpha poJypeplide; «J'«J™=Y^S-M. 7.80 
45 407811- AW190902; Hs.40098; cysteine knot superfamily 1, BMP antagon; TGF-beta,DAN;; 7.78 

SSwiHs.348419:3905687:IL^T095.^ 

418836; AI555499; Hs.161712; ESTs; pkinase.Activinjecp.PDZ.aJ5^eath; 7.64 

435793; AB037734; Hs.4993; KIAA1313 protein; none;TM=M:SS=N; 7.61 

426201; AW182614; Hs.128499: ESTs; SH3.none; 7.59 .r * re , cc 

453464- A!88491 1; Hs.32989: receptor (cateitonin) activBy modifying: none;TM=Y;SS=N: 7^ 
417115; AW952792; Hs.334612: smaB nuclear ribonudeoproteln polypept Sm,pkinas8;: 7.52 
437897- AA770561: Hs.146170; hypothefical protein FU22969: zH)HHCnone; 7.38 . . ^ « ec ,i , 

414617' S2?t4.288817rESTs. Moderately similar to N Chain N. M; hexoWnase.hexDklnase2:TM=Y:SS=N; 7.35 
422017; NM 003877; Hs.110776: STAT induced STATlnNWtor-2;SH2:; 7^ 

C2H2W>.BTB,TFllSAT.hook.SAM;TM*M:SS=N: 7.26 

424317- AI865032; H5.26017: ESTs; none.pkfaiase; 72\ ^ ee u. 7 oi 

410361- BE391804; Hs.62661; guanylate binding protein 1. Interferon-; GBP.GBP.C;TM=Y;S5=m; 7.21 
4284S(^ NWL014791; Hs.184339; KIAA0175 gene product; ^1.P^aj5l^?:,*JS^'?iJ'1^^^ 
70 438707;lJW239:Hs.5326;arirK)^^ 

423011; NM_000683; Hs.123022; adienergk;, alpha-2C. receptor. 7tm.1;TM=Y;SS=M. 7.03 
435021; AA922192; Hs.73962; ESTs; EPHJbd.pWnase.fn3.SAM.none; 7.02 

446163; AA026880; Hs.25252; prdacSn receptor. none;NA;NA; 7^1 uATp.Tu=u.Qe=H- 7 a\ 

447768 X86400: Hs.19520; FXYD domaliHX)ntalning Ion Uanspoit reg: ATPlG^PIitMATIf TJt^Sfr^^ 

75 439453; BE264974: Hs.6566; thyroid homwne receptor Inleractor 13; AAA;^C.lran.CoaE;TM=M;SSsN; 6.99 
451035- AU076785: Hs.430; plas0n 1 (I isoform); ethand,CHAJaptin_N:; 6.99 
450581; AF081513; Hs.25195; TGF-beta 4; TGF-bela.TGFb_prapepfid^a95 
424054; AA33451 1; Hs.26638; membrane-spanning ^domains, subfamily A; none;TM=Y;5S=M: 6.93 
432519: AI2213tl: Hs.l30704; ESTs. Weakly slmHar to BCHUIA S-100 pro; none,none; 6.93 

80 436481; AA379597; Hs.5199; HSPC150 protein simite toubiquifirv^ S^JlS^ « m 

419693; AA133749; Hs.301350; FXYD domarwMnlaining Ion transport reg; ATP1G1 J>LM_MAT8JM-Y,SS=M. 6.92 
43713? W73685; Hs,l 18513; ESTs. Weakly similar to RTA RAT PROBABLE; 7tm J;TW=Y;SS=M; BST 
41805^ NM.00231B; Hs.83354; lysyl oxidasfrlike 2; SRCRXysy!.oxidase;TM=M;SS=M; 6.87 
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418203: X54942: Hs.83758; COC28 protdn kinase 2; CKS;; 6.86 

410467; AF102546; H$.63931: dachshund (DrosophSa} homoloQ: SI(LSno;TM=M:SSsM: 6J6 

42S247: NM.005940: Hs.155324: matrix metaOoproteinase 11 (sbomelyslnc hemopexIiwPBpfidaseJAlO;: &85 

453064; R40334: Hs.89463; potassium large oondudance catdunvacS; non8,none: &83 

45204S; AB018345: Hs.Z7657: NIAA0802 protein; none;TM=M;$&=N; 6.79 

417771; AA804698; Hs.82547; refinofc add receptor responder (tazaro; none,none; a79 

422293; X944S3; Hs,1 14366; pyirolin^ScartJoxylate synlhelase {ghjl; 8!dedh,addnase;TM4A;SS=N; 6.n 

431470( AA832417: Hs.13g650; ESTs: non8,^.pldn3se.lRR.LRRa: 6.76 

418738; AW388633: Hs.6682: sduta carrier family 7. (callonie andno; ncne/K>ne; 6.75 

418751; BE389014; Hs.372548; phosphotnosUld^^nasa, regulatofy su; SH2,non8; 6.74 

417885; AA214584; ; ESTs; SPRY.7bTL3;WF_receplor;wna; 6.72 

41 2926; AI879076; Hs.75061 ; macrophage myiistoylated alanine^ C ; MARCKS;; 6.70 

43796% AI6695e6; Hs.369312; ESTs; none.none; 6.68 

428953; AA306610: Hs.348t83; tumor necfosfs (actor receptor supert^; 60s Jtxisam^RibosomaLU0.TNFRjc6.OEAD;; a66 
444006; BE395085; Hs.334762; type I transmembrane protein Fn14; UUeoepLajn<aiyiHCJ;TiyNiy(SSaY; &65 
413040; AA1 93338; Hs.12321: sodium cakAimexchangen N^C^Ex;TM=Y;SS=M: 6.64 
449656; M002008; Hs.188633; ESTs; PiP5K,none; a64 

447495; AW401664: Hs.18720: programmed cell death 8 (apoptosis^nduc: Dyrjedox:TM=iytSSsH; 6.62 

446083; AI720140: Hs.151079; ESTs; ISI^Channelnone; 6.61 

424762; AL119442; Hs.183684; eukaryotic translalfon Initiation fxlor. none.none; 6.60 

421554; AW137676; Hs.97775: ESTs; Rone.none; 6.59 

418478; U38945; Hs.1174; cycDnKtependent kinase inhitjJtor 2A (me; ank;; asS 

424905; NH.002497; Hs.153704; NIMA (never in mitosis gene aKelated k; pklnase:TlyNyi:SS«N; ^54 

448730: AB032983; Hs.218g4: KIAA1 157 protein; PP2C;TM=M;SS=N: 6.54 

433577; AW007080: Hs.2B4192: ESTs; none.none; a53 

422627; BE336857: Hs.1 18787; transfbmiing growth factor, tielalnduced; FasclcMBC_tran><aCjniembfane.GTP.EFTU;TM3MtSS»M; a53 
442133; AW874138; Hs.129017; ESTs; type la transmembrane protain; U«UKRNT,LRRCT;TM»Y;SS=M; 6.52 
430259; BE550182; Hs.375142; RalGEF^ke protein 3, mouse homdog; th3MRa5GEF;TiyNM:8S'M; aS2 
434263; N34895: Hs.79187: ESTs; lg,none; a49 

418322: AA2S4166; 1^.641 13; cydiiHlapendent kinase Inhibftor 3 (COK; Y_phosphatase^OSPe;TiyNy|;SS»N; a48 
419942; U2S138; Hs.93841; potassium large conductance caka'um^ CaKB:TM=<Y;SSsM; 6.47 
421064; AI245432; Hs.101382: tumor necrosis factor, alpha*)duced pro; none:TM=M;SS=N; a47 
432636; AA340864; Hs.278562; daudln 7; PMP2Z.aaudin:TiW=Y;SS=H* 6.45 

431685; AW296135; Hs.267659; vav 3 oncogene; CH,OAG.PE-Wnd.PH.RhoGEF.SH2,SH3.DC1;TM=M;SS=N; 6.44 
428832: AA57822gt Hs.324239: ESTs. Moderately sinular to ZN91J1UMAN Z; OsteoponOiMKme; a39 
436775; AA731111; Hs.372225: ESTs; none^none; 6.39 

424343; AW956360; Hs.4748; adenylate cydase activating polypepSde; 7tnL2.HRM,none; a37 
421071; AI31 1238; Hs.104476; ESTs. Wealtty simila to CGHU1 E collagen ; none:TM=Y;SS=M; a37 
438209; AL1 20559; Hs.61 11 ; aryl-hydrocarbon receptor nudear transl; HIHPASMTM=M;SS=N; a37 
438993; AA828995; ; gb:od77bOas1 NCI_CGAP_0v2 Homo sa^tons ; EGF,metaIlhio.integrirLB.PSI.none: 6^ 
406400; ; ; katHkrein 8 (neuropsin/ovasin) (KU<8): trypsIn;TM=i\«SS=M; a27 
429556; AW139399; Hs.314807; ESTs; none;TM=I/;SS=N: 6.26 

409269: AA576953; Hs.22972; steroid 5 atpha^uctase 2-Gke: HSARg; SteroMjdh:TM»Y:SSsM; a25 

435732: AF229176: Hs.1 23136; leudne rich iBpeat and death domain con; none,none: 6.24 

43966B; AI091277; Hs.302634: frizzled (DrosophUa) homolog 8; Frfrzled,F2.7lm.2.toxin J;TM=Y;SS=M; a24 

412276; BE262621; Hs.73798; macrophage migration inhibitory tactor (; MlF,sugarJtr,none: 6.23 

436961; AW375974; Hs.156704; ESTs; none.none; 6.23 

434808; AF155108: H3.256150; NY-REN-41 antigen; nonB;TM=M:SS=N; 6.22 

440006; AK000517: Hs,6844: NA1P2 protein; PYRIN-Containing APAF1-II; AAA,NBW\RC.PAAD DAP1N:NA;NA; 6i0 

416224; NM_002902; Hs.79088; reticuiocalbin 2, EF^and cak:ium btn(Sn: efiiand;; a20 

449027; AJ271216: Hs.22880; dipepedylpepfidase II); Peptidase.M49.EGFjg.Neureguiin;TM=M;SS=N; ai9 

418318; U47732; H3.64072: transmenibrane 4 superfamlly member 3; tr8nsmembr8ne4;TM»Y;SSsM; ai9 

452551; 127071; Hs.29877; TXK tyrosine kinase; Beach.WO40.SH2.SH3.pkinase;TIW=M;SS=N; ai4 

418969; W33191; Hs.28907; hypothetfcal (Hotein FU20258; SH3;TM=M;SS=N; ai2 

445462; AA378776; Hs.288849; hypotheHcal protein MGC3077; none;; 6.11 

456534; Xgi 195; Hs.1 00623; phosphoOpase C. beta 3. neighbor pseudo; LiM.PDZj}kin3se:: ai 1 

449700; li)2867; Hs.78358: paraneoplastic anfigen: non8:1M>M;SS»N; &10 

428479; Y00272: Hs.334562: cell dhrision cyde2.G1toSandG2t9; pkln8seJC^10JC^20:TM=M;SS=M; &10 

416209; AA236776: Hs.79078: MAD2 (mItoSc arrest deficient, yeast, h; H0RMA;TiyNI/l;SS41; 6.09 

433159; AB035898: Hs.150587; kinesin-iike protein 2: bZIP.kinesin:: a08 

432432; AA541323; Hs.115831; ESTs; ig,Sema.PSUon8; 6.07 

409619; AK001015: HS.S5220; BCL2-assodated athanogene 2; BA6;TM4l:8Snrt &04 

412723: AA64B459: Ks.335951; hypothetical protein AF301222: none;TM=\tSS=N: a03 

424273; W40460: Hs.144442; phosphdipase A2, group X; phosnprrM=M;SS=Y; a03 

409430: R21945; Hs.346735; splldng factor, argininefeerfndHldi 5; DSPc,Rhodanese,none; 6.00 

421143; AB024536; Hs.102171: immunoglobulin superfamily oontdning la; ]g.imu^.LRRCT;TM=M;SS=I\^ aoo 

428677i AI657119: HS.3515B?. troponin I. cardiac; none;TM=M;S&:N: aOO 

450098; W27249: Hs.8109; hypothe&al protein nJ21080( SET,zMUIYND;TIM=M.'$S«N; 600 

410422; AL042014: Hs.63348: Homo sapiens, done MGC:15203. mf^ com; C1q.Cdlag8nn a99 

419972; AIJ041465; Hs.182982; goIglrv*7: none.none; a99 

421251; Z28913; Hs.102948; enigma (UM domain protein); Ui^Z.- &97 

40336% ; ; NM.00161 5*:Homo sapiens acSn. gamma 2. ; adin;; a95 

451541: BE27g383; H$.26557; plakophHin 3; ArmadlIk)^eg:T1^SS4l: 5.95 

420253: A1656055: Hs.96200: noghbor of ^kinase andiortng protein 9; none;NA;NA: 193 

421506; BE302796; H3.105097; thymkllne kinase 1. soluble; TK:TM=M;SS=N: a93 

450447; AF212223; Hs.25O10: hypothetfcal protein P15-2: NTF2:TM=M:SS«N; a92 

450747; AI064821: Hs.129953; ESTs. Highly slnriiar to 1818357A EWS gen; rTm,zf-RanBP.GAS2: 5.92 

415211; R6473acomp; Hs.155988; DEADfH (Asp^ahKAMsp/His) box pdypep; OEAO.heBcas8.C.nnxl4dr.CysJuiot.TIlHVwa.vwc,v«d.lQJUIa.abhydrolase^ 

beta.DUF139.TPR,0SPc,t5pJ,RibQsomaI.S21,rvp;TM=«I:SS=N; &91 
429910; NM.000867; H5.2507; S^droxytiyplambie (sarotodn) feceptor. 7tin.1:Th/NY;SS^ 5.90 
447131; NM.0045B5: Hs.17466; retinok: edd receptor responder (tazaro; nQne:TM=Y:SS^ a89 
43795% D63209: Hs.5944; sohita cairier fam8y 1 1 (protofrcoupted; none:T(^Y;SS=M: a89 
446291: BE397753; Hs.14623: hterferon. gamm»Mudbie protein 30; QLT:TM:=M;SS^Y; a89 
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453102; NM_007197; H5.31664; Wzded (OrosophBa) homolog 

ttSei: AIOTSTOS: Hs.172089-.POR1MIN ProoncQste receptor indcong me; rrane;TNNY:SS=^^.85 
425367; BE271188; Hs.155975: protein tyrosine PhosphalKOj receptor 5.85 
426108: AA622037; Hs.166468; progranwed cell death 5; DUF122;TM=M;SS=N, 5^ 

10 :j^jis»i»?x^2^^rSS^^ 

426215; AW963419; Hs.155223; stennSocalcin ^ Stannio^n;; 578 
414482; S57498; Hs76252; endottwfin <«»ptor type A; ^^-^^^^^^^^ 7. 
414809; AI434699: Hs.77356; transfenfa leceplor {p90. <?71^PA:TW^Y^W J4 
452683; AI089575: Hs.374574; progesterone membrane bindtog PJ<^S "j**^^^ 
1 5 432201- A1538613: Hs.298241; Transmembrane protease, serine 3; !dLrecepLatrypsin.TM-T.?>&=M. 9.fi 
429345; R1 1 141; Hs,199695; hypothetical protein; K-telra,SAM; 572 
449458; AI805078: Hs.208261; ESTs; Fri22ted.F2^iOf^ 5.72 ,^Tiifev.«5fi=M. S71 

418526- BE019020; HS.85B38; solute carrier fernHy 16 (monocajboxylic; nQne:TM=Y,S5=M. s.7i 
418848*; AI820981; Hs.193455; ESTs; PDZ^pMnasejione; 5.70 i.tui-v.cs=m. S 69 

20 426227; U87058: Hs.l54299; Human proteinase acfi^^ed receptor-2 ^^l^^Jl^f^^^ 

41 1190; AA306342: Hs.69171; protein kinase C4ike 2; pkjnase.pJanase.C.HR1,TM-HSS-N b W 
411263; BE297802;Hs.68360:Wresln^ike6(mltoliccentiomere^;^^^^^^ 

445136- AI348014 Hs.143949: ESTs. WeaWy dmflar to AChaete^ute ho; ton^trans touto; 5.68 

SSiSiphosphob^^ 
25 430016; NM_004736: Hs.227656; xenotfopic and polytropic rebwims rec; S^^'^fTRP^P^' B56.M:TM=Y-SS=I*555 

429838 AI915662;Hs.211577;klneclln1 (kineslnrecepto);ba^^^^^ 

460334- AF035959; Hs.24879; phosphaBdIc acid pl»sphatese type 2C: PAP2;TM«Y;SS-M; 5.64 

453950; AA156998: Hs.348037; eukaryotic transtefion initiation facton fBA 

425889; M57414; Hs.161305; tachyWnh receptor 2; 7tnu1;TM=Y;SS-M; 5.64 
30 432527; AW975028;Hs.l02754; ESTs; none.none; 5.64 

441384; AA447849; Hs.288660; retinoic add S"***!?: J.^^'^l^'^'^^^^^ . 63 

41908a. AW150835; Hs.18878; hypothetical protein RJ216M:20G-F^^^ 5.63 

447217 BE465754; H5.17778; neuropHin 2; CUBmF5.ra.^ (^T^^^*^^^^ 

440422^ AW452696; Hs.130760; myosin phosphatase. terget5uW2; BTC.KfiteMM^ 
35 431341; AA307211; Hs.251531; proleasome (prosome. macropain) subimjt; proleaM^^ ^ , 

432805; X94630; Hs.3107; CD97 antigen; 7tnu2,EGFpS.FecCD;TM=^S^K^^^ CJ«r™-Y-S&*t 5£5 

449230 BE613348;Hs.356392; melanoma cell adhestei^^ 

441607! NNL005010; Hs.7912; neuronal cell adhesten motecufa; WD40.fh3.Igrrjf M:SS=frl; 5.54 

400303; AA242758;Hs.79136;UV-1 protein, estrogen regulated; none.nwie; 5.54 

L2,M.Idh_C.CH,A!P3:TM=M;SS-N;553 
45 416084- L16991; Hs79006; deoxythymidylate kinase (Ihymidyiate kin; none,nonB, bAi 
428667- AI375550; Hs.346868; nucleolar protein p40; hcmotog of yeast ; none,none; 5.51 
433907; AW296107; Hs,152686; ESTs; Am™adiItojeg,non« 5.3) 
442821; BE391929;Hs.8752;lransmembiBnG protein 4: nonj 5.5^ 
422282; AF019225; Hs.1 14309; apdipoproteln U Mol^ExbB;TM=Y;SS=M; 5.49 
50 439820; AL360204; H5.283853; Homo saptens mRNA Ml if fllj ^^^^^^SS^^^^ 
428771 AB028992; Hs.193143; KIAA1069 imtrin; C2.PI-PLC-Y,PI^LC.X:TI^^. 5^ 
S;AK0009^;Hs.28661;Hon«saptenscONAFU10071fls.^^ 
442013; AA506476: Hs.375009; Human DNA sequence ftomdone RP11-353C1, none^one. 
408056! AA312329; Hs.42331; ephrin-A4: Ephfin;TJif M;SS4J; SAJ „ . . . . 
55 422765- AW409701; Hs,1578; bacutovlraJ lAP repeat^»ntalnlng 5 (sun Bli^TM=M SS-I^. M7 
5^^:STHs.128757;ESTs,We^ 

.^^^J A. LI. iOAcen. DahRJfiiAMtf*tim nffiteifi! SH2.Sh3'» 5.46 
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«1560; FimHs.7888: v-ertw avl» wyltiioblasllc leukemia vi; pMnasaRecepJjtanata.FuntMike.YU'^ 6.44 
414883; AA92e960; Hs.348669: C0C28 protein kinase 1; CK8; 543 



4S040iBE2ie027;Hs.89969; ESTs; SM3,nonB; 142 

444783: AK001468; Hs.62180; anHBn prosophHa Scraps homolog). ad; PH,non©; 5.41 
448379: A1097463; Hs^lOSS; KIAA1130 protdn; none^; 5.41 
410082; AA081594; Hs.158311; Musashi (Drosophila) homdog ^i'^™^SS=N, 5,41 
411817; BE302900; Hs.72241; ntitogen-activated protein idnase Wnase ; ^nase;TM=M;SS=M. 5.40 

70 445413; AA15l342;Hs.12677;CGM47prert«5UPf0^ TCP1 EI^TPase CaSonJVTPase CCation J^TPase JI.Hydrotees 5.38 

451863; AL120634;Hs.331803;ATPase.Calranspofang. plasma memljan^ -^^ 

S75 BE623003; Hs.23625; Homo sapiens ckmeTCCCTA^I 42 mW^^^ 

439963: AW247529; Hs,6793; platetet-ediva&ig factor acetylhydrofa; P^^J*>'4»se GDSUM-W^ 5.3B 
^ ^ 450825: AC005954; Hs.25527; tght juwfion protem 3 (zona ocdudens; „, 
75 441031: AI110684: HS.764S: fibrinogen. B beta pdypeptWe; «b^«09efl-C.^!^^fJT^*^S^^^^ 

408369; R38438; Hs.1 18747; SLC15A2 Solute carrier family 15 (H^/pep: PTR2:TM=Y;SS=N; 5.33 

435391! AA704588;Hs.58934; ESTs: PIP5K.none; 5.33 

41 1779- AA292B1 1; Hs72050; nonHnetastafic ceRs 5. protein expresse; HUK S.33 

422l70:Al791949;Hs.112432;anl^-^*iIter1anhoraK)na;TGF^8la.•;5.32 x«««5«c.«nJ!W«viPj»nft'552 
80 447350: Al37557i H$.172634; avian erythroWasfic teukemia pkmas^Re^l).Uomain.FunrvteYlP/«»8. 5.32 
449964; AW001741; Hs.24243; hypothetica! protan FIJ10706: pkina5e:TM=M;SS-N: 5.31 
426427; M86699; Hs.1 69840; TTK protein Wnase; pldnase;; 5.30 
430407; H23551: Hs.30974; ESTs; pWnasePBD.rone; 5.29 
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416847; 143821; Ks.80261; enhancer of filanentafion 1 (cas^ do; SH3;TA4=M;SS=N: S.27 

425308: M97639; Hs.155585; recepior tyrasins Hias^ orphan rec; io.krtn8le.pldnas8.Fz;TM»Y;SS=M; 5.27 

4245SS: AB020639: Hs.151017: estrageiHetated receptor ganma; honnonejreczf-C4:TM=M;SS«N: 5.27 

428013: AF151020: Hs.tB1444: hypoOieScal protebi; rKne:TK«»Y:SS>M; 53B 

447384; AJ377221: Hs.40528: ESTs; SH3,Sort).none; 5.26 

441824; AB007671; Ks.7977; K1M0411 gsna prtxluct; SH3.RhoGAP:TM=M;SS=N: 5.26 

438493; A1130740: K5.6241; phosphatoliM&O^ase. rectory sir. SH2.SH3»RhoGAP:TM=M;SS=N; 5.26 

428579; NML005756; Hs.184942; 6 proteirvcoupted receptor 64; 7tm_2.GPS:TM=:Y:SS=M: 5.25 

414359;M52194; Hs.75929;cadherin11.tn»2.0BK»Ihenn{osteob;cadhenn.(^ C terni:TM»Y:SS=M: 5.25 

426440; BE382756; Hs.169902; solute carrier fan«y 2 (facffilaled glir. 8ugar.lnTM=Y;SS=M; 5.24 

427157; U51166; Hs.173824; Ihyniin^ONAglycosylase; UDG;TM=M;SS=N; 5.24 

423685; 68350494; Hs.49753; uveal autoantigen with coOed cofl domai; ank.bZIP.M.DUF1 64;UP3;; 5.23 

452721; AJ269529; Hs,X1871; soiule caifer famBy 37 {glyceroW-pho; MORN^af_tr;TM=Y;SS=M: 5.23 

427747; AW411425; Hs.180655; sertne/ttuoonlne kinase 12; pldnasB;TM=M;SS=N: 5.23 

417821; BE245149: Hs.82643; prolein tyrosine Wnase 9; cofiDrLADFr. 5.23 

412507; L36645; Hs.73964; EphA4; fn3,pWnase.SAM.EPHJbd;TM=Y:SS=M; 5.23 

426770; AI948618; Hs.150178; ESTs; Sulfate_transp.STAS:TM=>Y;SS=N: 5.23 

422583; AA410508; Hs.27973; KIAA0874 protein; ank,G-alpha;TM=M;SS=N: 522, 

414368; W70171; Hs.75939; tffidlne monophosphate kinase; PRK,CoaEs &22 

448093; AW977382; H3.15898; 2.4<jlenoyl CoA reductase t peroxisomal; edtushoit;; 5.21 

443646; AI085198; Hs.164226; ThrombospofuJin 1; EGF,tsp,1,vwcTSPN,lsp.3,none; 5.18 

457916; BE085271; Hs.6834; ring Gnger protein 3; pkInase,none; 5.18 

433933; AI754389: Hs.355397; Homo sapiens ckme TCCCIA00164 mRNA sequ; none;NA;NA; 5l18 

436469; AK0014S5; Hs.5198; Down syndrome crilicai regton gene 2; none- 5.17 

433662: W07162: Hs.150826: RAB25 RAB25, mentt)er RAS oncogene fiami|y: fas^C.lran,arf;TM=M;SS=M: &17 

45051 1; R07423; Hs.85092; thyroid hormone receptor interactor 11; Myosin.tdl.EGF; S.16 

409132; AJ224S38; Hs.50732: protein kinase, AMP^activated, beta 2 no; none;TM=M;SS=N: 5.15 

454438; AA224053; Hs.172405; cefl dhrlston cycle 27; SPRYJtm 3,ANFjBceptor. 5.14 

413869; N&t000878; Hs.75596; intsrteuktn 2rec6ptor, beHaa none;TK/l»Y:SS=M; 5.14 

422051; AW327546; Hs.11 1024; solute carrier family 25 (mitochondilal ; fnito.can;TM>M:SS"N; 5.14 

415474; NKL0t42S2; Hs.78457; solute canter family 25 (mitochondrial ; m!to_carrJMsM:SS#l: 5.14 

411704; AI499220; H5.71573; hypothetkral protein FU10074; pkInase;TKH4;SS=N; 5.13 

422278; AF072873; Hs.114218; frizzled (Orosophda) homotog 6; Fz^rizzled,7tm^TM=Y;SS=M: 5.13 

454128; ALJ031259; H5.387900; progranvned cefl death 2; zf-MYND:TM=M;5S^N; 5.13 

431322: AW970622: H5.37662G: gti:EST382704 MAGE resequences, MAGK Homo; none^none; 5.13 

444754: T83911; Hs.11881: tr8nsmemtHBne4superfaml]ymember4: none;ThNY;SS=M; 5.12 

422867; IJ2137; Hs.1584; cartilage oHgomeric matrix protein (pse; tspJ,EGF;; 5.12 

416498; U33632; Hs.793S1; potassium channel. sutrfamBy K. member 1; km Jlrans;TM=Y;SS=M; 5.1 1 

436494; AA720997; Hs.126295; ESTs; none.CAP^aY,HC03.oolransp.GiycoJiydro.63,PH; 5.11 

419833; AA2S1131; H5.220697; Homosapiens tryptophanyMRNAsynthetas; WHEP*TRS^-5ynUb.none; 5.10 

453387; AI990741; Hs.252809: ESTs; Na^Ca_Ex.none; 5.07 

413076; U10564; Hs.751B8; weel (S. pombe) homolog; pkinase;TM=M;SS=N; 5,07 

456906; AF1 17646; Hs.156637; Cas-Br-M (murine) ectroplc relrovira! tr; zf^C4,CbLN.Cbl_N2.CbJ_N3:TM=M;SS=N; 5.07 
438746; AI885815; Ks.1 84727; Human meianoma^assodated antigen p97 (m; transfemn,GuanytatB.kin,P0Z,SH3; 5.07 
448520; AB002367; Hs.21355; doublecortin and CaM kinase^ke 1; pklnase,(X:X;TM=M;SS^ 5.06 
413745; AW247252; Hs.75514; nudeosWe phosphorytase; MtapJ'NP;; 5.06 

407235; D20569; Hs.169407; SAC2 (suppressor of actin mutatbns 2. y; none,Riboso(na)313.Galaclo$yLT7ipLadlL&tKnzK:3HC4: 5.08 

421369; NM-005089; Hs.171909; U2 smaH nudear ribonudeopntein auxfl; mn,zi^CCCH.IecGnjcintegrfn_8;TM=M;SSBN; S.06 

412170; 016532; Hs.73729; very kw density Rpoprotefn receptor; ldljecepLa.ldIjecepLl),EGF:TM=M;SS=M; 5,06 

442599; AF076037; Ks.324051: RetA-assodated inhibitor; SH3,ank;TM=M;SS=N; 5.05 

421109; L32832; Hs,10l842; AT^ndlng tianscriptkm factor 1; HMG14J7Jiomeoboxjf-C2H2:TM=M;SS=M; 5.05 

45388a. AI803166: Hs.135121: ESTs. WeaMy sintilar to 138022 hypotheO; HSP7Q,none: 5.05 

431512; 6H270734: H5.2795; lactate dehydrogenase A: Uli.Uh.C.SHapkinas6.UBA;TM=M:SS^: 6.05 

435411; AW444619; Hs.138211; ESTs; none.pktnase; 5,04 

419088: AI538323; Hs,367688; tntegrin. beta 8; integrin_B.none; 5.04 

425003; AF119046; Hs.154149; apuiWapyTlmklinfcendonudease(APEX:Troponin.Exo_endoj)hos.ia 5.04 

428376; AF119665; Hs.184011: pyfophospbataseCmorgank;); Pyrophosphatase;TM»M;SS:>l^ 5.03 

413073; AL038165; Ks.75ie7; transk)case of outer mitochondrial membr; MAS20kzM20.VPS9;TM^SS=iyt 5il3 

436415; BE265254: Hs.343258; proTiferaSon^sodated 2G4. 38kO; Peptklase_M24 Jurin^pkina5e.RecepJLdomain,efhand; 5.01 

449674; AW444937; Hs.233482: ESTs; C2,PI^OY.PVf LC-X^one; 6.01 

445333; BE537641: Hs.4427B: hypothelna) protein FU12538 Mat tff. rBS.arf.TK:: &01 

412133; U6346(1C Hs.104557: solute canter family 31 (copper (renspo; none;TM»Y;SS^: 5.01 

446488; AB037782: Hs.151 19; KIAA1361 protein; pkinase;; 5.00 

449474; AA019344; Hs.2055; ubiquiOn^aling enzyme El (A1S9T an; TtuF,UBACTj}kinase.UCH-2,U(>1'1mzl^C2H2.zi-RanBP»Gfalc^ 5.00 

416365; U15131; Hs.79265; suppression of tumorigenfcity 5; DENN,dDENN.uDENN;TM=M;SS=N; 5.00 

421351; AU076667; Hs.103755; receptor-interading serine^hreonine kl; CARD.pkinase;TM4/l;SS^ 4.99 

4132igc AAa78200; Hs.118727; Homo sapiens cONA FU13692 fis, done Pl^ Hl>1.de3th.TNFRjc6/cyU:oAJvdro; 4.08 

442007; AA301116; Hs.142838: nudedar phosphoprotein Nopp34; mn.lRK.-; 4.95 

441085; AW136551; H3.181245; Homo iB^dsns d)NA FU12532 fis, done MT; none.none; 4.95 

426310: NM.000909; Hs.169266; neuropeptide Y receptor Yl; 7bn_1:TM=Y;SS=M; 4.95 

457718: F18572; H5.22978; ESTs. WeaMy similar to ALU4.KUMAN ALU S; pkinase.pUnase; 4.94 

408805; H59912; Hs.48269: vaccMa related kinase 1; pkin8Se;TM^;SS»N; 4.94 

427541; AI798983; Hs.375835: sokite carrier family 35 (CMP-«iaBc ad; none.none; 4.94 

452792; AB037765; Hs,30652: K1AA1344 protein: &iiored:TI^M;SS»M: AJS3 

430713; AA351647: Hs.2642; eukatyotfc IranslaOon ekmgalion factor, <3TP.EFTU,GTP.EFTU.03.6TP EFTUJM;: 453 
444838; AV651680; Hs.208558; ESTs; lntagALA.FG^,none: 4.93 

440516: S42303; Hs.161; cadherfn 2. type 1. H<adhertn (neuronal: HNHcadherin.Cadherfn.C.tenn:TM^SSBN: 4.92 
421302: T34462; Hs.103291; neuritb; none:TM^SS»Y: 4.91 

452291; AF015592; Hs.2B853; C0C7 (ceO dhriston cyde 7. S. cerevisi; pldnase:TM=M;SS=N; 4.91 
408657; AA782601; H3J78549; ESTs; B56^flone; 4,91 

439750; Al^9053: H3.57664; Homo sapiens mRi4A fuQ length insert cON; IMPOH^QIMPDH N.CBS.integrin B.Rldr)JBjectin: 4.91 
421462; AF016495;Hs.104624;aquapoiin 9: MIP;TM>Y:SS^ 4,90 ' 

424503: NM.002205: Hs.149609: Integitn, alpha 5 (fibronedin receptor.; integrtrLA.FG<SAP;TM»Y;SS=N; 4.89 
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43452t: NNL002287; Hs.3a86: kayopherin dpha 3 (tmportin dpha 4); Afmadnio_seg,lBB;TM=M;SS»N; 4.88 
41482l': M63835; Hs.77424; Fc fragment of IgG, high affinity la. re; lg:TM=Y;SS=M: 4.88 
5 424118;BE269041:Hs.140452;caigoselecti(mprolein{mannose6phosp;penBpi^^^^^ 

410639^ BE269047: Hs.65234; hypothetical protein FU205gB; DEAD.hencase_C.PRKAlP3:TM=M;SS=N: 4^7 
417089: H52280: Hs.18612; Hon» sapiens cONA: FU21909 fis. clone H; voltage_aC.CBS.none; 4-86 
429303: AW137635- Hs.44238; ESTs. Weddy similar to S65657 alpha-IC-; PhosphodiestSomalomediiLB.Enttonxlease,none: 4.8B 
417666; AI345001; Hs.82380; menage a trots 1 (CAK assembly factor); zf-C3HC4;TM^;SS=N; 4.86 
1 0 453864; AW021407; Hs.21068; hypolheBcal protein; none,none: 4.8B 

453082; H18835;Hs.31608; hypothetical protein FU20041;ion.tr8fw;T^^^^ 
413407; A1356293; Hs.75339; inositol polyphosphate phosphatasfrJHte ; SH2.SAM,Exo_endo jhos.. 4.85 
417866; AW067903; Hs.82772: collagen, type XI, alpha 1 ; ^^«a0en.<»LFI JSPN.tem^ 4.85 
435652; IC238B; Hs.334370; uncharacterized hypothalamus protein HBE; r«)ne;TM=M:SS=N; 4.84 
1 5 419355; AA428520; Hs.90O61; progesterone binding protein; hemeJ;TR^Y:SS=M; 4.83 

431441; U81951; Hs.2794; sodium channel, nonvoitagfrgaled 1 dpha; ASCT^Y;SS=N: 4.83 arTiybY-SS^N- 483 

406983: NM.000492; Hs.663; cystic lilKOsls transmembrane conductanc; ABCJran,ABC_membrane,PRK.Bac_escpocL3;TM=Y,bJ>-N. -um 
425465; L18964; Hs.1904: protein kinase C, iota; pWnase,DAG_PE^Ind,pkinase_aOPR;TW=^S^^^ 4.82 
435232: NM_001262; Hs.4854; cycruxiependenl kinase inhlbllor 2C (pi; ank;TM=M;SS=N; 4.81 
20 424490- AJ27801 6; Hs.55565; anl^rin repeal doman 3; 8nk,pklnase;TM=M;SS=M; 4.81 
425743; BE396495;H8.159428;BCU-assoclaledX protein; Bcl-2;TM=Y;SS=N; 4.81 
453354' W55946' Hs.2348B3: Homo sapiens cDNA FU12082 fis, done HE; transmembrane4,none: 4.81 
450883; NM_001348: Hs.2S619; deal^associated protein Idnase 3: ^}^^^^^!^,f'J^ . , . 
429736; AF1 25304; Hs.212680; tumor necrosis factor receptor superfanra;WRj:6:TJ^^^ 
25 431183- NM_006855; Hs.250696: KDEL (Ly&^p^Leu) endoplasmic relic; ERjum8njeoepl,TM=M,SS-iyi. 4.79 
409960; BE261944: Hs.355254; hexokinase 1; none,none; 4.78 . , « 

422795: AB033109: Hs.375610: KIAA12B3 protein; 7tmJ .kazal>\2M.A2MN;TM=Y;SS=IW; 4.78 
423819; T48691: Hs.249159; adrenergic. aipha-2Ar. receptor; 7tm_1.7tmJ;TM=Y;SS=M; 4.78 
429305; AF095727; Hs.287832; myelin protein zeJO-Uke 1; lg.transmembrane4;TI^Y;SS=J^ 4.78 
30 427700; AA262294; Hs.1803B3: dual specificity phosphatase 6; Rhodanese.DSPc;TNfl=I^SS=N; 4.77 

407722; BE252241: Hs.3B041; pyrWoxri (f^fidoxInB. vltan^ n B6) kinas; pfkB;TM=M;SS=N; 4.75 
438330; AW450572; Hs.257316; ESTs; pkinase;rf.C4.ERM.CNH,none; 4.75 
3 5 410687; U24389; Hs.65436; lysyl oxidase^ike 1; Lysy1_oxidase;; 4.75 
41 1 165; NM_000169; Hs.69089; galactosldase, alpha; Mefibiase;; 4.75 
425548; AA890023; Hs.1906; prolactin receptor; lh3;Tl^Y;SS=M; 4.73 

434158; T86534; Hs.14372; ESTs; adenyladeWnase.none; 4.73 - «^ ,n. ^ tq 

459035- AW291 109; Hs.332563; ESTs. Weekly similar to T31 611 hypolhell; none.SH3.myosin.head.IQ: 4.73 
40 409012; AL117435; Hs.49725; DKFZP434I216 protein; PH.Rho6EF;TM=M;SS=M; 4.73 
434503; T96231; H5,17762: ESTs; SH3.Soib.none; 4.73 

446342; BE298665; Hs.14846; solute carrier family 7 {cationlc amino ; nons;TM=M;SS=N; 4.72 
427418; AA402587;H8.356667;IAT1-3TM protein; none.none; 4.71 

449433- AI672096; Hs.9012; ESTs. WeaWy similar to S26550 Dl^lndi; Frizzled,F2.FrizzIed,Fz; 4.71 

442199; BE277633: Hs.372542: etapositte*«hiced mRNA; wrie:TM=Y;S^ 4 ® 
418870; AF147204: Hs.89414; chemoklne (C-X-C molif), receptor 4 (fus; 7lnLl .7tm-2;TM=Y,SS=M, 4.69 
453922; AF053306: Hs.35708; budding uninhibited by benzimidazoles 1 ; none;; 4.69 
50 418558; AW082266; Hs.86131; Fas (rNFRSF6)-associated via death doma; dealh.DED;; 4.68 
434164; AW20701 9; Hs. 148135; serine/threonine kinase 33; pklnase;TM=M;SS=N; 4.68 
443323: BE560621;Hs.9222; estrogen receptor bln(fing site assodate; none;T^^^^^ m 
400288: X06255; Hs.149609: integrfn. ^ 5 (fibraneclin receptor : Jntegnn^FG^:TNJ^Y;SS=M^ 
418838; AW385224; Hs.35198; ectonucteoflde pyrophosphatase/phosphodi; Phospho(flKtTMsY;S5=M. 4.67 

55 417426: NiyL002291; Hs.82124: laninln. beta 1; lanunin_EGF,ianiinln_NlBmi,integrin_Bs 4.67 
425976; 075094; Hs.334514; NG22 protein; W)lta9e_aC;TM=Y;SS=M; 4.66 
407844; AWD73716:Hs.8037: ESTs; lransfnembrane4,none; 4.66 
450656: AAG10539; Hs.18912: unnamed protein product: 2f-C2H2;: 4.66 
42031 1; AW445044; Hs.38207; Human DMA sequence from ctone RP4-530I15; none,none; 4.55 

60 404287; ::FGENESH predicted novel CUB^!omainconta;none.none; 4.64 

462747- BE153855: Hs.61460; tg superfanuTy receptor LNIR; lg,Rhabd_glycop;TM=Y;SS=M: 4.63 
426680; AA320160; Hs.17181 1; adenytats kinase 2; adenylalekin»e;T^J=M:SS=N; 4.63 
430397; AI924533: Hs.105607; Kcaibonale transporter related protein ; HC03 cc^a^sP^Y^S^N. 4.63 
447656; NH,003726; Hs. 19126; src Wnase^sodated phosphoprotrai of; Stf. Wl^«j^ 4jW 

65 414271- AK000275: Hs.75871; protein Wn^ C binding protein 1; bron»do(n*mPVVWP^f.MYND;TM=M;SS=N, 4.62 

40922^ BE243323; Hs,51233: tumor necrosis factor receptor superfami: THFILce^dwOuUpgro^ 
70 42192V H83383: Hs.355993; transkicase of inner mitDchondrial membr; 2f-Timl0_ODP.efhand,CH^pecmn,6erpin;TM=M;5S-N, 4*u 
429083; Y09397; Hs.227817; BCLZ-related protein A1; Bcl-2;TM=M;SS=N; 4.59 
400290: H18836; Hs.31608; hypolhetfeal protein FU20041; none.Cys_knot 4.59 ^ . „ 

430379; AF134149: Hs.240395; potassium channel, subfamily K. member 6; Jo"-'rans;TI/NY;S^M: -iS 
409645; AJ142265: Hs.55498; geranylgeranyl diphosph^ synthase 1; pdyprenyLsynt;TM=M;SS=N; 4.59 
75 427373; AB007972; Hs.130760; myosin phosphatase, targetsuburift Z aricThfr'MiSSsN; 458 

437212: Ar76S021: Hs.210775; ESTs; UDPGT.none; 4.58 ^ ^ . « u.*- . «i ^ cr 

430396- D49742; Hs.241363; l^yalmonafrbindlng protein 2; ank,death7U5,EGF3(rinflte,trypsMehiiin.UM:: 4.57 
452069; AB028949; Hs.183994; K1AA1026 protein; Melallophos;TM=M;SS=N; 4.56 
416041; AA345547; Hs.53263; hypolhelicd protein FU13287; WD40;; 4.55 
80 43451 1; R28982: Hs.18105: ESTs; [*inase.Glyco_hydro_39; 4.55 

410174; AA306007: HS.S9461; DKFZP434C24S protein; none.()SPc; 4.55 

418758: AVW59311; Hs.172012; hypolheUcal proteih OKFZp434J037; pldnaseW1:TM=M:SS=N; 4^ 

451367; AA923729; HS.2S322: ceB cycte reteted Wnase: pkin3se;TM=M:SS4k 45^ 
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41743% BE27026G; HS.B2128: ST4 oncof^ trophoUasl gfycopralein; LRaLRRNT4JV^;TM»Y;8&4( 454 
411296; BE207307;Hs.10114:grovtrth suppressor 1;20G^8ll Oxy:TM=M;SS=M;453 
439975; AW328081; Hs.6817; inosfaie triphosphatase (nucleoside triph; Ham1pJike;TM=M:SS=N; 4.53 
_ 431992; NM_(K)2742: Hs.2891; prot^ kinase mu; ptdnasa.DAG_PE-lJind,PH;TM=M;SS=M; 4.53 
J 443303; U67319; H$,9216; caspase 7. apoptoslwelated cystetne pr, pldnase.lCEj>10JCEj)20:TM=l\^SS=fct 4^ 
428005; AW302245; Hs. 181 390; casein Wnase 1. gamma 2; pkinase;TM=M;SS=N; 4.52 
407775; NM.0O4914; Hs.38772; RAB36. mewber RAS oncogene famHy; rasMTIUM^SS^N; 4.52 
435523; T62849; Hs.1 1090; membrane-spanmng 4-dom8ira, subfarraly A; none;TMsY»-SS=M; 451 
447321;AVV271217;Hs.28l434;Homosap»enscDNAFU1402Bfe.ctonBHE:nona.none;4.5^ 
1 U 405484; ; ; C30021 24*:gi|12737280|rBllXP_00S68Z2| k; none;; 4.50 
443605; H08865; Hs.134131; ESTs; ^and.ton_trans^a; 450 

431738; AW237726; Hs.288549; hypothetlcsl prote&i FU14710; 7tm.1 j«:3HC4,fh3.SPRY.KRAB^^HZ«e^B t)ax;TlyNY;SS=M; 4.50 
422112; BE540240; Hs.t117B3; Lsm1 proteh; Sm^BAG:; 4.49 

418889; AW516565; ; gbacqOldOSjcl Soares_NHCeC_cewfeaLtumo; none.RasGAP.WW,IQ; 4.48 
1 0 447898; AW969638; Hs.112318; 6.2 kd protein; none.none; 4.48 

450607; AL0S0373; Hs.25213; hypolheifeal protein; SH3;Tli^M;SS=N; 4.48 
418918; X07871; Hsi9476; C02 antigen {p50). sheep red tibod cell ; Ig;TM=Y;SS=M; 4.48 
424823; NH4.006226; Hs.15332i phosphonpase C. epsikm; CiPHPI^OY jmOX:'m=M;8SHN; 4.48 
426812; AF105365; H5.172613; sdute canter fairOy 12 (pdtasslumfchb: none;TMaY:SSst^ 4.47 
439237; AW408158; Hs.318893; ESTs, Weakly similar to A475B2 &cell gn Funn^ke.pkinase,ltop UtomaIn.YlPjione! 4.47 
435615; Y15065; Hs.4975; potassium vollago^aled channel, KQT-lik; kMutrans.KCNQ1 channel;TI^=Y:SS=N; 4.47 
427557; Nm.002659; Hs.1796S7; plasminogen activator, urokinase recepto; UPAR_LY6rET.Pi;^h;: 4.47 
428727; AF078847: HS.784S2: general transcriptDn factor IIH. potype; PH04.UM;TiyNUI:SS-N: 448 
^ - 41276(fc AW379030: Hs.41324; ESTs; CliLN.aiJIZCbmUBA;rf^HC4.none; 4.46 

ZD 409093; BE243834: Hs.50441; CGMM protein; rebosomal_l37ae,pkinase^OJ)0)t,ira<A«ynL1bydynamin^ 4.46 
434375; BE27791 0; Hs.3833: 3'i>hosphoadenoslne S'-phosphosidfate sy; APSJdnase>VTP^uIftayl2BePRI<,7hymldytaleJ(in;; 4.46 
447434; R16890:Hs.137135; ESTs; pkinase.1h3,Ig.pklnase.fn3: 4.45 

422D1ft AA302049; Hs.31 181; Homo sapiens cDNA: FU23230 fis, clone C; none,SDF.sugar tr; 4.45 

414108; AI267592; Hs.75761: SFRS protein kinase 1; ank.PH,OxysteTDl_BP,pkinase:TM=M;SS=N; 4.44 
JU 457001; J03258; H8.2062; vitamin D (1,25- ahydroxyvitamin D3) re; honnonejec,z«M,Me1a!lolhk> 5;TM=M;SS=N; 4 44 

409686; AK000002; Hs.55879; Homo sapiens mRNA; cDNA OKFZp434L0827 (f; ABC tran>^Cjneml)ran8;TM=M;SS=M; 4.44 

408113; T82427; H5.194101; Homo sapiens cDNA: aJ20859 fis. ckwe A; 7lm_3.none; 4.44 

436823: AW749865; Hs.1 17077; EST8» Weakly similar to 138022 hypotheH; aa_pemieases.2f- 
^ C2H2.KRAB,pyridoxaLdeC.bronwdomdn.PHD.MBDATJook,ODT,PI3J»MJdnasa,FAT,FATC,BoJA,RUN, 4.44 

3 5 450505; NM_004572; H3.25051; plakophllin 2; Amiadaio_seg;TM=IW;SS=N; 4.43 

437915; At637993; Hs.202312; Homo sapiens ctene Nil NTera201 teiatoca; none.none; 4.43 

417412; X16896; Hs.82112; Interieukin 1 receptor, type I; lg,TIR;TM=M;SS=M; 4.43 

445033; AV652402; Hs,72901; cydifHJependent kinase InhHiitor 2B (pi; ank;; 4.43 
. 41 1027; AF072099; Hs.67846; leukocyte Immunogtotxdin-Gke receptor, ; inoalDlJ>,lg;TM=M;SS=N; 4.43 
40 452124; AA454220; Hs.61 170; ESTs; pkinase,none; 4.43 

422599; BE387202; Hs.11B638: no^metastatk: ceils 1. prolan (NM23A) ; NDK.PH.OxystefoLBP;; 4.42 

416202; AW96449?. Hs.159624; ESTs; none;TM=M;SS=N; 4.42 

441518; AW161697; Hs.294150; ESTs; Y_phosphatase,DSPCnone; 4.42 
, 441680; AW444598: Hs.7940; RAP1, GTP-6DP (flssocialion sfimulalor 1; AnnadiOo seg;TM=M;SS=it. 4.42 
4!) 431429; AF072813; Hs.252831; rcficuton 3; Retfcuk)n.Fz.lgJilngIe.pklnase;TM=Y;88=N:4.42 

453870; AW385001 ; Hs.8042; Homo sapiens cDNA: FU23173 fis. done L; FG^,integr!nANIF; 4.41 

421242; AW161386; Hs.13561; hypothetfcai protein MQC4692; none;NA;NA: 4.41 

455362; AW973003; Hs.179909; hypothetical protein FU22995; none;TM=M;SS=N; 4.41 

419073; AW372170; Hs.183918; Homosaplens cDNA FU12797 fis. ctane NT; dealh,2U5;; 4.41 
jy) 43221 1; BE274530; H8.273333: hypothetk:d pretein FU10986; FGGY.C;T1W=M;SS=N; 4,41 

413367; Nf4_006517: Hs.75317; solute canter fandiy 16 (raonocartwxyDc; sugarJr;TM=Y;SS=N; 4.41 

458097; AW341 135; Hs.58104; ESTs; none.SH3PIO: 4.40 

458248; BE407379; Hs.108082; ESTs. Weaidy similar to T31636 hypothetl; C1q.CoBaBen:TM=M;SS»Y; 4.40 
- - 427681; AB018263; Hs.284232; tumor necrosis factor receptor superfami; death.TNFa.c6.PH.Xfink,RhoGEF,Metaltolhio„S;TM=M;SS=l\4; 4.40 
0 J 443683; AI344782S H&9683; DnaJ (Hsp40) homolog, suManiiy a membe; mn,OnaJ,TPR;TM=M;SSsN; 4.40 

437162; AW005505: Hs.6464; BiyroW hormone receptor coactlvating pn tKomodamain;TM=M;SSoN: 4.39 

453891; ABC37751; Hs.301242; Homo sapiens mRNA full length Insert cDN; none.none; 4.39 

442572; AI001922; Hs.135121; hypothetical protein FU22415; none.HSP70; 4J9 

427337; Z46223; Hs.176663; Fc fragment of IgG. tew alSni^ Bit), n ig;TM=Y;SS=M; 4.37 
OU 445817; NM.003642; Hs.13340; histone acetyttransferase 1; none;TM=M;SS>^N; 437 

444895; AI674383; Hs,22891 ; solute canter fanfly 7 (caSonh: ani no ; ASC.death.TNFRjc6; 4.37 

408912; AB011084; H5.48924;*KIAA0512 gene product; AIBQ; AmiadIlb.seg;TM=M:SS=M; 457 

432106; N58323; Hs.269098; ESTs, WeaWy similar to RETROVIRUS^LAT; SH3.P0Z.Guanytete kin.none; 4.37 
^ 41 8283; S79895; Hs.83942; cafhepsin K (pycnodysostosls); Peptidase CI ;; 4.37 

OD 445626; BE313754: Hs.13350; Homo sapfens mRNA; cDNAOKFZp586O0918 (f; ig.tsp 1.ZU5,NucteosWe_tTan; 457 

417874; BE516160; Hs.82829; protein tyrosine phosphatase, noiwecept; Yjhospliatase;TM=Y;SS=N; 4.38 

400257; ; H3.76366: ENSP00000000452:BAO protein (Ba-2 liindi; none;TM=l\4;SS=N; 4.36 

431476; BE612705; Hs.256697; hisfidine triad nucteoBde-binding prote; HIT;; 4.36 

416178:AI808527:Hs.192822;scrologkaBydeiinedbreaslcanceranftnona;TKNy^ 
/U 45662% AW89196S; Hs.367942; histone deacetylase 3; HSP90.HATPase_c,2«:2H2W)jujne; 456 
' 42771ft 138951; H3.180446; kajyopherin (Importin) beta 1; Armadfflo 8eg.HEAT;TM=NtSS=N; 4.35 

425843; BE313280: Hs.159627; death associated protein 3; myb.DNArbinding.PAH.BAKlwmodoindh.PHO.SET:TM=44S^ 455 

420261; AW206093; Hs.746; TibroUast growth factor receptor 1 (firo; pklnase.lg4JkinaseJg.p450,SET.PWWP; 455 

445926; AF054284; Hs.334826; splWng factor 3b. subunit 1, 155kD; none;TM=M;SS=N; 455 
tJ 410726; AI623859: Hs.15936; ESTs; pkinase.proJsomer3se,none; 4.35 

433996; AW1 35357; Hs.192374; ESTs; HSP90.HATPasej:.UOG; 4.34 

433592; NM.004642; Hs.3436; deleted in ord cancer (mouse, homoteg) ; none;TM=M;SS=N: 454 

437103; AW1394C8; Hs.152940; ESTs; ChoCneJdnase^none; 4.34 

410068; AI633888; Hs.58435; FYrWanding protein (FYB.120rt3O); SH3;TM=I4;SS*N; 454 
0\) 42734ft AA360154; Hs.177415; Flnkel^iskls^y murine sarcoma viro; utAiulb*n;TM=M;SS=N; 4.33 

439807: AA376417: Hs.374608; hypothetical protein MGCa244.; aljhy*otese_2;TM=(UI;SS=IW: 4.33 

453308; AW9S973I; Hs.323099: ESTs; noncpUnaseAdhfUuecp: 453 

424893; AW28S1 12; Ks.153648t Homo saptens cONA FU13303 fis. ctene OVt SAM;: 453 
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444664; N26362: Hs.11615; map kinase phosphalase4ike protein MK-S; OSPc;TM=M:SS»N; 4.33 
429655i U48959; Hs.21 15B2; myosin, light polypeptide kinase; pldnasB,fh3,ig4ione; 4.32 
409121; AA902256; Hs.78979; Goigi apparatus protein 1; cys_nch_FGFR,none: 4.32 
430280: AA361258; Hs.237868; InlerieuMn 7 leceplot; fh3.none: 4.32 ^„ 
423798; AF047033; Hs.1329D4; solute canier family 4. sodium bfcarbon; HC03.<»lransp:TM=Y;SS=M; 4.29 
425654; AB033G2^ Hs.158654; K1AA1195 protein; zf-C2H2;TM=M:SS=N; 4.29 
457500: NiyL002759; Hs.274382; protein kinase, Intefferon-lnduclble dou; dsrm.pkjnase;TM=M;SS=N: 4.29 
427127; AW802282; Hs.22265; pyruvate dehydroQsnase ptiosphatase; PP2C.none; 4.29 
447191; NM 014521; Hs.17667; SH3-domain binding protein 4; SH3;TM=M;SS=N; 4.29 

408331; NM:o07240; Hs.44229; dual spedfcity phospiiatase 12; DSPc;TM=M;S^N: 4.j» ^q^.,. . . eouj. a op 
441130; AI160734; Hs.267604; Homo sajMens PNAS-129 mRNA, complete cds; BTB,Kelch.K_telr8.DSPt;TM=M;SSsN; 4.28 
430057; AW450303; Hs.2534: bone morphogeneHc protein receptor, lyp; Aclivin„recp,pkinase;TM=Y;SS=M; 4.28 
430250; NM 016929; Hs.283021; ctiloride Intracellular channel 5; none;TM=M;SS=N; 4.28 
406774; AW51B383;Hs.177582;ribosomal protein, large, PI; eOsjibosomal;; 4.28 _ , ^ 

413809; L25851 ; Hs.851; integrin, alpha E (antigen CO103, human ; vwa,{ntegrin^FG^;TM=F4SSaY; 4.Z7 
443960; A1093577; Hs.255416; hypothetical protein RJ21986; Tn4TM=M;SS=N; 4.27 
427378; BE515037; H8.177556; melanonr»a anUgen, family D. 1 ; MAGE:TM=M;SS=N; 4.27 
412204; AI125507; Hs.24937; ESTs; Ig^mn.oone; 4.26 
439506; AI361238: Hs.41136: ESTs; MAM.pkinase,Nucleopl8smin,none: 4.26 
> 451295: AI557212: Hs. 171 32; ESTs. Moderately similar to 154374 gene ;pWnase.DAG_PE^)indLpWnase_(;OPR.n^^ 
452488; N74921: Hs.184389; ESTs; nona;TM=M;SS=N: 4.26 

450973; AF012072; Hs.25732; eukaiyotfc translation inltlaOon factOR W2.MA3.MiF4G;TMpM;SS=N; 4.26 
452437; AA026237; Hs.181272; ESTs; efhand.ion.trans,none; 4.26 
438204: AI589645: Hs.128690; ESTs; none,7tm_1; 4.25 
A J 424756; AW504657; Hs.152931; lamln B recepton ERG4_ERG24.FKBP;TM=Y;SS:^ 4JZ5 
430570; A1417881; Hs.292464; ESTs; 7tmJ2,Fz.FnzzIed,none; 4.25 
445709; H02592: Hs.74280; ESTs; PDZ,none; 4.2S 
428134; AA421773: Hs.161008; ESTs; Am^adillo.seg,none; 4.24 
434149; Z43829; Hs.244624: hypoUiefical protein MGC5469: none;TM=M:SS=M: 4.24 
3 0 4251 18; AU07661 1; Hs.154672; melhylene tetrahydrofblatB dehydrogenase; myb_DNA- «.„«e«.Tu=u.QQ=M. a oa 

UndingJHF DHG aaTHF_DH6j:YH.C,CAP_GLY,AAA.L0N,PeptIdase_C9.b2IPMxan.urj)a^ 4^4 
433376: AI249361;Hs.74?22; caspase4, apaptosls^Bl^ed cysteine pn CARD,ICE_p10JCej>20r, 4.24 
447818; W79940: Hs.355279; Homo sapiens ckme 24670 mRNA sequence; none,pkinas8: 4.24 
450684; AA872605; Hs.25333; InterieuMn 1 receptor, type II: lg,TM=Y;SS=M; 4.23 
3 5 435542; AA687376: Hs,351226: ESTs; SH3,lg.pWnase.PH^pectrin.RhoGEF.none: 4;23 

426224: BE085860; Hs.374468; kaiyophertn fimportin) beta 2; AmiadiIlo_seg,HEAT;TM=M:SS=N; 4^ 
413284- AU077055; Hs589107: bacukwtral lAP iepeatK»ntaining 2; 2f^HC4.CARD.BIR,deathjg:TM=M;SS^ 4.22 
421917i AB028943; Hs.l09445: KIAA1020 proteh; BTB,2f-C2H2.Pt3_PI4.kinase,Pt3Ka;TM=M;SS=N: 4.22 
431239; AIi)39971; Hs.251216; hypolhe&al protein DKFZp434A196; SH2.ank.WH2:; 4.22 
40 419S85:W760B3;Hs.134185: ESTs: none;TM=M:SS=N; 4.22 _^,„r«.u. ». ^ *™ v.ce-»/i.iM 

431630; NM 002204; Hs.265829; Integrtn, alpha 3 {anUgen CD49C alpha ; FG-GAP,Rhabd^ycop.mtegrin J^TM»Y;SS=M; 4.22 
425177; AF127577; Hs.155017: nudear receptor fcteracling protein 1; none;; 4.21 
422219; AW978073; Hs.1010; regulator of mHotfc spindle assembly 1; pWnase,none; 4.21 
450746; D82673; Hs.278589; general transcription factor II, I; none,SH3,PX; 4.21 
45 428023; AL038843: Hs.374530; Homo sapiens cDNA: FU23602 fis. done . ^ « ... 00 a 

^ j)emiea^.pyridoxal deC.bromodomalo.PHD.MBO,AT>ok.ODT.PI3.PI4Jklnase.FAT,FATC,BoW^^ 
416907; W60909; ; gbaaJ29gias1 SoafEs JelaU»arLNbHH19Wi tonJfans.none; 4.21 
411768; NK^013371; Hs,71979; fnterteuWn 19; ILIOk 4JM 

425262: D87119:Hs.155418;GS3955 protein; pWnase;; 4.21 r«»B-Tii ii.ee-M.iioi 

50 430035; NM_0O3463; Hs.227777; protein tyrosine phosphatase type IVA, m; Y j>hosphateseJ)SPc:TM«M;SS»N; 4.21 

411789; AF245S05; Hs.72157: AdBcan; ig,lJRR.LRIWr.LRRCT;TM=M;SS=M; 4.15 

416536; N32536; Hs.42645: solute canier famDy 16 (monocaiboxylic: non8.non8; 4.14 

419452; U33635: Hs.90572; PTK7 protein tyrosine Unass 7; lg.pklnase:TMaY:SS=M; 4.13 

431745; AW972448: Hs.163425; Novel FGENESH predidfid cadherin repeal ; noncnone; 4.10 
55 416965; N26223: Hs.160436; MDAC1; none:NA;NA: 3.94 

426890; AA393167;Hs.41294; ESTs; none,none; 3.88 

442438; AA995998: Hs.370007; gb:osMb03* 1 NCLC6APJ<ld5Homosaptei»:none.ONAjolJB,DNAjx>LB_e){o; 
412314; AA825247; H3.356084; downstream of: Gproleliw»uplad recepto; 7lnLl;TM=Y;SS=M; 3.84 
448243;AW369771;Hs.387688;lntegrin,beta8;inlegrinJ,none:a64 
60 43931 8; AW837046; Hs.6527; G proteitvcoupted receptor 56; 7tniACytC.asm.6PS;TMsY;SS«M; 3.61 
415999; AA172179: Hs.294029; ESTs; rone.none; 3.60 

429466; M8S835; Hs.12827; ESTs; none.none; 3.45 «^ „ , 

407853; AA336797; Hs.40499; dickkopf (Xenopus bevIs) homblog 1: none;TM=M:SS*Y; 3,34 

65 ^91 S AiS^ iTiImCT^^^ eiythroblasfic leukemia v; Furin^ike,pkinase.RecepXd(Bnan.Furin^B®.pkinase.Rec^ 

414521; D28124; Hs.76307; neuroblastoma, suppi^tonof tumortgeri: OAN;TM=M:SS=M: 2.81 
424522; AL134847; Hs.149957; ribosoraal protein S6Wnase. 90M), potyp; pWnascpklnasB.C;; 2.70 
438167; R2B363: Hs.24286; chemoWne binding prtWn 2 (CC8P2). raRN; none:TM=Y^SS=M; 2.68 
70 418888: AU076801; HsJ9436: cadheilft 17. U cadhartn (Dver^nteslln; cadhedn:TM=Y;SS«M; 2.17 

TABLE 239 

Pkey: Unk^ue Eos probeset blentHier number 
75 CAT number Gene cluster number 

Aocesston: Genbank accession numbers 



4^45 m\mT 2!S'aA921874AW188822B1027862AI347618A!3614S3AIQ88754AW207491 A^^ BG012775BG997382AA286833M1M722KM^^^^ 
M78MaiOW1^l0^5BI006270BI031000BIO^ 



80 



BI027818 BG015789 BIQ33807 AA341445 
417886 1031334.1 AA210987D57294AA214S84AA207006 056572 
438993 2580163.1 AI926361 AAB34879AA828995 
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416907 
TABL£23C 



12789J4 AA22g762AA230035 

1112245.1 WS0909W81051M7890S 60959483 



Ptey: Urique mimbef corra sp on du ig to an Eos piPbesel 

Ref: Sequence source. The 7 dlgfl numbers In thbcdumn are Genbankldenfi!ier(GlJ numbers. 1)unhaml.elaL"refOTtothepublIcalionenlilled'TheONA 

sequence of human chromosome 2Z' Dunham L et aL, Nature (1999) 402:469495. 
Strand: Indicates ONA strand from which exons were pre<Scl8d. 
NLposition: Indicates nucleotide posHions of ixedicledexons. 



Ptey Ref 

406400 9256298 

403362 8S71772 

404210 5006246 

404287 2326514 

405484 5922025 
400517 



Strand 

Rus 

Plus 

Plus 

Ptus 

Plus 

Mhtus 



NLposition 

1553-1712.1S76.2140,42S2<438S^S92»077 

6409»«4260 

16992S.170121 

53134-53281 

193214.199579.199672-199920.200262-20049 



TABl£ 24A: 571 GENES UP-REGUUTED IN HEAD AND NECK TUMORS COMPARED WITH NORMAL BODY TISSUES 

Table 24A fists about 571 genes uiHegidated In head and neck tumors compared wHh normd body Ossues. These genes were selected from 59680 probesets on the Eos/Aflymetrix 
^«tP^'°"''atefaeach(robesetob1ainedfa)mlte was expressed as average Intenslly (Al), a normaBzad vduo reflecting ttie retalive 

Ptey: Unique Eos probeset identifier number 

ExAocn: Exemplar Accession number, Genbank accesskm number 

UnigenelD: Unlgene number 

Unigene Title: Ur^ene gene Gtie 

5!i 70th percentile of Al for head and neck cancer samples vs. the 80lh peroentile of the Al for nonna; body tissues 



Pkey 

421155 
452401 
434377 
436274 
401486 
446999 
423887 
419569 
428505 
420602 
445019 
452281 
449722 
423575 
424086 
447078 
429597 
409506 
42G471 
413268 
419946 
451807 
442875 
452795 
420931 
416283 
450221 
449101 
442611 
438533 
414132 
447164 
402047 
414972 
452943 
416661 
427099 
449318 
418345 
415076 
414142 
432865 
431608 
411750 
416612 
438394 
452198 
423020 



ExAocn 



UnigenelD 



H87879 Hs.102267 
NM_007115 Hs.29352 



AW137148 
AI918906 

AA151520 

AL080207 

AI971651 

AL035461 

AF060877 

AI205540 

T93S00 

BE280074 

C18663 

AI351010 

AW885727 

NM_W3616 

NM.006153 

M22440 

AU)39079 

AB041035 

W528S4 

BE623003 

AW39255S 

AF044197 

Nlt^005429 

AA328102 

AA205847 

BE077155 

AI440266 

AI801235 

AR)26941 

AK001921 

BE263782 

BE247449 

AA634543 

Ae032953 

AW236021 

AJ001696 

NM_000857 

AW368397 

A1753709 

M30703 

BE562298 

AB037788 

BE379623 

AI097S60 

AA383092 



Hs.306593 
Hs.55080 

Hs.334822 

Hs.134585 

Hs.91143 

Hs.2281 

Ks.99236 

Hs.281295 

Hs.28792 

Hs.23960 

Hs.163443 

H5.102267 

Hs.301570 

Hs.2442 

Hs^569 

Hs.170009 

HS.752S6 

HS.93B47 

Hs.270g9 

Hs^625 

H8.1887e 

Hs.100431 

Hs.7gi41 

H3.24641 

H5.23016 

Hs.177537 

Hs.170673 

Hs.48480 

Hs.17518 

Hs.169575 

Hs.77695 

Hs.31082 

H8.79440 

Hs.173560 

Hs.78531 

Hs.241407 

Hs.77890 

Hs.150042 

Hs.152484 

Hs.270833 

Hs.71827 

Hs.224961 

Hs.27633 

Hs.61210 

Hs.1608 



Unigene Title 


R1 


lysyloxUase 


166.00 


tumor necrosis factor. alph»induced pro 


156.00 


Homo sapiens cDNA FU11382 as, ckme HE 


80.00 


ESTs 


28.00 


hypothettcal protein MGC4485 


121.00 
126.00 


DKFZP434G232 protein 


13.00 


Jagged 1 (Alagille syndrome) 


98.00 


chfomogranin B (secretogranin 1} 


1.W 


regulator of &protein signaBing 20 


35.00 


ESTs 


93.00 


Homo sapiens cDNA FU1 1041 fb, done PL 


270.62 


cycfinBI 


9.81 


Homo sapiens cDNA FU11576 fis. done HE 


373.00 


lysyi oxidase 


200.00 


ESTs 


184.00 


a dslntegrin and metalloproteinase dome 


177J» 


NCK adaptor protein 1 


170.00 


transfbming growth factor, titpha 


158.00 


legulalororGpiotelnsignidllng 1 


155.00 


NADPH(adda5e4 


i4aoo 


hypothetical protein FU23293 sirrdar to 


139.00 


Homo sapiens dona TCCCTA00142 mRNA sequ 


111J» 


hypothetica! protein FU21620 


109.00 


smaB induciUe cytokine B subbirily (Cy 


106.00 


vascular endothelial growth liactor C 


95.00 


cytoskeleton associated protein 2 


92.00 


G proteln^upled receptor 


92.00 


hypothetkai protein DKFZp761B1514 


86.00 


ESTs. WaaUy similar to T24832 Ivpottiell 


85.68 


ESTs 


85.00 


Homo sapiens dg5 mRNA, partial sequence 


83.00 


hypothetkal protdn MGC2SS0 


80.00 


K1AA0008 gene product 


74.00 


hypothetk^ prol^ FL) 10525 


74.00 


IGF4lmRNA>t^ding protein 3 


71.00 


odd Oz/ten-m homolog 2 (Drosophita, mous 


70.19 


Homo sapiens, Similar to RtKEN cDNA 5730 


66i25 


serine (or cysteine) proteinase inhibito 


66.00 


guanytate cyclase 1. sdubte, beta 3 


64.00 


Homo saptens cDNA FU14438 fis. done HE 


63.00 


ESTs. Weakly 8kn9ar to 138022 hypotheO 


60lW 


ampt^uiln (schwannoma-derived growBi 


56.00 


K1AA01 12 pntein; homolog of yeast ribos 


57.00 


deavage and polyadenyteSon spedSc fa 


57.00 


pepfkfytproiyl isomerase (cyctophOinH 


54.00 


ESTs. Weakly similar to 138022 hypotheO 


54.(» 


feplc8aonpnitdnA3{14kO) 


49.00 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



422426 
406747 
445828 
431806 
452909 
432226 
458027 
443354 
416049 
431494 
433859 
426753 
400792 
402034 
424073 
458424 
43S159 



444351 
439128 
420795 
422505 
434828 
410561 



417655 
414869 



417801 
435243 
431211 
407746 
416498 
414231 
426227 
439452 



417791 
436486 
432731 
429903 



419743 
457001 
450684 
422440 
458531 
416065 
411388 
419750 
429370 
429921 
449467 
453102 
453637 



418007 



428227 
450375 
427585 
424717 
424735 
420159 
41SS11 
406467 
422330 
452461 
415542 
413324 
431571 
443211 
451844 
441877 
439926 
432015 
421103 
448062 
432222 
421577 
421187 
408908 
437214 



W79117 Hs,5B559 ESTs 

AI925153 Hs.217493 annexinA2 

F05802 Hs.81907 ESTs 

AF1861 1 4 Hs.270737 tumor necrosis factor (ligand) superfena 

NM 015368 Hs.30985 pannexin 1 

AW'i82765 Hs.273558 phosphate cytldylyltransfwasel.choDn 

L49054 Hs.85195 myelwd leukemia factor 1 

AW970672 Hs.9247 protein kinase, AMP-aclivaled. eipha 1 c 

AI970536 Hs. 16603 hypothetical protein FLJ13163 

AAg91355 Hs.298312 hypotheScal protein DKFZp434A1 315 

AW896758 Hs.273789 ESTs 

T8g832 Hs.170278 ESTs 

AA63S062 Hs^4 Homo sapiens mRNA:GDNADKFZp434O051 5 (f 

U03493 Hs.1 38959 gap junction protein, filpha 7. 45kD (con 

AI084049 Hs.206761 ESTs 

AA6B8879 Hs,1 16649 ESTs 

AA576953 Hs,22972 hypothetical protein FU 13352 

W76027 Hs.23920 hypothetical protein FU1 1 105 

A1949371 Hs.153089 ESTs 

AA323037 Hs.128645 sorting nexin 16 

AL120862 Hs.124165 ESTs 

090070 Hs.98 phorl)o!-12-myTfetat8-13-acetale-ln(luced 

BE540255 Hs.6994 Homo sapiens cDNA:FU22044fis, done H 

AW449679 Hs.156739 Rsapiens XG mRNA (done PEP11) 

AA7B0791 Hs.14014 hypothefical protein FU1481 3 

AA157291 Hs.21479 ut)iniictein 1 

BE537217 Hs.30343 ESTs 

AA417383 Hs.82582 hlegrin. tjeta-Clte 1 (with E6F-lil« rep 

AW292886 Hs.261373 hypolheBcal protein dJ43401 4.3 

M86849 Hs.323733 gap junction protein. be\B 2. 26I<D (conn 

AK001962 Hs.38114 hypolheScal protein FU 11 100 

U33632 Hs.79351 potassium channel, sutrfamily K, meniber 1 

AI468004 HS.27B956 hypothetical protein FUI 2929 

U6705a Hs.168102 Human proteinase activaled receplor-2 mR 

AA918317 Hs.57987 B-ceW CLL/lymphoma 11B (zinc finger pro 

AA115811 HS.6B38 rashomdog gene family, member E 

AW965339 Hs.111471 ESTs 

AA742221 Hs.120633 ESTs 

R31178 Hs.287820 Clwonectin 1 

AL134197 Hs.93597 cydin-dependenl kinase 5. regutelory su 

AW043921 Hs.130526 ESTs 

AW408762 Hs.5957 Homo sapiens done 24416 mRNA sequence 

J03258 Hs.2062 vilamin D (1 ,25- daiydroxyvitamln D3) re 

AA872605 Hs.25333 Interteukin 1 receptor. ^ 11 

NiyL004812 Hs.l 16724 aldo-keto reductase family 1. member 810 

AA36771B Hs.159083 ESTs 

BE267931 Hs.78998 profiferaOng cell nudear antigen 

X72925 Hs.69752 desmocdlinl 

AL079741 Hs.183114 Homo8aptenscDNAFU142366s.doneNT 

C19097 Hs.89709 glutamateK^ysleinerigase, modifier subu 

AA526911 Hs^772 cdlagen, type XI. alpha 1 

AW205008 Hs.197042 ESTs 

NIWL007197 Hs.31664 frizzled (Drosophila)homdog 10 

NN/L002589 Hs.34073 BH-prolocadherin (brdn-heart) 

X07820 Hs^58 matrix metalloproleinase 10 (stromelysln 

M13S09 Ns.B3ie9 matrix metailoproteinase 1 (inteistiiiai 

BE440042 Hs.83326 matrix metalloprotdnase 3 (stromelysin 

AA321649 Hs.2248 smai! indudble cytokine subramfly B (Cy 

AA009647 Hs.8850 a disintegrin and metattoprotelnase doma 

D31152 Hs.179729 cdlagen. type X, alpha 1 (Schmkl metaph 

H03754 Hs.152213 wlngless4ypeMMTV integration site fami 

U31875 Hs.272499 shorWiainalcdid dehydrogenase family 

AIS72490 Hs.99765 Homo sapiens cONA:FU21245&. done C 

At732617 Hs.182362 ESTs 



D30763 

N78223 

R13474 

V00571 

AW500486 

A1128386 

T61430 

AW273802 

AW014875 

AL157504 

AI625835 

AW295923 

A1204995 

BE465451 

NWL014721 

BE296227 

BE092336 



HS.11S263 

Hs.108106 

Hs.2g0263 

Hs.75294 

Hs.180510 

Hs.143655 

Hs.11340 

Hs.137007 

Hs.159115 

Hs^104 

Hs255472 

Hs.105925 
Hs.102471 
HS.250B22 



Iranscripikm factor 

ESTs. Weakly simlar to 138022 hypothefi 
corticotropin releasing honnone 
spQctng factor profine/gtutamine rfch ( 
ESTs 

gb:yc06a03^1 Stratageneking (937210) H 

hypothefical protein FU23047 

ESTs 

Homo sapiens mRNA; cONA DKFZp586CX)724 (f 
Homo salens mRNA; cONA DKFZp667D226 (fr 
KIAA1843 protein 

gb-.anO3c03j(1 Stratagene schizo brain SI 
single-niinded (Drosophna) homdog 1 
KIAA0680gensprodud 
MrinefflhfBonlne Bnase is 
^dL2-aT0734-24040(MI72-A12 BT0734 Homo 
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49.00 

46.00 

46.00 

44.00 

43.95 

43.00 

43.00 

43.00 

42.00 

40.00 

38.00 

37.00 

36.00 

35.00 

34.00 

34.00 

33.00 

32.00 

31.00 

29.20 

26.00 

25.00 

24.00 

22,10 

19.00 

19.00 

17.37 

16.00 

14.00 

13.00 

10.80 

10.00 

9.60 

9.00 

8.09 

a07 

&07 

8.04 . 

7.23 

7.00 

5.18 

5.00 

4^ 

4.24 

3.74 

3.19 

3.00 

153 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

517.00 

616.00 

226.00 

27&ra 

56.11 

264.00 

124.00 

1.00 

1.00 

1X0 

141.00 

98.00 

159.00 

1.00 

liX) 

7.60 

99.00 

1.00 

aoo 

Z79 

94.00 

1.22 

1.00 

1J7 

1.00 

5.00 

89.00 

1X0 
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44g773 R76294 Hs.302383 ESTs 1.00 

443054 AI745185 H$.8339 yes^ssodated protein 65 kOa 90j00 

432097 X51730 Hs.2905 progesterone receptor 1.00 

. 453216 A1137566 Hs.32405 Hdnw sapiens rnRNA; eONA OKFZp588G0321 (f a38 

5 430184 AB013802 Ks.2347go contacOnS 1.00 

432239 X8t334 Hs.2936 matrix metallopratelnase 13 (ooDagenase 7.23 

415025 AW207091 Hs.72307 ESTs 1.00 

416575 WQ2414 Hs.38383 ESTs 1.00 

443171 BE281128 Hs.9030 TONDU a92 

10 424834 AKD01432 Hs.153408 Homo sapiens CONAFU10570 lis. done HT 20.30 

400844 0.60 

409402 AF208234 Ks.69S cysta&i B (stefin B) 1.96 

412420 AL035668 Hs.73853 t}one morphogenefic protein 2 1.38 

435563 AF210317 HS.9S497 sotutecanierf8m3y 2(fad&tate(lolu Z60 

IS 400751 1.34 

436361 AA825814 iHs.149065 ESTs a92 

455612 BE042B96 Hs.274848 ESTs 0.81 

447437 U0722S Hs.339 purinergic receptor P2Y.GiifOteincoupt 1.S5 

404148 0.77 

20 431089 'BE041395 HS.2B3676 ESTs, Weakly sinnilar to unknoum protein 1.00 

446619 AU076643 Hs.313 secreted phosphoprotato 1 (osteopontin. &47 

416658 U03272 Hs.79432 lityfllln 2 (congenilBl contracture) ara 3.92 

442994 AI026718 Hs.169S4 ESTs 0.40 

415327 H22769 gti:ymS4cOZr1 Soares infant tirain 1NIBK 0.47 

25 418624 AI734080 Hs.104211 ESTs 1.90 

452850 H23230 Hs.22481 ESTs. Moderately simitar to A46010X«n 0.54 

401747 Homo sapiens lieraQn 17 0<RT17). 7.22 

442432 BE093569 Hs.38178 hypottieGcaIpratotnFU23468 5.10 

418259 AA215404 Hs.137289 ESTs 1.28 

30 432374 W6881S Hs.301885 Homo6ap{enscDNARJ11346fis.donePL 8.13 

403381 21.00 

420923 AFQ97021 H8.273321 diHBrenliaBy expressed In hematopdeti 0.W 

416216 AA662240 1^.283099 AF15q14 protoin 11.29 

444849 AW207523 Hs.197628 ESTs 0.10 

35 407811 AW190902 Hs.40098 cysteineknotsuperfamilyl.BMPantagon 4.64 

402230 1.64 

412530 AA766268 Hs.266273 liypothelical protein FU13346 2.97 

447334 AA515032 Ks.91109 ESTs 0.62 

432829 W60377 Hs^772 ESTs 0.86 

40 418686 238830 85.87268 annexinAS 8.44 

421508 NM.0C4833 Hs.105115 at}sentinmelanonia2 Z68 

410553 AW016824 Hs.255527 tiypothelical protein MGC1 41 28 2.22 

419183 U60669 Hs.89663 cytochrome P450.subfenfly XXIV ^filBnft^ 78.00 

425721 AC002115 H3.159309 uroplaWnlA a88 , 

45 420370 Y13545 Hs.97234 uroplaldn2 a87 

417720 AA20S625 Ks.208087 ESTs 5.83 

437852 BE001836 HS.2S6897 ESTs. WIedkly similar to dl36501Z1 (H.sa 1.07 

431753 X76029 Hs.2841 neuromedin U 7.00 

^_ 402075 286.00 

50 423017 AW178761 Hs.227948 serine (or cysteine) proteinase inhiblto 363.00 

406687 M31126 Hs.272620 pregnancy specific bela-1-glyooproteln 9 4.61 

405064 1.00 

428664 AK001666 his.189095 similar to SALL1 (sal (DrosophOaHike 2.00 

441233 AA972965 Hs.135568 ESTs 1.W 

55 456034 AW450979 gb:Ul-H-8t3^a«12-04Jl.s1 t^CI.CGAP.Su 1.23 

414221 AW45097g gb:UI-H-BI3^ia4-12-0^l£l NCI.(Xy^_Su a65 

412296 AW936233 gl}:QV0-OT0020^200-107^DT0020Homo 1.00 
405494 1.00 

407189 AA598927 gb:ae37e03uSl GessterWUmstoimrHomos 1.00 
60 403085 1.00 

408633 AWg63372 H5.46677 PRO2000 protein Z46 

435257 AA677026 H3.191217 ESTs 1.00 

410044 8E566742 Hs.58169 iilglily expressed In cancer, lid) In lex 1.00 

445182 AW189787 Hs.147474 ESTs 050 

65 417275 X63578 Hs.295449 parvalbumin 1.00 

418406 X73501 Hs.84905 cytokeralin 20 1.00 

421110 AJ250717 Hs.13S5 calhepsinE 1.00 
408081 Z13 

449448 D60730 Hs57471 ESTs 123L00 

70 451668 Z43948 ' Hs.326444 cartilage addto protein 1 0.37 

408243 YQ0787 Hs.624 interieuUnS 3.35 

436246 AW450963 Hs.119991 ESTs 51.00 

440304 eE159984 Hs.125395 ESTs 1.00 
402778 1.00 
75 406117 1.00 
406360 71.00 

435347 AW014873 Ks.116963 ESTs 1.00 

445550 A1242754 Hs.137306 ESTs '1.00 

451359 HB5334 Hs.336623 ESTs 1.00 

80 419559 Y07828 Hs.91096 ring 6nger protein 1.00 

429486 AF1S5827 Hs.203963 hypolheticai protein FU10339 58.00 

425420 BE536911 Ks.234545 hypoUiefical protein NUF2R 1.00 
402901 0.85 
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414918 
417715 
442577 
418867 



10 

15 

20 

25 

30 

35 

40 

45 



412610 

4146B3 

431322 

403903 

409033 

422282 

425852 

414987 

430168 

4S9702 

446082 

400843 

417409 

438738 

437181 

404875 

436293 

422809 

425B83 

404977 

431347 

413804 

432842 

420876 

422119 

400846 

421100 

430152 

402777 

417151 

411248 

405034 

406671 

431070 

453134 

440006 

416068 

424364 

439780 

438315 

418937 

444163 



50 
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60 

65 

70 
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407581 
433078 
417003 
446024 
427747 
419741 
453883 
426847 
446009 
457292 
415949 
420281 
446673 
450983 
414792 
437553 
421218 
426900 
414595 
402305 



A1219207 Hs.72222 hypolhefcd protein FLJ13459 

AW969587 Hs.86366 ESTs 

AA292998 Hs.163900 ESTs 

D31771 Hs 89404 msh (Drosophte) homeo 1»x homolog 2 

AF038007 Hs.166195 ATPase. Class 1. type BB, member 1 

X90908 Hs.74126 faUy add binding protein 6, iea (gas 

S78296 Hs.75888 hypolhefical protein M6C12702 

AW970622 gb:EST382704 IWAGE resequencas, MAGK Homo 



AF019225 Hs.114309 apofipoprotein I 

AK001504 Hs.1 59651 dealli receptor 6. TNF supertamBy memoer 

AA524394 Hs.294022 hypoMca! protein FU14960 

AW968343 Hs.24255 DKFZP434I1735 protein 
AI20499S 

AI274139 Hs.156452 ESTs 

BE272506 Hs.82109 syndecan! 

BE2465Q2 HsS598 sema domain, Immunogtohiindornanwj, 

AI306615 Hs.125343 ESTs. WeaWydmllar to WAA0758 protein 

AI601188 Hs.1 20910 ESTs 

AK001379 Hs.121028 hypoWcal F^^^^^^™- ...j^^^^ „ 
AL137708 Hs.161031 Homo sapiens mRNA;cDNADKFZp434K0322(f 

Insidin^ilce growth factor 2 (somalomedl 
AI133461 Hs:251664 insu!iiv4l1(e growth fai*)r 2 (somato^ 
V64682 gb:yc48bOZr1 Stratagene liver (937224) 

AW674093 Hs^34822 hypothetical protein MGC4485 
AA918425 H8.177744 ESTs 
AI277829 H8.111862 KIAA0590 gene ptodud 

soitilin-related receptor. UOLRclass) 
AW351839 Hs.124660 Homo sapiens cDNA:FU21763 lis, Clone C 
AB001325 Hs.234642 aquaporin3 

AAig4055 HS.2938SB ESTs 

AA551538 Hs.334605 Homo sapiens cONA FU14408 fis. done HE 

ALC35754 Hs.2474 toD-nke receptor 1 ^^^^^ 

AA129547 ,Hs.285754 melprotoK)ncogenB(hepa!ocytegrtwaia 

AW408164 Hs.249184 transcription factor 19 (SCI) 

AA032211 Hs.118493 ESTs 

AK000517 Hs.6844 hypothetical protein FU2D510 

AW971155 H3^3S02 ESTs. WeaWy similar to ISHUSSprote^^^ 

AW383226 HsJZOI 1 89 ESTs, Weakly similar to G01763 atrojMiin- 

AL109688 gb:Homo saj^ mtVlA full length insert 

R56795 Hs.82419 ESTs 

T71508 Hs.13861 ESTs. WeaWy similar to T42383probabte 

A1126098 ^:qc54Q07.xl8oaiBSjJlacenta.8to9wedo. 

AI149332 Hs.14855 ESTs 

R4B402 Hs.173508 P3ECSL . 

AW015188 Hs.121575 Homo sapiens cONA FU12231 6s. done MA 

AL038170 Hs.80756 betabw^wmocysteinemethyllransferase 

AB040946 Hs.284227 lOAAlSIS protehl 

AW411425 Hs.180655 serine/threonine kinase 12 

NH/L007019 H8.93002 uhiquHIn carrier protein E2-C 

AI638516 Hs52630 cofactor required for Spl Iranscriptnna 

S78723 Hs^98623 ^^lydroxyliyptamlne (serotonin) receptor 

AI989885 Hsi31926 ESTs 

AI921270 Hs.334882 hypothetical protein FU14251 

H10S62 Hs.2ie91 ESTs 

AI623693 Hs.191533 ESTs ^ 

NiyL016361 Hs.15871 LPAP for lysophosphafidfc add phosphate 

AA305384 Hs.25740 ER01 (S. caevisiaeHilw 

BE314949 Hs.8712B hypothetical protein FUMSM 

mSS36 Hs.130497 ESTs. Weakly simiter to MAT8J1UMANCHU)R 

NiyL000499 Hs.72912 cytochrome P450.8UbfafriDy I (aroinaDcc 

AW163564 Hs>142375 ESTs 

AA641726 Hs589015 hypotheHcd pmteh MGC4171 



445911 
436608 
423916 
405932 
401760 
452240 
421064 
421373 
427239 



Ai 137967 flblW<FZp761D2315_r1 761 (synonym: hainy2) 

^5987 HS.145B45 ESTs. »A)deratdy similar to AlAJU^ 

AA628980 Hs.192371 <Jown8ynchwnecri6^^ 

AW993496 Hs.17235 Homo saptens done TCOCIADOITBiflRNAsequ 



422406 
413278 
453339 
454789 



A1591147 

A1245432 

AA808229 

BE270447 

ACQ04770 

AF02S441 

BE563085 

6E273648 

BE156314 



H161232 

Hs.101382 

Hs.167771 

Hs.174070 

Hs.4756 

K5.116206 

Hs^ 

Hs.32963 



ESTs 

tumor necrosis fador, aIpha4nduoed pro 
ESTs 



flap stnicture-spedficendonudease 1 
Opa^teracGng protein 5 
interferon-sfimulated protein, IS kDa 
cadherin 6. type 2, K-cadherin (fetal M 
gbK3V0-HT0367-150200.114<»2 HT0367 



0.87 
5.12 
2.19 
1.54 
1.11 
1.27 
a67 
0.03 
a87 

ai3 

2.13 

1.05 

Z59 

169 

1.00 

0.60 

0.76 

1.78 

1.20 

0.50 

0.80 

1.40 

3.03 

0.94 

0.99 

1.10 

0.85 

1.20 

0.85 

0.71 

0.75 

4.01 

1.74 

0.70 

0.99 

1.48 

1.00' 

18.68 

1.94 

0.70 

Z19 

0.25 

Z7A 

3.07 

0.65 

1.18 

0.85 

0.59 

0.82 

0.92 

0.62 

a92 

1.42 

1.68 

1.57 

a08 

1.00 

0.98 

aei 

7.01 
0.72 
Z21 



0.54 

0.06 

0.46 

0.83 

0.89 

0.04 

0.49 

0.65 

a63 

1.76 

Z61 

453.n 

1.04 

17.00 

1.16 

1i8 

3.19 

1.73 

1.00 

1.00 
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434487 


AF143887 


Hs.337588 


EST8. Modoataly similar to S65657 etpha 


a06 


424008 


R02740 


Hs.137555 


putaOve chemcddne receptor GTP-tbding 


Z45 


416067 


A)1279Sa 


Hs.63393 


cystaSnE/M 


1.41 


441801 


AW242799 


Hs.86386 


EST8 


i4aoo 


423536 


U2075 


Hs.1666 


guanine nudeotidB binding protein (G pr 


Z45 


410153 


BE311926 


Hs.15830 


hypotfief]cal protein FU12691 


58.00 


400409 


AF153341 


Hs.283954 


Homo sapiens winged lielbc/rofkhead trans 


1.17 


452316 


AA298484 


HS.6126S 


ESTs. Moderately similar to 6766 JIUMAN P 


0.66 


427587 


BE348244 


Hs^2628 


ESTs, WsaMyslmBarto 178885 serlneAh 


0.91 


451161 


AA211329 


Hs^6006 


hypotlietical protein FU10559 


i.ra 


453204 


R10799 


Hs.191990 


ESTs 


1.13 


437240 


AA747537 




gbaixSScOS^I Na_CGAP_GCB1 Homossfiiens 


1.00 


405531 






a92 


440249 


A1246S90 


Hs.337275 


ESTs 


1.32 


428783 


Z19084 


Hs.172210 


MUF1 protein 


1.17 


434192 


AW38ni4 


Hs^371 


ESTs 


1.00 


407881 


AWD72003 


H5.40968 


heparan sulfate (gluoosanvne) 3-0-sultot 


87.14 


402001 






37.00 


433967 


AF113018 


Ks.284302 


PR01621 protein 


1.00 


4S1S92 


AI805416 


Hs^13897 


ESTs 


10.00 


422170 


AI79ig49 


Hs.112432 


anlKMuOefian l)ormone 


a67 


408947 


AL080093 


Hs.49117 


Homo sapiens mRNA; cONA OKFZp564N1662 (f 


i.ra 


452732 


BE300078 


Hs.60449 


Homo sajdens; done IMAGE:3535294, mRNA, 


a99 


441940 


AW298115 


Hs.128152 


ESTs 


ass 


425048 


H05468 


Hs.164502 


ESTs 


a33 


444008 


BE544855 


Hs.220756 


ESTs. Wealdy slmilarto SFR4.HUIi^ SPLIC 


1.01 


421307 


BE539976 


Hs.103305 


Homo sapiens mRNA; cDNA DKFZp434B0425 (f 


1.06 


423853 


AB011537 


Hs.133466 


siit (DrosophBa) liomolog 1 


a45 


407846 


AA426202 


Hs.40403 


Cbp;p30O4ntBracling transactivator. wit 


a62 


410348 


AW182663 


Hs.95469 


ESTs 


1.00 


419078 


M93119 


Hs.89584 


hsulinoma-assodated 1 


ao4 


414907 


X90725 


Hs.77597 


polo (Drosopl)iaHika Idnase 


1.04 


441795 


N58115 


Hs.21137 


A0024 protein 


10.00 


418583 


AA604379 


Hs.86211 


tiypotiialical protein 


1,22 


444342 


NM.014398 


Hs.10887 


similar to (ysosome^ssocialed membrane 


106.67 


413385 


M34455 


Hs.840 


indoleandne-pyrrole Z3 dioxygenase 


2.30 


441495 


AW294603 


Hs.127039 


ESTs 


a44 


417933 


X02308 


Hs.82982 


Ihymidylaie synthetase 


Z46 


412661 


N32860 


Hs.24611 . 


ESTs. Wealcly similar to 154374 gene NF2 


1.00 


411880 


AW872477 




gb:hm30f03j(1 Na.CGAPjrhy4 Homo saptens 


1.00 


417771 


AA804698 


K8.82S47 


retinoic add receptor responder (tazaro 


1.44 


430034 


X60155 


Hs.227767 


zinc finger pralein 41 


1.00 


421379 


Y15221 


H5.103982 


smaH inducible cytokine suMamBy B (Cy 


Z87 


454417 


AI244459 


Hs.110826 


trinucleotide repeat containing 9 


0.54 


429257 


AW1637g9 


HS.19836S 


^34HSpho5phoglyceFate mulase 


zzr 


417599 


AA204688 


Hs.136201 


ESTs 


101 


438366 


AA805760 


Hs.303567 


ESTs 


too 


438746 


A1885815 


Hs.184727 


ESTs 


1.47 


409691 


T89983 


Hs^46042 


Homo sapiens, done MGC:5437. mRNA. comp 


1.00 


408827 


AW275730 


H&2S482S 


ESTs 


1.00 


414735 


BE468016 


Hs^81904 


ESTs 


1.00 


422278 


AF072873 


Hs.1 14218 


frizzled (DrosophRa) homotog 6 


5.21 


412719 


AW016610 


HS.12S911 


ESTs 


494.00 


417034 


NM.006183 


Hs.80962 


neuiotensin 


1.00 


430486 


88)62109 


HsJ415S1 


dtloride channel, caldum acBvated, fsm 


23^ 


407788 


BES14982 


Hs^8991 


3100 caiduRvbindIng protein A2 


6.98 


413753 


U17760 


Hs,75517 


lamlnin. beta 3 (niotin (125kO). kaSnin 


7.50 


424012 


AW368377 


Hs.137569 


tumor protein 63 kOa with strong homotog 


9.77 


425650 


NM.001944 


Hs.1925 


desmoglein 3 (pemphigus vulgaris antigen 


445.00 


412140 


AA219691 


Hs.73625 


RAB6 Interacling. kinesirv4ike (rsbMnes 


13.93 


423673 


BE003054 


Hs.16g5 


matrix mBtdk)proteinase 1 2 (macrophage 


12.77 


452838 


U65011 


Hs.30743 


preferentially expressed an^ in mela 


45.00 


416663 


AK001100 


Hs.41690 


desnnooollin 3 


10.69 


409632 


W74001 


Hs.55279 


serine (or cystine) proteinase inhibtto 


&29 


429610 


AB024937 


Hs.211092 


LIINX protein; PLUNC (palate lung and nas 


0.88 


406690 


M29540 


H5;J20529 


cardnoembryonic antigen^lated eel ad 


38.31 


421948 


L42583 


H5.334309 


kerafln6A 


36.81 


431846 


BE019924 


Hs^71580 


uroplakinIB 


1.37 


424098 


AP077374 


Hs.139322 


small pfoGne4ich pioteto 3 


8.85 


453964 


AI961486 


Hs.12744 


ESTs 


a40 


446856 


AI814373 


Hs.164175 


ESTs 


1.16 


443648 


AI085377 


Hs.143610 


ESTs 


2.15 


408522 


AI541214 


Hs.46320 


Small pfoline^ protein SPRK [human. 


4.39 


431384 


BE156000 




gb:MR2-HT0377-150200-202-e03 HT0377 Homo 


1.18 


422158 


L10343 


Hs.112341 


protease inhlbilar 3, skirKdeHved (SKAL 


4.22 


435505 


AF200492 


Hs.211238 


lnterleukin-1 homdog 1 


164.00 


417366 


BE16S269 


Hs.1076 


small proCneflch piotdn IB (corhHIn) 


9.85 


431958 


X63629 


Hs^ 


cadhenn 3, type 1, P~c3dtterin (ptocento 


5.59 


441020 


W79283 


HSJ5962 


ESTs 


5.76 


423217 


NIyL000094 


Hs,1640 


coQagen. type VU, alpha 1 (epidermoiys 


1.97 


448733 


N1^005629 


H8.187g58 


sduto canter family 6 (neunstransmitte 


1.09 


444371 


BE540274 




brtiieadboxMI 


Z44 


422168 


AA5B6894 


HS.11240B 


S100 cddum^ng protein A7 (psorias 


&39 
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3.11 

11.07 

9.54 



429259 AA420450 Hs.29291l ESTs, Highly simlartaS6071 2 b»d-6^^r 2.53 
426440 BE382756 Hs.1 69902 solute carrier family 2 (faclTrtatsdghi j-^f 
437044 AIJ035864 Hs.69517 cDNA for (fifferentially expressed C01 6 g 2.30 
423662 AK001035 Hs.130881 B^^liaUlymphomallA (zinc linger pro 1.04 
5 428484 AF104032 Hs.t84601 solute canier family 7 (caliorifc amino 
401781 

429211 AF052693 Hs.198249 gap junction protein, beta 5 (connexln 3 |-62 
417389 BE260964 Hs-82045 nididne (neurile growth-pronwting factor T-^nn 
10 423834 AW959908 Hs.l690 heparin-binding growth factor binding pf ^f-^ 
417515 L24203 Hs.82237 ataxia^elangiedasla group D-assodaled ^js 
441362 BK14410 Hs.23044 RAD51 (S,c8revisiae)homolog(EcofiRe 3»o 
440704 Mfi9241 Hs.162 InsuMe growth (aclor binding prole 

425322 US3630 Hs.155637 proteki tdnase. DNAractivatsd. calaJyIic 5-20 
15 431221 AA449015 Hs.286145 SRB7 (suppressor of RNA polymerase B, ye 

449003 X76342 Hs.389 alcohol dehydrogenase 7 (dass »V). mu o 72.00 
431009 BE149762 Hs.48955 gapjunctjonpfoletn,beta6(connewn3 

409103 AF251237 Hs.112208 XAGE-I protein "Ji 
417542 J04129 Hs.82269 progestagen-associaled endometrial prota 
20 428471 X57348 Hs.184510 stratilin ^ ^ ?ri 

418004 U37519 Hs,87539 aldehyde dehydrogenase 3 family, member i ^i 

414761 AU07722B Hs.77256 enhancer of zesle(Drosophila)homotog 2 
451541 BE279383 Hs.26557 plakopWnn3 

418203 X54942 Hs.83758 C0C28 protein Wnase 2 J™ 
25 447343 AA256541 Hs.238894 ESTs. Highly similar to 802392 alpha-im "8 
437016 AU076916 Hs.539B guanine monphosphate synthetase 

429812 AF062649 Hs.252587 pituitary tumor-transfbmilng 1 JJJ 
449230 BE613348 Hs.211579 melanoma cell adhesion molecule J»» 
446989 AK001B98 Hs.16740 hypothetical protein FU 11 036 
30 457819 AA057484 Hs.35406 ESTs. Highly similar to unnamed protein Z.Z5 
410555 U92649 Hs.64311 adisintegrinandmetallopfoteinasedoma 

430677 Z26317 Hs.94560 desmoglein2 l;^ 
424687 405070 Hs.15l738 matrix metaltoproteinase 9 (gelatinase B 

414430 AI345201 Hs.76118 ubiquiQncaitoxyHerminal esterase LI i-^ 
35 422963 M79U1 Hs.13234 ESTs 2.a 
418462 BE001596 Hs.85266 inlegrin.bBla4 J'™ 
450832 AVra706G2 Hs.105421 ESTs 
410274 AA381807 Hs.61762 hypowa^ndiaible protein 2 

408353 BE439B38 Hs.44298 mitochondrial iftosoroal protein S17 J-^ 
40 458933 AI638429 Hs.24763 RAN binding protein 1 J-JJ 
439394 AA149250 Hs.56105 ESTs 

418478 U38945 Hs.1174 cydln^iependenl kinase Inhibitor 2A (me J." 
453633 AA357001 Hs.34045 hypothelical protein FU20764 J-W 
446269 AW263155 Hs.14559 hypothellca! protein FU 10540 All 

45 422765 AW4097ai Hs.1578 l)aculoviral lAP repeat-containing 5 (sur Jju 
436481 AA379597 Hs.5199 HSPC1 50 protdn similar ta ubiquifin-con J-M 
440325 NiyL003812 H8.7164 adislntagrinandmetalloproteinasedoma OjM 
439606 W79123 Hs.58561 G proleliwMupled receptor 87 JJ^w 
453884 AA355925 Hs.36232 KIAA0186 gene product J*!^ 

50 45^34 AA581322 Hs.4213 hypothetical protein MGC16207 

451743 AW074266 Hs^071 ESTs ^ 
413129 AF292100 Hs.104613 RP42homoIog _ 

408974 M57293 gb:Human paralhyrcrfd homwnfrfelalBd pep i»w 

413281 AA861271 Hs.222024 transcription factor BMA12 |^ 
55 444781 NM.014400 Hs.11950 GPI-andiocod melastasls-associried prole 
416819 U77735 HS.8020S plmr2oncogene 
451320 AW1t8072 HsJ99ei diacylglyccrol kinase. zeta(104M)) 

418543 NIUL005329 Hs.85962 hyaluronan synthase 3 i.i» 
454034 NM_000fi9l Hs.575 aldehyde dehydrogenase 3 famly, member 

60 425397 J04088 Hs.155346 topolsomerase (DMA) II alpha (ITOkD) JOJ 
413004 T35901 Hs.75117 Interieuldn enhancer binding factor 2. 4 i.w 
4(TO4 AW016569 Hs.136414 UDP^cNAc:betaGaIbeta-1.3^ac8tylgluc 7.M 
415817 U88967 Hs.78867 protein tyrosine phosphatase, receptor-l aaoo 
435013 H91923 Hs.110024 NADH:ubiquinoneoxMoreductasaMLRQsubu i.m 

65 430337 M36707 Hs.239800 calmoduTin^S 

419121 AA374372 Hs.89626 parflBiyroid homwn^ hormone 

448993 AI471630 Jte^127 KIAAfl144 gene product !.» 
440138 AB033023 Hs318127 hypothetic^ protein FU10M1 2B«» 
421817 AF146074 Hs,108660 ATP^iinding cassette, subfamily C (C^^R 1.24 
70 425245 A1751768 Hs.1 55314 KIAA0095 gene produd J-« 
430393 BE185030 Hs.241305 estrogen-responswe B box protein <•» 
420462 AF050147 Hs.97932 diondromodufin 1 precureor 
418678 NMJ)01327 Hs.167379 cancerftestis anfigen 

428182 BE385042 Hs.293317 ESTs. WeaWy similar to GGCl^HUMANGAliT l-OJ 
75 427335 AA44B642 Hs.251677 G antigen 7B 

409420 Z15008 Hs.54451 laralnin.gamma2(nlceln(100kD).kalim 6.53 
438956 W00847 Hs.135056 Human DMA sequence Iran done RP5-850E9 1-35 
421917 AB028943 Hs.109445 WAA1020 protein O-SJ 
404440 

80 409582 R27430 Hs771565 ESTs JJJ 
415569 NM_005025 Hs.78589 serine (or cysteine) proteinase Inhlbrto i« 
433091 Y12642 HsJ185 lymphocyte antigen 6 complex, locus 0 1.61 
408122 AI432652 HS.42B24 hypoOieical protean FU10718 1.95 
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408380 

437412 

449976 

446102 

428479 

422487 

423761 

436291 

423725 

440659 

434360 

437915 

438898 

441553 

418379 

436396 

429413 

422283 

415360 

423849 

446292 

429538 

447289 

428004 

415091 

416209 

408572 

404996 

438915 

453922 

424046 

430563 

438702 

444378 

433485 

407839 

439223 

409041 

429226 

409757 

411089 

436511 

449207 

453331 

409935 



AF123050 



445443 
407137 
401785 
412723 
450701 
405770 
439453 
420783 
414774 
424629 
437789 
454098 
453968 
427441 
403478 
400842 



H06350 

AW168067 

Y00272 

AJ010901 

NM_006194 

BE5684S2 

AJ403108 

AF134160 

AW01541S 

AI637993 

AI819863 

AA281219 

AA218940 

AI683487 

NM.014058 

AW411307 

F07953 

AL157425 

AF081497 

BE182592 

AW247017 

AA449563 

A1044872 

AA236776 

AA055611 

AA280174 

AF053306 

AF027866 

AA481269 

AI879064 

R41339 

AI493076 

AA045144 

AW23829g 

AB033025 

A1553633 

NM.001898 

AA4S6454 

AA721252 

AL044222 

A1240665 

AWS11413 

AF120274 

AV653838 

T97307 

AA648459 
H39S60 

BE264974 

At659838 

X02419 

M90656 

Ai581344 

W27953 

AA847843 

AA412605 



Hs.44532 

HS34744 

HS.13S056 

HS.2529S5 

Hs.184572 

Hs.198267 

Hs.132576 

Hs£101 

Hs.132127 

Hs.7327 

Hs.127780 

HSJ202312 

H&106243 

Hs.121296 

Hs.137516 

Hs.152213 

Hs.201877 

Hs.114311 

Hs.16085 

Hs.133315 

Ks.27g682 

Hs.11261 

Hs^978 

Hs.151393 

Hs.77910 

H5.79078 

Hs^26568 

Hs^81 

Hs^708 

Hs.138202 

Hs.108660 

Ks.54618 

Hs.12569 

Hs.201967 

Ks.161566 

HS.25Q618 

Hs.50081 

Hs.337139 

Hs.123114 

Hs.183418 

Hs^1502 

Hs.23255 

HsJ895 

H&278025 

Hs.194689 

Hs.322g71 



Homo sapiens mRNA; cONA OKFZp547C136 (fr 
Human DMA sequence bom done RP&650E9 
ESTs 

oen dMskm qrde 2. G1 to S and G2 to 

mudn 4, tracheobronchUI 

paired box gene 9 

protein regulator of cytoUnesIs 1 

hypolhelica! protein LOC57822 

claudinl 

ESTs 

Homo sapiens done Nil NTera201 teratoca 

ESTs 

ESTs 

fidgelin^kel 

wingless-type MMTV integration site (arni 
DESC1 protein 

CDC45 (cell division cycle 45, Sx:erevb 
putaSve G-p(Ot^ cotQ)Ied receptor 
Homo sapiens mRNA; cONA 0KFZp761 J1324 (f 
RhtypeCglycoprotdn 
small proOne-ridi protein 2A 
melanoma antigen, family A. 3 



3-hydroxy-3-melhy1glutaiyl-Coenzyme A sy 
MAD2 (mllDtic arrest defictent. yeast, h 
ESTs. fktoderately simBar to AliJ4.HUMAN A 

Wililams-Beuren syndrome chromosome regl 
budding uninhlUN by benzimidazoles 1 
serine (or cysteine) pmteinasa intiibito 
ATP-binding cassette, subMiy C (CFTR 
ESTs 
ESTs 

didoteto reductase tentity 1. member C2 
ESTs 

UL16bin(fing protein 2 
K1AA1199 protein 
ESTs 

cystdin SN 

celt di^sion cyde 2-Gltt 1 (PfTSLRE pr 

ESTs 

nucleoporin ISSkO 

ESTs 

ESTs 



Hs.335951 
Hs.288467 

Hs.6566 

Hs.99923 

Hs.77274 

H5.151393 

Hs,127812 

Hs.2g2911 

Hs.62711 

KS.1780S3 



ESTs 

gb:y8$31i05Al Soares fetal Over spteen 

hypothetical protein AF301222 

Homo sapiens cONA aJ12260 lis, done MA 

Ihymid honnone receptor interactor 13 
lectin, galadosida-binding, soluble, 7 
plasminogen adjvatar, urokinase 
glutamate-cysteine ilgase. catalytic sub 
ESTs, We^y siniar to T17330 hypotheti 
ESTs. Highly similar to S60712 band^ 
Homo sapiens, done iMAGE:3351295, mRNA 
SPANX family, member C 



441525 


AW241867 


Hs.127728 


ESTs 


452865 


AI924046 


H5.119S67 


ESTs. Weakly simiiar to A47582 B<en gr 


405646 








427260 


AA663848 




gb:8e70b06.8l Strategene schizo brain SI 


431413 


AA504777 


HS.10S293 


ESTs 


401994 








402420 








404298 








404927 








434105 


AW952124 


Hs.13094 


presenOins assodated rtnmbdd^ pro 


438961 


AW37S974 


Hs.156704 


ESTs 


429563 


BE619413 


Hs^437 


euIcaryo8c translaSon initiation factor 


426087 


AW5646gi 


Hs.97053 


ESTs 


428810 


AF068236 


Hs.193788 


nitric oxide synthase 2A Cmdudbte. hep 


426897 


AWg76570 


Ks^7 


ESTs 


443892 


A1889572 


Hs.134791 


ESTs 


413223 


AI732182 


Hs.191866 


ESTs 


413691 


AB023173 


Hs.75478 


ATPase. OassVI. type 118 


423934 


U89995 


Hs.159234 


ftiridwad box El (thyroid transoqitton ( 


425159 


NML004341 


Hs.t5488a 


cartjamoylfhosphde synthetase 2, aspart 


420758 


AW297S36 


HSJ3053 


ESTs 



7.23 
1J5 

0. 81 
1.03 
137.00 
7.91 
36.00 
S.35 
207.00 
3.06 
3.89 
1.2B 

1. ra 

1.47 

40.42 

14.25 

5l17 

1.95 

0.18 

1.00 

2.09 

6.14 

1.00 

44.00 

149.00 

127.00 

2aoo 

147.00 

1.00 

54.00 

139.00 

22.00 

1.00 

1.00 

41ilO 

7.50 

339 

24&00 

10.69 

3.19 

0.78 

a23 

1.68 

5.21 

0.75 

I. 17 
1X0 

II. 42 
2.76 
107.00 
Z17 
2.42 
4.24 
450 
1.95 
1.44 
1.00 
1.33 
1.11 
5.00 
a78 
0.16 
a79 
1.50 
1.05 
a79 
1.00 
125 
0.05 
a64 
88.00 
0.96 
358 
a92 

ag7 

066 
1.29 
1.00 

a79 

1.51 
2.59 
1J9 
0l89 
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10 



15 



20 



25 







Hs.1 33034 




A^A(%3935 


Hs.30837 




W05086 


Hs.1 14256 




R16811 


Hs^OlO 








4ZO049 


/UIIIUOO 

/VVW IMIAJ 


Hs.98729 






Hs.15S3g6 






Hs^614 






HsJ1331 






Hs.149089 


430686 


NM.001942 


Hs.2633 


438993 


AA828995 




448243 


AW369771 


Hs.52620 


4447B3 


AK001468 


Hs.62180 


4264Z7 


M86699 


Hs.169840 


422956 


BE545072 


Hs.122579 


445537 


AJ245671 


H8.12844 


453392 


U23752 


Hs.32964 


424905 


NM„002497 


Hs.153704 


400298 


AA032279 


Hs.61635 


415989 


AI267700 


Hs^17584 


403000 


L11690 


H5.620 


453160 


A1263307 


Hs.239884 


409361 




H&54416 


416208 


AW291168 


Hs.41295 



EST8 



ESTs. We^ similar to 201 7205A dihydro 
peirihiylglycine alpha-amidaSng (nonooxys 
ESTs 

hypothetical protein MGC5350 
ESTs 

desmoglein 1 

gbM)d77bQ8^1 Na^CGAP„0v2 Homo sapiens 
integrin^betaS 

anlllln (Drosophila Scraps tiomolog). xl 
TTK protein kinase 
hypolhetical protein FLJ10461 
EGF-likMlomain, nniltipla 6 
SRY (sexdetermlnino region Y)-box 11 
NIMA (never in niitD^ gene a]-re1ated k 
SK transmeiribrane epithelial antigen of 
ESTs 

bullous pempMgoid antigen 1 (230/240l(D) 
H2B Mslonefennily. member L 
sine oculis homeobox (Drosophila) homolo 
ESTsj!veakly siiriiarto iyiUC2LHUMAN MUDN 



1.00 

1.88 

0.11 

0.92 

0.89 

1.00 

37.00 

1.00 

59.00 

78.00 

127.08 

1.00 

133.00 

232.00 

68.00 

148.00 

40.75 

13.00 

106.00 

159.00 

i96.ra 

3i44 
7.00 
4.13 
45.00 



TABLg24B 



3 0 Ptey: Unique Eos probeset identifier number 
CAT number. Gene duster number 
Accessions: Genbank accession numbers 



35 


Pkey 




411B80 




412298 




413804 


40 


414221 




415327 




427260 




431322 


45 


431384 






432222 




437214 


50 


437240 


438993 




439780 




444163 




451844 


55 


453823 
454789 




456034 



Cat number Accessions 



1263110J 
1268043J 
1390710J 
142595.1 

1534137J 
276598^1 
331543J 
33264J 



343347J 

434730J 

435139_1 

467651J 

47673J 

593658J 

888230_1 

982526.1 

1234742.1 

142696.1 



AW872477BE088101T05990 
AW935233AW936272 
T646828E1681906E1682S6 



9BE011367 



;W4l5975Ml'3l6ii'AAT366^^ 
BE011368 BE011362 BE011215 BE011365 BE011363 
H22769 R35182 Z43545 F05783 N92089 H71928 
AA653848 AA4am» M^^^ 

^SSn^SMS6MAI522161 AV.854789 AW817408BE152005A17324t1 AA133084 

AA747537 BE08906B BE089070 
AAB2899S AA834879 AI926351 
AL109688 1^23665 R26578 
AI125098Ai184746All4852l 
T61430AI820546AI821336 
AL137967BE064160BE064186 

BE01 1368 BE011362 BE011215 BK1 1365 BE011363 



60 



65 



TABLE 24C . . — 

Ptey: Unique number corresponding to an Eos probasel u^vu^M^irn 
^ Sequence source. The 7 digit numbers in this column a«Ge^^ 

hanan chromosome 22." Dunham I. el aL. Nature (1999) 402:489495. 
Strand: Indteates DNA strand from whfch exons were predicted, 
Ntjwsition: Indicates nucteofide positions of predeted exons. 



numbers. T)unharal.elai"rerei8tolhepubllcaikmenBlled'TheONAsequ^ 





Pkey 


Rd 




70 


400751 


7331445 


Minus 


400842 


1927148 


Phis 




400843 


9188605 


Plus 




400844 


9188605 


Plus 


75 


400846 


9168605 


Rus 


401486 


7341763 


Plus 




401747 


9789672 


l\^us 




401760 


9929699 


Plus 


80 


401780 


7249190 


Minus 


401781 


7249190 


KAnus 




401785 


7249190 


^^nus 




401994 


4153858 


Minus 




402001 


9501818 


Plus 



Ntposition 

3539&-35533 
90462-90673 



24746.24872.25035-25204 
39310-39474 

131932.132451-132576.133580.134011 
^M43124.4321t.4333S.44607.44763.4S19MS281.46337.46732 
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402034 

402075 

402230 

402305 

402420 

402777 

402n8 

402901 

403085 

403381 

40347B 

403715 

403903 

404148 

404298 

404440 

404875 

404927 

404977 

404996 

405033 

405064 

405494 

405531 

405646 

405770 

405932 

406081 

406117 

406360 

406467 



7684482 
8117407 
9966312 
7328724 
9796339 
9588235 
9568235 
8894222 
8954241 
9438267 



7239669 
7710671 
9663703 
9944263 
7528051 
9801324 
7342002 
3738341 
6007890 
7107731 
7658416 
8050952 
9665194 
4914350 
2735037 
7767812 
9123861 
9142932 
9256107 
9795551 



KBnus 

Rus 

Minus 

Plus 

Plus 

Phis 

Rus 

Minus 

Pkis 



Rus 

Rus 

Mnus 

Rus 

Minus 

Rus 

Rus 

Rus 

Minus 

Plus 

Minus 

Phis 

Minus 

Rus 

Plus 

Rus 

Mnus 

Minus 

Rus 

Minus 

Rus 



86227-88451 

121907.122035,122804-122921.124019>124161.124455-124610.125672-126076 

29782-29932 

40832-41362 

129750-129919 

126786-126948 

128560-128702 

175426-175667 

165035-165334.165420-165713 

26009.26178 

116458-116564 

85128^292 

101165-102597 

78218.78418,79571-79709 

73591-73723 

80430^1581 

9558B-96732,97722-g7831 



43081-43229 

3799»8145.386S2-38998^9727.39B72,40S57.40S74.423S1.42450 

142358-142546 

81207-81416 

70284-70518 

35602-35803 

741-989 

61057-62075 

123525-123713 

3811&^1 

54304-54584 

7513-7673 

182212-182958 



TABLE 2SA: 691 genes upreguldted In head and neck cancer rel^ 

Tabte2SAIIstsabout691 genes upregulated in head and neck cancer relafivebnom^ body tissues that are likely to encode prot^ 

peptides, or antOradies. These genes were selected from 59680 probesets on the Eos/ARymetrix Hu03 Genechip array. Gene expression data for each probeset obtained from this 
analysis was expressed as average Intensity (Al), a nonnaHzed vahie refteding the relatwo level of raRNA expiesskm. The protein products of these genes often contain one or more 
domains indicative of have oncogenic function or of transducing Intracellular signals, or of being moduUtaUe by small molecirfes. peptides, or antibodies {e.g. pMnase, dealMomain. 
7tm. phosphatase, or tonjransporter). Certain predicted protein domains are noted. 

Pkey: Un'que Eos probeset UenOfier number 

ExAccn: Exemplar aocession number, GenBank accession number 

UnlGeneiD: INGene number 

P(ed.ProLDomans: Certain predicted protein domains. AbbreviaGons used: TM. transmembrane domain; SS. signal sequence; very Gkely to contain; =M. 

likely to contdn; other prolein domdn abbreviaikins are from PFAM (NucUc Adds Researoh, 2002. 30:276-280). 
UniGeneTSIe: UnlGene gene IIQe _ _ _ 

R1 BSIhpenantltoofheadandneckmerAbdIvMedbytheSOthpeicentitod 

subtracted from both the numerator and denondnalor 

Pkey; ExAocn; UnlgenelD: Uhigene TlUe; Pied.ProLOomains: R1 

422168; AA586894; H5.112408; SlOO cdtekjirvtindrng prolein A7 {psortas: elhand,SJ0O;TM=M;SS=N; 46.25 
408522; A1541214; Hs.46320; SmaD proHne-rich protein SPRK (human, ; none.Comtfin; 40.37 
417366; BE185289; Hs.1076; small proiineHich protein IB (comifin); OomIfin;TM=M;SS=N; 38.94 
401781; ; ; Target Exon; fiIament;TM=M;SS=N: 29.74 

422158; L10343; Hs.112341; protease Inhto'tor 3, sWn-derived (SKAL; wap;TM=M;SS=Y: 29.54 
401780; ; ; NM.0Q5557*:Homo sapiens keraSn 16 (fbca; filamentfnament; 28.58 
424098; AF077374; Hs.139322; smaH pfoBnwich protein 3; ComHin;TM=M;SS«N; 2155 

421948; L42583; Hs.334309: keratin 6A; filamenlRhoGAP,DUF2864)2P,Tropocnyosln,toburin,[XJF164.TBCA.C0iIa^ 25.74 

428471; X57348; Hs.184510; stratiiin; 14.3.3;TM=M;SS=N; a65 

417079; U65590; H$.81134: Interteukin 1 receptor antagonist; ILIn 21.02 

421574; AJ0001S2: Hs.105924: defensh. beta Z DefensinJ)eta;TM=M;SS^M; 20.83 

409801; AF237621; Hs.80828; keratin 1 (eptdeimotyBc hyperkeratosis); filament,bZlP.UvrD4iencase,TBCA;TM=M:SSsN: 20.72 

433091; Y12642; Hs.3185: lymphocyte antigen 8 complex, locus D; UPAfLLY6.toxinA*vinjBcp;TM=M;SS=Y; 19.63 

446292; AF081497; Hs.279682; Rh type C glycoprotein; AmmonlunUransp.FecCO:TM=Y;SS=M; 19.53 

420783; AI659838; Hs.9S923: lecUn, galactosUa^Mng. soluble, 7 ; 6al-bindJedin;TM^SS=N; 19.12 

407786^ BE514982; Hs.38991: S100 catdunvfatnding protein A2; e!hand,8JOaS_100,efhand; 17.93 

416091; AF29537Q; Hs.28308% defensih. beta 3; Oefonsin„bela;TM^SS4^ 17.63 

431211; M86849; Hs.323733; gapjundnn protein, beta 2. 26kO (conn; oonnexin;TM=Y;SS=M; 1634 

429259; AA420450; Ks.3800a6; RakophTin; none.none; 14.92 

417515: L24203: Hs.82237; Btaxl»telangiectasia group Dissociated: z»J»x.zRi6R1;TM=M;SSsN: 14.75 

423834; AWgS9908; Hs.1690; heparir>4Mhig growth factor binding pr, none;TM=M:SSsM: 14.45 

418007; M13509; Hs.83169; mabix meldoprotelnase 1 {intersfiQal; hemopexinPepiidase.MIO.AstacinPG.binding.1;: 13.02 

409632; W74001; Hs.55279: serine (or cysteine) proteinase Inhibito; serpinn 1Z82 

406621; X57809; Hs.181 125; Immunoglobitfn lantda locus; lg>ISP70.Ppx-6ppA:TM=M;SS=N; 12.81 

431958; )C63629; K5.2877: cadhertn 3. type 1, P-cadherin (placenla; cadherin.C8dhedn.CJemi:TM»Y;SS^ 1145 

446921; AB012113; H8.16S30: sroaO Mudble cytokine subfamDy A (Cy; IL8;: 11.71 

401760( ; ; Target Exon; none.bromodoniain; 1 1.68 

407839; AA045144; Hs.161566; ESTs; cadherinjcadherin; 1 1.65 

454034; NM»000691; Hs.575; aldehydo dehydrogenase 3 family, member ; abJetfi^ 11.56 

444781; NM.014400; Hs.11950; GPI-anchorod metaslasis-assodated prote; UPAfUY6.laclamase.B; lUI 
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453857; AL080235; Hs.35861; Rorinduced senescence 1(RIS1): I^I.^k^^^ ,5 

424012! AW36B377; Hs.137569: tumor protein 63 kDa v^th tog homJ)g; 10-75 
430530:AW269920;Hs.2621;cyslafinA(slefinA):cystatln:Tk*^^^ MATa-TM=Y-SS=M:1030 
419693- AA133749; Hs.301350: FXYO dom^ivcontalmng ion Iransport reg; ATPlGLPU/LMAT8;TM=Y.bi,-M. iu.4u 
5 411274! NM.002776: Hs.69423; kallikrein 10; jj?;? 9 34 

441633: AW958544: Hs.1 12242: nonnal mucosa of esophagus «P«^c 1. none.TM-^^^ 3-« 
446989: AK00189a; Hs.16740: hypottielical protein FU11036; none;T^Y:SS=N, 9.74 
402075- ; : ENSP00000251056':Plastna membcane calcium; none;; 9.50 ^ . . , , . . „ 
^ SbE3873^^^ 
10 431009: BE149762; Hs.48956; gap junction protein. belaS (connexjn 3; ronne3an,TM=Y.SS=M. a« 
439310: AF086120; Hs.102793; ESTs; casein_kapwWn»?.« W 
414987; AA524394; Hs.294022; hypolhetlca! proleb FU 4950; SH2;Tft*:Wfe^Mf^^ 

15 lLZ.M.ldh_C,CH>MP3;TM=M;SS=N;9.12 ruuecM-oH 

451541; BE279383; Hs.26557: ptakophinn 3; Ar^«filto.8eg;TM^S^^k 9^^^^ 
425650; NW_001944; Hs.1925; desmogteln 3 {pemphigus vJgaris anb9en:qadheiin;TM"M;SS-M: 8.86 
452240; A1591 147; Hs.61232; ESTs: none.none: 8.57 

425071; NM_013989: Hs.l54424: deiodinase. iodojhyranine. type I; T4_d^^^^^ B.15 

407242; M18728; ; gbtHuman nonspecific J^T^^^ r?TM=Y-SS=M: 7 90 

407944; R34008: Hs.239727; desmocollln 2; cadherin.Cadherin.C_temi,Han^G2,TM-Y;SS=M^ 7.9U 

413278: BE563085: Hs.833; tnterferon-stimulaled protein. ISkDa; "btquih"^7«B2 
25 428330: L22524; Hs.2256; matrix melanoproleinase 7 (matiBysln. ; PepM^e MiOn 7 J2 

417308; H60720; Hs.B1892; WAAOIOI gene Pf«i«!i "O'S^t "^^SS' cnc Mfprm-TTB 

41375^Ul7750;Hs755l7;lamWn.beta3(nk«b^^ 

423217; NWL000094; Hs.1640; collagen. tyP«Vl!. alpha Ijepiderm^ 

430686 NML001942; Hs.2633; desmogteln 1:cadhe"n,Cadhenn.C Jen^^^^ 
30 412270! AC005262; Hs.73797: guanine nucteolide binding protein {G pr, G-alphaMTM=IM,S5-N. 7^ 

35 «M1 1! aSs; Hs.1 98249; gap jufition protein, 5 (connexin 3: connexm;TW=Y:SS^M; 7.26 
412719! AW016610:Hs.816; ESTs; nonB,none: 7.17 

446619; AU076643: Hs.313: secreted P^^^^^l^!^J^;lS^^^'' ^'^^ \ 

423961; D13666: Hs.136348; periostln (OSF-to); Fasadn;TW=WJSS^^ 

427666; AI791495; Hs.180142: calmodurm-IIkB sidn protein {aSFJ; ,5^ 
40 431845: BE019924:Hs.271580;uroplakin1B:lransmembranB4;TI\^Y;S^ 7.05 i.in.TkfcM-qs-M!703 
BE003Q54! Hs,1695: matrix melaHoproteinase 12 (macrophage ; hemopexjn.Peptida5e_MIO.TM-M.SS-M. 7.03 

401747; ; ; Homo s^ns keratin 17 {KRT17); none.bromodomain; 7.01 nnno^ fi M 

41 3859: AW992356; Hs.8354; Homo sapiens pyruvate dehjjnjgen^e WiJ^J^.i»^ 6.M 

429002: AW248439; Hs.2340: junction plakogloWn; Afmadilk)^eg:Tfc^M:S^ ^SL-- uin.- a m 
45 4S^Sl334;H^.2936; matrix melaltoprotelnase 13 (cdagenase; hemopexinPepMaseJAlO;. 6^ 

417715; AW969587; Hs.86366; ESTs; none,none: 6.72 pnK«TM=M-SS=N- 6.50 

42244a. NM 004812; Hs.1 16724; aldo^ceio reductase family 1. member 810; 

4Sw00482;Hs.2399; matrix metd^^^^^^^ 

418844; M62982: Hs.1200: arachidonate 12-!ipoxygenase; BP0^«"S^'^7i^.^?1^ 
50 420039- NM 004805; Hs.376147: siifotiansferase fan^Iy. cytosdlc. 28. ; SulfotraiBfer^ 6.p 

S!llS4088-^ia3^^^^^ (DNA)« dpha(170kI2|Dl^^eBD^^ 

442599; AF078037; Hs.324051; RelA^sodaled hijibiljj: S^^^^^ 

409420 215008; Hs.54451;1aminln. gamma2 (nteeb ( ^Jl^Ji^ ^a^^ 

424364^ AW383226: H8.163B34: ESTs. Weakly similar to G01763 airopNn-; ra;™;M:SS=N. 627 
55 414812: X72755; Hs.77367: monokine Induced by gamma interferon.- ll£rrM=*^;SS=Y. 6^^^^ 

424687; J0aTO;Hs.151738; matrix 

443426; AF098158; Hs.9329; chromosome 20 open reading frame 1; Jwn^IJfW^J^ 

42K7ft BE275891; Hs.194691; retinoic acid induced 3 (RAIG1); metab(?: 7tm.3;T1J-Y:SS=M; 6.12 

423017; AW178761; Hs.227948: serine (or cysteine) proteinase Inhlbito: sarptn;; 6.08 
60 4^834 AK001432;Hs,153408:HomosapienscDN^^^ 

426440^ BE382756; Hs.169902: sohite canterfamiiy 2 (facilltated glu; sugarJr;TM-Y.5S-M. 8,04 

439335! AA742697; Hs.62492: NM_0S2863:Homosapiere secrelogloW* 

439223; AW238299; Hs.250618: UL16 binding protein 2; Wl-recepLa.PKD.MHCJ^ 5.77 

418054- NmK>2318; Hs.83354: lysyl nxidase^ke 2; SRCR4.ysyLoxidase;TM=M:SS=M: 5.72 
65 454098: W27953: Hs.217493; Rakophilln: none.none; 5.71 «;n.n.TUtM.QfcN- fi 70 

417900; BE250127: Hs,82g06; COC20 (ceO division cyde 20. S. cerevl; WD4ftTM-M.SS-N, a70 

435505; AF200492;Hs.211238:lnterieuWn.1 homolog 'L1;TM=jm»N: &fi9 

406685; M18728; ; gbiHuman nonspecific crossreacCng sniig; lg;TM^:5S=M; wif 

430280; AA361258: Hs.237868; interieuWn 7 receptor. fr»3.none|5.63 c « 

70 430486;BB)62109:Hs.241551;chtortdechaitne!.cdlclumactiv^^^ 

449722; BE280074; Hs.23950; cycfin Bl; cyd'n.cycrituC;TM=^ 

433848; AF095719: Hs.93754; caboxypeptklase A4; Znjarb0peptPropep_M14:: 5.54 
416819; U77735: Hs.80205; pinv2 oncogene; pWnase;; a48 

4^fr. BE440042; Hs.83326; matrix metaBoprotelnase 3 (siromelysin ; ^enwpedn Peglc^^^ 5.47 
4OT47* BE153855; Hs.61460; Ig superfamfly receptor Q^IR: ''Q.'^aW JJ^PJ5^YJSS=^* ^ 
80 4S946 AwShs.155457%^^^^ 

413719; BE439580; Hs.75498: smaD Inducible cytoWne subfamily A (Qr: '^te 5.^ 
445033! AV552402; Hs.72901; cycfin^tependent kinase "nWJtor 2B^; ^^^^^ 
41846^ BE001S9e; Hs.85266; integiin. bete 4; fn3.1ntegrin J.Cabc-*ela£©^;TM=M;SS=M; 5.26 

287 



wo 03/042661 



PCTAJS02/36810 



429554; NlyL012275: Hs.207224: lrvteila*(n 1. delta; IL1;TM=M;SS=N; al4 

421508; NM.004833; Hs.1051t5; absent in ir^anocna 2; PAAD.DAPIN.K!N:TM:'M;SS=K; 5.13 

439979; AW600291; Hs.6823; hypotheticsl protein RJ10430; none;TM=M;SS=N; 5.11 

427099; AB032953; Hs. 173550c odd OztoHn homobg 2 (Drosophila, mous; NHUTM=HtSS=N: Ml 

428227; AA321649: H5.2248; small indudbie cytokine sutrfamOy 8 (Cy: tL8;TM=M;SS»Y; 5.08 

438396; AI683487; Hs. 15221 3; wingless^ MMTV integration site fami; wntnone; 5.07 

406690; M29540: Hs.220529; caidnoembryonic antigen^elated ceQ ad; ig;TM^SS:^ 5.05 

45390S: NML002314: Hs.36566; UM doman kinase 1; |dun8se.liMJ>DZ^-PARP;TM=M;SS=N; 5.04 

414035; Y00630: Hs.757 16; serine (or cysteine) proteinase intdbSo; seipin;; 5.00 

413219; AA878200: Hs.118727: Homo sapiens cDNA FU13692 (is. done PU HLH.dealh,TNFfLc6A:yW;oAJiydn>; 4.96 
421506; BE3D2796: Hs. 105097; thyn^o^ kinase 1, solutde; TK;TM=4iA:SS=N; 4.93 
412140; AA219691; Hs.73625; RAB6 interactkio. klnestn^ (rabkines; kinesin.Tropaniyo5tn;TMNM;SS=N; 4.92 
445537; AJ245671: Hs.12844; EGfMike^omaln. mtilSpte 6; EGF.MAM;: 4.91 

428953; AA306610; Hs.348183; tumor necrosis factor receptor supetfami; 60sjfbosomal,RibasomaLLiaTNFRj£.OEAD; 4^ 

436553; AW407157; Hs.181125; tmnuinogbbulfnlanibda locus; {g.HSP70.Ppx-GppA:TM::M;SS»rh^ 

447343; AA256641; Hs.236894; ESTs. ^ sfmRar to S02392 alptia-2-m; none.none: 4.84 

430024; AI80878Q; Hs.227730; Integrin, alpha 6; &itegrin_A,F&GAP;TM=^Y;SS=M; 4.81 

439706; AWB72527; Hs.59761 ; ESTs, WeaMy similar to DAPI.HUI^ DEATH: none.nQne; 4.80 

444371; BE540274; Hs.239; fbildiead box IM1; FdrkJiead:TM=M:SS=N; 4.75 

428562; BE336699; Hs.1850S5; BENE protein; non8;TM=>Y;SS>=M: 4.74 

419596; BE379320: Hs.91448; MKP-1 iiks protein tyrosine phosphatase; DSPcr. 4.69 

431630; NM.002204; Hs.265829; integrin, alpha 3 (antigen C049(; alpha ; F&GAP^abd jiycop,integrinJV;TM»Y;SS»M; 4.69 
422310; AA316622; H5.98370; cytochrome P450, subfamly US. polypept: none,pkfnasejh3,lo: 4w68 
41B067; AI127958; Hs.83393;cystailn E/M;cystafin;; 4.66 

414774; X02419; Hs.77274; plasminogen activator, urokinase; kringie,trypsin.planLfhion)ns;; 4.64 
456534; X91195; Hs.100623: phospholipasa C beta 3. neighbor pseudo; UIUI.PDZ.pkinase;; 4.62 
410418; D31362; Hs.63325; transmembrane protease, serine 4:klUecepUbypsin:Tli/NY:SS«M; 4.60 
417866; AW067903; Hs.82772; collagen, type XI, alpha 1; CQl[8gen.GOLFt.TSPNJaminIn.G.CorA;: 4.60 
438113; AI467908; Hs.8882: ESTs; 7tnv.1.none; 4.60 

418140; BE613836; HS.835S1; nucrofibrilar-associated protein 2; non6;TM=I^SS^M; 4.57 
408380; AF123050; H$.44532; diubiquitln; ublqultin;TM:M:SS=N; 4.55 

422627; 6E336857: Hs.1 18787; transfoming growth factor. b8ta4nduced; FasdcSn.ABC.trBn>\BCjnembrBne.GTP.EFTU;TM»M;SSsM; 4.50 
425247; NM_005940; Hs.155324: matru metalkiproteinase 11 (stromeiysln; hemopexIn.Peptidase.MIO;; 4.50 
418558; AW082266; Hs.B6131: Fas (TNFRSF6)-assodated via death domai; death,DEO;; 4.49 
408482; NM.000676: Hs.45743: adenosine A2b roceptor; 7tnLl:TM=:Y;SS»M: 4.48 

414166; AW888941; Hs.75769; downstream regulated; DEAO,heiicase.CMNdr.^sJa)ot,TIUvwa,vviic.vw].iaRlIa,db^ 

beta.OUF139.TPR,OSPC.lspJ.Ribosoma!_S21,rvp;TM=M;SS=N; 4.47 
416178; AI808527; Hs.192822; seroto^ defined breast cancer anti; nQne:TM=M;SS=M; 4.47 
41 1789; AF245505: Hs.72157; Adtkan; ig,LAR.lRRNT,LRRCT;TM4^SS=M: 4.47 
414561: A1064813: HS.19515S; Homo sapfens amino add transport systerac AcLtrens;TM»Y;SS=N: 447 
42Z765; AW409701; Hs.1578; bacuIovN lAP repeatcontdrilng 5 (sun BIR;TM»M:SSsN: 4.45 
427557; NM.002659; Hs.179657; plasminogen adivator, urokinase recepto; UPAILLY6,ET.PLA2Jnh,-; 4.43 
418322; AA2M166; Hs.84113; cydin-dependent kinase Inhibitor 3 (COK; Y_phosphat3se,DSPc:TM=M;SS=N: 442 
409041; AB033025; Hs.50081; Hypothetical protein. XP.051860 (KIAA119; non8;TM=M;SS»M: 4.41 
406908; Z25437; ; gb:Rsapiens protein^yrosine kinase gen; none,none; 4.40 
450701; H39960; Hs.288467; hypothetical proteki XP.OOSISI (leudne.; none.lPRCT,lHR; 4.40 
409213; U51412; Hs.51133; PTK6 protein tyrosine Wnase 6; SH2,SH3,pkinase;TM=M;SS=N: 4.38 
429500; X78565; Hs.2891 14; hexabradilon (tanasdn C, cytotadln); EGF.fh3.1ibr1nogen»C,toxin_2.Kera«ii_B2:TM=M;$S=Y; 4.38 
448569: BE382657; Hs.21488: signal transducer and activalDr of trans; SH2.STAT.STAT_bind,STAT_piot;TM=M;SS=N; 4,32 
423725; AJ403108; Hs.132127; hypothetk^ protein IOC57622; nona;TM=M:SS»N; 4.32 
411573; AB029000; Hs.70823; KIAAIOH protein; Sutfatase;TM=M;SS=N; 4.31 
408243; Y007B7; Hs.624; hteHeuWn 8; HLH,PAS,I13;TM=M;SS=N; 4.31 
418738; AW388633; Hs.6682; solute canter family 7, (catlonlc amino; nona.none; 4.30 
437897; AA770561; Hs.146170; hypotheSca) protein FU22969; z(-OHHC.none; 4.29 
424247; X14008; Hs.234734; lysozyma (renal amytoidosis); ly5jg,FA0_Synth,kih.Uh_Cpkinasec 4.29 
414821; M63835; H5.77424; Fc fragment of IgG. high affinity la re; lg:TM:>Y;SSeM; 4.29 
404996; ; ; Target Exon; Pepthiase C1;TliA=M;SS=M; 4.29 

416539; Y07909; Hs.79368; eptlhelidi membrane protein 1; PMP2^.ClaudlnMlared.q5_H:TM=Y;SS=M: 4.28 

409142; All 36877; Ks.50758; SMC4 (stnidura) maintenance of dvomoso; ABCJran,M,SMC_N.SMC_C,DUF164,nona; 4.25 

421532; AW138207; Hs.146170: hypothdical protein FU22969; Armadinojseg.HEAT;TM=M;SS4t; 4.25 

424503; N^L002205; Hs.149609; Integrin. alpha 5 (fOvonedin receptor,; inlegriaAF&GAP:TM=>Y;SS=N; 4.24 

414809; AI434699; Hs.773S6; transfem'n receptor (p90, CD71): PA;TM=Y;SS=N; 4.24 

439720; A1935202; Hs.31 181; Homo sapiens cONA: nJ23230 lis. done C; none,SOF,&ugar.tr; 4.23 

437044; AL035864; Hs.69517: differentially expressed bi Fanconrs an; none;TM=M;SS=M: 4.23 

409956; AW1 03384; Hs.727: inhibin, beta A (actMn A. ac8vb AS a; T6F-beta,TGFb_propep[We,Tubr. 4.20 

439453; 6E264974; Hs.6566; thyroid honnone receptor interador 1 3; AAA>\BC.tran.CoaE;TM=M;SS=N: 4.20 

417389; 6E260964: Hs.82045: nAfldne (neurite groHvthinxnoting faOor, Pr(i>IK:TKNM;SS»Y; 4.19 

407137: T97307; ; gbYeS3h05.s1 Soares fetal Over spleen ; GDA1.CD2^,nons; 4.1B 

419235; AW47041 1; HS.2B8433; neurotrimki; none.none; 4.18 

410290; AA402307; Hs.322844; hypolhetcal protein DKFZp564A175; Sema,PSI.TIGJnlegrin„B;TM=Y:SS=M; 4.18 

456906; AF1 17646; K8.156637; Cas«^ (murine) eclropic retroviral tn zfO104.CbLKCblJI2.CbLN^ 

448775; AB025237; Hs.388; nudU (nudeoskle diphosphflta Dnked md; NUD1X:TM=M:SS:»H 4.17 

400288; X06256: Hs.149809; Integrin. alpha 5 (fibionectin receptor.: Ih!egrIiLA.F&GAP:TM»Y;SSi^ 4.14 

409799; 011928; Hs.76845: phosphosedne phosphataseae; HydroIase;TM=A4;SS^ 4.13 

445417; AK001058; Hs.12680; a distntegrin^ke and metaOoprotease vr. tspJ,Reprdysii>.Pep.M12Bj)ropep.none; 4.12 

433895; AI287912: Hs.3628;mUogen.ad!vatBd protein kinase kinase :pkinase.zf^.CNKEMA:T^^ 

424490: AJ278016; HS.S5565; ankyiin repeat domain 3; ank.pkfaia5e;TM=M;SSsN: 4.09 

419121; AA374372; Hs.89626; parathyroid hocmone4ike hornvne; mne.none: 4.08 

416602; NM.006159: Hs.367895: Protein kinase Obindktg protein NELL2; EGF.vwcTSPN;; 4.07 

424008; R02740; H3.137555; putative dwnoklne recepton GTP^kKflng; 7lni.1;TM=Y:SS=M: 4.07 

427747; AW41 1425; Ks.180655; sertneAhreorine kinase 12; pkinase:TM=M;S&=:N: 4.06 

427490; Z95152: Hs.178e95; nvtogen^dlvated protein kinase 13: pk!n8se;TM:=M;SS=N; 4.03 

439738: BE246502: Hs.9598: sema domdn, bnmunoglobulin domain pg),; Sema,PSiJntegiin.B;TiyNY;SS»M: 4.02 
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414883- AA926960; Hs.348669; C0C2B pfotein Wnase 1; CKS;; 4^2 »,T«»v.QfeM- A 01 

4131m'aU077141;Hs.374548: solute ca^^ 

418203; X54942;Hs.83758;COC28 protein kinase 2: CKSS4J01 

42^49^ AJ000S12;Hs.296323rsemm/8ta^ 

417433 BE270266; Hs.82128; m oncofetal trophoWasl glycoprotein; LRR,l^^^ Y,bb m; ak) 

10 42779iM63928;H5.180841;tumornecrosisfactorrece^^^ 
40^9|Al077715:Hs.39384;p.tative 

42444V X14850' Hs.147097: H2A hlstone feniy. meniber X; hBlone.CBfD_NFYB^HMF.. 3^1 

415989*; A1267700; Hs.351201; ESTs; none.none; 3.90 _ ^ - 

423189- M59371: Hs,171596; EphA2; fn3.pWnase.SAM.EPH^Ibd;TM=Y.SS-M. 3.80 
15 443859; NiyL013409;Hs.9914;fonistalin;kazal;; 3.89 , v 

429612; AF052649; Hs.252587; pituitary tumor-lranstaing 1; n^^^^^^ 

419073 Am72170;Hs.183918;HoaK)sapienscD^^^ 

450884; AA872605; H5.25333; interieukin 1 receptor, type teTMfY.SS-M; 3.M 

4M«0^ NWL014791; Hs.184339; KIAA0175 gene product; KAl.^^eJ^J^M;SS=N; 3.86 
20 413WA&4:H^.75367;SrcWaptenSH2,^^^^^ ppjjnd RBD- 3 83 

437^63 M46936bs.5831;toelnhlbi^ 

435291 BE568452;Hs.344037;pro^nrBgutetor<rf2toW^ 

A\7tii > Y7fi«534- Hs 82226- olvcoDrote^n (transmeraferane) nirtb; PKD;TM-Y,bb=M, j.oi 

•5^ «lB»AU077025 Hs 265827; interteron,al|ihaWuctolBpiotein (do; TO^^^ 
430378; Z29S72; HsJ556; lumor neciosb factor reoptorsiipeif an* lU; 3.73 

S^aiS H^.aifi1: solute ca«tefert!y7(ctf^^ 

Sim BE269041; Hs.140452; cagoselecton pmto (nffl^ 
«6471: M224«l; Hs.170009: transtonrfnfl growth '^''g* ="^2^^ 
40 ^87AJ010901;H5.198267;mucin4.lracheobroMWal;EW^ 

450125*; AA005418; Hs.158186; ESTs; dDE-N 7trn.1,i»n« 3.71 

43962^ AF086453; H8.58611; ESTs: Fotlehead.gtycoIylic_enzyjWaju^^ 
50 «62^S67058: Hs.154299; Human protetnasa activated ?.^^^.^5 

4SaS ^582743; Hs,94953; Homo sapiens. Si"^ towmplem^Jc^ 

44^5^ BE383676: Hs.334; Rho guanine n"cl«f!?2?««fit£^^ 

AMm BE387036; Hs.l21l; acid phosptialase 5. tartrate fwbtanl: fttetej^^ 

^07 108239; &.5326; amino add system N transporter 2; porcu; ACAT.MBOAT;TM-Y.SS-M. 3.64 
55 422596 AF063611:Hs.l18633;Z.ff-oligo«Jenyl^^^ 

449318- AW236021; Hs.78531; Homo saptens. Slmiar to RIKENcDNACTSO; "O^^J^StTIJ^^^ piv, ei«. ago 

Sl|S5;Hs.184727;Humanmela^^ 

446291; BE397753; Hs.14623; Interferon, gamn^iratrfe 2^®^J^f^^^* ^"^ 
45269ft AI826645;Hs.211S34: ESTs; Aift3apMank,Guanylate>^TO T.TM=MrSfeY- 3.59 

60 SAWoS^.Hs.136414;UDP^^:beta6all)e^^^ 

423575: C18863:Hs.163443:intronof periosfin ^^^f -^^SBdrfi^^ 
421391: AW304350: Hs.191958; Ji^^^^tobuB" superfanjiy 

419452: U33635: Hs.90572: PTK7 protan tyrosine kinase 7; J9.pWnase,WV;S5^. ^ , „ 

Am\t AWWis; H8.6066; Rho guanine nudeotkJe exctiarvge factor {; St^ W*oGEF;TM=M,SS-N. 3.58 

SmAnS^^^^^ 

418526; BE019020; Hs.85838: solute carrier famHy 16 ('W'^^^itotyftS non^ 3.» 
441362: BE614410: H5.23044: RA051 (S. cerevisiaa) J^JJ^^ff?" ,53 
^500! NM.014638: Hs.170156: KIAA0450 gene product ra,PI-PLCY;TM=M.SS=N; 3.53 
70 429556: AW139399: Hs.314807: ESTs; ~ne:p**l;S^ 2L52 

S /Wnl^ Hs.25061 8; UU 6 blndiia pnto 2; IdLm^ 



75 
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402447; ; ; C1000201?il204416l3b|AAA02627.1| P519; '^^^'^^^^ . ««d.TM.i*S8.M: 148 

415323: BE26935Z Hs.949: neutrophil cytosote tador 2 (65kD, c^n SH3JPR.T*^w»-n: ,#vtm=w.qr=m- ^ a 

ISoS AF11904fr Hs.1S4i49: apiinJc/apyHmWWc endonudease(APEX : Troporin3o.en(toj>hos JQ:TM=1*S5=^ 3.47 
424909; S78187; Hk.153752: ceB division cyde 258; RhodanKen 3.44 

S;ISffl;:'^nSS^X^ 
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417426; NNL002291: Hs.82124; lamWn, beta 1; bfTiWn.EGF,lanilnin.Nl8rm.htegrin.B« 3,42 
411263; BE297802: Hs.69360: kinesirvfka 6 (mItoSc centromer&^ssoc; ldnesin;TM=M;SS?N; 3.42 
430044; AA4645tO: Hs.152812; ESTs; nons^ne; 3.42 

425289: AW139342: Ks.15S530; interferon. gamn»4nducft)b pretdn 16; PAAOjDAnN,KIN;: 139 
425354; U62027; Hs. 155935; conptement component 3a receptor 1: 7tnu1:TM»Y:S&=M; 3^ 
428293: BE2S0944; Hs. 1 63556; sohJte carrier famOy 1 (neutrd ambio a: eIF^SDF:TM4«SSsN: 3.39 
443848: At085377; Hs.143610; ESTs; ForiLhe3d,none; 3.39 

418869: AW516555: : gbJOiOldOSjcl Soares_NHCeC_cerv{cal.tuino: none.RasGAP,WWJQ: 3.38 
432179; X75208; Hs.2913; EphB3; EPHJtid,fn3.p)an3se.SAM;TM=Y;SS=M: 138 
418918; X07871; Hs.89476; CD2 antigen (pSO). sheep red btood ceQ : tg;TM3Y;SS=M; 138 
414368: W70171: H9.75939? uridine monoptrasphate kinase: PRK.CoaHn 137 

40871 5: AI557839; Hs.1 51714; Homo sapiens mRNA (of KIAA1769 protein, ; UvrtW)dlcase,RNB.Rimt:TM=M;SS=N; 137 
457001; J03258; Hs.2062; vitartn D (1,25- ditiydroxyvitairfn D3) re; honnorwjBC,2«4.MetanotI4> J:TM=M,-SS=N; 3^ 
422263; AW411307: Hs.114311: COC45 (cea dlviston cyda 45, Sxerevis; CDC45:TM4A;SS»N; 137 

421817; AF146074: HS.1086GO: ATP*Jlng cassette, sub^y C (CFTR: FasddlnABC.tran.ABCjTOnrtbrana,6TP.EFnj;TM=M:SS4«; 136 

400298: AA032279: Hs.61G35: six transmembrane epiOielid antigen of ; none:TM»Y;SS»N; 135 

428365; AF112213: Hs.184062; putative Rab&^nteraeting protein; SH2.SH3;; 133 

400261; ; Hs.1602; Eos Control; lg.MHCJI_bela;TM=«Y;SS=I* 133 

410024; AWigi024; HS.5S016: liypothetica) protein FU21935; SH3:TM4A;SS^ 3.32 

412584; X54870; Hs.7408S; DNA segment on chromosome 12 (unique) 24; noneMnjc; 3.32 

416065: BE267931; Hs.78996: proTiferalingcen nudearantieen; PCNA.PCNA^C;TM=M;SSsN; 131 

426437; BE076537: Hs. 169895; ubiquiDfrconjugating enzyme E2L 6; AmiadliIo_8eg.Ua.oon.none; 131 

426840; BE244217; Hs. 172690; dlacyiglyceiol kinase, alpha (BOW)); efliand.DAGLPE-blnd.DAGKa.nAGKcDC1;TM*l«;SS=N: 3J1 

434419: AL040605: H5.296938: dual specifictty phosphatase 7; DSPt:TM=M:SS=N; 131 

416758; AW959311: Hs.17201 2; hypothetical preldn OKFZp434J037: pktaase.RI01;TM»M;SSsN; 131 

424779; AL0468S1; Hs.153053; CD37 antigen; trans(nenibrane4:TM»Y:SS"M; 131 

423973; AF038461; Hs.136574: aracWdonale 12-lipoxygenase. 12R type; llpoxygenase.PLAT;TM=M;SS=N: 3.30 

421731. AL119671; Hs,1420; fibroblast growth factor receptor 3 (ach; ig.pkinase;TM=Y;SS=M; 130 

449027; AJ271216; Hs.22880; dipepttdytpeptidase 111; PepfidaseJyl49.EGF.Ig,l^regulin:TM;»M:SS=N: 128 

423778; Y09267; Hs.132821; flavin containing monooxygenase 2; FMWike.pyrjedox;'rMaY;SS=M: 128 

426457; AW894667; Hs.380138; chimerin (chimaerfn) 1; DAG.PE'Wnd,RhoGAP,SH2;TM=M:SS=N; 128 

435523; T62849: Hs.1 1090; membrHne^panning 4<Jomains. suWamDy A; none;TM=Y;SS=M: 3.27 

431886; L77964; Hs.271980; mitogeivactivated protein kinase 6; pklnase;TM=M:SS=N: 3.27 

430397; A1924S33; Hs.105607; bicarbonate transporter related protein : HC03_cotransp:TM=Y:5SsN; 3.27 

425322; U63630: Hs.155637: protein kinase, ONA^aled, catalyfc; PI3J'l4_kinase.FAT,FATC;TM=M;SS4l: 126 

446006; NM_004403; Hs.13530: deafness, autosomal dominants; none;TM=M:SS=M; 126 

444783; AK001468: Hs.62180: aniinn (DrosophHa Scraps homolog). act: PH.none; 125 

422278; AF072873: Hs.1 1421 8; ttzzled (Drosophlla) homolog 6; F2.Ft1z2led,7tm_2;TM=Y;SS«M: 125 

40S932; ; ; C15C00305:g!13806122l9blAAC69198.1I (AFO; ras:TM=M:SS=N: 125 * 

400205; ; Hs.8184B; NIwt006265*:Homo sapiens RA021 (S. pombe); DUF173;; 125 

432874; W94322; Hs.279651; melanoma inhiWtofy activity: SH3:TM=M;SS=Y; 124 

41294% AL120344: Ks.75074: mitogeiv-activated protein klnase^tivat; pkkiase:TM=M;SS=N; 123 

435472: AW972330; Hs.283022; triggering receptor expressed on myetoid; ig:TM=M;SS'=M: 3.22 

439285; AL133916; Hs.47860; hypothetical protdn FU20093; ig,pkinase,U^R.UWNT,lJRRCr,none; 122 

410434; AF051 1 52; Hs.63668; to!l-lite receptor 2; U^aUV^CT,TiR:TM=M;SS=M: 122 

427318; AF186081; Hs.175783; zinclransporten Zlp;TM=Y;SS=M; 3.22 

436075; BE090176; Hs.179902: transpoitBr41ke protein; none;TM»Y;SS«M: 122 

428698; AA852773; Hs.334838; KIAA1866 protein; none;NA;NA: 122 

448888; AW196663: Hs.200242; caspase recruitment doman protein 6; CAi^:TM=>M;SS=N; 3.22 

415149; X12451; Hs.78056; cathepsin 1^ Peptidase.CI;; 121 

423393; R37772: Hs.21420: p21-acthfalBd protein kinase 6; pklnasePBO:TM»M:SS»N; 121 

424618: L29472: HS.18Q2: major htstMompatibUily complex, class : lg.MHCJ.beta;TM=Y;8S>^ 3.20 

438564; AA381553; Hs. 198253; major hlstocompafibirity oomptex. dass ; ig,MHCJL8lpha.nQne: 3.20 

456181; L36463; Hs.1030; ras inhibitor; RA,SH2,VPS9;Tiyi=M;SS=N; 120 

418613: AA744529; Hs.86575; mltogen^aled protein Idnase kinase : pklnase,CNH:TM=M;SS=N; 119 

440682; AW362152: Hs.27181: nuclear receptor binding factor'2; cyciin,bZlP;TM^M;S&=N: 118 

415010; NM.004203: Hs.77763; membrane^sodated ^rosbe- and threon; ank.pldnase,UPF0073;; 116 

419216; AU076718: Hs.164021: small bidudbla cytcMnestibfamily B (Cf. tLB;; 116 

450737; AWC07152: Hs.63325; transmembrane protease, serine 4; trypslnjdl jecepLa,none; 3.16 

426395; BE151985; Hs.355669: hypothelk:al protein FU23316: pkinase.none; 115 

412939; AW411491; Hs.75069: eukaryoSc translation ekxtgaOon (actor, nonB,none; 115 

433376: Ai249381; Hs.74122; caspase 4. apoptosIs-rSlatad cystalne pr. GARD.ICEj>10.1C^j)20:: 115 

410668; BE379794; Hs.159651; hypothetical protein; dealh,TNFa.c6:TM=Y;SS=M;3.15 

431441; U81961; Hs.2794; sodium diannel, nonvoitage^ ated 1 alpha; ASC;TM=Y:SS=N; 115 

432251; AW972983; Hs.232165; poiycythemla rubra vera 1; cell surface ; none;TM'4^;SS=M; 115 

407844; AW073716; Hs.8037; ESTs; lransmembranB4.none: 114 

408634; AW407254; Hs.356216; catmodulin 2 (phosphoiylase kinase, del^ none,none; 114 

423061; AI290473; Hs.44807: ESTs; integrin_B.Sema.PSI.TlG.none: 114 

438974; AF089816; Hs.6454; chromosome 19 open reading frame 3; PDZ.*: 113 

431235; AV656840; Hs,2851 15; InterieuWn 13 receptor, dpha 1; fn3;TM=Y;SS=M; 113 

425394; AA356730; Hs.323949: kangai 1 (suppression of tumorigentdly : tTansmembrane4.none: 3.13 

429336; AB005038; Hs.199270: cytochrome P450. subfamily XXVIIB (254iy: p450;: 113 

M9230; BE613348; Hs.356392: melanoma ce« adheskm mdecute; Ig.lsodh.RibosomaLU6.F^TM=Y;SS=M; 113 

429305: AF095727; Hs.287832; myelin protein rero^ike 1;ig,transmembrane4;TM=Y;SS=M; 112 

419034; NiyL002110; Hs.89555; hemopdellc cell Wnase; SH2,SH3j)Wnase:TM=M:SS=N; 112 

417386; A1037228; Hs.301957; D123gene product; NUD0CsecY,El_dehydrog.tr8nskeLpynTM=Y:SS=M; 111 

419138; U48508; Ks.89631; ryanodinB receptor 1 (sketetaO; k)n_trBns.SPRY,RYOfUTPR,IWMlR:TM=Y;SS=N: 111 

440006; AK000517; Hs.6844; NALP2 protein; PYRIN^ntainlng APAFI-I; AAA,N^ARC.PAAOJDARN;NAM- HO 

406467; ; ; Target Exon; e1hand,Acytosferase,n0id; 110 

422956; BE54S07Z Hs.122579: ECT2 protein (Eplthelia) cell transform!; 6RCT.RhoGEF:TM=MtSS=Nt 110 
417771; AAB04698: H3.82547; retinofc add reoeptor respondcr (lazanx none,none; 109 

437016; AU076916;Hs.539a: guanine monphosphale synthetase; PHO,SET,zf- . ^ 

(3aC,EGF,ank.notch,VW,FCaGATase.GMPjynLC,Ocdudln.YEATS,n«lafthk)^ 
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441384; AA447849; Hs.288660; reJinoic add induced 3; 7tnU.none: 3.09 
416636: N32536; Hs.42645; solute cartte famHy 3.09 
41 6498 U33632; Hs.79351: potassium chaajd^suMarrfly 2^^:^-^.'^^^^^ 
426108; AA622037; Hs.166468; programmed cell dealh 5: DUFlffiTM-RS^^^ 
5 414806; D14694; Hs.77329; phosphatidylserine synBiase t; PSS^J-Y^S-M^^^^^ 

402233; ; ; NfA.030760-:Homo sapiens endottjela! f J/*!;^^'!!^'^^ 307 
4X066; A1929659; Hs^37825: signal fecognrtion 72M>JP^ 
425367; BE271188; Hs.155975: protein tyrosine phosphatase, recepiort; noneiTM^NnbS^Y. 
434263; N34B95: Hs.791B7; ESTs; Ig.none; 3.06 ««n^.TW-W|.qs-Y- 3.05 

1 0 443907; AU0764e4; Hs5963; TYRO protein tyrosine tanaso l)ln*ng P^^; J^'^-TM-^^S^^^^ 

409378; IM2387; Hs.54426; pancreatic polypepBde receptor 1; "^J^^^^ 3.05 
410165:BE56oi8;HsJ1869:apoptoas-associatedspeck^^ 
440270; NM.Ol 5986; H5,71 20; cytoidne teceplor^te tnoleaje 9; ^j^.^ ^ 
449003; X76342; Hs.389; alcohol dehydrogenase 7 (class W) muo; adh^inc;TM=M;SS-N. 3.05 
1 5 420189; AW296380; Hs,95821; osteoclast sBmutafing «artw 1j^^^^^^ 

429732; U20158: Hs.24B8; »ymphccytecylDSonc protein 2 (SH2do^^^ GTMHASS^N; a04 

20 *^'"»^Sao-»^-^£^ 

442875- BE623003; Hs.23625: Homo sapfens clone TCCCTA00142tnWWsequ;ICtetra.DUrei.ii(^ 3.02 

421379^ Y1 5221; HS.1039B2; smaD inducible cytoldM lubfemly B (Cy; IL8;TM«M:S^, *™ ^ ^ 
421267; BE314TO; H5.103081: ribosomal potdn S6 ttwse. 7CW). pdjp; pl<lna»phnase.C;TM=M.S8-N: 3J» 
Vm& M37762; Hs.56023: bfata-dedved nBunrfraphta factor, NGFS 2-99 , n 

30 Saa AL134197; Hs.93597: cydirMiepBiKteiilldnase 5, regublDty tu; (SKSjellvalof jiOM. 2X 

35 432562 BE531048; Hs.278422: DKFZP586G1122 proleirj «2H5TM=M,SS-N. 2.97 

4S35'AW581943'Hs.334;Rhogu»lnenudeo«da exchange factor (: no cu,purj4.9Q7 

i^9^AmiHs.7988^^ 
427359; a™. ^ 

AK001504; Hs.1 59651; death receptor 6. TNF superfamily member; deaJh.TNFRj«:TM=Y;55=M, aw 



402558;;. 

426852; AK001504; . 

442080- AW444761; Hs.72901; ESTs; ankr, 294 
45 4504471 AF212223: Hs.25010; hypothetical protein P15-2; N^^^Jj^S^ 
444809; BE207568; Hs.208219-. oculospanln; ^ansmemt)rane^^ 
449843; R8^^7;.Hs^403?s 



449843; R85337; Hs.24030; solute earner family 31 (copper ranspcs woiw^w-t 

434826; AF155651; H5.22265; pyruvate dehydrogenase phf^Pjal^^ P™^^ 2^' 
451292- AB037716; Hs.26204; KIAA1295 protein; SH3;TWNM;SS=N; ^^^^^ 
r^^;SK.112049;SETbincrm9f^^ 
55 419508' AW9g793i Hs.90786; ATP-blnding cassette, sub-family C (CRR: ABa.banABCjiiemhiane;TM=Y;5b-ws aw 
430451! AA836472; Hs.297939; cathepsin B: PepMase C1^J»ii«rffi^^^ 

429619^ AL12a751: Hs^l 1568; eukar^ translation inlliafion factor. none,nonB; 2,89 

417018; mmt. Hs.80887: v-^es-l Ya™gu*^3an;»ja ^ 
422610; AF153820: Hs.1547; potasdum inwanHy^^ing 

^5 ^iS;^i^|^^«;^^tNM23Aj:;ND^^^^^ 

45288ft AW955454;Hs.30942;ephIin-B2:Ephrin.fh2;T^^Y;SS=M;2J^^ ATo^n-TMrV-q^ 2.B7 

BE243877; Hs.380O53; ATPase. Na? transporting, beta 3 polyjep; ^^^^f ^'^^^ 
SAW747996tH.160999:ESrs.Mod^lyslnto 

70 413472; BE242870; Hs,75379; sotute earner famBy 1 (gfiaJ high m ^^^^^^^J^l 
458039; AA835884; Hs.130685; leukolriene b4 receptor (<*«n^?;«J^ 
434417; AL1 10157; Hs.3843; Homo sapiens mRNA; cONA DKFZpS86F2224 (t DSPcnona; ZB6 
425802; Y14B38; ; chemoWne^Bie receptor 1; 7ln\_1 ^one; Z86 
403112: ; ; TargetExon; efhand.C2.PH.PJ^OY.R-PLOX-. Z86 ^tu-v.qq=m. 9ffi 

75 435563; AF210317; Hs,95497; solute earner family 2 (fadUt^ rfu-^^^ 

442117; AW664964; Hs.128889; ESTs; hypothetical PfOtan?JJ*^^i m 
457819; AAQ57484;Hs.35406; FLJ20522 Hypolhetk:d pro^jFU^no^ 
456629; AW891965;Hs.367942;hlstonedeacetylase 3; HSP90.HATf^.c.zM2Hiin©/»one. ZB3 
408873; AIi)46Q17; Hs.356216; calmoduTm 2 (phosphorylase kinffie, dell; ^^^^ . ^ 

80 446947; AF146747; Hs.232165; polycytl^emla rubra vera 1; cell surface ; non jTNNI,SS«M; Z.M 

448385; AB037750; Hs^l061 ; KJAA1329 protein; P»<WN ^^^^^8=^^ ^MrvTM=*iKiS=M: 2.82 

427857; AL133017; Hs.288679; hypothetical protdn I^J22865^^ 

407601; AC0Q2300; Hs J7129; sodium channd, oonvoItagfr^aJed 1, beta; ASC:TW*Y?i5=M: /.w 
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459707; AA631362; Hs,120886; gbaipSSbOUl NCI CGAP_Thy1 Homo sapiens; 7lni_1 JWts; 2.82 

422699; BE410590; Hs.119257; emsl sequence (mammay tumof and squamou; SH3^S1 jBp:TM=M;SS=N; 2J2 

438108; AM71795; Hs^87776; vanakAl receptor-febted osmpflcany a; 8nWoa.tr8ns:TM=Y;SS=N; Z82 

422241; Y00062: Hs.170121; protein tyrosine phosphatase, receptor t WnesinMY_phosphalase;TM=M;SS=N; Z82 

448595; AB014544; HsJ1572; KIAA0644 gene product lKaiiWCT;TM=Y;SS=M; 2.81 

423598; BE24760D; Hs.377968; ESTs; 7tnLl;TM=Y;SS=M; Z81 

412970; ABQ26436; Hs.177534; dual specirdly phosphatase 10; Rhodanese.[)SPcn Z81 

414198; AW505308; Hs,75812; phosphcenolpyruvale cartwxyWnase 2 (mit; PEPCK; 2.81 

436729: BE621807; Hs.351316; transmemlifane 4 superfamUy member 1; none;TM=Y;SS=M; Z81 

432314; AAS33447: Hs^173; ESTs; XBnk,none; Z81 

416207; NM.014745: Hs.79077; Homo sapiens, done M6C2908. mRNA. comp; none;TM=Y;SS=M; Z80 
446985; AL03a704; Hs.156827; ESTs. WeaWy sbrtlar to ALU1 J1UMAN ALU S; SAM.SH3>^S1^rep; 2.80 
428023; AIJD38843; H3^74530: Homo sapiens cONA: RJ23602 lis. done L; 

aaj>enneases4>yfidoxaLdBC.braniodom^.PHD,^^ 2.80 
43288G: BE15g028; Hs.279704: diromatin aocessfeOity complex 1; none;TM»M:SS«N: Z80 
426008; R4S031; Hs.22627: ESTs; pUnase.TBC; 279 

414217; A1309298; H8.279898: Homo sairiens cDNA: RJ23165 fis, done U none;NA;NA; Z79 
411165; NiyL000169: Hs.69089;galactosid8$e. alpha; Melibiase;; Z79 

450056; BE047394; HS.S02; ESTs, WeaWy sintilaf to S71512 hypoiheli; ABC_lran^C_menibiatB.l9.MHCJUbe!a.SRPS4,protBason» ABC.membcBne>^^ Z78 

424291; AL120051; Hs.144700; ephiin-BI; Ephrin:Tfy^Y;SS»Mt 178 

421448; AF03385O; Hs.104S19; phospholipase 02; PH.PLDc.PX;TM=M;SS=:N; Z76 

410225; A)831958; Hs.61053: hypottielical protein; 8H3.TPR;TM=M;SS=N; Z78 

43353S; AF111106; Hs.3382; protein phosphatase 4, regidatoiy subuni; HEAT;TM=M;SSaN; Z78 

442503; AF147078; Hs.375031; p5^esponslve gene 5; KJetraJon_trHns,none; Z77 

413900; AW409747; H5.75612: 8tres8*duced-phosphcprotein 1 (Hsp7WH; TPR.PDZ,WW,Guanybte_kln;TM=M.-SS=M: Z77 

454294; AB0OO734; Hs.50640; JAK binding protein; SH2;TM=M;SS=N; Z77 

440188; AK00181Z Hs.7036; N-Acetylglucosamlne kinase; ROK;TM=M;SS«N; Z77 

449539; W60363; Hs.58446; ESTs; pk!nase,Furln4ike.Recep_U.dom8bM)one; Z76 

422667; H25642; Hs.132821; ESTs; FMCWike,FMCWIke; Z76 

415012; NM_004383; Hs,77793; tyrosine kinase; SH2.SH3.pklnase:TM=M;SS=N; Z76 

402316; ; ; NM_013447:Homo sapiens cgWke module c; 7tm.ZGPS;TM=M;SS=M; Z75 

425465; L18964; Hs.1904; protein kinase C tola; pWnase.DAG^PE*lnd,pkinase„COPR;TM=M;SS=N; Z75 

447250; AI878909; Hs.17883; protein phosphatase 1G (farmerty 2Q, ma; PP2C;T1*=M:SS=N; Z75 

438629: A1187380: HsJi57170: ESTs. Weddy similar to T12515 hypolheti; TNFRjc6,none; Z75 

451 144; AW956103; Hs.61712; pynwate dehydrogenase kinase, isoeratyme; HATPasejj.non8; Z74 

408543; N78098; Hs.44289; ESTs; none;TM=M;SS=N; Z74 

429345: R11 141; Hs.199695; hypothefical protein; ietetra.SAM; Z74 

407722; BE252241; Hs.38041; pyridoxai (pyrtdoxine, vitambj 86) kinas; pfkB:TW=M;SS=N; Z73 

42060Z AF060877; Hs.99236: regidalor of G-protein slgnaffing 20; RGS;TM=M;SS=N; 2.73 

407217: AA477136: Hs.105584; ribosomal protein S6 kinase, 90HD. pdyp; pWnase,pkInase^C:TM=M;SSsN; Z73 

414135; NA/L004419; Hs.2128; dual spedfidty phosphatase 5; Rhodanese,OSPcY_phosphatase;TM=M;SS=N; Z73 

410590; BE61S216: Hs.64748; dtforide intracellular channd 3; none;TM=M;SS=N; Z73 

41112S;AAl51647:Hs.68877: cytochrome t>-245. alpha polypepiide;none;TM=Y;SS=M;Z73 

438022; AW517524; Hs.135201; N0D2 protein; lRaCV««).GTP_C0(;ViraLhBlfcase1;TM=M;SS=N; Z72 

420929: AI594143; Hs.326248; programmed ceO death 4; MA3;TM=M;SS^: Z72 

421155; H87879; Hs.102267: lysyl oxidase; Lysyl.oxidase,Aldose.epim,Epimeraser. 2.72 

448564; AU)44982: Hs.21453: inositol 1 AS^risphosph^ 34dnase C; IPK;; Z71 

449961; AW265634; Hs.133100; ESTs; pldnase,Furin-tike.Reoep.U..domain.none; Z71 

444833; AF111713; H8.12284; JuncSonat adheston motecuie 1; ig;TM»Y;SS»M; Z71 

412259; AI560292: Hs.279909: protein phosphatase 2 (fonmerty 2A), reg: WD40:TM=M;SS=N: Z71 

419569; A1971651; Hs.91 143; jagged 1 (AlagiHe syndrome); DStEGF.laminin.E6F,vwc,metaIthtoJM=M:SS=M; Z71 

452401; NM-0071 1 5; Hs.2d352; tumor necrosis factor, alpha^nduced pio; XIink.GUB;: Z71 

458190; BES61793; Hs.21446; K1AA1716 protein; ASC.GdactosyLT,none; Z70 

432126; AA865239; Hs.37196; ESTs; 7tm_1;TM=Y;SS=M; Z70 

42261 6; BE300330; Hs.1 18725; selenophosphato synthetase Z AIRS,AIRS,C;TM=M;SS=N; Z70 

424717; H03754; Hs.l52213: wingless^ MMTV integrafion site faml; wnMwne; Z70 

414108; A1267592; Hs.75761; SFRS protein kinase 1; ank,PH,Oxy8tenjLPP4iWnase!TMNM;SS=N: Z70 

446272: BE286912; Hs.14601; hematopoietic celkpedfto Lyn substral; SH3,HS1 jep;TM4«S&44; Z70 

416084; LI 6991; Hs.79006: deoxylhymidylato kinase (thymUytate Mn; none.mn8; Z6g 

427157; U51166: Hs.173824; OiyminfrONA glyoosylase; UOG;TM«M;SS=N; Z69 

404891; ; ; Target Exon; none,none; Z69 

432581; AU076465; KS.27B441; K1AA0015 gene product; PP2C;TK«=M:SS=N; Z69 

424321; W74048; Hs.1765; lymphocyte-specifk: protdn tyrosine kin; SH2.SH3,pkinase;TM=M:SS=N; Z68 

425308; M97639; Hs.l55585: receptor tyrosine kinase^ orphan rec; l93afngle.pklnase,Fz;TM=Y;SS=M; Z68 

414443; AUD77266; Hs.76144; plaietet^erlved grovuth factor receptor,: lgj3kinase;TMsY;SS»N; Z68 

427274; NM_00521 1; Hs.17414Z cotony stimulating factor 1 receptor, fo; ig,pklnase;TM=Y;S$=M; Z68 

436856; A1469355; Hs.127310; ESTs; pkinase,rTm;TM=M;SS=N; Z68 

4374S; H79981; Hs.5613: Homo sapiens mRNA; cOKA OKFZp564E2222 SH2.SH3.BTB; Z67 

450690; AA296696; HsJ33418: FXYD dom^rHX)ntalninQ ion transport reg; ATP1G1 J>LKUMTB;TM»Y;8S»M: Z67 

452069: AB026949; Hs.183994: K1AA1026 protein; MetoOoph03;TM-M;SS>41; Z67 

445330; R52656; Hs.21691; ESTs; 7tni_1.none; Z67 

452698; NM_001295; Hs.301921: chemokine (OC motil) receptor 1; 7tnu1:TM=Y;SS=M; Z67 
419754; H52299: Hs.308467; Hon» sapiens mRNA; cONA DKF2p586l0523 (f: none;TM=M;SS=N; Z67 
434237; AF1 19906; Hs.235516: hypothefical protein PR02g55; none:; Z67 

445826; BH313754; Ks.13350; Homo sapiens mRNA; cDNA DKFZp588O09ie (f; ig.tspJ.ZU5.Nudeo6Ue.(ran; Z66 

446696; AF279265; Hs.298476; sotote canier family 26, member 6; SuQateJbansp,STAS W-UUierniease;TM=Y;SS=N; 2.66 

439750; AL359053; Hs.57664: Homo sapiens mRNA fiiH length Insert d)N; tMPOH.C,IMPDH.N.CBSJntfigrliuB.RktoJB JecOn: Z66 

413745: AW2472SZ Hs.75514: nudeoside phosphorytase; MtapJ>NP:; Z66 

429083t Y09397: Hs.227817: BCU^ebled protein A1; 8d-2:TM^.SS^N: Z66 

449523t ra^000679: HS.S4443; dtemoldne (OC moCQ receptor 5; 7tm J;TM»Y:SS^ Z66 

449030; AI365582; Hs.57100; Homo sapiens mRNA for FU00016 protein. ; tr8nsmembrane4;TM:>Y:SS=:M; Z68 

434979; Ai953054; Ks.89643; transketolase (Wemidce-Korsakoff syndro; ASCtransketot8se,tianskBLpyr.tran^ketolasejC:j*ina5e; Z66 

408137; ; ; NIyL000179*M)mo sapiens mutS (E ooG) h; MulS.C;PWWP.MutS.N;Tli^M;S&^; Z66 
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408633: AW96337Z Hs.222088; PRO2000 prolan; b^J^o^o'^'^if^S'f - K 

412817: AL037159; Hs.74619; proteasome (prosome. macropan) 26S subu: PCj€p;TM-HSS=N. 2.» 
45268X AA456193: Hs.374574; progesterone membrane binding protem; '^on^obox.none^w 
5 40175^ ; : RAN binang protmn 3: SH2.STAT.STAT.b1nd.STATjrjUo^ 

450747! a1064821: Hs 129953; ESTs. Highly similar to 181 B357ABWSgen^^Wl^^^ Z65 
425776: U25128; Hs.159499; paraUiyroid hormone rMeptor JJt^2.HRM;TJ^J2!1^;^^iiii=^ Z64 
452701: m 0051 10; Hs.30332; glirtamine-fructose^hosphate transamin; <^Tase_iSIS JW-M SS-N. 
433933: A1754389; Hs.355397; Homo sapiens clone TCCaA00164 mRMA sequ; none:NA;NA: i64 
10 421677; H64Q92;Hs.38282; ESTs: A1ppAmadillo_seg.lBB; 2.64 

436469: AK001455: Hs.5198; Down syndrome Grilled re^n gene 2; none.i Z64 
423198; NB1933;Hs.1634:ceB division cycle 25A;Rhodanese.none;Z64 

435905; AW9g74«4: Hs.5003: KIAA0456 protein: SH3.RhoGAP.FCajM=M:SS=N: 164 H«rf«„,oi„«fl B Hvdafitoinase A:TM=M:SS=N- 163 

43771^ X04588: Hs.85B44: neurotrophic tyrosine Wnase, receptor. ;Tropomyosin,plonase.LRaLRRCT,Hydantoinase.B.Hydantomasej\.^ 
15 458946;AAD097'l6:Hs.42311:ESTs:none.DSPcYj)hosphalase;l^ 

447217: BE465754; Hs.17778; neuropilln 2; CUB.MAM.F5.F8.type.C;TM=M:SS=M: Z63 
445462: AA37877e:Hs.288549: hypothetical protein MGC3077: none;; 
425075: AA506324: HS.18S2; acid phosphatase, prostate; acdj)hosphatTM=Y;SS=M; 2.63 
405588- ' ; NML000299*:Homo sapiens plalcophflin 1 (e; AnnadiltojEeg;TM=M;SS=N: 2.63 
20 438330; AW450572; Hs.257315; ESTs; pidnase.zf.C4.ERM.CNH,none; 163 

448243: AW389771: Hs.367688: integrin. beta 8; inlegrin Bjwne; IW u u,,.Tu=M.e<i=M- 3 83 

452012^ AA307703;Hs.279766;kinesin family member 4A;kmesin.DNA.top^ 
412182; AA2055B8: Hs.73737; SpBdng fector, atgininefeerinwich. 4; rmi,hormone^.2K:4.sugarjn. Z.M 
423887; A1JD80207: Hs.134585; DKFZP434G232 prot^: ABC„tran;™=Y:SS=N: 163 
25 417497; AW4024a2; Hs.82212; CD53 antigen; tr3nsmembrane4;TM=Y;S^M; 162 

413407; AI356293; Hs.75339; inosilbl polyphosphate phosphatese4fce ; SH2.SAJJExo^OL^" 2.62 
414998: NWL002543: Hs.77729; oxltfced kw density llpoprcAeln M": te^hn j:;™^^ 
41788?. BE241595; Hs.82848: selccOn L (lymphocyte adhesion molecule; EGF4edn.c,susW:TM=M.SS-M: 2.62 
429922- Z97630; Hs.2261 17; HI histcne family, member 0; ltnkef_histone;TWl=H*SS=N: ZU 
30 401812; : : sorting naxin 14; AAA,NB-ARC,APS_kinase.cdc48_N.cdc48.2.none; 161 
417886: AA214584; ; ESTs; SPRY,7tm.3ANF.receplor^one: 161 
457670: AP1 19666: Hs.23449; Insulin receptor tyrwdne kinase substra; SH3;B«=M.SS-N. 161 
428512: W018187: Hs.37S624: Human DNA sequence from clone RPli243J .-wnen^^^ 
426746; J03626; Hs.2057: uridine monophosphate synthetase {orolal: f^^f^yllran^f^^ 161 

42016^ BE378432: Hs.95577; cySfHlependenl kinase 4; pWnase;TM4/l;SS=N; 160 
416661' AA634543; Hs.79440; KSF-H mRNA-binding protein 3; KH-domaln.rnn;TM=M;SS:=N; Z50 
417821; BE245149: Hs.82643; protein tyrosine kinase 9; oofiliiLADFs 2.0) 
40 41 1133; AW819204; ; gb:CM1^0283-071299^1-li03 ST0283 Homo; ANFjeoeptarjujne; 160 
40560^ : : Taiget Exon; pkinase;: 160 
400440; X83957; Hs.83870: nebulln: SH3.MebuBn:; 160 

424848;AI263231;Hs.327090:EST;SH3.PDZ.GuanylatB.kln.none;2^^ ato cMii;.r«i»«.TM=MSS-N' 1S9 

43226ft BE311B56; Hs.274230: y-phosphoadenoshe S^Hihosphosulfale sy; APS.kinas8ArP-sulfurylase.TM-M.SS-N. 1S9 
45 45269(^ A1536070: Hs.15085; ESTs; pou.homeobox.rta,chan.ANFjeceptDr. 159 

422753; A1928995: Hs,1575; small nuclear ribonucteoprotdn 03 polyp: Sm;: 2^? .....cc^m. o eft 

428028; U52112;Hs.182018;ln1er!eiMtv1receptor-as8ociatBdte^^ rcci-inin &Tr¥BanjtopLGPSJ«M:TliiNY;SS=*«;l^ 

433573; AF234887: m.57652: cadherin. E©: lAG seven-pass G-type race; 7tnLlEGF^^ 

422785; AI824114; Hs.2890B8; heal shock 90kD protein 1. alpha; *C2Hlnone; 158 
50 418585; U76376: Hs.a7247; harakiri, BCL2-interacting protein (cont; none;TM=M:SS=M; 158 

452329; N36626: Hs.29106; mitogen-acfivated prot^ Wn^e phospha; ,58 

428405; Y00762; Hs.2266; ditrflnerglc reoeptor, nkafiriks. alpha p; Neur_chan_LBO,NeurjAafunBirtb:T»=Y,SS=M, Z.&B 

421251; Z28913; Hs.102948: enigma {UM domain protein); UM,PDZ:; 157 

407245: X90568: Hs.172004; titin; fn3.ig.SGXXSG.pkinase;TM=M:SS=N; 157 ^ . _ . . _ _ 
55 422309; U79745: Hs.114924; sblute carrierfamily 16 (monocarboxyllc; suQar-lnTM=Y;SS=H 2.57 

4S?7^1 ::RANbiiKfingprot0h3:Orexin.SH2.^^^ 

447887; AA114050: Hs.211610: caspase 8. apof^wlMetated cystiAie pr; IC^10.IC^0.OEI>:TM=M.SS-N. 157 
422282: AF019225; Hs.1 14309; apoHpoprotein U MotAuExbB:TM*Y;SS=M: 157 

439853; BE547830; Hs.375208; paired immunoglobulifrtikB receptor beta; lipoxygenase,PLAT,ripoxygenase,PLAi, iMf 
60 425743; BE396495: Hs.159428; Ba2^soclated X protein; Bcl-2;TM=Y:SS=N; 157 
40121 8; ; ; eukaiyofic translafion elongat'on factor, ionJran3;TM=Y;SS=N; 157 

412773:H15785:Hs.74573;8lmilartovacdniavlrusHiiuffliK4LOR;PLDc:^ «.^™uv.ec=M. 9 « 

4447SA/^5M8:Hs,301957;nudbc(nudeodd^ 

429782; NM„005754; Hs,220689; Ras^TPase-arfWatlng protein SHMocnaln; mn.NTF2:TM=M;S5=N, Z.» 
65 442994; A!0267l8;Hs.16964; ESTs; ank.pWnase,death,Ribosond_814; 156 

456602; AA411607; Hs.118964; ESTs. Weakly siniilar to WAAIISOprDtei^^^^ 
422846; BE513934; Hs.1583: neutrophE cytosolic factor 1 (47kD,chi;SH3.PX:TM=M;SS=N; 156 
441699; AW511126;Hs.127572: ESTs; noneMJtens; 156 ^oub..ao/-»^ 
447912; AW576549; Hs.165728: ESTs. Wealdy simSar to 138022 hypoM; none.GSHPxABC_tran: Z.56 
70 442945; AI024849; Hs.131853; ESTs; pkinase.none; 156 ^^-nj^^oc^ii- •> «w 

453199- A1336266: Hs.32353: mitogeivacev^ protein kinase kmase ; ptanase:TM=M,SS-N; 156 
451477*: AI798425;Hs.427l0: ESTs; SH3.none; 156 uurr.A««H9«K 
415091; AIJ044872: Hs.77910; 3.hydroxy-3^nethyIgluta^yt.Coenzyme Asf. HMQ_CoA,^ 155 
413529; U11874:Hs.846;inlerteuldn 8 receptor, beta; 7tnu1:TM=Y:SS=N; 155 ^^^.^^rs^^u^c^ 
75 425345; AU077297: Hs.155894; protein tyrosine phosphatase, norwecept; Y_phosphalase.DSPc:TM=M;bS=M; ixm 
401321; ; ; receptor tyrosine kinase^ orphan rec; nona;TM=M;SS=N; 2.55 
446999; AA151520; Hs.351416: hypothetkal piolain MGC4485: non8.non8; 155 
401057; ; ; eukaryotfc translalfon eiongafion factor. tanJrans.iaTW=Y:SS«N: 155 
414509; AW161311; Hs.76294; C053 antigen (nftelanoma 1 anfigen); transmembrane4;Tiyi=Y;S^fJ 155 
80 408204: AA454501: H3.43666: protein tyrosine phosphatase type IVA, m; "jJ^"^^^}^^^ tj^ 
424539;L02911:Hs.150402;AdhrinAreceptor.typel (AC^m1) tAU<; pHnase.Adi^Aue5gT>^^ 
459060; H89244; Hs.303627: heterogeneous nuclear ribonudeoprotein ; rmi4)k!nase;TM*M;SS«N; 154 
450167; AA446404: Hs.24563; MrF2-reiatEd export protafai 1; MTF2;TM=M-.SS=N; 154 
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425966; NH.001761; Hs.1973: cydln F; cydlaF-bc)x.cydliLC;TM=M;SS=N: 2^ 

446566; H95741: Hs.l7914: fnembran«pannlng 4Kkjmdns.suMa^ 2.54 

412834: R77123: Hs.79881: Homo sapiens cONA: FU23006fi3, done U 7tnLl;wnB; 254 

457255; AL133011; Hs.253920: Homo sapiens mRNA; cONA DKFZp434P201 (fr, none.none; i54 

431341; AA30721 1; Hs.251531; proteasome {pmsoma. macropain) subuniL; prDte3Som8;TM=M;SS=N: 153 

417331; AW411297; Hs.8197^ SHC (Src homology 2 dOmaiiHXjntainino) t; SHiPlD^^2.SCAN^4iWmg;«AB:TM=M;SS=N: Z53 
414570; Y00285; Hs.76473; insu&v4ikB gnwth factor 2 receptor. fn2.aMR;TM=M;SS=M; 2.53 
444838; AV651680; Hs.208558; ESTs; IntegrinJ^FG^.none: 153 

422609; Z46023:Hs.l18721;6laCdas8 1 (lysosomal slaBdase); BNR.SH2,SH3.|Ainas8;TM=Y;SS=M; 2.53 

450296; AL041949: H5.24756; hepatocyte gnwth factor-regutated tyros; none.none; 153 

400701 ; ; Target Exoo; Bg_chan.SBP_bac_3^,receptorTM=Y;SS=M; 153 

432336; NM_0027S9; H5.274382; protein kinase, InterferwWnduciWa dou; dsmi.pHnase;TW=M;SS=N: 153 

442643; U82756; Hs.374973; PRP4/STK/WD spQdng factor; W040:; 152 

452)60: W26960: Hs.349089; ATP-Unding cassette, sub^andy F (GCN2: ABC.tran.IRK.SWIB; 152 

443951; F13272: Hs.356835: ferritin, fight potypeptUe; PMP21.aaudin,none; 152 

428975; NM_004672; Hl194694; mllogen-aclivated protein kinase kinase ; pMnase;: 152 

407608; AI92B218; Hs.380083; ATPase, Na? transporting, beta 3 polypep; none.none: 151 

414482; S57498; Hs76252; cndothelln receptor type A; 7tiiu1;TM=Y;SS=iy<; 151 

410293: AK000047: H5.61960; hypothetical protein; ietetrB;TM=M;8S«N; 151 

429663; M68874: Hs^l 1S87; phosphdipase A2, group IVA (pytosoQc. : C1PLA2.B;TM=M;SS=N; 151 

425424; N1WL004954: Hs.1 57199; ELKLffloSf kinase; pldnase,UBAM1:TM^SS«N; 151 

45701 3; AA037145; Hs.l72865; deavago stimulation factor, 3r pt^RMA.; WD40;TM=M:SS=N: 151 

439221; AA7371D6: Ks.32250; ESTs, ^4oder^tely similar to 178885 serin; adh.8hort.Bcl-23H4.none: 151 

405429; : ; Target Exon; Y j)hosphatase,none; 151 

443466; 8E243123; Hs.321045; IKK-rdated kinase epsOon; indudbte Dq pkinase.RI01;TMsM;SSsN: 151 
418478; U3894S; Hs.1174: cydn^ependent kinase Inhibitor 2A (me; ank.-; ISO 
408056; AA31 2329; Hs.42331; ephrln.A4; Ephrin:TM=M;SSsM; 150 
414419; F06829; Hs.76090; tumor necrosis factor, dpha^ndwed pro; »CtBtra;TM=M;SS=N; 150 
405369; ; ; N(uL005569*:Honio s^ens UM domdn klnas; pklnase.UM,PDZ;: 150 
418216; AA6&2240; Hs.263099: AF15q14 protein; Hemagdiufiiiia8qMash;TM»Y;SS-N; ISO 
404321; ; : C700174r:gil2499629lsp|Q63932iMPK2_MOUS; none.none; 150 
430300; U91939; Hs,248123: G proleiivcoupted receptor 25; 7tm_1;TM=Y;SS=M: 2.49 
440861; BE2441 15; Hs.7482; KIAA0682 gene product; mn,GuanylaleJdn;TM=M;SS=N: 149 
41 5801: R24219; Hs.278443: Fc fragment of IgG, tow affinity lib. re; lg;TM=Y:SS8N: 149 
418741; H83265: H5.888I; ESTs, Weakly similar to S41044 chromosom; pI(inase.Acfivituecp.pkinaseA:6v&uecp; 149 
■ 417034; NM«006183; Hs.80952: neurotensin; none;: 149 
400303; AA242758; Hs.79138: UV-I protein, estrogen regulated; nonejKHie; 149 
408805; H69912; Hs.4B269; vaccinia related kinase 1; pk]nase;TMNM;SS«N: 149 
418255; AW135405: Hs.37251: ESTs; pkinase,none: 149 

424905: NM-002497; Hs.153704: NIMA (never In mitosis gene aHdated k; pkinase,TM=M;SS=N: 2.44 

417791; AW965339; Hs.44269: ESTs; none.ferlFAD JIndlng.5>Ud J(an>dh.(;fer2JI>Vld JCan^dh.^^ 144 

453941; U39817; H5.36820; Btoom syndrome; DEAD.heiIcase.CHROCfrMsM;SSnN; 141 

417849; AW291587; Hs,82733: nidogen 2; EGF,WLrocepLb.lhyrogtobulio_1;TM=M;SS=M; 139 

408908; BE296227; Hs.250822; sedneAhreoniro kinase 15; pkinase;; 132 

428513; BE220806; Hs.184697; plexln CI; PSI.none; 131 

426761; AI015709: Hs.172089; PORIMIN Pnwnoosls receptor krdudng me; none:TM=Y:5SeM; 131 

427565: 031152: Hs.179729; collagen, type X. alpha 1 (SctimkI metaph; Clq.Collagen;: 128 

412723; AA648459: H5.33S951; hypothetical protein AF301222: none;TM=M;SS=N: 128 

452461; N78223: Hs.l08106; transcnptton factor; zf-C3HC4.ubkjuiUn.PHD,YOG.SRA;TM=M;SS=N: 125 

429547; AW009166; Hs.99376; FGENESH predicted novel Eecreled protein; none,none: 115 

429486; AF155B27; Hs.203963; hypothetlcai protein FU10339; SNF2.N.heBcase^C;TM=M;SS=N; 115 

401486; ; ; C4000647*:giK758S08|reflNPjD04253.1| ai; nana;TM>Y;SS=M; 115 

416209; AA236776; Hs.79078; MAD2 (mitotte anestdelicfenl yeasl, h; H0RMA;TM4A;SS=N: 114 

424399; Ai905687; Hs.348419; AI905687:IL^T095-190199^19 BT095 Homo ; none;TM=M;SS«M; 114 

423761; NM.006194: Hs.132576; paired box gene 9: PAX;TM=M;$ScN: 113 

439670; AF088076; Hs.59507; ESTs. WesMy similar to AC0048S8 3 U1 sm: none.none; 113 

439318; AW837046; Hs.6527: G protelnK»upted receptor 66; 7trnj2,CyiCjsm.GPS:TM=Y;SS=M: 103 

445019; AI205540; Hs^8129S; ESTs; none,none: 100 

443211; AI128388; Hs.143655; ESTs; none.none: 1.98 

449448; D60730; Hs.57471; ESTs; none.none; 1.92 

435243; AW292886: Hs.348932; hypolhefical protein dJ434014.3; IRF we; 1.85 

406360; ; ; Target Exon; WD40;TM^SSsN; 1.84 

41 1388; X72925: Hs.69752; desmocdlin 1; caiIherin;TM=Y;SS=N; 1.84 

453101 NM_007197; Hs.31664: frizzled (DrosophQa) homotog 10; Fz.Fri22led,7tnL2;TM=Y;SS=M: 1.79 

419183; U60669; Hs.89663; cytochrome P450. subfamDy XWV (vitamin; p450:; 1.78 

420344; BE463721; Hs.97101; ptMve G protein-coupled reoepton Methyltransf_5;TM»Y:SS»M; 1.77 

432841 AW674093: H3.334822: iiypothetical protein MGC4485; RibosomaLU;TM=M;SS=N: 1.76 

419743; AW408762: Hs.5957: Homo sapiens done 24416 mRNA sequence: nonB,none; 1.73 

426427; M86699; Hs.169840: TTK protein kinase; pWnasen 1.62 

437915; AI637993; Hs.202312; Homo sapiens done Nil MTera2D1 toratoca none^ione; 158 

433336; AF017986; Hs.31386; secreted frfrded^clated protein 2 (sin Fz,MTR:: 1.50 

434377; AW137148; Hs.306593: Intron of peitostin {OSF.2os); FasdcftMwne; 1.47 

451591 A1805416; Hs.213897: ESTs; none.none; 1.47 

404927; ; ; Target Exon; GalactosyLT;TM=M:SS=Y: 1.28 

421552; AF026691 Hs.105700; secreted frizztaketated protein 4; Fz.NTR^ 1.27 

427335; AA448542: HS.27B444; G antigen 7B; none;; 1.25 

431808; M30703; H8.270833; amphireguiin (sdwannomaderivcd growth ; EGF;TM=Y;SS=M; 1.24 
447993: AW139525; Hs.170362; ESTs; none,none; 1.21 

428182; BE386041 Ha.293317; ESTs, Weakly similar to GGC1J1UMAN G ANT; noneJM»M;S&4)l: 1.18 
453837: NiyL002589: H8.34073; BHprolocadherIn (biaintert); eadherln;TM»Y;SS=M; 1.14 
438274; AI918906; Hs.55080; ESTs; PAX.none; 1 .14 

453966; BE148734; Hs.63325; transmembrane protease, serine 4; lTypsin.klLrecepLa.none: 1.10 
413268: AtJ039079; Hs.75256; regulator of Gfrotein slgnsiling 1; RGS;T»»=M:SS=N: 1.07 
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429921;AA526911;Hs.82772; collagen. typeJO^ha 

452795: AW332555; H5.18878; hypolhsllcd protein FLJ21620; 20G-FelLOwTM*M:SS-N. i.uu 



^ TABLE 25B 

Pkey. Unique Eos probesal UenlifiBr number 
CAT number Gene duster number 
Accession: Genbatik accession numbeis 

10 Pttey CAT Number Accession 

406685 0_0 M18728 

4188B9 12789 14 AA229762AA230035 

425802 8884 3 AA1 22298 AA360788 

S IK S^S^SK8,9211BE,a4e 
AW81919BAW819234 



20 



TABLE 25C 



sequence of human duomosome 22.' 
Strand' indicates DMA strand from wblch exons were predided. 
25 NLposition: Indicates nudeotide positions Of predided ewms. 

Ntjxjsiiion 





PIcey 


Ret 


Strand 




4017B1 


7249190 


Minus 


30 


401780 


7249190 


Minus 


401760 


9929699 


Plus 




402075 


8117407 


Plus 




401747 


9789872 


Minus 


35 


404996 


6007890 


Rus 


402447 


9796640 


Pius 


405932 


7767812 


Minis 




406467 


9795551 


Plus 




402233 


7690102 


Plus 


40 


402558 


9863760 


Plus 


405556 


1552511 


Plus 


403112 


8980973 


Minus 




402316 


7527774 


Minus 




404891 


7329392 


Plus 


45 


406137 


9166422 


Minus 


401752 


9828651 


Plus 


405588 


5002511 


Plus 




401812 


7407975 


Minus 




405602 


4753260 


Plus 


50 


401751 


9828651 


Phjs 


401218 


9929301 


Minus 


401321 


9863631 


Minus 




401057 


8117645 


Rus 




400702 


8118856 


Minus 


55 


405429 
405369 


7321905 


Minus 


2078469 


Minus 


404321 


9665209 


Minus 




401486 


7341763 


Plus 




406360 


9256107 


Mnus 


60 


404927 


7342002 


Plus 







83215^35,83531-83656.83740^901.8423 
28397-28617,28920-29045.29135-29296^941 



121907-122035.122804-122921.124019-12416 

118596.118816.119119-119244.119609-11976 

37999-38145,38652.38998.39727-3987^4055 

4760W7729.51696-S1821 .52070.52257.5330 

123525-123713 

1B2212-182958 

90281.91477 

19047-19145.21 133.21293.33968-34069 

163497-163523.164715-16496M6536M6S50 

113051-113195 

10751-10919.18817-19052.22131-22328 

84974-85125 

30487-31058 

144600-144794 

46180-46366 

55084.55391 

44647-44778 

139165-139322 

4079341031 

104278-104748 

158309-159238 

11457-11585.26311.26536.27902^8067.3204 

51577.51723 

34183-34357.35686-35751 
76594-77805 

32585^56.36281-36540,40791-40933.4401 
7513-7673 



TABLE25A: 834GEt4ES UP-REGUUTED IN EVVl NO'S SARCOMA OTMPARED TO NOf»IAL ADULT T^ 

65 T3«e26A«s.^t834sen.u.r^^^^^^ 

GeneChip array sud, that the ratio of -avefjeWdneycai^^ 



70 



s evaluated. 



Ptey: Unique Eos probeset identifier number 

ExAccK Exemplar Accession number, Genbank accession number 



UnigenelO: Unigene number 
uirigene Tltle:Unigene gene tille 
75 R1: RattoofEwingsarcomatonomelfesue 



Pfcey ' ^xAocn UniGenelU UrtGene TBie 



38.4 



1Q1447 M213D5 gb:Human alpha satdiite a«rf sateMte 3 

80 115881 NM_00S756 Hs.184942 Gproteliwoupled receptor 64 ^ 

110278 AF061573 Hs.l9492 protocadherin 8 J" 

121362 AF050147 Hs.97932 chondromoduBn I precursor li'i 
101104 AW862258 Hs.l69266 neuropeptide Y receptor Yl 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



121792 AW989726 
121619 AAS2B339 
104659 AW969769 
106533 AL134708 
124006 A1147155 
110728 AA737106 
105782 H09748 
102836 U94320 
104691 U29690 
121231 AA81494B 
129526 S69681 
119791 AA554907 
116301 AW959706 
123308 C14167 
127742 AW2934g6 
131601 NM.007115 
127489 AA650250 
115909 AW872527 
101063 054745 
134570 U66615 
100299 D49493 
127387 A1022103 
131313 R96290 
126799 AW753865 
125847 AW161885 
100380 082343 
114837 BE244930 
123049 BE047680 
129977 NK1.000399 
127695 AA714731 
125168 AA610620 
118844 AA443241 
119717 AA918317 
101879 AA176374 
113003 AW292315 
126645 AA316181 
101050 AU077324 
116790 AW161357 
119082 AF252297 
132315 AF091086 
126098 M7g088 
1^77 M78772 
126426 AA125384 
131307 NM_000025 
123619 AA602964 
128361 AW172570 
127003 AW816515 
100020 

125556 ABC33064 
105316 AI671245 
112268 W39809 
106516 AL137311 
128132 AA225632 
129012 R81936 
125447 AI582222 
134676 W28051 
119040 R02394 
128391 AW188325 
123829 AF251237 
123949 AA621665 
126872 AW450979 
101266 L36645 
121309 AA293834 
130637 AA356764 
125464 N71807 
135175 M91463 
107599 AW664072 
102661 Y08890 
131688 AI935413 
120147 AI917116 
110343 AW138703 
■127664 AA806t64 
103076 NA^001034 
126127 N95428 
12S558 R5930$ 
100335 AW247529 
133421 AF134150 
102581 AU077228 
113577 AI300699 
118397 BE139479 
115773 AW445044 
128659 AW630087 
127262 AA828125 



Hs.g8381 ESTs. WeaMy similar to serine protease 

Hs.178062 ESTs, WbaMy similar to phosphatUylseri 

Hs.105201 ESTs 

HS.14S998 ESTs 

Hs^OOie ESTs 

Hs.32250 ESTs. Modtf ateiy similar to 178885 serin 

Hs.57987 BK»IICLUIymphoraa11B (zinc finger pro 

Ks.156330 neuropeptide Y receptor Y5 

Hs.37744 Homo sapiens beto-1 adrenergic receptor 

Hs.gS343 ESTs^WeaUysMtartoALUCJiUMANHQ 

HS.177S82 surfactant, pulmonav-assodalsd protoin 

Hs^291 ESTs 

Hs.293332 ESTs 

HS.103S38 ESTs 
HS.1B0138 . ESTs 

Hs.29352 tumor necrosis factor. dph»Induced pro 

Hs.272076 ESTs 

Hs.59761 ESTs. We^ similar to DAP1.HUMAN DEATH 

Hs.80247 chotecystotdnin^ 

Hs.172280 SWI/SNFftiated.m^associatod.ac6 

Hs.2171 growtli differentiation factor 1 0 

Hs.124511 ESTs 

Ks.336629 ribosomal protein L44 

Hs.74376 dfectomedin rotated ER localized protei 

Hs^49034 ESTs 

Hs.18551 neurolitastoma (nerve tissue) protein 
Hs.166895 ESTs 

Hs^l 1869 dickkopf (Xenopus laevis) liomolog 2 
Hs.1 395 early growth response 2 (KrQX-20 (Drosop 
Hs^1457 ESTs.Wea)dystmaartotieterogeneousr 
Hs.181 244 major i^tocompatibnity complex, class 
Hs.336629 r1t)OSomai protein L44 
Hs.57987 &cell CXL/lymplioma 11B (zinc finger pro 
Hs.243886 nuclear autoantigenic spem\ protein Oils 
Hs.7215 ESTs 

HS.6163S six transmembrane epithefiai antigen of 
Hs.1832 neuropepGdeV 
Hs.101174 Rtootubut&-associaled protein tau 
Hs^1546 cytochrome P4S0 refinoid metabolizing pr 
HS.44S63 hypotheSca) protein 

gb:EST01236 Subtracted Hippocampus. Stra 
Hsu210836 ESTs 

gb:zn27h0&r1 Stratagens neuroeplthdium 
Hs.2549 adrenergic, bet»3-. receptor 

gb:no97c02^1 NCL0GAP.Pr2 Homo sapiens 
H$.130246 ESTs 

Hs.173540 ATPase,aassV, type 100 

Hs.334808 KIAA1 238 protein 
Hs.24835 hypothetica] protein FU14594 
Hs.22003 sdute carrier My 6 (neurotransmitte 
H&234074 Homo sapiens mRNA; cONA OKFZp761G02121 ( 

gbTO08a07j1 NCUCGAPJ»r1 Homo sapiens 
H5.336629 ribosomal protein L44 
H5.128686 ESTs 

Hs.87819 Homo sapiens, done MGC:2492. mRNA. comp 

Hs.269436 ESTs, lltoderately Mar to PC42S9 (erri 

Hs.170652 ESTs 

Hs.1 12208 XAGE-1 proton 

Hs.208957 EST 

gb:UWH-BI3^b*12^UI^1 Na.CGAP_Su 
Hs.73964 EphA4 
Hs.97312 ESTs 

Hs.17109 integral membrane protein 2A 

gb:yz29d09.r1 SoaresjndtipiejBderosls. 
Hs.95g58 solute canlerfanfly 2 (factStatedgto 
Hs.60136 ESTs 

Hs.113503 karyopherin(impomn}beta3 
H8^692 p21 (C0KN1A>«ctlvaied kinase 2 
Ks.155376 hemogtol)in.beta 
Hs.17268 ESTs 
Hs.116502 ESTs 

Hs.75319 ribonucleotide reductase M2 potypepUde 

gbabSOdOSjl &a8res.senescentfibrDblas 
gt)7h16c10j1 Soares infant brain INtB H 

Hs.6793 platelet^^acQvating (actor acetythydrola 

Hs.7327 daudlnl 

HS.772S6 enhancer of zesto (OrosophUa) homotog 2 
H5.278937 PR00470 protein 
Hs.161492 ESTs 

Hs.38207 Human ONA sequence ftom done RP4-5301 15 
Hs.103315 trinudeofide repeat containing 1 

gb]Od71a09^1 NCl_CGAP.Or2 Homo sapiens 
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106472 AI207162 
125032 T74884 
127315 AF116e22 
126600 AA699949 
120325 Ml 95651 
127256 AI738610 
117357 N24829 
126735 M69113 
102745 AW753865 
128040 AW500486 
129706 AA443241 
107731 AA0160B6 
128283 AI076570 
125165 W45350 
111148 AB020690 
105577 AW852257 
128301 U90552 
130262 D63216 
132967 AA316181 
102479 NM_001991 
128531 H03721 
126165 A1741816 
126086 H75681 
118967 A1668670 
120830 A1568170 
127229 AA316iai 
129428 AA255906 
110151 H18B35 
131381 M92642 
133761 AF041430 
125590 R23858 
126693 C05723 



Hs3815 stalhmif»4ike-proteln RB3 

ab:vc58d02^1 Stralagenenver (937224) 
5:Homo saiflens clone aB4217mRNA8eque 

ESTs 
ESTs 

ESTs, Moderately similar ta ALU8_HUMAN 
gb7)SBh12^1 Scares melanocyte 2NbHM Ho 
glutathione S-lransferase pi 
dfaclomedin related ERtecaBzed proto 
splictng factor prolinc/ghilamlne rich { 
ribosomal protein L44 
ESTs. Weakly similar to 138022 hypotheti 
ESTs 

gb2c81h08^1 PancreaUc Islet Homo sapl 
paraneoplastic antigen MA2 
C-tetminal binding prolan 2 
butyrophBin. subfamily 3. member A1 
frizzled^atBd protein 
six transmembrane epithella! antigen of 
enhancer of zeste (Drosophite} homolog 1 
ribosomal protein S15a 
ESTs 

gb:yi77g01 Jl Soares fetd liver spleen 

ESTs 
ESTs 



126021 AA775894 
125905 A1678638 
102507 US21S4 
125743 H17151 
130580 N32388 
113119 T4791Q 
123110 AA486256 
113283 T66813 
107711 W95141 
128992 H04150 
106111 AW875398 
129948 AI537162 
125728 AW954565 
116728 F13687 
103100 NM„005574 
124971 T23800 
131019 W28614 
128671 A1885045 
111795 A1435437 
119127 AA708035 
117602 N35020 
111898 1^8944 
131916 AA02S976 
130850 AB040922 
100571 L14561 
126722 N86148 
123720 AA609734 
113609 T93263 
131138 ABO33099 
129001 AA443323 
133529 W45623 
107S93 AI093688 
123910 AA6212^ 
128817 BE395776 
103080 AU077231 
128367 AW611791 
123729 AiJ039779 
112342 AW410273 
114721 061939 
127768 AW085002 
127706 AI174238 
126029 AA704S3 
124250 AAa502S6 
117265 AA451966 
112501 AA972447 
129079 AK0001S7 
1Z7252 AI049545 
129228 U40714 
114092 H81213 
109252 BE440157 
127889 AI147408 



Hs.191385 
Hs.104106 
Hs.267967 

Hs.226795 
Hs.74376 
Hs.180610 
Hs.336629 
HS272106 
Hs.134053 

Hs.7782 
Hs.171391 
HS.2842B3 
H5.153684 
Hs.61635 
Hs.194669 
Hs5953 
Hs.125897 

Hs^16756 
HS.S6886 
Hs.61635 
Hs.111364 
Hs.31608 
Hs.26208 
Hs.75922 
Hs.143375 

Hs.187516 
H$.6456 
Hs.193044 

Hs.334370 



Hs.1935t0 
Hs.12947 
Hs.220687 
Hs.107708 
Hs.6451 
Hs.263988 
Hs.57987 
Hs^27976 
Hs.184585 
Hs.151001 
Hs.306155 
HS.2115B6 
Hs.24567 
Hs.12248 
Hs.44685 
Hs.183475 
Hs34569 
HSJ20237 
Hs.78546 
Hs.11125 
Hs.112755 
Hs.16875 
Hs.23413 
Hs.107812 
Hs.74571 
Hs.60051 
Hs.179923 
Hs.168640 
Hs,82932 
Hs.150742 
HS578672 
HS52614 
Hs.103822 
Hs.156187 
Hs.186982 
Hs.169359 
Hs.323875. 
HS.4300S 
Hs^33 
Hs.108502 
Hs.94 
Hs.239307 
Hs.14825 
Hs^944 
Hs.144941 



ESTs. V\tealdy slmHar to ubiquitous TPR m 
hypolheticdproieinFU20041 
odlagen, type XVl, alpha 1 
brain proton 13 

Homo sapiens, done 1MAGE:3840937. mRNA. 
gbi05723 Human pancreatic islet Homo sa 
ESTs 

chaperonin containing TCP1. subunit 2 (b 
potassium inwaidly-rectilying channel. 8 
flb:ym37a05.r1 Soares Infant brain 1N1BH 
uncharacledzed hypothdamus protein HBE 
flb:yb18b1 U1 Stratagene fetal spleen ^ 
EST 
EST 
ESTs 
ESTs 

PRO0659 protein 
ESTs . ^ 

^ CLUIymphoma 118 (zinc finger pro 

EST ^ 
UM domain only 2 (itwmboBfrffia 1) 
hypothetical protein FU14728 
chorionic somatomammotropin hormone 1 (p 
phosphoinositide-3Wnase, regijatonr s 
ESTs, VteaWy similar to KBF3JfUMAN NUa 
ESTs 

C3HC4-ni(e zinc linger protein 
Homo sapiens done 25061 mRNA sequence 
ESTs 

DKFZP566C134 protein 
ATPase. Ca++ transporftig. ptesma membra 
HSPC033 protein 
EST 

ESTs, WeaWy similar to S23650 relrowir 
KIAA1273 protein 
BPOZ protein 
AOP-flbosylalion factor 1 
ESTs 

ESTs, WeaWy sinBlar to S65657 alpha-IC- 
ankylosis, progressiw (mouse) homolog 
cy(iiD1 (pRAD1:paraftyroWadenoiTiato8 

ESTs . 
membrane component, chromosome 11 , swa 

longevi^ assurance (LA61. S. cersnsiae . 
ESTs 
ESTs 
ESTs 
ESTs 

EST, WeaWy similar to 2109260A B cdl 
RAB94ik8prQtan 

Homo sapiens ntfWA; cDNA DKFZp434K087 ( 

hypothetica! protein FU20150 
OnaJ (ttep40) homolog, subfamBy A. membe 



ESTs. Wealdy similar to KIAA1503 protein 

ESTs 

ESTs 
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121292 AA401B07 
128797 NAfL002975 
132985 AL045579 
125174 W51835 
125401 AI204637 
135278 AA399542 
119155 R61715 
123423 AA59&484 
123258 AA49Q929 
128826 Z40313 
105014 AA121123 
101086 AA382524 
110679 AA004798 
12^79 090391 
132317 BE282436 
124691 n05835 
113474 R50752 
103175 X690B9 
129052 BE27S031 
129248 W04608 
100780 BE581958 
135416 BE281018 
129928 A1338993 
103319 X83492 
110256 H63947 
120734 AA299948 
111777 AK001100 
128963 J03890 
108451 AA079195 
134964 A1803516 
127248 AA364195 
125761 R68351 
101358 M10058 
101613 M24283 
107121 AB015427 
118751 N74210 
128952 AL043463 
126581 W73306 
127634 AA633469 
130755 BE293520 
132867 AF226667 
126323 N77584 
1117S0 AW769683 
125549 R20215 
12B059 AA972446 
132342 AW162758 
12S722 H29796 
106383 AA447453 
127644 N88858 
128179 AW^89 
133461 NK/L000762 
126962 R12014 
112369 AW966243 
133582 BE391579 
112276 R53442 
108743 AI580150 
133726 Ai803188 
131263 AU077002 
109929 AA773187 
129059 AW069534 
110724 AW016783 
116962 H79677 
119232 A1655226 
106711 8E390125 
135191 X16866 
125822 K03162 
130215 68301883 
133363 A1866266 
126250 AL050391 
103392 X94563 
129794 AF161399 
100253 D38024 
130743 AU)49266 
125468 R08234 
122682 AA984531 
133347 BE257758 
104455 AL1 10261 
116332 AA491208 
131163 AA099S24 
109592 AI1980S9 
128721 AW403911 
114046 BE018658 
128434 Ai190914 



H3.105927 

Hs.62113 

Ks.231082 

Hs.337585 

H3^9671 

HsJ10598 

Hs,105274 

Hs.106330 

Hs.269267 

HS.2509S9 

Hs.108311 

Hs.1265 

HS.44S92 

Hs.110153 

Hs.23856 

Hs,79227 

HS.15B210 

Hs.171637 

Hs.302063- 

Hs.99969 

H&134S35 

Hs^2359 

Hs^7955 

Hs.41690 
Hs.1074 

H8^2691 



Hs.12056 

Hs.168383 

Hs^50493 

Hs^0454 

Hs.6755 

Hs.308668 

HS.1932B3 

Hs.18910 

Hs.58553 

Hs.6e644 

Hs.6734 

Hs.145096 

Hs.45232 

Hs^9622 

KSJ7860 

Hs.155101 

Hs.127116 

HS.33434S 

HS20976 

Hs.4243 

HS75087 

Hs.26038 

Hs.71074 

Hs^2716 

Hs.24950 

Hs.294027 

Ks.279583 

Hs.30799 

Hs.117659 
H3.143187 
H$.301086 
Hs.268768 
Hs.1 52707 
H3.71962 
Hs.321247 

HS.232S9 

Hs.157425 

H3.18724 

Hs.180461 

Hs.159293 

Hs.71475 

H3.157211. 

Hs.62620 

Hs^S4 

HS.2637D 

Hs^175 

Hs.141003 

Hs.143880 



gbzv6S1U1 5oafe5.totaLfelus_Nb2HF8L 2.3 

Stem ceQsrowth factor: (ymphocyta seer 2.3 

K1AA0717 protein 2J 

EST 2.3 

ESTs, Highly similar to iCAA0350iasapi 23 

EST, ModerslEly similar to PEPTIDYL-PROL 2.3 

ESTs. Moderatdy sImOar to ALU1_KUMAN 2.3 

gb.d838f04 j1 Gessler WSms tumor Homo 8 Z3 

ESTs. WeaMy shiDar to RMS1J1UMAN RHGUL 2.3 

Homo sapiens done tMAGE:23371.mRNA8eq 2.3 

ESTs.W^similartoAF161381 1HSPC 2.3 

Mstatini 2.3 

ESTs. WeaUy sln&a to T00351 tiypoO»Q 13 

branched chain keto acid dehydrogenase E 2.3 

belB-1.4mannosyltransfer8se 2.3 

ESTs 2.3 

hypotheSca) protein MGC5297 2.3 

myomesIn(M.pfotoin)2(165kO) 2.2 

hypothetical protein liAGC2555 2.2 

hypothetical piiotelnM6C262B 2.2 

immunoglobunn heavy constant miJ 2.2 

fusion, derived from t(12:16) mangnant 2.2 

ESTs 2.2 

tumor necrosis factor receptor supetfami 2.2 

RAB7, menlber RAS oncogene famly 2.2 

gb:EST12544 Ulems tumor I Homo sapiens t2 

desmocollin 3 2.2 

surfactant pulmonary-assodated protein 2.2 

gb:zm92h12.8l Stiatagene ovarian cancer 2.2 

hlppocaldn-Iike protein 4 2.2 

gb:EST75015 Pineal gland II Homo sapiens Z2 

gb7h99b03.r1 Scares placenta Nb2HP Hon© 2.2 

asl^iycoprotein receptor 1 2.2 

intercellular adhesion molecule 1 (C054) 2.2 

zinc finger protein 219 2.2 

ESTs 12 

RaP2 interacting protein 8 2.2 

Homo sapiens cONAaJ14069fis, done MA 2.2 

ESTs. Weakly similar to unnamed protein 2.2 

prostate cancer overexpressed gene 1 2.2 

aPsynOiasell 2.2 

Homo sapiens mioosoma] signal peptidase 2.2 

ESTs. WeaUy slmRar to S26650 DNA-blndi 12 

gb:yg18b09.rl Soares infant brain 1NIB H 12 

ESTs 12 

ESTs. Weakly similar to ALU5_HUMAN ALU S 12 

ESTs 12 

Homo sapiens mRNA:GONAOKFZp586M0723(f 12 

ATP synlhase. H* transpoifing, mitochond 12 

ESTs 12 

cytochrome P450, subfamily IIA (phenobar 12 

ESTs 2.2 

hypothetic^ protein RJ12650 12 

Fa&^tivaled sertne/threonlna Mnase 12 

ESTs,Wed(lydmlIartol38022hypalhet 12 

ESTs 12 

oxysterol-binding protein^alated pmtd 12 

regulator of G-proteln signalling 5 12 

ESTs 12 

CGl-81 protein 12 

Homo sapiens cONAFU13471fis. done PL 12 

0b7u76g10.6 1 Soares fald Itvsr spleen 12 

ESTs. Weakly simOartoT46481hypoM . 12 

hypotheOcal protein 12 

cytodvomeP450. subfamily [ID(defarteoq 12 

ESTs 12 

gBoblastoma amplified sequence 12 

ESTs. Weakly sonSar to B36298 pnXsw 12 

Homo sapiens mRNA; cONA OKFZpS86A181 (fr 12 

fibKsapiensdbi/acbpgenaexonl&l 12 

hypothetical protein FU13433 12 

doubia homeobox. 2 12 

Homo saf&ns mRNA; cDNADKFZp564F093(fr 2.2 

ESTs 12 

ESTs 12 

add duster protein 33 12 

OXFZP586B0621 protein 12 

chr o mo som e 6 open reading frame 1 12 

ESTs 12 

ESTs 12 

phosphoproteinBSSodatedwiihGEMs 11 

Homo sapiens cONA:RJ21 69111s. done C 11 

ESTs 11 
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103163 AU077018 
112379 AKD01713 
127507 AA249573 
133097 W03512 
126153 HB5692 
122110 A1123000 
100S54 M35923 
104799 AA029703 
132664 AI740461 
114620 AA642974 
115348 AA281S62 
133231 AKD00517 
133160 N5496B 
124656 AW297702 
133576 M19650 
132676 N92589 
126505 AA282881 
118665 AA736405 
134267 A1174596 
134104 U5253 
133493 AW998046 
112853 T02843 
117457 N29682 
112246 R51321 
134869 AU57518 
128869 AA768242 
129179 AW96902S 
104857 AI920902 
101651 AL037111 
129726 H15474 
117185 H98988 
126271 A1250773 
116925 H73110 
128468 T23625 
.116031 AA452239 
130724 AK001507 
121897 AA427419 
123808 AA620552 
122333 AA625872 
127841 AW138558 
100023 

113002 BE243513 
111567 F12628 
113697 T97183 
128033 AI248705 
105225 AA211777 
112370 AF052095 
132786 BE083422 
113226 A1821008 
117997 N52090 
116996 K83935 
127002 AL353940 
122591 AI188219 
107279 S57296 
103698 AA248884 
110312 BE256986 
127447 AA386192 
128352 AW137413 
113649 N94768 
12B275 A121fi235 
125976 AA438760 
120820 AA347417 
134937 AI251449 
129602 AI2B2193 
129535 AA397972 
106095 AF115402 
128538 R44214 
105593 AA279341 
10578B AB009698 
128148 AA918175 
125982 R98Q91 
125746 AL137506 
127835 AA748762 
100661 BE623Q01 
124282 AAD18408 
126926 AA179472 
100221 D28383 
126053 H64450 
100944 L07518 
125561 AI272848 
128604 AI879099 
114612 AI124557 
130453 U80735 



Hs.3235 keraGn4 
HS.17860 hypolhefical protein FU10851 
Hs.152618 ESTs. Moderalely similar to ZN91_HUMAN Z 
Hs.6479 hypothetical protein MGC13272 
Hs.40730 ESTs 

Hs.301240 melanooorfin 1 receptor (alpha mdanocyt 
gtKHuman W-Opoxygenase ftpA.par^^^ 
gb2eg5hOBAl SQares„fetaLhearLNbHH19W 

Hs.54542 ESTs 

gb:iv60h0U1 Na_CGAP_Lyin3 Homo sapiens 

Hs.292100 ESTs 

Hs^ hypothetical protein aJ20S10 
Hs.66309 hypothetical protein MGC11061 
Hs.102915 ESTs ^ ^ ^ 

Hs.150741 2.3'-cyclic nucteoSde 3' phosphotfeste 
Hs.261038 ESTs, Weakly similar to 138022 hypothet 
Hs.190057 ESTs 

Hs.54530 ESTs « ^ 

Hs.196209 RAE1 (RNA export 1, S.pomt)e) homolog 
Ks.79107 mitogen-activated protein kinase 14 
Hs 194369 arglnlne^tamto aod dipeptide (RE) re 

flb:FB11H5 Fetal t)rain. Stratagene Homo s 
Hs 44071 ESTs. Vteddy similar to ALU5_HUMAN ALU 
Hsl25780 Homo sapiens cDNA FU12252 lis. ctone MA 
HsS0421 PR02463 protein 
Hs^0618 hypolheUcal protein 
Hs.109154 ESTs 

H8.19058 ESTs, ModeraHely simBar to S65657 alpha 
Hs,75641 gdactose-l-phosphate uridylyllransferas 
Hs.132898 fatly acid desalurase 1 
Hs.42612 ESTs. Weakly similar to ALULHUMAN ALU S 
Hs.270012 ESTs 

Hs.260603 ESTs. Moderalely similar to A47582 B*e 
Hs.150580 pulafivetranslalionlnHlallon factor 
Hs.103329 KIAA0970 protein 
HSJ06084 Homo sapiens done FLB6914 PR01821 mRNA. 
Wsmm EST. Weakly similar to ZN91.HUMAN ZINC 
gb:ae5Bg1U1 Stratagene hing carcinoma 
Hs58977 ESTs,ModaraiBlyslmilartoT34561hypot 
H5.12S246 ESTs 

Hs.7212 hypothetical protein PP1044 
Hs.334786 hypolhetteal protein MGCie040 
Hs.17992 Homo sapiens mRNA; cONA DKFZp434J1726 (f 
Hs.149321 ESTs 

gb:zn57d02,s1 Stratagene muscle 937209 H 
Homo sapiens clone 23911 mRNA sequence 
hypothetical protein MGC2668 
ESTs 



Hs.167344 
Hs56851 
Hs.10697 
Hs.47420 
Hs,4053S 
Hs^4979 
Hs.99311 
Hs.323910 

Ks.11898 
Hs.193482 
Hs.169942 
HS.164Q0 
Hs.131240 

Hs.96869 
Hs.171939 
HS.19829B 
H3.169965 
Hs.11713 
Hs,10l189 
Hs.174151 
Hs:23965 
Hs.126637 

Hs.274256 
Hs.163113 
Hs.132748 
Hs.110287 



EST 
ESTs 

hypolhettedl protein 0KFZp761P1010 
ESTs. WeaWy similar to HSJ2JiUMAN DNAJ 
v-erb*b2 avian erythroblastic leukemia 
gb:k3517.seq.F Human fetal heart Lantda 
hypothetical protein FU12089 
Homo sapiens cDNA FU11 903 Us. done HE 
ESTs 

ESTs. WeaWy slmDar to KIAA1435 proteh 
ESTs 

gb:zv67d11 Jl SoaiesJotaLJfetus_Nb2HF8. 
EST 

ESTs . 
v-src ayrtan sarcoma (Schmldt-Rupp«n A-2) 
diinrerin (chimaeiin) 1 
E74-(ike factor 5 (els domain transcript 
ESTs 

2ddehyde oxidase 1 
sohile carrier family 22 (organic anion 
ESTs 

gb:yr30el 1 Soares fetal fiver spleen 
hypothetical protein FU23563 
ESTs. Weakly similar to 138022 hypothefi 
Homo sapiens ribosomai protein L39 mRNA, 
ESTs 

ESTs, Highly similar to A41029 Inlegrin 
gb'iluman mRNA for ATP synthase B ch^i 
gb7u62d01 j1 Weizmann Oifadoiy Epilhel 
Hs.159593 mxin 6, gastric 
Hs.75309 eukaryotictranslaOonetongafioo factor 
Hs.102397 G10T-3fbrgonadoboplnlnducih!etransc 
Hs.95456 ESTs ^ . 

HS.1738S4 PAXtranscripfionadivaaondonBinlnte 
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135060 AK001887 
114419 A1248013 
126283 N40359 
112003 AW978731 
127391 AW380B93 
127717 F12209 
126893 AJ2S2060 
106798 BE^49 
103760 AA642973 
118922 AW206193 
133195 A1434760 
133424 AA350994 
133765 MS2m 
132347 BE271016 
12SS99 H13295 
114459 AW44S217 
128478 AA708205 
127271 H96820 
111122 N63753 
130695 T97205 
133571 BE515037 
119244 AW407564 
127603 AI016798 
113626 T94318 
128115 A14355g0 
117639 AA377165 
127033 AF169301 
112411 R43090 
114601 AA075566 
127573 AA594196 
125500 AW952654 
1194t6 T97186 
115467 AI365784 
128902 AA036637 
127684 AA668631 
126288 AW449560 
122059 AM31737 
125486 AI023695 
128895 AW467000 
105301 AW352357 
125536 F08266 
121387 AA405854 
134126 NM.003747 
126660 BE242814 
102907 BE409861 
127804 AA740634 
130566 R85474 
113782 AK001S67 
124119 AA040123 
132490 NM_001290 
125494 AU077029 
100237 D3071S 
127687 AW772383 
103136 AF087917 
125704 RS5094 
126208 N22588 
131902 AA180145 
128660 AA011597 
118049 N53145 
134624 AF035119 
127432 AW067708 
126414 AI363157 
120861 AA350394 
124669 A)571S94 
126096 F08208 
103891 NML007212 
128727 AI223335 
126831 Ai929107 
125360 AW898892 
124276 H83465 
126524 Z45455 
126647 AK000283 
125957 H41694 
121782 AW4529S7 
124059 BE307335 
130945 U20582 
126348 T16243 
103558 BE616S47 
126882 AA211419 
12S613 AA76S957 
129601 AB032984 
126007 H51097 
123827 AA909619 



Hs^59842 protein Wnasa,AMP-acBvaled, gamma 2 n 10 

H3.106532 EST8,WeaMy similar to 138588 iweiset 2.0 
Hs.271896 ESTs 

Hs.301824 hypolh8tlcalpfDlelnPR01331 JO 

Hs.11039 hypothetical protdnMGC2722 2.0 

Hs.173380 CK21ntBracen8 protein 1;HQ0024cprola 2.0 

Hs^20 TRABlDpurtein 2.0 

Ks.20558 hypothetical protoFU20345 JO 

Hs.ie3842 ubcqulflnB ' JO 

H&91065 hypolhetkd protein DKFZp761B2423 2.0 

Hs.279949 K1AA1 007 protein 2.0 

Hs^l K1AA1700 JO 

Hs.75929 cadharin 1 1, type 2, OB-cadherin (osteob 2.0 

(K169&50 ESTs,Wediiy8imnar to T21554 hypothec 2.0 

Hs.106135 ESTs J? 

Hs.103362 ESTs JO 

Hs.100343 ESTs JO 

gbT/99b03j1 Soares melanocyle 2NbHM Hb 2.0 

Hs.16492 OKFZP564G2022 protein 2.0 

H$.17998 E$Ts.W^8idy6imBarto2109260A6oe!) 2.0 

HS.17755& melanoma anfigen.(ami)y 0,1 2.0 

Hs.275865 ribosomd protan 818 2.0 

Hs.9925 hypothetical protein FU20772 2.0 

Hs.17359 ESTs, Moderately sImUar to RL44.HUMAN 6 JO 

Hs.130168 ESTs J? 

Hs.44833 ESTs JO 

Hs.9098 Gultate transporter 1 2.0 

Hs.271510 ESTs. Moderately simflar to ALU1_HUMAN A 2.0 

gb2m86f06.s1 Stratagene ovarian cancer 2.0 

Hs.269464 ESTs.W6aMysindartoS6S657alpha-1C- 2.0 

Hs.244624 ESTs 2.0 

0b7e50h09.s1 Soares fetal Dver spleen 2.0 

Hs.48820 TATA box binding protein (TBP)«soclale 2.0 

Hs.107052 ESTs JO 

H5.32556 KIAA0379 protdn 2.0 

Hs.89576 Inner mitochondrial membrane peptidase 2 2.0 

Hs.98749 EST. Moderately similar to T42671 hypoth 2.0 

Hs.190587 ESTs 2.0 

Hs.106385 ESTs JJ 

Hs.7457 MAGE1 protein 2.0 

Hs,7794e ESTs. Wfealdy similar to ALU1.HUMAN ALUS 10 

gb2u66oO&.s 1 Soares.testis.NKT Homo sap 2.0 

H5.131814 tani(yrase,TRF1*toteractlngani(yitn^ 2.0 

H8.323494 ESTs. Weakly slmHar to T27544 zinc resi 2.0 

Hs.202833 heme oxygenase (decycDng) 1 JO 

HS.2920&4 ESTs 2.0 

Hs.16073 ESTs ]l 

Hs.311002 Homo sapiens cONAFU10705fis.ctone NT 1-9 

Hs.248953 solute carrier famBy 27 (fatty acid tra 19 

Hs.4980 UM domain binding 2 1.9 

Hs.177543 antigen Uenfifiedtqfmonoctonalantibod 1.9 

Hs.306333 Hunen PAP (pancreaGOs-associated prot 1.9 

Hs.300635 ESTs J-J 

Hs.247936 oibctory receptor, family 1, subfamily 1.9 

Hs.26239 Human DMA sequence from ctone RP1 1-438B2 1.9 

Hs.288548 Homo sapiens cDNA FU12366 fis. done MA 1.9 

H5.3434a HomosapiensfnRHA;cONAOKF2^)434P0235{f 1.9 

Hs.177398 ESTs 1^ 

gb:yv55f09.8l Soares fetal liver spleen 1.9 

Hs.8700 deleted in fiver cancer 1 1.9 

H3.1 70311 heterogeneous nudearribonucleopratein 1.9 

Ks.24756 hepatocytegroyvfiifM-iegulatedlyfos 1.9 

Hs.96952 ESTs 1-9 

Hs.102943 hypothetical protein MGC12916 1.9 

Hs.283844 slmiiar to rat tricarboxylate canler-Q 1.9 

Ks.124186 rtng finger protein 2 1-9 

Hs.50651 Janus kinase 1 (a protein tyrosine kinas 1-9 

Hs.79933 cyc&il l-J 

Hs.189741 ESTs 1-9 

gb7s91a11.s1 Soares retina N2b5HR Homo 1.9 

Hs.182447 heterogeneous nuclear ribonudeoprotein 1.9 

Hs.270502 hypoth^ protein FU20278 1.9 

gb:yo06b06/1 Soares adUtt brain N2b6HB5 1.9 

Hs.334698 Homo sapiens, done MGC:1S203. mRNA.com 1.9 

Ks.283713 ESTs, simflar to S640S4hypotheti 19 

Hs.2149 aclin like protein 1.9 

Hs.6473 HomosapienscC}NAFU13992fiS.doiieY7 1.9 

Hs.27e5 keratin 17 1-9 

gbznSSgOS^l Stidtogene musds 937209 H 1.9 

Hs.21077 K1AA0532 protein 1.9 

Hs.115726 KIAA1138 protein 1.9 

Hs.143261 ESTs 1-9 

Hs.112568 ESTs 1-9 
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1115B7 AI125867 

135231 BE&13615 

128897 AW379134 

109891 H04757 

127704 AA579609 

129340 H75334 

126502 T10077 

129619 AA209S34 
127136 R36277 



110636 H72868 
128862 BE250742 
104689 AA420450 
130829 BE262530 
125768 AI557486 
123613 AA60gi58 
127506 T61039 
123546 AA608817 
126516 R95872 
103973 AA305729 
127426 AA854765 
112339 R56570 
129101 NM_013403 
109442 AW296134 
118103 AA401733 
125752 AW136622 
102926 W28363 
133975 C18356 
134470 X54942 
127329 AW160551 
126659 T16245 
127297 AW629485 
127M0 AI557486 
103W9 NM.004454 
127964 F06298 
122365 AA813546 
128193 AJ224442 
115173 BE612940 
125532 A1734146 
126541 AJ271671 
127309 A1669765 
129062 AA452970 
125770 AI292320 
127775 AA128808 
126994 AA455265 
130734 AW137091 
114461 AA531187 
100842 U05597 
127389 T65126 
i:S394 BE1785Q2 
1017736 AA016239 
125669 RS1308 
100370 D79989 
113479 AI023133 
105165 BE280787 
120602 AA808018 
112399 R60920 
123474 AA599209 
134212 AA654353 
104204 AK001691 
127464 AW971875 
116715 AL117440 
115041 AA252457 
132380 AW373665 
120087 AF1B6780 
116356 A1371223 
125499 H10543 
128846 AA730767 
123869 AA620824 
108889 AA135722 
126528 Z24895 
127629 AA293279 
130004 AA703584 
130847 AI672483 
111620 R14853 
131971 BE567100 
121380 AA405535 
127705 AJ003322 
124687 AA833g02 
126698 AI221147 
126730 AA442429 
127916 AI239950 
128408 A1183407 
128440 AW090340 



Hs.20734 ESTs 

HSJ42B0 hypolhaQcal protein FU22237 
Hs.10700 hypoBieBcd protein 

HsJ23176 ESTs ^ ^ ^ ^ 

gb.ag72c02.sl Gesster Wilms himor Homo s 
Hs.1 1050 F-box only protein 9 
Hs.1 3453 hypothetical prolein FU14753 
Hs.284243 telraspan NET-6 prolein 
Hs.7773 Homo sapiens ubiquitin coi^'ugaUng enzym 
Hs.19110 ESTs 

Hs 106673 eukaryotic Iransiatlon Iniliafion factor 
Hs!2929t1 ESTs. Highly similar to S60712 band^ 
H8.2006 glutafthioneS-lransferaseM3 (brain) 
Hs.1 19122 ribosomal prolein L13a 
Hs.291166 EST 
Hs,252574 ribosomal protein LlOa 
Hs.112597 EST 

Hs.1 17572 chemokme binding protein 2 
Hs.18272 arrano acid transporter system A1 
Hs.124076 ESTs 
Hs,50547 ESTs 

H8.108665 ilnedin <n 
Hs.86999 ESTs. Weddy siirtlar to S65657 alpharlC- 
Hs.184134 ESTs 
Hs.205673 ESTs 

Hs^9752 nudear receptor subfamily 2. group F, m 
HS.29S944 Sssue (actor pathway inhibitor 2 
Hs.83758 COC28 protein Idnase 2 
Hs.1 24021 soggy-lgene . . , » 

gb:NiB1005R Nomiailzed Infant brain, Ben 
Hs.140720 GSK-3 binding protein FRAT2 
Hs.1 19122 ribosomd protein I13a 
Hs.43697 ets variant gene 5 (elwelatBd molecule 

gb:HSC13F0ai normalized Infant brain cDN 
Hs.99034 GTP-binding protein Rho7 
Hs.1 55020 putative methyltransferase 
HS.B8252 ESTs . ^ 

Hs.271800 ESTs, Weakly similar to aftemathraly sp 
Hs.7854 joncfiron regulated transporter-Filte 
Hs.133184 ESTs 

Hs.155218 E1B-55kOa«sociated protein 5 
Hs.81361 heterogeneous nudear ribonucleoprotein 
Hs.179902 transporter-Shaprotrin 
Hs.85686 ESTs. Moderately similar to 154374 gene 
Hs.1 8624 KIAA1052 protein 
Hs.126705 ESTs . „ . , 

S|b:Human amon exchanger 3 cardiac isofo 
Hs.12743 camlfineOoctenoyltransrerase 
Hs.173772 ESTs. Wealdy similar to 178885 serine/th 

HslssSse ESTs. Wealdy simiter to ALU8.HUMAN ALU 

Hs.184884 KIAA0167gere product 

Hs.10739 ESTs 

Hs,1 6079 hypothetical protein FUI 0233 

Hs.109302 ESTs 

Hs.296770 KIAA1719 protein 

gb»g34b11.5l JIa bone mairaw stroma Horn 

Hs.17719 EBPS0«)2lnteractorof64lcD 

Hs.57655 hypothetical proleki FU10829 

HS292D71 ESTs ^ _ . - 

Hs.170263 tumor protein p534jinding protein. 1 

Hs.86543 EST8.Moderately8WlartoT00256tiypc* 

Hs.46853 ESTs _ 

Hs.79219 RalGDS-fike gene; KIAA0959 protein 

Hs.288671 HomosaplenscDNAFU11997fe. donsHE 

gb7m04c06jl Scares infant brain MB H 

Hs.285753 SCG104il«hprotein 

Hs.1 12923 EST 

Hs.61 481 gj,.HSB87F122 STRATAGENE Human skelelal m 

Hs 29173 hyiwthetical protein FU20515 

Hs.245474 ESTs. Moderately slmilarto AUiSJHUMAN A 

Hs.20220 lipase protein 

Hs.307478 EST, Wealdy siraflar to 139058 hypolheO 

Hs.1 54938 hypolheficai prolan MDS025 

Hs.96854 ESTs. Wealdy simBarto DYIX-HUMAN CYTOP 

gb AI003322 Selected chnxnosoma 21 cDHA 

Hs.270745 ESTs 

Hs 145088 ESTs, Wealdy similar to T15936 hypotheli 

gb2v70gO2Jl SoarBS.tDtaIJetus.Nb2HF8« 

Hs.294111 ESTs, Moderately similar to B34087 tiypo 

Hs.143704 EST ' . ..^ 

Hs.14337 HomosapfenscDNAFU14407tls.doiieHE 
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CCTe UlnMu BniJtw Im ftmiJw O litra m* i 

CO 15, rugniy wiuof ID nnnui zhikb pr 


1.7 


113675 


T81034 


Hs. 14841 


cois 


1.7 


113701 




Lie IRnOA 


CO IS 


1.7 


116180 






c5T8, Weakly similar to )oo(S2 nypoUiet 


1.7 


127133 




He 9Q7n77 


CO 1 Si MoaeraiBiy smviar vo A4ou lU Ariin 


1,7 


113316 


T70318 


He 9Rfl<M1 


CGTe 


1.7 


123316 


AI29Q561 


Hs 1<K3R1 

ns* 1 3MD 1 


COto 


1.7 


122638 


AL13747B 


He 173RnQ 


nomo sapiens niravs, cunA UAr£p<M4iuozg (i 


1.7 




AI684911 




receptor (caldtonin) activHy modi^g 


1.7 


103305 


X82279 




gbJlsaipiens Fas, Apo-1 gene (pronwtar a 


1.7 


110384 


H45282 




core 

Co IS 


1.7 


115626 


AW63Q870 


H«fiRR74 


CO 1 s, weany sonnar to nypomeQcai pro 


1.7 


126905 




Ue IC^I 


nOuio sapiens cuna ruizovo ns, clone NT 


1.7 






Ue 9a<I7Qfl 

nSwcoorw 


nypotneucai pfotsin rUZiUu 


1.7 


112394 


nlMJUUJr J 


hb.8358 


nypotneucai proiein Fua)36& 


1.7 


129589 




ns,i loif 


CO IS 


1.7 


126446 


NM_01S670 


Hs.1 18926 


sentrin/SUM0-5pectfic protease 3 


1.7 


126547 


U47732 


Hs^2 


transmenifarane 4 superfamily memt}er 3 


17 


120287 


AF2ig946 


Hs.102237 


tut)tjy super4ami)y protein 


1.7 


129991 


R28386 


Hs.179925 


ESTs, Wealdy similar to ALU8.HUMAN ALU 


1.7 


123912 


AA621283 


HS.33285S 


EST 


1.7 


102071 


AL120051 


HS.1447W 


epfv{n>B1 


1.7 


121048 


AB033083 


Hs,97377 


K1AA1257 protein 


1.7 


128403 


A1908006 


Hs.295362 


Homo sapiens cONA FU14459 (Is. done HE 


1.7 


104268 


ALJ043864 


Hs.70604 


ATPasQ. Class 11. type 9A 


1.7 


111598 


R11505 


Hs.268912 


ESTs 


1.7 


128109 


AW269421 


KS.1280S3 


ESTs 


1.7 


125435 


R08480 


Hs^72138 


ESTs. similar to AUJ1 JtUMAN m S 


1.7 


133104 


AI09119S 


Hs.65029 


growth anest-spedfic 1 


1.7 
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126826 AA099764 
106483 NM.006S4B 
129765 M86933 
115904 A1167560 
125514 AB040912 
125797 H03117 
133179 U81599 
115167 AA749209 
116036 AM7ie62 
124540 N63232 
126183 BE016708 
127897 AA773681 
126680 FD7097 
126972 NM_016255 
130605 BE514362 
127541 AA573449 
127392 A)816736 
106879 A1190785 
128303 AI096444 
126469 BE384361 
125756 BE174587 
132332 AW978906 
127142 AW452942 
128416 F13165 
103790 AL122044 
134578 AL1 10193 
110023 AW294701 
125511 AJ271379 
111483 R06569 
127363 AF064104 
126231 AA991766 
106181 AI803651 
114767 AI8Sg865 
119929 W86464 
132542 AU37751 
127155 AA284993 
125956 AK000214 
126854 AJ275988 
131330 D13969 
129445 W52452 
113427 T8510S 
106124 H93366 
128135 AA9S4381 
111460 R02728 
125636 H12382 
134118 



111570 AFO59203 
113511 T89578 
113295 AW449580 
109875 H03260 
105930 AF016371 
105564 BE616694 
128063 A1377750 
109779 AB029396 
125334 T86569 
127206 AWB16490 
108845 AW362S01 
132520 AA257992 
114062 A1560984 
122550 AA451859 
113413 R08872 
127019 AI929355 
106251 R12607 
112670 AL138012 
114913 AI435199 
126604 A1023299 
125324 R07785 
121438 AW445024 
127289 AI041014 
126935 A119653S 
132430 AW973552 
133541 H75334 
102612 U65402 
120228 AI192528 
122652 AA454641 
103456 AM96425 
105355 AUD31447 
108043 AA042873 
128595 NK/L003478 
127984 AA846377 
124405 AA228137 
103934 BE278111 
124195 H83034 



gb:zn61f12jr1 Stralagene nniscte 937209 H 

Hs.30299 )GF-1I raRNA-Wnding protein 2 

Hs.1238 amelogenln(Ydiromosome) 

Hs.61297 ESTs 

Hs.191098 hypoOwfical protein FU11598 

Hs. 1 1 1497 similar to mouse neuronal protein 15.6 

Hs.66731 homeol)OxB13 

Hs.43728 hypolhetlcaiprolein 

Hs 196008 Homo sapiens cDNA FIJ11723 fis. ctone HE 

gb7z39a12.s1 Ntorton Fetal Cociilea Homo 

Hs 81972 SHC (Src homology 2 domain^»nteining) I 

gb:af77b12.r1 Soares.NliHMPu^Sl Homosapl 

Hs.133865 transmembrane 6 supeifemHy member 1 

Hs.95260 Autosomal Higiily Conserved Protein 

Hs^06024 FK5064)!ndin9 protein 3 C251(D) 

Hs.171515 ESTs 

HS.14B95 DHHC1 protein 

Hs.33020 Homo sapiens, clone iMAGE:3939163, mRNA, 

Hs.7187 liypotheBcal protein nJ10707 

HS.1B2885 ESTs. WeaWy similar to JC5024 UDP-galac 

Hs.289721 growth arresl specific transcript 5 

Hs.45005 hypothetical prolein FUI 2960 

Hs.130393 ESTs 

Hs.12549 ESTs, Wealdy «ar to 2109260A B ceD 

Hs.331633 hypolhafical protein C)KFZp566N034 

Hs.224137 hypotheilcd protein 

Hs.31040 ESTs 

Hs.761 94 ribosond protein S5 

Hs569534 ESTs ^ ^ 

Hs.22116 C0C14 (cell rfivision cycle 14, S. cerevi 

Hs!300793 ESTs 

Hs.191608 ESTs ^^^.o 

Hs.1 54443 minichramosome malntanance defiaem (5 

lb.263CT1 tono sapiens mRNA: cDNA DKFZp434l0812 (f 
gb:zl23e10.r1 Soares ovary tumor NbHOT H 
hypothet'cal protein FU20207 
transcription factor (SMIF gene) 
zinc finger protein 144 (Mel-IS) 
ribosomaiprateSnLIO 
ESTs 

Homo saptens cDNA: FU21962 lis. done H 
ESTs. Moderately amilar to ALUI^HUMAN 
ESTs 

ESTs. Weakly similar to YEX0.YEAST HYPOT 
KIAA0116 proton 
sterol O^transferase 2 

Inner mitochondrial membrane peptidase 2 
ESTs 

pepiidyl prolyl isomerase H (cydophiTin 
hypothefcd protein FU14299 
ESTs 

bete-1.^^ucuronyllransferase t (glucur 
ESTs 
ESTs 

ESTs. VfeaMy Mar to phosphstidylseri 
Janus Knase 1 (a protein tyro^e Unas 
ESTs 
ESTs 



Hs.129014 
HS71414 
Hs.184669 
Hs.29797 
Hs.15471 
H&7567 
Hs.269721 
Hs.1 17331 
Hs.25119 
Hs.182877 
Hs.20580 
Hs.189740 
Ms.89576 
Hs.30385 
Hs.9880 
Hs.288042 
Hs.167177 
Hs.3353 
Hs.182118 
Hs.337508 
Hs.68864 
H9.50651 
Hs.27283 
Hs.99253 
Hs.186512 
HS.28612B 
Hs.35101 
Hs.183840 
Hs.5Bg40 
H$.2698Q6 

H$.139389 
Hs.220752 
Hs.89463 
Hs.283105 
Hs.11050 
H$.248124 
Hs.164537 

Hs.9629 
H&26938 
Hs.160412 
Hs.101299 
Hs.193706 
Hs.25005 
Hs.t34200 



ESTs 

tvpothetical protein FU23329 
profine^ Gla (Ocarboxygluternlc acid 
ESTs. Moderately 8imttertoALU7.HUMANA 
ESTs, Wealdy slmiter to 138022 tiypolheB 
ESTs 

^Sc06.n Soares fetsi liver spleen 

ESTs ^ ^ 

ESTs. WeaWy simaar to unnamed protein 
potassium large conductance cafctonvactl 
ESTs 

RtexonlyproteitoS 

G protetoHXMipted receptor 31 

ESTs 

gb2x99d05^1 Soares_NhHMPu_S1 Homosapi 
papliaiy renal cell cardnoroa (transloc 
Homo saptens. done IMAGE:4053044. mRNA. 

ESTs 
cuirin5 

ESTs, Weakly similar to AIU8_HUMAN ALU S 
hypolhetical protein MGC3329 
DKF2P564C186 protein 
gb9q48e07.r1 Soares fetal Ever spteen 

303 
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110938 N48982 
102687 NM_007019 
121226 AA364109 
120415 AA235810 
123884 AA620882 
125045 All 14630 
133425 AA4443») 
126578 AF151881 
102406 U43177 
114126 BE566962 
125233 W85713 
109635 F04296 
125675 BE294972 
129707 AW572317 
127569 AI765107 
113302 T66919 
119705 A1984203 
127226 AL036559 
123489 AA599708 
107468 AA740979 
115916 A1052731 
127815 AA743490 
100364 NM.004341 
125568 AW615396 
10S260 N81201 
125659 T57693 
111275 N70970 
106542 AA339541 
133423 T84084 
124770 AA9B4414 
117936 AI382904 
134385 M14660 
108367 AW410478 
131143 NM-000312 
105441 N28522 
126215 AA973310 
127344 At003929 
126470 BE54124g 
122053 AI637498 
111760 BE551929 
112401 R61279 
103023 AW500470 
125575 H149B3 
128765 AF073310 
108935 AA147848 
121221 AI140708 
120091 AW024672 
107375 BE011845 
125803 AW876115 
11S132 AA811762 
113346 AF143876 
107357 U63973 

125443 6E251057 
133603 M24461 
113378 T80738 
105540 BE391690 
127446 F1300B 
134075 NM.012201 
127585 AA604144 
125824 Z45258 
127606 AA621135 
125S85 AW298113 
107757 BE621721 
109978 H09356 
132297 BE272446 
115784 AW402151 
127860 W39735 
102305 AIJ043202 
102868 X02419 
133457 J04948 
130339 AA435746 

125444 N28476 
123470 AW3032B5 
100025 

127063 AI276526 
127945 AA815031 
111557 R09510 
116009 AW137635 
119858 W01370 
106509 AK)42309 
124124 AW294404 
126713 AW249181 
126475 AW9S907S 



HS.3B034 
Ks.93002 
Hs.177990 



Hs.208334 
Hs.155482 
Hs.107528 

H37063 

Hs.110092 

Hs.169161 

Hs^6406 

Hs.12082 

Hs^4422 

HS.268S75 

Hs^7874 

Hs.3463 

Hs.91389 
Hs.91910 

Hs.255015 

Hs.154868 

Hs.105613 

HSJ1755 

Hs.87929 

Ks.35005 

KS.249S6 

Hs.196008 

Hs.120429 

Hs.47213 

Hs.169274 

Hs.104019 

Hs.2351 

Hs.8935 

Hs.80624 

Hs.109697 

Hs.98745 

Hs^68754 

Hs.237536 

Hs.l 17950 

Hs.143648 

Hs.67991 

Hs.97461 

HS.S9558 

Hs^51064 

Hs^9852 

Hs.71433 

Hs.14318 

Hs.103501 

H8.in592 

Hs.76305 

Hs.14757 

Hs.9265 

Hs.78979 

Hs.190632 

Hs^86013 

Hs.136552 

HS^2909 

Hs^92 

HS.22S28 

HS.26S317 

Hs.54673 

Hs.73818 

Hs.90073 

Hs.77274 

HS.333S09 

KS.1S9161 
Hs^03632 



Homo saf^ns cDNA aJ12924 fiSi dons KT 

ubiqutfin carrier protein E2-C 

ESTg 

Ob2s41a03j1 Soa(es.NhHMPU.S1 Homosapi 
gb:aI9590Ul Soares^lestisJWT Homo sap 
Homo sapiens cDNA: FU21874 fis. done H 
hydroxyacyl glutaUuone hydrolase 
androgen induoadpfOteIn 
(NONE) 

Homo sapiens cONA: HJ20913 fis, done A 
ESTs 

ESTs. WgMy sinilar b MAON^HUMAN NADP- 

Homo sapiens cONA aJ13549 (is. done PL 

Komo sfiv)iens mRNA; cONA DKFZp566U03 (fr 

hypothetical protein FU20550 

ESTs 

ESTs 

ribosomal protein S23 

gb.ag11a10.s1 GesSier Wilms tumor Homo s 

ESTs 

ESTs 

ESTs 

carbamoyt-phosphats synthetase 2, aspart 

ESTs 

ESTs 

Homo sapiens cDNA aJ13707 fis. done PL 
ESTs 

hypothetical protein FU22056 

Homo sapiens cDNA FU11723 fis. dona HE 

ESTs 

ESTs 

ESTs. H-^hly similar to IFT2.HUMAN INTER 
transforming, acidic coiIed<oil contain 
protein C (inactivator of coagulation fa 
qumoIInatB phosphoribosyttransferase (n 
gb»{^le06.s1 Soares.NFU.T.GBC_81 Horos 
hypotheScal protdn MGC2560 
ESTs 
ESTs 

Homo sapiens cONA HJ1 1 949 lis. done HE 
ESTs, Weakly sintnar to AF151067 1 HSPC2 
muitlfiindional polypeptide simiiar b S 
gb7m19h09.rl Scares infant br&fci 1N1B H 
insuHn receptor substrate 2 
hypothetical protein DKFZp434G0522 
ESTs 
EST 

high-mobilily group (nonhistone chromoso 

ESTs 
ESTs 

Homo saptens done mGE: 1 13399 mRNA seq 
rhodopsln idnase 
rfbosomal protein, large, PI 
surfactant, pulmonary-assodated protein 
ESTs 

hypolhetted protein nJ20917 
gb:HSC3KB)11 namraGzed bifant brain cDN 
Go^l apparatus protein 1 
ESTs 

short coiIed«oQ protein 
ESTs 

SON ONA binding protein 
hypothetical protein RJ12387 sindter to 
ESTs 

hypothetical pmtein MGC2562 
tumor necrosis factor (Tigand) superfami 
lAkiuinokytochrome c reductase Mnge p 
chromosome segregation 1 (yeast homdog) 
plasminogen acSvator, ureidnase 
aiicaHne phosphatase, placentaMUce 2 
gb2t79c03^1 Soares_tesflsJWT Homo sap 
RhoGOP dissodattaninMbftor (601) alp 
Human ONA sequence from done RP11-110H4 



HS.3315&4 Homo sapiens mRNA; cONA DKFZp434H1 215 (f 

Hs.123598 ESTs 

Hs.20373 EST 

Hs.44238 ESTs, Wealdy similar to S6S6S7 alpha>1C- 

Hs.46824 ESTs 

Hs.64552 hypothetical protein MGC15563 

Hs.144515 Homo sapiens cONARJI 1672 Qs. dona HE 

Hs.19954 ESTs. Weaidy similar to T19873 hypotheS 

Hs^97 ESTs. Moderately similar to 138022 hypol 

304 
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126851 R40611 HS.137S65 ESTs 

S'S" |i;:.We^.n^.o200439^d«on«s 

131692 BE569681 Hs.30736 ^^^J 24 Proleln 

112974 A1353965 Hs.10i174 iracfotubiiie-assodatedproWnteu 

118921 N91914 Hs.54751 ESTs 

"Ssl 12:269316 ESTs.Vteakl,5ln*atoS65657alpha.1C 

128173 AMS7242 Hs.127024 ESTs 

126846 AA663527 Hs.116910 ESTs 

S S30 tSs.S II^U*lys.n*U>ALU8J^UMANAU,8 

,34191 W26632 ^im^ r»SX23038,^*»el 

H5!28777 H2Ahistonefami!y,merrtberL 

Hs.189284 ^^^^^^^^^ NCI.CGAPJ»rt2Homo8aptens 

Hs.l 83704 ubtquitInC 

gb:yd20d09j1 Scares liBlri livar spleen 

Hs.13277 hypothefical protein FU22054 

Hs.108854 HSPC163 protein 

Hs.99597 ESTs 

Hs.26412 ring finger protein 26 

HSJ25934 ESTs, WeaWy similar to HSHU11 histoneH 

H^Sl ESTs, Weakly slmllartoALUIJlUMANALU S 

Hs.38458 ESTs 

HS.18981Q sulfortranferase faniy 4^ menibw 1 

Si688B7 ESTs. Weakly similar to ALU1 JttJMAN ALU 

Hs 77854 regucaWn (senescence marker p(otelt^30 

Hs.57937 alaxin2'binding protein 1 .,,.^b„„ 

Hs.55879 Homo sapiens mRNA; cONA DKFZp434U)827 (f 

Hs 1 1000 tepBn receptor overlapping transcripl-l 

Hs.283664 aspartate beta-hydioxylase 

Hs.289053 hypotheficai protein FU14733 

gbVmOldllrl Soares Infant brain 1N1B H 

HS.B3097 hypolh8tica!protanaJ22955 
Hs.110121 SEC7homolog 
Hs.75584 pdymyosiTisfecterDdCTnaOT^^ 
HS.1S921 hypotheficd protein FU107S9 
Hs.107319 ESTs 
Hs.128652 ESTs 

Hs 189 phosphodiesterase4C.cAMP-specific(dun 
Hs.31016 putelhfe DMA binding prolan 
Hs.878 sorbRdddtydrogenase 
Hs 90436 sperm associated antigen 7 
Hs555533 ESTs, WeaWy simiiar to S11998 finger pr 
Hs.76941 ATPase, Na^+ transporting, beta 3 poly 
gbaiWbll^l Soares_fetaLfiver_5pteen. 

{te.221711 ESTVVteddyslmllartoALUlJiUM^ 
Hs!293981 guanine nucteotide binding protein (G pr 
HsJOOOl ESTs, Moderately similar to JC6169 raJd 

ribawSail Jl SoaiBS,total.fetusJ«>2HFB. 
c^mfcdbniduiln^pendent protein kin 
hypothetical protein FU20721 

fibrinogen, gamma potypepBde 

Hs.330761 ESTs 

gb-itono saptens delayed redfier potass 

ESTs 

hypothelfcai protein DKFZp564KD822 
iis.o.^ro hypothetical protein MG^ 
Hs 1 B397 hvDOthetical protam FU23221 
,iS98 AKD01823 Hs:9228r to«sa|te»ail^^ 
104957 A1359009 Hs.10026 >^'£_ 
Wm NM.005289 Hs.2693 8«oma«a»daWo«M9«eh«n«to9{dnc 
125559 BE297488 Hs^9877 celldhistapralstinsJ 

110617 W93231 Hs,285901 Homo saptens. done IMA^^8563^^ 

12M88 W27648 gb,37e10 Human refinacONA randomly pnm 

115093 AI241932 Hs.3S42 hypothefical protein FU1 1273 

121207 AA705799 Hs.1B3714 ESTs 

112652 BE269699 Hs.23S782 solute canter family 21 (organic anion 

125213 AB014554 Hs.109299 protdn tyrosine phosphtee,r^tor I 

125912 AW867467 Hs.278712 eukaryofic transtefon imoafawi factor 

133045 R96881 Hs.63609 Hpall liny fragments tocus 9C 

122791 AL122055 Hs.129836 KIAA1028 protein 



107394 AAB64798 
131562 NM.003512 
127310 AW450671 
122359 AA523486 
100524 M80902 
128422 T77794 
129902 AA076278 
12B7B4 T81887 
123343 AI761902 
105458 AW954377 
112256 AI652534 
127622 AA628222 
113659 R06545 
116892 A1573283 
126995 NM„014351 
111657 R07364 
100243 AB028125 
116153 AF107203 
108892 AK000002 
113294 AI037922 
126691 W03046 
106979 AW015227 
125546 H09950 
113990 AM97945 
129295 U63127 
125431 AW851639 
112558 AK00162t 
122046 A1560456 
122472 AA448509 
130753 AA205223 
131714 AA642831 
101233 AL135173 
109501 AF047437 
126984 AA213820 
125765 BE243877 
127693 AA676727 
128453 X02761 
119418 T97590 
132669 W38586 
116708 F10528 
122420 AA446971 
100238 U4959 
109710 D20044 
105704 A1282341 
112712 R91060 
100098 AF003743 
114122 R46128 
132397 AA021ie0 
107881 AI568350 
106302 AA398859 



Hs548 

Hs.12929 

HSJ5431 



Hs.12751 
Hs.4750 
Hs.61273 
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1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

IS 

1.5 

1.5 

1.5 

15 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

15 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

1.5 

15 

15 

15 

15 
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TafateZBB 
Pkey. 

CAT number 
Accession: 



Unique Cos prtibeset UenGfier number 
Gene duster number 
Genbank accession numbers 



PES 

108451 
124195 
123619 
125165 
125324 
126053 
126086 
126098 
125464 
125499 
126127 
125546 
125549 
125558 
125575 
12S743 
125761 
126426 

127155 
127175 
126526 
125957 
125976 
125982 
125988 
127245 
127248 
127262 
126659 
126693 
127315 
126730 
103898 
127446 
126826 
126872 



CAT number 

13766.27 

2606.3 

371681J 

1852047J 

1692163 1 

1601238.1 

1606216J 

162d789.1 

168460J 

1562851J 

1205626.1 

356478.1 

1702179J 

1703083J 

1566885.1 

5025.5 

1744008.1 

110687.1 

200358.1 

1695805.1 

1276201.1 

1583542.1 

295453.1 

1766315.1 

1355728.1 

226662^1 

227560.1 

231725.1 

1541209.1 

87363.1 

37938.1 

297653.1 

187213.-3 

1600U 

127356.1 

142698.1 



Accession 



128132 177108L1 



127523 

126982 

128215 

12n04 

127705 

128422 

127897 

120734 

100098 

114620 

122652 

100842 

123763 

125032 

123808 

123864 

118049 

102406 

116962 

134076 

125886 

127271 

113119 

104799 

127693 

120415 

127964 

122359 

122420 

124276 

101447 

124540 

124554 

117357 

103305 



351071.1 
171753J 
530345.-1 
405690L1 



1811283.1 
446527.1 
20888^1 
25117.-13 
32062.8 



40321.1 

286863.1 

321389.1 



790317.1 
135151.1 



AA079195 AA084955 AA126308AA0849S6 
H83034 H52379 
AA602964AA609200 
W45350 W45406 
R07785T8594BT86972 
K64450 H64464 
H75681 H70975 
M79088N88221 
N71807AA203399 
H10543R11878 

N95428 W24040 AW751366 H81987 
H099SO R18413 AA5705S3 AW97342S 
R20215R18767 
R59305R1974a 
H14g83R21554 
H17151H11956 
R68351 R663S4 

AA12S984 AA127189 AA065075 AA070377 AA100017 

AAD79891 AA113255AA075168AA082764AA083380 N84829AA084752 AA076512AAl)85119AA085208AA085M 
AA284993 AA478122 AA477923 
R11937Z45532 
Z24895AW891336R01294 
H41694H4S213 

AA436760 AW237453 BE327496 N47347 NS6967 
R98091 W92898 
W27648Rg9193BE090398 
AA323958AA370268 
AA364ig5 AA325029 AW9620S0 
AAB28125AA834883AA330555 
T16245R19694 F13545H10299 T66048TB5279H18006 
C05723AA018342 

AF1 16622 AI1 14507 AA640834 AA377999 
AA442429T19477 
AA248884 
F13008 n5435 

Av!S79mVSaA136656AW419381 AA984358AM92073. BE1 68945 AA809054AW238038BE01 121 2 BE01 1359 BE011 367 
BE01 1368 BE011362 BE011215 BEOl 1385 BE01 1363 
AA225632 AI820970 AI820952 AA226472 A)732140 AI732059 AA228307 
AA225500 
AA617637AA554963 
AA211419AA211566 
AA973310 

AA679609AA694592 

AJ003322AX)03324 

T77794T85681 

AA773681AA773857 

AA299948AA299949 

AF003743 

AAS42g74AA084223 

26401.-d0 AA454641 

Cgf.HT4398 U05597 

genbanMA610112 

genbanKJ74884 

flenban)LAA6205S2 

genban)tAA620882 

gent)anK.N53145 

entre2^U43177 

genb8nlLH79677 

AF08621SWOZ702AA284288 W256S5 
H18298 H46830 
K96820H79463 
genbartlCT47910 
genbanlCAA029703 
AA876727AA704704 
genbanK>A235810 
F06298R18057 

681003.1 AA523486AW026780AI821660AA443898 
genb3njLAA446971 
genbanlLH83465 
entrezjtt1305 
genbanK.N63232 
genbanlLN65961 
genbanK.N24829 
entxeOCB2279 
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103392 
119416 
105225 
121292 
112853 
121387 
114601 
100221 
130339 
100554 
123423 
123474 
1234B9 



entre2^X94563 

genbanU97186 

genbank^11777 

genbanK^01807 

genbanM02843 

genbanK>A405854 

genbantLAA075S6B 

entrei_D28383 

genbanlU\A435746 

Cgr.HT2241 

genbankuAA598484 

genbariMA599209 

genbanKyAAS99708 



TABl£ 27A: ABOUT 895 GEI^S UP.REGUUTH) IN COfffilNED LUNG FIBROSIS OT^^ 

T*te27A«s.abcut895g3nestbatareup.^lateW 
seleded from about 59680 probeseb on an Af^metnxa^^ 

Pkey: Unique Eos probeselidenefier number 
ExAccn: Exemplar Accession number, Genbank accession number 
UnigeneiO: Unlgene number 
Unigene Title: Uregene gene Ulle 
R1: Ratio of fibrosis to nonnal body tissue 

Pkey ExAccn Unigene ID Unigene Title R1 



431164 AA493650 

424917 At636208 

453310 Xn)697 

457200 U33749 

414517 M24461 

429272 W25140 

418007 M13509 

442006 AWS75183 

445885 AI734009 

440452 A)925136 

422426 W79117 

444929 AI685841 

440807 AW269421 
AF216077 



446967 
417801 AA417383 
437119 AI379921 
451103 R52804 
443450 N66045 
411880 AWa72477 
432519 A1221311 
414142 AW368397 
433283 BE041135 
441082 AW444804 
452039 AI922988 
417204 N81037 
421952 AA300900 
412372 R65998 
425274 D38122 
431007 AF039564 
443709 A1082e92 
446232 Ai281848 
448253 H25899 
432133 ABQ33088 
409238 AL049990 
431353 AA828032 
450050 AI681268 
458194 AW383618 
414968 C16096 
425664 AJ006276 
408562 AI436323 
453672 U73531 
429420 AK00167g 
421478 AI6B3243 
404916 

444396 T65213 
442275 AW449467 
437479 R61B66 
432203 AA305746 
431433 X65018 
406747 A1925153 



Hs 94367 Homo sapiens cDNA: nJ23494 lis. done L 

Hs.96901 Homo sapiens cONA: aJ23049 fc, clone L 

Hs.553 solute earner family 6 {neurotransmRte 

Hs.197764 thyroid transaipfon factor 1 

Hs.76305 suifaclant.puImonary-assodated protein 

Hs.110667 ESTs 

Hs.83169 matrix metalloprotelnase 1 0nterslitial 

Hs.292663 ESTs 

Hs.127699 WAAI 603 protein 

VteSSISO ESTs.VteSlydn^artoCAYPJlUMAKCAU:Y 

Hs,58559 EST8,Wfeakly simBartDrtHrtekln (M.musc 

Hs.161354 ESTs 

Hs.128093 ESTs 

Hs.48376 Homo saffens ctene HB.2 mRNA sequence 

Hs.1 56781 ESTs 

HS.B2582 Inlegrtn, beta-Ite 1 (wHh EGF4ite tep 

Hs.177043 ESTs 

Hsj?5956 DKFZP564D206 protein 

Hs.133529 ^^3Q,o3jj^NCLCGAPJhy4 Homo sapiens 
ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

surfeclant prfmonaiy-assoctated proton 
ESTs. Moderately simnartoAF161511 1 H 

ESTs ^ . 

timer necrosis factor (llgand) supeifami 
retinablastomatinding protein 9 
ESTs 
ESTs 



Hs.130704 
Hs.1 50042 
Hs.175622 
Hs.202655 
HS.172S10 
Hs.1074 
Hs.98849 
Hs.118615 
Hs.2007 
HS248211 
Hs.134662 
Hs.165547 
Hs.201591 
Hs^72567 
Hs.51515 
Hs,189076 
Hs.257883 
Hs.265459 
Hs.297777 
Hs.159003 
Hs.31141 
Hs^526 
Hs,202289 
HS-972S8 



ESTs 

KIAA1262 protein 

Homo saviiens mRNA: cONA DKFZp564G112 (fr 

ESTs 

ESTs 

ESTs. Moderately similar to AUJ2jnJMAN A 
ESTs 

transient receptor potenSd channel 6 
Homo sapiens mRNA IbrKiAAISSB pnlein, 
Gprotein^oupted receptor 
hypothe&d protein FU10376 
ESTs 



Hs.4257 ESTs 

Hs.54795 ESTs 

Hs.101277 ESTs 

Hs.49 macrophage scarenger receptor 1 

Hs.253495 surfactant, putmonary-assodated protein 

Hs.217493 anaeoanPO. 



56.0 
26.5 
25.5 
22.2 
21,1 
19.4 
19.1 

18.8 

18.0 

17.8 

17.4 

165 

16.3 

14.2 

12.3 
12.3 
11.5 
11.4 
11.3 
11.3 
11.0 
10.1 
10.1 
10.0 
9.9 
9.8 
9.8 
9.7 
. 9.4 

as 

9.2 
9.2 
9.1 
9.0 
8.8 
8.8 
8.8 
VI 
8.7 

a6 

8.5 
8.5 
a4 
8.4 
8.3 
8.3 
&2 
&2 
7.9 
7.B 
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445537 

450025 

421798 

421155 

446917 

4227S8 

426830 

437157 

433231 

451561 

430656 

418206 

420209 

426803 

427383 

409718 

443324 

431924 

427356 

418735 

429945 

407510 

430099 

441835 

428508 

438202 

441233 

433384 

427043 

425921 

438909 

433365 

456964 

445186 

431337 

434819 

458219 

434377 

435933 



445424 
449100 
410334 
447112 
447700 
449208 
445657 
421554 
435299 
416769 
433527 
452771 
427585 
411514 
424084 
444527 
429710 
432113 
447997 
449328 
416575 
432009 
434088 
444342 
414299 
431041 
448104 
445279 
408978 
415094 
428244 
452784 
455431 
449416 
421659 
407638 
446164 
413048 
446608 
419807 
447164 
442652 
429495 



AJ24S671 
AK001875 
N74880 
H87879 
A1347863 
R92347 
AA385751 
BE048860 
AB040926 
N52812 
M46290O 
BE62258S 
AA256444 
AA362568 
NM.005411 
D86640 
R44013 
AK000850 
AW023482 
N48769 
NM.006729 
U96191 
AW194988 
AB036432 
BE252383 
AW169287 
AA972965 
AI021992 
AA397679 
NM_007231 
AF085839 
AF025944 
H59846 
AW614544 
N48107 
AA650099 
H22195 
AW13714B 
AAS05520 
AA740151 
AB028945 
AI140683 
AW979261 
H17800 
AI420183 
AW263635 
AW612141 
AW13767$ 
AI745458 
AI339257 
AW235613 
T05477 
D31152 
AW850178 
AI940675 
NM.005408 
A1337113 
AA935065 
H00658 
A1952493 
W02414 
AL137424 
AF116677 
NM_014398 
AA142989 
AMg0967 
Ai674818 
R41900 
AL133617 
059513 
A1564123 
BE463857 
AW938484 
AI8S1016 
NM.014459 
AJ404672 
AW273539 
m22\ 
N75217 
R77402 
AFQ26941 
A1005163 
AA453800 



H5.1 2844 EGF-CksKJomain. muISpte 6 

Hs^4321 Homo saptenscDNAFU12028fis. dene HE 

Hs.264330 N^ptihigosineamidohydidaseCacide 

Hs.102267 lysyl oxidase 

Hs.156672 ESTs 

Hs.34574 ESTs 

Hs.160392 ESTs 

Hs,120655 ESTs 

Hs.143552 K1AA1493 protein 

H5.177403 ESTs 

Hs.162080 ESTs 

Hs,3731 ESTs 

Hs.32295 Homo ssi^enscONARJ 12604 (is. done NT 
Hs.179747 ecdroplc viral integralion site 5 
Hs.17^ surfactant, pulmonary^asscdatsd pretdn 
Hs.56045 src homology three (SH3) and cysteine ri 
Hs.164225 ESTs 

Hs^2203 Homo sapiens CONAHJ20843 8s. done AD 
Hs.97849 ESTs 
H5.44G09 ESTs 

Hs.226483 diaphanous (DrosophOa, homolOQ) 2 

gbiHuman trophoblast hypoxl*fegulated f 
Hs.20537 Homo sapiens cONA FU 1 3942 fis, done Y7 
Hs.184 advanced glycosyiafon end product^ped 
Hs.184668 S8BI31pr0tdn 
KS.22S88 ESTs 
Hs.135568 ESTs 
H5.124244 ESTs 
Hs^8460 ESTs 

Hs.16221 1 solute canter family 6 (neurotransndtte 

gb:Honn sapiens fuQ length Insert cONA 
Hs^797 ESTs 

Hs.128355 ESTs, Moderately simHar to ALU7_HUMAN A 
Ks.1 23641 protehi tyrosine phosphatase, receptor t 
Hs.292593 ESTs 
Hs291541 ESTs 
HS.31B74 ESTs 

Hs.136348 osteoblastsped8cfedor2tteddin 
Hs.192075 ESTs 
Hs.130425 ESTs 

cortactin SH3 domain-binding protein 
ESTs 



Hs.12696 
H&98328 
Hs.291993 ESTs 
Hs.7154 ESTs 

Hs.1 71077 ESTs. Weakly sWBar to similar to serin 
Hs.48643 ESTs 
HS.Z79575 ESTs 

Hs.97775 ESTs,VteaadysimilartoTestlS4pedfic 
Hs.122614 ESTs, Weakly sbiAartDapoptoticpiDtea 
Hs.115436 ESTs 
Hs.133020 ESTs 

gb:EST03366 Felai brain, Stratagene (cal 
83.179729 odlaBen.typeX.dpha1(Sdvnid(netaph 
Hs.18995 K1AA1304 protein 
Hs.20914 Homo sapiens cDNA:FU23056 fis. done L 
Hs.11363 sman Inducible cytokine subfamity A (Cy 
Hs.146025 HomosaplBnsd3NA:FU235941b,don8L 
Hs.152385 ESTs 
Hs^792 ESTs 
Hs,197647 ESTs 
Hs.38383 ESTs 

' gbiHomo sapiens mRNA; cONA 0KFZp761G2123 
Hs^49270 hypothetical protein PR01968 
Hs.10887 simOarblysosoroe^ssodstsdfnembiane 
Hs71730 ESTs 
HS.10S276 ESTs 
Hs.178391 n-bosomal protein L44 
Hs.22245 ESTs 

Hs.49421 Homo sapiens mRNA; cONA DKF2p434M0728 (f 
gb:HUM042H10B Oontech human fetal brabi 

H5.42500 ADP-*ibosylalkjnfactor4ke5 

Hs.1 51258 Homo sapiens cDNA:RJ21062tis. done C 

Hs.80738 s{ak)phorln (gpL1 15. leukosiaSn. C043} 

Hs.24631t ESTs 

Hs.106511 protocadherin 17 

Hs.288893 Homo sapiens cONAFUl 1667 lis. done HE 

Hs. 199329 Homo 8aitocDNA:FLJ23S77Qs, done L 

HS.7S182 mannose receptor, C type 1 

Hs.257845 ESTs 

gb:yt75f11.8l Soares placenta Nb2HP Homo 

Hs 17518 Homo sapiens clg5 mRNA. parfld sequence 

Hs.201378 ESTs. Weakly similar to KIAA0944pn)lein 

Hs.1 92793 ESTs 
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7.7 
7.6 
7.5 
7.5 
7.5 
7.4 
7.4 
7.4 
7.3 
7.1 
7.1 
7.1 
7.0 
6.9 
6.9 
6.6 
6.8 
&8 

a7 
a7 

6.6 

&6 

&6 

6.5 

6.5 

6.5 

6.4 

6.3 

6.3 

6.3 

&3 

6.3 

6.2 

&2 

6.1 

6.0 

6.0 

5.9 

5.9 

5.9 

5.8 

5.8 

5.7 

5.7 

5.7 

5.7 

5.7 

5.7 

5.6 

&6 

5.6 

5.6 

5.5 

5.6 

5.5 

5.4 

5.4 

&4 

5.4 

5.3 

5.3 

5.3 

5.3 

5.2 

5.2 

Sl2 

5.2 

5.1 

&1 

5.1 

&1 

5.1 

5.1 

5.1 

5.1 

&0 

5.0 

5.0 

4.9 

4.9 

4.9 

4.9 

4.8 
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Hs.135223 
HsJ92Q0 
Hs.439n 
Hs.67709 
Hs^248 
Hs.241576 
Hs.258189 
Hs.116963 
H8.145789 
Hs.150318 
Hs.126910 
Hs.132117 
Hs.91093 
H5.144455 
H3.105039 
Hs.125365 
HS.2667B5 

Hs.t8912 



429859 NIA.007050 Hs.225952 
432824 AK001783 Hs^9012 
425509 AF079383 Hs.158213 
424717 H03754 Hs.1522t3 
5 436061 A12485B4 Hs.190745 
444218 AF070641 Hs.10684 
453382 AA709285 Hs^ 
447033 A1357412 HS.1S7601 
417235 AA810278 Hs.24250 
10 418200 AW629751 Hs.206654 
427652 A1673025 Hs,43874 
431255 AA497043 H8.115685 
441143 A1027604 Hs.159650 
452293 A1871833 
15 443903 A1220547 
422352 AA766296 
424105 A1142336 
439759 AL359055 
428227 AA321649 
20 430510 AW162916 
425804 BE501698 
435347 AW014873 
446002 A1346468 
452883 XB0031 
25 442176 AA983764 
443253 AK)41212 
419556 U29515 
439920 H05430 
421502 AF111856 
30 434424 AIB11202 
408625 AW243323 
4A9299 AA299919 
450656 AA01D539 
433815 A1696602 
35 416879 H98899 

432182 AW607789 
445386 AI422005 
450478 AW451709 
453080 M423056 
40 435496 AW840171 
443257 A1334040 
453921 AI824009 
419721 NM-001650 
432316 AW973235 
45 435202 AI971313 
440320 AA879294 
438796 W67821 
400269 

447724 AW298375 
SO 446509 AF169693 
451620 AW449888 
451953 AI825440 
4S6408 AI268348 
425895 A1269484 
55 447048 AW393080 
454024 AA993527 
415929 AA724373 
426525 T7B300 
434334 AA912476 
60 437138 AI935622 
455024 AW851309 
436246 AW450963 
416030 H15261 
4S9267 AJ003631 
65 445122 AW241632 
414812 X72755 
421160 ALD80215 
425734 AF0562)9 
429208 AA447990 
70 442957 AI949952 
444050 AW138295 
444078 BE246919 
451024 AA442176 
442832 AW208S60 
75 423377 AUB49377 
451895 T93573 
442353 BE379594 
421464 AA291553 
404043 
80 407055 XB9211 

41000B AA079552 
410247 AF181721 
417461 R38403 



protein tyrosine phosptiatase. receptor I 
hypothetica! protein FU10921 
sperm associated antigen 6 
wingless-type hAMTV blegraOon srte fami 
Homo sapiens cDNA: FU21326 fis, done C 
Homo sapens done 24421 mRNA sequence 
Homo sapiens CDNAFU13078 fis. done NT 
ESTs 
ESTs 

ESTs, WeaMy similar to anemdtvely sp 

ESTs 

ESTS 

ESTs 

gbwm5lh09ji1 Na^C3GAP-Ut2 Homo sapiens 
ESTs 
ESTs 
ESTs 

Homo sapiens mRNA fiifl length insert cDN 
smalllndudbtecytokinesuWamilyBlCy * 
hypothetical protein PR02577 
ESTs 
ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

chHin3se1(chitotrtosidase) 

solute carrier family 34 (sodium phospha 
Homo sapiens cDNA: FU23523 fis, done L 

ESTs 

gb:EST12592 Uterus Uimorl Homo sapiens 
ESTs 



Hs.1 12757 ESTs 

tliS IsTUeaWy similar to ALU7_HUMAN ALUS 

Hs.160380 ESTs 

Sl^ ^o8aptenscONAFU124B2tis.doneNT 

Hs 265398 ESTs. Weakly similar to transformalion-f 

fe1l614 Homo sapiens cDNA: aJ23555 fis. doneL 

Hs.44577 ESTs 

H5.288650 aquaporin4 

H8.2936a7 ESTs 

HS.1702D4 K1AA0551 protein 

flb3iw86e09AlNa.CC3AP„Pn2Homosap«is 

Hs.109590 genelhonin 1 

Hs^4477 ESTs 

Hs.l 32892 prolocadheiin 20 

HS.2S7224 ESTs 

Hs.224952 ESTs 

Hs.23450 mRNA for FU00023 protein 

Hs.161427 zlncfinger protein 215 ^ 

Hs 228320 Homo sapiens cONA: FLJ23537 lis, done L 

Hs'.16281 hypothetical protein FU23403 

Hs^5306 ESTs, Highly dmflar to unnamed protein 

Hs.171409 seratogically defined cdon cancer antig 

Hs.116750 Homo saptens cDNA FU13221 fis. done NT 

Hs.271245 ^^[^220.170200^)67^1 CT0220 Homo 

Hs,119991 ESTs 
HS.2194B ESTs 

flb AK)03631 Selected chromosome 21 cONA 
Homo sapiens cDNA: FU23598 fis. done L 
mono!(hie induced by ga™?^ Werfejtm 
Homo sapiens mRNA; cOHADKFZp586j0323 (f 
pei^dylglydne alpha-arnkJafing ironooxyg 
ESTs 
ESTs 



Hs.147377 
Hs.n367 
Hs.102301 
Hs.159396 
Hs.190478 
Hs.49397 
Hs.135024 
HS.1Q290 



U5snRNP-«pedSc 40kDapratein (hPifia- 
gbzw63b08jl Soares^toteUefcis JW2HF8. 
ESTs 



HS.2S3569 



Hs.16970 ESTs 
Hs.49136 ESTs 
Hs.190086 ESTs 

gb:H5a()lens DMA te endogeixius r^ro«ir 
gb2m2Dhl25l Stratagene pancreas {93720 
Hs.61345 RU2S 
Hs.13305 ESTs 
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423609 AA32834B 
440444 AA885221 
446254 BE17S829 
447505 A1J049266 
423244 ALD39379 
446921 AB012113 
444271 AW452569 
434217 AW014795 
452571 W31518 
423575 C188S3 
408771 AW732S73 
431322 AW970622 
445034 AWS3376 
438842 AA827176 
424906 AIS66086 
415025 AW207091 
420313 AB023230 
423448 AK000776 
433492 AW605B49 
434836 AA0B3764 
435747 AI07S519 
45B156 AW298778 
419261 X07876 
410060 N{i/L001448 
426116 AA868729 
409203 AA760473 
414259 W44633 
406671 AA129547 
431889 AA521277 
430414 AW365665 
433426 H69125 
421764 AI681535 
410785 AW803341 
455235 AW875951 
408399 N^^005426 
429764 M897g6 
436882 AB018305 
432231 AA339977 
432837 AA310693 
452166 A!946607 
458154 AW816379 
420382 U79734 
424202 BE350295 
410658 AW105231 
415457 AW081710 
419503 AA243642 
439479 AI7342S8 
448404 BE089973 
424268 AA3g7653 
420637 AW976153 
450715 A1266484 
428927 AA441837 
422544 AB018259 
431207 AA495925 
424508 AU)8Q103 
441484 AA935481 
425916 NM_008786 
401793 

431169 AWg71240 
438038 AI732629 
439619 AW9759g8 
446577 AB040933 
450445 AW974636 
459462 AA&25339 
44M95 BE622&41 
428743 AL080060 
426320 W47595 
432889 AW974094 
419235 AW470411 
429703 T93154 
413499 BE1448B4 
408182 

417307 N99673 
430140 AW296771 
436111 AI803082 
449729 R72032 
457620 AA602711 
428434 AW363SgO 
406554 

451381 6E241831 
443113 AI040686 
421470 R27496 
446428 AW082270 



Hs.21B2a9 EST8 
HS.1569B4 EST8 

Hs.179852 Homosaii8nscDHAFU12832fls.cton8NT 
Hs.1 8724 Homo sapiens tnRNA; cONA OKFZp554F093 (fr 
H5m02 ESrs.WBaMy6imlarto ubiquitous TPRm 
KS.16S30 smaflindualitecylflkinesubfamilyAtQir 
Hs.149804 EST8 
HS23349 ESTs 
H&34665 ESTs 

Hs.163443 Homo saddens CONAFU11576 lis, done HE 
HS.47S84 potassium voltage^ated diannei. delayed 

fib:EST382704 MAGE resequences, MAGK Homo 
Hs.160323 ESTs 
Hs.124316 ESTs 

Hs.153716 KofflosapIeittmRNA(brHniob33proteln.3r 

Hs.72307 ESTs 

H8.96427 K1AA1013 protein 

Hs.128753 Homo salens cDNA FLJ20769 fs, done CO 

gb:MR0-HTO241-20010(MXl&gO2HT0241 Homo 
K$,241334 ESTs 
HS.13439B ESTs 

Hs.300357 ESTs, Higtily sImHar to dJ416F2U IH 
Hs.89791 wingless-type MMW Integralton sDa fand 
Hs.58367 glypican4 
Hs.144694 ESTs 

Hs.687 cytodirQmeP450,8ubtaniiyiVQ.p^ 
Homo sapiens cONA: BJ23131 (is, done I 
met prot(H)noogena (hepatocyte growth fa 



H5i5044 
Hs.285754 
Hs.124946 ESTs 
Hs.120388 ESTs 
Hs.133525 ESTs 

Hs.99342 ESTs. Wealdy similar to KCC1J1UMAN CALO 
gb:ll^-UM0079O903004)5W)03 UM0079 Homo 
gb:CM1.PT0013-131299^7.(09 PT0013 Homo 

Hs.44585 tumor protein p53-blndlng protein^ 2 

Hs.30 membrane-spanning 4.domahs. subfamily A 

H3.5378 sporvfin 1 , (f-spondtn) extracellular mat 

Hs.274127 aST 11240 protein 

H5^9512 HSPC072 protein 

Hs.264680 ESTs 

^:aV45T0234-181199-035^01 ST0234Homo 

Hs^7206 lumtingtin interacting protein 1 

HS.1S032 ESTs. Weakly similar to RAN binding prol 

H5.192035 ESTs 

Hs J369 ESTs, Weaidy simBar to ALU1JHUMAN ALU S 
Hs.137422 ESTs 

Hs^453S7 ESTs,WaaldyS]n«arbALJU1J^UMANAUUS 
gb:RC8.BT0709^1030^021^7 BT0709 Homo 

Hs.144339 Human ONA sequence from done 495010 on 

gb£ST388252 MAGE resequences. MAGN Homo 

Hs.31570 ESTs. Weaidy similar to KIAA1324 protein 

Hs^250 ESTs 

Hs.118140 KIAA0716 gene product 

Hs^ ESTs 

Hs.149770 Homo sapiens eONA HJ136S8 lis, done PL 
Hs.58972 ESTs 
Hs.162200 UQtensin2 

gb:EST383329 MAGE resequences. MAGL Homo 
H5.194161 ESTs. Wealdy simlar to TA2R HUMAN. BETA 
Hsi8595 ESTs 
Hs.15420 KIAA1500 protein 
Hs.194563 ESTs 

Hs^37052 EST. Weakly similar to AIU1_HUMAN ALU SU 
Hs.38489 ESTs 

Hs^1$49 Homo sapiens mRNA;cONAOKFZp564H172(lr 
Hs.169300 transforming growth factor, bete 2 

gb:EST388197 MAGE lesequenoes. MAGM Homo 
H8.288433 neurotrimin 
Hs.28705 ESTs 

gb:CMO-HT0182-041099^)6Se11 HT0182 Homo 

H53565 ESTs, WeaMy simiter to AF126743 1 DNAJ 
HsJ21999 ESTs 
Hs.157212 ESTs 
Hs.29235 ESTs 

gb.'np03h08j1 Na_CGAPJ5f2 Homo saptens 
Hs.65551 ESTs, Weddy simiter to AF172993 1 PLUNC 

gb:TCAAP2E001 1 Pediatric acute myelogeno 
Hs.132908 ESTs 
Hs.1378 annexInAS 

H5.210617 ESTs. WeaMyslmSar to ALU4.KUMAN ALUS 
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413135 
429228 
420252 
423829 
444339 
434164 
404599 
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453736 
408923 
430919 
431622 
433584 
437073 
438394 
446242 
452542 
454009 
449765 
415652 
453931 
439382 
420077 
430437 
446745 
408308 
450320 
429597 
449523 
451110 
431745 
410781 
419546 
444330 
408751 
409026 
432055 
432441 
408045 
427191 
416965 
441594 
40G992 
431941 
438323 
427698 
424296 
450522 
407942 
417991 
422589 
437583 
452019 
449494 
444188 
400297 
410811 
4S0S84 
428043 
436120 
442324 
448693 
425556 
431385 
408427 
459587 
438128 



AI632091 

BE066941 

AI553633 

AW270404 

AW021173 

T9655S 

AW207019 

AA393351 
AL118674 
H73881 
AA489041 
AW979271 
AW295399 
A1885608 
BE37g623 



AW812256 
AW01S927 
N92293 
T79213 
AL12127e 
BE247684 
AW512260 
AI768801 
AW118189 
AL033377 
AW291775 
NM-003816 
NNL000579 
A1955040 
AW972448 
A!375672 
AA244199 
A1597655 
AA057254 
AL137554 
AW972359 
AW292425 
AW138959 
BE221825 
N26223 
ALD41080 
S82472 
AKD00106 
AI985394 
AW972594 
A1631874 



Hs.116877 ^STs^g^^^^jg^^^^^^^ 

Hs.104985 ESTs 

Hs.193161 ESTs u 

Hs.1861 2 Homo sapiens cDNA: FU21909 lis. done H 

Hs.31562 ESTs 

Hs,148135 ESTs 

Hs.132121 ESTs 

Hs^4871 KlAA05699enepfOiJucl 

Hs.255436 ESTs 

Hs.295448 ESTs 

Hs;j93184 ^^^.^B,2^h,.,^,^iNa^c^^ 

Hs.94122 ESTs 

Hs.27693 CGH24 protein 

^iRC0^174-19l0994131-807 ST0174Homo 
ESTs 

ESL Moderately slniilartoALU8.HUMANAL 
ESTs 
ESTs 



Hs.233071 
HSJ206832 
Hs.272073 
Hs.25144 
Hs.103070 
Hs.87767 
Ks.189943 
Hs.156400 
Hs.44197 
Hs.213793 
Hs^442 
Hs.54443 
Hs,3015B4 
Hs.163425 
HS.165Q28 

Hs.49265 
Hs.238936 
Hs.49927 
Hs.293334 
Hs.163484 
Hsi45123 
Ks.97691 
Hs.160436 
Hs.208765 

Hs.272227 
Hs,123369 
Hs.294140 
Hs.169391 



ESTs 
ESTs 

Homo sapiens cDNA FU13569 fis. dona PL 
ESTs 

hypolheficd protein DKFZp564D0462 
ESTs 

a dlstntegrtn and rnetdoproleinase doma 
chemokine (C-C raoB) reoeptor 5 
ESTs 
ESTs 
ESTs 

Qb:nc06c05^1 NQ^CGAP^Prl Homosaptens 
ESTs 
ESTs 

Honw saltans ntRHA; cONA OKFZp434H1 720 (f 

ESTs 
ESTs 
ESTs 
ESTs 
ESTs 
ESTs 



AA378608 
AA731452 
AA312735 
AA761190 
AL157503 
AW237014 
AI393165 
AI127076 
AW805687 
AAD40403 
T92248 
Ai248193 
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419276 
422022 
426890 
427374 
434208 
446466 
451229 
415511 
408776 
421110 
453636 
436578 
426083 
419231 



AW004854 

AA3S9291 

BE178538 

AW194270 

AA031956 

AA904430 

AAD59013 

BE165909 

AA302420 

AA393167 

AI150033 

T92641 

H3802& 

AW967707 

Ar732617 

AAD57365 

AJ250717 

Rfi7837 

AI091435 

AW962712 

AU)46294 



Homo sapiens cDNAFU20099 fe. done CO 
ESTs 
ESTs 
ESTs 

gbwd31fl)2jcl S0are5JIFUr.GBC.SI Homos 
Hs.5894 hypothetic^ protein FU10305 
Hs,190008 ESTs 
HS.17972S ESTs 

t^i^ H^sapiensmRNA;cDNADKFZpS86N2424lf 
Hs.288650 aqu3porin4 
Hs.19175 ESTs 

HS.2883B1 hypothetical protein DKFZp56401278 

Hs,300648 ESTs 

Hs.60371 ESTs 

Hsi240 uteroglobin 

Hs,119880 ESTs 

Hs 2B426 ESTs 

Hs;228320 Homo sapiens GDNA:FUa537fe. done L 
Hs:i30757 HomosapienscDNA:RJ23553fis.doneL 
Hs.11090 high affinity immunoflioWtacpsilonrec 

Hs.177236 ESTs mkh 
gb2lc15e04.5l SoaresjwgnanLutewsJwH 
ESTs. Weddy similar to U4m68mafl nud 
ESTs 

HoraosaptenscDNA:FU23161 fis.donaL 

ESTs 
ESTs 



Hs.122049 
Hs^2607 
Hs.134682 
Hs500M2 
Hs.41294 
HS.1436B6 
Hs,127648 
Hs.308 
Hs.48473 
Hs.182362 
Hs.63356 
Hs.1355 
Hs.169872 
Hs.134859 
Hs,1267l2 
Hs.136245 



ESTs _ 

hypothetical pralehPR02176 

aireslin3.renndp(4n8Slln) 

ESTs 

ESTs 

ESTs 

caihepsinE 

ESTs 

ESTs 

ESTs. Wealdy siratef to AF191020 1 E21G5 
ESTs, Weakly simDar to dl202l21.4 
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408171 AA301228 
445189 AI936450 
419150 129618 
427457 AW779105 
435082 AAG64273 
446932 AA961459 
439140 W85737 
405041- 

421306 AA806207 
427514 AA640773 
427939 T92459 
429127 AA749382 
429590 At219490 
433163 R40468 
439635 AM77288 
448015 Ai458065 
456761 D59899 
457112 AW772449 
449540 AAQ01713 
447020 T27308 
412610 X90908 
433515 AA595800 
424450 AL137526 
438122 AI620270 
424086 ABSIOlO 
438865 AI886558 
412903 BE007967 
454111 AW081681 
439398 AA284267 
449802 AWg01804 
434812 AA649860 
432563 AW023624 
428104 AM21350 
406217 At433201 
438016 A1949638 
436396 A!683487 
430887 N66801 
446311 AW0a7294 
416185 AW975B61 
408613 AW242086 
442510 AF150179 
433293 AR)07835 
413875 BE175776 
404488 

408936 AL138043 
431980 AAS23696 
436738 AW102613 
451797 AW663858 
452163 A1863140 
452778 R7133e 
459366 AA129703 
431448 AL137517 
430733 AW975920 
453652 AW009640 
453616 NM03462 
411905 BB265067 
408729 AA195764 
450726 AW204600 
447720 AUJ38765 
451497 H83294 
442074 C17511 
424115 AA335497 
417728 AW138437 
433803 A1823593 
419247 S65791 
424310 AA338548 
438504 AW685281 
426486 BE178285 
430417 AA461045 
438297 AW515196 
422505 AL120862 
457285 AI038358 
428657 A1375550 
431750 AA514986 
435575 AF213457 
413385 M34455 
403903 

407910 AA650274 
423424 AF150241 
436043 AW963838 
436645 AW023424 
408380 AF123050 
402629 



Hs.43299 Homo sapiens cONAFU12890fl5. done NT 

Hs.147482 ESTs 

HS.89S40 TEK tyrosine Idnase, endothelial (venous 

Hs.1 64682 ESTs. siinlar to 0RF2 consensus 8 

Hs.1 86104 Homo sapiens cDNA nJ13803 fis. done TH 

Hs.125644 ESTs 

Hs.290830 ESTs 

Hs.125889 ESTs 

Hs.209224 ESTs 

Hs.16886 ESTs 

Hs.107233 ESTs 

H$.44445 £ST8.WBaUyslndartoKeldiinoGfoonl 

Hs.163582 ESTs 

Hs.94891 HomosapienscDNA:FU22729fl8.doneH 

Hs:»196 ESTs 

Hs.127842 CGI-142 

Hs.268081 ESTs, We^ slmflar to ALUIJ^UMAN ALU S 

gb3h86e08^1 Soares.felalJver.spleeii. 

Hs.16986 hypoUie1icalprot^FU11046 

Hs.74126 tatty add Unding protein 6. iiaai (gas 

Hs.190246 ESTs 

Hs.1 47472 dynein tntermediato diain 2 

Hs.129837 ESTs 

Hs.102267 lysyl oxidase 

Hs.184987 ESTs 

Hs.155795 ESTs 

Hs.269064 ESTs 

Hs.221504 ESTs 

H&23984 Ivpotiieiical proton FU20147 

Hs.169496 ESTs 

Hs.162282 ESTs 

Hs.191604 ESTs 

Hs.279860 hypotheiical protein FU20030 

Hs.109150 SH^^kxnan binding protein 5 (BTK^ssod 

H$.299112 HomosaplenscDNARJimi fis,donBHE 

Hs.260287 ESTs, Weakly similar to AaJ7_HUMANAIAJS 

Hs.149795 ESTs.VMdyslninartoALUl_HUMANALUS 

H3.291995 ESTs 

Hs^53957 ESTs 

H&2498g0 ESTs 

Hs^417 ESTs 

giii^C3.HT0586.11030(Mn 1-009 HT0586 Homo 

Hs.293549 ESTs 

Hs.222695 Homo sapiens cDNA: RJ20986 Gs, done C 

Hs.152913 ESTs 

Hs.56120 ESTs 

gb:tz43h12J(1 Na_(X3AP^Bm52 Homo saplen 

HsJS^ZS Homo sapiens cDNA: FU21 592 fis, done C 

gb2n92b05 j1 Straiagene lung cardnoma 

Hs.288381 hypdheScd protein DKI7p56401278 

Hs^83361 ESTs 

Hs^B ESTs 

H5.33846 dynein, aeonemaI.llghllntermedlalepd 

gb:601193893F1 NIH^MGC.7 Homo sapiens cD 

Hs.72639 ESTs 

Hs.264330 N^phIngoslneamktohyd(olase{addc 

Hs.161304 ESTs 

Hs.284122 Wnt Inhibitory bdor-l 

Hs.126430 ESTs 

H3^65 ESTs 

Hs.24790 KIAA1S73 protein 

Hs.27688 ESTs 

Hs^64 tragileX mental retardation 1 
Hs.50334 ESTs 
Hs.224625 ESTs 

Hs.170056 Homo sapiens mRHA:d3t4AOKFZpS86BQ220{r 
Hs.50701 ESTs 

Hs.258238 ESTs.Moderatdy8lm[i3rtoALU1.HUMANA 
Hs.1 24165 ESTs 

Hs.228780 ESTs, HtgWy similar to AF199597 1 A-typ 
Hs.74407 nudedar protein p40; Iwmolog of yeast 
Hs.283705 ESTs 

H5.44234 triggering receptor expressed on myeloid 
Hs.840 tnddeamln8-pym)le2.3dkjxygen8se 

Ks.41296 fibronectln leudne ltd) transmembrane p 

Ks.1 28433 prastaglandin 02 synDiase. liematopoleGc 

Hs.168830 Homo sapiens CDNAFU12138 lis. done MA 

Hs.156520 ESTs 
Hs.44532 
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415122 D60708 

416747 AW876523 

420159 A1572490 

444361 W76027 

446609 BE395090 

4492G0 AA741160 

452311 AW304029 

413802 AW964490 

417318 AW953937 

440028 AW473675 



437960 

433687 AA743991 

430573 AA744550 

439737 A1751438 

453204 R10799 

436751 AA732217 

408165 AL137573 

431120 AA492588 

446638 AL133083 

438458 AW975186 

446063 AI720140 

430499 AW969408 
450496 AW449251 



441330 AI692984 
424433 H04607 
434677 AW444S7S 
445779 AI253104 
444649 AW207523 
415451 H19415 
432222 AI2a4995 
404288 

408572 AA06S611 

408727 AL137259 

408728 AL1 37379 
410095 AW589838 
410947 AK0OO305 
418343 AA216372 
423401 NM_001992 
428637 AW979258 
429846 AB023021 
432507 BE391093 
433858 N69243 
438651 H645Q0 
443830 A1142095 
446800 A1341635 
450262 AW409872 
451343 AW975057 
451539 AA059467 
452412 AA029608 
454288 BE222648 
445745 AB007924 
424943 AU077260 
440106 AA854968 
458429 AV646559 
415261 T4092B 
420026 AI831190 
431806 AF168114 
458722 AA741545 
419449 H18417 
436260 BE172762 
433644 AW342028 
419172 AW338625 
437982 N93466 
443348 AW873596 
417218 AA005247 
419236 AA330447 
448030 N30714 
417203 AA4Q5341 
449275 AW450848 
436198 AK001125 
452281 793500 
442191 W95186 
428571 NWL008531 
453142 AA033848 
425657 T89839 
452822 X85689 
416778 M16505 
458332 AI000341 
448140 AF14e761 
459644 

429125 AA446B54 
448337 AW206453 



Hs^45 ESTs . 

1S929 Homo sapiens cDNA FU12910 fis. done NT 

Hs'99785 Homo sapiens cONA: FU21245 fis. clone C 

Hs 23920 HomosapienscOMAFlJ13124ll8.clonaNT 

Hs.15535 Human gene from PAC886K2,draroSQme1 

Hsl29879 ESTs 

Hs.252744' ESTs 

Hs.32241 ESTs 

Hs.12891 ESTs 

Hs.125843 ESTs 

H5522194 ESTs 

Qb:rv57flOU1 NCLCGAP-Pr18 Homo sapiens 

1^.41 Sl^ Homo sa^nens mRNA full length Insert cON 
Hs.191990 ESTs 

Ite*^ ^osaptemRNA;cDNAOKFZp564A2453(f 
flb3ig99c08.s1 NCI^CGAP.Thyl Homo sapiens 
Hs.15783 HomosapiensmRNAicONADW^^^ 
Hs.162875 ESTs. Weakly similar to ALU1.HUMAN ALUS 
Hs.15ia79 ESTs 
Hs.231991 ESTs 
Hs.257131 ESTs 
Hs.129354 ESTs 
Hs.9218 ESTs 
Hs.130834 ESTs 
H5.18S267 ESTs 

S^Mfl^ ESTs, Moderately similar to ALUIJttJMAN A 
gb:an03c03.x1 Strataflene scWzo brain SI 



Hs 226568 ESTs. Moderately similar to ALU4_HUMAN A 
Hs!47l15 hypothetical protein OKFZp434O0513 
Hs.47125 hypothetical protein aJ13912 
Hs.258947 ESTs 

Hs£7055 hypolheBcaS protein FU20298 
Hs.159501 ESTs 

Hs.128087 coagulation factorlI(lhrombin)recepto 

gb'EST391378 MAGE fesequences. MAGP Homo 

Hs 225945 fucosyltransfarase9la|pha(l,3)fucosy 

Qb*01286042F1 NIHJMGC.44 Homo sapiens c 

Hs.192974 HomosaplenscONAFU12735fls,doneNT 

Hs.123646 ESTs 

Hs.143273 ESTs 

S^ul ||JtModeralely8hrtlartoALU7.HUMANA 
Hs.293353 ESTs 
Hs.218933 ESTs 

ttell^Jsa ESTs. Highly slmilartoc380A1.1b(H^8p 

H&13245 KIAA0455geneprodxt 

Hs.153924 dealh^sodated protein Mnasel 

Hs 127699 K1AA1603 protein 

Hs;i2346 Homo8aplenscDNA:FU21399tis.doneC 

Hs.8346 ESTs 

Hs.166676 ESTS ^ ^ 

Hs.270737 tumor necrosis factor (llgan(l)superiiami 

Hs.282832 ESTs 

Hs 57483 Homo sapiens cDNA FU 14294 fis, done PL 

Hs!292710 ESTs,WeaklyslmiIartoALU5_HUMANALUS 

Hs.256112 ESTs 

Hs.22120 ESTs . ^ _ 

Hs.1 21764 ESTs. WeaMy simflar to testicutar tekfl 

Hs,57572 ESTs ^ ^ ^ ^hhio 

Hs.285754 met prot^oncogene (hepatocyte growth fa 

Ha.135159 Homo8aptenscDNAFU11481lis,doneHE 

Hs.20161 HDCME31P protein 

Hs.269908 Homo sapiens cDNA FU11991 fis.doneHE 

Hs.205457 KIAA1620 protdn .^uc 

HSJ00922 HomosaplenscDNAFU10263fis.doneHE 

Hs^2 Homosaplens cONA FU11041 fis. done PL 

Hs£136 endoBieUd PAS domain protein 1 , 

Hs.2291 Probe hTg737 (polycystic kidney disease. 
Hs.7473 ESTs 

S;2W617 to»sapfenscDNA:FU22621fis.doneH 
Hs.79876 steroWsuUdase(irta06omaI),aiylsulf 
Hs.220491 ESTs 

Hs.20450 BOUHito membrane protein precursor 

Ks^1Q04 ESTs 
Hs^82 ESTs 
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427778 AM12323 
425371 049441 
448299 AM97044 
447610 AW296286 
409519 AA07S368 
441006 AW605267 
440817 AI341423 
420020 BE295866 
435395 AA729235 
424144 AA454033 
405494 

458145 AI239457 
408547 AA574291 
408941 AJ4S2469 
409457 AW818081 
417137 U46265 
418950 T78517 
420756 AA411800 
428316 A1660775 
432896 NM.014097 
436148 BE00S2S2 
436284 AA708016 
437327 AL353942 
442611 BE077155 
456062 At866286 
433014 NM.014711 
401335 

428771 AB028992 
419140 Aig82647 
454693 AWB13428 
427785 XB1053 
407339 AA777542 
408369 R38438 
427019 AA001732 
431089 BE041395 
452561 AI692181 
427878 C05766 
419752 AA249573 
430073 U86136 
452401 NM_007115 
430345 AK000282 
407905 AW103555 
427660 AI741320 
422355 AW403724 
453049 BE537217 
436568 R98865 
453445 AL036532 
424711 NM_005795 
446346 AI290205 
441974 A!683782 
444805 A6007699 
424027 AW337575 
419606 AW294795 
428613 AB037749 
434340 A1193043 
450297 AWg01347 
432779 AW979Z41 
433650 AA603472 
419086 NM.000216 
428758 AA433988 
430153 AW968128 
418883 BE387036 
427669 AW451832 
400610 
402222 

407162 N63655 
415250 F02614 
421751 AW813731 
428552 AW274560 
432658 AW973769 
434742 AA648302 
436586 A1308882 
441675 A1914329 
442039 AW276240 
443160 AI467915 
448764 AI568607 
449579 AW207260 
439810 AL1 09710 
413714 AI560944 
400289 X07820 
413384 NNL000401 
438670 A]275803 
419991 AJ00009a 



Hs.105323 ESTs 
HS.15S981 

Hs.20887 liypothe8c8lprateinFUl0392 

Hs255534 ESTs 

gb:zin86h10/1 StretagBne ovarian c 

K5.7627 CG^ protein 

Hs.270165 ESTs 

Hs.94382 adenosinekinase 

Hs.l 17907 ESTs 

Hs.41644 Homo sapiens cDHA:aJ23003 lis. done L 

H5.130794 ESTs 
Hs.57837 ESTs 
Hs.165221 ESTs 

gbK3yi4-ST0276'101299«59^ ST0276 Homo 
H5.81281 hypolheQcal protein 
Hs.13941 ESTs 
Hs.189900 ESTs 
Hs.98506 ESTs 
Hs;E79778 PR01693 protein 

gb:CIM1'BN0116^00>171-g02Bl40116Ho(no 
Hs. 190389 ESTs 

gbiHomo sapiens mRNA; cONA DKFZp7611^12 
Hs.177537 ESTs 
Hs.71962 ESTs 
HsJ279912 KiAA04ig gene product 

Hs.193143 KIAA1069proteln 

Hs^15725 ESTs 

gb:MR3-ST0192O10200^21O«05 ST0192 Homo 

Hs.180828 CQaaoen.typelV.alpha4 

Hs.132670 ESTs 

Hs.l 82575 solute carrier family 1 5 (H^^pepfide Ira 

Hs.173233 hypothetical protein FU10970 

Hs283676 ESTs. V\teaMy siniDar to unloiowm protein 

H$.49169 K1AA1634 protein 

Hs.181022 CGi-07 protein 

Hs.152618 ESTs 

Hs.232070 tetomerase-associated protein 1 

Hs.29352 tumor necrosis factor, alphaMuced pro 

Hs.23968f hypothetical protein FU20275 

Hs.252905 ESTs 

Hs.114121 Homo sapiens cONA:aJ2322afis, done C 

Hs.1 40 immunoglobuiln heavy constant gamma 3 (G 

Hs.30343 ESTs 

Hs.1 1 1 35 major hlstocompatitMlity complex, dass 

HSJ91453 ESTs 

H$.152175 catdtonin receptor-Tilce 

gb:qI79g06jc1 Soares_NhKMPu_S1 Homosapi 

Hs.128245 ESTs 

Hs.12017 K]AA0439 protein; homolog d yeast ubiqu 

Hs.201591 ESTs 

H8.198529 ESTs. Weakly stmDar to simnar to acyl- 

Hs.186928 KIAA1326protdn 

HS.12868S ESTs 

Hs.38592 Homo sapiens cONA: FU23342 lis, done H 

^:EST391351 MAGE resequences. MAGP Homo 

HS.284S6 ESTs 

HS.89S91 Kallmann syndrome 1 sequence 

HsS8S02 Homo saptenscDNAaJ14303fis. done PL 

gb:EST380338 MAGE resequences, MAGJ Homo 

Hs.1211 addphoq^hateseS^tertrateresbtent 

Hs.255938 ESTs,Moderateiy8teiitertoKIAA1200pro 



Hs.142634 zinc finger protein 

Hs.27319 ESTs 

Hs.159153 ESTs 

Hs.129520 ESTs 

Hs.162319 ESTs 

H&29169S ESTs 

HS.16702B ESTs 

Hs.5461 ESTs 

Hs.1 28352 ESTs. Wealdy simiter to p80 (Rjwrvegicu 

Hs.36053 ESTs 

Hs.182112 ESTs 

Hs.134014 prostate cancer assodatedpiotetn 6 

Hs.85568 EST 

Hs.71428 ESTs 

Hs^ inMmetelloproteinase10(strQmdysln 

Hs.75334 exostoses (multiple) 2 

Hs.123428 ESTs 

Hs.94210 eyes absent (Drosophlte) homotog 1 
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459702 

414888 AL039185 
438474 AW865818 
453037 AAD45175 
^5 428467 AK002121 
413930 M86153 
422429 AA3ia527 
415083 A1B32683 
417015 M83772 
10 406506 

448330 AL03&449 
409719 A1769160 
423354 AB011130 
425188 AK002052 
15 427961 AW293165 
447357 A1375922 
412642 BE244598 
453716 AA037675 
437370 AL359567 
20 407949 W21874 
427972 AA854870 
453313 BE005771 
426476 NM_003296 
424238 AA337401 
25 452930 AW195285 
424527 AW13855B 
453095 AW;»5660 
449161 NS3431 
429586 T73510 
30 423782 A1472209 
458124 AW005548 
450109 AI539295 
421461 AW2gl023 
412222 AA528283 
35 418882 NM.004996 
441736 AW292779 
401049 

440727 Ai07399l 
419751 AW195581 
40 445640 AW969626 
421379 Y15221 
422109 S73265 
410292 AA843087 
434265 AAB46811 
45 449695 AA164569 
429399 AA452244 
444042 NMJ)04915 
432343 NWL002960 
436772 AW975688 
50 42S784 Y12851 
445268 A1218358 
402481 

412608 AA247995 
416521 H60929 
55 416624 H69044 
419780 AA713522 
421211 AA284966 
427541 A1798983 
432013 A1796879 
60 436451 AW511958 
438002 A]560246 
440312 AW614597 
440479 AA886461 
441178 W90789 
65 441235 A]884586 
443314 AW771701 
422165 AL041199 
450696 Ai654223 
432974 BE34S793 
70 4O420O 

435990 AI015B62 
421309 AI222086 
451558 KM.001089 
416642 T96118 
75 408672 M26041 
417819 AI253112 
417355 013168 
459574 AI741122 
404274 

80 415086 A1597963 
418210 RS4575 
419220 AA811938 
444314 AI140497 



Hs.77558 
Hs.6232 



ttiyrdd hormone receptor Interactor T 
KIAA0764geneproducl 
Hs!l77552 ESTs 

Hs.1 84465 hypolhefical protein FU 11259 
Hs 75618 RAB1 1 A. tnember RAS oncogene family 

nb'EST181333 JuikalT^lls V Homo sapie 
Hs 27179 HomosapiBnscDNARJ12933fe.cloneMT 
Hs.80876 flavin containing monooxygenase 3 

Hs.207163 ESTs 
Hs.108681 ESTs 

Hs 1 27438 caldutn channel, voltage^lependenl. alpn 
Hsll55071 hypoWcal protein FU11 190 
Hs.143134 ESTs 
Hs 159367 ESTs 

Hs!809 hepatocyte growth factor (hepapoielin A; 
■J. icofi'^ ESTs 

Hs'.161952 HomosaplensmRNA:cDNADKFZp547D023(fr 
Hs.247057 ESTs 

Hs 2042 tesfis spadfic protein 1 tprot>e H4-1 p3 
Hs.137635 ESTs 
Hs.194097 ESTs 
Hs.267158 ESTs 

Hs.252756 ^^^^gj^5j^artoWAA0423lH5apl 
angiopoietln-IikeS 



Hs.47647 
Hs^9153 
Hs.2a8369 ESTs 
Hs.124590 ESTs 
HS.179B7 
Hs.g7255 



ESTs 
ESTs 



H3,44197 
Hs.87752' 



Hsi92737 ESTs j^^^f^irm 
Hs.89433 ATP-tamfing cassete, siflHamily C tCRK 
Hs,169799 ESTs 

HS.13426B ESTs 

Hs.93121 K1AA0761 protein 

Hs 31704 ESTs. Weakly similar to KIAA0227 IH,sapi 

Hs 103982 small inducitile cyloidne sutifamOy B (Cy 

Hs.1473 gastifn^asing peptide 

t^.130554 Homo sapiens cDNA: FU23089 fis. done L 

Hs.34550 ESTs 

Hs.16727 ESTs ^ 

Hs 10237 ATPJilndlng cassette. sut)-familyG(WHiT 

Hs 2961 S100 caldunMAiding protein A3 

Hs.250857 zona peJluoda glycoprotein 3A (spamfe 

H5.193470 purinergic receptor P2X, Bgand^ated to 

Hs.175048 ESTs 

Homo sapiens doneTCCCTA00151 mRNAsequ 
hypothetic^ protein DKFZp564O0462 
gb7r77h05.8l Scares fetdl Bver spJeen 

IteieMOa EST8.vgted(IysirrilartoAF2163121type 

Hs.97961 ESTs 

Hs.162102 ESTs 

IS48 EsS.VfealdysimnartDZN4i.HUMANZINC 

Hs.72475 ESTs 

Hs.208161 ESTs 

Hs.153976 ESTs ^ _ 

Hs,135570 Homo sapiens dm aJ21268 fis, done C 

Hs^646 ESTs 

hIsfidinedecartJoxylase 
Homo sapiens cDNA: aJ23191 lis. done L 
gb:ht70g02Jtl NajCGAP.Lu24 Homo sapiens 

1^2704^ ESTl^toderatelysi^nilar^oAUJ1.HUM^ 

HSJ6530 ATP-blnding cass^» s'J;^,^^^^^ « 

H5.226313 ESTs,WeaMy8imilartoALU1.HUMANALUS 

Hs.198253 major hIslDCorapaBbflily complex, dass 

HS.133S40 ESTs 

Hs.82002 endothefin receptor 

H3.1 01810 Homo sapiens cONA RJ14232 Ss, done NT 

Hs.1 18726 ESTs ^ ^. 

Hs.t3337 ESTs. WeaWysonflar to unnamed proten 

KSi2917^ ESTs 

gjb»w76h09.s1 SoaresJetaUiverjspleen. 



Hs.1481 
Hs.16026 
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451050 
417412 
42B414 
412925 
43B192 
410976 
406673 
449677 
449321 
418557 
416320 
426384 
414140 
419520 



457447 

451099 
407366 
410048 
400880 
418092 
428780 
431087 
432803 
412104 
422819 
4543S9 
424805 
434445 
442994 
410371 
450232 
417924 



431614 
417543 
444542 
404593 
434803 
451623 
452466 
402046 
434927 
436192 
401987 
423119 
427112 
414464 
447829 
449679 
405472 
413821 
432212 
404289 
415362 
427739 
427772 
430844 
434335 
436052 
442773 
446799 
450221 
455673 
458624 
405095 
447207 
433589 
438398 
447233 
447197 
431087 
409064 
4Z7S58 
426457 
438118 
427621 
452114 
448782 
403937 
416402 
452416 
451609 



AW337420 Hs.69662 ESTs 

X16896 H$.821 12 intefteuldn 1 receptor, type I 

AL049980 Hs.184216 DI^ZPS64C152pn)lein 

AI089319 H5.179243 ESTs 

A1859065 Hs.16808 ESTs.WeaHyslniflartoparBpteginJik8 

R36207 Hs.25092 ESTs 

M34996 Hs.198253 nn^hlstKompatibiSty complex, dass 

AA002071 gb:zh85d01 Jl Soares^CetaUiwjBptaetL 

AA001150 Hs.132937 ESTs 

BE140602 Hs.246645 ESTs 

H47867 Hs.34024 ESTs 

AI472078 9b:q85h03j{l Soares^NSFJ8«9W.OT_PAj>.S 

AA281279 Hs^3317 ESTs 

AB009303 Hs^77W Human done 23734 mRNA sequence 

AA151520 Hs.279525 hypotheOc^ protdn PRO2605 

X78261 Hs.272177 H.fiapiensmRNAfaf TREITSexIremltyan 

R52795 Hs.25954 (ntedeuUn 13 receptor, alpha 2 

AF026942 gb:Homo sapiens cig33 mRNA, partal sequ 

W76467 Hs.274550 preiine oxidase homolog 

R451S4 Hs.106604 ESTs 

A)478578 Hs^636 ESTs 

AW574823 Hs^00413 ESTs 

AA565398 gb:nk41R)1.s1 Na^CGAP„GC2 Homo sapiens 

AW20S197 Hs240951 ESTs 

AL122084 Hs.121073 tiypotheficdptoleinaj 10466 

N71 277 6tn838e03Al Soares fetal Over spleen 

AA382523 Hs,105689 ESTs 

A1349306 H$.11762 ESTs 

AI026716 Hs.16954 ESTs 

AA084482 . Hs.115850 ESTs 

BE300815 Hs^01326 ESTs 

AU077231 Hs,82932 cydin 01 (PRAD1: parathyroid adenomatos 

BE018217 Hs.183528 ESTs. Weddy similar to Bem464ikB prole 

BE256242 Hs^70847 delta^ulfn 

AA203620 Hs.110153 ESTs. Weakly sinilar to BOGFjnJMAN&^B. 

AI161293 Hs.146862 ESTs, Weakly simOar to KIAA052S protein 



AW974640 
H77818 
N84635 

H46612 
W93847 

AA322201 
Z32887 
A1870175 
Ai433Q29 
AI8239S1 

AI80B648 
AW137742 

F06735 
AW196755 
AA412289 
T94960 
AA630107 
AI021983 
AB037722 
AWg78373 
AA328102 



AI362790 

AA442233 

AAB86530 

AA8065K 

AW246333 

R36075 

HI 2723 

AA062954 

D49493 

AWB94667 

AW753311 

8E621182 

N22687 

AL050295 

NM.000715 

AA026115 

AL046019 



gb:EST386744 MAGE resequences, MAGM Homo 
Hs.268991 ESTs 

Hs.29664 Human DMA sequence from done 682J15 on 

Hs^9381 5 Homo sapiens HSPC285 partid cds 
Hs.24139 Homo sapiens cONA: RJ23137 fis. done L 

Hs.131976 EST 

Hs.290951 ESTs 

Hs.13957 ESTs 

Hs.184104 ESTs 

H^^8668 Homo8apienscDNARJ11646li8.doneHE 

Hs.184156 ESTs 
Hs^3451 ESTs 

9b:HSC1 J8091 normalized Infant brain gDN 
Hs.d8105 ESTs 
Hs.98123 ESTs 

gb:ye38d07/1 Stratagene lung (937210) H 
Hs.213220 ESTs 
Hs^1432 ESTs 

Hs.8707 Homo sapiens mRNA; cONA DKFZp434N1131 {f 
Hs.49221 ESTs. Weakly similar to zinc finger prot 
Hs^4641 cyto^keletonassodated protein 2 

gb'iO^T0319-10010(M)12-c11 BT0319Homo 
HS.181B01 ESTs 

Hs.17731 hypQtheBcalpratobiFU12892 
H8.188912 ESTs 
Hs.130277 ESTs 

Hs.17901 Homo sapiens cDNA: FU21974 fis. done H 

^:yh88b0U1 Soares placenta Nb2HP Homo 
Hs.290791 ESTs 
Hs.141883 ESTs 

Hs.'21 71 gnmfli difIieren9aBon factor 10 
Hs.169965 cNmoin (chbnaBrfn) 1 
Hs.259415 ESTs 

Hs.179882 Homo sapiens CONAFU12437 lis, done NT 
Hs.8236 ESTs 
Hs.301550 K1AA0758 protein 



Hs.1012 complement component 4-blndingpfOt^ 
Hs.1 14777 ESTs 
Hs.209276 ESTs 
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15 

20 

25 

30 



435934 
445158 
407930 
439335 
443949 
429716 
415817 
438676 
405848 
416940 
442381 
420036 
438252 
413450 
426572 
439425 
421168 
449611 
404548 
416734 
435865 
439072 
447482 
457292 
444974 
456034 
430534 
426782 
452943 
445326 
421247 



R19382 
AI9g2108 
AA045847 
M742697 
AWB27419 
R25685 
U88967 
AAB13745 



N75620 

AI165136 

R60336 

A1539S19 

Z99716 

AB037783 

AF086244 

AF182277 

Ai970394 

H81213 

AA883552 

AF085930 

AB033059 

AI921270 

A1203500 

AW450979 

AI860551 

R14514 

BE247449 

AI220072 

BE391727 



35 

40 

45 
50 
55 
60 
65 
70 
75 



443268 A1800271 
455226 AW902103 
417321 N68722 
423778 Y09267 
404323 

448133 AA723157 
421047 AW514772 
425497 AA524596 
444623 Ai183829 
412303 AW936336 
433563 A1732637 
408485 

428330 122524 
455807 BE141140 
425465 L18%4 
449424 AW448937 
427940 AA417812 
411502 AW946605 
411365 M76477 
412369 H80456 
452959 At933416 
416580 T61572 
428775 AA434579 
420000 AB036063 
408321 AW405882 
410011 A6020641 
411050 AW814902 
452453 A]g02519 
428978 AA442784 
458562 N34128 
425527 AL162032 



Hs.1 17859 ESTs 

tte*.188361 ^osapienscDNAaJ12807fe.cloneMT 

Hs.62492 ESTs. WeaWy similar to S5985B conagen 

Hs.235070 ESTs ^ ^ 

HSJ211933 collagen, type XIU. alpha 1 

Hs.78867 protein ^rosine phosphatase, receptors 

Hs.123446 ESTs 

Hs.43157 ESTs 

Ite 5OT92 Hon^ sapiens mRNA; cONA DKFZp586l1ffi3 (f 

Hs.l209e9 Homo sapiens cDNAFU11552fis. done HE 

Hs 75372 N-acelylgalactDsaminldase, alpha- 

Hs.170823 hypothetical protein FU11183 

Hs.l 14659 ESTs ^ ^ 

Hs.1360 cytochrome P450. subfamfly IIB (phenobar 

Hs.197075 ESTs 

Hs.14825 ESTs 

Hs.15810 ESTs 

Hs.268123 ESTs 

Hs.18705 WAA1233 protein 

1^214178 Homo sapiens cONA aJ14251 fis. done OV 

"^■^^^^^^ gbJlH-Bl^a.a.12-0-UU1 Na.CGAP_Su 

Hs.26685 ESTs 

Ks 191254 ESTs 

Hs.31082 hypothetical protein FU10525 

Hs,165893 ESTs 

Hs 102910 generd transcription factor IIH. polype 

Hs^5 ace^LDLreccptonSREC 

Hs 129445 hvDothetica) protein FUl 2496 

Qb-QVO.NN1022.120500.2i(W)7 NN1022 Homo 

Hs.191368 ESTs 

Hs.132821 flavin containing monooxygenase 2 



424368 

421229 

436304 

453498 

439018 

453280 

420193 

444610 

401575 

419092 

430129 

410763 

414783 

411492 



AB037766 

Al0565g0 

AA339622 

BE181412 

AW300887 

AL157476 

AI460080 

AI174783 

J05581 

BE301708 

AF279145 

AW069569 

T46848 



Hs.73769 folatB receptor 1 {adiiiq 
Hs.104473 ESTs 
Hs,188a44 ESTs 

H5202111 g^y^j^21-2B1299-070fl11D™21Honio 
Hs.277901 ESTs 

Hs.2256 matrix metaDoproleinase 7 (matritysin, 

gb:MR0-HT007W)21299.00M07 HT0075 Homo 
Hs.1904 pio^ kinase C, iota 
Hs.197030 ESTs 

2^250154 HomosaplenscDNAFU12973fc.cIoneMT 
Hs^78242 tubifin. alpha ubiquitous 
Hs^85243 Homo sapiens cONA:FU22029fis. done H 
Hs,189674 ESTs 

Hs.79385 Human done 23574 mRNA sequence 
Hs 143691 ESTs 

Hs.180726 Homo sapiens CDNAFU13543 lis. done PL 

Hs.44205 cortistat'n 

Hs 57858 PFTAiRE protein Mnase 1 

gb:MR1-ST0206.12040CM)22408ST0206Homo 
gb:QV-BT009.10119M5l Brr009Homo8apten 

Hs.125445 ESTs 

SsaplensnWM;cDNADKFZp434B1272(f 

Hs.146085 KIAA1345 protein ^ , 

Hs.7088 HomosaplenscDNA: FU23000fis, done L 

Hs.108887 ESTs 

Hs 23245 Homo sapiens tONA FU11767 fis. done Ht 

Hs.26638 ESTs, WeaWy stoilartounnamed PiWBji ,^ 

1X32913 Hon»8apieiifrtRNA:d5NADI(FZp761C082(fr 



80 418378 AWg62081 

420831 AA280824 

424152 AL133591 

424641 AB001106 



Hs^2869 ESTs 

gb*iA2S01 Human «al Over cOMABbraiy 

Hs.89603 mudn 1 , transmembrane 

Hs.233955 hypothetical protein FU204O1 

Hs.8966 tumor endothelial mailcer 8 

Hs.75839 zinc finger protein 6 (CMPX1) 

Hs.70337 lnmumoglobulln supeifaniily. member 4 

gb:ESn74154 MAGE resequences. MAGG Homo 

lte!301^ to»sapiensfflRNA;dDNADKFZp434N079ar 
Hs.151413 gIlamaluralfionfBdDr.bela 

317 



2.1 

11 

2.1 

11 

2.1 

Z1 

2.1 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

10 

10 

10 

10 

10 

10 

10 

10 

10 

10 

10 

10 

10 

10 

10 

10 

10 
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15 



427616 


AI698684 


Hs.98028 


435115 


A1821726 


Hs.1 16603 


437638 


AA764781 


Hs.2gi844 


438295 


AI394151 


Hs.37932 


439430 


AF124250 


Hs.6564 


445388 


A1925280 


HS.236B42 


447101 


N721B5 


Hs.44189 


448796 


AA147829 


Hs.33193 


449623 


C00719 


Hs.120440 


450159 


AI702416 


Hs.200771 


456613 


R199g2 


Hs.106620 


457233 


AI355009 


Hs^1698 


457384 


AA501760 


Hs.16075 


457471 


AW971364 





ESTs 
ESTs 
ESTs 
ESTs 

breast cancer anfkslragen cesistanoe 3 

EST 

ESTs 

ESTs. Highly similar to AC007228 3 BC372 
ESTs 

ESTs. VVtakly sindar to CAN?_1HUMAN CALPA 
Homo saiiiens dona 23950 mRNA sequence 
ESTs 

chromosome 9 open reading frame 3 
gb:EST383453 MAGE resequences. MAGL Homo 



ZO 
ZD 
ZO 
ZO 
ZO 
ZO 
ZO 
ZO 
ZO 
ZO 
ZO 
ZO 
ZO 
ZO 



TABl£27B 

20 Pkey: Unique Eos probeset identifier nuniber 
CAT number Gene duster number 

Accession: Genbank accession numbers 

^ ^ Pkey CAT number Accession 

25 409457 1132521.1 AW818081 AW392887AW514700AW392881 

409519 113722.1 AA075368 AA075369 

410008 116812 1 AA079552BE142S25BE142527 

410785 1221055 1 AVV803341 AW803265AVV803403 AW803468 AVV803402AW803413AW803268AVV^ 

411050 1230330'l AW814902BE156656BE156867 BE1565908E156441 BE156447 

30 411880 1263110.1 AW872477 BEO88101 T05990 

411905 1265181 1 BE26S067BE264978AWB75420 

412303 1288130 1 AW936336 AW936339 

413136 1350379 1 BE066941 BE066911 BE066979 BE066929 BE06e925 

413499 1373910J BE1 44884 H97942 

35 413875 1396766 1 BE176776 H85072 

415094 1522103.1 059513 D59515 D801 74 D59514 

415362 1534980 1 F06735 R55896 R12110 H08697 

416624 1604694ll H69044 T47567 H75691 T50292 

418378 174656 1 AW962081 AA218925 AA354237 

40 419546 185766 1 AA244199 AA244272 H57440 

419807 188252ll R77402 AA262462 AA250988 R06794 

420837 195241 1 AW976153AA278945AA747691 

422429 216469'l AA310527AW982295 Z44865H06641 

423377 22769 1 AlJ049377AU)79930AL047223AW885968AA385235 

45 426384 26621 U AI472078 AA377209 AA865807 

428637 293660 1 AW979266AA878419AA431342AA431626 

430153 313709 1 AW968128AA46B102AA46816S 

430844 324570.1 T94960AA487679T95013 

431120 328264 1 AA492588AM92498AA492571 

50 431169 328799 1 AW971240AA493843AA493723 

431322 331543"l AW970622AA503009AA502998AA502989AA502805 T92188 

432009 34025J AL1374246e007148T52277 

432222 343347 1 AI204995AW827539AW969g08AW440776AAS2B756 

432507 348711J BE391093AA551334BE389643 

55 432779 354024 1 AW979241 AA565006AAS47102 

432803 354267.1 AAS653g8 AW894072 H97930 

432869 355475.1 AW974094AAS69074AA602574 

432974 356950 1 BE348793AA573118 N79368 

433492 367934~1 AW605849AW262898N41060AA594852 

60 433584 370400"l AW295399AW207772AW300&41 AW070290BE348854AW170383AAfi00968AA778832 

433687 37308ri AA743991 AA604852AW272737 

434803 393471J AWg74640AA649S16N75626 

438148 41500 T BE0OS252AK0O0786 

437327 43610"l AL353942AW994305 

65 438909 46684"l AF085839 RB9137 AW188788 R69254 

440320 491930 1 AAS79294 N67538AI474541 

444314 600667"l AI140497 AW749625AW749626AW749844 

444610 612257 1 AI174783 R83569R12271 

446346 673545*'l Ai290^AW235762AI651268 

70 447197 711623ll R3KJ75 A1366546 R36167 

448404 761515 1 6E089973AI4^12AW605032 

449299 80436 1 AA299919 AVk/957012 AA001107 TB3631 BE156389 

449540 8O945I2 AA001713H63836 

449677 81270 1 AA002071 AA002232 T99209 

75 450522 837264 1 AI698839AI909260A19092S9 

451024 85565 1 AA442176 AA2S9181 

451381 887770 1 8E241831 AW249135 BE548847 AW25Q245 

452163 ' g02067J AI883140 W80703 R43474 

452293 909195.-1 AI871833 

80 452453 918300.1 AI902519AI90251BAI902S16 

452542 921410 1 AW81 2256 AW81 2257 AI906423AI906422 

452771 930983.1 T05477 T07855 AI91771 1 

454359 1130874.1 N71277 AW390764 
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BEMISb BE011 362 BE01 1 215 BE011365 BSM1363 
457471 340916 1 AW971364 AA525021 AA570759 

^ »6605J AJ003631A)0036SOAJ0036S1 



15 



TABLE 27C 



20 chromosome 22; Dunham 1. et al.. Nature (1999) 402:489^95. 

Strand- Indicates DNA strand from which exons were predlclea. 
Nuwsltott: Indicates nucteofidepcdBons of predicted axons. 

Pkey Rfif Strand NLposllton 

400610 9887671 Minus 117606^117928,1 24040-124147 



400B80 9931121 PIUS T-,«i„ ..cnfiM 

401049 7232177 Plus 

401335 9B84881 Plus 

30- 401575 7229804 Minus 76253-76364 

451793 7263888 Minus ^Of^t^O^g-^wg 

401987 4406829 Minus I2^^,5?£S1L395 

402046 8072415 Plus 166394-166556.168167-168395 

S 9958106 Plus 3261-3834.39394269 

S K Z K??Ul82^72.3600S.^^^^ 

S S ^?nus 4591W6260^fi6M7824 

403903 7710671 Minus 101165-1^597 

40^37 7711761 MUius 12609-12773 

40 4^ 9558573 Phis 29042.29135.46597^ 

S S f5a6.30267^0457 

45 404323 9719753 Minus 31913^219 

404488 8113286 Minus ^f^^ 

404548 8570305 Minus 83gM4«2 

404593 9944086 Minus ^^322-75788 

404599 8705107 Plus 

50 40«16 7341826 Plus 91057-91188 

405041 7547195 Rus 121230-121714 

405095 8072599 Plus IJIS-nSS inBifi9 108B96 

405472 B439781 Plus 106297-106447,108462-108596 

405494 8050952 Minus J^W-TOSIS 

55 405848 7651809 Minus ^^^^^ 

405963 8247786 Plus 

408182 5923650 Minus 28»6^ 

408485 7711305 Plus IJSO^J?^^ 

406508 7711374 Minus 6843^77 

60 45SS 7711566 Plus I^Sf^JS^ 

8248S11 Minus 3S543J5845 



TABLE28A: ABOUT 796 GEtESDOWN-REGUUTCO IN LUNG HBROSIS(»^ffARED TO NORMAL BODY 

Pker. Unique Eos probeset identifier number 

ExAccn: Exein>lar Accession numt)er, Genbank accession nuifflier 
UnigenelO: Unigene number 
75 UnigenemUragenBgeneOUe 

R1 : RaSo of norma) lung to fibrosis 

Pkey ExAccn Unigene ID IWgenentle 
80 Aisim NIUL006732 H5.75678 FBJmifline osteosarcoma viral cmx)geneh 18.18 
404518 ABlseOI Hs.79197 CI»Mll(|en(a*ralBdBlyir(*oq(tEs.i 
40479S 
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403211 

417967 BE244373 
400489 
425571 
406357 
407979 



Hs.1119 niictearreoepta8Ubfemay4.groupA.m 



10 

15 

20 

25 

30 

35 

40 

45 

50. 

55 

60 

65 

70 

75 

80 



AJ007292 Hs.1563(» epiviivA2 



AA046306 



Hs.62927 ESTs 

452378 AA025B55 Hs,19597 ESTs 

408053 AW139474 Hs.246862 ESTs 

421770 AA374192 Hs.108124 ribosoma) protein L41 

425126 N32759 Hs.172944 choitoidc gonadotropin, beta pdypepSde 



AI923S51 Hs.170843 ESTs 

AA09023S HS.75S3S myosin, light polypeptide 2, regulaloty, 

X04430 KS33913 intBfteilldn60nterfieran.t»ta2) 

X86400 Hs.19520 FXYDdQnialn«ont8ining ton transport reg 

AI356125 Hs.157767 ESTs. WaaMy Similar to human HQXA2(H^ 

AA06254g Hs^1162 ESTs 

BE254470 Hs.249186 co^e^od twrneobox 

AW373784 Hs,71 alpha-Z^lycopiDtan 1, zhus 

AW95092B Hs.153898 creatine kinase. ntKodundiial 1 (ut)iqul 



402448 

448245 

413778 

419968 

447768 

405163 

437120 

409020 

431073 

433495 

403716 

424969 

404348 

407070 

412919 

402409 

456150 

427030 

426328 

429307 

400172 

431227 

433883 

446850 

405147 

408821 

402762 

401496 

421201 

402911 

42S330 

438004 

448185 

433367 

416596 

400545 

418464 

426507 

403479 

406082 

401919 

449031 

400116 

401590 

401007 

404610 

408641 

407196 

410258 

433232 

457937 

406101 

407080 

419947 

421905 

454019 

428674 

402055 

425182 

425393 

433657 

402158 

404938 

403376 

418828 

402423 

416253 

435265 



Y10209 
A1368680 

Z423C8 
AA397600 
AWB31296 
AU076592 

X63755 

A192S688 

R71245 



Hs.816 



gb'Kssfjiens mi^ for CD301 protein 
SRY (sex detennintng legibn Y)4x» 2 



gb:HSCQFB121 nonnatized inbnt tvain cON 
Hs,97531 ESTs 

gb:hh83c09.y1 NCi.CGAP.GUl Homo sapiens 
Hs.1 98951 jun B protcMjncogene 

Hs.2743 keratin. cuBcte, Ultrahtgti suipluir 1 
Hs.222312 ESTs. Weakly simQar to B24264 pro6n&f 
Hs.174303 ESTs 



AA977896 H8.12B873 ESTs. Highly sWIar to AUA_HUMANFRUCT 



AW241940 H&102S00 hypothettodl protein FU20481 



D25216 
AA774984 

A1633040 
AA584930 
H67669 

RB7580 
AA380285 

S47B33 

A1867502 



K585B9 

AW245207 

011747 

XS2638 

AI&56621 

AWg76930 

Z38133 
AW298744 

AI660247 

D31846 

AM31734 



HS.1SS850 KIAA0O14geneprodud 

Hs.220649 ESTs.V«M(ly8lmlartoFCE2MOUSELOWA 

Hs.172730 ESTs 

Hs.269451 ESTs, Weakly sfanBar to XAP-&«ke prole 

Hs.38564 ESTs 

gb7niB9h07j1 Soares adult liraln N2b4H65 
gb:EST93491 SuplceDs Homo sapiens cONA 

Hs.82927 adenosine monophosptiata deaminase 2 (iso 
Hs.271462 ESTs 



Hs.35156 Homo&apienscONARJ110Z7fis.ctonePL 

H8.5555 Homo sapiens cDNA aJ13170 fis. done NT 

Hs.177415 Rnkei-Biskjs-RBillymurinesaioomavini 

Hs.739 &i)hosphofh]cto-24dnase/lhictafie-2.6-U 

Hs.1277e9 ESTs 

H5.128760 ESTs 

Hs.1 13973 myosin, tieavy polypeptide 8, skeietd mu 

Hs.118a94 ESTs 

Hs.32699 ESTs. Weakty similar to llV-1 protein (H 

Hs.37025 aquapotin 2 (oG«ectino dxQ 

Hs.104915 ESTs 



AF041259 HS.15S040 zinc finger protein 217 

NM_0002ie HS.1S611S potassium vottage^iated channel KQT« 

AI244368 HS.B124 PHdofnainaintainlngprotBfn In retinal 



AF020774 Hs.88844 Homo sapiens hair and sWn epidermal^ 



428704 
425439 
445613 



BE250659 
AA77995B 
6E614551 
AA432007 
D38024 



Hs.15463 ESTs 

Hs.185932 ESTs 

H$.158875 ribosomalprotdnlU 

Hs.249484 ESTs 

Hs.157425 double homeobox, 2 

Hs.1S849t ESTs 



5.46 

5.43 

5.19 

5.19 

S.08 

5.08 

4,78 

4.62 

4.52 

4.49 

4.39 

4.37 

4.31 

4.29 

424 

4.21 

4.19 

4.19 

4.09 

4.07 

4.05 

3.99 

3.94 

3.90 

3.82 

3.81 

3.80 

3.79 

a76 

a74 

3.71 

170 

3.68 

3.68 

3.67 

3.64 

3.57 

3.55 

3.50 

3.50 

3.49 

3.49 

3.46 

3,45 

3.43 

3.41 

3.39 

3.37 

3.35 

3.34 

3.34 

3l33 

a33 

131 

3.29 

3.28 

125 

125 

123 

3.23 

123 

123 

118 

118 

116 

116 

116 

114 

3.06 

106 

106 

105 

103 

102 

101 

100 

Z99 

Z99 

2.99 

2.98 

Z98 

2.97 

Z97 
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402714 
403526 
403605 
441852 
417629 



T76945 



10 



15 



20 



447744 AA313230 

419621 AWg67486 

446993 AI570954 

414580 BE38691B 



423379 
440206 
402212 



A1985349 
AI762232 
AWS02761 



Hs7989 KlM1045prolein 

Hs 6421 1 ESTs. Weakly simflar to slmflar to 8cy»- 

Hs.19413 SlOO calciunvWnding protein A12 (cdgra 

Hs.189119 ESTs 

Hs.164257 ^STs^jygjggp^ NIH.M6C_20 Homo sapiens c 

Hs.157492 HomosapienscDNAaJ14079lis.cloneHE 

H5.46794 ESTs 

Hs.30909 K1AA0430 gene product 



423548 AF007194 Hs.129782 mudn 3A, tnlestinal 

442428 BE4649B8 Hs,298302 ESTs 
403247 



25 
30 
35 
40' 
45 
50 
55 
60 
65 
70 
75 
80 



404825 

459184 135001 
402S68 

417575 R00382 
AF130255 



Hs.95669 ESTs 
Hs.191199 ESTs 



420619 
447241 
448793 
453014 
446775 
455075 
406704 
457546 
410197 
433677 
405703 
408840 
413958 
454421 
406702 
408664 
402457 
403612 
407049 
415423 
402862 
403540 
431465 
406563 
417003 
426220 
446707 
447557 
413529 
403997 
408704 
407005 
405075 
430728 
405327 
409419 
434300 
405895 
431929 
405217 
437569 
419822 
445918 
446149 
457829 
404282 
409778 
445353 
458764 
402195 
404247 
427584 
402588 
432301 
424958 
442197 
415003 
420757 



HsJ9430 tesfis zinc tingar protein 

H8.19322 ESTs 

A1B64S81 Hs,215477 ESTs 

A1937242 Hs.176590 ESTs 

™ |LW0261-20t099^1l4.2aO261H^ 
M21665 Hs.929 tieavy polypeptide 7. cardiac mus 

AAS684a4 Hs.153632 ESTs 

NmSssIB Hs 59889 3-hydraxy-34nethylglutaryi<:oenzyma Asy 

mmi ESTs.i«oder8telyslmilartoALU1.HUMANA 



Itei9S63 HomosaplensmRNAfori^0W07pr^^^^ 
AM64743 Hs.187617 K^n8CDNAFU13941fis.cloneY7 



AW293178 Hs.180086 ESTs 

AL038170 Hs.80756 tjetalne^iornocysteinemethyitransfrae 

Hs.171697 EST6.VV6ddyslnnilarto!minunoglobuHns 

AI591214 Hs.156336 ESTs 

AW028809 Hs.229570 ESTs 

U11874 HsW6 . fcilerteuidn 8 receptor, beta 

AA056635 H8.S366 Homo sapiens cDNA: FU21522 lis. done C 
gb:Humangu8nylcyclaseCgene.parfid 

AW968522 gb£ST380598 MAGE resequences. MAGJ Homo 

BE207219 Hs.20474 ESTs. Highly similar to 817112 interfeio 
AA740944 Hs.116295 ESTs 

AW294163 Hs.146127 ESTs 

AA760849 Hs^94052 ESTs 
AW966864 Hs^80 ESTs 
AW014139 HS.14S6S6 ||Ts 

Hs*210843 ESTs.WealdyslmaartodJ1039K5,2lHsa 

AW499705 gb:UI-HF-BR0p^Tc-W)5*Ul.r1 NIH.MGC.5 

S ^1473204F1N.H.MGC.68HorT«sapfensc 

BE410293 Hs.179718 v-myb avian mydoblastosis viral oncogen 

U34249 Hs.l670(75 ling finger protein 9 

S« |S*LT««^26Ol«M6M«LT00«H=n» 

Ml 1437 Hs.77741 Idninogen ^ , . . 

AF(I72711 Hs^lB carboxylcslerl^(blles*s&nuIa 

BE244068 Hs.121544 interieuHn 12 receptor, beta 1 



Z96 
Z96 
Z95 
Z9S 
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2.91 
2.90 
2.89 
188 
i8B 
2.88 
2.87 
2.86 
ZB8 
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2.85 
2.85 
2.84 
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Z83 
2.83 
Z82 
2.82 
2.81 
2.81 
Z60 
Z79 
Z79 
2.78 
278 
2.75 
175 
Z74 
2.74 
Z73 
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2.73 
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2.72 
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2.53 
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Hs.189109 Homo S8;&RScONA:FU2145BGs, dona C 

Hs.272790 Homo 6ap!8nscDNAaJ20238fis. done CO 
Hs.164675 ESTs 



440424 AI99112S 
402153 

432152 AK00O24S 
454414 R55574 
401603 

408493 BE206854 Hs.46039 phospha9lyoeratemutase2(musde) 
408513 AW206468 Hs.103118 ESTs 
403828 A««1112 Hs.34487 hypQlhe8caipmteinFU23412 
400672 
430713 

449748 K23963 Hs^3 ESTs 
453756 AW139415 Hs.61306 ESTs 
400824 
403125 
406118 
402165 

416882 J05401 
425515 W26609 
402951 

427886 AA4170B3 



AA3S1647 HS.2&42 eukaryoOclranslaSondongaiimf^ 



Hs.80691 



creatine Idnase. mttodumdrial 2 (sarcom 
gb:39f 12 Human relina cONA randontly prim 



Hs.104789 ESTs 
447173 AW449385 Hs.157294 ESTs 



HS.17089D Homo saiiiens cDNA: aJ21 129 fis. done C 
HS.16S393 transcripllonaladiv8lorof<heo4bsp 



448703 BE613942 
426344 H41821 
401840 
403731 
405378 

405555 Y09306 Hs.30148 homeodomaln^teracling protein kinase 3 

416559 At039195 Hs.128060 ESTs, WesMysbrOarbcDNA EST yk481g5 

438216 Z839S2 Hs^52B15 ESTs 

448427 BE395260 gb:601 31 1 130F1 Nni.MGC_44Hanio sapiens c 

451588 AW072057 gbMrs58g05Jc1 Na.CGAP.6m25 Homo sapisn 

423011 NliL000683 Hs.299847 ESTs, WgMy similar to A2AD_HUMAN ALPHA 

451172 AW206465 Hs^423 ESTs 
401015 

414705 BE464157 H$^814S5 ESTs 

439894 AA853077 gb:NHTBCae03a05f1 Nomul Human Trabecuia 

446305 AW270149 Hs^lS ESTs, Moderately simOar to AF2489531g 

Hs.209542 ESTs. Weakly similar to B cell linker pr 

gb:FB12A9 Fetal brain. Stratagene Homo s 

Hs.197114 RNA binding protein; AT-ridielemBni bin 

Hs.209431 ESTs 

H3.1 88417 ESTs. Weakly similar to ZnT^ IH.sapien$ 

Hs.75741 amaoride binding protein 1 (amine oxkia 

HsJ235390 Homo sapiens mRNA:cDNADKFZp761B101(fr 
gba(|73c12j(1 NCLCGAPJOdS Homo sapiens 



453512 AIJ040160 

4165S6 T02850 

457197 AB016092 

457275 AA463422 

458766 AW183616 

414075 U11862 

430210 AL157426 

442614 AI269030 
402538 

439891 AL389940 
440056 
406150 



H$.109968 ESTs 

Hs.13323 hypottieftoal prolan FU22069 



447129 



BE161733 
456778 AI458309 
401728 
404139 
414095 
432037 

451985 AA021163 



AA453482 gb2x47a1 1 j\ Soares.lesliOIHT Homo sap 

AW014123 Ks.161402 ESTs 

HS37283 ESTs,WealdysirnilartoALU1J1UMANAUJS 

Hs.117406 ESTs 



BE293546 gb;601 186671 F1 NiHJ^GC.1 5 Homo sapiens c 

AW450S92 HS.3004S9 ESTs 

Hs.22287 ESTs 

416768 AA363733 Hs.1032 regenerating IsleWerived 1 alpha (pane 

427586 AA609661 Hs.190592 ESTs 

454108 AA161071 Hs.71465 squaiene epoxidasa 

429749 AI68S174 Hs.22293 ESTs 

434507 AW511138 Hs.256S81 ESTs 

436652 AA724543 Hs.168824 ESTs 

437433 R74016 H$.121S81 ESTs 



HSJ209194 ESTs 

Hs.22151 6 ESTs. Weddy similar to tetraspan TM4SF 



401688 

441748 R14439 
453072 BE251845 
400635 

417176 AW974475 Hs.1434e7 ESTs 

427858 NM_001971 Hs.21 elastasel.p 

454886 AW837Q63 gbK}V1-lT0037-1S020a06H0BLT0037Hon» 

458232 BE217872 Hs.279537 ESTs 

gb:ymB8g04/1 Soares aduS brain N2b4HBS 

Hs.1 31 1 38 neurotensin receptor 2 

Hs.12758 ESTs 



R87388 
Y10148 
R62431 



408922 
423668 
440338 
403115 
409125 
426887 
413811 
442962 
403921 

413140 T066O7 



R17268 
A1971975 
BE168828 
AI02531S 



Ks.301560 ESTs 
Hs512B92 ESTs 

gbX}V1-HT0517-020400-14&404 HT0517Homo 
Hs.131615 ESTs 

Hs.6848 hypotheUc3lprctBinFU13055 
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421996 
436130 
407243 
407708 
442792 
4S4406 
424648 



400736 
406343 
409702 
432092 
441915 
453147 
415604 
422927 
401211 
413808 
414433 
421978 
431204 
433605 
449383 
455652 
402382 
407282 
457273 
459073 
402394 
428875 
456634 
434352 
439281 
444153 
401122 
444340 
455104 
415011 
440144 
403183 
409802 
430144 
444580 
401704 
401810 
424473 
438573 
412921 
422233 
42S352 
410285 
414323 
428119 
424510 
425280 
429785 
437344 
451819 
459060 
422684 
432247 
453820 
400675 
405556 
407099 
440297 
443104 
444329 
402690 
432354 
427811 
443322 
458185 
459072 
402534 



AW583a07 Hs.1460 glucagon 

AA341497 H5^1408 ESTs 

AA0S8357 Hs.74466 caiclnoembryonic antigen-related cefi ad 

AF019968 Hs^7936 suppressor of variegation 3-9 (Drosopha 

A1352340 Hs.131194 ESTs 

AA213605 Hs.267861 ESTs ^ 

^457e gb:E8T50476Gdlb)adderlHonio8apiens 

AI218808 Hs.187778 ESTs 

Hs 285749 Human ONA from dvomosome 19^pecilic co 

gb:Homo sapiens kaffikreifrllte pTOtan 

Hs^7066 ESTs.WcaWyBimllartoFOGtMJtiuscUlus] 

Hs^79909 CGW5 protein 

Hs.170434 Honu) sapiens cDNAFU14242fis. done OV 

Hs!301423 caelum l)indlng protein 1 (caltaain) 

Hs.5038 neuropathy taiget esterase 

HS.1821B3 cidesmool ^ 

Hs.169100 Homo sapiens cONA aJ12529 fis. done NT 

Hs.1 10198 NICE-1 protein 

Hs 250760 cytodirome c oxidase subunil Via polypep 

Hs.147953 ESTs 

Hs.196573 ^^Ts^^_Q^^^^^299^i2^11BT0313Homo 

Hs^54727 ESTs 

HS.165S3B ESTs ^ 

Hs 296234 ESTs, Higtily similar tamHogefradwalB 



smaH muscle protein, X-llnked 
ESTs 

liypothetlcal protein aJ10748 



AI752244 
AF13S026 
Ai566116 
AA733098 
Z44177 
AW247388 
AJQ04632 
J00287 
BE407755 
AJ243662 
F28841 
AI378012 
AW444712 
eE064675 

A1345S97 
AI167145 
AW968616 

AW451624 
AA609911 
AF129505 
AA100768 
AK001610 

AI143199 
BE064863 
AW963085 
AW082297 

AW500732 
W732722 
AI168365 



AK001405 Hs.148584 HomosapIenscDNAFU10543fis.doneNT 

AW135084 HsJ299865 ESTs 

BE009345 Hs.128942 ESTs , 

AB002058 Hs.113275 purinefgicreoBptorP2X-IikBl,OfpfiOTr 

iqVL000939 Hs.t897 proopiomelanocortin (adrenooortoAopm 

AAom)9 gb-^63d05/l StralagBnefit3rol)last(937 

NM.014759 Hs^9500 KIAA0273genepiodud 

AW298211 Hs.255737 ESTs 

AKD01841 Hs.149797 tiypotheticat prolt^ FU 10979 ^ 

U31519 Hs.1872 pliosplioenolpifniVBte cartiOxyWnase 1 (sol 

HB2114 Hs.301769 ESTs ^ ^. 

R90921 Hs.6846 hypotheBcal protein FU13055 

A1819096 Hs.2492e0 ESTs 

H89244 Hs.79625 heterogenecusnudearritxwudeopfotein 

AA315933 Hs.120879 ESTs 

AA531287 Hs.105805 ESTs . ^ , 

R77494 Hs.75416 DAZassodded protein 2 



Hs.178202 ESTs 
Hs.109012 ESTs 
H&88492 
Hs.48485 
Hs.10414 

■J. 4 A3S61 ESTs 

dKRC1^0318.110300^5408 BT0313Homo 
gb:EST375158 MAGE resequences. MAGH Homo 

Hs,88523 ESTs 

gb:UI-HF^Naaton-h^7.0-Ul.r1 NIH_MGC^50 
Hs.187694 ESTs 
ESTs 



416931 
430176 
430631 
433114 
439254 
448461 
450675 



Y09306 

M94891 

BE560553 

AA08e470 

W73753 

AW137262 

M81057 

AI825B17 

AI762757 

AI815978 

AAD78492 

D45371 

AL16ig95 

AJ003147 

M121579 

U57352 

AW166358 

AA010662 



Hs 30148 homeodoraaifrintBfacSng protein Wnase 3 

Hs 278423 pregnancy spedfkibeta-l-glycoproleh 4 

Hs.205450 HomosapienscDNA:FU22570ns,don8H 

Hs.83135 pSS488pons)V8gene6 

Hs.58330 ESTs 

Hs.192713 ESTs 

Hs,180884 carboxypepBdase B1 (tissue) 

lte!l298ra ESTs.WeddysimilartoAF1136851PRO09 

Hs.160427 ESTs 



flb7P04O11 Chromosome 7 Racente l cONA L 
Hs.80485 adipose mosl abundant gene transcript 1 
Hs.234775 neuiturin 

Hs 278464 oUadofy receptor, family 1 , su Wamiiy 

gban77102i1 Stratagene MT2 neuronal pr 
oroloride-sensffivec^ channel l.ne 



Hs.6517 
Hs.124979 ESTs 
Hs.186839 ESTs 
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401767 

449891 

400527 

428581 

443847 

444785 

449566 

436752 

437405 

449174 

449887 

453261 

454243 

453168 

424334 

432150 

408123 

428722 

442196 

421419 

405420 

405737 

414016 

415744 

420375 

426322 

421592 

401743 

405187 

442763 

451621 

413248 

423913 

439999 

440165 

450482 

413972 

420476 

428748 

431148 

447205 

455994 

401039 

403251 

409762 

440914 

448507 

409605 

441212 

445624 

458619 



N64887 Hs.37848 ESTs 

AA430570 Hs.104881 ESTs 

AV653846 Hs.126261 Homosa;Kens Qyomosofne 16 BAC done CTT 

AV651441 Hs.282475 ESTs 

AA001778 Hs.288156 Homo sapiens cONA: FIJ21819 fis, done H 

AW298529 Hs^55774 ESTs 

AA338837 Ms.42547 Homo sapiens CONAFLJ1397S fis, done Y7 

T66136 Hs,12880 ESTs 

AW080&43 Hs,200275 ESTs 

AA034116 Hs.1 18494 ESTs 

AW241901 Hs,250583 ESTs 

AA216382 Hs.30002 SH3K»ntainin9 protein SH3GLB2 

AA393460 gb2f71e05j1 Soares.t8stis_NHT Homo sap 

AK000224 Hs.272789 hypothelcal protein FU2021 7 

AW163377 gb:au94e02.y1 Sdinefder fetal brain 0000 

U76456 Hs.190787 Sssue Inhibitor of melallopfoleinase 4 

Ai902646 Hs.31644 Homo sapiens cONAnJ12S88 fis, done NT 

Hs.104134 homeo box (H6 family} 1 



AA134594 Hs.71528 ESTs 

AW964850 Hs.279307 ESTs 

AF182077 Hs.97244 glioma tumor suppressor candidate region 

J05068 Hs.2012 transoobalamin 1 (vitamin B12 binding pr 

AF003801 Hs.105941 bagp^ homeobox (Drosoptilta] honwlog 1 



At017037 

AI879146 

T64858 

NM.016436 

AA115811 

AW104546 

A1697844 

BE279548 

AW575863 

AW593206 

AA502653 

BE617015 

BE179190 



AW498884 
AAg09552 
AL133109 
AW444477 
AW242447 
AW140103 
AAB72064 



Hs.131121 ESTs 

Hs^6770 tatty add binding protein 7, brdn 

Hs.21433 ESTs 

Hs.301055 hepatocellular cardnoma^ssodatedanti 

Hs.6838 ras homdog gene family, member E 

Hs.270929 ESTs 

Hs.2217a0 ESTs 

Hs.162717 ESTs,WealdysimliartoHPPOJHUMAN4WD 

Hs.135232 ESTs 

Hs.38785 ESTs 

HS.2B621 ESTs 

H5.11006 ESTs 

gbJK04m)613-21030<H132407 HT0613 Homo 



Hs.257970 ESTs 

Hs.143884 ESTs 

Hs.21333 Homo sapiens mRNA; cONA DKF2p566N1047 (f 

Hs.258507 ESTs 

Hs.146182 ESTs. Weakly similar to ladasephlorizJ 

Hs .78880 ilvB (baderial acetolactate synthase}^ 

Hs.301216 ESTs, Wealdy sirdlar to Unknown gene pro 



403327 

407245 

417351 

436034 

442682 

458494 

404682 

407402 

409368 

440362 

448866 

402201 

42B230 

403186 

409543 

443672 

450391 

408919 

416136 

416665 

419682 

437237 

429134 

445041 

453240 

405243 

426039 

430135 

435942 

448106 

408591 



X90568 Hs.172004 titin 

NM.000275 Hs.82027 oculocutaneous albinism II (plnl^eye dH 

AF282693 Ks.1S018S Infiammaiion-related G proteliHsupled r 

AI014545 Hs.231027 EST 

A1380906 Hs.158436 ESTs 

AF035303 gb-Bxno sapiens done 23943 mRNA sequenc 

AA071059 gb2m56a10.r1 Stratagene neumepithelium 

AA883812 HS.125S08 ESTs 

BE297743 Hs.284203 myogento(actor3 

AA387019 Hs.241395 pretease, serine. 1 (bypsfai 1) 



Hs.9667 

Hs.202280 ESTs 
H3.251836 ESTs 
H3.1B1770 ESTs 
Hs.42456 
Hs.92282 



gbin05b1 2j(1 NIH.MGC_17 Homo sapiens cO 
butymbetaine (gamma), 2-oxag!utarate di 



AW410200 

AA323382 

AI694522 

AW295352 

H45027 

H97863 

H13139 

BE513073 

AA446953 

T64183 

AI969564 



6E265133 Hs.217493 annexinA2 

NM.000035 H5^34234 aUdase B. frudosfrbisphosfthats 

Hs.191215 ESTs 

Hs.171941 ESTs 

Ks.46452 manmaglobin 1 



Hs.99004 
H8.11398 



ESTs 

pared-Glce iKxneodomabi tianscripBon 
gb£01 171435F1 NtH JAGC.1S Homo sapiens c 
ESTs 
ESTs 



Hs.284249 Homo sapiens cDNA:aJ22334 fis, done H 



R06285 

Ai800470 

Af^15224 
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410881 
417743 
430632 
448851 
453718 
459499 
412374 
419113 
425795 
426998 
42B407 
444475 
453399 
456275 
414Q60 
418004 
428651 
443853 
407007 
412067 
419080 
448819 
403855 
407524 
424286 
412058 
430218 
431882 
450797 
455366 
408421 
421907 
432742 
436624 
439543 
443317 
449097 
457127 
407387 
418837 
436749 
458475 
402561 
411187 
419224 
414657 
415426 
421428 
426300 
428489 
437728 
407124 
414932 
433500 



AW809157 flbiRC0^T0118^1099-031^J STOIIBHo 

R14738 Hs.8312 ESTs.WeaWysiniilartoAF17072l1 ^ 

AC004S97 HS.2480B8 olfadoiy receptor. fan% 10. subfaraBy 

BE246440 Hs.93728 pre-B-oell leukemia transcnpfion fadpr 

AL119317 Hs.120360 phospholipa^;^, group V^^^ 

AW402653 Hs.28355 Homo sapiens cDNA: aJ22402 OS. done H 

X0138S Hs.73849 apoRpoproteinOlII 

AI44658B HsJ1835 ESTs 

HS.196945 ^STs,,21068F1NlH.MGC.20Horr«sa^^^ 

^3963 HS.184194 

77029S Hs 32966 guanylate cyclase acllvalor2B{uroguany 

AW976ie3 Hs'.88414 ESTs. Weakiy similar to cU512E21JJ^P 

BeS gb:TCBAP1E1957 Pediatric pte-B eel acul 

U37519 Hs.87539 aldehyde dehydrogenase 8 

AF198478 Hs,188401 annexinAtO 

M«90B4 HS.250644 

^45597 gb:yy78d01.r1SoaresjnuWple_scterods. 
AW150835 Hs.18878 hypolhelica! protein FIJ21 620 
AI867182 HS502255 ESTs 

gb:H5apiens mRNAHTPCRXH for olfactory 
Hs.90744 proteasome (prosome. macropain) 268 subu 
Hs.778 guanylate cyclase activator IB (relina) - 
Hs.186703 ESTs 
HS771977 engralledhomologi 
Hs.205127 

Hs.253067 ESTs 

H5.109358 ATPase.aassV.type10B 

Hs.152339 ESTs 

Hs.5241 fatty add binding prolan 1. river 

Hs.148083 ESTs 

Ite 9511? ESTs. Weakly similar to PIP6^HUMAN 1-PHO 

Hs'.183434 ATPase.H^-lranspoTfing. lysosomal (\raco 
gb:Homo sapens roRNA for cadherin FlBl, 

Hs.89040 prepronocicepfin 

Hs.5302 lecfin. galxtosWe-binding. soluble, 4 

Hs.143249 ESTs 



453391 
424688 



443012 
415824 
445152 
455941 
457889 
458503 
400694 
420937 
426752 
426784 
428874 
444287 
4506B4 
425747 
432378 
447999 
453888 
406667 
418129 
426309 
425755 
414258 
417421 
420562 
425011 



X64985 
AA33828S 
T28150 
AW99886S 
NMJ01425 
A1761930 
AW947563 
AW193734 
BE018556 
AAS64453 
T64297 
W75935 
AI051601 
BE271708 
AA194554 
AB000895 
U48253 
AA584890 
AI650322 

AW821291 
NiyL012189 
AA424074 
Z41991 
U26726 
U15979 
AI807459 
AA766719 
R08160 
C14577 
AF064255 
AW445181 
AW600302 
AA2162B7 
AF037335 
AI566813 
D42039 
AI214667 
BE160011 
AL035864 
AL133933 



AW966719 

X69490 

U03749 

W32133 

AI033077 

AA872605 

AI457620 

A1493046 

AW138840 

AW450670 

M12523 

X52997 

AI912555 

BE253469 

AA203285 

AL138201 

Ai345569 

T51986 



gb:PM3-ST0307-2412994)02-f03 ST0307 Homo 
Hs.252715 fibrousheatWnll 
Hs.76780 protein phosphatase 1 , regulatory (Inhtb 
Hs^197 ESTs 

Hs.1376 hydtoxysteroid (IVbela) dehydrogenase 2 
HS.16922B delta4ike homolog (DrosophHa) 
Ks.98582 ESTs 

ob:oa39c09^1 NCLCGAP„GCB1 Homosapans 
Hs.268857 ESTs. Weakly similar to ALU LHlWI ALUS 
Hs.194517 ESTs 

Hs.1 1 1401 very tong-chain acyl-CoA synthetase homo 
Hs.209637 Homo sapiens cDNAFUl 2921 lis, done NT 

Hs,232655 ESTs ^ ^ ^ 

Hs.1815 myosfa.rigMpolypepade3.8lkaD:van 

Hsi338 carbonic anhydraseXll 

HS.13227B ESTs 

HS.7B871 mesoderm devdopmentcancioatB z 

HS.2B3597 ESTs . 

HS.12999B HoroosapienscDNAFU14267fis.ctonftPL 

Hs.e9517 ESTs, Highly sTiriiar todiJferenflally e 

Hs.64310 interteuWn 11 receptor, alpha 

colipase, pancreatic 
litbi 

chromogranln A (parathyroid secretory pr 
transthyrefin (prealbunfin, amytoidosis t 
dihydropyrimkltnase 
intedeiddnl receptor, type fl 
ESTs 
ESTs 
ESTs 
ESTs 
albumin 



Hs.1340 
Hs.172004 
Hs.172218 
Hs.194366 
Hs.10755 
Hs.25333 
H5i05360 
Hs.146133 
Hs^1778 
Hsi52B19 
Hs.75442 
Hs.1144 
HS.15719S 

Hs^UI 
Hs^2120 
Hs.190046 

Hs^ioe 



peptide YY. 2 (senMiasmin) 
gb:601108143F1 N1HM5CJ6 Homo sapiens c 
ESTs, WeaWy similar to dJ733D15.1 (H^ 
nudear receptor subfansly 4. group A, m 
ESTs 

hemo^. gamma G 



1.63 

1.62 

1.62 

1.62 

1.62 

1.62 

1.61 

1.61 

1.61 

1.61 

1.61 

1.61 

1.61 

1.61 

1.60 

1.60 

1.60 

1.60 

1.58 

1.99 

1.S9 

1.59 

1.58 

1^ 

1.58 

1.57 

1.57 

1.57 

1.57 

1.57 

1.56 

1.56 

1.56 

1.56 

1.56 

1.56 

1.56 

1.56 

1.55 

135 

1.55 

1.55 

1.54 

1.54 

1.54 

1.53 

133 

133 

133 

133 

133 

1.52 

1.52 

1.52 

1.S2 

1.52 

1.51 

1.51 

1.51 

1.50 

1.50 

1.50 

1.50 

1.50 

1.49 

1.49 

1.49 

1.49 

1.49 

1.49 

1.49 

1.48 

1.48 

1.48 

1.48 

1.47 

1,47 

1.47 

1.47 

1.48 

1.46 

1.46 

1.48 
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443050 


AI612788 


Hs.132348 


ESTs. Weakly sbnflar ta diaphanous 1 (R 


411074 


X6043S 


Ks.68137 


adenylste cyclase acOvaOng polypeptids 


434660 


T11738 


H9.127574 


ESTs 


454771 


AW819939 


Hs.273629 


ESTs 


415672 


l«3097 


Hs.193579 


ESTs 


418141 


AW845738 


Hs.171118 


Homo sapiens mRNA fbf FIJ00026 protan. 


406706 


X03740 


Hs.231581 


myosin, heavy pdypepSde 1. skeletal mu 


418197 


AA214253 




gbsi58g02j1 Stretagena musda S37209 H 


431821 


AW4S2256 


Hs.271221 


hypotheOcal proleb FU2Q064 


455433 


AW939463 




gbK2V1-DT0072-31010(H)5&^ DT0Q72Homo 


407743 


AW814118 




gbd^^Ra«T0203-151199<}1 1-<i09 ST02D3 Homo 


418888 


AU076801 


Hs.89436 


cadherin 17. Li cadhenn (Ever4ntesGn 


434001 


AW950905 


H3.3697 


serine (or cystehra) prot^nase bihifaib 


441031 


AI110684 


Hs.7645 


fibrinogen. B beta pdypepSde 


452456 


BE080763 




gbK}V1^0631-150»XM)71-fl)9 BT0831 Komo 


456535 


AA305079 


Hs.1342 


cytochrome c oxidase sUbunft Vb 


408349 


BE546947 


Hs,44276 


homeoboxCIO 


420391 


AA456891 


Hs.79123 


K1AA0084 protein 


421126 


M74587 


Hs.102122 


InsuOn-fika growth iador binding prote 


449329 


AW752783 




gb:IL3<:T0219-22119W)29-F03 CT0219 Homo 


463615 


AA195712 


Hs.132636 


ESTs 


417296 


L36196 


H3.81884 


sulfotransferase family, cytosolic, 2A, 


420287 


AA740907 


Hs.88297 


ESTs 


427583 


M82962 


H&179704 


meprin A. alpha (PABA peptide hydrolase) 


418787 


AW296134 


Hs£6999 


ESTs 


422072 


ABOie^ 


Hs.111138 


KIAA0712 gene product 


425988 


BE0458g7 


Hs.274454 


ESTs 


428087 


AA100573 


Hs.182421 


troponin C2, fast 


438136 


N(t4.002390 


Hs.6088 


a disinlegrin and melalloprolBinase dome 


455579 


BE011320 




gb:PM3«N0218-090500^-d09 BN0218 Homo 


402316 








417084 


H08370 


Hs.33087 


ESTs 


423276 


AC003034 


Hs.1 26261 


Homo sapitas Chromosome 16 BAG done OT 


433787 


AI472951 


Hs.173668 


ESTs 


413830 


6E263439 


Hs.13144 


HSPC160 protein 


423576 


NMJD00383 


Hs.129829 


autoimmune legtriator (automlmmune polysn 


401886 








412688 


AW583082 


Hs.74502 


chymotrypsinogen B1 



401238 

421511 AA488940 



422440 
425450 



U14755 



427333 AF067797 

430937 X53463 
445204 

452030 AL137578 

455379 W22206 

457416 BE142052 



Hs.105216 hypotheGcal protein FU11125 
NM-004812 Hs.116724 dUotetoreductasefamilyl. member B11 
H3.157449 UMhomeobox protein 1 
Hs.176658 aquapofinS 

H$.2704 glutathione peroxidasa 2 (gastrointestin 
AW135523 Hs.245853 ESTs 

Hs^7607 Homo sapiens mRNA; cONA DKFZp564N2464 (f 
gb:63E10 Human retina cDNA Tsp509kleav 
gb:CM3-HT0137-1S09994)11-b05HT0137 Homo 
Hs.272087 ESTs 

Hs.105484 ESTs, We^ similar to UTBJiUMAN UTHO 
HSJ98037 K1AA0599 protein 
Hs.8709 chymolrypsin C (caldecrfn) 

gb:RC3<:T034M6020OO1 W09 CT0347 Homo 
437744 AW290905 Hs,30O2B8 ESTs. WeaWyslmflar to CGHU2E collagen 
451997 AA021351 Hs,158497 KIAA0724 gene product 
452340 NM.002202 H5.S05 ISL1 transcription factor. UM/bomeodoma 
BE145354 Ks^7375B Homo sapiens cONA:RJ2311 2 fis, done L 
NII4.001395 Hs.144879 dual spedficily phosphatase 9 



415741 
422260 



AI902761 
AA315993 



429188 AB011171 
442776 AW959498 
454748 AW862014 



411879 
424304 
401442 
403942 

443687 F13040 
401624 
411885 



Hs.182937 pepHdylprotyl isomerase A (cydophSIn 



AA452636 



Hs.131057 ESTs. Moderately slndlv to GRGD_HUMAN G 

Hs.222886 ESTs 

Hs.301931 ESTs 

HS.22S943 UDP-6a!:b6taGIcNAc beta l^aclosyltr 
Hs.285829 sdutocanier family 25 (mHochondrisI 
gbiHuman nefauiln mRNA, paiti^ cds 
H&184507 Homo sa^Kens Chromosome 16 BAG done QT 
Ks.300388 ESTs 

453539 AW731886 Hs.95196 ESTs. WeaWy similar to T20812.3lC.eleg 
400846 

Hs.ig0042 ESTs 

Hs.198003 saicosine dehydrogenase 

Hs.271 586 hypothetical protein OICFZp762M1 15 

Hs.216381 Homo sapiens dona HH409 unknown mRNA 

HS.20SS58 ESTs 

Hs.126783 Homo sapiens cDNA: RJ22610 lis. done H 

H3.2879 carboxypcpfidaseA1(pancreaBc) 



418575 AA225313 

419818 A1657122 

429845 AB020337 

447586 AIOBigSO 

407013 U35637 

428470 AC0Q2301 

429780 AL137S18 



420257 AA2S7035 

429184 AF09S735 

437389 AL35g587 

444412 AI147652 

451139 AW293316 

431284 AA570148 



AA366217 



431969 
406156 

419648 T73661 



430681 

434880 U02388 



Hs.91877 ESTs. Highly simBar to TMH JtUMAN THYRO 
AW989675 Hs.291232 ESTs 

Hs.101 cytochrome P4S0, stibfamDy IVF. pdypept 
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436217 
440089 
446787 
44B207 
454869 
413271 
422619 
422796 
427530 
437727 
426435 
426429 
407964 
430828 
432029 
457B43 
413242 
446057 
447198 
449513 
416566 
423315 
455817 
459354 
408432 
414275 
419251 
456702 



410193 
417779 
435101 
445360 
414160 
418078 
425133 
437935 
446377 
420097 
445S91 
451477 
459197 
428934 
431191 
424403 
433546 
451179 
400302 
420774 



430582 
453842 
406690 
417998 
456387 
427965 
447388 
413841 
429201 
433313 
439450 
458963 
405161 
406741 
424294 
424544 
444687 
444754 
421243 
. 444290 
407984 
439706 
402194 
427506 
428819 
434590 
416378 
431912 
443316 



T53925 
AA864468 
U67167 
AI475490 
AW836004 
AA127873 
AA313322 
AW897265 
M405093 
AA766707 
AI827946 
X73114 
AW130334 
A1763257 
D31628 
AW138211 
BE074165 
AI420227 
D61523 
AI653232 
F12119 
R54109 
BE142384 
BE514778 
AW195262 
AW970254 
NM„0014B6 
AIB84534 
A1221409 
AJ132592 
AA829526 
AI743156 
AI798776 
BE257021 
AAS21268 
NM_002613 
AW939591 
AW014022 
AA700127 
H441B6 
AI798425 
BE244587 
AF039401 
AW972118 
F05183 
AI075877 
W05469 
N48056 
AA280209 
AA437009 
AI215509 
AI370936 
M29M0 
AW967420 
W28B76 
000306 
AW630S34 
M34Z76 
XD3178 
W20128 
R51613 
AI701393 



Hs.107 fibrinogefrfitel 

HS.13S646 ESTs 

HsJIS mucin2.intBS&iaWUacheal 

Hs.170577 ^ST8^^^^^^^^j200^ 

Hs.114949 ESTs . mr^^ 

abEST185218 Colon caidnoraa {HCQ cell 
ibH»«WlN0057-1S040fr335404 NN0057 Homo 
ESTs 



Hs.126519 
Hs.153039 
Hs.189118 
Hs.169849 
Hs^81111 
Hs.86327 
Hs^8d9 
Hs.128746 

Hs.149358 
Hs.283435 
HS.1950S9 

Hs.26096 



ESTs 
ESTs 

myoslivbinding protein C, slow-type 
ESTs 

Homo sapiens cONA: FU22431 lis. done H 
44tydroxypheiiylpyruvate(lioxygenase 
ESTs 

gbfM3-BT05644J30300^-fl12BT0564Honio 

ESTs 
ESTs 
EST 

gb:HSC35H091 normalized infanl bfain cDN 
ESTs 

QbCM2.HT0144-210999^11-<!04 HT0144 Homo 
ab"601317094F1 NlH.fcflGCJ Homo sapiens cD 
gb:xn67b05,xl Na.CGAP.CMLl Homosaplens 
Charot-ieyden ciystai protein 
glucoldnase (hexoldnase 4] regulalDry pr 
5bwa72f10jc1 SoaresJMFLJ-GBC_S1 Homos 
ESTs 

zinc linger protein 281 
ESTs 
ESTs 
ESTs 

gb:601 1 17426F1 NIH JAGC_16 Homo sapiens c 
Hs.86508 ESTs 

Hs.154729 3i)liosphoinositide dependent protein km 
Hs!s940 hypoiheticaJ protein FU20063 
Hs.170953 ESTs 
Hs.190504 ESTs 

Hs.15456 PDZ domain contabimg 1 
Hs.42710 ESTs « .. ^ 

gb:TCBAP2E0851 Pediaiifcpre-BoeUaart 
Hs.194659 ctilortde channel, calchimactlva!ed,fem 
Hs.100002 HSPC162 protein 
Hs.1799 CDID antigen, d pdypeptide 
Hs.125461 HomosaplenscDNAFU11539fis.doneHE 
Hs.31818 ESTs 

Hs.1915 folate hydrolase (prostatfrspedBc men* 

Hs.165270 ESTs 

Hs.98984 ESTs 

Hs.1439$4 ESTs 

Hs.34074 dpepadjflpepfidaseyi 

Hs.220529 cardnoambiyonteantlgen-relaledcellad 

Qb:EST379495 MAGE resequences, MAGJ Homo 
gb:52h7 Human refinacDNA randomly prime 



Hs.89771 

Hs.144983 
Hs.59757 
Hs.124977 
Hs.131064 
Hs.156029 



eiasiasejB , , 

ESTs, WeaMyslmllaf loTB2lH5aplensl 
plasminogen 

group^Rc component (vtefrin D Wnd 

ESTs 

ESTs 

Rad atd Gem^elalBd 2 (rat homolog] 



400440 
404619 
407168 



Hs.183864 
Hs.76277 
Hs.75576 
Hs.198246 
Hs^6039 
H5.125304 
Hs.278728 

AA058357 Hs.74456 cardnoembfyonlcanligen-relatedcellad 

SSmII gb:60l119256F1NlH.MGCJ7Homo52lensc 

M88700 Hs.150403 dopa decarboxylase (aromaficL-amino ad 

AW972109 Hs.135107 ESTs _^fc,«„*«,A 

T83911 Ks.11881 transmembrane 4 superfamily member* 

AW873803 Hs.102876 pancreatic Dpase 

AA262496 H329280 ESTs 

AW134708 Hs,243569 ESTs 

AW872527 Hsf9761 ESTs 

AK000134 Hs.179100 hypolhsOcal protein FU20127 

AL135623 Hs.193914 KIAA0575 gene produd 

Cly^ gb:yb64b085l Stratagene ovaiy (937217) 

AW044467 Hs.73708 ESTs.WeaWyrimtotoArai qjto 

A1560552 Hs.154903 ESTs. Weakly sinular to A56154 AM subsl 

AI47B463 Hs.18443 ESTs 

AB007863 Hs.l85140 KlAAD403proteh 

X83957 Hs^O nebuTm . - . ..^ 

BE514535 Hs.77171 mlrfchromosome 'n»n»nancede«amiis». 
1^45175 fliKyg40R)1^1Soaresinlanthrain1NIBH 



1.25 

1.25 

1.25 

1.25 

1.25 

1.24 

U4 

1.24 

1.24 

UA 

1,23 

1.22 

1.21 

\2\ 

1.21 

1.21 

1.20 

1.20 

1.20 

1.20 

1.19 

1.19 

1.19 

1.19 
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1.18 

1.18 
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1.17 
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1.11 

1.11 

1.11 

1.10 
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1.10 

1.10 

1.10 

1.09 
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1.07 
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408052 


AW501117 


Hs.283585 


ESTs 


409187 


AF154830 


HS.5096& 


carbamoyl^hosphaiB synlhetee 1. mitoch 


409327 


L41162 


Hs^S63 


oaaagen.lypelXGlpha3 


410234 


KM.003837 


Hs.61255 


fTuc!lDse-1.&4iisphasphata5e 2 


410319 


R23413 


Hs.71935 


pulaGve zinc finger protein from EUROIM 


411000 


N40449 


H5.201619 


ESTs, Wealdy sbnOar to SEB4B [Ksapiens 


412098 


AI493054 


Hs.1 58988 


ESTs 


412446 


AI768015 


Hs.92127 


ESTs 


412S37 


Ml 15097 


H3^1313 


ESTs 


413147 


BE067271 




gb:PM2-BT0349-16129M01-b05 BT0349Honw 


413597 


AW302885 


Ks.117183 


ESTs 


414117 


W88559 


Hs.1 787 


pfoleoOpid protein (Pelizseus-Merzbache 


414523 


AU076633 


Hs.76353 


serine (or cysteine) proteinase Mubilo ' 


417074 


Z49878 


Hs.61131 


guanldlnoacelate t^MnethyfitansfSfase 


418390 


AF133820 


Hs.84665 


G6n inuRunoQlolNilin doni^ pratoln (inyo 


419768 


T72104 


Hs.93194 


apoIipGprote!nA4 


420182 


Z44245 


Hs.22999 


ESTs 


420923 


AF097021 


Hs.273321 


differenltany expressed In tiematopdel] 


421100 


AW351839 


Hs.124660 


Homo sapiens cOMA: FU21763 lis, clone C 


421204 


AW081S67 


Hs.165051 


ESTs 


422189 


AF252292 


Hs.112933 


Tax Interaction prolaln 40 


422792 


Ai9S1548 


Hs.135163 


ESTs 


423371 


AU076819 


Hs.1650 


solute carrier family 26. member 3 


424208 


AW583123 


Hs.143113 


pancreaSc llpase-reialed pTotBtn 2 


424922 


8^6547 


Hs.217112 


ESTs, Waaldy slmliar to Similarity to Ye 


425206 


NM.002153 


Hs.155109 


tiydroxysterold (17<beta) dehydrogenase 2 


425545 


N98529 


Hs.158295 


Human mRNA for myosin light diain 3 (MLC 


425983 


AK000226 


Hs.165619 


mucin and cadherin^ke 


426004 


AW600300 


Hs.124123 


ESTs, Wealdy similar to syncoBin (R.r>or 


427627 


R87582 


Hs.179915 


guanine nudeoBde btoding protein (6 pr 


428848 


NM_000230 


Hs.194236 


leptin (murine obesity inmotog} 


429027 


AL022314 


H5.194750 


Human ONA sequence from done 1170K4 on 


429231 


AA813214 




gb:£932e09^1 Soares.tes&s_NHT Homo sap 


429441 


AJ224172 


Hs.204096 


iipoplultn B (uterogbbin family member) 


429930 


At580809 


Hs.99568 


ESTs 


429970 


AK000072 


HS.2270S9 


Giitoride channel. cSlcium activated, faro 


430418 


R98852 


Hs.36029 


leart and neural crest derivaHves expro 


431845 


AA516469 


Hs.270554 


ESTs 


433084 


M18079 


Hs.282265 


fatty add binding protein 2, intesUnal 


433839 


F35430 


HS.146Q70 


EST8. V\tealdy sindlar to AUJ1 J1UMAN AlOJ 8 


434452 


AA634333 


Hs.115822 


ESTs 


435499 


R89344 


Hs.14148 


ESTs 


438433 


AB018274 


Hs.6214 


K1AA0731 protein 


442403 


AW207724 


Hs.129516 


ESTs 



442803 A1675298 



443266 AI277101 

444656 AI277924 

445573 AI439646 

446163 AA026d80 
447359 
447551 

446657 BEt47857 

449238 AM28229 

450085 AW293791 



450390 
451681 
452093 



N93227 
Z28564 
AA447453 



Hs.199917 ESTs 

HS.2S890 ESTs, Weakly similar to transducin [H^ 

Hs.145199 ESTs 

Hs. 1 57494 ESTs. Weakly similar to KIAA0676 protein 

Hs.25252 Homo sapiens cDNA FU13603 as. done Pt 

NM_01 2093 Hs.1 8266 adenytats kinase 5 

BE066634 Ks.929 myosin, iieavy polypeptide 7, cardiac rmis 

Hs.293841 ESTs, Weakly similar to KIAA0672 protein 

HS.85S24 musde^pedSc RIN&finger protein ivomo 

Hs.60162 Homo saf^ens cDNA: f^21528 fis, done C 

Hs.98403 ESTs 

H5^559S0 ESTs. WeaMy similar to AA64_HUMAN 64 KO 

HS17860 Homo sapiens mRNA; cDNADKFZp586M0723{f 

Hs.291479 ESTs 

H5.30054 coagulafion factor V (proaccderin, lab! 

453754 AW972580 Hs.172753 ESTs 

Hs.273741 ESTs 

gb:IL2-UM007g^300mD02 UM0079 Homo 
gb:CM4.HT0244.11119W04i12HT0244Horno 

AW137133 Hs.245867 ESTs 

NM_005101 H5.82129 caitxxiic anhydrase III, musde spedfic 

Hs.283382 ESTs. Weakly similar to Protein sequence 

H9.78713 sdute canier faaOf 25 (miiDdiondital 

Hs.38085 ESTs. Weakly simiiar to putaBve glydne 

Hs.128071 tiypottieOcai protdn RJ21302 

Hs.123t07 kafOkidn 1. renal/pancreasfedrnfaiy 

NM_014796 Hs.33187 iqAA0748 gene product 

AA683268 gb'.a092bO4^1 Stratagene sdilm biain SI 

NM.000102 Hs.1363 cytDdirom8P450.8ubladIyXVn(stereM 

Hs.111110 tifi^cap(lelethonln) 

Hs.1 870 piienytalanine hydrojgrlase 

Hs^905 cytokaraUn20 
425670 AW968538 Hs.190146 ESTs 
416373 AA195e45 Hs.73680 ESTs. WeaHydnnlIartoAF1984551 epiti* 
H&28555 programmed eel death 9 
Hs.72924 cytli£ne deaminase 
Hs.929 myosin, heavy polypeptide 7. canliacmus 
Hs.121194 Homo sapient cDNA: aJ2tS6 9Ss.doneC 
Hs.423 pancreafifls-gsodat e d pfotBin 



452528 AA7424S7 

452624 AU076606 
AW972580 

453991 AW014915 

454517 AW803340 

459367 BE148877 
408021 
417436 

437206 AW975934 

4228S0 Z43784 

425678 AW964806 

441888 A1733306 

423066 M25629 
453534 
457787 
421285 
422069 AJ010063 
425260 L47726 
418406 X73501 



452243 AL35S715 

411908 127943 

415087 AI264969 

437156 AI916600 

450685 L15533 



1.00 

1.00 

1X0 

1.00 

1.€0 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1X0 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 
. 1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 

1.00 
1.00 

1.00 
1.00 
• 1.00 
1.00 
1.00 
1.00 
1.00 
1.00 
1.00 
1.00 
1.00 
1.00 
1.00 
1.00 
1.00 
1X0 
1.00 
1.00 
1.00 
1,00 
1.00 
1.00 
1,00 
1.00 
1.00 
1,00 
1.00 
1.00 
1.00 

a99 
a99 
ag9 

0.98 
0.98 
0.98 
0.97 

a97 

0.97 

a96 

0.98 
0.96 
0.95 

a95 
a94 

a94 
a93 

0.93 

a93 
a92 
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10 

15 

20 

25 

30 

35* 

40 

45 



427450 
432440 
426651 
414910 
423317 
424735 
439751 
452689 
446240 
449110 
453817 
428221 
436461 
446525 
453341 
403740 
420156 
430304 
421142 
444107 
419415 
423321 
432938 
433447 
403047 
406707 
407782 
40S232 
437776 
415505 
444436 
409096 
432134 
437066 
427003 
423634 
413333 
420567 
447145 
452103 
410929 
400301 
415702 
411396 
431706 



AB01452& 
X63597 
AU076646 
X12662 
AJ272204 
U31875 
M196090 
F33888 
A1535736 
H56112 
AW755253 
U96781 
AW075485 
AW967069 
AI7S8912 

AW449258 
AL122071 
AW503944 
T46839 
AW451692 
AB013885 
T27013 
U29195 

S73840 
AA608956 

AA768037 
R39870 
N25871 
AA194412 
AI816782 
AA743570 
U19487 
AWg59g08 
M74028 
AK000812 
AA761073 
R427S4 
H47233 

mm 

F28877 
C04646 
A1816086 



Hs,178121 
Hs.2996 
Hs.171683 
Hs.29579 
Hs.64616 
Hs.152677 
Hs.50794 
H5.284176 
Hs.170165 
Hs277053 
Hs.61920 
Hs.183075 
Hsi86049 
H5J211556 
Hs^6341 



KIAA0626 gene product 



nudear receptor subfamily 1 , group H, m 

cofactor required for Spl transcdpQona 

chrorTKJSome 1 2 open reading frame 3 

Homo sapiens cDNA FU20338 lis. done HE 

Homo sapiens mRNA full tenglh insert cON 

transferrin 

ESTs 

ESTs 

ESTs 

ESTs. Highly simlar to Ca2+ ATPase of f 
phosphoserine aminotransferase 
Homo sapiens cONA: nJ23378 fis, done H 
adeny^ cydase-assodated protein 2 



ttel3a927 ^J^8apiensmRKA;C0NAOKFZp434H1235if 

Hs.130822 ESTs ^ _^ ^ 

Hs.10319 UOPglyoosynranslferBse 2 tentfy, polype 

Hs.192036 ESTs 

Hs.126926 t}ela-ur0dopropiQnase 

Hs.3132 steroidogenfc acute regdatoiy protein 

Hs.3281 neuronal penlraxin il 

H8J31 myosin, heavy polypepfde 2. sl^eleldmu 

Hs.112519 ESTs.WeaWy8lmteftaPQ0109Purkit^ 

Hs^1671 ESTs 

Hs.12548 ESTs 

Hs.177337 ESTs 

Hs 50550 samomeric musde prolsin 

Hs.122583 HomosapienscDNA:FU21934te.ctoneH 

Hs.200935 ESTs ^ „ 

H3.2090 proslagiandin E receptor 2 (sublype EP2) 

Hs 1 690 heparin-binding growth factor binding pr 

Hs.75297 fibroblasl growth factor 1 (addic) 

Hs.98874 similar to prdlnwfch protein 48 

Hs.192943 ESTs 

HS.324B mutS (E. col) homolog 6 

Hs.30643 ESTs 

Hs,1657 estrogen receptor 1 

gbiHSPD18414 \m Homo saptens CDNA done 

Hs.85428 ESTs . . ^. « 

HsJ296341 adenylylcydas&^SQdated protein 2 



0.91 
0.91 

ago 

0.89 
a89 
0.69 
a89 

aB9 

0J8 
0.88 
0.88 
0.87 
0.87 

ojesr 

a86 
a86 
ass 
ass 
ass 
a84 

0.84 
0.84 

a84 

a83 

0^ 

asi 

OJO 
080 

a79 

078 

077 

0.76 

0J6 

0J5 

0.73 

071 

0.71 

0.71 

071 

O70 

069 

067 

065 

065 
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TABl£28B 

Pltey: Unique Eos probesel idenSfier numtier 
CAT nuniber. Gene duster nuntber 



CAT number Accession 

1012151 1 AW814118AW814257AW072376 

1040435J AW163377AW16039B 

1058667 1 AW195262 R27868AW811262 

1073340'*1 R56362AW248096R07152R07285 

109017 T f«7388 f^28 AA058916 

112377ll AA071059 AA0B5201 AA0B5020 

1138723 1 AW410200AW409705AW411433BE296786fflgTO9 

114833 1 AA078492 AA078333 AAa77450 AA077746 AA076896 

1154206 1 AW499705AW502537AWS03016 

1155179 1 AW500732AW504081 

Kl SS°8UaAW812172A«81216UV«12,65 

Sll i5!s^S264AJWl287AVV821290AVV821285AW^ 

1» i?SJiiSISBE1«928BE16«20eE,68825 

1413697'l BE246327BE244704 

1416521.1 BE293546BE249848 

1422273 1 BE257021 BE258316 BE257099 

1463848 1 6E386918BE408833BE385437 

151328 1 AW963085AA159005AVW63073 

1539861J F12119Z45475 T64832 

1547874 1 F28877 F35687 

171375 1 AW967420AA210915AA2369S1AA210S16 

172864"'! AA214253 AA214259 Z28472 Z28881 Z17B28 

17590£.-2 R87580 

1767866.-1 TQ28S0 

329 





Aocesston: 


55 


Play 




407743 




408123 




408432 


60 


408664 


408922 




409368 




409543 


65 


409689 
409778 


409802 




410285 




410881 




411187 


70 


412D67 


413147 




413242 




413811 




414060 


75 


414095 


414160 




414580 




416011 




415566 


80 


415702 


4179M 




418197 




418464 




418556 
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422619 
422796 

424294 
424334 
424648 
425515 
426328 
426507 
426755 



429231 
430728 
432092 
433114 
434590 
437237 
437728 
439894 
442197 
442614 
444475 
448427 
449329 
451588 
452456 
454517 
454748 
454869 

454886 
455075 
455104 

455366 
455433 
455446 
455579 

455652 
455817 
455994 
456150 
456379 
456387 
456702 
457416 
457787 
458764 
459197 



218670J AA313322BE408282AA465S12BE073382 ^ *. .^.^ 

221500 1 AVV897265AW897274 AL119504 AVV897275 AW897270AVV897312AVVB97318 AVII897317 AA3m^ T06241 AA326794 AL138130 

AW407975AW999277 
237907 1 BE299311 AA338954 AA338468 AW960g07 
238220 AA393460AA338940AW966277AA419006 
241947 1 AA344576AA732430AA344601 
252721.1 W26609 W27360AA358818 
264901.1 AW631296AA375484 
26838^.1 AA380285AW934727AW934914 
271382^1 BE2S3469 BE176417 BE176415 AA384133 
273277 2 AA453482 Aroi23B8 
274259_-1 BE274360 

301463L1 AA813214A1936567AI743529AA448279AA994476AI8074S2A1218180AA972B56 

322706 1 AW968522AA465112AA485162AW968698 

34124 T AF1350KAAS83908 

35904 1 AA121579AB005217 

38931J T47232AF147365T47231 

43506.-2 BE513073 

441520 1 AA766719 AA767041 AW977440 

478738 1 AA853077AA8S2175 

535550''l AW837912 AW837934 AA984475 AW997490 

547073J AI269030AI204085AI004047 

607874 1 C75571 AI150469 T10778 

762970 1 6E395260AW291038AiS0042Q 

80484 T AW752783 H38266 AA001166 

87567 1 AW072057AI225096AA018702 

918391 1 BE080763 796699 BE081135 A1902630 H49182 AI904021 AI902697 
1221063 1 AW803340AW803280AW803275AW803415AW803343AW803422 

1233013"1 AW862014 AW858740 AVV858735AW818542 AW858755AW862027AWB58n5 AW858771 AW85a763 

1238137*1 AW836004 AWB36087 AW836163 AWB36162 AW836085 AW836084 AW836079 AW83e083 AW83S082 AW836086 AW83e088 AW836166 AW836164 

AWB36002 AW636078 AW836161 AW882135AW836165 AW836003 
1238987 J AW837063AW9358B2AW935957 
1252389 1 AW854850 AW854d48 

1253737'l BE064863BE153698AW855751 BE1 53820 BE064737BE1 53674 BE064730BE065062BE1 53536 AWB56622BE155079BE064651 BE153665 
BE084650 BE064691 

1284685 1 AW947563AW947543AW947553AW947549AW947717AW902859AW902927BE011032 
1290311"! AW939463 AW939484 AW939480 AW939459 AW939546 AW939593 AW939548 AW939595 AW939106 

nOigSg**! AW947749AW947746AW947754AW946636AW946674 ^ 

1333944'l BE011320BE006381 BE006351 BE01 1180 BE01 1328 BE01 1325 BE011 157 BE006384BE006387BE006385BE011160BE011319BE011346 

' BE006370 BED06386 BE011 173 68)08389 BE006376 Be006375 BE006364 BE011321 BE008379 
1348736 1 BE064675 BE064761 BE064809 BE084673 BE064672 BE064674 
1371986 1 BE142384BE142387 

1398737 1 BE179190 BE179206 BE179182 BE179185 BE179186 BE179194 

1674395.1 Z42308 H23514 

1839113.2 W22206 W22498 W26922 
1842730.1 W28876 W26158 

219191 1 A1884534 BE262411 AA314031 AW762724 
334503 1 BE142052AW265588AA506741 
407235 1 AA683268BE002903BE002672 

73207.1 BE619386AA300687 . 

924229 1 BE244587AVV938684AVyn76490Al940102AVV844995AW338670Al909850AI9Q9865A^ 



TABLE 28C 

Pkey: Unique number corresponding to an Eos probeset 
Ref: Sequence source. The 7 digit numbers in this cdumn are Genbank IdentH 

human chromosome 22." Dunham I. etal.. Nature (1999) 40Z489^95. 
Strand: Indicates DNA sbmi from which exons were predicted. 
NLposltion: Indlcales nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


Ntposition 


400489 


8954013 


Phis 


131475-131652 


400527 


9796686 


Rus 


160750-161007 


400545 


9800107 


Minus 


124618-124881 


400624 


722B177 


Minus 


94097-94756 


400635 


8567750 


Minus 


102800-102932.107482-107689 


400672 


8118724 


Minus 


14B067-148503 


400675 


8118750 


Plus 


11223-11816 


400694 


8118802 


Plus 


94288-94442 


400738 


6118985 


Rus 


143447-143851 


400846 


9188805 


Phjs 


39310^4 


401007 


8117333 


Minus 


14082M410S0 


401015 


8117441 


Phis 


72260.72369 


401039 


7232177 


Rus 


6566^ 


401122 


8570296 


Plus 


6625648444 


401238 


9954455 


Mbtus 


4947349844 


401442 


8346725 


Minus 


85674^10 


401496 


7381769 


Minus 


82790^002 


401590 


9966320 


Minus 


33547-^3849 


401603 


7689963 


Minus 


118659-116780 


401624 


8575907 


Plus 


168318-168444.172984-173647 



nuMbeis. 1)unhaml.«laL'nlmtottnpiiUcdoflenagedn)wDNA«eqmm 
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401688 2347081 Rus 220 5-22624 

401704 3097841 Plus 24712-25374 

401728 8134856 Minus 82117-82920^ 
401743 
401767 



2865207 Plus 115475-115640 
9958312 Plus 156823-156921.157364-157554 



401810 7342191 Plus ^?2!^J29476 

401840 7684597 Plus 562B3-56439 

401886 7229913 Minus S^lfSSc 

401919 9502466 Plus 

in AniQfiQ 3126777 Plus 44863-45366 

Zsi 808M20 Minus 19346-19480.20041-20119 

402056 B0B4234 Phis 207002-207288 

402153 8247879 Minus 122560-122987 

S S E 148298-148429.148566.148677 

15 402165 8569830 Minus ^J^^^^, 

402194 8576113 Plus 70917-71191 

S 7689778 Minus 147901-148884 

S S SS^us . So919.1881M9052.22131-22328 

20 402382 9690314 Minus 15K31-1M528 

402386 9799769 Plus 22069-22303 

402394 9929690 Rus 33308-33482 

402409 979825S Minus 8571-10061 

AMA')-^ 3796344 Minus 62487-62664 

9S 422^8 979^0 bT 112942-113069.114303-114521 

S S 16513-16577.16838-16926 

402534 9801081 Phis 58989-59457 

402538 9801137 Minus |6314-96M9 

moKM Q8R4675 Plus 72967-73163 

30 S S Mnus 3302743183.S9060-S9198 

iifWRon 8348058 Rus 13368-13998 _ ^ 

S S 18811-18886,19105.19328.19525.19764 



402714 

402762 9230904 Minus 123298-12403S 

402862 2956660 Minus 18518-18656 

35 S; S Z SS18.73877.76217.76299.7819S.78401 

402968 9581763 Mmis 58658-58924 

S S E S«145474.145653.146269.146445.15281^152998 

40 403125 9180936 Minus 197548-197712 

S 9B38273 Plus tMW110074 

403168 9838287 Minus 117513-117856 

403211 7630841 Minus 159211-159369 

403247 7656833 Minus 76625-77140 

^5 S 'X ir™.174«.7-1747^^^^^^^ 



S 7S S 148359-148533.150578-190809 

403526 8017144 Rus 55367-55483 

50 403540 8077057 Minus 56315-56450 

S 6862654 Phis 91614-91718 

403612 8469060 Minus ^^^^l 

403665 7249278 Rus ^227-^375 

403716 7239669 Pius 8^899^122 

55 403731 7543752 Minus l^Jpr]^^^^ 

403740 7630882 Rus SSStSF^ 

403921 7711590 Minus 

403942 7711825 Minus 99606-99757 

403997 7708819 Rus 134427-134593 

JS^? "^Zl KlUl24mi5.8449J«^n.^^^ 

404282 2276311 Plus 61503^5 

404348 7630858 Minus 28895-29062 

S 9797204 Minus 11332-11546.12584-12718 

65 404682 9797231 Minus «977f 

404795 4826439 Rus iJ7501-147780 

404825 6478944 Rus 210382-210494 

404938 7381808 Minus 155838-1659S0 

405075 7770505 Minus 124680-125321 

70 405147 9438278 Minus lglJ6-1M557 

405161 9968260 Rus ^57607.157^ 

405163 

405187 

405217 

75 405232 7249042 Rus 125904-126063 

405243 7249201 Minus 22312-23197 



Mhnis 161171-161299 
7229828 Rus 117025-117170.118567-118736 
7239551 Rus 32646-33138 



405327 6094661 Minus 12055^,1^50 

405378 6491714 Rus 91139-91440 

405420 7211837 Minus 13428-13582 

80 zn«™ 4240388 Minus 15850-16061 

^ S S E 104275.104508.104755-104877 

405895 7677903 lln» 

9103984 Mbns 13856-14004 
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406101 


9124019 


Plus 


125325-125831 


406118 


9143818 


Plus 


53997*54629 


4O61S0 


9886026 


Minus 


59331-59701 


406158 


7144874 


Rus 


62393^16.65012.65578 


406343 


9255974 


Pius 


17284-17440.18489>18646,18917-19004.19384-19538 


406357 


9256093 


Minus 


77181-77415 


406563 


7711604 


Hus 


34401-34538 



TABLE 29A: 2286 GE^ES UP-REGUIATEO IN IDIOPATHIC PULMONARY RBROSIS (IPF) COMPARED TO NORMAL BODY 

Table 29A Ibis about 2286 genes thai are up regulated in Idiopathic pulmonary fibrosis samples as compared with normal "body map' samples. ThKe were selected from aboul 
53680 probcsets on an Afiymebix/Eos Hu03 GeneChip ©ray such thai the ratio of •average" kflopalhlc pulmonaiy tarosls expression level to 'averagaT nonnal adutt Ossues sampte 
expression was greater tttan or equal to aboul 2.0. The 'average" fibrods sample expression level v»as set to the 90«» percentile amongst Idiopathic pulmonary ™s» ^ISSl 
■average nonnd adult tissue level vras sel to the 95^ percentile amongst non-mallgnanl tissues. In order to remove gene^pedfic background levels of noihspecific hybrWizaDon, Ihe 
15* percentile vAie anor»gsl non-malignant tissues was subtracted from both the numerator and the denominator before the ratio was evatualed. 

Ptey. Unique Eos probeset idenlifier number 

ExAccn: ExmiplarAocesslonininrtber.Genbank accession number 

UnlgenelD: Uh^ne number , 

Un^ene Title: Unlgene gene Bfle 

R1: Rafio of IPF to normal body tissue 



Pkey ExAccn UnlgenelD UnigeneTiUe 

427383 NM«TO5411 Hs.1 77582 surfactartt, putmonary^sodated protein 

442275 AW449467 Hs.547g5 ESTs 

431433 Xe5018 Hs.253495 surfactant, putmonary-assodaled protein 

441835 AB036432 Hs.184 advanced glycosytallon end product^ped 

417204 N81037 Hs.1074 surfactant. pUlmonary-assodated protein 

421798 r^48B0 Ms.264330 N^lspMngosineantidohydrol3se(ac{dc 

406964 M21 305 gb:Human al|^ sdleOite and satoOils 3 

443709 A1082692 Hs.134662 ESTs 

431164 AA493650 Hs.94367 Homo sapiens cDNA: FLJ23494 OS. done L 

445537 AJ245671 Hs.12844 EGF-lkwlomaln, multiple 6 

418007 Ml 3509 Hs.83169 matrix metalloproteinase 1 finterslitiai 

457200 U33749 Hs.1977M thyroid transcription factor 1 

432519 AI221311 Hs.130704 ESTs, Wealdy similar to BCHUIAS-1 00 pro 

443324 R44013 Hs.164225 ESTs 

414142 AW368397 Hs.150042 Homo sapiens cDNAFU 14438 fis, done HE 

442006 AW975183 Hsi92663 ESTs, Weakly similar to S72482 hypolheB 

444527 NIULC05408 Hs.1 1383 smanindudble cytokine subfamily A (Cy 

453310 X70697 Hs.553 solute carrier famSy 6 (neurotransmitiB 

424084 AI940675 Hs.20914 hypothetk:al protein rLJ230S6 

421659 NM.014459 Hs.108511 protocadhertn 17 

450478 AW451709 Hs.271200 ESTs 

444342 NM.014398 Hs.10887 simBar to lysosome-assodded membrane 

447033 AI357412 H8.t57601 ESTs 

445835 A173400g Hs.127699 KIAA1603 protein 

411880 AW872477 gbJim30t03jt1 Na,CGAPjrhy4Homo8a;^ 

432437 W07088 Hs293685 ESTs 

424105 Ai142336 H5.43977 Human DNA sequence from done RP1 1-1 96N1 

431941 AK000106 Hs.272227 Homo sapiens cDNARJ20099fis. done GO 

440807 AW269421 Hs.128093 ESTs 

424917 AI638208 Hs.96g01 hypothettoal protein FU23049 

433365 AFQ26944 Hs.293797 ESTs 

445279 R41900 Hs.22245 ESTs 

417801 AA417383 Hs.82582 Integrin, betafiks 1 ^ EGF-like rep 

405654 

449328 Ai962493 H3.197647 ESTs 

449494 AW237014 Hs^lS389 Homo sapiens cDNA:FlJ23075fis, dona L 

408826 AF216077 Hs.48376 Homo sapiens done H8-2mRNA sequence 

417728 AW138437 •Hs.24790 KIAA1573 protein 

440452 AI925136 Hs.55150 ESTs, Weakly shiilar to CAYPJ1UMANCALCY 

452039 Ai922988 Hs.172510 ESTs 

408771 AW732573 H3.47584 potassium vottagfr^atod channel delayed 

421464 AA291553 Hs.190086 ESTs 

421554 AW137676 Hs.97775 ESTs 

431889 AA521277 Hs.124946 EST8.WeaHyslm8artoA46010)Winked 

434424 AI811202 Hs.325335 Homo sapiens cONA:FU23523fis, done L 

431924 AKQ008SO Hs.272203 Homo sapiens cDNAFU20843fls. done AD 
459702 

421110 AJ250717 Hs.1355 cathepshE 

407638 AJ404672 Hs.334483 hypothefical protein aJ23571 

423575 018863 Hs.163443 Homo sapiens cDNARJ 11 576 lis. done HE 

423244 AL039379 Hs.209602 ESTs, WeaMy similar to ubiquitous TPRm 

427585 031152 Hs.179729 collagen, type X, dpha 1 (SchmW metaph 

436982 AB016305 Hs.5378 spondln1.(i^pondn)extraceDd8rmal 

451561 N52B12 Hs.177403 ESTs 

424086 A135101O Hs.102257 lysyloxklase 

435299 Af745458 Hs.1 22614 ESTs, Weakly sImDar to T2O593hypaUie0 

429496 AA453800 Hs.192783 ESTs 



R1 

211.8 

189.7 

134.1 

130.4 

116.8 

9Z1 

80.7 

67.1 

61.4 

57.4 

54,6 

44.9 

42.7 

39.8 

27.3 

27.1 

27.1 

26.9 

222 

21.0 

20.2 

19.7 

19.4 

18.9 

17.9 

17.8 

17.3 

17.2 

16.7 

16.4 

16.4 

16.4 

16.4 

16.1 

16.1 

15,7 

15.5 

15.0 

14.8 

14.4 

14.3 

14.1 

13.8 

112 

1X2 

12.7 
126 
1Z6 
12^ 
12.2 
12.1 
1Z1 
12.0 

m 

11.9 
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43236S AK001106 
403637 

436061 AI248584 
431385 Bei78536 
421470 R27496 
440209 H05049 
428927 AA441837 
448693 AWDQ4eS4 
424717 H03754 
416402 NM»000715 
446998 N99013 
442176 AAg83764 
439606 W79123 
452883 X80031 
417015 M83772 
422022 AAa02420 
447724 AW298375 
406671 AA129547 
458194 AW383618 
446232 AI281848 
416208 AW291168 
453382 AA70928S 
412372 R65998 
426830 AA385751 
40756B AA740964 
4142S9 W44633 
400289 X07820 
441484 AA935481 
422426 W79117 
406747 A1925153 
450050 AI681268 
431337 W8107 
408427 AW194270 
447048 AW393080 
453836 R67837 
443450 N66045 
418735 N48769 
421160 AL080215 
449802 AW901804 
441233 AA972965 
459587 AA031956 
436248 AW450963 
445189 AI936450 
410781 A1375672 
446868 AV660737 
415817 U88967 



Hs.274419 hypothetical protein FIJ10244 

Hs.190745 Homo sapiens cDNA:aJ21326tis. done C 

Hs.11090 iTieinbfane-sp8nnin94-domains. subfamily A 

Hs.1378 annexinA3 

Hs.22269 neurexin 3 

Hs.90250 ESTs 

Hs-228320 tiypolhetical protein FU23537 

Hs.152213 wingless-type MMTV integration si te fami 

Hs.1012 complement coraponenl 4-Wnding pwtah, 

Hs:i6762 Homosapiens mRNA:cONAOKFZp564B2062 (f 

Hs.128910 ESTs 

Hs 68561 G protein-coupled receptor 87 

collagen, type IV, alpha 3 (Goodpasture 
flavtn containing monooKygenase 3 



425664 AJ006276 
414968 C16096 
410334 AW979261 
442510 AF150179 
409238 AU)49990 
431089 BE041395 
444929 AI685841 
413802 AW964490 
444218 AR)70641 
412719 AW016610 
453445 A1J036S32 
419261 X07876 
451110 AI955040 
433815 AI6g6602 
432203 AA305746 
451103 R52804 
425921 NJ^007231 
424989 AA985520 
433231 AB040926 
408217 AI433201 
431806 AF186114 
435751 AA732217 
452891 N75582 
413048 M93221 
426803 AA362568 
409718 1386640 
423424 AF150241 
429597 NM_003816 
421013 M82397 
437479 R61866 
416778 Ml 6505 
421478 A]683243 
444396 T65213 
423629 AW021173 
450715 A1266484 
445495 BE622641 
446486 H38026 



Hs.530 
Hs.80876 

Hs^0442 ESTs 
Hs.24477 ESTs 
Hs.285754 met prohwncogene (hepatocyte growth « 
Hs.265459 ESTs. Moderately similar to ALU2.HUMAN A 
Hs 1 94691 retinoic acid induced 3 
Hs'.41295 ESTs, Weakly similar to MUC2JWMAN MUON 
Hsl5997 hypothefica! protein FUI 3078 
Hs 285243 hypotheBcal protein FU22029 
Hs.196379 ESTs, WeaWysimBar to putative p150|H 
Hs 62699 ESTs 

Hs'301296 Homo sapiens clDNA:FU23131fl8. done L 
Hs.2258 matrix metdloprolelnase 10 (stfomelyan 
Hs.58972 ESTs 
Hs.58559 ESTs 
Hs.217493 annexinA2 
Hs.257883 ESTs 
HS592593 ESTs 
Hs.177236 ESTs 

Hs^8320 hypothetical protein FU23537 
Hs.169872 ESTs 
Hs.133529 ESTs 
M&.446G9 ESTs 

Hs.102301 Homo sapiens mRNA:cONADKFZp585J0323(f 
Hs!23984 hypothetical protem FU20147 
Hs.13556a ESTs 

gb2K15e04^1 SoaresjjregnantuterusJiDH 

HS.1139S1 ESTs 

H8.147482 ESTs 

Hs.165028 ESTs 

Hs.135100 ESTs 

Hs.78867 protein tyrosine phosphatase, receptor-i 

H8.1S9Q03 transient receptor pQlenlisI channel 6 

Hs.22826 tropomoduRn 3 (ut)iquttous) 

Hs,291993 ESTs 

Hs.249890 ESTs 
HS.S1515 



tois 

ns oioiD Homo sapiens mRNA; cOriA DKFZpS64G112 {fr 
Hs^76 ESTs, WeaWyslmlar to unknown protein 

Hs.1613S4 ESTs 

ESTs. WfeaWy similar to S65657 alpha-IO 
Homo sapiens done 24421 cnRNAsequence 



Hs.32241 
Hs.10684 

Hs.129911 ESTs 

Hs.gi453 ESTs 

Hs.89791 vinngless^pe MMTV Integration site fami 

Hs^65398 ESTs. WeaWy similar to transfotmaBo^r 

Hs.1 12757 ESTs 

Hs.49 macrophage scavenger receptor 1 

Hs.25956 DKFZP564D206 protein 

H5.1B2211 sohte carrier family 6 (neurolransrnitte 

Hs.23575 ESTs 

Hs.143552 KIAA1493 protein 

Hs^9860 tumor protein, translattonally-conttollB 

Hb,270737 tumor necrosis factor (Bgandjsupeffaml 

t^^l^ EST5,WeaWyslmilartoOYH9jftJMAUaUA 

Hs.75182 mannose receptor, Clype 1 

Hs.179747 ecotroplc viral Integration site 5 
Hs.56045 src horaotogy three (SH3) and cyst^en 
Hs 128433 prostaglandin D2 synthase, hematopoietic 
Hs.2442 a diantegrin and metaltoproteinase doma 
Hs!l345 mutated In oolofBdal cancers 
Hs.101277 ESTs , ^ ^..j, 

Hs.79876 stefddsdM8se(mbosomd).8nf1suIf 
Hs.97258 ESTs. Moderately shnfer to S29539 rihos 
Hs.4257 ESTs , 
Hs,18612 Homo sapiens cDNA:FU21909fis. done ri 
HsJlSTO ESTs. WeaWy similar to KIAA1324protrai 
HsJ8489 EST5.WeaIdysbhtlartol38022hypotheli 
Hs.308 arTestin3.retind(Xareslin) 
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449108 A1140883 
422798 R92347 
416030 H1S261 
426486 BE17B285 
424906 A1566066 
448206 BE62^85 
432133 AB033088 
447112 H17800 
446917 A1347863 
428227 AA321649 
431761 AW002846 
428743 AL080060 
413499 BE144884 
423909 AJ223183 
438122 A1620270 
449611 A1970394 
453616 NM_003462 
410060 NM_001448 
442353 BE379594 
452571 W31518 
453736 AL118874 
409203 AA780473 
405494 

442832 AW206560 
420193 A146X80 
434217 AW014795 
427356 AW023462 
436396 AI683487 
408308 AL033377 
442377 AA993807 
441143 AI027604 
445122 AW241632 
431353 AA828032 
407510 U96191 
426753 T69832 
445186 AW614544 
451963 AI82S440 
400298 AA032279 
433426 H69125 
434377 AW137148 
415236 R41400 
409031 AA375836 
427558 D49493 
437259 AI377755 
421952 AA300900 
447081 Y13896 
430099 AW194988 
422475 AL359938 
413472 BE242870 
424750 029956 
403574 

439759 ALBSSOSS 
415025 AW207091 
448104 AI674818 
444271 AW452S69 
437157 BE048860 
444050 AW138295 
414569 AF109298 
447505 AL049266 
424433 H04507 
407378 AA2g9264 
445424 ABQ26945 
422S44 AB018259 
449765 N92293 
413930 MB6153 
417246 AI760098 
453652 AW009640 
411514 AVU850178 
438909 AF085839 
446002 A1346468 
419236 AA330447 
419150 T29818 
424202 BE350295 
431723 AVSf058350 
415511 AI732617 
430510 AW162gi6 
416879 H388S9 
432803 AAS65398 
442882 BE080429 
435974 U29690 
441082 AW444804 
404599 

453931 AL121278 



Hs^8328 hypotheficsi protein MGC13040 

Hs.34574 EST8. WeaWy similar to ALU1 JWMAN ALU S 

HSJ2194B ESTs 

HS.1700S6 Homo sapiens mRNA:cONAOKFZpS88B0220(f 

Hs.153716 Homo sapiens mRNA for Hniob33pral^ar 

Hs^731 ESTs.Modersl8lysimiIartol38022hypot 

HS.272S67 KIAA1 262 protein 

Hs.7154 ESTs 

Hs.156872 ESTs 

Hs.2248 small inducible cytokine subfamDyB(Cy 

Hs.105468 hypothetical protein FU22690 

Hs.301549 Homo sapiens mRNA: cONA OKFZp564H172 (fr 
gb:CM0^0182^1099^5«11 HT0182Homo 

Hs.1 35194 immunoglobulin superfamily. member 6 

Hs.129837 ESTs, Weakly similar to Z263_KUIMANZiNC 

Hs.197075 ESTs 

H5.33846 dynetn, axonemal. ligM intennedlate pot 

Hs^8367 giypkan4 

Hs.491 36 ESTs. Modeistety similar to ALU7^KUMAN A 

Hs.34665 ESTs 

Hs.34871 zinc finger homeobox IB 

Hs.687 cytodvomeP450, subfamily IVB.poIypept 

Hs.253569 ESTs 

Hs.202869 ESTs 

HS23349 ESTs 

Hs.97849 ESTs 

Hs.1 52213 wlngless^ype MMTV Integration sito famt 

H3.44197 hypothetical protein DKFZp564O0462 

Hs.167367 ESTs 

HS.1596S0 ESTs 

Hs.147377 hypothetical protein FU23598 

Hs.189076 ESTs 

gb:Human Irophoblaslhypoxia^ulated f 

Hs.170278 ESTs 

Hs.123641 protein tyrosine phosphatase, reoeptor t 
Hs.224952 ESTs 

Hs.61 635 sbc transmembrane epilhelial antigen oT 
Hs.133525 ESTs 

Hs^93 Homo sapiens CDNAFU11382 lis, done HE 

gb7(94b12£l Scares Infant bfsbi 1NIB H 
Hs.76728 ESTs 

Hs.2171 growth drfferentiatlan factor 10 
Hs.120695 ESTs 

Hs.98849 ESTs. Moderately similar to AF1 6 1511 1 H 
Hs.17287 potassium Inwardy-redifyfng channel, s 
Hs.20537 hypothetical protein FU13942 
Ks.1 17313 Meis (mouse) homotog 3 
Hs.7537g solute earner family 1 (gfial high affi 
HS.1S2818 id>iquilb specific protease 8 



Hs.67709 

Hs.72307 

Hs.316433 

Hs.149804 

Hs.120655 

Hs.135024 

Hs.1 18258 

Hs.18724 

Hs.9218 

Hs.57776 

Hs.12696 

HS.11B140 

Hs.206832 

Hs.75618 

Hs.21411 

Hs.28368 



Hs.145789 

Hs.135159 

Hs.89640 

Hs.15032 

Hs.16762 

Hs.182362 

Hs.241576 

Hs.42599 

Hs.15738 
Hs,37744 
Hs.202655 



Homo 8a(^ns mRNA fuH length insert cDN 
ESTs 

Homo sapiens cONA FU11375 fis, done HE 

ESTs 

ESTs 

ESTs 

prostate cancer associated protein 1 

Homo sapiens mRNA; cONA DKFZp554F093 (fr 

ESTs 

ESTs, lytoderately simflar to 138022 hypot 

oortadin SH3 domain-tinding protein 

KIAA0716geneprodud 

ESTs. Moderately 8tntiIartoALJU8_HUMAN A 

RAB1 1 A, member RAS onoogene fanfly 

ESTs 

ESTs. Moderately 8imBartoS65657 dpha 
gbit>CTO219-Z71099^-H12 CT0219 Homo 
gb:Homo sapiens full length insert cONA 
ESTs 

Homo sapiens cONA FU11481 lis. done HE 
TEKIyroiine kfrose, endothelial (venous 
RAN Unding protein 17 

Homo sapiens mRNA;d)NAOKFZpS64B2062(f 
ESTs 

hypothefical protein PR02577 
ESTs 

gb:nl(41IOU1 Na.CGAP.GC2 Homo sapiens 
ESTs 

Homo sapiens bela-1 adrenergic reoeptor 
ESTs 



HS.2S144 ESTs 
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420252 AW270404 
431622 AW979271 
456964 H59846 
415457 AW081710 
424693 BE169810 
419172 AW338625 
413384 NM_000401 
4S3037 AA045175 
444042 NM„004915 
431169 AW971240 
422352 AA766295 
433527 AW235613 
420077 AW512260 
429703 T93154 
433098 AW1 90593 
451099 RS2795 
449416 A1651016 
459023 AW968226 
450584 AA040403 
427660 AJ741320 
429125 AA446854 
450025 AK001875 
433479 AW511459 
443113 AI040686 
430414 AW3656S5 
419752 AA249573 
435420 A1928513 



404916 
424310 AA338648 
448253 H25899 



BE018217 
446967 .AI699629 
435082 AA664273 
438842 AA827176 
437260 AA747807 
410934 AW811114 
428043 T92248 
408045 AW138959 
450568 AL050078 
428506 BE252383 
453393 AW956392 
444805 AB007&99 
446921 AB012113 
4297M M89796 
433225 AW815515 
416575 W02414 
404043 

415094 D59S13 
453049 BES37217 
430153 AW96812B 
410811 AW805687 
443803 A1220547 
429420 AK001679 
444471 AB020684 
452542 AW812256 
434088 AF116677 
432113 AA9350&5 
446608 N75217 
419945 AW290975 
454024 AA993527 
420209 AA256444 
439382 6E247684 
428895 AA437124 
446577 AB040933 
419247 S65791 
427n8 AA412323 
437138 A193S622 
431322 AW970622 
430437 AI768801 
435202 Aig71313 
415076 NM.0008S7 
434992 AA658S01 
454039 AVW79064 
456408 AI288348 
406554 

426269 H15302 
416769 A)339257 
414299 AA142989 
420362 U79734 
459664 

42K09 AR)79363 



Hs.193161 ESTs 

Hs^3184 ESTs .,.„umwama 

Hs.128355 ESTs. Moderately similar to ^}-^-}}^^^^^ 

Hs.7369 ESTs. Weakly similar to ALU1.HUMAN ALU S 

Hs.47557 ESTs 

Hs.22120 ESTs 

Hs.75334 exostoses {muMiple) 2 

HS.177552 ESTs nnAn^rr 

Hs.10237 ATP-bifKfing cassette. 6Ul)-family G (WMFT 

gb:EST3B3329 H^AGE resequences, MAGL Hon» 
Hs.99200 ESTs 
Hs,133020 ESTs 
Hs.87767 ESTs 
Hs.28705 ESTs 
Hs.151143 ESTs 

Hs,25954 interteukin 13 receptor, alpha 2 
Hs.246311 ESTs 
Hs.60798 ESTs 

Hs.60371 ESTs . ^ 

Hs.114121 HomosaptenscDNA:FU2322B!is.ctoneC 
Hs.271004 ESTs, Weakly sbnUar to 138022 liypolheB 
Hs.24321 Homo sapiens cONA RJ12028 lis. ctone HE 
Hs:Z49972 ESTs 
Hs.132908 ESTs 

Hs.120388 ESTs u..wam7 
Hs.152618 ESTs.ModeralelyslmllartoZN91JlUMANZ 

Hs.59203 ESTs 

Hs.50334 testes devetopmefltwelaled NYD^P22 

Hs.201591 ESTs 

Hs.1 8352B fiypolhelted protehT FU14906 

Hs.1 56781 ESTs , _ 

Hs.186104 HomosapienscONAFU138031ls.cloneTH 

Hs.124316 ESTs 
H&149S00 ESTs 

gb:MR2-ST013M11199^16-aD4ST0131 Homo 

Hs.2240 uteroglobin 

Hi245123 ESTs . ^„ 

Hs.25159 Homo sapiens cDNA FU10784 fis. ctone NT 

Hs.1 84568 SBBI31 protein 

Hs.1 10376 ESTs 

Hs.12017 homolog of yeast ubiqwtin-proteln ligas 

Hs.16530 smdl inducible cytokine subfarrily A (Cy 

Hs30 niembranfrspannlng4<tomsins. subfamily A 

Hs!l73540 ATPase. Qass V. type 10O 

Hs^8383 ESTs 

HsJ30778 ESTs 

Hs^0343 ESTs 

Hs.336679 ESTs 

Hs.300648 ESTs 

Hs.135223 ESTs 

Hs.202289 liypotlietfcal protein DKFZp434P1735 

Hs.11217 K1AA0877 protein 

gbiRC0-ST0174-191099-031-a07ST0l74Homo 

hypothe&d protein PR01986 
ESTs 



401497 
440727 



Hs.249270 
H&152385 

Hs.257846 ESTs 

Hs.1 18923 ESTs 

Hs.293907 hypothefical prolan FU23403 

Hs,126485 liypctheOcal protein FU12604:KIAAie92 

Hs.103070 ESTs 

HS.1B7247 ESTs 

Hs.15420 KIAA1500 protein 

Hs.89764 {ragileXmenldretefdaBonI 

Hs.105323 ESTs 

Hs 271245 ESTs 

d):EST382704 MAGE resequences, MACK Homo 

Hs.169943 Hornosapten8cDNAI^J13569lis.clonePL 

Hs.170204 K1AA0551 prolan 

Hs.77890 guanylate cydase 1 . soluble, bete 3 

K5.283358 ESTs 

Hs.245540 ESTs , 
Hs.23450 milochondra ribosomal protein S25 

Hs.168950 Homo sapiens mRNA;cDNAOKFZp566A1046{f 

Hs.115436 ESTs.ModeratBlysimilartol54374gene 

Hs.71730 ESTs 

Hs.97206 twnBngfin Interacting protein 1 

Hs.158213 spenm associated anfigen 6 

AI073991 Hs.134268 ESTs.WcaMysiniterto210926QABoea 
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428434 AW3635S0 
408776 AA05736S 
419991 AJ000098 
451050 AW937420 
400297 A1127076 
404957 

452ni T05477 
438885 AI886S58 
428244 AIS64123 
420481 U50S25 
455047 AW852530 
408729 AA195764 
457100 AM17878 
42S342 AF093419 
417154 AI674701 
411869 W20027 
427043 AA397679 
445635 A1769774 
442973 BE567665 
422063 BE156476 
448299 AA497044 
408677 A1279892 
404097 

437636 AA764781 
452822 X6S689 
410733 D842B4 
439140 W85737 
407366 AR)26942 
405547 

423377 AL049377 
449168 NM.016206 
455431 AW938484 
452281 T93500 
411149 N68715 
432441 AW232425 
419807 R77402 
440815 Ai733055 
450109 AI539295 
449695 AA164569 
421764 A1681535 
404593 

423607 AA328329 
432009 AL137424 
419235 AW470411 
436304 AA33S622 
434613 Ai821826 
421502 AF111856 
415245 N59650 
428780 AI47857e 
406333 

445034 AW293376 
440202 AW516211 
424638 A)472106 
451497 H83294 
427652 A(673025 
458722 AA741545 
407327 AA4871B2 
411018 AWB13428 
415261 T40928 
453543 AA485425 
438014 (471183 
407829 AA0450B4 
441006 AW60S267 
412222 AA528283 
424115 AA335497 
453197 AI916269 
439398 AA284267 
436397 AA715013 
427535 R29543 
410901 AW810001 
425916 NM.006786 
447020 T2730& 
427457 AW779105 
451620 AW449888 
408938 AA059013 
420036 R60336 
424508 A1080103 
430345 AKD00282 
427669 AW451832 
417181 U0123 
435347 AW014873 
425458 H89317 
432869 AW974094 



H5.65551 Homo sapiens. SimDar to DMA segment Ch 

Hs.63356 £STs.W82ictysimaar to 138022 hypoM 

HS.9421D e/K absent (Orosc^Qa) homolog 1 

H$.69662 ESTs 



Hs334473 hypothetical prDtBhDKFZp56401278 

Hs.333265 ESTs 

Hs.164987 ESTs 

Ks.42500 AO^ribosyldEonCaclor-AkeS 

Hs.98201 Human BRCA2 rei^. mRNA sequence CG029 
gb:PM1-CrO24^<}7109M1-O06 CT0243 Homo 

Hs.72639 ESTs 

H&48401 EST8.Moder8ldycimaartoALjU8.HUMANA 

Hs.169378 mutOplePDZ domain protein 

Hs.2t388 ESTs 

HsJa439 ESTs 

Hs,3991 ESTs 

Hs.209831 ESTs. Wealdy similar b ALUlJiUMAN AU) S 

Hs.288550 Homo sapiens cONA:aJ23156fis, done L 

gb:QVO>HT(m04010(M)8ZcO$ HT0368 Homo 
Hs.20887 hypothetical protein FU10392 
H5.46601 sorting nexin 14 

Hs^91844 ESTs 

Hs^88617 hypothetical protein i=U22621 
Hs.66052 C036anSgen(p45) 
Hs.290830 ESTs 

gtKHomo sapiens cig33 mRNA. partiai sequ 

gb:Homo sapiens mRNA; cDNA DKFZpS86K0718 
Hs^31 42 colon carcinoma related pfolein 

gb:CMW)T0057-290200-25W06 OT0057 Homo 
Hs.28792 Homo sapiens cDNA RJ11041 lis. done PL 
Hs^69128 ESTs 
HS.1634B4 ESTs 

glKylTSn U1 Soaies placenta Nb2HP Homo 
Hs.130806 ESTs 
Hs.115740 KtAA0210geneproiIucl 
Hs.34550 ESTs 

H3.148135 serineAhreonine kinase 33 
Hs.6591 ESTs 

HS.30&458 Homo sapiens mRNA; cONADKI=Zp761G2123{f 
H8^88433 neurolnmin 
H$.1 08887 ESTs 

gb3is92b10j(5 NCa.CGAP_Pr3 Homo sapiens 
Hs.105039 sdute carrier family 34 (sodium phospha 
Hs.27252 ESTs 
Hs.50636 ESTs 

Hs.143559 ESTs 

Hs.125300 ring finger protein 21, bterferon^po 

Hs.49303 Homo sapiens cONA FU1 1663 lis. done HE 

Hs^84122 Whtinhit)itoryrdctor-1 

Hs.43874 ESTs. Moderately similar to 154374 gene 

Hs^832 ESTs. WeaMy similar to T24961lTypotheQ 

Hs^694l4 ESTs.WeaklydmilartoZt95JHUMANZINC 

gb:)y|R3^0192-O1020&210^ ST0192 Homo 

Hs.0346 ESTs 

Hs.48919 Homo sapiens cONAFUIISOSfis. done HE 

HS.121B06 Homo sapiens cDNAFU! 1971 lis, done HE 

Hs.29725 hypothetical protehFU13197 

HsJ627 CGi-60 protein 

Hs 292737 ESTs 

Hs.293965 ESTs. Wealdy similar to 138022 hypotheQ 

Hs.109057 ESTs, Weakly similar to ALU5_HUMAN ALUS 

Hs:221S04 ESTs 

Hs.169835 ESTs • 

Hs^164 pro-platelet baste prot^(indudesp)a 

gb:MR4-STO124.Z7O30O«O&4i11 ST0124Homo 

Hs.162200 urotensin2 

Hs.16986 hypoaieScalproteinaJ11048 

Hs.164882 ESTs 

Hs.257224 ESTs 

Hs.22607 ESTs 

Hs^2792 Homo sapiens mRNA; cDNA 010^58611823 (f 

Hs.149770 Homo sapiens CONARJ13658 (is. done PL 

Hs.239681 hypotheticai protein FU20275 

H5.255938 ESTs. Moderately slnular to KIAA1200 pro 

Hs.1071 surfactant protein A bindbig protein 

Hs.l 16963 ESTs 

HS.182B89 ESTs 

gb£ST386197 MAGE resequences. MAGMHomo 
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436594 A1419982 
421237 U25029 
432731 R31178 

419750 AL079741 
426320 W47595 

419751 AW195581 
433515 AASgsaOO 
451381 6E241831 
452784 BE463B57 
438297 AW515196 
406992 882472 
431291 N2S521 
435933 AA805520 
447997 H00656 
4*5657 AW612141 
426985 8E394849 
447700 AI420183 
423735 AA330259 
424144 AA454033 
416258 N45561 
410011 AB020641 
454359 N7l2n 
422977 AA631498 
433485 AI493076 
450192 AA263143 
432015 AL1S7504 
407266 Aj235684 
409041 AB033025 
434265 AA846811 
4S2526 W38537 
403271 

450656 AAO10539 
448096 A1276454 
454036 AA374756 
437960 AI669S86 
440862 H39048 
410615 AW772721 
413583 AL120805 
419449 H18417 
442324 R63578 
453080 Ai4230S6 
435747 AI079519 
446509 AF169893 
448030 N30714 
414998 NM.002543 
448089 AI487945 
434367 ABO207OO 
434757 AI038997 
413453 AA129640 
454438 AA224053 
458154 AW816379 
430417 AA461045 
434819 AA6S0099 
438796 W67821 
415451 H19415 



Hs.156189 ESTs ^ ,^.«,oma 

Hs.102761 Human glucocorticoid receptor alpha mRNA 
Hs.287820 fibroneclin 1 

Hs.183114 Homo sapiens cONAFU14235fis,ctone NT 
Hs.169300 transfonning growOi factor, bela 2 
Hs.93121 KIAA0761 protein 
Hs.190246 ESTs 

Hs.172330 hypothetical protein MGC2705 
HS.15125B hypothetical protein FLJ21062 
HsJ258238 ESTs, fttoderatelyslmnartoALUI .HUMAN A 

gb:beta -pol=DNA potymerase beta {exon a 
Hs.25275 Kruppe!-^ zinc tinger protein 
Hs.192075 ESTs 

Hs.29792 ESTs, Weakly slmBar to 138022 hypothetl 
HS279575 Homo sapiens G-protein coupled tecgto 
Hs 131905 ESTs. ModerMely similar to Z195_HUMAN Z 
Hs 171077 ESTs. Weakly sliralar to T21259hypotheli 

gb:EST33963 Embiyo. 12 week ii Homo sapi 
Hs.41 644 AKAP-assodated sperm piotehi 
Hs.9001 1 adenylosucdnale synthase 
Hs^856 PRAIRE prolfiln Wnase 1 

Qb2a36e03.sl Soares fetal Iwer spleen 
gb:np83h045l NCLCGAP_Thy1 Homo sapiens 
Hs 201967 aldo-keto reductase family t, member C2 
Hs.24595 RAD51-lnteracting protein „„^^^,„ 
Hs159115 Homo sapiens mRNA; cONADKFZp5B6O0724(f 

gb:Homo sapiens mRNA for immunoglobulin 
Hs.50081 KIAA1199 protein 
Hs.130554 Homosaj«enscDNA:FU23089fis.ck)neU 
Hs.280740 hypt^elicd protein MGC3040 

Hs 18912 ESTs 

gb:qI7lal2ji1 Soares.NhHMPu^Sl Homo sapl 
Hs.93560 Homo8apiensmRNAfarKIAA1771 protein, 
Hs.222194 ESTs 
Hs 127432 ESTs 

gb:W95c0l.x1 Na.CGAP^ThyS Homo sapiens 

ESTs . 
Homo sapiens cDNA FU14294 fis. done PL 
ESTs 

hypothelicd protein DKFZp547A023 
ESTs 

prolocadheiin20 ^ » » 

membrane-spanning ^domains, subfamily A 
oxidised tow der»i^ Itpoprotein (lecBn 
ESTs 

KIAA0893 protein 
ESTs 
ESTs 

cell division cyde 27 
ESTs 



420931 AF044197 
414812 X72755 
451895 T93573 
435434 AA680387 
449623 C00719 
433563 AI732637 
444649 AW207523 
441594 AL041080 
443314 AW771701 
400292 AA250737 
427972 AA884870 
446932 AA961459 
445640 AW969626 
452393 H87398 
443204 AW2Q587& 
400608 

411156 AW819939 
435772 AA700019 
439830 AA846666 
455511 BE144762 
443257 AI33404O 
436033 H75391 
420214 AI14637S 
410519 AW612264 
401169 

418852 BE537037 
425733 F13287 
447863 AL047611 



Hs.5888 
Hs.57483 
Hs^8426 
H5.23921 
Hs.134398 
Hs.132892 
Hs,325960 
Hs.77729 
Hs,173696 
Hs^30 
Hs,132921 
Hs.128065 
Hs.172405 
HSJ35018 
Hs^l 
Hs^91541 
Hs.109590 
Hs.268720 
Hs.100431 
Hs.77367 
Hs.16970 
Hs.187850 
Hs.120440 
Hsi77901 
Hs.197628 
Hs^B765 
Hs54646 
Hs.72472 
Hs.181304 
Hs.125644 
Hs^1704 
H&9985B 
Hs^643 



ESTs 

ESTs. Weakly sintilar to ALUBJHUMAN till 
genethonin 1 

ESTs, Moderately similar to ALUl.HUMAM A 
small Inductbte cytokine B suManily (Cy 
monokine induced by gamma interfBfon 

ESTs 
ESTs 
EST 
ESTs 
ESTs 

ESTs, Moderately sirnfar to ALU7.HUMAN A 

ESTs 

ESTs 

putative gene pnsduct 
ESTs 

ESTs. Weakly sbrilar to KIAA0227 (Hj^ 
ribosomalpRkdnUa 

Homo sapiens cDNA FU13103 fis, done HT 



Hs^3629 ESTs 

Hs.132992 ATP^ilndlng cassette. sub.fami>GPMflT 
Hs.151489 ESTs.W6aMysImliarto)^7.HUWJNre^^ 
gb:CHflO-HT0180^109WJ6S«)4 HT0180 Homo 
Hs.11614 HSPC065 protein 

ESrlfctoderatelydiniiartoALUSJIUMANA 
Hs.131705 ESTs 

HS.Z73294 hypolhefical protein FU20069 

Hs.159388 Hoino8apiensdDne23578rnRNAsequenoe 

HS288885 HDmosapfenscONAFUU246as.doneW 



4.7 

4.7 

4.7 

4.7 

4,7 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

46 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.5 

43 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

43 

43 

43 

43 

43 

4.3 

4.3 

4.3 

43 

4.3 

43 

4.3 

43 

4.3 

4.3 

43 

4.3 

43 

4.3 

4.3 

4.3 

4.3 

4.3 



337 



wo 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



422429 

434677 

403310 

451830 

422222 

43S627 

436461 

452166 

4139SB 

416642 

452081 

452930 

407910 

428042 

424641 

417412 

409629 

458771 

415929 

436645 

426083 

445268 

429629 

431917 

443348 

443151 

419255 

452291 

452561 

421106 



425211 
421515 
423045 
426771 
445745 
417009 
436517 
425905 
414083 
452728 
409920 
441802 
431956 
413875 
444009 
410785 
418882 
438993 
435256 
428104 
439848 
436194 
446364 
452744 
439294 
408369 
404561 
401575 
419296 
432055 
439107 
450320 
447350 
441974 
453142 
409928 
410292 
415811 
420218 
426625 
417708 
451024 
411745 
422058 
439479 
409099 
432222 
444188 
453096 
450297 
421002 
445414 



AA310527 
AW444575 

H18433 
AI699372 
W88774 
AW511956 
AI948607 
AW1O3807 
T961ia 
AW958859 
AW195285 
AA650274 
AA419529 
AB001106 
X16896 
AW449589 
AW2g5151 
AA724373 
AW023424 
AW962712 
AI218358 
BE501732 
016181 
AW873596 
AI827193 
AA235672 
AF015592 
AI692181 
AA877124 
AA397653 
M18667 
Y11339 
AW367472 
ABQ28992 
AB007924 
AA191719 
BE080932 
AB0329S9 
AL121282 
A1915676 
BE169746 
AA968638 
AK002032 
BE176776 
AI360792 
AWB03341 
NM.004995 
AA8289d5 
AF193768 
AA421350 
AW780192 
AKD01074 
AB006624 
AJ267652 
AW975328 
R38438 



gb:EST181333 Juilcat Th»Bs V Homo sapto 
Hs.130834 ESTs 



Hs^1S42 KIAA1035 protein 

Hs.193247 hypolhelicd protein OKFZp434A171 

Hs,118370 ESTs 

Hs.293261 ESTs 

Hs.264660 ESTs 

Hs.243933 ESTs 

Hsua6313 ESTs 

Hs.7514 Homo sapiens cDNARJ12141fe. clone MA 
Hs.194097 ESTs. WeaWysimBar to 138022 hypothefl 
Hs.41 296 tibronectin leucine rich transmembrane p 
Hs.76391 myxovlnis (Whienra) reslstanoe 1, homo 
Hs.151413 gOs maturation bctor. beta 
Hs.82112 tnteiteukin 1 leceptor, type I 
Hs.279724 ESTs 
Hs.163612 ESTs 

Hs.4d344 hypolhetka) protein FU11006 
Hs.156520 ESTs 

Hs.1 2671 2 ESTs, WtoWy sinfflar to AF191020 1 E2IG5 
Hs.175048 ESTs 

Hs.30622 HomosaptenscONARJ13010tis.clo(»eNT 
Hs.2868 periphera! myelin protein 2 
Hs.182278 calmoduBn 2 (phosphoiylase kinase, deft 
HS.13Z714 ESTs 
Hs.87491 ESTs 

Hs.28853 CDC7 {ceil division cyde 7, S. ceievisi 
H8.49169 KIAA1634 protein 
Hs.172844 ESTs 

Hs^7438 Human DNA sequence from clone 495010 on 
Hs.1 867 progastricsin (pepsinogen C) 
Hs.105352 GaiNAcaipha-2.6^tel)ytiiansferaseU 
Hs.183302 PCTAiRE protein Idnase 2 
Hs.193143 K1AA10G9 protein 
Hs.13245 K1AA045S gene product 
Hs^14714 ESTs 
Hs.135225 ESTs 

Hs.318584 novel C3HC4 type Zinc finger (ring finge 
Hs.257786 ESTs 
Hs.239708 ESTs 

Hs.12504 lii(ely ortholog of mouse AMa 
HS.127B77 ESTs 

Hs.272245 Homo sapiens cDNA FUl 1170 fis. done PL 

gb:RC3-HT0586-1103004)11-g09 HT0S86 Homo 

Hs.135104 ESTs 

gb:IL2-UM0079^)9030OmDO3 UM0079 Homo 

Hs^9433 ATP-bcnding cassette, subfamily C(CFTR 

gbx)d77b08.s1 NajCGAP_0v2 Homo sapiens 

Hs.1 3872 cytokine^ protein C17 

Hs.191604 ESTs 

Hs.267596 ESTs 

Hs.333435 Homo sapiens cONA FU10212 fis, done HE 
Hs.14912 K)AA0286 protein 
Hs.30504 Homo sapiens mRNA;cONADKFZp434E082(fr 
Hs.6523 chromosome 1 open reading (rame 12 
HS.1B257S 8olutecanterfamily15(tf»J^epfidetra 



AA23611S 

AW972359 

AU)46134 

AW29in5 

AI375572 

AI683782 

AA033648 

AL137163 

AA843087 

AA450191 

AW95B037. 

T78300 

N74392 

AA442176 

AW867826 

AA862231 

AI734256 

AK00072S 

AI20499S 

AI393165 

AW294631 

AW901347 

AF116030 

AV6S3692 



Hs.120785 

Hs.293334 

Hs.13944 

Hs.213793 

H3.172634 

Hs.128245 

Hs.7473 

Hs^549 

Hs.124194 

Hs.172983 

Hs.286 

HS.300&42 

Hs.50495 



Hs.334443 
Hs^45367 
HS50579 

H3.699 
Hs.1 1325 
HS.3B592 
Hs.100932 
Hs.14610$ 



ESTs 
ESTs 

adrenergic t)eta. receptor kinase 2 

ESTs 

ESTs 

ESTs 

ESTs 

hypothefBal protein dJ47384 
ESTs 

hypothetical protein aJ14624 
ribosomal protein L4 
serologlcaliy defined colon cancer antig 
ESTs 

gb3w63b08/1 8oanesJotaIJetus_Nb2HF^ 
gb:MR0^NOO39-3OO3OO4)O1-cO2 SN0039 Homo 
ESTs 

ESTs, Weakly similar to ALU 1 J1UMAN ALU S 
hypothefical protein FU2071B 
gb»n03d)3jc1 Stratagene schizo brdn SI 
peplidytprolyl Isomerase B (cydophiSn 
ESTs 

hypothetkal protein FU23342 

I --.tntlmjl fruit nr 49 

vanscripoon lacwT 1 r 
ESTs 
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447207 AA442233 
451353 N21043 
437075 AA74374B 
410505 AW752139 
449746 A1668594 
426116 AA868729 
415716 N59294 
436298 AW293496 
417718 T86540 
436772 AW975688 
401045 

408767 AA057279 
407303 AA016296 
432583 AW023624 
451623 H77818 
450063 Ai681509 
416734 H81213 
419276 BE165909 
433132 AB026264 
435149 AI754308 
422667 H25642 
443486 NM^003428 
458219 H22195 
443613 AI079355 
439810 AL109710 
436578 AI091435 
415593 AI433165 
425087 R62424 
454111 AW081681 
409719 A1769160 
452466 K84635 
424962 NM„012288 
435823 R07856 
440633 AI140686 
429334 D63078 
444743 AA045648 
430039 BE253012 
417461 R38403 
424051 AL110203 
419140 A)9B2647 
415652 T79213 
430140 AW296771 
446896 T15767 
422165 AL041199 
417706 T90797 
424296 AI631B74 
450522 A1698839 
446619 AU076643 
449729 R72032 
414700 H63202 
440899 AW449445 
439335 AA742697 
408625 AW243323 
421987 AI133161 
418915 AI474778 
410224 M55513 
429846 AB023021 
442849 R10099 
427191 BE221825 
407942 AA37B608 
437030 AA742577 
427940 AM17812 
443054 AI745185 
449679 A!823951 
425937 NM-013240 
458663 AV658444 
456443 AW967500 
439957 A14531B4 
446999 AA151520 
428414 A1J049980 
455170 AW86Q972 
418379 AA218940 
419720 AA249131 
4435B4 AI807036 
416185 AW975861 
417235 AA810278 
441720 AI346487 
451421 W16522 
417355 D13168 
449321 AA00115D 
424806 AA382523 
452338 AW608920 
409248 AB033035 



Hs.17731 hypothetical protein FU12892 

Hs.42932 ESTs 

HS.407S8 ESTs 

Hs^14323 ESTs 

Hs.176588 ESTs. Weakly similar to CP4Y.HUMAN CYTOC 

Hs.144894 ESTs 

Hs.1 79662 nudeosome assemt)ly protein l-like 1 

Hs.180138 ESTs 

Hs.193981 ESTs 

Ms.74170 metallolhtoneiin IE (funcSonal) 



Hs^11928 ESTs 

HS.16S200 EST$.We^y8imilartoA56194lhrainboxa 
Hs.162282 potassium citannel TASK-4: potassium dian 
Hs.268991 ESTs 
Hs.277133 ESTs 

Hs.14825 ESTs. Wealdy simiiar to KiAA1503 protein 
Hs^06881 MSTP043 protein 
Hs^84245 tiypoliielica) protein IMPACT 
Hs.159452 ESTs 
Hs,133471 ESTs 

H5.9450 zinc finger protein 84 (HPF2) 
HS51874 ESTs 

gb:oz39l>09.s1 SoaresJfliHMPu.81 Homosap! 
Hs.85568 EST 
Hs,134B59 ESTs 
Hs.9856 ESTs 
HS.1260S9 ESTs 

Hs.269064 ESTs, Wealdy similar to T42689 tiypolheti 
Hs.1 08881 Homo sapiens \srsk\ tumor associated prot 
Hs.29664 iiypothetical protein DKFZp5648052 
Hs.153954 TRAM^'to protein 
Hs.16355 ESTs 
Hs.263320 ESTs 

Hs.1 861 80 Homo sapiens cDNA: IU23038 fis. done L 
Hs.301957 nucfix (nucleoside (fiptiospliateilnlQBdmbl 
Hs.153400 ESTs, Weakly simiiar to ALULHUMAN ALUS 
Hs.13305 ESTs 

Hs,138411 Homo sapiens mRNA; cDNA DKFZp586J1922 (f 
Hs.215725 ESTs 
Hs.272073 ESTs 
Hs.221999 ESTs 

Hs.22452 Homo sapiens mJWA far KIAA1737pmteBi, 
Hs.1481 tiisCdlne decarboxylase 
Hs.268623 ESTs 

Hs,155140 casein kinase 2, alpha 1 poiypeptkle 

gb:vwl31f02jil Soares_NFljr_GBC_S1 Homo s 
Hs^13 secreted phosphopfote^ 1 (osleoponfin, 
H5^9235 ESTs 
Hs^163 ESTs 
Hs.120021 OKFZP4341092 protdn 
Hs.62492 ESTs, Weddy similar to 839066 prdine-f 
Hs:266785 ESTs 
Hsj286131 CG!.10l protein 
Hs.118977 ESTs 

H5.1 50208 potassium voitage^atdd channel, shaker- 
Hs725945 fucosyitransferase 9 (alpha (1 3) iticosy 
Hs.269805 ESTs 
Hs.97691 ESTs 

Hs.5894 hypothetical protein FU1030S 
Hs.303781 EST 
Hs.38775 ESTs 

Hs.8939 yes-associated protein 65 kOa 
HS.1297W tolloid4ikel 
Hs.163846 putative N&DNA^nethyltransferase 
Hs^0776 tankyr3se,TRF1-int6factlngankyriMBla 
Hs.133543 ESTs 
Hs.56357 ESTs 

Hs.334822 hypothetk:^ protein MGC4485 
Hs.184216 DKFZP564C152 protein 

gb:QVO-CT03a7-180300-167-h07 (^0387 Homo 
Hs.137516 fidgelinJtel 
Hs.337778 hypolhefical protein FU 11068 
Hs^7245 hypothetical protein FU14803 
Hs.47367 KIAA178Sprotdn 
H5.24250 ESTs 
HS58739 ESTs 

Hs.237689 Homo sapiens cDNAFU13539fls, done PL 
HsJ2002 cndothelin receptor type B 
H8.132937 ESTs 
Hs.105889 MSTP031 proton 
Hs^59 zN: finger protein 75 (D6C6) 
Hs5ig65 KIAA12Q8prol^ 
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421037 A1684808 
427088 AA398085 
420837 AW976153 
420026 AI831190 
429419 AB023226 
447410 A1470235 
404274 

416320 H47867 
412642 BE244598 
431716 D83053 
446025 AW305075 
450456 AA00S926 
423099 m^002837 
4382S7 AW474419 
440887 A1799488 
454693 AW813428 
432189 AAS27941 
408687 AL11Q280 
407726 AA435679 
436026 AI349764 
448n6 BE302484 
452293 AI871833 
428330 L22524 
443268 AIB0OZ71 
429208 AA447990 



Hs.197653 ESTs 
Hs.142390 ESTs 

8b:EST388262 MAGE lesequenoes, MAGN Hon© 

Hs.166676 ESTs 
Hs.202276 KIAA1009 protein 
Hs.172698 EST 



458429 AV646SS9 
404476 
405848 

438209 AL120659 
403937 

4379^8 A1761449 
432408 N39127 
437641 AA811452 
439635 AA477288 
446102 AW168067 
418384 AW149266 
425403 AL0237S3 
432030 A1908400 
446453 AV65B469 
452055 AI377431 
440801 AA906366 
432779 AW979241 
44C886 AW511032 
401049 

449424 AW448937 
418076 R61388 
423035 AW449679 
435463 AA682507 
438016 AI949636 
455201 AW947884 
433293 AF007835 
456536 AW135986 
428679 AA431765 
414400 XD6948 
435344 AA70Q326 
445056 AB014530' 
449444 AW818436 
442652 AIX5163 
423121 AW864848 
449540 AA001713 
425734 AF056209 
428409 AW117207 
431087 H12723 
426920 AA393351 
427687 AW003867 
437583 AA761190 
421599 AA293655 
433687 AA743991 
421863 AI952677 
430499 AW969408 
451531 AA018311 
457620 AAfi02711 
410658 AW105231 
427865 AM16931 
453390 AA862496 
419983 WS5956 
454600 AWB10001 
427718 AnS8680 
416548 K62953 
420381 DS(1640 
410908 AA121686 
442080 AVm4761 
406685 Mie728 



Hs.34024 
Ks.809 
Hs.268012 
H5.180948 

Hs.123641 
Hs.224794 
H8.13S905 



Hs^1152 
Hs.88594 
Hs.217081 
Hs.30057 
Hs^4609 
HS.22S6 
Hs.129445 
Hs.190478 
Hs.12346 



ESTs 

hepatocyte 9rowth factor (hepapoielin A: 
falty-acid-Goenzyme A ligase. tong-diain 
KIAA0729 protein 

gb2J07e05.r1 Soares.fetalJiwrjpleeiL 
protein tyrosine phosphatase, receptor 1 
ESTs 
ESTs 

gb:MR3^TO192-01020O.21Oc05 ST0192 Homo 
Qb:nh30c04^1 NCLCGAPJW Homo sapiens 
Homo sapiens cnRNA; cONA DKFZi>434F053 (Ir 

ESTs 
ESTs 

MRS2 (S. cerevlslaeHike, magnesium horn 
ESTs 

matrix metalloprolBinase 7 (mattflysln. 

hypcrihefical protein FU12498 

ESTs , ^ 

Homo sapiens cDtM: FU21399 (is, dona C 



Hs.6111 aryHiydrocarbon receptor nudeartranSI 

Hs.121629 ESTs 

Hs^32557 ESTs. Wealdy similar to A46010 X-Tmlwd 

Hs;Z91911 ESTs 

Hs.94891 hypotlieticd protein FU2Z729 

Hs^52956 ESTs . ». 

Hs.25130 Homo sapiens cDNA FU14923 6s, done PL 

Hs.155406 Human DNA sequence from done 1198H6 on 

tte188646 ESTs.WeaWy6imilartoALU1.HUMANAUJS 
Hil41693 iiypdtiefical protein I^GC10858 
Hs 190535 ESTs 

gb:EST391351 MAGE resequences, MAGP Homo 

Ks.190516 ESTs 

Hs.197030 ESTs 
Hs.6724 ESTs 

Hs.156739 H^aplBnsXGmRNA(donePEPl1) 

gb:^1BI08.sl SoarosJelaiJverjBploen. 

Hs 336846 EST 

gb:PM1-MTO01(W0O30OO01-fl08 MTOOIOHomo 

Hs,32417 hypolheficaiproldnMGC4309 
Hs,257859 ESTs 

gb3w80c03.s1 SoarBS_les8s_NHT Homo sap 
Hs.897 Fc fragment of IgE, iiigti affinity I. rec 
Hs.ig0S99 ESTs 
Hs.12259 i(IAA063O protein 
Hs23S90 sdute canier family 16 (monocaitoxyiic 
Hs^0137B ESTs.WeaMysimiiartDT12545itypclhefl 

gb:PM2-«N0018-290300^SG09 SNQ018 Homo 
gbzh86eOB5l So3res.felaL>ver_spleen_ 
pepftJyiGitydne alpha-amidaQng monooxyg 
ESTs 
ESTs 
ESTs 

histandne receptor Hi 
ESTs 
ESTs 

gb3iy57gOU1 NCLCGAPJ^IS Homo sapiens 
Homo sapiens mRNA; cDNAOKFZp434P22B (fr 
ESTs 
ESTs 
EST 
ESTs 
ESTs 



Hs.159396 
Hs.98523 
Hs.290791 
Hs.132121 
HS.1S70 
Hs.244627 
Hs.97293 

Hs.108972 
Hs.231991 
Hs.1 14762 
Hs.336753 
Hs.192035 
Hs.126065 
Hs^8482 
Hs.94030 

H8.2S933 

Hs.337616 
HS.10S92 
Hs.44565 



ESTs 

Homo sapiens mRNA; d3NA OKFZp586E1624 (f 
gb:MR4-ST0124-27030a4l0Sb11 ST0124Hoino 
ESTs 

gb7r47l06/1 Soares fetal Bver spleen 
phosphodiesterase 38, cGMP-Miibited 
ESTs 
ESTs 

^jitfaiman nonspedfic crossreadfaig an6Q 
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404200 

417976 BE565892 
433285 AW975944 
432868 AW9740g3 
433492 AW605B49 
410252 AW821182 
428804 AK000713 
428775 AA434579 
410004 Ai298027 
422093 AF1S1BS2 
441736 AW292779 
423017 AW178761 
405970 

431954 AK001974 
459482 AA625339 
410361 BE391804 
410804 U64820 
402230 

436120 A1248193 
405336 

434374 AA631439 
428911 Z43846 
437783 AI683150 
416057 AI927382 
435496 AW840171 
436088 AA704687 
408554 AA836381 
454076 AW204712 
431733 AW298410 
432974 BE348793 
412575 AA447718 
446142 A1754693 
447432 AW958473 
433384 AI021992 
413621 A180B648 
419546 AA244199 
436111 A!803082 
421238 AI287622 
433917 AI809325 
403515 

429657 D13626 
453375 A1990114 
448188 AA262105 
412209 AW901456 
421055 AA329711 
409642 AW450809 
420092 AA814043 
453365 AAD3S211 



437007 AA741300 
408031 AA081395 
439024 R96696 
418432 M14156 
417991 AA731452 
403356 

4336S0 AA603472 
410318 AA084050 
427019 AA001732 
413714 Al5e0944 
430887 r466801 
413618 BE154078 
420908 AL049974 
436168 AK000883 
405692 

432809 AA565509 
433805 AA706910 
436192 W93847 
435451 AF195420 
411849 AW964970 
448404 BE089973 
410434 AF051152 
416421 AA134006 
438394 BE379623 
444301 AKD00136 
428796 R45503 
458924 BE242158 
435934 R19382 
400269 

410555 U92649 
412903 BE007967 



Hs.83077 inledeuWn18(inteffen)ivgamma4ndurin 

Hs.237396 ESTs 

Hs.292775 g^^j^j^Q241.20010^008^02HT0241 Hon» 

Hs.61418 mlcrofibrillaTnassodaied proleln 1 

Hs.193736 hypolhetical protein aJ20706 

Hs.143691 ESTs 

Hs.5057 caiboxypepOdase D 

H8.111449 CGl-94 proleln 

Hs.ie97g9 ESTs . ^ 

Hs.227948 serine (or cysteine) pralein^e Inhiblto 

Hs.272242 hypolheBcal protein FU1 1 1 12 

Hs.237052 EST. WeaWy similar lo 138022 hypolhefic 

Hs.62681 guanyiate binding protein 1 , interfefon- 

Hs.65521 MachadoJoseph disease (spinocerebellar 

Hs.1 19860 ESTs 

gb:np85d025l Na_CGAP_Thy1 Homo sapiens 

Hs 194478 HomosaptensmRNA;cONADKFZp43401572{f 

Hs.a)1550 ESTs. WeaaysirnBartoAUUIJUJMAN ALUS 

Hs.29857 ESTs 

Hs^5398 E8T8,WeaWysimilartotransfofmalion-r 

Hs.191294 ESTs 

Hs.3151 11 ftudear receptor c(Mepressor/HDAC3 comp 

Hs.61957 ESTs 

Hs.21475 ESTs 

Hs.233331 ESTs 

Hs,107057 ESTs 

Hs.145968 ESTs . „ 

Hs.301957 nudbc (nucteosHe diphosphate linked mol 

Hs.124244 ESTs 

Hs 1841S6 ESTs 

9b3w06c05^1 Na.C6AP.Pr1 Homo sapiens 

Hs.157212 ESTs 
Hs 151956 ESTs 

Hs.122814 Human DMA sequence from done RP5-1028D1 

Hs.2465 WAAOOOI gene product; putafive G^KOlel 

Hs.240091 ESTs . ^„ 

Hs.4094 HomosaptenscONA FU14208 fo. done NT 

gb:RCO-NN1012-27030(V-03lH«7 NN1012 Homo 
gb:EST33382 Embiyo. 12 weak II Homo sapi 

Hs^57347 ESTs 

Hs.88045 ESTs 

Hs.17404 ESTs 

Hs.202599 ESTs, WeaWy similar to 138022 hypotheti 

Hs.42173 Homo sapiens cDNA FU10366 fis. done KT 

Hs.35598 ESTs 

Hs.85112 insuliitllke groMrfh factor 1 (somalomedi 

HS.19Q006 ESTs 



Hs^8456 ESTs 

Hs^9259 ESTs.WeaWyslirilartoS236S0felrovinJ 

Hs.173233 hypothetical protein FU10970 

Hs.71428 ESTs 

Hs.260287 K1AA1841 protein 

gbPMO-HT0339-20040(W)10-F04 HT0339 Homo 

Hs,100261 Hano sapiens mRNA;cONADKFZp564B2a(fr 

Hs.301645 Homo sapiens cDNAaJ10021fe. dona HE 

ESTs 

ESTs . . 

Homo sapiens cONA: FU23137 lis, done L 
ESTs. WeaWy slmflar to gamn^ereguEn 
ESTs, Moderately similar to KIAA1276 pro 
gb:RC6^T0709^10300^1-<307 8T0709 Homo 
tolMike receptor 2 

eukaiyoQc translallon IniftaOon factor 
peptldylprolyl bomerase (cydophiiin)-! 
aspOTin(UVldassl) 
ESTs. Highly slmHar to A39769 N-acetyfl 
DKFZP56601646pttitBin 
ESTs 



449585 AI655321 
408806 AW847814 
418557 BE140602 



Hs.131703 
Hs.112742 
Hs.24139 
H8^300& 
Hs.18861 

Hs.63668 
Hs.7g306 
Hs.27e93 
HS.107S0 
HsJ7469 
Hs.24427 
Hs.1 17869 

Hs.64311 adislnlegrinandmelaltoproteinasedoma 
Hs.155795 ESTs 

Hs.197693 ESTs ^ ^ 

Hs.289005 Hoinosapl8nsdDMA:FU21532(l5.dcmeC 

H5246645 ESTs 
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453204 
450698 
427374 
443367 
446645 
449897 
428467 
408761 
403895 
414899 
409044 
447233 
422219 
427119 
437073 
443830 
454962 
433644 
417561 
446063 
423609 
428004 
453370 
435608 
424001 
415635 
418946 
4317S0 
425188 
428268 
418878 
416565 
454288 
446428 
404588 
413087 
444910 
407339 
414093 
438458 
419340 
423448 
457030 
421187 
419929 
429276 
423841 
438839 
410085 
427361 



431548 
441839 
410389 
441274 
452401 
438154 
406752 



434164 
436739 
451674 
421166 
437872 



452824 
426457 
424780 
456551 
410763 
431614 
440099 
436401 
437439 
403277 
408547 
424131 
433222 
434636 
450519 
415083 
407905 
452311 



R10799 Hs.191990 ESTs 

AI654223 Hs.1602& hypo&»tiC8i protein FU23191 

AI150033 Hs.143686 ESTs 

AW071349 H8^15937 ESTs 

AI338596 Hs.156294 ESTs 

AW819&42 Ks.24135 transmembrane protinvezaSnjhypottnQ 

AK002121 Hs.184465 hypoOieScal protein FUIISS 

AA057264 K5^38936 ESTs. We8k^MiarlD{defllnenal8va 

AW975433 Hs^288 ESTs 

AI129586 Hs^033 tiypdhaticd protein FU 14623 

AW246333 Hs.17901 Homo sapiens, done iMAGE:393701S, mRNA. 

AW978073 Hs.1010 regulalor of mitOQcspiniflB assembly 1 

AW880562 Hs.1 14574 ESTs 

AI885608 Hs.94122 ESTs 

AI142095 Hs.143273 ESTs 

AWB47645 gb:II^T0213-28010fr05&A04 CT0213 Homo 

AW342028 gb:hb75d03jc1 Na.CGAP_Ul2 Homo sapiens 

AW974345 gb:EST386449 lyiAGE resequences. MAGM Homo 

AI720140 Hs.151079 ESTs 

AA328348 Hs^18289 ESTs 

AA449563 Hs.151393 gtutamat&cystelne Dgase, catalytic sub 

AI470S23 Hs.139336 ATP-Unding cassette. 8Ut>-MlyC(CFTR 

AA702866 Hs.113150 ESTs 

W67683 Hs.137476 paternally expressed 10 

F13168 gb:HSC3JF101 nomdized Infant brain cON 

AI798841 Hs.164526 ESTs 

AA514986 Hs^B3706 ESTs 

AK002052 Hs.155071 tiypoMcat proton FU1 1190 

AA424957 Hs.294132 ESTs 

W20090 Hs.6616 ESTs 

AW000960 Ks.44970 endoplasmic reOcuium resident protdn 5 

BE222648 Hs279458 ESTs. Higtily similar to c38QA1.1biH^ 

AW082270 H3.12496 ESTs, Weakly similar to ALU4J{UMANAliJS 

BE064655 gbrf^C1-eT03m01 299^1 2-c09 BT0313 Homo 

AI201849 gb:qs76g04.x1 Na„CGAP_Pr28 Homo sapiens 

AA777542 Hs.132S70 ESTs 

BE544867 Hs-283077 centtosomai P4.1-associatBd protein: unc 

AWg75186 gb£ST387294 MAGE resequences. UhQH Homo 

AA235590 Hs.87530 ESTs 

AK000776 Hs.128753 Homo sapiens cDNA FU20769 fa, done CO 

A1301740 Hs,173381 dihydropyrimidinasfrlite 2 

NWL014721 Hs.102471 KIAA0680 gene produd 

U90268 HS.93S10 cerebral cavernous malfbrmalions 1 

AF0560B5 Ks.ig8612 G proteitvcoupled receptor 51 

AW753967 gb:RC2.CT0304^8010W)1 1-h12 CT0304 Homo 

AW297945 Hs.128490 ESTs 

AA428482 Hs.58589 glyoogenin2 

AW293165 Hs.143134 ESTs 

AI553833 Hs.337139 ESTs 

AI834273 Hs3711 novd protein 

AW975512 Hs^160 ESTs 

AW954049 Hs.8177 ESTs, Weakly similar to PIHUB6 saftvaiy 

AWS93781 Hs.131357 ESTs 

Nft^0071 15 Hs.29352 bimor necrosis fador. dpha^nduced pro 

AA764950 Hs.119898 ESTs ■ 

AI285598 gbx|u49f06 jc1 NQ.CGAP Jym6 Homo sapiens 

AI369275 Hs.24301O Homo sapiens cONAFU14445fis. done HE 

AW207019 H8.148135 sarine/ttveontne kinase 33 

BE208022 Hs.127685 KIAA16Z7 protein 

AA019104 Hs.175483 Homo sapiens cDNA: FU22016 lis. done H 

AA30S407 H$.102308 potassium inwanfly-redifying channel, s 

AKD02015 Hs^87 RNA binding motif protein 7 

AW402306 HS.6B77 bypolheScal protein FU104a3 

W27643 Hs.73965 spndngfadDr.aiginlne/seilne4ch2 

AW894667 Hs.1 69965 chimerin (dtaerin) 1 

U39576 Hs.1 53058 butyroptuHn. subfamily 1. member A1 

AW97S0S1 Hs.293156 ESTs. Weakly slntQar to 178885 serina/th 

AF279145 Hs.8986 bypothetlcal protein FIJ21776 

BE256242 Hs.Z70847 deitfrtubulin 

ALJ080058 Hs.6909 DKFZP5646202 protein 

AI087958 Hs.29088 ESTs 

H29798 Hs.269622 ESTs 



AA574291 H3.57837 ESTs 

AA335714 H3.199665 ESTs 

AV^14472 Ks.238415 ESTs, Moderately sirrdlar to ALU8.HUMAN A 

AA083764 Hs^lOI liypotheticd protein MGC3178 

AA010066 Ks^4649 Homo sapiens CDNAFU12583 lis. done NT 

AI632683 H$.27179 Homo saptonscONAFLJ12S33lia. done I4T 

AW103655 Hs^2905 ESTs 

AW304029 HS.2S2744 ESTs 
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434849 AW292765 
446770 AV660309 
424238 AA337401 
411543 AI924519 
5 447829 AI433029 
406506 

426301 AW628666 
42B579 NM_005756 
451229 AW967707 
10 401103 

433589 AA888530 
459370 AAB89982 
438533 AI44Q266 
404288 
15 406195 

438202 AW169287 
425516 BEO0a707 
426572 AB037783 
422692 AA332376 
20 435414 AWZ70550 
418950 T78517 
426890 AA393167 
457447 )C78261 
443773 AV646452 
25 459371 R20991 
421823 N40850 
447247 AW369351 
452896 AA831508 
425895 AI269484 
30 451403 AA885569 
407340 AA810168 
401862 

444325 AW152618 
408171 AA301228 

•35 423949 A1014546 
419619 AI198719 
434683 AW298724 
418454 AA31S308 
415085 A1S97963 

40 419220 AA811938 
418849 AW474547 
443634 H73972 
429682 NM_006306 
405090 

45 432267 AK000872 
443253 At041212 
444974 AI2035Q0 
445717 AW684658 
449347 AV649748 
50 452778 R71338 
'414888 AL039185 
424406 D54120 
410371 AAD84482 
426384 AI472078 
55 418200 AW62g751 
427050 AA397789 
449579 AW20726O 
411004 AW813242 
454032 W31790 
60 455601 AI368680 
447482 AB033059 
439416 W58294 
436635 AW1Q4325 
419086 NML000216 
65 412566 AW962574 
415452 F09134 
427874 AA732367 
447046 AA326187 
454193 BE141183 
70 454678 AWai3089 
415122 060708 
444665 BE613126 
400227 

411905 BE26S067 
75 419503 AA243642 
445563 BE326S88 
457285 AI038858 
434998 AW975157 
436203 BE384982 
80 424539 102911 

449856 AA203155 
427598 AW972594 
451494 AI799444 



Hs 6053 ESTs 

Hs'.154986 ESTs. Weakly fiiiTttlar to PLLP.HUMAN PLASM 

Hs.137635 ESTs 

Hs.192570 hypothetical protein nJ22028 

Hs.164104 ESTs 



Hs.98440 ESTs, Weakly similar to 138022 hypotheti 
Hs.1 84942 6 proleiiwoupled receptor 64 
Hs.48473 ESTs 

Hs.188912 ESTs 

H3.271826 EST8.We8JdysI(nBartol38022hypolhe» 
Hs.170673 ESTs.Weak!yslniIlarbT24832hypolheli 

HS.225B8 ESTs ^ 

Hs.29567 ESTs 

Hs.170623 hypothetical protein FLJ11183 

Hs.24135 transmembrane protein vezatin; hypotheti 

Hs.116957 ESTs 

Hs.13941 ESTs 

Hs.41294 ESTs 

Hs.272177 H.Bapiens mRNA for TRE17 extremity an 

Hs.30941 c*lum channel, vdlafle^lependenl. l)ela 
gb:yg06h01.r1 Soares infant brain 1NIBH 

Hs 28625 ESTs 

Hsl287955 Homo sapiens cDNA RJ13090 fo, done NT 

Hs.32553 ESTs 

Hs.161427 zinc finger protein 215 

Hs.40919 Homo saptens cDNA FU14511 fis. done NT 

Hs.284289 vitiligo^ociated protein VfT-l 

Hs.16757 ESTs 

Hs.43299 hypolheticai protein FU12890 

Hs.130912 ESTs 

Hs,176376 ESTs 

Hs.202639 ESTs 

Hs.195870 hypothetical protein FU14991 

Hs.1 18726 ESTs 

Hs.291759 ESTs ^ ^ 

Hs.53565 Homo sapiens RG-M mRNA for mannosyBran 

Hs.134460 ESTs 

Hs.21 1602 SMC1 (structural mamtenance of chromoso 



Hs.274227 

Hs.132117 

Hs.151612 

Hs.149332 

Hs.295901 

Hs.5921 

Hs.77558 

Hs.146409 

HS.1158S0 

Hs.303662 

H3.206654 

H&161803 

Hs.134014 

Hs.194293 

Hs.816 

Hs.18705 

Hs.56254 

Hs.272093 

Hs^9591 

H5.12839 
H8.98198 
Hs.17170 



Hs.22245 
Hs.47783 



Homo sapiens cDNA FU10010 Us, done HE 

ESTs 

ESTs 

ESTs 

KIAA0493 protein 

Homo sapiens cDNA: FU21592 fis. done C 
thyrdd hormone receptor intetactor 7 
oeB diviston cyde 42 (GTP^ftidino prol 
ESTs 
ESTs 

ESTs, Weakly similar to altemafively ep 
ESTs . 

ESTs, WeaWy similar to T46425 hypotheti 
gb:MR«T0191-020200-207-9lO ST0191 Homo 
ESTs. Weakly similar to 154374 gene NF2 
SKY (sex determining fegfanY)*ox 2 
KIAA1233pmtetn 
ESTs 

ESTs, Weakly similar to 178885 serinefth 

Kallmann syndrome 1 sequence 

gb:EST374547 MAGE resequences. MAG6 Homo 

ESTs 

ESTs 

6 protdn-ooupled receptor 4 
gb:MR04ff007l-191199^1-b04Hn)071 Homo 
gb:RC3^T0186^40400-111-WJ5 ST0186 Homo 
ESTs 

B aggresshffi lymphoma gene 



gb:601193893F1 NIHJi«3C.7 Homo sapiens cO 

Hs.137422 ESTs 

Hs.14t454 ESTs 

Hs.130522 Kv dunneHntetacOng protein 1 

Hs.26037 ESTs 

Hs.5076 HomosaplenscDMA:RJ2212Bfis.dcneH 

Hs.150402 adMn A receptor, type I 

HS.182Q0 ESTs 

Hs^94140 ESTs 

Hs.247095 ESTs. Moderately similar to ALJU7J4UMAM A 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



442994 
408165 
421072 
456273 
404546 
428201 
441519 
44S413 
418717 



407758 
431906 
424968 
431023 
432596 
452412 
421309 
438128 
408321 
439236 
400880 
417014 
422276 



A102671B Hs.16^ ESTs 

AL137573 Hs.43143 Homo sapiens mRKA;cDNAOKFZp564A2463(f 

AI215069 Hs^lia ESTs 

AF154846 Hs.1148 zbicfinoerpnilein 

AA424158 Hs.206461 ESTs 

AA972740 Hs.127092 ESTs 

AA151342 HS.12B77 CGH47 protein 

AI334430 HS.B6984 ESTs 

AI767756 Hs.82302 Homo sapiens cOKAFU14814lis. done NT 

050915 Hs.38365 WAA0125 gene product 

AW328038 Hs.37486 ESTs 

AA349088 HsiS9746 ESTs.WedklysbritartoA46010X4b)ked 

A1283133 Hs^420 ESTs 

AJ224741 Hs.278461 ma!ifiln3 

AA029G08 Ks.61373 ESTs 

A1222086 HSJ70449 ESTs, Modefately slmflar to ALUUHUMAN A 

AA904430 Hs.122049 ESTs. Weddy Similar to T2D4_HUMAN TRANS 

AW405682 Hs.44205 corlistafin 

BE160952 Hsi47117 ESTs. Moderately simslar to ALUF_HUMAN I 

AA251720 Hs.104347 ESTs. WeaMy similar to ALUCJiUMANWl 

AF072873 H5.114218 IHaled(Oiosophlla)homolo96 



425573 

427878 

451700 

451797 

423025 

422634 

448886 

408690 

408525 

412248 

432507 

447290 

424186 

431448 

400325 

408408 

423119 

423717 

424152 

431980 

434980 

444339 

445745 

459201 

430573 

451073 

440575 

402046 



AB008423 

C05766 

AI470262 

AW563a56 

AAB31267 

NH.016010 

AW372gi4 

AWB64542 

AW206972 

BE176480 

BE391093 

AI476732 

AWg54552 

AU37517 

M85292 

AF070S71 

AA322201 

AA330035 

AL133591 

AA5236g6 

AW770553 

T96555 

AW11B189 

AW391177 

AA744550 

Ai758905 

AAB89870 



435738 

420656 

438323 

453123 

418343 

431595 

436187 

459440 

451957 

408434 

456034 

442118 

420727 

433849 

424235 

429826 

437913 

441330 

443458 

438873 

444561 

444631 

458188 

436043 

415757 

449299 

457003 

408875 

424602 

426174 



AA393108 
AA699633 
AA279098 
AI985394 
AI953718 
AA216372 
AA5Q8196 
AK0009g8 
BE048054 
AI796320 
AW195317 
AW450979 
AA976718 
H75701 
BE465884 
NMJ)03181 
N93266 
A1140825 
Ai692g84 
R05385 
A1302471 
NM 004469 
AW995395 
AA904244 
AW963838 
AAB30854 
AA299919 
S78234 
NWL015434 
AK002055 
AA547959 



H5.15B308 serine (orcystelne) proteinase (nhlUto 

Hs.181022 CGI-07 protein 

Hs.29553 ESTs 

Hs.333513 small Inducible cytoWne suMamily E, me 

Hs.12244 hypothetical protein aJ20O97 

Hs.118821 CGl-62 protein 

Hs^149 phosphoinositol 3-phospt\at&^nduig prot 

9b:PM4^N0016.12050a-003-h02 SN0016 Homo 

Hs^95 ESTs 

gb:RC3-HTO585-16030a^22-c02HTO585 Homo 

Hs^24667 ESTs 

Ks.263912 ESTs 

Hs.1 42634 zinc finger protein 

Hs.334473 hypolheBcal protein OKF2pS6401278 

Hs547924 Homo sapiens endogenous HW-I related se 

HS.44G90 Homo8apien8clone24739fflRNA8eqU8nce 

Hs.131976 ESTs 

Hs.152003 ESTs 

Hs.141480 Homo sapiens mRNA; cDNA DKFZp434N079 (fr 

Hs324S07 tiypothetical protein FU2D986 

HS.14S53 sterol O-acyttransferaseCacyl-Ooenzyme 
Hs^1562 ESTs 

Hs.156400 ESTs 

gb:MR3«T0203^1299<)23<I05 ST0203 Homo 
H8.136345 ESTs 
Hs^06063 ESTs 
Hs.126006 ESTs 

H8.g7365 ESTs 

Hs.269543 ESTs, Weddy similar to A56194 thromboxa 
Hs.187636 ESTs 
Hs.123369 ESTs 
Hi221849 ESTs 
HS.1S8501 ESTs 

gb:nh60f07^1 Na.CGAP^PrS Homo sapiens 
Hs.297221 Homo sapiens cONA FU10136 fis, done HE 

gb:tz46c03.y1 Na^CGAP_Bm52 Homo sapien 
Ks.t0299 Homo sapiens cDNA FU 1 3545 fis. done PL 
H8.107716 hypothetical protein FU22344 

^:UI-H.Bl3-al*8-12-0-Ul Jl NQ^CGAP.Su 
Hs^2242 ESTs 

HsS9886 comptement component 44inding protein, 
HBJ2B0728 ESTs 

Hs.143507 Tbrachyury (mouse) homoloo 
Hs.40747 ESTs 
Hs.121623 ESTs 
Hs.129354 ESTs 

HS.143S09 hypofheQcal protein FU21924 
Hs.124292 Homo sapiens cDNA: FU23123 fis, done L 
Hs.1 1392 0^ Induced giiNvlh factor (vascular en 
HS.B4520 ESTs.W6aldyfiimaartoTRHy_HUMANTRICH 
Hs.153205 ESTs 

Hs.168830 Homo8aptenscDNAFU12136fis.doneMA 

Hs.187810 ESTs 

Hs.84561 ESTs 

Hs.1 72405 cen division cycle 27 

Hs.48604 OKFZP434B168 protein 

Hft.151048 hypothetical piMiFUI1 193 

Hs.1 15838 ESTs 



3.0 

10 

3.0 

3.0 

3.0 

3.0 

3.0 

10 

10 

10 

10 

10 

10 

10 

10 

10 

2.9 

2.9 

2.9 

2.9 

2.9 

19 

2.9 

2.9 

2.9 

Z9 

Z9 

Z9 

Z9 

2.9 

2.9 

2.9 

Z9 

Z9 

19 

2.9 

19 

19 

19 

19 

19 

19 

19 

19 

2.9 

19 

19 

19 

19 

2.9 

19 

19 

19 

19 

19 

19 

2.9 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

19 

18 



344 



wo 03/042661 



PCT/US02/36810 



449318 AW236021 
42S950 AW081608 
412733 AA984472 
423537 AL137279 
5 442555 AW027457 
420558 AA278300 
430447 W17064 
415871 H98716 
439737 A1751438 
10 406815 AAa33930 
401094 
401526 

414140 AA281279 
417320 AA195657 
15 418282 AA215535 
442927 AI024347 
450006 AI241555 
419231 AL046294 
416623 N74925 
20 403329 

414696 AF002020 
419038 AW134924 
440106 AA86496a 
448019 AW947164 
25 431745 AW972448 
421425 AA291101 
433014 NM„014711 
455100 BE160198 
441790 AW294909 
30 404443 

428129 AI244311 
435047 AA4549B5 
423948 AW392342 
449327 /M638743 
35 400983 

415786 AW419196 
411213 AA676939 
420896 AW149342 
409994 D86864 
40 430388 AA356923 
419530 X98330 
455092 BE152428 
456118 AA380267 
440192 AA872282 
45 448466 AI522109 
414869 AA157291 
440351 AF030933 
407594 AW057584 
439235 N45513 
50 417061 AI575944 
434812 AA649880 
409731 AA129985 
455512 AW983608 
408380 AF123050 
55 435990 AI015862 
410572 AW794600 
432798 AA565309 
416288 H51299 
438886 AA827728 
60 451558 NVL001089 
416940 N7S620 
4217S0 AKD00768 
438398 AA808526 
435313 At769400 
65 414605 BE390440 
436508 AW504381 
413195 AA127382 
413829 NM.001872 
401323 

70 408296 AL117452 
428532 AF157326 
423454 AL1104S6 
436027 A1884053 
406970 M29994 
75 426172 AA3713Q7 
452114 N22687 
439750 AL359053 
423130 AW897586 
430660 R11884 
80 434133 AA6S804 
427469 AA403084 
429881 T80112 
411492 T46B48 



Hs.78531 Homo sapiens. Shttor to RIKBI CDNA5730 

Hs.105053 ESTs 

Hs 74554 K1AA0080 proiein 

Hs".130187 Homo sapiens fnRNA:cONADKRp43401214(( 

Hs 30323 ESTs. WeaWy similar to B34087 hypoOieU 

Hs'l24292 HomosaplenscONA:aJ23123fe,c!oneL 

HS.332&48 SWI/SNF related, mabix associated, act! 

gb:yx13d08^1 Soares mdanocyte 2NbHM Ho 

Hs 41271 Homo sapiens mRNAfun tenflth Insert cON 

Hs.288036 tRNAisopentenylpypophosphatetransfctas 



Hs.23317 ttypotl«tlc8l proWn nJ14681 

Hs.86022 ESTs 

Hs.98133 ESTs 

Hs.131519 ESTs 

Hs 135245 ESTs, WeaHy simMar to T17227 hypojhetl 

H5.3a761 HomosapenscDHA:aJ21564fc.cloneC 

HS.7691B Niemann-PitA disease, type CI 

HS.19032S ESTs 

Hs.127599 K1AA1503 protein ^^^^ 

Hs.195641 ESTs. Moderately similar to 138022 hypol 

Hs 163425 ESTs 

Hs 33020 Homo sapiens, done lMAGE:3939163.mRMA. 

Hs.132208 ESTs 
Hs.26912 ESTs 

Hs.54973 cadherlrvBka protein VR20 
Hs.283077 centrosomal P4.1-assoclatBd pcotein; unc 
Hs!224672 ESTs 

Hs.257924 hypotheHcd protein FU13782 
Hs.69285 neuropWn 1 ^ ^ ^ u 

Hs.24444 Homo sapiens cDNA: RJ22165 lis, done H 
Hs*.57735 acetyl IDLreceptonSREC 
Hs.240770 nuclear cap Wnding protein suburat 2. 2 
Hs.90821 ryanodine receptor 2 (cardiac) 

gb:CMO.HT0323.151299.126^)04 Kr0323 Homo 
Hs78277 DKFZP434F2021 protein 
Hs.190596 ESTs 
Hs.171066 ESTs 
Hs.21479 uWnudein 1 
Hs .7179 RAD1 (S. pombe) homdog 
Hs.160681 ESTs 

mSl ^saplenscDNAFU12033fe.doneHE 
Hs.1 89496 ESTs 

Hs^5145 thymosin, beta Wentlfied In ne™Jasl 

gb:RC3-HN0001-24040^012-c01 HN0001 Hbcro 
Hs.44532 diuUquiiin 

Hs.131793 ^jj^,ytooi4.i703oo^.co5UM0014Homo 
Hs.194015 ^^^^j^^g^^ gjjgj^ ij^t 3NbHBsl Homo 
HS.12S705 ESTs.WealdysimaartoAF1494222unkno 
Hs.26630 ATP4)WinBcas8e!le.8uMBn*yA(ABC1 
Hs.43157 ESTs , 
Hs.1 07872 hypothetical pratem aJ20761 
Hs.130277 ESTs 

Hs.189729 ^^.^^283801F1 NIH JAGC_44 Homo sapiens c 
Hs.121121 EST5.WeaklysiniilartoS00755plectetri 
Hs^404 protease, seiina. 12 (neuroteypshnrnolo 
Hs.75572 carboKypepedaseB2{plasm^ 

Hs 44155 DKFZP586G1517 protein 
HS.1847B6 TBP-Weracting protean 
Hs469 suodnated^n}genasecomp»x,subural 
Hs*39972 ESTs. Wealdy similar to 138588 reverse I 
gb:Human alpha4 spectrin gene, exon 12. 
Hs.125056 ESTs 
Hs.8236 ESTs 

Hs.57664 HcmosaplensinRNAMIItensthlnsertcOM 
Hs.21213 ESTs 
Hs.100826 ESTs 

gbzu86hOU1 SoaresJesllsJiHT Homo sap 
Hs.269347 ESTs. WeaMy simBar to 210926aA B cd 
Hs.192245 ESTs 

Hs.70337 tafflumogtebiiln superfamay. memDer * 
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5 

10 
15 
20 
25 
30 
35 



409435 AI810721 

442191 W951B6 

407305 M71S284 

444381 BE387335 

412189 R60982 

420976 Aig24940 

448330 AL036449 

418912 Nt^000685 

422505 AL120862 

427752 AA47a687 

433513 A1566356 

433703 AA210853 

448912 083781 
405621 

430887 BE274217 

4SO40O AI694722 

456644 A1264155 

418342 BE002723 

420756 M4118Q0 

423532 BE090503 

440320 AA879294 

457314 AA479S97 

439831 AW136488 

425661 AL133627 

407949 W21874 

418658 AW874263 

409978 D31897 

421340 F07783 

449071 NNL005872 

409241 AF070602 

448219 AA228092 

408938 AL138043 

410784 AW803201 

426471 M22440 

454455 AW752710 

455310 AW893361 
401335 





436577 


W84774 


40 


409519 


AA075368 


421003 


T72080 




429593 


AK000332 




450434 


AA166g50 




436007 


A1247716 


45 


408874 


AW818091 


418036 


Z37976 




435525 


H50654 




435766 


R11673 




410327 


T33130 


50 


416805 


F13271 


417177 


NM_004458 




423020 


AA383092 




427134 


AA398409 




428137 


AA421792 


55 


429710 


AI337113 


430844 


T94960 




417576 


AA339449 




441928 


Ai370188 




409721 


AW887732 


60 


427112 


Z32887 


403776 






420159 


A1S72490 




427839 


AA608823 




432837 


AA310693 


65 


438782 


AA628380 


449396 


BE16giOO 




458043 


AW979009 




438171 


AW976S07 




452959 


AI933416 


70 


439556 


A1623752 


446152 


AI292036 




434803 


AW974640 




407771 


All 38272 




411069 


AL133092 


75 


417543 


AA203620 


401517 
403677 






416337 


H48713 




423401 


NM-001992 


80 


446600 


AI341635 


457906 


AW975939 




4522n 


AL049013 




416913 


AWg34714 




416370 


N90470 



Hs.95424 EST8 

HS.B136 endotheOaiPASdonrainpioI^I 

gb:nv35R)3 Jl Na.CGAP_Br5 Homo sapiens 

Ks.283713 ESTs.VfeaUysiiiaartoS64054hypolh^ 

Hs.22581 ESTs 

Ks.108082 ESTs.WBaMysimDarloT31636hypoeieli 

Hs.207163 ESTs 

Hs.89472 angiotensin receptor 1 

Hs.124165 ESTs 

Hs.104772 ESTs 

Hs.171437 ESTs 

Hs.3532 nemo^ike kinase 

Hs^559 KIAA0197 protein 

Hs.249247 heterogeneous nudear protein similar to 
H5.279744 ESTs 

Hs.152901 (X)P<diacyIglyoera! synttuse (phosphaOda 

Hs.226627 tepSn receptor 

Hs.t89g00 ESTs 

gb:RO&BT0717-110400X}11-F11 BT0717Komo 
gti:nw86e09j1 Na_CGAP_Prt2 Homo sapiens 

Hs.193669 hypothetical protein DKFZp586J1 119 

Hs.25545 ESTs 

HS.15B923 Homo sapiens mRNA;cOMAOKFZp434K0722{f 
Hs.247057 ESTs. Weakly similar to 2109260A B ceQ 
H8.32468 ESTs 

Hs5771 4 doul)te C2-like domains, alpha 
Hs,1369 decay accelerating factor for comptemenl 
Hs.22960 breast carcinoma ampIUied sequence 2 
Hs^l 649 Homo sapiens ctone 24504 mRNA sequence 
Hs.42656 KIAA1661 protein 
Hs.29354g ESTs 

gb:lL24Jl/a077-0705004)80*06 UM0077 Homo 
Hs.170009 transtbrming growth factor, alpha 

gb:iL3<:TD219-28t09&O24^ CT0219 Homo 
gb:RC4-NN0027-060400O11'd11 NN0027 Homo 

Hs.17643 ESTs 

gb:zm86h10.r1 Stratagene ovarian cancer 

HS.9S557 Wjox protein 30 

Hs.209927 Homo sapiens cONA FU20325 fis. ctone HE 

Hs.195870 hypolheUca! protein nJ14991 

Hs.232168 ESTs 

Hs.252730 ESTs 

Hs.83337 latent transfomiing growth factor beta b 

Hs.113999 ESTs 

Hs 186498 ESTs 

H&301746 RAP2A. meniber of RAS oncogene family 

Hs.7gg81 Human ctone 23S50 mRNA sequence 

Ks.81452 fia}ty<acid*GoenzymeAligase.fong^n 

Hs.1608 repiicattonpfDtBlnA3(14kD) 

Hs.173561 EST 

Ks.170999 ESTs 

Hs.146025 hypoOietical protein FU23594 

gb:ye38d07j1 Stratagene lung (937210) H 

Hs.82285 'phKphoribosylglycInamklefbrnvttraisfier 
Hs^11454 ESTs 
Hs.257881 ESTs 
HS.2909S1 ESTs 

HS.9978S Homo sapiens cDNA: FU21245 lis. ctone C 

Hs.98244 ESTs 

H5.8f7329 HSPa)72 protein 

Hs.12e733 ESTs 

Hs.195029 ESTs 

Hs^26108 ESTs 

Ks^93515 ESTs 

Hs.189674 ESTs 

H5.163603 ESTs 

Hs.150028 ESTs 

Hs.303413 ESTs 

Hs.62713 ESTs 

HS.680S5 hypothetkal protein DKFZp43410428 
Hs.1 10153 ESTs 



gb:yq7Bd02/1 Soares feld fiver spleen 
Hs.128087 oo39ulaIton factor II (thrombin) reoepto 
Hs.156488 ESTs 

HS.1S3290 Homo sapiens cONAFU14318fe. ctone PL 
HS58783 KIAA1223 protein 

gb.-RC1'OT0001^129W)11-a11 OT0001 Homo 
Hs^97 ESTs. Vfeaiklysbnaar to 138022 hypoQieO 
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408715 AA768873 Hs.l 12250 hypolhetkalprolein 0123518 

410743 AA089474 Hs.272153 ESTs 

427138 N77624 Hs.173717 phosphaBdic add phosphalase type 2B 

S Hs.292710 ES^eaWysintotoALUS^^^^^ 

427565 A1287280 Hs.97933 ESTs, WeaWy similar to T46370hypolheU 

9b:zm20hl2.s1 Stralagene pancreas (93720 
Hs.224625 ESTs , ^^^^ 

HsJ278270 unacfive progesterone receptor, 23 kO 

Qb:IL3^T0214-2912994)52-Al2 CT0214 Homo 
Hs.87268 annexinAa 
Hs.142003 ESTs 
H3.292784 ESTs 
Hs.146067 ESTs 

gb:yr77h05^1 Soaies fetal thfer spleen 

Hs.46640 ESTs 

Hs.149795 EST8.Modeiale!y8lmilartDALU1.HUMANA 

Hs.282204 nudeosonialWndhia protein 1 

^•A)003631 Selected chromosome 21 cDNA 

Hs.1 53408 Homo sapiens cDNA nJ10570 lis. dor« NT 

Hs.43355 ESTs 

Hs.1 946B7 cholesterol 254iydnwyl3se 

Hs 301789 nutfix(nucleoskte diphosphate Khkedrnd 

Hs.13565 Sam684lke phosphotyroslne protein. T-ST 

Hs.302043 chemokine((>CinDffl)receptDr-fike2 

H8.127208 ESTs 

Hs.102397 GIOT4fofgonadobopmlnaucloIetransc 



5 

406092 

410008 AA079552 
438504 AW665281 
414783 AW069569 
10 411479 AW848047 
418686 Z36830 
413795 AL040178 
457528 AW973791 
444230 H95537 
15 403760 

416624 K89044 
428904 A1312526 
446311 AW007294 
458638 N78553 
20 459267 AJ003631 
424834 AKD01432 
433906 A1167816 
428965 AF059214 
446554 AA151730 
25 446035 NNL006558 
421585 U95626 
445158 AI992106 
421175 AI879099 
401793 

30 410181 AI468210 
427038 NM.014633 
451343 AW975057 
455992 BE179015 
438475 W03856 
35 455571 BE003714 
426298 AW965058 
407930 AA045847 
453891 AB037751 
451487 AA018072 
40 418269 AA806113 
419196 AF110908 
459160 A1904723 
441963 A1733307 
440273 A1605392 
45 426902 At125334 
414271 AK000275 
453313 BE005771 
445265 A)21829S 
422988 AW673847 
50 428613 AB037749 
444619 BES380e2 
457300 AW297436 
402600 

425071 NM-.0139B9 
55 414729 BE466928 
453716 AA037675 
452693 T79153 
439818 AIJ360137 
443305 AI050693 
60 416709 R99369 
419077 AA233885 
453878 AW964440 
445660 Ai702668 
446817 A1700584 
65 442137 AA977235 
410406 AI969703 
442242 AV647908 
407830 NM„OOt086 
415138 C18356 
70 407055 m2\\ 

408812 BE397160 
440310 AA878939 
425659 AK0Q0590 
418217 A1910647 
75 428667 AI375550 
414573 A1821846 
420000 AB036063 
452821 AW471181 
440138 AB033023 
80 428483 AI9(B539 
441350 AB020690 
405059 

425178 H16097 



Hs.261285 plelotfopic regulator 1 (PRL1, Aralildops 
Hs.173288 KIAA0155geneprQdocl 
Hs 293353 ESTs 

gb:RC3'HT0612-08050W)mi0 HT0612 Homo 
Hs 13188 ESTs, Highly slranar to Gene product wl 

gb:QV3-BN0096-200400-161-a01 BrW096Homo 
Hs.1 1 1583 ESTs. Weakly slmflar to 138022 hypolheti 
Hs!l88361 Homo sapiens cDNA FU12807 lis, done NT 
Hs^53 Homo sapiens mRNA fuB length Insert cON 

gb2e51g02.r1 Scares refina R2b4HR Homo 
Hs.189025 ESTs 

Hs.297660 TNF receptor-associaled factor 3 

gb:CM-BT066-120299^2 BT066 Homosapien 
Hs.128002 ESTs ^ , 

Hs.325335 Homo sapiens cONA: FU23523 fis, done L 
Hs.97408 ESTs 

Hs.75871 protein kinase C binding protein 1 

Hs.153746 hypolhettoal protein FU22490 

Hs.144942 ESTs 

Hs.97321 ESTs 

HSw18e928 KIAA1328proteb 

Hs.8172 ESTs. RAoderalsly simHar to A46010 X-lin 

Hs.158849 Homo sapiens cDNA:FLJ21663 fis, done C 

Hs.154424 delo(Iinase.lodolliyronlne,typell 

Hs.281901 ESTs 

H8.152675 ESTs 

Hs.48589 zinc finger protein 228 

Hs.19934 Homo sapiens rtRNA full length Insert cDN 

Hs.133318 ESTs 

H&283108 hemoglobin, gamma 6 

Hs.164526 ESTs 

Hs.19025 OC32 

Hs.201955 ESTs 

SliaaM ESTs. WeaWyslmnaf to Z192>HUMAN ZINC 

Hs.1466 glycerol kinase 

Hs.90424 HomosapiensdDNA: FU23285 fis. done H 

Hs.587 arylacelamkle deacetylase (esterase) 

HSJ295944 tissue factor pathway bihibltor 2 

^asapiens DMA for endogenous fcMr 

Hs^763 ESTs.VfeaMysinflartoA42442{ntegitn 
Hs,125406 ESTs 

Hs.1 58836 hypolhefical proUn FU20563 
Hs.13442 ESTs , ^ ^ 

Hs.74407 mideolarprtleinp40;hoinotog of yeast 

Hs.71999 ESTs . ^ ^ 

Hs.94262 p53-indudble ribonudeotide redudase s 

Hs!l60874 ESTs 

Hs.318127 hypothetical protein FU10201 

Hs.321444 KIAA0344 gene product 

Hs.7782 paraneopiastie anSgen MA2 



HS.161Q27 ESTs 
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442952 AI743261 
428692 AI372822 
456179 H75490 
414138 AA812434 
459456 AA4B6038 
425527 AL162032 
424711 NM.005795 
417956 AA210704 
420821 AA278808 
425698 NM_016112 
438295 /U394151 
445550 AI242754 
450469 A1955049 
458804 AL157625 
443657 R14973 
429250 H56585 
437906 AA771704 
426775 AA3&4S64 
443372 AI792557 
453785 A1368236 
425465 L18964 
422746 NK.004484 
413450 Z99716 
424527 AW138S5B 
414160 A!853304 
411402 BE297855 
445264 AI216263 
458861 A1630223 
415227 AW821113 
435429 AW5g2035 
434445 A1349306 
448570 AI923944 
452381 H23329 
422879 A1241409 
409026 AL137554 
425717 X07282 
429127 AA749382 
438298 H23542 
442717 R8a362 
443555 N71710 
444S17 AI93933g 
451813 NM_016117 
452453 A1902519 
455870 AW4S2631 
437939 AW298600 
430719 AA488988 
452864 AA033714 
43^5 AW022273 
431088 Al82g6g2 
407783 AW996872 
423952 AW877787 
453403 BE468639 
408172 W02488 
430933 AW863835 
420691 AAB29433 
429761 AI276780 
437958 BE1395S0 
407494 U10072 
436464 AI016176 
407137 T97307 
446223 BE300091 
438647 AAB13118 
438192 Ai8S9065 
417218 AA005247 
440460 H92571 
414612 BE274552 
428170 H05530 
457343 NM-013936 
424020 R76946 
4S5226 AW902103 
411965 6E467339 
432656 NM.000246 
455488 AA102322 
434340 ,A1193043 
404285 

418744 AI887288 
454714 AW815098 
429828 AB019494 
436387 AA714760 
448587 A1539652 
432865 AI753709 
440479 AA886461 
443160 A1487915 



HS.131B60 
Hs.110103 
Hs^71930 
Hs.1 19023 
Hs.190124 
Hs.158258 
Hs.152175 
Hs.190465 

Hs.159241 
Hs^7932 
Hs.137306 
HS.2B1326 



Hs.198308 
Hs.194626 
Hs.108a29 
Hs.133107 
Hs.283732 
Hs.1904 
H5.1 19651 
Hs.75372 
H&26715B 
Hs.120905 
Hs.69855 
Hs.323472 

Hs.72402 
Hs.254414 
HS.117B2 
Hs.30913 
Hs^SO 
HS.1B8092 
Hs.49927 
Hs.171495 
Hs.118797 
Hs.181788 
Hs.180591 
Hs^1398 
Hs.146883 
Hs.27182 

Hs.313803 
Hs.141840 
Hs.293798 
Hs.287629 
Hs.105769 
Hs^11561 
Hs.172028 
Hs.136102 
Hs.61779 
Ks.46039 

Hs.275343 
Hs.135173 
Hs.121668 

Hs.269763 

Hs.119699 
Hs,163230 
Hs.337620 
Hs.285754 
Hs.234478 
Hs.76578 
H8.12565 
H3.247862 
Hs.39738 

Hs^lS 
Hs.3076 

Hs.128685 



EST8 _ 
RNA polynm e I trenscri|ta factor RR 

EST8 

SMC2 (struclurd maUenanoe of chramoso 
EST$ 

Homo sapiens inRNA:cDriAOKFZp434B1272 (f 

calcitonin receptor-fike 

ESTs 

gb3s79o09.r1 Na.CGAP^GCBI Homo sapiens 

potycysCcMdnsy dlseass 1 

ESTs 

ESTs 

ESTs 

gb:0KFZp761L2016^ 761 (synonym: hamy2) 
Ob:yf42f10^1 Scares feta) Over spleen 
tryptophan rich liasic protein 
ESTs 
ESTs 
ESTs 

ESTs. Ktoderatfily slmilaf to ALU1.HUMAN A 
prolan kinase C, lota 
glypican3 

N-acetylgalactosaminldase. i<ptia- 
ESTs. WeaWy similar to 154374 gene NF2 
Homo sapiens cONA FU1 1448 fis. done HE 
NRAS^elatedgene 
EST 

gb:ad06g08.r1 ProBMlng Erythroid Ce 
ESTs 

ESTs. Weakly slmBar to 18051956 RNA-bin 
ESTs 
ESTs 

ESTs. Weddy similar to ALUIJftlMAN AUJ 8 
ESTs 

protein kinase NYD-SP15 
relinok: add receptor, beta 
ubk)uUin^}onlug^ enzyme E2D 3 (homo 
ESTs 

ESTs. Vte^ similar toT23976 hypotheO 
ESTs, lAxJeralfity similar to A Chain A, H 
ESTs 

phospholipase A2-activating protein 
gb;QV-BT009>101198^1 BT009Homo8aplen 
ESTs, Highly similar to AF157B33 1 nond 
ESTs, WeaMy simitar to S59501 Inlerfen) 
ESTs 

hypotheticai proton FU14260 
ESTs 
ESTs 

a disintegrin and metaBoproteinase dome 
KIAA0853proteto 

Homo sapiens cDNA FU 13591 lis, done PL 
phosphogiycerale mutase 2 (musde) 
gb:l\/IR3-SN0010-270300-1034K)2 SN0010 Homo 
ESTs 
ESTs 

ESTs. Moderately similar to PC4259 ferri 
gb:Human fbiWiead famfly (AFXt) mRNA. pa 
ESTs, weakly similar to ALU1 JiUMAN ALU S 
^:y^05.s1 Scares M Over spleen 
hypothetical protein FU12969 
ESTs 

Homo sapiens AFG3L1 teoform 1 mRNA. pari 
met proti^oncogene (hepatocyte growth fa 
Homo sapiens cOKA: FU22648 Its. done H 
protein Inhlbilor of acQvated STAT3 
ESTs 

dtadory receptor, family U subtaRiBy 
ESTs 

gb:QV(M4N1O22-120S0O>22lk07 NN1022 Homo 
ESTs 

MHCdasslltransactivator 
gb2l90iD3.r1 Slralageneooton (937204) 
ESTs. Weakly similar to T17226 hypotheS 



Hs.19537g ESTs. W^ similar to pulaDveplSOIH 

gb:QV4^021 2^1 199-023^0 ST0212 Homo 

HSJ25767 IDN3 protein 

Hs.240075 Homo sapiens COKAFU13234 lis. done OV 

Hs.26338 KIAA1546 protein 

HS.1S2484 ESTs,WeaUysindlartol38022hypotheg 

Hs^161 ESTs 

Hs.36053 ESTs 
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426978 M442784 
444670 H58373 
453459 Be)47032 
418122 R4277B 
442875 BE623Q03 
414373 AW162907 
45B76Q A1498631 
434131 A1B58275 
441805 AA285136 
457292 AI921270 
417351 T90278 
409595 AA296961 
432824 AKD01783 
438038 A1732629 
454836 AW833711 
453919 AW959912 
422487 AJ010901 
408727 AL137259 
427491 R43279 
435102 AW899053 
409617 BE003760 
455866 BE149024 
432887 A1926047 
407755 AA1 16021 



401078 

410365 AI287518 
425201 AA352111 
457112 AW772449 
455252 AW876627 
444542 A1161293 
419249 X14767 
428497 BE010877 
457336 AW969657 
427621 BE621182 
423782 AI472209 
430403 AF039390 
429927 NiyLOOmS 
408562 A(436323 
417137 U46265 
436787 AA908554 
440331 AL046412 
429716 R25685 
417169 R1355a 
453020 AL1 62039 
455286 BE144384 
450654 AJ245587 
400432 AX015809 
415747 AA381209 
446346 Ai2g0205 
450209 AW00B921 
453202 AW08S781 
425S23 AB007948 
433124 U51712 
408741 M73720 
425657 



HS.12&445 

HS.33293B 

Hs^57789 

Hs^2217 

HS53625 

HsJ5959 

Hs.111334 

Hs.143659 

Hs.301914 

Hs^82 

Hs.15049 

Hs.279012 
Hs,194151 

Hs.7076 

Hs.198267 

Hs.47115 

H8.22574 

Hs.76917 

Hs^5209 

Ks.162859 
Hs.38260 

Hs.62669 



Hs:i6B081 
Hs.280380 



HS.98S84 
Hs.291029 
HS.1798&2 
Hs.323117 
Hs.241382 
Hs^522 
Hs.31141 
Hs.81281 
HS.1927S5 
Hs.202151 
Hs.211933 
Hs^45773 
Hs.31422 

Hs.25275 
Hs.287767 

Hs.309940 
Hs.13138 
Hs^6270 
HS.15B244 
Hs.13775 
H5.646 
Hs.119471 



ESTs 

hypothetical FoteinMGCS370 
ESTs 

Homo sapiens done IMAGE:3210S. mRNA seq 
Homo sapiens done TCCCTA00142 mRNA sequ 

prolifie-rich protein with nuclear largal 
ferritin, lighl polypeptide 
ESTs 

neuronal specific transcription factor D 
hypothetical protein FU14251 
ESTs 

flb:EST1125l4 Adrenal gland tumor Homosa 
hypothetical protein FU10921 
ESTs. Weakly similar Id TA2R HUMAN, BETA 
gb:QV4-TT0008-2511994)43^11 TTOOOBHomo 
KIAAt705 protein 
mudn 4. tracheobronchial 
hypothetical protein OKFZp434O0513 
ESTs. Weddy similar to 138022 hypotheti 
F-boxonlypfolBin8 

Homo sapiens mRNA: cDNA DKFZp434K0514 (f 
gb:CMO-HT0249-291099-084c04 HT0249 Homo 
ESTs 

ubiquitin specific protease 18 

Homo sapiens mRNA; cDNA DKFZp586E)0923 (f 
Qb:EST6Q0Bl Activalfid T-ceiis XX Homo sa 
ESTs, Weakly similar to AUJ INHUMAN AUJ S 
Qb;RC3-PT002B-1202004)13^l11 Fr0028HomD 
aminopeptidase 

gamma^inobu^ acid (GABA) A reoepto 

ESTs 
ESTs 

hypothetical protein aJ12443 
ESTs ^ , 

tumor necrosis factor (ligand) superfami 
adenylate cyclase 8 (brabi) 
Homo sapiens mRtM for KIAA1568 protein, 
mitochondria ribosomal protein S21 
ESTs 
ESTs 

collagen, type XIII. alpha 1 



401254 

426604 H53354 
449535 W15267 
433138 AB0294g6 
425804 BE5016g8 
429515 AL031228 
437267 AW511443 
454305 BEQ62633 
455631 BE063031 
401878 

450350 T97817 
436532 AA721522 
457460 AI143312 
427304 AA761526 
419721 NM_001650 
431699 Nl^OOim 
446252 A12B312S 
421229 A!0S6S90 
434273 AA913143 
4560B8 BE177320 
434353 AA630863 
436198 AKD01125 
452232 AW020603 
433764 AW753675 
412050 K36503 
• 422342 AA309272 
427510 Z4^2 
428336 AAS03115 



ESTs 

Homo sapiens mRNA; cONA OKFZp434M229 (fr 
gb:MR04fr0166-191199^)04^;11 HT0166Homo 
Kruppel-type dnc finger protein 
Sequence 8 from Patent WO99S0285 
gb:EST94257 Acfivsted T-cells I Homo sap 
ESTs 

Homo sairfens. done IMAGEa448343. mRNA. 
hypothetical protein FLJ11588 
ygAA0479 protein 
hypothetical protdnSMAP31 
cariMscypeptidase A3 (mastceli) 
ESTs 

Hs.97141 ESTs, WeaWy similar to hypoUiellcal pro 
Hs.23672 low density npoprotetoreoeptof-related 
HsW29 Gemaphortnsem2 
Hs.258189 ESTs 

Hs.204370 ONA segment on chromosome 6 (unitpie, pse 
Hs^llO ESTs 
H8,28338 KIAA1546 protein 

gb:MRO-BT0265-23119W)02.e09 BT0265 Homo 

Hs.174880 ESTs 

gb:nv54h12.r1 NCLCGAP^ Homo sapiens 
H3.129206 casein kinase 1. gamma 3 
Hs.163853 ESTs 
Hs.288650 a;uaporin4 
Hs.267831 Rho GTPase activafing protein 5 
Hs.150009 ESTs 

Hs.7086 hypothetical protein MGC1243S 
Hs.26303 ESTs 

Hs.155148 hypothetical protein FU13231 
Hs.131375 ESTs, Moderately simaar to AUiBjttJMAN! 
Hs^00922 Homo sapiens cONA FLJ10263 fis, done HE 
Hs.158423 radial spoke protein 3 
Hs.39982 ESTs 

Hs 102087 Homo sapiens cDNA:FU22845 fis. done K 

^■EST180209 liver, hepatocellular card 
Hs.179312 8mallnudearRNAacBvafingcomplfflt,po 
Hs.1 83752 mlcrosemlnoprotein. beta- 
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408813 A)580090 
414109 BE250744 
451678 AA3741B1 
419985 KG6373 
4178S9 T26453 
434334 AA912476 
448015 AI456065 
454190 AW177821 
445885 AI262584 
451800 AW977435 
456987 AI557290 
403568 

435209 AW027809 
430371 D87466 
418033 W68180 
412095 A1624707 
453619 KS7648 
431071 AA49137g 
407939 W05608 
409045 AA635062 
444575 AI264847 
408420 NM.006915 
417318 AW953937 
413382 eE090689 
406748 AW339106 
44S898 AF070823 
441817 AW969706 
450551 AJ010046 
457940 AL3601S9 
446135 AW130288 
436907 AA737171 
429399 AA452244 
448782 AIJD50295 
434404 AW445034 
428571 NM„006531 
448164 R61680 
442295 At827248 
450705 U90304 
425506 NNL003866 
423961 013666 
458986 AIB02772 
443861 AW449462 
412879 BE092219 
415250 F02614 
434627 AI221894 
443919 AI091284 
440400 AA994364 
40038S NM-020389 
411322 AW887330 
434638 H50758 
435559 AF209198 
447849 Ai538147 
448005 AW207437 
454201 AB023191 
456889 BE467912 
449486 A1552715 
421516 AI362418 
412187 AW897230 
426910 AA470023 
429673 AA884407 
400641 

430576 AA767125 
434423 NM_006769 
412104 AW205197 
441499 AW298235 
416113 A1272141 
417819 AI253112 
• 431728 NH.007351 
425025 AW953168 
421168 AF182277 
409432 D49372 
408867 AA437ig9 
439446 AI927629 
445038 AI635444 
450682 Z42993 
455107 BE154113 
458624 AI362790 
449523 NM_000579 
428784 Y12851 
453864 AW021407 
426497 AA379913 
418203 X54942 
426603 AA382291 



Hs.48295 

Hs^799 
Hs.15973 

Hs.116750 

Hs.145575 
Hs.323857 
Ks.173536 

Ks.187698 
Hs.240112 
H$.259855 
HS.S921 
HS33922 

Hs^l2679 
Hs.50094 
Hs^S 
Hs.44766 
Hs.12891 

Hs,217493 
Hs.13423 
H$.293332 
Hs.25155 
Hs.306517 
Hs.170318 
H$.131809 
Hs.16727 
Hs^039 
Hs.256578 
Hs^l 
Hs.26904 
Hs^4398 
Hs.25351 
Ks.158205 
Hs.136348 
Hs.208655 
Hs.134743 

H$.27319 
Hs.39311 
Hs.135224 
Hs.125594 
Ks^B3104 
Hs.172405 

Hs.42636 
Hs.164277 
Ks.170378 
Hs.44131 
Hs.154294 
Hs,270811 
Hs.105379 

Hs.190089 
Hs.211595 

Hs.293574 
Hs.3644 
Hs.240951 
Hs.101689 
Hs.83484 
Hs.133540 
Hs.268107 
Hs.12407 
H5.330780 
HS.S4460 
H5.656 
Hs.57873 
Hs.143917 
Hs.25320 

Hs.278639 
Hs.54443 
H5.193470 
Hs^068 

Hsw83758 ' 



RNAhsGcdSdfamOy 

gb:600943376F1 ^aH.MGCL17 Homo sapiens c 
DKFZP564D0764 protein 
ESTs. Highly similar to bA393J16.3 [Ksa 
gbAB214F6R Infant bra^n. LLNL array of 
KomosapianscDNARJ13221 fis,cio(ieNT 
ESTs 

gb:IL^0059-180899W-C05 HT0059 Homo 
ESTs 
ESTs 
ESTs 



Homo sapiens cytomegalovinis partiai fus 
K1AA0276 protein 
etongafion factor-2 kinase 
HomosapienscDNA: FU21S92 lis. dona C 
Homo sapisns, done MGCX'9084. mRNA. comp 
gb:aa65ro5.r1 NQ.CGAP.GCBI Homo sapiens 
ESTs. Weakly similar (o M9019 dynein lie 
Homo sapiens mRNA; cONA DKFZp434O05 1 5 (f 
Homo sapiens cONA HJ12935 lis, done NT 
reSnifis pigmentosa 2 Om(ed recessi 
ESTs 

gb:RC1^T072a.28O3Q&O114D8BTO720Homo 
annexinAZ 

Homo sapiens done 24468 mRNA sequence 
ESTs 

neuroepitlielia) cell Iransfonning gene 1 
Homo sapiens TRIpartite motif protein ps 
hypothetical protein FU10147 
ESTs 
ESTs 

KIAA0758 protein 
ESTs 

Probe hTg737 (polycystjc Wdnay disease, 
ESTs, Moderately similar to Z195_HUMAN Z 
Homo sapiens cONA I1J1 1469 fis, done HE 
iroquds homeobox protein 5 
basic leucine zipper nudear factor 1 (J 
osteoblasl spedfic factor 2 (fasddin 
ESTs 
ESTs 

gb:il2-BT0734-24040(MI71-804 BT0734 Homo 
ESTs 
ESTs 

ESTs. Weakly simnar to A47582 B^U gr 
ESTs. Weakly similar to T25472 hypotheti 
putative capadlative caidum channel 
celldivisk)ncycle27 
Ob7p86e06j1 Soares fetd iiver spteen 
zinc finger pratein 277 
ESTs 
ESTs 

KIAA0974protdn 
discs, large (Drosophil^ homdog 1 
ESTs 

FT005 protein 

gb:CiyiD-NN0057.1S040a^a11 NNQ057Homo 
ESTs. Moderately sintilar to AlAj1_HUMAN A 
protein tyrosine phosphdaso, non-iecept 

ESTs 

UM domain only 4 

Homo sapiens. Sintilar to RIKEH cDNA 2210 
ESTs 

SRY (sex detomMng regton YHxuc 4 
ESTs 
nuitimern 
ESTs 

cytochrome P450, subfamily HB (phenobar 
small Indudbie cytokine subfanfly A (Cy 
cri)dhdsioncyde25C 
ESTs 

dJ467Nl 1.1 protein 

Homo sapiens done 25142 mRNA sequence 
gb:PM1.HT0340-15129W)03.808 HT034O Homo 
KIAA1684 protein; likely homdog of mous 
chemoWne {C-C mofiO receptor 5 
puiinet^k: receptor P2X. Iigand^}ated to 
tiypotheOcal protein 

gb:EST92807 Skin tumor I Homo sapiens cD 
COC28 protein Mnase 2 
gb:EST9S683TestIsl HomosaptonsctMAS 
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447357 AI375922 
452631 AI188658 
405041 
405472 

5 409744 AW675258 
433B68 AA6t2960 
437119 AI379921 
455114 AW857121 
431613 AA018515 
10 434936 At2BS970 
408918 BE218603 
444106 A1123922 
416580 T61572 
430299 W28673 
15 446S59 AI335381 
418638 AW749855 
434995 AW974995 
438005 BE151746 
444755 AM31791 
20 427131 AA448460 
442039 AW276240 
448595 AB014544 
432949 AA570749 
444314 Ai140497 
25 417420 T85150 
427551 T96203 
420057 AA806899 
434950 AW974892 
425497 AA524596 
30 438214 H06076 
416100 H18700 
419537 W27493 
449432 AW451361 
454403 BE065985 
35 419179 AW275291 
436391 AJ227892 
449511 A143B187 
447499 AW262580 
407244 M10014 
40 412877 BE011168 
43S985 AA703154 
440674 BE561546 
446476 AW294072 
444100 AA383343 
45 435731 AA699581 
437105 AA744554 
406091 

4S7024 AA397S46 
404249 
50 419556 U29615 
424943 AU077260 
444229 AV646613 
404860 

432223 AA333283 
55 410467 AF102546 
420843 H96g82 
434927 H46612 
413642 BE154837 
436998 AA745625 
60 441235 A1884586 
445748 U80765 
451016 AW9655g9 
409073 AA063458 
418782 AI792648 
65 447870 BE139479 
437370 AU59567 
424765 AM28211 
407385 AA610150 
424049 AB014524 
70 425398 AU049589 
430702 US6979 
409620 AA07627B 
441675 A!914329 
430884 AF05374B 
75 445523 Z30118 
416972 68)19670 
443547 AW271273 
417583 AA66a782 
422182 ALD43892 
80 404513 

410999 AW813004 
448S06 A1S24673 
434811 AWg71205 



Hs.159367 ESTs 
Hs^7496 ESTs 



Hs.56285 HoniosaplensmRNA;cONADKFZp5B6P2321 (f 

HS.33730Q ESTs 

Hs.177043 ^STs^^_^^,o4^ 

Hs.264482 Homo sapiens ntRNA; cDNA DKFZp761A041 1 {f 

Hs.183817 ESTs 

HsJ79708 ESTs . 

Hs.138215 Homo sapiens cDNAFUIUOOfis. done HE 

Hs.79385 Human done 23574 mRNA sequence 

Hs.106747 serine carboxypeptldase 1 precursor ptot 

Hs 226376 ESTs 

Qb:QV4^0534-28129W)53KK)5 BT0534 Homo 

gb:EST3S7100 MAGE resequenoes, MAGN Homo 
gb:PM1-HT0305^6l293-003^6 HT0305 Homo 
Hs.113823 apX (casanolyiic protease X, E. cdi) 
Hsil 12017 GE36gena 
Hs.128352 ESTs 
Hs.21 572 K1AA0644 gene product 
Hs.298866 ESTs 

gb:ow76b09^1 Soares Jetaljverjspleen. 

H8.268814 ESTs 

gb7e48b07.r1 Scares Mai liver spleen 

Hs.184387 . .^g^ggg^ resequences, MAGN Homo 

gb:nh34b02^1 Na_CGAP_Pr3 Homo sapiens 
Hs.26320 TRABIO protein 
Hs^8799 ESTs ^ . . 

gb:31h10 Human retina cDNA randonily pnm 
ii- iQffiOQ ESTs 

gb:RC3-BT0319-12020(M)14^9BT0319Homo 

Hs.113009 hypolhelicd protein FU22527 

Hs,146274 ESTs ^^^^ 

Hs.296261 guanine nudeollde binding protdn (G pf 

Hs.147674 protocadherinbelaie 

Hs 191934 ESTs 

gb:601347208F1 N1H_M6C.8 Homo sapiens cD 

Hs.141376 ESTs . ^ • 

Hs^21 16 C0C14 (cell division cyde 14, S. cerevi 

Hs.186811 ESTs 

Hs.222127 ESTs 

Hs.119151 ESTs 

Hs.91 093 chitlnass 1 (diltotriosidase) 
Hs.153924 dealh-assodated protein Mnase 1 
Hs^82397 ESTs 

Hs 121001 Homosapiens.donelMAGE:34602B0.mRNA 
Hs.63931 dachshund (Drosophilajhonwiog 
Hs 42321 ESTs 

Hs'.29^15 Homo sapiens HSPC285mIWA.pafld cd^^ 

gb:PM1-HTO345-121199^1-c08 HT0345 Homo 
HS291414 EST8,Weal(lysimIlartDAUU8.HUMANALUS 
Hs,1 35570 Homo sapiens cONA: aJ21268 fe, done C 
Hs.13252 HunianESTdone22453marfnerlFanspo80n 
Hs.247324 mitodwxKlrial riboscmal pioWn S14 

gb2f71a07j1 Soawsj)lnedLj^J*3HPG 
Hs.14665 ESTs 

Hs.161492 ESTs ^«r«rvi«/fc 
Hs 161962 Homo sapiens mRNA; cDNA OKF2p547D023 (fr 
Hs.284256 hypothetical protein FU14^sliito 
Hs^72072 ESTs. WeaWy similar Id 138022 hypothec 
Hs.138380 K1AA0624 protein 
Hs.156369 hypothetical protein simHar tolenascin 
Hs.250651 H fedor 1 (complement) 
Hs.13277 hypothetical protein FU22054 
Hs.5461 ESTs . 
Hs^481 14 glial ceO derived neurotrophic fader 
Hs.293788 ESTs. Moderately similar to unnamed prrt 

gb:bb28d)Ul N1H„MGC_5 Homo sapiens cON 
Hs^767 hypoihelicaJ protein aJ12665 
Hs 191284 ESTs. WeaWy sintilar to ALULHUMAN ALU S 
Hsll80582 HomosapienscONA:FU21836fis,donBH 

gb:RCWT0186.2303004« W»02 ST0186 Homo 
Hs,38170 ESTs 
Ha.114280 ESTs 
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457065 

407945 

419865 

423596 

455607 

435667 

440196 

401213 

407291 

442490 

452943 

438138 

440283 

447039 

412777 

421424 

406673 

440555 

451516 

424690 

421046 

423604 

409029 

444206 

451838 

454784 

423673 

436671 



Al4763ie 

XB9208 

N^L007O2O 

AA32ei95 

BE141140 

AA954229 

N72847 

AA001464 
AW965078 
BE247449 



452B62 
439480 
410606 
426535 
432239 
430217 
417479 
421253 
438180 
439715 
441398 
443055 
413585 
448831 
412953 
430789 
422757 
423003 
428595 
437887 
447720 
452355 
408374 
440381 
425478 
432231 
431757 
417517 
452B37 
417426 
423739 
416847 
425876 
457411 
413136 
420313 
421751 
424827 
438331 
439275 
449272 
454352 
428758 
407242 
445326 
423778 
452607 
4231G1 
418851 
458332 
432565 
437511 
430857 



A1732892 
AV651798 
AI335773 
AW4526S0 
M34996 
D31292 
AI80Q515 
BE538355 
AA810854 
AA486565 
BE087807 
AW301017 
T63673 
AW820626 
BE003054 
AW137159 
A14180S5 
AW378065 
AIJ038511 
AW418779 
AU077012 
X81334 
N47863 
A1057D52 
Ai188102 
AA808169 
AAS24504 
AA932398 
AV653742 
A)133452 
AL080123 
Z45794 
AA632577 
AI909935 
AL120077 
AB037795 
AA811524 
A1038765 
N54926 
AW025430 
AA917808 
AB007953 
AA339977 
AA196930 
AF001176 
AL121053 
NM.O02291 
AA398155 
L43821 
AWD05887 
AW085961 
6E066941 
AB023230 
AW813731 
A1057094 
A1239495 
AF086093 
AW137656 
AW389668 
AA433988 
M18728 
AI220072 
Y09267 
A1160029 
ALD49227 
A1417828 
A1000341 
AA553477 
A1807SOO 
A1937072 
AA365649 



Hs.192480 ESTs 

Hs.606 ATPasa, Co^ transporting, dpha pdypep 

Hs.93502 UI-snRNP binding protein homolog {70kD) 

Hs.234101 ESTs, WteaWy sirroter lo CTL1 protein pi 

gb:MR0.HT0075O21299«lM07 HT0075 Homo 

H5.1140S2 ESTs 

Hs.125221 ESTs 

gbze45b01 j1 Soares reiina N2t>4KR Homo 

Hs^212 thyn^ ceceptor intoacSng protein 15 

Hs^1082 hypothetical protein FU10525 

Hs.177502 ESTs 

Hs.190489 ESTs 

Hs.282915 ESTs 

Hs.270123 ESTs 

Hs.258775 ESTs 

Hs.1 98253 msqor hislocompatibinty complex, dass 

Hs.6853 ttypotheticsi protein RJ22167 

Hs.12024 ESTs 

Hs.151777 eukaryoiic translation initiation factor 

Hs.89081 ESTs 

Hs.258901 ESTs 

Sb:QV1-BTO681-29040O-181-gO2BT0681 Homo 

Hs.146492 ESTs 
Hs.173220 ESTs 

gb:RaWT0299.19010W)12-elO ST0299 Homo 
Hs.1695 matrix metaBoprotelnase 12 (macrophage 
Hs.146151 ESTs 
Hs.161160 ESTs 
Hs.8687 ESTs 

Hs.125316 ESTs. Weakly similar to 833990 finger pr 
Hs.1 14889 ESTs 

Hs.288582 ESTs. WeaMy similar to ubiqdtousTPRm 
Hs.2936 matrix metdDoprolelnase 13 (cdlagenase 
Hs.336901 ribosomal proian S24 
H3.133554 EST8.We^sltnnartoZ195.HUMANZINC 
H5^1028 ESTs 

Hs.272151 ESTs . 
Hs.42612 ESTs, WeaWy slmil* to AlUI J^UMA^I ALU S 
Hs.292036 ESTs. Wealdy similar to B34087 hypolheti 
Hs.15536 hypothetical protein DKFZp761J139 
Hs.75431 fibrinogen, gamma polypeptide 
Hs.22182 zbK finger ptotebi 23 (KOX 16) 
Hs.238809 ESTs 

Hs.310235 ESTs, WeaWysimnar to 178885 serineflh 
Hs.65551 Homo sapiens, Similar to DMA segment. Ch 
Hs.1 22957 Icelch (DrasopliilaHila 2 (Mayven) 
Hs.185547 K!AA1374prolrin 
Hs.29253 hypothetical protein FU11896 
Hs.161304 ESTs 

Hs^9202 Gprotein^xnipled receptor 34 
Hs.1 55591 (bricheadboxFI 
Hs.190495 ESTs 
Hs.268840 ESTs 
Hs.274127 OST 11240 protein 
Hs.268526 Homo sapiens chromosome 21q22.1 arwnymou 
Hs.82238 P0P4 (processing of precurscr.S.cefBV 
Hs^534 Homo sapiens cDI^ FU12961 fis. ctone m 
Hs^2124 Iaminin.beta1 
Hs.97600 ESTs 

Hs.80251 enhancer of filamentalion 1 (casJilw do 
HS.2340S8 ESTs 

Hs.130093 ESTs 

gb:PMOflT0340^1299O02-al1 BT0340 Homo 
KIAA1013 protein 

ESTs. Moderately simDar to S65657 alpha 
Homo sapiens cONA: aJ23155 (is. done L 
ESTs 
ESTs 



Hs^Z7 
HS.1S9153 
Hs.96867 
Ks.120189 
Hs.141566 
HS.19764S 

Hs.98502 

Hs.165893 

Hs.132821 

Hs.61438 

Hs.124776 

Hs.192435 

Hs.2204gi 

Ks.152428 

HS.12S247 

Hs.55043 

Hs^78 



ESTs 

gb:RC2-ST0168^71299^1 WOS ST0168 HOllo 
hypothetical protein aJ14303 
gb;Human nonspecific crossreacSng anflg 
ESTs 

flavin oontdlnlng monooxygenase 2 
ESTs 

Homo sapiens rafWA; cDNA Dia7p564N1116(f 

ESTs 

ESTs 

ESTs 

ESTs 

Homo saptons cONA aJ132n fis. done OV 
ESTs* V^teaMy similar to PC42S9 bnfOn 
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Hs.86149 
H8.102720 
Hs.120036 
Hs.46736 
Hs.149442 
Hs.252713 
H3^4 
Hs.122897 
HS.U1883 
HS.2B8361 
HS.600S9 
Hs.111749 
H5.177723 
Hs.120777 



Hs.196080 
Hs79024 

H5.83623 



448225 AI476429 Hs.19238 
408955 BE315170 Hs.80B7 
416509 N57713 Hs.260899 
419699 AA248998 Hs.173044 
5 428976 AL037824 Hs.194695 
458925 R15891 Hs^81587 
440348 AVW15B02 Hs.47023 
436340 R42246 Hs^1606 
444190 A1878918 Hs.10526 
10 438462 A1624122 Hs,89578 
411124 AW196937 Hs.53929 
442138 AA445973 Hs.13303 
412505 AA974491 Hs51734 
418236 AW994005 Hs337634 
15 423582 BEC00831 Hs.23837 
453901 68)65902 
418565 AKD01529 
433404 132982 
409517 X90780 
20 «9871 R88518 
445641 AI245987 
449276 AW241510 
436547 AJ297351 
437n0 AA767881 
25 409054 AA062954 
442607 AA507576 
449869 W57990 
422108 AA297914 
418251 AA832123 
30 432005 AA524190 
413638 H71252 
415980 R52414 
449232 AW192780 
430882 BE174240 
35 454389 AW752571 
438089 VW53gl 
400238 
404488 

407809 AW082279 
40 412303 AW936336 
420478 AA521259 
422711 060641 
424073 U03493 
426567 AA381S79 
45 435708 AI362949 
441417 A1733297 
445117 A1208754 
447197 R36075 
434228 Z42047 
50 445527 W39694 
445280 AW055063 
420653 A1224532 
419926 AW90Q992 
447541 AKD00288 
55 424408 AI754B13 
411893 RB2845 
428192 AA424051 
435634 T82384 
437637 AJ003029 
60 438018 AK001160 
445164 AW273539 
450232 BE300815 
439699 At=086S34 
402745 

65 434008 AA740878 
439492 AF086310 
436853 BE328074 
417648 R06552 
427690 AI253134 

70 414217 A1309298 
450229 R18717 
400756 

408447 AK002089 
403388 

75 433643 AI821787 
442078 AW268583 
455885 BE066g76 
432242 AW022715 
439920 H05430 

80 432436 AW300248 
429493 AL134708 
425555 AA359291 
450101 AV649989 



ESTs 

NA6-5 protein 

ESTs. Moderately siirular to ZN91.HUMAN 2 
ESTs. Weakly similar to 138022 hypolheB 
ras homolog gene ferritly. member I 
Human (done Cr&-A4) irRNA sequence 
ESTs 

cyslane and glydne-ricli protein 2 
general transcription factor HH, pdype 
ESTs, WeaWy sinular to ALUS JWMAN ll« 
Homo sapiens cDNA: FU21784 lis. done H 
ESTs 

Homo sapiens cDNA f U1 181 2 fis. done HE 
gb:RC2-BT0318.1502004)1 1^ BT0318 Homo 
pIxjsphoinosHol 3^hosphalfrbinding prol 
ESTs 

troponin t, cardiac 
ttypotheScal protein FU23476 
ESTs 
ESTs 

leucine apper transcripBon fector-fite 
ESTs 
ESTs 

Homo sapiens cDNA: aJ22696 lis. done H 
Homo sapiens cDNA RJ 1 1478 fis. done HE 
postmelotic segregrton Increased (S. ce 
ESTs 

ESTs, Wealdy similar to EIAJLHUMAN RNA P 
gb»s121i12^1 Scares feta) liver spleen 
gb:yg80bOS.r1 Soares infant brain 1NI6 H 

ESTs . ^ 

iwterogeneous nudearribonudeoproteln 
gb:IL3^T021 3-170100^55^^02 CT0213 Homo 
nuclear receptor subfamily 1. group I. m 



Hs.244106 ^S^y^jj^,.2B,29WJ7afl11DT002lHomo 

^8apiensmRNA;d)NA0l0=Zp5B6l1S18lf 
Hs.138959 gap junction protrin, atptra 7. 45isD (con 
Hs,182962 ESTs 
Hs.75169 ESTs 
Hs.144474 ESTs 

Hs.147369 ESTs. , u..».oudu««. 

gb7h88b01.s1 Soares placenta Nb2HP Homo 
Hs 283978 Homo sapiens PR02751 raRNA. complete cds 
HS.B3286 ESTs, Weakly similar to S14747 sptilngoray 
H&306088 v-cf1c avian sarcoma virus CT10 oncogene 
Hs.88550 ESTs 
Hs.93796 DKFZP58602223 protein 
Hs.ia800 hypothetical protein FLJ202B1 
Hs,146428 collagen, type V, alpha 1 
H8573789 ESTs 
Hs>304742 ESTs 

gb7c14f05.r1 Stratagene lung (937210) H 
Hs.65792 syntrophin.gamma2 
H5.5999 hypoth^ protein FU10298 
Hs^88750 hypotheOcal protein aJ23577 
Hs 201326 ESTs 

Hs.187561 ESTs. Moderately similar to ALU1.HUMAN A 

Hs.1 12982 ESTs 
Hs.103159 ESTs 

Hs.148661 ESTs , 

gb:ylD9e12Jl Soares fetai liver spleen 

HS.2B3410 ESTs 

Hs579898 Homo sapiens cDNA: nJ23165 lis, done L 
Hs.8929 hypothetical protein FU1 1362 

Hs.45080 Homo sapiens cDNA FU11227 fis. done PL 
Hs.179586 ESTs 

Hs.262629 ESTs ^ 

gb!PM0^T034O-21129W)03K;12 BT0340Horad 

Hs.162160 ESTs,Wealdys{milartoALU4.HUMANAUJS 

HS.2B8433 neurotrimin 

Hs.181693 ESTs 

Hs.145998 ESTs . . 

HS130767 HomosapienscDNA:FU23553fis,doneL 

Hs^4385 Human hbc647 mRNA se(iuence 
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442757 
430212 
437146 
432101 
459644 
453887 
431170 
428062 
443882 
400441 
453874 
425810 
433037 
407162 
441826 
446901 
454766 
414221 



400639 

406149 

424027 

427531 

448353 

417669 

449650 

452335 

419216 

447748 

403534 

410594 

438550 

439626 

444540 

450024 

450221 

439443 

418824 

451273 

430607 

432702 

414195 

425570 

414935 

453153 

430832 

439867 

419760 

433420 

434890 

436572 

447044 

431688 

403133 

414885 

432111 

410073 



AI739528 Hs.28345 ESTs 

AA469153 9b:nq67flM.5l Na.CGAP_Pr1 Homo sapiens 

AA7309n obaiwSSros^l NCLC6AP_Ew1 Homo sapiens 

AI91B950 Hs.123642 EphAS 

8E564037 Hs^237 hypolhetical protdh 

AW971246 Hs^1022 ESTs 

AA420663 Hs.98321 hypOlheScal protein FU14103 

A1383061 Hs.47248 ESTs, Highly similar to slirflar to 0(to14 

M15S30 Hs.99879 &^ giourth factor 1 (12kO) 

AW591783 Hs,36131 collagen, iype MV, alpha 1 (unduOn) 

AI923827 Hs.31903 ESTs 

NK/L014158 Hs.279938 HSPC067 protein 

N63855 Hs.142634 ^ finger prutdn 

AW503603 Hs.129915 phosphotriesterase related 

A1347274 gbA«5d02j(1 Na_CGAP_Co16 Homo sai^ens 

AW866497 Qb:QV4-SN0024-170400-176^07 SN0024 Homo 

AW450979 gb:UU«l3^a.a-12-0-UI^1 NCLCGAP.Su 

/Vi.119471 gb:DKFZp751M141_r1 761 (synonym: hamy2) 



429525 
446565 
422386 
406667 
403378 
431369 
4385B0 
409191 
412282 
411966 
443915 
427785 
446094 
436486 
411139 
409070 
432713 
419364 



AW337575 Hs.2015gi ESTs 

AA405097 H5^7957 ESTs 

BE407125 Hs.231510 ESTs 

799898 gb:ye68g01 j1 Scares told liver spleen 

Aro55575 Hs.23838 calcium channel wllagwtependenl,L^ 

AW188944 Hs.61272 ESTs 

AU076718 Hs.164021 small inducible cytoUne subfamily B (Cy 

AI422023 Hs.161338 ESTs 

AW770778 * Hs2B1238 ESTs 

AW976002 Hs^58402 ESTs 

N22415 • Hs.189080 ESTs 

A1693927 Hs.26S165 ESTs 

AA005129 gb3h90hOar1 Soaies_fetolJiverj5p)eenu 

AA328102 Hs.24641 cytoskeleton associated protein 2 

AF086261 Hs.127892 ESTs 

AW751651 Hs.53542 choreoacanthocytosis gene; KiAA0986prot 

NM-014811 Hs.26163 KIAA0649 gene product 

AW973521 H8^47324 rnitobhondrialiQnsomd protein S14 

AW9739S3 Hs593744 ESTs 

BE263293 Hs^605 choSneigic receptor, nicotinic, alpha p 

AA359558 gb:EST68590 Fetal lung II Homo sapiens c 

C15671 gb:C15671 Oontech human aorta pdyA+mR 

N53893 Hs.24360 ESTs 

AI07391 3 Hs.100686 ESTs, Weakly sinvlar to JE0350 Antertor 

AA847510 Hs.161292 ESTs 

AA713522 Hs.87752 ESTs 

A1674093 HS.293S61 ESTs, Moderately stmHar to putative DMA 

A1867679 Hs.148410 ESTs 

AA723274 Hs^795g6 ESTs 

AFQ30107 Hs.17165 regulator of Gprotein signaling 13 

AA513906 ^»ig67oOB^l Na.CGAPjJp2 Homo saptens 

AA157531 Hs.269276 ESTs. Moderately siiralar to S656S7 alpha 
AWg72777 gb:EST384871 MAGE resequences. MAGL Homo 

AW408163 Hs.58488 catsnin (cadherkvassodated protein], a 

AI792798 Hs.12498 ESTs. We^slnto to ALU4_HUMAN ALUS 

N92S40 Hs.205353 ectonudeoside triphosphate diphosphohyd 

013757 Hs.311 phosphoribosyl pyrophosphate anrfdolransl 

AF105374 Hs.1 15830 heparan sulfate (glucosamine) 3-0-sulfot 

M31126 Hs.2726a0 pregnancy specific beta-1-gIycopfotein 9 



408444 
432128 
418027 
446060 
436198 
411987 



BE1B4455 Hs.251754 secretory leulcocyte protease bhiillor ( 

AA811262 Hs.299202 ESTs 

AVW16390 Hs,175613 homotogofXcnopusOaspin 

BE160188 gb:QVl-HT04134)1020aO59^ HT0413 Homo 

AA099113 HS.11B809 ESTs 

Z40763 Hs.135292 ESTs 

X81053 H5.18082B collagen, type IV. alpha 4 

AKD01760 Hs.13801 KIAA1685 pmtein 

AA742221 Hs.120633 ESTs 

AW819461 gb:RC5-ST0293«129M31-C03ST02S3Komo 

AA0630O3 Hs^4S60 ESTs 

AL11B623 Hs^94 PR01912 protein 

AA490866 H$:»429 ESTs 

AW961605 Ks^1145 hypolheficd protein RG083M05.2 

AW661839 Hs^53204 ESTs 

AA127221 Hs.117037 ESTs 

AB037807 Ks.83293 hypothetical protein 

Z42061 Hs^004 ESTs 

AK0O1084 Hs.333498 Homo saptenscONARJ 10222 fis. done HE 

AA375975 H5.183380 ESTs. Moderately slnto to ALU8.HUMAN A 
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443401 A1394067 
424665 AW368576 
416143 AI955650 
426261 AW242243 
414564 Ml 64603 
427897 NNL017413 
419160 AA911342 
420111 AA255652 
442879 AF032922 
430486 BE062109 
453823 AL137967 
432074 AA525248 
431848 A!37aB57 
447072 D61594 
409723 AW885757 
425627 AF019612 
435090 BE217923 
449369 AA001256 
425514 AF112345 
4S5821 BE143341 
427224 AL135554 
432284 AAS32Ba7 
403467 

436032 AA150797 
404356 

434205 AF119861 
405257 
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R74441 
432985 T92363 
417849 AW239285 
431277 AA50180B 
454056 A1368B36 
401694 

423531 AW752782 
431364 AW971382 
445908 R13580 
448390 AL03S414 
449939 T86420 
455678 BE06e007 
404555 

418166 BE541042 
419981 AAB975B1 
449581 AI989517 
419229 A1827237 
403691 

423728 AW891294 
443479 AF027219 
425329 A1961644 
453345 AA302B62 
424335 AW021508 
451072 AA013451 
417845 AU17461 
411571 AM22393 



Hs.160159 ESTs 

HS.139B51 caveonn2 

Hs.79033 glulaminyHjeptide cydotransferase (glu 

HS-16B670 peroxisomal famesytetedpfolem 

Hs,71994 ESTs. Weakly similar to 138022 hypolheH 

HS.3030B4 apelin; peptide ngand for APJ receptor 

H5.35524 KIAA1559 protein 

gb2s21h11.r1 Na^CGAP.GCBI Homosapiens 

Hs.8813 synlaxin binding protein 3 

Hs.241551 chloride charnel. calcium activated, (am 

0b:DKFZp761O2315j1 761 (synonym: hamy2) 

HS.U9723 ESTs 

HS.12B758 ESTs.HighlysimilarloAF1752B31zlnc 
Hs.17279 tytosylproleinsulfotransferasel 

Hs.257852 ESTs . , . «a 

Hs.297007 membrane-bound transcnption (actor prot 

HS.149S95 ESTs 
Hs.27260 ESTs 
Hs.158237 integrin. alpha 10 

gb:MRO-HT0l62-191O994)02-dO4 HT0162 Homo 
Hs.101937 sine ocuris homeobox (Drosophila) homoto 
H&10S822 ESTs 

Hs.109276 latexin protein 

Hs^3032 tiypolhetica! protein PRO2015 

Hs-1 17176 poly(A)-blnding protein, nudear 1 

Hs.178703 ESTs 

Hs.82359 himornecrosis factor receptor supertaml 

t^i^f ESTs.WeaklyslmDaftol38022liypotheB 

Hs.129750 hypottvetlcal protein FU10546 

Hs 29401 6 ESTs, Moderately similar to B34087 !\ypol 

Hs^l3436 Homo sapiens done 24425 mRNA sequence 

Hs.21068 hypoftietical protein 

^^^^ gteRC3.BT0319-120200*14409BT(O19Homo 

Hs.23240 Homo sapiens cONA: FU21848 fe. done H 

Hs.128773 ESTs 

Hs.181605 ESTs 

Hs^82BB4 ESTs 



432374 
400241 
408908 
409564 
411151 
446009 
456855 
416441 
414891 
430172 
422109 
422985 
448552 
422373 
450726 
438379 
412608 
451270 
412140 
415992 
415533 
437132 
415304 
450152 
421147 
421413 
451750 
417924 



W68815 



BE296227 
AAD45857 
AW866497 
AI989885 
AF035528 
BE407197 
R27124 
AA468591 
S73265 
AU076411 
AW973653 
AiaX)1843 
AW204600 
N23018 
AA247995 
AW341392 
AA219691 
C05837 
T74009 
AU)49353 
T66079 
A1138635 
ASN592167 
AI826128 
AA2B0851 
AU077231 



Hs,1 321 36 solute carrier family 4. sodium hhabon 

Hs,9443 zinc finger piotBin 202 

Hs.145444 Homo sapiens cDNA FLJ11494 lis. done HE 

Hs.90063 neurocalctn delta 

Hs.28170 ESTs 

Sf H^osaplensmRNA:cDNADKFZpS86F1822(f 

Hs.7081 1 hypothetical protein FU2051 6 

Hs.146123 poly(A) polymerase gamma 

Hs.301885 Homo sa|MenscDNAFU11346fls, done PL 

Hs.250822 serine/threonine Wnase 15 

Hs.54943 fracture callus 1 (rat) hom^ 

gb:QV4.SN0024-170400-17&<07 SN0024 Homo 

Hs.231926 ESTs . . ^ 

Hs.153863 MAD {mothers against decapentaptegic, ur 

gb:601301552F1 NIH_MGC„21 Homo sapiens c 
Homo sapiens cDNA FU11949 lis, done HE 
ESTs 



Hs^54 
KS.161B89 
Hs.1473 
Hs.1602 
Hs^104 
Hs.115700 
Hs.250505 
Hs.171391 
Hs.44898 
HS.23S795 
H8.73625 
Hs.145807 
Hs^8738 
H3.297268 
Hs.12799 
Hs.22968 
Hs^3299 
Hs.57637 
Hs^30 
Hs^2 



dihydropyrimkline dehydrogenase 

hypothetical protein FU00052 

Homo sapiens cDNA: FU23515 lis, done L 

retinoic add receptor, alpha 

^terminal binding protein 2 

Homo saptens done TCCCTAflOISI mRNAsequ 

ESTs 

RAB6 Interading, Idnesln^ike (rabkmes 

hypotheticai protein FU13593 

ESTs. Weakly similar to ALU7J1UMAN All) S 

ESTs 
ESTs 

Homo sapiens done IMA6E:451939. mRNA sa 
ESTs 

ESTs. Weakly sfannar to A49364 59 prota 
ESTs 

cyc&n Dl (PRAD1: parathyroid adenomatos 
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406945 
452449 
436009 
418637 
4204S5 
449203 
437751 
428412 
425707 
441967 
403317 
406018 
410566 
416747 
431229 
435148 
438349 
446895 
448582 
442762 
442738 
451874 
448076 
443484 
430686 
446100 
407624 
43S079 
428923 
422496 
413385 
408418 
446733 
427434 
428822 
459325 
416996 
425638 
408000 
418894 
424687 
437378 
454100 
452786 
437311 
400631 
440028 
426490 
424103 
407995 
449911 
449509 
452762 
422839 
435040 
401200 
416246 
442262 
449754 
453908 
446965 
412798 
416085 
418378 



K01383 Hs.173451 imtaltoQuonein 1A(ltmc6Q^ 

AW068658 Hs.20943 ESTs 

H57130 Hs.120925 ESTs 

T86737 Hs.193536 ESTs 

AI338247 Hs383t4 Homo sapiens mRNA; cDNA OKFZp586U)120 (f 

A1634578 H$^2121 ESTs 

AA767373 Hs.35669 ESTs. Moderaldy slmflar to ALULHUMAN A 

AA428240 Ks.126083 ESTs 

AF115402 Hs.11713 E74-like factor 5 (ets domain transcript 

AA972742 Hs209766 ESTs 

U02687 HS.38S fms-related tyrosine Unase 3 



422411 
410888 



442992 
407021 
436938 
433194 
454790 
431130 
434739 
406468 
457023 
416226 
422306 
432810 
412894 
430602 
438981 



AA373210 
AW876523 
AA496479 
AI918049 
A)445255 
AA166655 
AI538880 
AF035119 
AW002370 
AW963137 
AJ133123 
Ai091458 
NM>001942 
AW967109 
AW157431 
AA664192 
BE047698 
AA311301 
M34455 
AW983897 
AA863360 
BE538374 
W28418 
AW086389 
W91892 
NM_012337 
LI 1690 
W73921 
J05070 
Alig8823 
AI693231 
R61362 
AA37004t 
AF173937 
AW473675 
N^A_001621 
NM^001918 
AI094748 
AI262106 
AA001615 
AV\^01435 
AI674784 
AI932350 

H99169 
BE170551 
K00820 
AW613920 
BE242873 
AW998657 
H18072 
AW962081 
BE179408 
AW749443 
AW861207 
A1610818 
Ai914689 
U52077 
AW139680 
AB040883 
AW820852 
NliiLOOeiOS 
AA804487 



Homo sajaens cDNA aJ13585 fls. done PL 
hypottietical proton aJ12910 
ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

deleted In liver cancer 1 

ESTs. Weakly sbrflar to NPNLHUMAN NUCLEO 
ESTs. Moderately similar to ALUI.HUMAN A 
adenytalB cyclase 9 
ESTs 

desmoglein 1 

hypotheticai proteto dJ462023.2 
ESTs 

gb:acOSb03.s1 Str«tagene lung (937210) H 

ESTs 
ESTs 

indoleamlneiiyrroto 2.3 dtoxygenase 
KIAA1435 protein 

ESTs, Weakly similai to fatty acid omega 
hypothetical prot^ MGCS3Q6 
potassium voUag&gated channel islwel 
ESTs 
ESTs 

HS.1S8450 nasopharyngeal epithelium specific prote 
Hs.520 twitous pempWgold antigen 1 (230/240kD) 
Hs.50743 ESTs 

H5.151738 maWx melailoprotelnase 9 (gelalinase B 
Hs.160473 ESTs 

Hs.126043 <*romoscme 21 open reading trame 51 
Hs.106642 ESTs, WeaWy similar lo T09052 hypotheti 
Ks.9456 SWI/SNF related, matrix associated, act) 
Hs.1 09494 secreted protein of unknown function 
HS.12S843 ESTs» Weakly similar to T17227 tiypoiheH 
HS.1700B7 arylhydfocaibon receptor 
H3.139410 dihydrofipoamidebiandied chain transacy 
Hs.1001 34 hypothetical protein FU12787 
Hs.12653 ESTs 
Hs.84561 ESTs 

H5.278582 wJd murine thymoma virri oncogene homo 
Hs.298908 ESTs 
HSJ52825 ESTs 



Hs.43047 
Hs.15929 
HS.2S9929 
Hs.124961 
Hs.1 15315 
Hs.282803 
Hs^B12 
Hs.8700 
Hs.131055 
Hs.194233 
Hs.20196 
HS.1345S9 
Ks.2633 
Hs.13804 
Hs^4B941 

H3.188785 
HS.27B827 
Hs.840 
Hs.44743 
Hs.26040 
Hs.301732 
Hs.30715 
Hs.282184 



Hs,23450 

Hs.8700 

Hs^77 

Hs.282178 

Hs.16677 

Hs.1 19120 

HSJ92576 



HS72511 

Hs.7110 
Hs.13297 

Hs.161393 
HS33243 

Hs^19 
Hs.144130 



mitochondrial rilxBomal protein S2S 

deleted in Ihffir cancer 1 

ESTs, Weakly similar to B34087 hypotheS 

ESTs 

WD repeat domain 15 

E3ubiquninligaseSMURF1 

ESTs 

gb£ST3741S4 MAGE resequences. MAGG Homo 
gl):ILSHT061M80500.125*07 HT061B Homo 
ESTs 

^:RC1-aO302-12020O4)1M04 GT0302 Homo 

ESTs 

ESTs 

gb:Human maitnerl transposase gene, comp 
ESTs 

KIAA1450 protein 

gb:RC2^TO3OM2O200^1 1-112 ST0301 Homo 
epidktymb^pedBc whey^cidto piotein 
ESTs 



AA001732 

N55342 

BE044325 

AA863400 

R09778 

013752 

AA740891 



Hs.173233 hypotheUcal protein FU10970 

Hs^2 ESTs 

Hs.227280 U6snRNA45SoeiatedSm^ protein 

Hs.23054 ESTs 

Hs.186510 ESTs 

HS.1849Z7 cytochrome P4S0,s(AfamilyXIB (steroid 

HsJ»3316 ESTs 
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452501 AB037791 
449838 AB0206S3 
447160 AA330310 
422156 N34524 
5 440137 AAB66199 
423998 H2913B 
436471 AA719813 
414680 AA743331 
426782 R146U 
10 43W27 AB023197 
411562 AU)50201 
413252 BE074910 
427115 AW972853 
444610 A1174783 
15 400451 

435255 W87434 
450159 A1702416 
418375 NM_003081 
442835 A1021989 
20 400196 

415734 NM_014747 
415189 L34657 
438940 AF075045 
425349 AA425234 
25 44B515 H6B441 
410557 AA085803 
442562 BE379584 
413488 BE144017 
419088 AI538323 
30 447373 AI381922 
457465 AW301344 
413918 AW015898 
402820 

424872 AA347923 
35 428552 AW274560 
435454 BE548300 
449008 AW578003 
420838 AW116210 
428231 U17989 
40 434933 R91095 
444870 A)200621 
425354 U62027 
429183 AB014604 
439155 K8t076 
45 442787 W93048 
429864 AA460039 
438563 AA810665 
437140 AA31279g 
421991 NML014918 
50 446534 A1307356 
407881 AW072003 
444838 AV651680 
402318 

410878 AW809201 
55 414494 AA768491 
421306 AA806207 
427027 AI924294 
429088 D61542 
429859 NM.007050 
60 428060 AA420616 
419953 BE267154 
443718 A1083580 
444187 AW138468 
428048 AA70574S 
65 420195 N44348 

417404 N!yL007350 
442833 AA32B153 
430335 D80007 
414618 AI204600 
70 434029 AA621763 
410945 AW811552 
421247 BE391727 
433374 AI821409 
445644 R77766 
75 450271 A1S939Q0 
448084 AM67B00 
407864 AF069291 
430998 AF128847 
435542 AA6S7376 
80 443544 A1076315 
421103 AI625835 
405759 

446242 N66336 



Hs 2971 6 hypolhetica! proleb FU10980 
Hsl24024 KIAA0846 protein 
Hs.24181 ESTs . . 

gb:yy56d10j1 Soares_muItiple_sdeTOSis. 

Hs.171397 ESTs 

Hs.1571 13 coenzyme Q, 7 (rat, yeasQ honwlog 

H8.117e62 ESTs 

HsOT572 hemogloWn, 2 

Hs.191254 ESTs 

Hs.227743 K1AA0980 protein 

Hs.70769 hypolhefical protein DKFZp586E1923 

9b«C5'BT0580.170300^1-F12 BTO580 Homo 

Hs«1 12237 ESTs 

gb:HA2501 Human fetal liver cONA library 

Hs 106015 ESTs. Moderately similar to ALU1.HUMAN A 

Hs'.200771 ESTs. Moderately stmiTar to A OiahM 

Hs.84389 synap*DSoni*asso(jiated protem, mo 

Hs.131903 ESTs 



HSJ8748 l<tAAD237 gene product 

Hs.78146 liaWeltendoWal ceil adhesion molec 

Hs.271609 ESTs , a,.k r 

Hs 79886 ribose 5i)hosphate bomerase A (nbose 5 

Hs.13528 liypolhellcal protein FU14054 

Hs.192997 ESTs,Moderatelyslmilariol78885senn 

Hs.52620 integrin.betaO 

HS.1587B1 ESTs 

H8.122908 DNA repfication factor 

Hs.71245 ESTs 

Qb:EST54302 Fetal heart II Homo sapiens 

l^!l9MM ESTs. ModeratelyslmilartoKIAA0961 pro 

Hs.22826 trDpomoduGn3(ubiquHous} 

Hs^244 ESTs 

Hs.1 83105 nuctear autoanHgen 

Hs.4276 K1AA1701 protein 

Hs.148504 ESTs 

Hs.155935 comptemenl component Safeceplon 

Hs.197955 KIAA0704 protein 

Hs.269001 ESTs 

Hs.250723 hypoihelica! prol^ MGCZ747 
Hs.286 ribosomaIprotHnL4 . 
Hs.134746 ESTs.WeakJyslmaartoA46010X*fted 
Hs.283689 acBvatorofCREMHitesfe 
Hs.110488 KIAA0990 protein 
Hs.175225 ESTs , 
H8.40g68 heparan sulfate (fiIuco8amine)3.0-siilfol 

Hs.208558 ESTs 

HS314248 ESTs.WeakIyslrrflartoAUI4.HUMANAiaJS 
Hs.6783 hypothefical protein FU22724 

Hs,125889 ESTs «.w-aMfW 

Hs.173259 uncharacterized bone marrow protein BMW 

Hs.227716 KIAA0934 protein 

HS.22S952 protein tyrosine phosphdase. receptor \ 

Hs.249483 ESTs 

Hs.125752 ESTs 

H3.221373 ESTs 

HS.1S1274 ^^4^j,^^^^soaresJeteLheart.NbHH19W 

Hs.26243 Homo sapiens cONA FU11 177 fe^«« PL 

Hs 82101 ptakslrin homdofly-likB domain, family 

Hs.88201 ESTs.WedklyslmilartoAChalnA.Qysl 

Hsi39499 KIAA0185 protein 

HS5697B hypothetic^ protein MGC10764 
Ife170434 Hwno sapiens cDNAFU14242fe. done OV 
HS.170434 ^2^Qi4^,299^i74,ioST0145Homo 
Hs.1 02910 general transcription factor UH, polype 
Hs 332789 EST 

Hs.271593 ESTs.Moderrfe!ysinMlartoA47582B^ 

tte.271^ ESTs, WeaMy similar to 08022 hypofteli 

Hs.40539 chromosome 8 open reading frame 1 

HsJZ04038 Indolethylamine N^nelhyllransferase 

Hs.269533 ESTs 

Hs 16^9 ESTs 

Hs!27104 HomosaplensmfViA;cDf^DKFZp6670226(fr 



Hs-7380 ESTs 
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457938 AI373838 Hs.133900 ESTs Z1 

433017 Y15067 HsOT914 zinc finger protein 232 2.1 

436729 B£621807 K3.3337 tFansmefAbrane48Uperfamilyfnernber1 Z1 

_ 432839 AA579455 Hs.4S207 hypolhsficd protein WAAI 335 Zl 

D 439224 AW471088 Ks.145950 EST8.Higtiiy similar to T08692hypolheti Zl 

410976 R36207 H&25092 hypoiheSeal protein MGC10744 Zl 

454574 AW809109 gtKMR4^T0117-O701 00027^ ST0117 Homo Zl 

411020 Nh4_006770 Hs.67726 macrophage receptor with collagenous 8tr Zl 

452279 AA2B6B44 Hs.61260 hypothetical protein FU13164 Zl 

LO 446891 AL038877 Ks.28287B ESTs Zl 

434294 AJ271379 Hs.76194 iftxsoma) protein S5 Zl 

449057 AB0377e4 Hs^l KiAA1383 protein Zl 

432769 AA620814 Hs.1449S9 ESTs Zl 

441224 AUa76964 Hs,7753 calumenin Zl 

L5 407891 AA486620 HS.4113S endomxin-2 Zl 

429017 AA463605 Hs.66295 mulI^POZ-domalivcontalning protein Zl 

406817 AI938028 gbnivo47809j(1 NCLCGAP.G3s4 Homo sapiens Zl 

430566 AA481282 Hs.19014g ESTs Zl 

_ _ 449208 AW263635 Ks.48643 ESTs Zl 

10 451397 AA017432 Ks.84529 ESTs, Weakly similar to Z202.HUMAN ZINC Zl 

452042 H38857 Hs^43901 Homo sapiens cDNAaJ20736 lis. done HE Zl 

444779 A1192105 Hs.147170 ESTs ZO 

433672 BE281165 Hs.288038 TLS^iSodaled serin&«glnine protein 1 2.0 

415954 AA171B50 Hs.42251 ESTs ZO 

25 420273 A1652864 Hs.197257 ESTs ZO 

411354 AW992424 Hs.288141 hypotheGcal protein MGC31 56 ZO 

422389 AF240635 Hs.1 15697 protocadherin 12 ZO 

446994 AV650435 Hs.16755 MBIP protein ZO 

... 417793 AW405434 Hs.82575 smaDntxdearrltKinudeoproteinpolypept ZO 

30 422654 AA314316 Hs.l63725 ESTs 2.0 

425999 AW513051 Hs.332981 ESTs. W^y Similar to 138022 tiypotheO ZO 

405634 ZO 

451562 H041S0 Hs.1077QB ESTe ZO 

431958 X63629 Hs.2877 cadlierln3,typa1.P^hertn(plaoenta ZO 

35 422096 AI868872 Hs.282804 hypothetical protein FU22704 ZO 

442010 AI0326B0 Hs.132213 ESTs ZO 

442991 BE2ai238 Hs.8886 hypothetical protein FU20424 ZO 

425312 AA354940 Ks.145958 ESTs ZO 

415191 AA190381 Hs.120810 ESTs ZO 

4U 4164C6 086961 Hs.79299 npomaHMGIChJStonpartner<IikB2 ZO 

425316 AA354977 Hs.191565 ESTs,Moder8letysini1artoT14342NSD1 ZO 

413753 U17760 Ks.75517 laminin. beta3(nlcein(125kO), kdinin ZO 

452241 AL050204 Hs^O Homo sapiens mRNA;cONADKFZp586F1 223 (f ZO 

433571 AA765256 Hs.13S191 ESTs. Weakly similar to unnamed protein ZO 

45 417094 NM_006895 Hs.8llB2 histamine N-methyltransferase ZO 

409190 AU076536 Hs.50984 sarooma ampGlied sequence ZO 

413783 AA314337 HS.301&17 nlxsomal protein S7 ZO 

423867 AA331886 gb:EST35757 Embryo. 8 week 1 Homo saplen ZO 

429418 AI381028 Hs.118769 ESTs ZO 

50 445829 Ai452457 Hs.145526 ESTs ZO 

452366 AiC000464 Hs^276 hypothetical protein FU20457 ZO 

425704 U79293 Ks.159264 Human done 23948 mRNA sequence ZO 

446593 W79S72 Hs.13277 hypothetical protein FU22054 ZO 

400462 ZO 

55 422003 AA361760 Hs,296326 ESTs ZO 

444585 AW170015 Hs.6594 ESTs ZO 

444898 AI201548 Ks.308338 ESTs ZO 

403525 ZO 

443031 AW134696 Hs.49418 ESTs ZO 

60 430818 At311928 gb»io89h04jt1 Na_CGAP_Kld5 Homo sapiens ZO 

423690 AA329648 HsJi3804 ESTs, Weakly stmHar to PN0099son3prol ZO 

440941 BE268362 Hs.7535 COBW-like protein ZO 

409627 AW997628 Hs.313637 ESTs ZO 

433258 AI806626 Hs.2073Q0 ESTs. WeaMy similar to ALUS JIUMANtUI ZO 

65 412863 AA121673 H$.59757 zfaic finger protein 281 ZO 

436476 AA326108 Hs.33829 bHLH protein 0EC2 ZO 

430259 BE550182 Hs.127826 RalGEF^ike protein 3, mouse homolog ZO 

417280 AW173116 H3.262206 ESTs ZO 

_^ 423528 AB011137 Ks.300938 KIAA0565 gene product ZO 

70 424800 ALD35588 Hs.153203 MyoDiarriDy inhibitor ZO 
446019 AI362520 Hs.27g789 l^nadeacetytaseS ZO 
43S472 AW972330 Hs.283022 triggering receptor expressed on myetoid ZO 
424882 AI379481 Hs.l53838 Car upstream elamsnt (FUSE) binding prot ZO 
430473 AW130690 KsJ9962 ESTs ZO 

75 431363 mm Hs^6G902 ReiiotiDphtn5(neurotnphln4/9 ZO 
438118 AW7S3311 H&259415 ESTs ZO 
400859 ZO 
405829 ZO 
415258 AW752247 Hs.293853 ESTs ZO 

oO 420314 K81671 Ks.320921 ESTs. WesMy similar to T22688hypotheQ ZO 

437733 AI792574 Hs.122875 ESTs ZO 
452019 AL157503 Hs^SS2 Homo sapiens mRKA;cONADKFZp586N2424(f ZO 
453118 AW195849 Hs^57 ESTs ZO 



358 



wo 03/042661 



PCT/US02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 



430706 N^/L003540 
420568 F09247 
452759 AW590773 
406496 AI683802 
420674 NM_000055 
410358 AWg75168 
450088 AW016343 
410853 H04588 
438607 AW080237 
422232 D43945 
432801 NM.016260 
402490 

446551 A1308176 
438315 R56795 
445261 T79759 
401986 

420335 AA25B771 
424698 AA164366 
435413 A1267476 
458175 AW296024 
458433 AL135352 
417494 A1369494 
416045 H15990 
424181 AL039482 
445873 AA250970 
411578 AW238524 
453116 A1276680 
425692 D90041 
435608 AW183971 
402102 

458308 At828155 
438177 B£327015 
416205 H71616 
427244 AA402400 
441384 AA447849 
438979 AW976218 



Hs.247816 Whbtonefamity.mejrberC 

Hs.247735 prolocadherin alpha 10 

Hs.258996 ESTs 

Hs.136182 ESTs 

Hs.1327 butyfylchofinesterase 

H5.13337 ESTs. WeaKIy similar to unnamed protein 

Hsl233301 ESTs 

Hs.30469 ESTs 

Hs,2528B4 ESTs 

Hs.113274 IranscriptionfactorEC 

Hs.278963 zinc finger DMA binding protein Helios 

Hs,65636 ESTs 
Hs.82419 ESTs 

Hs^2939 ESTs.WeaWy^lartol38022hypo0ieti 

Hs.43616 Homo sajtois mRNA for FIJ00029 protein, 

Hs.151973 hypolhelicd protein FU2351 1 

Hs.46669 ESTs 

Ha 150434 ESTs 

Hs.255883 ESTs. Weakly similar to 138022 hypottieB 

Hs.222137 ESTs 

tte"l4K17 H^osaplensmRNA;cONADKFZp434P0810(f 

Hs.251946 poMA)-blndingproleln, cytoplasmic 1-1 

ib:xpZ7c05j(1NCLCGAPJ1N10Homo6apiens 

Hs.146086 ESTs ...... 

H5,155956 N-acelyltranslerase1(aivtemmBN-aoety 

Hs.250896 ESTs 

Hs.211055 ESTs 

Hs.281391 ESTs 

H5.135233 ESTs 

Hs.178045 ESTs . „ 

Hs.288660 Homo sapiens cONA:FU22182 lis, done H 

Hs.32565 ESTs 



4059% 
407407 
427739 
433584 
448956 
439474 
421755 
454565 
418836 
453108 
447101 
408873 
426226 
401157 
407721 
425646 
408964 
419839 
402855 
443644 
445672 
432343 
411941 
430664 
402B12 
457434 
448133 
402048 
423347 
423957 
433347 
437373 
439217 
446609 



AF050198 
AW196755 
AW295399 
AK001674 
A)824060 
AW169454 
AW807605 
AI655499 
A1311457 
N72185 
AL046017 
AA76g045 



Hs^lOS 

HSJ22630 
HS511501 
Hs.207422 

Hs.161712 
Hs.g9472 
Hs.44169 
Hs.182278 



NYD'SP14 protein ^ 

gb:U!-H^I2-ahv-lv03^ls1 Na_CGAP> 
oofactor required for Spl transcriptiona 
ESTs 

ESTs, WeaWy similar to S71949 metallopr 
gb:MR4-ST009a.12010a001-W6 ST0098 Homo 
ESTs 
ESTs 
ESTs 

calmodulin 2 (phosphoiylaseldnase.delt 
gb:oa80h07Al Na.CGAP.GCB1 Homo sapiens 

Y12735 HsJ8018 dud-specifidtytyrosine^Y)-phoBgra^ 

AW157044 Hs.158512 cycfinHlependenlWnasftTtke2(COC2-cel 

AF201468 Hs.49349 beta^te APP^earfng ergme 

U24577 Hs.93304 phosphQlipaseA2. group Vn{platetet«c 

A10804gi Hs.93270 ESTs. Moderately similar to S656S7 alpha 

AI907438 Hs.282862 ESTs 

m QQ2960 Hs.2961 SlOO caldum*lndlng protein A3 ^ ^ . ^. 

Si ESTs.WeddyslrrtotoFATDROMECADHER 

AW969834 Hs.303303 ESTs 

AW628192 HS.1B851 hypothetical protein FU10875 
AA723157 Hs.73769 Hale receptor 1 (aduN) 

A1660412 Hs.234557 ESTs „ i««A9fl» rten«PL 

AWg78309 Hs.136235 Homo sapiens cDfWFU1M42^. done P^^ 

;^P(j23i30 ^:Hcmo8aptensRas.GRF2mRNA.paiWlc 

H67505 Hs.191979 K1AA1733 protein 

B^M90 Hs.15535 Hon» sapiens clone 24582 mRNA sequence 
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408690 107490 1 AW884542AA0S6^AW882724 . 

409029 10954^1 BE087807 AW301579 

409073 109851 1 AA063458 AA063018AI444822 

409519 11372^_1 AA075368 AA07S389 

409695 114876 1 AA296961 AA296889 AA076945 AA077528 AAD77497 

410008 116812[l AA079552BEU2525BE142527 

410615 1212203 1 AW772721 AW873372K89212 

410672 1214882ll AW794600AW794730 

410785 iaiO»Zl Avl^mi AV^65AW803403AVV803466 AW803402 AVV803413 AW803268AVV^ 

41W01 1^"l JlII^^S5«1^AVrei0170AW809884AWB09664AW8^ 

AW810006 AW809672 AW809894 AW810552 AW810345 AW810432 AW8099S0 

410934 1227240 1 AW811lt4AW811095AW81l0B7AW811124AW8l1054AW811094AW81l157 

410945 1227560 AW8115S2 AW81 1470 AW81 1 523 AW81 1482 AW81 151 4 AW811 456 AW81 1525 

41?^ S'l JZ3S2BE?4^™ BE061582 

411018 1229132ll AW81 3428 AW81 3444 AW81 3367 AWB1 3368 AW81 3429 AW81 3424 

411139 1233781 1 AW81 9461 AW819478AW819479AW819559AW81 9505 

AW848905AW848214 

411514 1248638 1 AW850178AWB50233AW850445AW850446 

411578 125013 1 AW238524 AA0940S9 RS9022 

411745 1256160 1 AW867826AW859896 

411880 1263110 1 AW872477BE088101T05990 

411905 1265181 1 BE265067 BE264978 AW875420 

412167 1280605 1 AW897230AW897252AW897244AWB97231 AW897263 ^ 

412209 1283610"! AW901456AW901450AW901441 

412248 1285000''1 BE176480AW903298AW903313 

412282 1287679"l BE1 60188 AW935785 BE160401 BE160319 BE160313 BE160395 

412303 1288130 1 AW936338AW936339 

412566 1305469 1 AW952574 BE073261 

412877 1333953"! BE01 11 68 BE006371 BE01 1172 BEOl 1313 BE01 1166 

412879 13342721! BE092219 BE092361 BE006789 

413087 1348720J BE064655 BE! 53953 

413138 1350379 1 BE066941 BE06691 1 BE066979 BE066929 BE086925 

413252 1355877"l BE074910 BE074913 BE074911 BE074903 BE074892 BE074935 

413382 1365954"l BE090689 BE090685 BE090697 BE090680 BE090691 BE090698 BE090698 BE090686 

413488 1373234"l BE144017 BE185527 BE144023 

413499 1373910J BE144884 H97942 

413618 1380384.1 BE! 54078 BE1 54006 BE1 53891 BE 153523 BE1 53983 

413875 1396766J BE176776 HB5072 

IIS2? U»mV S79M!^AA136656 AW4193B! AAg84358AM92073 BE1 68945 AAB09054AW238038 BE011212 BEOl 1359 BEOl 1367 BE011368 

BEOl 1362 BE01121S BE011365 BE011363 

414605 1465790_-1 BE39O440 

414935 1509157 1 C15671 C15333 C15833 081433 C14657 C14811 

415236 1531080J R41400 H06659 Z38637F02023T16516 

415635 1540853.1 F13168R21289T77628 

415747 155189.1 AA381209AA381245AA167683 

415980 1554218 1 RS2414 R61681 H12009 T74429 

416288 1585983 1 H51299 H44619H46391 R86024H51892T72744 

416337 1SB9299J H48713H83057 H48694H65247 

416441 159480 1 BE4071 97 AA1 62474 AA18036SBEZ75628BE276131 

416548 1600181 1 H62953 H76608 N72413 

416624 1604694J H69044 T47567 H75691 T50292 

4irai3 IWOOM^ AWW4714S^^^ 

416972 163668'l BE019670AA191284AA1912S5 

417561 168747~2 AWg74345BE145400T97086AAS39076 

• 417648 1691070 1 RD6552T98955 R08656 

417669 1692157 1 T99898 T92080 T91447 R07806 R07779 

417859 1703724J T26453 Z44225 R2042S 

418378 174656 ! AW962081 AA2 18925 AA354237 

418636 \m02J AW749855AA225995AW750208AW750206 

419546 185765 1 AA244199AA244272H57440 

419637 186639"! W27493AA248063AA249685AA4a679 

419807 188252Z! R77402 AA262462 AA250988 R06794 

420111 190755 1 AA2556S2 AA260911 AW967920 AA2626&4 

420621 195113 t AA278808 BE0B2O76BE081812 BE081S81 

420637 195241 1 AW976153AA278945AA747691 

421065 198936 1 AA329711 AA287436AA283148 

^ S\ SSAvSSS203S«AV«2a70AV«65323 

A1334966 W32951 K62656 H53902 RS8904 AW835732 

422342 215495.1 AA309272AA309312AW961837 

^ nTf] SSiS2?K^9l^i"^^^^ 

AA319642AW853758H56414 

423121 225175.1 AW864848AA322213AA322209 AW961624 
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423377 
423532 
423735 
423841 
423857 
424872 
42S201 
425497 
425570 
426226 
426497 



427551 

428048 

428679 

430212 

430818 

430844 

430933 

431071 

431189 

431322 

431595 

431688 

432111 

432189 

432222 

432779 

432803 

432869 

433347 

433492 



433644 
433687 
434138 
434374 
434613 



434950 
434995 
435079 
435463 
435634 
436532 
437146 



22769J 

229362^1 

231498J 

232507.1 

23273^,1 

244505_1 

247933,1 

252499,1 

253248,1 

262918,1 

268121_1 

269B25_1 

280163,1 

286394.1 

294049,1 

314437J 

324239.1 

324570J 

325757,1 

327550,1 

328799,1 

331543.1 

335512,1 

336609,1 

341618,1 

342819.1 

343347.1 

354024.1 

354257,1 

355475J 

38388.1 

367934.1 

370400,1 

371919,1 

373061,1 

38057^.1 

384889.1 

389550,1 

38990J 

396061,1 

397210,1 

399783.1 

405582,1 

409239,1 

421802,1 

43371,1 




50 

55 

60 

65 

70 

75 

80 



438005 

438458 

438909 

438993 

440320 

440674 

443813 

443657 

444314 

444610 

444910 

446096 

446901 

447197 

448404 

449540 

450024 

4504SB 

450522 

451024 

451487 

452453 

452542 

453823 

453901 

454190 

454193 



447553,1 

457837_1 

46684J 

467651,1 

491930,1 

49997J 

575391,1 

576685,1 
600667,1 
612257.1 
624951,1 
661959,1 
697809,1 
711623,1 
761515,1 
80945J 
82296.1 
83586,1 
837264,1 
85565,1 
87131,1 
918300.1 
921410.1 
982526,1 
986414,1 
1049996.1 
1050256.1 



SE^S50iffiTOr9V^^^^ 

AA330259AA561806AA502431 AW974633 AA649496 
AW753967 AA370795 AA331630 AW962550 
AA331886 AW962659 AW962656 T89841 
AA347923 AA347928 AW961768 
AA3521 1 1 AW962247 AA429595 
AA524596 AA358494 AA513507 
AA359558 AA359819 AW9&3122 
AA769045 AA372590 AVW63633 
AA379913 AA379981 AW963523 
AA382291 AA994657 
T96203AA405343 T96121 
AA705746 AA420850 AA420433 
AA431765AA432015 
AA469153A171B503AA469225 

AI311928 AA936030 T51931 AAfi09816 AA487195 AA664207 

ISwSol^n^^ 

AA491379 H86020 AW969148 

AW971240 AA493843 AA493723 .^^^^^o^^oo 

AW970622 AA503009 AA502998 AA502989AA502805T92188 

AA508196 BE142920 AI280311 AI205616 D61709 

AA513906 AA847734 AI357044 

AW972777 AA526795 AA526305 

AA527941 AI81060B A1620190 AA635266 

Al204g95 AW827539 AW969908 AW440776 AA52B756 

AW979241 AA565006 AA847102 

AA555398 AW894072 H97930 

AW974094 AA569074 AA602574 

AF023130 AF181250 AA984703 AA694303 AA351792 

S9SaSS290BB48854AW17«83AA6009»M778832 

AW342028 AA641080 AA603282 

AA743991 AA604852 AW272737 

AA625804 AW418787 AW074833 AI675642 AI39336B 

AA631439 AI086355 AI0B2577 

AI821826 AA640657 AA658836 AA650055AI821079 

H50758AF147434 H50666 

^4895 A!8SAl82i932 A1791196 AA659617 AI821137 AA658925 

AAe64192 H60250 T71388 

AA682507AW851124 

T82384RD5307AA693714 

SZffi^?3Z43283AW875861AV«38044BE15(r701AW9»2<i2AA3^ 
AI239729AI251752AA485791 BE56B42SAW962958 
BE151746BE336853 D63271 T94955AA774994 
AW975186 AA807807 D29548 
AF085839 R69137 AW188788 R69254 
AA828995AA834879AI926361 
AAB79294 N67538AW74541 
BE5S1546 Z2S124 A1307139 Z28800 
AI079356 W23287 
R14973R14967AI081006 
AI140497 AW749625 AW749626 AW749644 
AI174783RB3589R12271 
A1201849 BE069007 AW946S44 
AI276454A1633717AI275116 
AI347274AW844024 
R36075A1366546 R36167 
BE089973A14SB612AW605032 
AA001713H63836 
AA005129 AA679084 AA694399 
AAD09926BE149301 



454352 
454359 
454389 
454403 



1129667.1 
1130674J 
115682_1 
1170435.1 



AA442178AA2S9181 
AAD18072 N4637ORB4847 
A]902519AI902518Ai902516 
AW812256 AW812257 A1906423 AI906422 
AL137g67 BE064160 BE064188 
B£065g02 AW74S032 AW003637 

r™7'S^'SAW™i66AW178n2AW84S^^ 

AW389668 AW389657 AW60919BAW3a9649 
N712nAW390764 
AW752571 AW847602 AAD77979 

""rgeeowbtucwjs* 

361 
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) 



3 



454455 
454556 



454574 
454600 

454678 

454693 

454714 

454766 

454784 

454790 

454836 

454962 

455047 

45S092 

455100 

455107 

455114 

455170 

455201 

455226 

455252 

455286 

455310 

455431 

455486 

455511 

455512 



455571 
455631 
455678 
455685 
455807 
455821 
455866 
455992 
455995 
456034 

458804 
458861 
459160 
459201 



1206965J 
122443?.1 



1225538J 
1226077J 

122B915J 

1229132_1 

1230493J 

1234022.1 

1234630J 

1234752-1 

1236509J 

1246750.1 

1250536J 

125297U 

1253334J 

1253874.1 

1254106.1 

1255906J 

12S9748J 

1262534.1 

1266222.1 

1273576.1 

1278158.1 

12B98S4.1 

129372.-1 

1321229.1 

1321443J 



1331885,1 
1347545.1 
1349716J 
1350393.1 
1370914.1 
1372714.1 
1377119.1 
1398552^1 
1398903.1 
J 



AWra07605 AW807690 AW807839 AW807752 AW807673 AW807667 AW807955 AW807760 AW80761 5 AW807898 AW807849 AVW7821 

AvwTraaAvKAwSreSAW^ 

S^pSS AVV807669AW807952AVV807907AW807846AVV807756 
AW807835 AW807608AW807753AW807601 AW807958 .™«4. Aumnoiri 

AW810006 AW809672 AW809694 AW81(S52 AW810345 AW610432 AW809960 
AW813089 W281Q2 

AWB13428 AW813444 AW813367 AW813368 AW813429 AW813424 

AW815098 BE154843 BE154831 

AW88&497 AWB19775 AW819868 AWB66602 AW866561 

AW820626 AW820621 AW820608 

AWB20852 AW820773 AW821088 

AW83371 1 AW833620 AWB33599 

AW847645 AWM7791 AW854083 AW853945 

AW852530 AW852527 AW852526 

6E152428 AW8S5572 AW85S607 

BE16019B AW935898 T11520 AW935930 AW856073 AW861034 
BE1541 13 AW856797 AW856847 AW861128 AW856817 
AW857121 AW857123 AW861238 



75803.1 
798085.1 
920051.1 
925883.1 
6.1 



AVV9478B4AW947918 AW947888AW947883 AW947897AW947910 AW947905 AVV864751 AW947878 
AW902103AW86g012AW889139 
AW876627AW876630AW876631 AW876625 
BE1443B4 AW887474 AWB87403 BE144386 
AWB93961 AW893998 AW894034AW894019 
AW938484BE00124SBE001190 
AA102322 

Mm2mfi^^kAm2&\Q AW983688 AW983601 AW983645 AW983607 AW983640 AW983625 AW983612 AW983642 AW983687 
SMS24A5ra8l34AS^ 

AVWB^I AVV^21 AV^^ AW983604AW983686AVn^ 

AW983590 AW983594 AW983620 AW983638 AW983592 AW9835B8 
BE003714 BE003721 BE003720 BE003716 

BE063031 BE0630O2 6E063008 BE063024 BE083040 BE063006 BE063072 
BE066007 BEa66017 BE066074 

BEfl66975BE066928BE065927 , 

BE141140BE141139BE141105BE141143BE141127BE141202BE141108 

IllJ^iBSsSBl^^ 
BE17M158E17M65BE179010BE179002K^^^ 

aSK/SiSmV^ AW419381 W 
BB)11382 BE011215 BE011365 BE011363 
AL157625 N72696 8E622492 
AI630223AI630470 

A1904723 A1904725 AI904729 A1904722 AI904758 AI904735 
AW391177 W45021 
AJ003631 AJ003650 AJ003851 



TABLE 29C 



60 ^' "CersS^r^e'T^^ -O^iM^'t^^^i^^^m^^OUA^^ 
human chromosome 2Z' Dunham I. et al., Nature (1999) 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposition: Indicates nudeotide positions of predicted exons. 

65 



Pkey 



400451 
400462 
400808 
70 400839 
400641 
400756 



400880 
75 400889 
400983 
401045 
401049 
401078 
80 401094 
401103 
401157 
401189 



Re( Strand NLposHlon 

8113550 Minus 82189^2320 

9929659 Minus 197610-197785 

9887666 Minus 98756-97558 

9887597 Plus 23150-23580 

8117693 Plus 4786-4992 

6119084 Minus 38734-38857 

9757499 Wnus 91888.92018.98131-98294.99474«570 

9931121 Plus 29235-29338.38363^560 

9958234 Minus 169782-170036 

8081198 Plus 107903-108832 

8117619 Plus 90044-90184.91111-91345 

7232177 Phis 149157-1K)692 

3687273 Plus 105052-105171 

9965511 Plus 137130-137302.139283-139506 

8568122 Mmis 98330-98449 

9438289 Minus 114133-114247,114567-114645 

9690246 Minus 90815-90929 
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10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



60 



401200 

401213 

401254 

401323 

401335 

401497 

401517 

401526 

401575 

401694 

401793 

401B62 

401878 

401986 

402046 

402048 

402102 

402103 

402230 

402318 

402490 

402745 



0743387 

9858408 

9796309 

9212516 

9884881 

7381770 

7677912 

7770561 

7229804 

3540172 

7253888 

7770506 



65 



70 



75 



80 



402812 
402820 
402855 
403133 
403271 
403277 
403310 
403329 
403356 
403378 
403388 
403467 
403515 
403525 
403534 
403568 
403574 
403637 
403677 
403691 
403760 
403776 
403895 
403937 
404043 
404097 
404200 
404249 
404274 
404265 
404288 
404356 
404443 
404475 
404488 
404513 
404548 
404555 
404561 
404588 
404S93 



4406829 
8072415 
8072512 
8117771 
7249203 
9986312 
7582559 
9797648 
9212200 
6010175 
6010110 
645S853 
9662953 
7331427 
7230852 
8072597 
8139936 
8516120 
8569930 
9438244 
9438331 
9929556 
7656757 
7960440 
8076917 
8101145 . 
8101156 
8871936 
7331517 
7387384 
7712202 
7770611 
7381715 
7711761 
9558573 
7770701 
6010176 
8655533 
9885189 
2326514 
2769844 
7630858 
7579073 



Minus 
Phis 
Plus 
Phis 
Plus 
Pius 
Phis 
Rus 
Minus 
Minus 
Minus 
Muuis 
Minus 
Minus 
Pius 
Plus 
Minus 
Phis 
Minus 
Minus 
Phis 
Minus 
Plus 
Plus 
Minus 
Minus 
Plus 
Phis 
Minus 
Minus 
Plus 
Plus 
Minus 
Phis 
Minus 
Minus 
PhJS 
Minus 
Minus 
Plus 
Minus 
Minus 
Minus 
Minus 
Minus 
Minus 
Minus 
Plus 
Plus 



111586-111806. 



i.114791.114916.115419.115583.1163S1.116446.116847.116907.12^^^ 



152209-152383 

213509-214450 

15736-16352 

92B07-92813 

29278-29770 

91570-93177 

76253-76364 

64055^168 

102945-103083 



16226&-162474.163089>163195 
31137-31293 

166394-166556.168167-1683^ 

4393644078 

174566-174740 

14453-15414 

29782-29932 

12843-13403 

149982-150929 

76516-76690 

43921-44049.46181-46273 

2502&-25091.25844-25920 

82274-82443 

59763-59909 

3831438634 

1342B3-134485 

27494*27642 

183883-184026 

96450-96598 

92839-93036 

44264-44443 

112733-113001.114599-114735 ' 

73431-73602 

173358-179553 

152431-153243 

4665247332 

85509-85658 

5542-6176 

142647-142771.145531-145762 
55Q0&^083«62860-63051 



8113286 
8151941 
8570305 
7243881 



404860 
404916 
404957 
405041 



6456726 
9944086 
8705107 
8979555 
7341826 
7407927 
7547195 



405090 
405257 
405336 
405472 
405494 
405547 
405621 
405534 



405759 
405829 
405848 



8072525 

73^310 

6094635 

8439781 

8050952 

1054740 

5523811 

5306288 

4895155 

4314424 

3288022 

7109593 

7651809 



Minus 

Plus 

Rus 

Rus 

Plus 

Minus 

Minus 

Plus 

Minus 

Minus 

Minus 

Minus 

Minus 

hfinus 

Mnus 

Rus 

Rus 

Rus 

Rus 

Rus 

Rus 

Minus 

Plus 

Rus 

Rus 

Minus 

Rus 

Rus 

Rus 

Minus 

Rus 

Minus 

hfflnus 

Minus 



4591046260.4756347824 
1414-1513,1624-1756 
3502400Z40704308 
12609-12773 

29042-29135.4559746699 

55512-55781 

7066-7210 

64270^633 

104127-104318 

32282-32416 

3512-3691 

126433-126623 

87198-87441 

101841-102043 

&463&^994 

112837-113339 

83896-84162 

63963-64157 

69039-70100 

40059^210 

74922-75788 

110443-110733 

65852-66081 

91057-91188 

147512-148011 

121230-121714 

349^ 

38552-39202 

73121-73273 

33267-33563 

106297-106447,108462-108596 
70284-70518 

124361-124520.124914-125050 
59362-59607 

17856^17957.18302-18412.18837-18927,22790^2989 

53624-53759 
61379-62562 
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405986 


8247788 


Minus 


51762-51978 


405970 


8247789 


Minus 


45795.46295 


406018 


6758904 


Minus 


37795^168 


406091 


9123919 


Minus 


197370-197935 


406092 


9123919 


Rus 


25137&^251797.2S2168-2S2882 


406149 


7144791 


Mnus 


4445445164 


406195 


7289992 


Minus 


3629:^^7 


406333 


9213235 


Plus 


64689^738 


406468 


9795553 


PhB 


43734616.8870-9046.1136&-115D9.1162S.11880 


406506 


7711374 


Minus 


6843^77 


406554 


7711566 


Plus 


106955-107121 


406603 


8272659 


Minus 


3950849694 



TABLE 30A: ABOUT 1840 GENES UP-REGULATEO IM IDIOPATHIC PUlJylONARY FIBROSIS (IPF) COMPARED TO HYPERSENSiTIVrTY PNEUMONITIS {HP) 

Table 30A Csls about 1840 genes ttiat am up regulated in Wi^ 
selecledtoaboul59680prDbesetsonanAffymetii^ 

MiopBlhic pulmonay fibrosis saniSteTrha •average" hypcreensMvi^ pneumonilis tevel was set b the 90?- pefcentile amongsl hypereensftivily pneumonilis samples. 

Pkey. Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number. Genbank accession number 

UrigenelD: Ui^ene number 

Unigene TitletUitlgene gene lifle 

R1: Ratio d IPF (idiopathic pulmonary fibrosis) to HP Oiypersensifivitypneunw 

Plcey ExAccn UnigenetD Unigene Title 

AW451709 HS.2712D0 ESTs 
AK001106 Hs.274419 hypothetical protein FU10244 



450478 
432365 
405654 
440209 
407811 
439606 
425259 
426230 
416653 
4204S1 
403574 
415817 
419519 
435256 
423017 
429629 
40^ 
428766 
441802 
453649 
447410 
442353 
405494 
442377 
409928 
420407 
415236 
451562 
403310 
445169 
409632 
439760 
402076 
415025 
406690 
438557 
428042 
418007 
409545 
446619 
411966 
440274 
442879 
419236 
420165 
415672 
455488 
420026 
446868 
431622 
407266 
421300 
416045 



H05049 Hs.22269 neurexin 3 

AW19Q902 Hs.40098 cysteine knot superfamayl. BMP antagon 

W79123 Hs.58561 Gproleirvcoupted receptor 87 

AL049280 Hs,155397 Homo sapiens mR^JA; cDNA 0KFZp564K143 (ft 

AA367019 Hs.241395 protease, serine. 1 (trypsin 1) 

AA768553 Hs.74170 met^thtonein IE (functional) 

U50525 Hs.98201 Human BRCA2 re^. mRNA sequence GG029 

U8B967 HS.78B67 protein tyrosine phosphatase, receptor-l 

A1198719 Hs.176376 ESTs 

AF193766 Hs.13872 cytoWne-like protein C17 

AW178761 Hs^27948 serine (or cysteine) proteinase InhiWto 

BE501732 Hs.30622 Homo sapiens CDNAFU13010 lis, done NT 

AA477989 Hs.98800 ESTs 

AA968636 Hs.127877 ESTs 

Y07494 Hs.34114 ATPase, Na*/K*lransporiing.aIpha2('^ 

AI470235 Ks.172698 EST 

BE379S94 Hs.49136 ESTs. ModeraMy similar to Alil7JiUMAN A 

AA993807 Hs,167367 ESTs 

AL137163 Hs.57549 hypothetical prolflin dJ473B4 

AA814732 Hs.145010 Bpopotysaocartd&spedlic response SO 

R41400 gb:yf94b12^1Soareslntani brain 1NIBH 

H04150 Hs.107708 ESTs 

A1935450 Hs.147482 ESTs 

W74001 Hs^5279 serine (or cysteine) proteinase tnhibito 

AL109688 gb:Homo sapiens mRNA full length Insert 

AW207091 Hs.72307 ESTs 

M29540 Hs.220529 carcinoembryonic anligefHeialed ceB ad 

AVV364104 Hs.143509 hypothetical protein FU21924 

AA419529 Hs.76391 myxovlrus (btflueiaa) resistsnoe 1. homo 

M13509 Ks.83169 matrix metaOoiiotobiase 1 (jnleistiBd 

BE296182 Hs.19002 hypothelfcal protein MGC4675 

AU076643 Hs J1 3 secreted phosphopiotein 1 (osteopontin, 

AA099113 Hs.1 18609 ESTs 

R24595 Hs.7122 scrapie responsive protein 1 

AF032922 Hs.8813 syntaxin binding protein 3 

AA330447 Hs.135159 Homo sapiens cDNAFU11481 65. cbne HE 

ALD44056 Hs.158047 ESTs 

N53097 Hs.193579 ESTs 

AA102322 gb2l90<03i1 Siratagene cokn ($37204) 

AI831190 Hs.166676 ESTs 

AV660737 Hs.135100 ESTs 

AW979271 Ht293184 ESTs 

AJ235664 gbitomo sapiens mRNA for tmmunogbbufn 

AW297398 Hs.96617 ESTs 

H1S990 Hs.31403 ESTs 



R1 

20.2 
11.9 
11.8 
10.8 
10.4 
10,3 
10.2 

as 

9.3 
9.2 

ai 

8.8 
&2 
8.1 
8.1 
8.0 
7.8 
7.7 
7.6 
7.5 
7.2 
7.2 
6.9 
6.9 
6.8 
6.6 

as 

as 

a7 

a7 

a7 

as 

as 

as 

as 

as 

a4 

a4 

a4 

a4 

a4 

a3 

a3 

a3 

a3 

a2 

a2 

ai 

ai 

ai 

ai 

ao 

ao 
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40 
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70 
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80 



414175 A)308a76 
424633 BEiegSIO 
436397 AA715013 
440504 A1948966 
409718 D86640 
403625 

418986 AI123S55 
416035 H42314 
400292 AA250737 
442B49 R10D99 
440887 AI799488 
427535 R2g543 
410934 AW811114 
431374 BE258532 
444963 Ai916973 
447530 AW192063 
444992 R37658 
416575 W02414 
431211 M86849 
451830 H18433 
446466 H38026 
404043 
. 423454 AL110456 
455540 BE080231 
434683 AW298724 
445898 AF070623 
422306 BE044325 
428895 AA437124 
450018 AA421642 
419249 X14767 
455047 AW852530 
454039 AW079064 
403637 

414725 AA769791 
409073 AAD63458 
403329 

434001 AVU950905 
459684 
401497 

410797 AWB57191 
411402 BE297855 
448844 AI581519 
435202 AI971313 
439418 A)282149 
443584 A)807036 
434352 AF129S05 
430838 N46664 
430882 BE174240 
440129 AA665818 
437636 AA764781 
455747 BE074910 
455464 AWg83901 
418771 AAB07881 
434820 A!821863 
440615 AI733055 
454482 BE147919 
400432 AX015809 
436508 AW604381 
423607 AA328329 
407415 AF073328 
401878 

443162 T49951 
451325 AA021283 
440515 AJ131245 
4(^3 

409105 AW467539 
408000 LI 1690 
421482 AL135462 
442757 A1739528 
459717 

436637 AI783629 
412222 AA528283 
450101 AV649989 
410901 AW810001 
425217 AW13188B 
441640 AI73334S 
422977 AA531498 
425361 AA355933 
414955 C15606 
411965 BE457339 
403341 

411726 AW858612 
443271 BE568568 



Hs.103849 hypolheM protein OKFZp761D112 

Hs.47557 ESTs 

Hs.169835 ESTs 

Hs 130017 ESTs. Weakly simlar to JN0908 H+.transp 

Hs.56045 SIC homotogy three (SH3) and cysteitwri 

Hs.81796 g^^^QggQ2^i Soares athdtbraln N2b5HB5 

Hs.72472 ESTs 

Hs^69805 ESTs 

Hs.135905 ESTs . « , ^ , 

Hs2164 pro-platetet basic pirfemOndudespla 

S>:mS-ST0131.11119W)16^ ST0131 Homo 

Hs.251871 CTP synthase 

Hs.213603 ESTs ^ 

Hs.248865 ESTs. Moderately similar to JC5238 galac 

Hs.21375 ESTs 

Hs.38383 ESTs 

Hs.323733 gap junction protein, beta 2, 26kD (conn 

Hs^1542 KIAA1035 prolan 
Hs^08 arrestin 3, retinal (X-arosfin) 

Hs 469 succinate dehydrogenase complex, subunit 

gb:RC4^T0629-1202004)l2-fl1 BT0629Homo 
Hs.202539 ESTs 

Hs.13423 Homo sapiens done 24468 mRNA sequence 
Hs.227280 U6 snRNA-assodated Snvfilce protein 
HS.1B7247 ESTs 

Hsi4309 hypotlietical protein FLU 1 1 06 
HSX9768 gamma-aminobutyric acid (6ABA) A recepto 

gb:PMl-CT024^71099^01-g06 CT0243 Homo 
Hs^45540 ESTs 

Hs.125300 ling finger protein 21. SnterieroivrK^^ 

gb.zf71a07:sl Soaresj)lned_flland_N3HP6 

Hs.3697 sertne(orcystB!ne)protetnaselnhWto 



gb:RC2-CT0304-080100^11-b12CTO3O4Homo 

Hs.69855 NRAS-relatod gene 

Hs.177164 ESTs 

Hs.170204 K1AA0551 protein ^ 

Hs.56213 ESTs,HighlysimilartoFXD3_HUMANF0RKH 

Hs.267245 hypoUietical protein FU14803 

Hs.86492 small muscle protein, X-tinl<ed 

Hs.169395 hypoQietical protein FLJ1201 5 

Hs.79024 heterogeneous nuclear ribonucleoprotein 

Hs.174936 ESTs, Weaidy similar to S71886 Ste2(Hfc 

HSi291844 ESTs 

ab:R<»-BTOS80-17030^021-F12 BT0580 Homo 

gb.-RC1-HN0003-220300^1l-f10 HNO0O3 Homo 

Hs^329 ESTs 

gb Jis90t05.x5 Na_CGAP^Pr3 Homo sapiens 

Hs 130BQ6 ESTs 

nb:RC3.KT0230.16020(M)16^08HT0230Homo 

Hs5B7767 Sflquence8lromPatenlWO9950285 
Hs.121121 ESTs,WeaMysltrtlartoS00755ptedsln 

Hs.6591 ESTs 

gteHomo sapiens letiacyllne Iransporter- 

Hs.9029 DKFZP434G032 protein 

HS.5978B ESTs , _^ 

Hs.7239 SEC24(S.cerBVlsiae) related gene fainO 

Hs,255877 ESTs 

Hs.620 buteus pemphigoid anften 1 (230«40kD) 

Hs.104715 Inversin 

Hsi8345 ESTs 

Hs.26766 ESTs 
Hs^92737 ESTs 

Hs 24385 Human hbc547 mRNA sequence 

gb:lVlR4^T0124.27(»KM105*11 ST0124 Homo 

Hs.172792 ESTs. Weaidy Pindar to hypoOwBcfil pro 

Hs!l44104 ESTs 

gb3ip83h04^1 Na.CGAP.Thy1 Homo sapens 

Hs.132221 hypothetical protein FU12401 

gb£15606 OonlDdi human aorta polyA^mR 

Hs^115 ESTs 

gb:aim:T0341-190400-1524i12 CT0341 Homo 
Hs.195704 ESTs 
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417181 

426097 

439199 

440728 

434381' 

417428 

431291 

431242 

42698S 

442360 

452171 

440801 

411738 

431447 

433485 

401365 

408281 

411657 

423085 



L10123 

BE3Z7369 

R40373 

AW086077 

AA631834 

N87579 

N2S521 

AAS87742 

BE394849 

AI374621 

AI663302 

AA906366 

AW8S9353 

AAS05138 

AI493076 

BE141183 
AW855583 
R96158 
AHn4034 
AA3747S6 
AA195014 
AA422067 



454038 
417252 
417135 
403089 

420691 AAa29433 Hs.275343 ESTs 



Hs.1071 suifactanlpmteinAbWlnQproteln 
Hs,1 12238 ESTs 
Hs^6299 ESTs 

Ha.1 53272 Honw sapiens cDNA:RJ22715ils. done H 
Qb-jip77h05^1 Na_CGAP_Pf2 Homo sapiens 
gb:Ll2030F Human fetal heart Lambda ZAP 

Hs.25275 KnippeMype zinc finger pcDtein 

HS.25127B K1AA1201 protein 

Hs.131905 ESTs.M)deraleiysiral3rtoZ195_HUMANZ 

Hs,29055 ESTs 

Hs.211930 EST 

Hs.190535 ESTs 

gb:MR1-CT0353-150300-102-a12 CTD353 Honn 

Hs^l341 ESTs 

Hs^1967 aldo^eto reductase faniQy 1 , member C2 

gb:IVll^(W007M911994)01-bO4HT0071 Homo 
9b:CM4-CT0278.221099-027-fl)7 CT0278Homo 

Hs.267130 Homo sapiens, done M6C:5406, mRNA. comp 

Hs.98638 ESTs 

Hs^S60 Homo sapiens mRNA for KIAA1771 pn^ 
Hs^971 ESTs 
Hs^7 ESTs 



412147 

425578 

430403 

454438 

435434 

420828 

435586 

452393 

416170 

408591 

428912 

455511 

413849 

401189 

425733 

447863 

422654 

435463 

417919 

405784 

431853 

409629 

403281 

427173 

433717 

406777 

410481 

419511 

452291 

449762 

421106 



404957 
436332 
446393 
452728 
456386 
406288 
415972 
427099 
403344 
438993 
444922 
401598 



414299 
452744 
458552 
421085 
439294 
441201 
434377 
440472 
418379 
435878 
437263 
444087 
411745 



U6S652 
AF039390 
AA224053 
AA680387 
AA2B0778 
AI279137 
H87398 
H42454 
AW250525 
AW103117 
BE144762 
BE173561 

F13287 

AU047511 

AA314316 

AA682S07 

AI928203 

AA521034 
AW4495B9 

BE2SS017 

AF063536 

T23625 

R34107 

AA4297S0 

AF015592 

N93057 

AA877124 

6E247684 

AIJD49679 
AW014174 
Ai915676 
W28481 
AWQ68311 
BE019670 
AB032953 

AA828995 
AI921750 
AA172106 
AI750878 
AA1429&9 
A1267652 
AW136139 
AA329711 
AW975328 
AW118822 
AW137148 
AA886169 
AA218940 
RD8330 
AA747822 
AV647899 
AW867826 



gb:QV4^N003dO40S0O-197-eO8 NN0039 Homo 
Hs.158313 dwmosome 17 open reading frame 1A 
Hs.241382 tumor necrosis factor (Bgand)8uperfaml 
Hs.172405 cell division cyde 27 
HS.1878S0 ESTs 
Hs.186878 ESTs 
Hs.151498 ESTs 
Hs.99858 ribosomal protein L7a 
Hs^0545 ESTs 

Qb:2821626.5prime N1H„MGC_7 Homo sapiens 
Hs.98949 ESTs. We^ similar b MEA6 [Ksapiens) 

gb:CMD.HT018aO41099^&b04 HT0180 Homo 
HS.1S384 API gammasubunftbindlno protein 1 

Hs.1 59388 Homo sapiens done 23578 mRNA sequence 
Hs.288885 Homo sapiens cDNA FU14246 fis,donB OV 
Hs.153725 ESTs 

gb:418108^1 SoaresJetaUiverjBpleBnL 
Hs.85379 ESTs 



Hs.70834 ESTs 
Ks.279724 ESTs 

Hs.97540 ESTs 

gb.AF063536 Homo sapiens library (Yu Y) 
Hs.1 50580 putative translation initiation factor 
HS421450 pregnancy spedfc beta-l^ycoproteln 2 
Hs.75113 general transcripBon factor IIIA 
Hs.28853 COC7(cdldivisioncyde7.S.cerevl^ 
Hs.54888 ESTs 
Hs.172844 ESTs 
Hs.103070 ESTs 

Hs^2302 Homo sapiens cONA FU14814 lis, done NT 
Hs.301956 zinc tiiw pnlein 
Hs.239708 ESTs 

gb:47e1 Human reOnad3NA randomly prime 
Hs^11054 Homo sapiens mRNA fiiD length Insert CON 

glKbb26c0lJ(1 NIH>«GC_5HomosaptenscON 
Hs.173560 oddOz/leMnliomdog2(Orosoptiila.niou8 

gb:od77b08Jl NCLCGAP.0tf2 Homo sapiens 
Hs.144871 Homo sapiens cONAFU13752fis, done PL 
Hs.110950 Rag C protein 
HsJ7409 thrambosporafinl 
HsJ1730 ESTs 

Hs.30504 Homos8ptensmRNA;cONADKFZp434E082(fr 
Hs^458S6 ESTs 

gb:EST33382Enib(ya 12weeka Homosapi 
Hs.6523 duomosome 1 open reading frame 12 
Hs.128757 ESTs 

H5.306593 HomosapienscONAFU11382liS.doneHE 
Hs.169071 ESTs 
H5.137516 GdgetiiOkel 
Hs.20152 ESTs 

gbau97a04^1 Na.CGAP^GCBI Homo sapiens 
HS.2B2375 ESTs 

gb:MRa^N0O39-30O3O(»IO1^ SN0039 Homo 
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438660 U95740 
405S21 

411597 AW85292S 
415655 W05433 
5 404822 

441107 AA917075 
404834 

412768 AW996044 
428102 AA968441 
10 436511 AA721252 
441247 AW11B681 
453098 225935 
410811 AW805687 
425048 H05466 
15 431071 AA491379 
436298 AW293496 
440356 At933184 
452768 AW069459 
455241 AW875249 
20 409070 AA063003 
409044 A1129S86 
419091 T85332 
422591 L07648 
403188 
25 418857 D10216 
413585 AI133452 
436149 AI754308 
443682 A1383061 
437916 BE566249 
30 439818 AL360137 
438361 AA805666 
451221 AI949701 
455475 AW948126 
433197 AB040889 
35 429881 T80112 
415598 AI433165 
431220 N52937 
433132 AB026264 
424029 AB014594 
40 404443 

407340 AA810168 
410318 AA084050 
412400 AW948066 
427167 A1239607 
45 438090 AA777534 
407938 AA905097 
440454 AI733037 
417706 T90797 
428692 AI372822 
50 407762 AW235638 
420727 H75701 
417508 BE163S12 
413525 BE145899 
425798 AA364002 
55 459429 AA278779 
430205 AB025904 
437458 AL390131 
451073 AI758g05 
452786 R61362 
60 429846 AB023021 
444414 AW293214 
402615 

410585 AW770523 
425168 R96366 
65 449729 R72032 
459359 N9g545 
456443 AW967500 
439001 AF075068 
4435S7 R14973 
70 404193 

416379 N38857 
42K11 AU076442 
426503 AA382291 
412589 R28660 
75 421037 A1684808 
427088 AA398085 
429927 NM_0011t5 
453375 A!990114 
435451 AF19S420 
80 451882 AI821324 
419983 W55956 
405001 U58196 
422182 AUQ43892 



Hs.6349 Homo sapiens, done IMAGE:3010666. mRNA. 



gb:PM0CT248.1310994)01-f10 CT0248 Homo 
Hs.49890 ESTs 

HS.19052D ESTs 

Hs.26239 Human DNA sequence from done RP11-438B2 

HS.125B66 ESTs 

Hs.291502 ESTs . ^ u ^--b 

Hs.128051 Homo salens thyme stromal lymphopoieii 

Hs^9 ESTs 

Hs.300648 ESTs 

Hs,154502 ^S^ggj^ Na.CGAP.GC81 Homo sapiens 

Hs.180138 ESTs , . 

Hs.127922 ESTs. Moderately similar to S65657 alpha 
Hfi 61S39 ESTs 

gb:PM4-PT0019.1312994)06-B05 PT0019 Homo 

Hs.224560 ESTs 

Hs.33033 hypothetical protein FU14623 

Hs.178294 ESTs 

HS.118&30 MAX4ntsracting protein 1 

Hs.89394 POU domain, dass 1 . transcription fado 

Hs.76431 fibrinogen, gamma polypeptide 

Hs«1 59452 ESTs 

Hs.47248 ESTs, Highly similar to similar to Cdc14 

Hs!20999 hypothetical prol^FU23142 

Hs 19934 Homo sapiens mRNA full length Insert cON 

Hs.146217 Homo sapiens cDNA: aJ23077 fis. done L 

Hs.210589 |^^,^jjQ^^280300^1-a12MT0013Honio 

Hs.281022 KIAA1456 protein 

Hs.192245 ESTs 

Hs.9856 ESTs 
Hs.102679 ESTs ^ 
Hs^84245 hypothetical proleta IMPACT 
Hs.137579 KlAA0694geneprodud 

Hs.284289 vitHigo-assodated protein VIT-1 
Hs^9259 ESTs. Weakly simitar lo S236S0 retaovini 

5S^^MT0012^M31-h10MT0012Horno 

Hs.99196 hypotheBcal protein MGC1 1324 

Hs.191992 ESTs 

Hs.85050 phosphdamban 

Hs.129990 ESTs 

Hs.268823 ESTs , u,dd 

Hs.1 1 0103 RNA polymerase I transcription factor kk 
Hs,29475 ESTs 

Hs59886 complement component 44jinding proletn. 
Hs.180877 H3hIstDne.fariBy3B(H3^ 

gb;MRO.HT0208.221299-2044)10HTO208Homo 

gb:£ST74529 Pineal gland » Homo sapiens 

Hs.335696 EST 

Hs.235168 carbonic anhydrase XIV 

Hs.l 28751 Homo sapiens cDNA FU12235 fis. clone MA 

Hs 206063 ESTs 

Hsll06642 ESTs,WeaJdysimflartDT09052hypotheti 

Hs.225945 fucosyttransferase 9 (alpha (1 .3) fiicosy 

Hs.8752 transmembrane protein 4 



VK337501 ESTs 

gb:yq37d04.s1 Scares fetal liver spleen 

Hs.29235 ESTs 

gb.za40a05.r1 Scares fetal Uver spleen 

Ue 133543 ESTs 

8b:Homo sapiens hiU length InserlcDNA 
gb7f42f10^1 Scares feta! Iver spleen 

Hs.203933 ESTs 

Hs.117938 cdlagen.typeXVn.dpha1 

gb:EST95683 Tesfis 1 Homo sapiens cDNA 5 

Hs^4305 ESTs 

Hs.197653 ESTs 

Hs.142390 ESTs 

Hsi522 adenylate cyclase 8 (hrdn) 

HsJ240091 ESTs ^ ^ 

Hs^03006 ESTs,WeaHy»mlartDgammalieregul!n 

lte.94ro0^ sapiens mRNA; dDNA DKFZp586E1624 (f 

Hs.298281 inteiteuidn enhancer binding fador 1 
Hs,180582 Homo sapiens cONA:ai21836 fis. done H 
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451917 AW391351 Hs.50820 Homo sapiens unkmiwn RtRNA 3.7 

432781 NlyL014133 K$.278940 PRO0618 pioteln 3.7 

443773 AV6464S2 Hs^l faUum channel. vdlagMiependent. beta 3.7 

406964 M2t305 gbi{uniandphasalelIilBandsatBlfitB3 17 

5 430682 AW971949 Hs.291252 ESTs,WeaMy Similar to ZN91JiUMAN ZINC 3.7 

449804 AI535663 Hs.39379 ESTs 3.7 

41150S AF1SS659 Hs.70565 molybdenuin cofactor synthesis 2 3.7 

430503 AAS33574 HS.1S2274 ESTs 3.7 

443305 AI050693 H$.133316 ESTs 3^7 

10 415076 NM_000857 Hs.77690 guanylate cyclase l.sduble. beta 3 3l7 

452280 A1911410 H5.167224 ESTs 3.6 

432189 AA527941 gb:nh30c04.s1 NCLCGAPJ^3 Homo sapiens ' 3.6 

406992 S82472 obrbeta-poNONApdymerasebetaiexona 3.6 

441416 AI990139 Hs.148609 ESTs 3.6 

IS 448776 BE302464 Hs.30057 it^(S.cerevisiaeHil(e, magnesium hom U 

413998 AW103807 Hs.243933 ESTs 3.6 

440365 AA884283 Hs.192136 ESTs 3.6 

431673 AW971302 Hs.293233 ESTs 3.6 

401887 3.6 

20 404793 3.5 

422054 /to2508 gb:EST25146 Cerebellum H Homo sapiens c 3.6 

432030 AI908400 Hs.143789 ESTs 3.6 

449645 AI961092 Hs.19615S ESTs 3.6 

404476 3.6 

25 449336 AL119995 Hs.15260 ESTs. Highly similar to AC007228 2 BC372 U 

401200 3.6 

403937 3.6 

437918 AI761449 Hs.121629 ESTs 3.6 

443394 A1055865 H5.133485 ESTs 3.6 

30 439107 AU)46134 Hs.13944 adrenergic, bela. receptor Unase 2 3.6 

417229 AAg75096 Hs.19522 hypothetical protein PR02649 3.6 

425403 A1J023753 H8.15&406 Human ONA sequence from done 119886 on 3.6 

436269 AA707472 Hs.190760 ESTs 3,6 

453823 AL137967 gb:0KF2p781 02315 j1 761 (synonym: hamy2) 3.6 

35 416394 H64111 gb:yr57IOar1 Soares fetal Over spleen 16 

432779 AW979241 gb:EST391 351 MAGE resequences, MAGP Homo 3.6 

439326 W07140 Hs.54721 ESTs 3.6 

423035 AW449679 Hs.156739 H.saplensXGmRNA(clonePEP11) 3.6 

435766 R11573 Hs,186498 ESTs 3.6 

40 448067 R68568 Hs.183373 sn: homology 3 domain^ontalnlngprataln 3.6 

441605 AA984647 Hs.126601 ESTs 3.5 

414400 X06948 Hs.e97 Fcfragmentof IgE. highafiinity l.iec 15 

418405 AI86B282 Hs.11898 ESTs. Highly similar to KiAAl 370 protein 15 

437642 AU)79309 gbiHomo sapiens mRNA hill length insert 16 

45 450350 T97817 Hs.174880 ESTs 15 

451704 AI755209 Hs.205616 ESTs, WeaHy simflar to ALU1_HUMAN ALU S 15 

459037 AW439497 HS.29Q656 EST 3.5 

419247 565791 Hs.89764 fragile X mental retardaOon 1 3.5 

423121 AW864848 gb:PM2-SN0018-290300^X»c09 SN0018 Homo 15 

50 426724 AA383623 Hs.293616 ESTs 15 

434273 AA913143 H6.26303 ESTs 3.5 

438042 AW296971 Hs.255593 ESTs 15 

410500 R09442 gb7f26c09.r1 Soares fetal Gver spleen IS 

416154 Z46122 gb:HSC0VB031 noimafizedlntant brain cON IS 

55 418432 M14156 Hs.85112 insuTn^ growth factor 1 (somatomedl 15 

454447 BE163567 gb:QV3-HT0460-230200-101-b08HT0460Homo 15 

458067 AA393603 Hs.36752 prateto kinase anchoring protein GKAP42 15 

444338 AI937026 Hs.146642 ESTs 15 

427687 AW003887 Hs.1570 Wstamhie receptor HI 3.5 

60 415929 AA724373 Hs.49344 hypolhellcd protein FIJ1 1006 15 

416009 Z43062 gb:HSC12E041normaRzedinbntbrancON 3.5 

421515 Y11339 Hs.105352 GaDMc8iph&-2,&sl8iyttransferaseU 15 
403515 15 

435793 AB037734 Hs.4993 K1AA1313 protein 15 

65 439953 AA918129 Hs.124S36 ESTs 15 

457620 AA602711 H5.336753 EST 15 

442006 AW975183 Hs.292663 ESTs.WbaUy8knilartoS72482hypo(heti 3.5 

453931 AL121278 HsJ25144 ESTs 15 

453128 AW026516 Hs.31791 acylphosphatase 2. muscle type 15 

70 413468 BE504766 gbla40g01jc1 NCLCGAP.GC8 Homo sapiens 15 

454500 AW810001 gbWR4-ST0124-27030*005-b11 ST0124Homo 15 

451065 AW295132 Hs.222231 ESTs. Weakly similar to granule ceU mar 15 

444493 R59410 Hs.28^ ESTs, Moderately sirriRar to 138022 tqfpol 15 

426447 AV65S843 Hs.169919 electrocvtransfBr-Oavoproteln. alpha po 15 

75 410908 AA121686 Hs.10592 ESTs 15 

440364 AA910460 Hs.128626 ESTs 15 
406190 15 

430762 AI343652 Hs.105667 ESTs IS 

451182 D52S62 H3^6317 WAAI 789 protein 14 

oO 432437 W07088 Hs.293685 ESTs 14 

442137 AA977235 Hs.t28830 ESTs. Weakly similar to 219i.HUMAN ZINC 14 
405970 14 

407676 AW064111 Hs.279823 ESTs 14 



368 



wo 03/042661 



PCT/US02/36810 



5 
10 
15 
20 
25 
30 
35 
40 
45 



413141 


BE166323 




431418 


X68242 


Hs^SZ722 


431954 


AK001974 


HS272242 


459371 


R20991 




428062 


AM20683 


Hs.98321 


423841 


AW753967 




420430 


AI703192 




443921 


AI091310 


Hs.1 34848 


444453 


AW379394 


Hs.145126 


443475 


AK)66470 


Hs.134482 


414135 


AA812434 


Hs.1 19023 


453263 


R91778 


Hs.99369 


41088B 


AW861207 




456303 


AA224872 


Hs.115088 


431474 


AL133990 


Hs.190642 


439702 


AW085525 


Hs.134182 


458797 


AW001835 


Hs.13323 


430140 


AW2g6771 


Hs.221999 


423871 


AA331906 




45927B 


AW294659 


Hs^054 


446872 


T05514 




431548 


AIB34273 


Hs.9711 


416182 


NM-004354 


Hs.79069 


422899 


D16471 


Hs.121571 


417663 


R07483 


Hs.180461 


405455 






426235 


A1631964 


Hs,34447 


439567 


A1056618 


Hs.134314 


444848 


AW451176 


Hs.195954 


451426 


AW205003 


Ks.208053 


408172 


! W02488 


Hs.46039 
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401626 
405780 

417991 AA731452 
443212 AW2695t5 
403356 

404518 AI815601 
413581 BE1SQ618 
425701 A1968103 
445510 AA946676 
418663 AK001100 
447617 A1400762 
448150 A1472167 
410140 AU34435 
443283 BES68610 
4547n AW820027 
410767 AJ001873 
433183 AF231338 
436168 AK000883 
438456 AA913381 
411186 AW821257 
411880 AW872477 
433567 AF073299 
433805 AA706910 
409434 AF278761 
440184 AB002297 
456555 AW592167 
419189 T95B62 
428648 AF052728 
407995 Ai094748 
413200 AA127395 
416421 AA134006 
416737 AF154335 
428356 AL0469gi 
429216 AI369472 
432488 AA551010 
433386 AW36Q833 
400889 



gb:QV4-HT0492-27010W8Se12 HT0492 Homo 
Hin-1 

hypolheBcalprolein FU11112 
gb:yg06h01.r1 Soares infant brain 1NIB H 
bypofhefoal protein FU14103 
flb-RC2.Cr0304.080100-01 1-h12 CT0304 Homo 
gbwd92h04jtl Na.CGAP.Ui24 Homo sapiens 
ESTs 
ESTs 
ESTs 

SMC2 (structural mantetanoe <rf dwaroso 
ESTs 

gb:RC1-CTO3O2.1iQ20(M)1M04 CT0302 Homo 

ESTs 

ESTs 

ESTs 

hypolhelicd protein FIJ22059 
ESTs , 
gb;EST35805 Embiyo. 8 week 1 Homo sapien 
Homo sapiens cDNA: aJ22488 fis. done H 
gb:EST03403 Fetal brain. Stratagene (rat 
novel protein 
cyciinG2 

Human mRNA. Xq terminal portion 
ESTs 

ESTs 
ESTs 
ESTs 
ESTs 

phosphoglycerate mutase 2 (musde) 



Hs.190008 ESTs 

Hs.102500 hypothelicsl protein FU20481 

Hs.79197 CD83 anfigen (acfivated B lymphocytes. 1 

Qb:RC3-HT0272.110100-013^6 HT0272 Homo 

Hs.209461 Homo sapiens cDNA FU12836 fis. clone MT 

H8.282824 ESTs 

Hs.41690 desmocoinn3 

Hs.176675 ESTs 

HS.30Z739 ESTs 

Hs.22269 neurexln3 

gb:601342622F1 NlH„MGC_53 Homo sapiens C 
gb:QVm0294-240300-173^4 ST0294 Homo 

Hs.66185 Homo Sapiens mRNA, partial cDNA sequence 

Hs.222024 transcripQon factor BMA15 

Hs^1645 Homo sapiens CONAFU10021 fis,doneHE 

Hs 19(S13 ESTs 

gb:PMWT0307.231299^1-b11 ST0307 Homo 
gb:hm30fO3Jtl NQ^CGAP Jliy4 Homo sapiens 

Hs.103132 solute cairierfannly 9 (sodiumfliydrogen 

Hs.112742 ESTs ^M^rmn 

Hs.1 31581 Homo sapiens tesfis transcnpl Y 7 friTf 

Hs.7022 detficator of cyto^esls 3 

Hs.293299 ESTs 

Hs.112318 6.2 Id protein , „ • 

Hs.188021 potassium vdlagfrgaled channel. suWami 

Hs.100134 hypolhefical protein FU127a7 

Hs.222414 ESTs 

H$.79308 fltd^aryotic translaSon iri6alion t^r 
Hs.79691 UMdomdnprotBbi 

Hs,10338 ESTs 
Hs.65407 ESTs 

Hs.216640 ^^^.^0243^10994)04408 010243 Homo 



416294 086980 Hs.79170 K1AAD227 protein 

446190 A1279299 Hs.256564 ESTs 

417801 AA417383 H5.82582 '"^9""-*^^ t^^^^^^'LMAsen 

418122 R42n8 Hs.22217 Homo sapleiB done IMACS^0M«^ 

418375 NM 003081 Hs.84389 synaptDSomal«sodated pioteh. ZwU 

443357 AW071349 Hs.215937 ESTs 

446645 AI335595 Hs.l56294 ESTs 

434294 AJ271379 Hs.76194 ribosomd protein S5 

452372 A1885742 Hs.228474 ESTs 

414241 AA425085 Hs.4007 Sarw)teramal«socialed protein 

436982 AB018305 Hs,5378 spondinl.tkpondinjejAjceDjtom^ 

430648 AW45(e75 Hs.163203 ESTs.WeddysinaartoB34037hypoa-.^ 

427119 AW880562 Hs.1 14574 ESTs 

437073 AI885608 Hs.94122 ESTs 

437845 AA769578 Hs.90488 ESTs 
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454962 AW847645 
414394 AI904738 
417175 R44558 
458536 AW135S8G 
401132 

407764 BE008347 
426004 AA449563 
450947 AI745400 
456605 Aia27766 
452879 AW905328 
454754 AW819191 
429479 AA453468 
4480S0 AI608821 
401324 
404731 

419938 AI792788 
455571 8E003714 
433990 AA889328 
415239 R42606 
418878 W20090 
438079 R09654 
422183 AA4315S8 
457460 A1143312 
454145 AA046872 
4465n AB040933 
430864 AW969834 
404588 

407834 AW084991 
413087 BE064655 
440790 AW593050 
452081 AW9S8859 
421916 R34441 
419261 X07876 
419340 AA236590 
444771 AB023201 
445233 AV653034 
457030 AI301740 
408334 AW514652 
410085 AA426482 
411018 AWB13428 
403623 

432223 AA333283 
444050 AW138295 
421036 AA810560 
401459 
404404 

450438 A)696071 
414523 AU076633 
419169 AW851980 
441274 AW593781. 
450785 AA852713 
452401 NM-007115 
400816 

410307 AF022913 
431908 AW328038 
440046 AW402306 
450271 AI693900 
415811 AA450191 
415Z73 Z39640 
450519 AA010066 
451421 W16522 
446364 AB006624 
436638 AI271945 
418079 R40058 
448466 AI522109 
448835 BE277929 
41S046 R40016 
448134 AI470790 
456027 66327387 
458023 AW978161 
417079 U85590 
421308 AA687322 
414884 R54418 
449138 AW294215 
455756 BE079307 
428170 K05530 
429S7B AA460186 
455000 AW850283 
438359 T77886 
415840 R15955 
444955 AW002844 
438020 AA778177 
453051 AW196690 



Qb:lL3<rr0213-28010(W5frA04 CT0213 Homo 
Hs.76053 OEAD/H(Asi><3tihAla-As|VHis)boxpolypep 
Hs.94002 ESTs 
Hs.257859 ESTs 

gb:CMO-BN0154-O8040O^25-hO4 BN0154 Homo 
HS.1S1393 glutamatfr^ysteine Hgase. cstalyOc sub 
Hs.204662 ESTs 
K5.259044 ESTs 
Hs.180842 ribosomal pralsn L13 

gb:CM1-ST02834712994161-d08 ST0283 Homo 
Hs^9333 ESTs 
Hs270289 ESTs 



gb:ol91d05.y5 Na^CGAP.WdS Homo sapiens 
gb:QV3^N0096-20040O-161-a01 BN0096Homo 

Hs,1 12950 ESTs 

Hs.139270 ESTs 

Hs.6616 ESTs 

Hs.191223 ESTs 

Hs.1 1 2794 Human DMA sequence from done 1068E13 on 

Hs.1 29206 cdseln kinase 1, gamma 3 

Hs.62798 ESTs 

Hs.15420 KIAA1500 protein 

Hs.303303 ESTs 

HS261W ESTs 

gb:RC1-BT0313^1 299^12^*9 BT0313 Homo 

HS.1285B0 ESTs 

Ks.7514 Homo sapiens cDNA FU12141 iis, done MA 

Hs.101007 Homo sapiens cDNA: FLJ23546 lis. done L 

Hs.89791 wlngiess^ MMW integrdBon sits fisiii 

Hs.87530 ESTs 

Hs.11912 K1AA0984 protein 

Hs.297559 ESTs 

Hs.173381 dihydropyrimidmase4ikB2 

Hs.321637 ESTs 

HS.S8589 glycogenin 2 

gb:MR»^192-010200^iac05 ST0192 Homo 

Hs.1 21001 Homo sapiens, done IMAGE:3460280. mRNA 
Hs.135024 ESTs 
HSJ303577 ESTs 



Hs.253800 ESTs 

Hs.76353 serine (or cysteine) proteinase Inlilbito 

Hs.262346 ESTs, Weddy simflar to S724B2 hypotheti 

Hs.131357 ESTs 

HS.254S9 Homo sapiens, alpha-l (VI) conagen 

Hs.29352 tunwr necmsis factor, alpha^nduced pro 

Hs.62187 phosphaCdyfinositd gtycan, dass K 

Hs.37486 ESTs 

Ks.6677 hypothetic^ protein FU10463 

Hs.200920 ESTs 

Hs.172963 hypothetical protein FU14624 

Hs22229 ESTs 

Hs.224849 Homo sapiens cDNA FU 12583 fis. done NT 

Ks.237689 Homo sapiens cONAFU13539fi$, done PL 

Hs.14912 KIAA0286 protein 

Hs.134984 ESTs 

Hs.6911 ESTs 

Hs.171066 ESTs 

Hs.1 1081 UBX domaiiKontaining 2 

HS.S6400 ESTs 

Hs.34494 ESTs 

Hs.13913 KIAA1577 protein 

HS.26B555 S-J exoribonudease 2 

Hs.81 134 Intetleuktn 1 receptor antagonist 

Hs.192843 leudne zipper protein FKSG14 

Hs.183745 hypothetical protein FU13456 

Hs.195631 ESTs 

gfa:RC1^T0623-1202004)11-g09BT0623Kamo 
Hs.12565 ESTs 
H3.127263 ESTs 

Hs.324429 Homo sapiens cONAFU14015f{8. done HE 
Hs.63428 nudear factor of kappa DghtpdypepOd 
Hs.21758 ESTs 
Hs.148641 ESTs 
Hs.1 21724 ESTs 
Hs.224269 ESTs 
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425178 
402145 
410685 
449238 
456737 
438214 
436250 
411622 
418454 
449357 
4189S0 
431508 
405090 
445409 
452778 
455577 
408235 
436194 
45^73 
427050 
427244 
448405 
433767 
421376 
441519 
404367 
453502 
421948 
438165 
400608 
404042 
405229 
411411 
415452 
430371 
447046 
455851 
429014 
405605 
400227 
439037 
439693 
427533 
418355 
433536 
448446 
449623 
445568 
440448 
428201 
444148 
447972 
432S&4 
440925 
426396 
415913 
418145 
413252 
400335 
426132 



H16097 



AA497117 
AA428229 
BE247203 
K06076 
AY004867 
A1807894 
AA31S308 
A1076363 
T78S17 
NM_012481 

A1949081 
R71338 
BE006341 
AA053381 
AK001074 
AA625150 
AA3g7789 
AA402400 
AW207634 
AA609245 
AA287948 
AAg72740 

AL039788 
L425B3 
AA779344 



AA345241 

F09134 

D87466 

AA326187 

BE146879 

AI800518 



Hs.161027 ESTs 

Hs.129600 ESTs, Moderately similar to ALULHUMAN A 

Hs.331561 muscte-spedfiq RING-finger protein 3 

Hs.124831 C6I-67 protein 

H&26320 TRAB1D protein 

Hs.85844 neurotrophic tyrosine kinase, receptor, 

Hs.47274 Homo sapiens mRNA; cDNA DKFZp564B176 (fr 

HS.195B70 ttypotheticdl protein FU14991 

Hs.288806 Homo sapiens cONA FU11778 fis. clone HE 

Hs.13941 ESTs 

Hs.182979 rit)0SomalpfQtdnL12 

Hs.147862 ESTs 

Hs5921 Homo sapiens cDNA: FU21592 fis, done C 

8b:RC2-BN0127-2403004)1 1-1)05 BN0127 Homo 

Hs.75969 prollne-iich protein with nudear target 

Hs^35 Homo sapiens cDNA aJ1021 2 fis, done HE 

Hs.82098 ESTs 

Hs.151803 ESTs 

Hs.178045 ESTs 

Hs.170849 ESTs 

gb:£tf13a11.s1 So8ies_testis_i«{HT Homo sap 

Hs.134110 ESTs 

Hs.127092 ESTs 

Hs.21 273 transcription factor NYD^IO 

Hs.334309 ItefatinSA 

Hs.138136 ESTs, WeaWy simflar to 1510254A LI repe 



Hs.55950 ESTs, Weakly Mar to KIAA1330 protein 
Hs.12839 ESTs 
Hs.240112 KtAA0276 protein 
Hs.17170 G protein-coupled receptor 4 

gb:QV44fr0222-26109&<>144l1 HT0222 Homo 
HS.1181S8 ESTs 



437980 
455955 
414899 
403786 
430187 
451700 



AF075084 

A1741816 

R36022 

L42563 

A1732163 

A1521251 

C00719 

Hoogis 

AA885428 

AM24158 

AW003204 

AU37275 

AA928829 

AW511090 

A1249368 

H70302 

AF121260 

BE074910 

Y13187 

AA370501 

AW139680 

R50393 

6E162394 

AW975433 



gb:Homo sapiens fuH tongth insert cDNA 
Hs.125897 ESTs 

Hs.1 79566 hypothetical protein FU22624 
Hs.1165 ATPase. transporting, nongastric. 
Hs.186909 ESTs, Wealdy similar to aRemalively sp 
Hs.171030 ESTs 
Hs.120440 EST 
Hs.268744 KIAA1 795 protein 
Hs.125646 ESTs 
Hs.206461 ESTs 
Hs.151167 ESTs 

H5.20137 hypothetical protein DKFZp434P0116 
Hs.47099 hypothetical protein FU21212 
Hs.130419 ESTs 
Hs.g8558 ESTs 

gb:y(95107.r1 Scares fetal liver spleen 
cysteine and glyclne^ich protein 3 (car 
gb:RC5-BT0580-1703004)21-F12 BT0580 Homo 
Homo sapiens dmd gene, intron 1 1 
gb:EST82261 Prostata gland I Homo saplen 
ESTs 

KIAA1474 protein 

gb:PM2-HTO451-17O10O«04-fl08HTO451 Homo 
ESTs 



Hs.83577 

Hsi48087 

Hs.161393 
Hs.278436 

H5^288 



445900 
457041 
415716 
422336 
451664 
407244 
455249 



406076 
405302 
400325 
408408 
423119 
424152 
431980 



AI799909 Hs.158989 ESTs 

A1470262 H5.29553 ESTs 

BE149024 gb:CMO-HT0249-291099-084<i)4 HT0249 Homo 

AF070526 Hs.13429 Homo sapiens done 24787 mRNA sequence 

AA399018 Hs.250835 ESTs 

N59294 Hs.179662 nudeosome assembly proton l-iike 1 

AI761322 Hs.115285 dihydroTipoamide S^etytlransferase (E2 

AA889081 Hs.1 53952 5* nudeotidase (CD73] 

M10014 Hs.75431 fibrinogen, gamma pdypepfide 

AW876538 gbJ^C34'T0028.19010W)12-b06 PT0028 Homo 

NIWL0Q0346 Hs.2316 SRY (sex detemftilng regton Y)4)ox 9 (ca 

Al^179 Hs.137011 Homo sapiens mRNA; cONADKFZp547P134(fr 

M85292 Hs.247924 Homo sapiens endogenous HlV-1 related se 

AF070571 Hs.44630 Homo sapteisdoits 24739 mRNA sequence 

AA322201 Hs.131976 ESTs 

AL133S91 Hs.141480 Homo sapiens mRNA; cONADKFZp434N079{fr 

AA523G96 Hs^4507 hypotheflcal protein FU20986 
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425793 AA363946 
401462 

458817 AI522129 
422163 AFQZ7208 
41987$ AAB53410 
423047 NM.005323 
425349 AA42S234 
401368 

418531 R96760 
447290 AI476732 
441143 AI027604 
431292 AA370141 
405783 

444459 A1680624 
402112 R58624 
425745 U44060 
444627 R09764 
451195 U10492 
411417 AW845481 
418343 AA216372 
431595 AAS08196 
436187 AK000998 
455699 BE068121 
459440 BE04e054 
428832 AA578229 
423492 AF020761 
424235 NM.003181 
437913 AI140825 
443185 NM.005134 
443458 R0538S 
426803 AA362568 
437183 AI928184 
420879 N31165 
442726 AW136066 
456189 H91010 
441115 R69910 
435563 AF210317 
415628 F13080 
423637 AL137279 
443246 T75157 
450877 Al7g9608 
439063 AF085922 
401526 

408751 N91553 
417320 AA195667 
442927 A1024347 
444125 AI124882 
452148 AF007143 
453901 BE065902 
452589 BE15991S 
403011 

436154 AA764950 
408221 AA912183 
430345 AK000282 
415399 T26994 
441817 AW969708 
443556 AA2S6769 
455092 BE152428 
439703 AF086538 
411024 8E062590 
414545 BE379492 
434715 BE005346 
407594 AW067584 
439235 N45S13 
453736 AL118674 
404967 

437783 A1683150 
412887 BE007420 
426942 AA393551 
403513 

419077 AA2338&5 
421823 N408S0 
425664 AJ008276 
451007 H38108 
407803 AW081681 
409642 AW450809 
439492 AF086310 
420814 AA7211S6 
449508 AK001566 
428350 AW873520 
405456 

442459 AI264628 
415763 Z4228S 



Hs.20969 ESTs 

Hs.173119 ESTs 

Hs.112380 pranMn(inous8>«e1 

Hs.93557 proenkephaSn 

Hs.123064 HI Mstone (amBy, member T (tssGs-spec 

HS.7S886 (ibose&i)hosphal8isomer85eA(ribose5 

Hs.183758 ESTs 

Hs.263912 ESTs 

Hs.159650 ESTs 

Ks.2281 chromograntn B (secretogranin 1) 

Hs.148676 ESTs 

Ks.2186 eukaryoGctranslaSonetoneaSon factor 

Hs.14427 HomosapiefiscOHA:FU21600fis,clon8H 

Hs^16 ESTs 

Hs.438 mesenchyme homeo box 1 

gb:MR1-CT0056-201199mb04 CT0056 Homo 

Hs.159501 ESTs 

gb:nh60fD7ji1 NQ^CGAP^Pifl Homo sapiens 

Hs.297221 Homo sapiens cDNAFU10136fis, done HE 

gb:CM1-8T0368^51299<)60-802 BT036B Homo 

gb:!z46c03.y1 Na^CGAP_Bni52Homo8apien 

Hs.324239 ESTs, Moderately similar to ZN91J{UMAN Z 

Hs.1 29683 utuquttin-conjugallng enzyme E2D 1 (homo 

Hs.143507 Tbrachyury (mouse) hornolog 

Hs.121623 ESTs 

Hs^841 42 chromosome 21 open reading frame 4 

Hs.143509 hypotheses prDtab)FU21924 

H8.179747 ecotroptc vira) IntegraBon sKe 5 

Hs.122011 ESTs 

Hs.238837 ESTs, Weakly sirnllar to 843603 RNA bind 

Hs.19145 ESTs 

Hs.44940 ESTs 

Hs.29041 Homo sapiens cOHA HJ14177 tis. ckme NT 

Ms.95497 solute carrier family 2 (fadntated gtu 

gb:KSC3ID041 nonnaltzed infant brain cDN 
Hs.130187 Homo sapiens miWA: cDNA DKFZp43401214 (f 
Hs.337603 ESTs.Weddy8tmaartoT08680hypotheii 
Hs.29178 ESTs 
H3.1 13988 ESTs 

Hs.258343 ESTs 
H$.86022 ESTs 
Hs.131519 ESTs 
Hs.118121 ESTs 

Homo sapiens done 23738 mRNA sequence 
gb:RC2.BT0318-150200-0114>09 6T0318 Homo 
Hs.61406 EST8,WeaidyG{mitarlo2004399Achromos 

Hs.1 19898 ESTs 
Hs,47447 ESTs 

Hs.239681 hypotheScal protein aJ20275 
HS.17719B ESTs 
Hs.293332 ESTs 

Hs.94949 methylmatonyl-CQAepimerase 

gb:CMO-HT0323'1512g9-12&b04 HT0323 Homo 

Hs.196245 ESTs 

gb:QV1-8T0260-2B1099^fD5 6T0260 Homo 
gb:60123621SF1 NIH_MGC.44 Homo sapiens c 

Hs.116410 ESTs 

Hs.160681 ESTs 

H5.46608 ESTs 

HS.34S71 zlnc6ngerhonieobaKlB 

Hs^lSSO ESTs.W^sN!artoAiaJ1_HUIriANALJUS 

gb:PM3-BN0142.2003004)01-«04 BN0142 Homo 
Hs.97450 ESTs 



Hs.164526 ESTs 
HS.2B62S ESTs 
Hs.159003 
Hs,32759 
Hs^69064 
Hs,257347 
HS.1031S9 
Hs.190440 
Hs^18 
Hs.112017 



transient receptor potenBai channel 6 
ESTs 

ESTs. Wealdy sMIar to T42689 hypotheS 
ESTs 
ESTs 
ESTs 

hypolheffcal protein FU10704 
GESSgene 



Hs.125428 ESTs 

Hs.5181 proIi{sratioiMSSQciated2G4.38kD 
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428S32 AF157326 
436720 AW9f75902 
449539 W80363 
415533 T74009 
408749 H65489 
404652 

423130 AW897S86 
424960 BE24S380 
402131 

413530 X98330 
456118 AA380267 
444217 AV648751 
449579 AW207260 
412323 AW937143 
418912 NM.000685 
433513 AIS66356 
448912 D83781 
451496 AW503407 
420273 AI652B64 
451949 U038B4 
420756 AA411800 
423532 BE090503 
425012 T77666 
441609 AA946764 
448870 BE1 81783 
451206 H86226 
457314 AA479597 
416192 NM_005036 
418888 AU076801 
455310 AW893961 
459450 AA42&429 
424188 AW954552 
423575 C18863 
427443 AA402713 
452092 BE245374 
413091 BE065063 
421003 T72080 
429593 AK000332 
445611 AW418497 
412494 AL133g00 
408243 Y00787 



407308 H67394 
423728 AW891294 
404587 M99587 
410483 BE163567 
416431 AW384459 
416805 F13271 
417177 NM_0O4458 
427134 AA398409 
428137 AA421792 
430844 T94960 
441218 BE327561 
440911 AA909536 
411131 AW819212 
438602 AI167149 
441191 Ai693930 
403776 

420159 A1572490 
427839 AA608823 
429905 A1J08O128 
449396 BE169100 
450777 AA25S&46 
458043 AW979009 
405523 

434849 AW292765 
482755 AW138937 
438055 AA7766S5 
420908 AL049974 
405738 

417806 At867277 
430698 AA492071 
AI733386 



Hs.184786 TBP4nleracrmg protein 

gb:EST38801 1 MAGE resequences, MAGN Homo 
Hs 58446 ESTs 

Hs'.268738 ESTs. WeaWy similar to ALU7,HUMAN AUJ S 
Hs:!50659 ESTs 

Hs.21213 ESTs 

Hs.1 53952 S nudeoGdase {CD73) 

Hs.90821 ryanodine receplor 2 (caidiac] 
Hs J8277 OKFZP434F2021 protein 
H5.28239S ESTs 

Hs.1 34014 ESTs, WeaWy similar to T46425 hypoUieti 

flb:PM1-OT0041-281299-001.roi DT0041 Homo 

Hs.89472 angtotensin receptor 1 

Hs.171437 ESTs 

Hs.22559 KIAA0197 protein 

gb:Ul-HF-BNaa!w«l-11-04flJl NltLMGO-SO 

Hs.197257 ESTs 

H8.463 potassium imvardly-recGfying ctiannel, s 
Hs.189900 ESTs 

gb.RC6-BT07l7-110400.011-F11 BT0717 Homo 
Hs.92414 Homo sa^Ksns cDNA: RJ22030 lis, done H 
Hs.133460 ESTs 

Hs.175358 ESTs, Weddy similar to A47582 gr 
Hs 271780 ESTs. WeaWy similar to 138022 hypo&eti 
Hs.193669 hypothetical protein DKFZp58BJ1119 
Hs 998 peroxisome proIiferaUve acfivated recep 
Hs.89436 cadhertn 17, U cadlwrin (liver-intestin 

gb.RC44INOOZ7-0604(XM)1lHl11 NN0027 Homo 
Hs.98463 EST 

Hs.142634 zincfingefptolBin , ^ ^ 
Hs.163443 Homo saptens cDNA FU11576 fe, done HE 
Hs.97872 ESTs 

Hs^842 hypottieficd protein FU11210 

gb:RG1-BTO313.11050WM7-e02 BT0313 Homo 

Hs.95667 F-box protein 30 

Hs.209927 Homo saptens cDNA FU20325 fe. done HE 
Hs.145583 ESTs . . . 

Hs J92 ADP-ribosytefion fector domain protein 1 

Hs.624 inletieiridnS 

Hs.331325 ESTs, WeaWy similar to 138022 hypottififl 
Hs.132136 solute carrier family 4, sodium bteaibon 
Hs.104134 hom8obox(H6family)l 

gb^lV3W046M30200-101-M8 HT04eO Homo 

Hs.172004 Ciin 

Hs.79981 Human done 23560 mRNA sequence 

HS.B1452 fatty-add-Coanzyme A ligase. long^haln 

Hs.173561 EST 

Hs.170999 ESTs 

gbyB38d07.r1 Stralagene hmg (9372105 H 

Hs^2345 ESTs 

Hs.143562 gjj.j^^.sT028W)71299^81-c07 8T0283 Homo 
Hs.123374 ESTs, Weddy sinilar to mariner transpos 
Hs.14a816 ESTs 



446092 N33522 

456869 BE467912 

413617 BE155373 

444931 AV652066 

412236 AW902583 

453264 AA034137 

438370 AA843242 
406092 

454874 AW836407 

455880 8E15320B 

459275 A1808913 



Hs.99785 Homosap1enscDNA:FU21245fi8.doneC 

Hs.98244 ESTs 

Hs.225998 DKFZP434C153 protein 

Hs.195029 ESTs 

Hs.6047a ESTs, Moderately dmilartoS47073fin9e 

Hs.326108 ESTs 

Hs.8053 ESTs 

Hs.213436 ESTs, Weddy similar to A34087 hypoOwB 

Hsi70942 ESTs 

Hs.100261 H0mosa(fensmRNA;cOMAOKFZp564B222{fr 

Hs.183733 ESTs 

rf):ne97h04x1 Na_CGAP^Kki1 Homo sapiens 
Hs.1 29194 ESTs, Wfeddy slmlar to ALU1_HUMAN ALU S 
Hs.145894 ESTs 

Hs.1 54294 discs, large (DrosopWIa) homotog 1 
Hs.279518 amytoa beta {A4) precursor-ike protein 
Hs.75113 general IranscripBon factor UIA 

gbK3V3-NN1024-2604C0-171-n0 NN1024 Homo 

Hs,271955 ESTs 
Hs.48523 ESTs 

Ks.270143 extraceUular glyoopratdn EMIUN-2 prec 

gb:PM04nO335<J5040O«17-Fl0 HT0335 Homo 
Hs.339352 Homo sapiens broOier of COO (BOG) iHRNA. 
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411987 AA375975 
441684 AW172630 
416211 R14625 
433128 AB021923 
452259 AA317439 
453696 AI989482 
456208 AW293698 
425876 AWD05887 
450458 AA009926 
406603 

410181 Ai468210 
410871 078367 
412708 R97106 
422897 AA679784 
436329 AI798750 
436679 AI127483 
455992 BE179015 
452594 AU0764Q5 
419296 AA236115 
454747 AWB1B535 
455791 BE090889 
411409 AW844803 
426662 AAS79474 
400268 

438782 AA828380 
443764 F232fl3 
412486 AF210650 
411514 AW850178 
457900 AW976692 
417376 AA253314 
426682 AV660038 
435608 AW183971 
413627 BE182082 
432415 T16971 
445860 Ar702668 
441396 AW293677 
452046 AB018345 
454936 AW846082 
454434 AA083558 
436868 AI942357 
431613 AA018515 
408812 BE397160 
416690 K84078 
436471 AA719ai3 
425659 AKOOOSgO 
426237 AKD01104 
456257 U48351 
455544 AW993880 
407494 U10072 
452821 AW471181 
434222 AF119886 
429864 AA460039 
456273 AF154846 
402603 

411162 AW819944 
420621 AA278808 
435113 AA665469 
438188 AA779975 
438295 AI394151 
450181 H05254 
433764 AW753676 
433229 AB04O925 
443718 AI083580 
418246 A1472179 
453930 AM19466 
400365 Y102S9 
419318 AWg69742 
428527 At902398 
404414 

446444 AI743737 
411354 AW992424 
417918 AA209205 
418310 AA814100 
454481 AW794878 
/41216 BE299830 
438257 AW474419 
442264 AI278777 
419S0S AA243660 
417595 R07343 
443555 M71710 
444517 A1939339 
454867 AW83S924 
455870 AW452631 



Hs. 1 83380 ESTs, Moderately simfar to ALU8.HUMAN A 
Hs.1 44884 ESTs 

gb:yg45c03j1 Scares Infant brain 1NIB H 
Hs.23367 EST-YDIpiOta'n 
Hs^707 Signal sequence receptor, gamma (Irensto 
H5.146286 kblesHi family msnber 13A 
Ks.334625 Homo sapiens cDNA RJ14890 fis, done PL 
H5.234058 ESTs 

gb3i07e05i1 Soares.fetalJiver.8plee(u 

Hs.261285 pleiotrapfe regulator 1 {PRL1. Arabidops 
H5.66739 ksralin 12 (Meesmann corneal dystrophy) 
Hs.167546 ESTs 
Hs.4290 ESTs 

Hs.163960 Homo sapiens heat shock transcription fa 

Hs.120451 ESTs. Wealdysimflar to unnamed protein 

gb:RC3-HT0612^5004)134ilO HT0612 Homo 

Hs.29981 solutecamer(arnlly26(suMtransp 

HS.1207B5 ESTs 

gb:RC1^T0278-140300^16405 ST0278 Homo 
9b:RC1.BT0720-28030W)11-ro8 BT0720 Homo 
gbJ%C3^0056.17030OO1&A8 CN0056 Homo 

Hs.122710 ESTs 

Hs.126733 ESTs 

gb:HSPD22980 HM3 Homo sapiefls cDNAclone 
HS.1S0858 NAG19 protein 

gb:ll^T0219.2710994)22-H12 CT0219 Homo 
Hs.291665 ESTs 

HS.1S41Q3 UM protein (sltrinar to rat prM Una 
Hs.2056 UDPglycosyllransferasellaTfly.polype 
Hs^50896 ESTs 
Hs.246973 ESTs 

Hs.289014 ESTs. Weakly simHar to A43932 mucin 2 p 
HS.2019SS ESTs 
Hs.186890 ESTs 
Hs.27657 KIAA0802proteki 

gb:MR3-CT017&O81099^2-d01 CT0176 Homo 
HS.2612S6 ESTs 
Hs.187870 ESTs 

Hs.264482 Homo sapiens mRNA: cDNA DKFZp761A041 1 (f 
H5.254763 ESTs. WeaMy similar to A42442 inlegrtn 
Hs,108551 ESTs 
Hs.117662 ESTs 

Hs.158636 hypothetica) protein RJ20S83 

Hs.168241 hypothetical protein FU10242 

Hs^1219 ESTs, Weakly simnar to S18946 ultra hig 

gb:RC3*N0034.240400^17-d09 BN0034 Homo 
gb:Human foikhead famfly (AFXl) mRNA, pa 

Hs,160874 ESTs 

Hs.283941 Homo sapiens PR025gi mRNA. complets cds 
Hs.286 ribosomal protein U 
Hs.1148 zinclinger protein 

gb:Q\rtKST0294-240300-172^03 ST0294 Homo 
gb2879c09.r1 Na_CGAP.GCBl Homo sapiens 

Hs.1 17136 ESTs 

Hs.128859 ESTs 

Hs.37932 ESTs 

Hs^1138 ESTs 

Hs.39982 ESTs 

Hs.91625 KIAA1492 protein 

Hs.221373 ESTs 

Hs.121276 ESTs. We^ similar to R5HU7A ribosomal 

Hs.36727 hypothefcal protein FU10903 

Hs.274501 H^nsACTH receptor mRNA 3UTR 

Hs^lOOS ESTs 

Hs.34492 CytlOpreteln 

Hs.24370 ESTs 

Hs.288141 hypothetic^ protein MGC31S6 

Hs.163754 liypo0ie8calprat^FU12606 

Hs.86693 ESTs 

Hs.314230 ESTs. KigMy similar to ck)Ck{HJ8plei» 

Hs.192903 ESTs 

Hs^4794 ESTs 

Hs^55 EST8.WeaMysimnartoALU1JHUMANALUS 

Hs.143061 ESTs 

Hs.226a23 E5Ts.ModeratelysimIlartolS4374gen8 

Hs.21398 ESTs.ModeralelyslnnllartoAChalnA.H 

Hs.146883 ESTs 

gb:PM1-LT0O1S.2S020&O02-e09 LTOOISHomo 

H5^13803 ESTs, Highly sbnllar to AF157833 1 nond 
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457630 A16B0fi03 
424210 T71397 
447748 AI422023 
411970 AA099142 
441233 AA972965 
400706 

436033 H75391 
440836 AW370882 
431086 A]82g692 
455110 BE15450S 
455678 BEO66007 
413088 BE064962 
436196 AK0010&4 
437396 BE140396 
432374 W68815 
442690 AI014727 
441700 AA2335S6 
410286 AI739159 
403271 

429761 AI276780 
437085 AA743935 
450822 AW771860 
457505 AF131757 
416585 X54162 
430357 AW976789 
417249 N58198 
423554 M90516 
440400 AA994354 
440460 H92571 
446302 AI285848 
424012 AW368377 
428944 AA780181 
419547 AA348947 
455500 AWg63582 
419435 A1200540 
452450 AW854a91 
434699 AA643687 
436421 AI67B031 
447505 AIJ049266 
419758 U31973 
426698 AA394104 
446861 AI696519 
423025 AA831267 
447624 A1640326 
411736 AW859089 
416334 H53139 
446818 A1342668 
454836 AW833711 
442278 A1733477 
453393 AW956392 
420854 AW296927 
408729 AA195784 
45S675 BE065984 
411660 AW855718 
455252 AW876627 
409156 N76186 
423175 W27595 
430291 AVG60345 
401785 
402369 

439079 AF085937 
412566 AW962574 
411463 AW847645 
413758 BE162391 



Hs.112627 ESTs 

Hs.222707 KIAA1718 prdein 

Hs.161338 ESTs 

Hs.13804 hypothet"^ P"'*^*" 41462023.2 

HS.13S568 ESTs 

Hs.255748 ESTs 
Hs.222080 ESTs 
Hs.211561 ESTs 

flb:PM041T0343-281299^03^06 HT0343 Homo 
gb:RC3^T0319.120200^14Kl09 BT0319 Homo 
gb:RC1-BT0313-13040W)16^2 BT0313 Homo 
Hs.333498 Homo sapiens cDNARJ10222 lis. done HE 
Hs.21621 hypothetical protein DKFZp762O076 
Hs.301885 Homo sapiens cDNA RJ11346 fis, clone a 
Hs.160047 ESTs, WeaWy similar to B28096 Sne-l pr 
Hs.128908 hypothetical protein FU12994 
HS.6189& DKFZP586N2124 protein 

Hs.135173 ESTs 

HS202329 ESTs 

Hs:205l30 ESTs 

Hs.274533 Homo sapiens done 24926 mRNA sequoice 

Hsi79386 leiomodin 1 (smooth muscle) 

Hs.165607 ESTs 

H5.182898 ESTs 

Hs.1 674 glutamine-ffuclose^-phosphate transamm 

Hs 125594 ESTs. Weakly similar to T25472 hypotheii 

Hs.234478 Homo sapiens cON A: aJ22648 fis. clone H 

H8.14g757 ESTs . . ^ 

HS.137S69 tumor protein 63 kOa with strong homotog 

Hs.41 182 Homo sapiens DC47 mRN^ complete cds 

Hs.91816 hypothetic^ protein 

gb:EST375655 MAGE resequences. MAGH Homo 

Hs.148n ESTs, Weekly similar to (defllne not ava 

Hs.194720 ATP-Wnding cassette, subfamily G (WHIT 
Hs.149425 Homo sapiens cONAFU11980 fis. done HE 
Hs 122813 ESTs. Weakly sinilar to ZN22.HUMAN ZINC 
Hs"l8724 Homo sapiens mRNA; d)NA DKFZp564F093 (fr 
Hs.93173 phosphodtesteraseSCcGMP-spedficcon 
Hs.97489 ESTs 

Hs.1 4427 Homo sapiens cONA: FU21800 fis, done H 
Hs.12244 hypothetical protein FLJ20097 
Hs 62713 ESTs 

gb:MR1-CrO3SO-15O200^2'dO2 010350 Homo 

HS.36Z71 ESTs 

Hs^9765 ^,j.^4_jjQQQg.25ti9W)43-e11 TTOOOB Homo 

Hs.166313 ESTs 

Hs.110376 ^^„,gyy^g^.,^,Ls1Na_CGAP,8a 

Hs.72fi39 ESTs 

gb:RC3-BT0319-120200-014^06 BT0319 Homo 
gb-RC1-CT0279.07010W)21-a06 CT0279Homo 
gb:RC3.PT0028-1202004}1W11 PT002BHomo 
Hs.173518 M-phase phosphoproteln homotog 
Hs.18653 hypothetical protein FU14627 
Hs.238126 OGM9pfOtaln 



409446 

412613 

417909 

454743 

406364 

404108 

411934 

415747 

443526 

415319 

454864 

458771 

414349 

426589 

429515 

443814 

411772 

434764 



A1561173 
AA653507 
R35614 
AW6184S6 



AW876538 
AA381209 
AW792804 
AA659823 
AW835775 
AW29S1S1 



AW954460 
ALD31223 
AV66S386 
BE170301 
AA649051 



tiSg333^8 ESTs 

gb:EST374647 MAGE resequences. MA6G Homo 
gb:lL3^rr0213-280100^56A04 CT0213 Homo 
gb:PM2-HT0451^010^002-«)4 HT0451 Homo 

Hs.67688 ESTs 

Hs^ll hypothetical protein FU13089 

gb:yg66e08i1 Scares infant brain 1N1B H 
Hs.7g347 KIAA0211 gene product 

gb:RC3J*n)02B.190100^2WPTt)02BHomo 
gb:ESTg4257 Adhrdled T-ceSs 1 Homo sap 
Hs.134002 ESTs ^^^^ ^ ^ 

Hs^gSS Homos9pfenscDMAFU13485fis,donePL 

gb;QV4-tJ0016.24fl2DO-110^LT0016Homo 

Hs.163612 ESTs 

gb:601172296F1 NIH.MGCJ5 Homo sapiens c 
gb:EST366530 MAGE resequences, MAGC Homo 

Hs.204370 D^iA segnffint oci chromosome 6 (ufrfcpie, pse 

Hs.7645 fibrinogen, Bbeto polypeptide 

gb:QV44ff053&O40500-193«5 HT0536Homo 

Hs.164007 ESTs 

375 
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423322 D86984 
446252 AI283125 
453361 AA035197 
4S5275 AW977806 
449410 AA00135G 
451403 AA885569 
458B61 AI63Q223 
416944 N22809 
423010 W2S436 
412505 AA974491 
446399 AI298405 
412139 BE044976 
403691 

424025 AI701852 
420352 BE258835 
422342 AA309272 
447343 AA256641 
457770 BE065030 
427731 AA411750 
426920 AA393351 
427794 AA709186 
429903 AL134197 
454190 AW177821 
414550 BE37980d 
436391 /U227892 
401989 

423345 AI267677 
444905 AW135863 
424539 L02911 
400861 

458426 AI064S14 
429520 AA160142 
403568 

430592 X80240 
451078 AI927694 
424560 AA158727 
427888 AA41708d 
425541 AA359119 
422840 U44059 
404708 
405008 

453772 BE281431 
411036 AAB57218 
444575 AI264847 
449311 A1657014 
454277 AW295069 
454566 AW607605 
454597 AW809648 
416208 AW291168 
407851 NM_014496 
446554 AA151730 
452850 H23230 
406468 

407300 AA102616 
408617 R61736 
409627 AW997628 
416665 H72974 
417404 NM_007350 
418994 AA296520 
428709 BE268717 
429654 A1435046 
432253 AW090822 
439786 AV652707 
445432 AV653771 
453052 R63050 
454137 AW500340 
459608 AL119471 
452843 AI796769 
433222 AW514472 
449695 AA164569 
431532 AI537817 
425867 NhL007159 
400641 

430982 R17432 
432808 NM_01S985 
410845 AW807182 
411S61 H81164 
421083 AA283626 
423513 AF035960 
434627 AI221894 
435663 AI023707 
4SS879 BE153275 
451797 AW663858 



Hs.199243 KtAA0231 protebi 
Hs.150009 ESTs 
Hs.107375 ESTs 

^:EST389810 MAGE resequences. MAGO Homo 
Hs.18159 ESTs 

Hs.40919 Homo sapiens CONAFU1451 Us. done NT 
gb:ad06gOaj1 Rdiferaling Eiyfhrotd Ce 
gbvw41e07 WeizRiann Obctoiy EpHhel 

Hs.90725 ESTs. Moderalaly shiiBar to 138022 tiypot 

H&21734 ESTs 

HS.1S0080 ESTs 

gbJui25b10ji1 NQ_CGAP_Thy7 Homo sapiens 

H$^1296 Homo sapiens cDNA: I^J23131 lis, done L 

gb«01117374F1 NIHJA6C_16 Homo sapiens c 
gb:EST180209 Uver. Iiepatocelluiar card 

Hs.236894 ESTs. Higtily similar to S02392 alpha-2-m 

Hs.124179 ESTs 

Hs.20943 ESTs 

Hs.132121 ESTs 

Hs.282963 ESTs 

H5.93S97 cydltHtependeni idnase 5. regulatory su 

gb:ll^4fr0059.180899^7-C05 HT0059 Homo 
gb:601 1S9567T1 NIH.MGC.53 Homo sapiens c 

Hs,146274 ESTs 

Hs.1 27416 synaplqanin 1 

Hs.209228 ESTs 

Hs.150402 activin A receptor, type I 

Hs.249567 ESTs 

HSJ05058 hypothetic^ protein i^J20075 

gbHsapiens endogenous retrovirus HERV- 
Hs.204470 ESTs 

Hs.150555 protein predded by done 23733 
Hs.137598 ESTs 

gb:EST68172 Fetal lung 11 Honw sapiens c 
Hs.121481 thyrotrophic embryonic factor 



Hs.16323 
Hs.297007 
Hs.22545 

Hs.31743 



Hs.41295 
Hs,40434 
Hs.301769 
Hs^4ai 



Homo sapiens. Similar to G antigen 8. d 
menibranfrbound transcription factor prot 
Homo sapiens cDNAFU12935 fis. done NT 
gb:tl49a12j(1 NCLCGAP.GCSHomosaptens 
ESTs, Wealdy similar to Z157_HUMAN ZINC 
gb:MR4-ST0098.12010a001-b06 ST0098 Homo 
gb:MR4-ST0124-261099^15<J01 ST0124Homo 
ESTs, Wealdy similar to MUOLHUMAN lUIUaN 
ribosomal protein S6 Unase, 90kD. pdyp 
nudix (nucleoside diphosphate tinted md 
ESTs, Moderately similar to A46010 X-lin 

gb2n43e07Al Stratagene Heij cen 83 93 
Hs.124128 ESTs 
Hs,313637 ESTs 

gb7u23a10.8l Soares fetal liver spleen 
Hs^2101 pledstrinhomology-like domain, famSy 
HS.89S4& seledinE(endothel]a) adhesion molecut 
Hs.104916 hypothetical protein FU21940 
Hs.164318 ESTs 

Hs^4174 transcription elongation factor (Sill) e 
Hs.33756 Homo sajto mRNA fiill length Insert cON 

gb'J^V653771 GLC Homo sapiens cONA done 
Hs 223813 ESTs 

Hs!313876 ESTs, Weakly similar to 138022 hypotheS 

gb£KFZp761M14U1 761 (synonym: hamy2) 
KSJ208320 ESTs 

Hs.23841 5 ESTs. Moderately similar to ALU8.HUMAN A 
Hs^550 ESTs 

Hs.270311 ESTs. WeddysimnartoALUIJiUMAN ALU S 
Hs.4007 Saroolemmat^ssodatod protein 

Hs.22217 Homo sapiens done IMAG£:32106. mRNA seq 
Hs^8973 angiopoieOn^ 

gb:MR4-ST0062-18020aM14)04 ST0062 Honw 
Hs^17 hypothetical protetoFU21799 
Hs.298016 ESTs. W^ Similar to 138022 hypolheti 
H5.129719 transglutaminases 
Hs^9311 ESTs 
Hs.134273 ESTs 

gbiHyKM{T033S>1B040(MK»^11 HT0335Homo 
HsJ33513 small MudbteqftoMnesufafandyE. me 
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439481 
412074 
403053 
409298 
411322 
447640 
447849 
458763 
404638 
413986 
407721 
422321 
408238 
436747 
437048 
413143 
404561 
444009 
400250 



AB033025 Hs^l WAAI 199 protein 

AL039379 H5.209802 ESTs. Weakly similar to ubiqullous TPR m 

AW591783 Hs^131 collagen, type XIV. alpha 1 (undulin) 

BB40902 gb:lL1-HTOOa-2405994)01-C11 HT0028Homo 

AF086294 Hs.125844 ESTs 

S746B3 Hs.73139 AOP-ribcsylhansferase 1 

R5B624 Hs.2t86 eukaiyotic Iranstellwi elorigabon liaCtor 

AA07021 1 gb2m68c04.s1 Strstegene neutoepilhelhim 

AW887330 Hs,172405 cefl division cyde 27 

AWim rf)ao75o1lJ(1 SoaesJ«»HMPiL81 Hoitiosapi 

A1538147 Hs.164277 ESTs 

AI693417 Hs.293309 ESTs 

l^25Q7 gb:HSC1FC021 normalized Infant brain cON 

Y12735 H6.38018 duaJ.spedficitylyttBb»{yH)hosphoiyl 

AA906427 Hs.l81035 »VPothelicalpnJle!nMGC11296 
VV95901 gb:ze43d11.r1 Scares retina N2b4HR Homo 

AW977192 H3.291343 ESTs 

™ HS.91582 ^ST^o3,,.,,o20W«,1^gT0347Hom^ 
A13807S2 



Hs.135104 ESTs 



417002 T79613 
439446 Ald27629 
441227 AW295407 
44S038 A1635444 
455107 BE154113 
458624 AI352790 
459344 AW49g533 
45260S AW9B8S57 
457652 AF116656 
450068 AW207212 
444750 AW242684 
414591 AI8884g0 
407264 L34727 
443169 AK)38687 
426536 A1949749 
449752 AI668626 
459592 AU)37421 
429504 X99133 
429063 AW363845 
430484 D82880 
423873 BE003054 
447375 AI376660 
444230 H95537 
439911 AAS54024 
421296 NM_002665 
449385 A1550471 
430044 AA464510 
427131 AA448460 
409103 AF251237 
421354 AA766485 
423740 Y07701 
440048 AA897461 
441358 AW173212 
453857 AL08023S 
414290 AtS6B601 
427342 AL110150 
459459 AA460445 
434638 H50758 
442717 R88362 
419637 W27493 
431169 AW971240 
449432 AW451361 
458734 AI554946 
449529 A19gOS59 
426088 AF038007 
420195 N44348 
418105 AW937488 
43(»57 A1937072 
41818B AW139413 
424103 NM.001918 
454324 AW608930 
437369 AA765230 
453211 W84829 
451099 R5279S 
400462 

413637 AA131315 
421755 AW1634S4 
424195 U50536 
434163 AW974720 



Hs.14613 ESTs 

Hs.57873 ESTs 

Hs.128893 ESTs 

Hs.143917 dJ467N11.1 protein 

gb:PM1^TO34O.151299^03.808 HT0340 Homo 

Hs^78639 KIAA1684 proifiin; Hkrfy homoteg Of mous 

Hs^57975 ESTs 

Hs.90012 liypoltietical protein ai23441 ^• 

Hs573809 Homo sapiens PR01 167 mRNA, comptele cds 

Hs.280925 ESTs 

Hs 243623 ESTs 

Hs 55902 ESTs. Weakly siiralar Id ALU8JHUMAN ALU S 
gb:Homo sapiens T-ceB receptor beta (TC 

Hs.133338 ESTs 

Hs 44441 ESTs 

HS 51773 Homo sapiens cIDNA FU11648 lis. done HE 

Hs.208746 ESTs, Moderately similar to pot ORF U 

Hsi04238 lipocalln 2 (oncogene 24p3) 

Hs.122142 ESTs. WeaWy similar to A46010 X-Rnked 

Hs541548 RAS p21 prolan aclivatDr 2 

Hs.1 595 matrix metalloprolBlnase 12 (macrophage 

Hs.257822 ESTs 

Hs.148067 ESTs 

Hs.189110 ESTs 

Hs.103253 periRpin 

Hs.270370 ESTs 

Hs.152812 ESTs 

HS.112D17 GE35gene 

Hs.112208 XAGE-1 protein 

H5^69664 ESTs 

Hs^3007 amlnopeptidasepuromycm sensitive 

Hs.328737 ESTs. Weakly slmiiar to envelope protein 

Hs.129041 ESTs 
Hs^l DKFZP586E1621 protein 

S^iISbO HoiTO sapiens mRNA; cDNA DKFZp586O0724 (f 
gb2x66h11.f1 Soafes_lctaIJetus_Nb2HF8. 
^t):yp86eQ6j1 Soares fetal Over spleen 
Hs 180S91 ESTs, WeaWy slmnar to T23976 hypothefi 
gbaihIO Human rafinacDNA randomly prim 
gb£ST383329 MAGE resetpiences, MAGL Homo 
Hs.196529 ESTs 
HS.1S8794 ESTs 

Hs.232033 ESTs ^ ^ 

Hs.166196 ATPase,aass I, type 88, member 1 
Hs^243 HomosapienscDNAFU11177fis.donePL 
Hs 178000 ESTs.WeaklyslmflartoFVl MOUSEFRIEND 
H5'.SS043 HomosaptenscDNAFU13277fo.ck)neOV 

Hs.151880 ESTs . . . ^ 

Hs.139410 dihydrbSpoamWe branched Chan iransacy 
Hs52184 hypoth^proteliiFU2061B 
Hs.121742 ESTs 

gtah53f04j1 Soaresjsteljiverjspleen. 
Hs,25954 IntefteuWn 13 receptor, alpha 2 

Hs.47144 DKFZP5o6^^0819p^otB^ 

Hs^7422 ESTs.WeaHysimiterloS71949meta!topr 

Hs.142907 Hunai BRO^ region, mRNA sequence CG01 1 

HsjIS206 group XII secreted phosphd]paseA2 
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435985 AA703154 
449916 T60525 
458661 AI299789 
4S9023 AWg68226 
406005 

456561 AI866634 
452161 R43077 
436590 AI39311S 
430151 AW96B203 
445635 AI769774 
433479 AW511459 
441676 BES64206 
407965 W21483 
450682 Z42993 
452958 AA883929 
454032 W31790 
405347 

440577 AA889945 
455780 BE088B28 
457024 AA397546 
404249 

437511 A1807500 
421338 AA287443 
425146 AW954627 
428277 AM2S220 
444870 AI200621 
402090 

45B507 A1185703 
443054 AI745185 
446534 AI307356 
453111 AB014S98 
405230 
405935 

413842 BE154837 
420724 AA279694 
436998 AA745625 
445748 U80766 
434283 AW235341 
407404 AF040257 
440621 AW2g6024 
423417 AP000365 
424131 AA335714 
450737 AW007152 
453687 T55674 
442704 AI01S463 
457756 AA126136 
412732 AW993300 
418993 F13215 
419751 AW195581 
429485 AWig7086 
433377 AI752713 
434896 AW022054 
441675 AI914329 
444711 AI188739 
445621 Ar733818 
449182 AW292381 
430987 Y08564 
404068 

414366 BE549143 
438315 R56795 
423161 AL049227 
447998 AI768289 
410150 AW382942 
432792 AA448114 
443363 AI792629 
440729 AA904739 
411045 AW854891 
459207 AW136410 
459124 AW301478 
458684 BE281115 
427962 AA946582 
401899 

432116 AA902953 
404196 

410999 AW813004 
413308 W28131 
430264 AA470519 
443482 AW188093 
453305 R39224 
451963 AI82S440 
453043 AW136440 
435559 AF209198 
440727 A1073991 



H5.191934 ESTs 

Ks.299221 pyruvate dehydrogenase Idnase. Isoenzyme 

Hs.166999 ESTs.Moderatelytiin]artDl38344fithi 

Ksi0798 ESTs 

Hs.246358 ESTs. Weakiy slmaar to T32250 hypothec 

Hs^1747 ESTs 

Hs.127655 ESTs 

gb:EST380398 MAGE resequences. MAGJ Homo 

Hs.20g831 ESTs. W^aUysimilartoALULHUMANALU S 

Hs.249972 ESTs 

Hs.49889 ESTs 

Hs.41 707 heat shock 27kO protein 3 

HS25320 Hon»saptacione25142niRNAse(iuence 
Hs.40527 ESTs 

Hs.194293 ESTs.WtaUy8imflartol54374geneNF2 
Hs.326381 EST 



Hs.119151 



gb:CM2'8T0693'230300>129^0g BT0693 Homo 

ESTs 



Hs.125247 ESTs 

glnsS2c1Qj1 NCLOGAP.GCBI Homo sapiens 
gb:EST366697 MAGE lesequenoes. MA6C Homo 

Hs.179203 ESTs 

HS.1485Q4 ESTs 

HSJ206957 ESTs 

Hs.8939 yesnassodated protein 65 kOa 

HS.17522S ESTs 

Hs^1720 hephaestin 



gb:PM1-HT0345.1211994)01-c08 HT034S Homo 

Hs.191540 ESTs 

Hs.291414 ESTs. WeaWy similar to ALU8,HUMAN ALU S 

Hs.13252 Human EST clone 22453 mariner transposon 

Ks.58715 (Maminepyrophosphokinase 

gb:Homo sapiens TNF receptor homokig mRN 

Hs,150434 ESTs 

Hs.128342 potassium large conductance caidunMcli 

H5.19966S ESTs 

Hs^03330 ESTs 

Hs^83108 hemoglobin, gamma G 

Hs.130987 ESTs 

K5^125 Interferoivjnduced prolan 75. 52kO 

gb:RC2.BN0O33.18020aO15^ BN0033 Homo 

H3287849 ESTs. Weakly simitar to T22a74 hypothsti 

Hs.93121 KIAA0761 protein 

Hs.99338 ESTs 

HS.4384S ESTs 

H5.136591 ESTs 

H3.5461 ESTs 

Hs.148488 ESTs 

H8.145549 ESTs 

HS.2241S0 ESTs 

Hs.248190 UDP-N-acelyl-alpha-Oflalactosaminerpolyp 

gb:601076456F1 NIH JitGC.12 Homo sapiens c 

Hs.82419 ESTs 

Hs.124778 Homo sapiens mRNA: CDNA DKFZp564N11 16 (f 

Hs.304389 ESTs 

Hs.6774 ESTs 

H8.278950 pmtocadheiinbetal. 

Hs.133293 ESTs 

Hs.128204 ESTs 

Hs.1 1 5325 RA67. member RAS oncogene ramDy-likB 1 

Hs.45051 ESTs 

Hs.1 84592 protein kinase, lysine ds8clent 1 

Hs^8855 hypothetical protein RJ20909 

H&8700 deleted in liver cancer 1 

Hs.308538 ESTs 

gbJ^C3-Sr0188-230300^1&M12 ST0186 Homo 
gb:42f7 Human retina cONA randomly prime 
gb3x:71f10^1 Na.CGAPJ>r1 Homo saplans 

Hs.250385 ESTs 

KsJ»7597 EHM2gena 

Ks^4952 ESTs 

Hs^4277 ESTs 
Hs.42638 



I w-ra.w<y~ ifcic finQeT pTOtdii 277 
Hs!l34268 EST8.WBa)dytlniQarto21092B0ABcell 
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434120 AI436050 
429768 AA805719 
425292 NM-005824 
455841 BE145836 
411093 BE067550 
430706 NM.O0354O 
42826B AA424g57 
458833 AW236702 
452215 AK002043 
444109 A11245S3 
428411 AW291464 
433098 AWig0593 
424882 A1379461 
453178 AM96086 
404569 

413841 M34276 
424068 U50531 
433532 AW975367 
442710 AI015631 
444206 AW301017 
451264 A)768235 
454784 AW820626 
429080 AA446228 
404165 

416327 R99822 
400631 AF173937 
438504 AW665281 
435325 At038388 
421253 AI188102 
427046 BE246180 
432711 AA563785 
439715 AAS24504 
441398 AA932398 
448458 AW614367 
452542 AWB12256 
417768 R24732 
427374 AI150033 
446847 T51454 
423600 A1633559 
413006 W03857 
434698 BE044674 
407639 AW20S369 
4S5121 6E1564S9 
448117 H49129 
443931 H23213 
450795 AW173371 
418632 AW118745 
419441 A\IV023731 
455067 ' AW854538 
418291 BE300369 
455964 BE166924 
44S944 H06338 
424827 AI057094 
449272 AW137656 
445292 AV653264 
415131 061119 
444715 AVB50947 
439560 6ES65647 
444140 AV648089 
423949 A)Q14546 
426434 AW363590 
445711 T79611 
424565 AW102723 
455201 AW947884 
429180 AA806287 
418849 AW474547 
425523 AB007948 
416509 »457713 
419337 AW291112 
419699 AA248998 
428976 AU)37824 
438294 AA706310 
456925 R15891 
433939 AL133887 
450048 AI693269 
451640 AA195601 
4166n T83470 



Hs.143937 
HS.1921S4 
HS.1S5545 



Hs.247816 
Hs.294132 
Hs.171431 
HS.2B472 
Hs.48g65 
Hs.10338 
Hs.151143 
Hs.153636 
Hs.61648 



ESTs 
ESTs 

37 kDa leudne-iteh repeat (LRR) protein 
gb:MRO-HT0208-101299-202-b08HT0208 Homo 
gb:iy)R4aT0358-09030(M)03^1 BT035B Bonn 
H4h{$tone family. meniberC 
ESTs 

ESTs. Weakly similar to A46010 X-linked 

hypclhelical protein FU11181 

Homo sapiens cONA: FU21693 Ss. done C 

ESTs 

ESTs 

far upstream element (FUSE) binding prat 
ESTs 



Hs.75576 pjeajBiiuaBii ^r^*-, 
Hs,138751 Human BRCA2 region. mRNAsequence CG030 

gb:EST387475 MAGE resequences, MAGN Homo 
Hs.23210 ESTs 
Ks 146492 ESTs 

gb:wB82g08.x1 SoafBS.NSF_F8_9W.OT_PAJ5.S 
gb-J«»^0299-1901004)124lO ST0299 Homo 
ESTs 



Hs.99057 

Hs^172 ESTs 

Hs.109494 secreted protein of untawum function 

Hs,224625 ESTs 

Hs.1 19309 ESTs 

Hs.31028 ESTs 

Hs.121385 ESTs 

Hs 152465 ESTs,Weaklysimilartol38022hypotheli 

Hs 42612 ESTs. Weakly similar to AUJIJIUMAN ALU S 

Hs.292036 ESTs. WeaMy simflar to B34087 hypottiefi 

Hs.171054 ESTs 

gbJlO05T0174-19109W)31^7 ST0174 Homo 

Hs.175139 ESTs 

Hs.143686 ESTs ^ ^ 

HS.82B45 Homo sapiens cONA: FU21930 fis. ctone H 
Hs^103S9 ESTs 
Hs>34298 ESTs 

gbihm46f02.)c1 Na„CGAPJ«)F1 Homo sapiens 

Hs.312830 ESTs 

gb:QV0-HT036WMO10W)82-«)6 HT0368 Homo 

HS.172S82 ESTs 
HS.22B57 ESTs 
Hs 60435 ESTs 

Hs.9460 Homo sapiens mRNA; cONA DKFZp547C244 (fr 
Hs:Z74368 MSTP032 protein 

gb:RC3-CT0255.20010OO244)02 CT0255 Homo 
H5;ffl9038' hypotliBlfcal protein MGC4126 

gb-ayi4-HTOS01-24030(W19401 HT0901 Homo 
Hs.13480 Homo sapiens done 24875 mRNA sequence 
Hs.96867 Homo sapiens cDNA: FU23155 fis. done L 

tte^mB? Homos3pienscDNAFU14666fis.donBKT 
gb:HUIi^l58CllB Qontech human fetel brain 

Hs.282464 ESTs 

HS.74B99 hypoiheBcd protein FLJ12820 
Hs.282383 ESTs 

Hs.130912 ESTs ^ ^ 

Hs.65551 Homo sapiens, Similar to DNA segment, Ch 
Hs.193691 ESTs ^ ^ ^ 

H&75295 guanyiate cydase 1. soluble, dpha 3 

gb:PM1-MT001O-2003OOfl01-g08 MTOOlO Homo 

Hs.58893 ESTs 

HS.S3565 Homo sapiens PIGW mRNA for mannosyltran 

H8.168244 KIAA0479proldn 

Hs560899 EST5,Moderatelyslmi!artoZN91J«MANZ 

Hs^09978 ESTs 

Hs.1 73044 ESTs. WeaMy similar to 138022 hypothetl 

Hs.194695 ras homdog gene famly, member I 

gb3g07b07.s1 SoaresJpineaUlandLN3HP6 

Hs.281587 Human [done CTGA4) mRMA sequence 

Hs.254122 hypolheficalprotan 

Hs.202273 ESTs 

Hs.26771 Human DNAsequence from done 747H23 on 

Hs.334840 ESTs. Moderately similar to 178885 serin 



405747 

80 412105 h07971 

420457 AA482280 

407726 AA435679 

423720 AUM4191 



Hs54319 VrSIO domain receptor protoin 

Hs.191656 ESTs 

Hsi8S94 ESTs 

Hs.23388 hypotheScal protein DKFZp434F0318 
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409517 X90780 
435352 AI056599 
439871 R88S18 
444098 AV647969 
449276 AW241510 
417712 AA205569 
449015 A(J038956 
411377 AW841462 
429276 AF056085 
411816 AW864609 
455280 AW8861S6 
407809 AW082279 
420478 AA5212S9 
424073 U03493 
445117 A)208754 
459390 BE385725 
420230 AL034344 
411517 AW85a267 
403578 

457003 S78234 
404531 Z256d4 
423045 AW967472 
409427 AW389668 
434745 AW974445 
400696 

407259 L02256 
411693 R82845 
426192 AA424051 
435634 T82384 
438018 AKD01160 
458303 AI264628 
405692 
403572 

415380 F07g53 
433014 NhL014711 
417859 T26453 
456472 AK0O1714 
444106 A1123922 
428231 U17989 
454086 AW88S909 
425071 NML013989 
416348 H65887 
403780 

414262 AW975616 
419423 026488 
442078 AW268583 
452975 M85521 
419216 AU076718 
416588 H66558 
425358 AB014595 
425686 M73S31 
441636 AW293202 
446845 A1343645 
422563 BE299342 
436574 AW293527 
424584 H10692 
456347 U00B03 
446901 A1347274 
459364 W69284 
430686 NNL001942 
414831 M31158 
425707 AF115402 
403525 

453343 AA905353 
421574 AJ000152 
449327 AI638743 
454769 AW8t9848 
420493 AI635113 
401614 
404767 
403534 

410594 AW770778 
436193 AA706059 
439626 N22415 
456481 AA258033 
441453 AW176106 
424946 M64572 
437332 AA814943 
454419 AA082211 
416225 AA577730 
450579 AW136774 
400664 

447613 AL041057 



Hs.120036 troponin I. canllaB 
Hs.120893 ESTs 

Hs.46736 hypotheOcal protein FU23476 

H5.109894 KIAA1451 protein 
252713 ESTs 

Hs'.194193 ESTs. Moderately slrrilar ta ALUI.HUMAN A 

H5.22868 protefai tyrosine phosphatase, non^ecept 

^1l06O«X)144)8030(»12-809 CN0014 Homo 

Hs.198612 GproteiiHioupledfeceptorSI 

8b:PM3^N0017-24030fr001-h03 SN0017 Homo 
gb:RCSOT0078.150300^)21-E08 070078 Homo 

Hs.244106 ESTs 

Hs.193796 ESTs 

Hs.138959 gap iunction protein, alpha 7, 45kD (oofl 
Hs.147359 ESTs 

gb:601276347F1 NIHJAGC^ Homo sapiens c 
Hs.264186 tbri(headt)oxC1 

gb:IL3-GT0219-161199(l31-A09 CTD219 Homo 

Hs.172405 can divtsion cyde 27 

Hs.121483 chtorlde channel 1 .skeletal musdefni 

Hs.163302 PCTAIRE protein kinase 2 

gb:RC2-ST016847129941^ ST0168 Homo 
Hs.185155 ESTs, Weakly sinvlar to T12482hypothetl 

gbiKuman Fab tregmenttiinding syncytial 
H5.273789 ESTs 
Hs^04742 ESTs 

gb9c14f05.r1 Siratagene lung (937210) H 
Hs^999 hypothefkial protein FU10298 
Hs.12S42a ESTs 



Hs.16085 putalhre Givotein coupled receptor 

Hs^12 KIAA0419 gene product 

gb:AB214F6Rln^ brain. llNLanayof 

Hs.95744 hypothetical protein simiiar to arikyrin 

H$.138215 Homo sapiens cONAFU114001i8,cbnB HE 

Hs.183105 nuclear autoantigen 

Hs.6975 PRO1073 protein 

Hs.154424 deiodinase,iodothyro(^.typell 

Hs.272163 ESTs 

Hs.291469 ESTs 

Hs.90315 KIAA0007 protein 

Hs.262629 ESTs 

Hs.244482 Homo sapiens, done iMAGE:3611719. mRNA, 

Hs.164021 smaD Indudble cytokine subfamOy B (Cy 
gb:yu16e04.r1 Scares fetal tiver spleen 

Hs,159976 cullln48 

Hs.1937 retinal degeneraOon, skw (retinitis pi 

H5.133451 ESTs 

Hs.156108 ESTs 

Hs.19348 hypolheOcal prot^ FU13119 

Hs.126465 ESTs 

Hs.13310 ESTs 

Hs.69426 fyn-related kinase 

gb±:05d02ji1 Na_CGAP_Co16 Homo sapiens 
gb2d46c03j1 SoaresJelaLhearLNbHHigW 

Hs,2633 desmoglein t 

Hs.77439 protein kinase, cAMP-dependent. regutato 

Hs.11713 E74^ factor 5 (els domain transofpl 

Ks.121622 ESTs 

Hs.1 05924 defensin.bela2 

Hs.224672 ESTs 

0bm-STO294O7O3OO-151-bO4 ST0294 Homo 
Hsl70366 EST8.WBaUy6imlartor78885serineAh 



Hs^81238 ESTs 

Ks.255286 ESTs 

Hs.18g080 ESTs 

Hs.108110 DKFZPS47E2110 protein 

HS.28S459 ESTs 

Hs.153932 proti^ tyrosine phosphatase, non^ecept 

gb»:07d0&8l NCL0(aAP_GC81 Homo sapiens 

Hs.233936 nvostn.RgMpolypepede,re8UlalDty.n 

Hs.188684 ESTs.WeaUy8imilaftoPC42S9fBni{Ih 

Hs.48614 ESTs 



HS.333&3 OKFZP434N093 protein 
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402689 AK001334 
430884 AF053748 
432797 AAS65264 
405608 

426365 AA376667 
405634 

423646 H02364 
434690 AI857679 
436572 AA723274 
447044 AFQ30107 
448828 A1580296 
457802 n8013 
444585 AW170015 
433781 AA609379 
450587 A1828854 
434077 AF116659 
448756 AI739241 
430388 AA356923 
454471 AW902125 
419107 AW085152 
455114 AW857121 
416546 H62953 
454117 BE410100 
456056 AA463550 
409998 M78345 
422352 AA766296 
409191 AW818390 
433919 AA746311 
455771 BE084B20 
431632 AK000992 
454716 AW8S0684 
413752 BE161807 
458037 AF074982 
434239 AF119910 
435133 AJ010482 
442772 AW503680 
400697 

45568S BE066976 
447039 AV661798 
404593 

422728 AW937B26 
421976 AL138443 
401673 

425001 U55184 
447816 NM_007233 
416143 AI955650 
419118 AA234223 
426261 AW242243 
449808 AA694220 
454749 AW818649 
456933 AA363946 
402942 

437064 AKI23264 
458623 AI305223 
415257 F03016 
426269 H15302 
442783 At017586 
444313 A1140494 
453444 AU)36531 
422757 AI909935 
430013 AA463833 
437138 Atg35622 



Hs.1 5470 putative ring zinc finger protein NY-REN 

Hs.248114 glial oeB derived neurotrophic factor 

Hs.135443 ESTs 

Hs.10283 RNA binding motir protein 8B 



Hs.148410 

HsOT596 

HS.1716S 

Hs.174782 

Hs.167279 

Hs.6594 

Hs.192083 

Hs.258538 

Hs.321151 

Hs.171480 

Hs.240770 

Hs.292987 



Hs.40368 

Hs.337532 

Hs.98265 

Hs.99200 

Hs.175613 

Hs.186711 
H5J33144 



Hs.226031 
Hs.283047 
HS.3U12 
Hs.5957 



gb:yj35d06j1 Soares placenta Nb2HP Homo 

ESTs 

ESTs 

regulator d &protein signalling 1 3 
ESTs, Wteakly similar to KIAA1 437 protein 
FYVE-finger^antainlng Rab5 effector pro 
ESTs 
ESTs 

sirfafin. caknodulin-binding protein 

Homo sapiens PR01412 mRNA. comiilele cds 

ESTs 

nuclear cap binding protein subunit 2. 2 
gb:QVO-NN1022-120500-22ah12 NN1022 Homo 
ESTs 

gb;RC1-CT0302-04040(M)17^12 CT0302 Homo 
gb:yr47f06.r1 Soares fetal liver spteen 
adaptor-related protein complex 1, sigma 
ESTs, Weddy similar to A47582 B<e\\ gr 
KIAA1877 protein 
ESTs 

homdogofXenopusaaspln 

gb:oa56dl2j1 NCI_CGAP_GCB1 Homosaplens 

hypoUietlcal protein FU20070 

Homo sapiens cONA FU10130 fis, clone HE 

fltKll.3-CT0219.160200mD12 CT0219 Homo 

gb:MR3.HT0446-300300-203^01 HT0446 Homo 

ESTs, Higlily similar to KIAA0535 protein 

tiypolhelical protein PR02964 

Homo sapiens CDNARJ11422 fis, done HE 

Homo sapiens done 2441 6 mRNA sequence 

gb:PlVl0-BT034O.21129WO3<!l2 BT0340 Homo 
ESTs 



H5.282915 

Hs.103262 ESTs. We^ly similar to ZN9LHUMAN ZINC 

Hs.23450 mitochondrial ribosomal protein S25 

Hs.1 54145 hypothetical protein aJ11585 

Hs.274329 TP53 target gene 1 

Hs.79033 glutamlnyHwpfidacydotransfefasetehi 

Hs.139204 ESTs 

Hs.1 68670 peroxisomal famesylated protein 

Hs 15403 ESTs, Moderately similar to ALU7_HUMAN A 

gb:RC1-ST027WM040W)1fte02 ST0278 Homo 

Hs.20959 ESTs 

gb»v64h08 Jl Soares_lBsfis_NHT Homo sap 

Hs.148056 ESTs 

Hs.275 1 3 ESTs 

Hs.1 68950 Homo sapiens mRNA; cONA OKFZp566A1046 (f 

Hs.131181 ESTs 

Hs.197955 KIAA0704 protein 

^:OKFZp564l1162j1 564 (synonym: h1br2) 

Hs.65551 Homo sapiens. SWIarto DNA segment Ch 

Hs.151275 ESTs. Weakly similar to TRHY„HUMAN TRKH 

Hs^1245 ESTs 

406»8 

409723 AW885757 Hs.257862 ESTs 

414481 AW451956 Hs.8383 bromodomaJn adjacent to zlncfingerdo^ 

433266 AI863224 Hs.31476 Homo saltans cONAaJ13872 lis. ctoneTH 

435090 BE217923 Hs,149595 ESTs 

457187 AA443927 Hs.144360 EST 

445061 AI253094 Hs.145227 ESTs 

442617 AW340093 Hs.130538 ESTs 

438298 H23542 HS.1817B8 ESTs ..«.™«u 

45S16 BE067246 ^:PM1-BT0348-15129WM)1-d04BTO48Homo 

428017 AM24983 Hs.98312 ESTs 

451149 Ali)475B6 Hs.10283 RNA binding motif protein 8B 

418076 R61388 Hs.6724 ESTs . 

403305 NM_006825 Hs.74368 transmembrane protein (63kD), endoplasmi 

441B11 A1073548 Hs.164597 ESTs 

434763 AA648618 gbjis07a11.r1 NO^CGAP^Ewl Homosaplens 

447453 AWB08645 Hs.18800 hypothefical protein FLI20281 

420931 AF044197 Hs.100431 smaainducibJec/toWneBsubfaraayCQf 

415424 244766 Qb:HSC28G081 normdizedinbnlbraincOM 

40^32 H91230 HS.234794 Homo sapiens mRNA; cONADKFZpS64B083(fr 

421216 AV649282 Hs.l02664 vesWMSsociated raentfane protein 4 
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429509 ARX)2246 
448700 BE614182 
457741 8BM4740 
437927 AIQ397B9 
401694 

423531 AW7527B2 
424419 AK001S63 
436640 AA724411 
438290 AA843719 
445908 R13580 
455735 BE161124 
458455 AV648310 
430680 AW138724 
447147 AA910353 
424063 NM.0020ig 
441874 AAg70389 
448045 AJ297436 
433829 R13140 
415266 AA164199 
440833 AI140686 
442789 AWg04361 
417563 AA2D3701 
407788 6E514982 
401240 

408308 BE298227 
411151 AW866497 
414275 AW970254 
436992 AA741074 
439634 W79377 
411770 NML014Z78 
400040 

458762 AW802754 
424736 AF230877 
419953 BE267154 
410648 AW792909 
423717 AA330036 
436683 AW991278 
445225 AI216555 
410991 AW812790 
412639 AW961284 
4477n AM24223 
451270 AW341392 
404526 A1912555 
452492 BE063098 
417154 A1674701 
428152 AM22030 
442312 A1820617 
456513 AA279143 
430712 AW044647 
441445 AI221959 
420288 AW071225 
412329 AW937445 
447033 AI357412 
435853 8E328074 
455189 AW664176 
430899 BE018217 
458356 AI024855 
457040 K77624 
424480 AA341442 
403317 U02B87 
406018 

410566 AA373210 
413801 M62246 
415871 R55995 
416747 AW876523 
417725 R25257 
424856 AA347748 
439474 A)824060 
446895 AA16665S 
448582 A1538880 
452783 AA028167 
442430 R89164 
428908 AW303529 
427335 AA448S42 
428336 AAS03115 
419290 AI128114 
416951 AAigQ926 
439950 AW937417 
456227 Z40670 
447179 AW015633 
454950 AW847460 
404453 

420844 AAS9SS22 



Hs.210863 cen adhesion molecuta with hofnology to 
H5.123075 ESTs 

gbdunSSglOxl NCLCGAP_RDF1 Homo sapiens 
Hs^S982 hypotheOcd protein HJ21031 

Hs.129750 hypothetical protein aJ10546 

Hs.146589 hypothetkai protein FU10701 

HS.1S6085 ESTs 

Hs.122341 ESTs 

Hs.13436 Homo sapiens done 24425 mRNA sequence 

gb:PMaKro425-14129M)01^ HT0425 Homo 

Hs.213488 ESTs 

Hs.168974 ESTs. Hghly similar to ALU7 JftJMAN ALU S 

Ks.292815 ESTs. WeaJdy simBar to T23482 hypothetl 

Hs.138671 fms-related tyrosine kinase 1 (vascular 

Hs.128055 ESTs 

Hs.20166 prostate stem ceil antigen 

Hs.13359 ESTs 

Hs.270152 ESTs 

Hs.263320 ESTs 

H8.131191 ESTs, WealUy sintilar to ALU7.HURAAN ALU S 

gtmS2a10.r1 Soares.fetalJver.8pleen. 

Ks.38991 S100Galciunv4)indinoprot^A2 

Hs.250a22 seilne/lhreonlne kinase 15 

gb:QV4^N0024.170400-17&«07 SN0024 Homo 
Hs.889 Charot-leyden crystal protein 
Hs.120750 ESTs 

Hs.167 micFotutHjie-associated protein 2 
Hs.7ig92 heBtshockpfotein(hsp1 10 family) 

gtr.iL2-Uiyl0076^0400^1-H01 UM0076Homo 
Hs.152701 rnicrotubul&-lnterBc6ng protein that ass 
Hs.125752 ESTs 

gb:CMO-UMfl001-010300-2S&<OS UM0001 Homo 

HS.1S2003 ESTs 
Hs.57787 ESTs 
Hs.202398 ESTs 

gt):RC3^0186-141299^14^08 ST0188 Homo 
HS.29S235 ESTs 

gb1e95a05jc1 Na_CGAP_Pr28 Homo saptens 
Hs^57gS ESTs 

Hs.157195 peptide YY. 2 (seminalplasmin) 

gbKmBT0265^91 19^39-a02 BT0266 Homo 
Hs 21388 ESTs 

9b:zv26h05/1 SoaiBS_NhHMPiLS1 Homo sap 
Hs.129216 ESTs. Wealdy simiter to ALU1JHUMAN ALU S 
HS.B8561 ESTs 
Hs.196284 ESTs 
H3.187937 ESTs 
Hs^45556 ESTs 

9b:QV3^T004^490200^)8O«09 DT0D43 Homo 
Ha.157601 ESTs 
Hs.148661 ESTs 

gb:P1^0^t^14-26040&O02-b08SN0014Homo 
Hs.183528 hypothetical protein FU14906 
H8.131575 ESTs 

Hs.173717 phosphafkficacU phosphatase type 2B 
Hs.205299 ESTs 

Hs^ ftns-falated^rostne kinase 3 

Hs.43047 Homo saptens cONA FLJ13585 fis. clone PL 

HsJ5408 ESTs. HigMy sImDar to unnamed protein 

Hs.283309 ESTs. Moderately simnar to ALU1J^Uf4AN A 

Hs.15929 hypothetical protdn FLJ12910 

Hs.21503 ESTs 

HS.9S21 ESrs.Wbd(ly8lniitertoZN43JftJMANZINC 

Hs.211501 ESTs 

Hs.282803 ESTs 

Hs.94812 ESTs 

Ks.61486 ESTs 

Hs.48320 doubte rin^fnger protein. Dorlin 

Hs.144955 ESTs 

H5.251677 GanBgen7B 

Hs.1 63752 mterosemlnoproteln. beta- 

Hs.1 12885 spinal contderlved growth tector-6 

Hs. 190785 ESTs, Moderdtely simiter to S65657 alpha 

Hs.293561 ESTs 

Hs.181340 ESTs 

H8.157299 ESTs 

gbJ^C3<n0208-270999^1'e04 CT0208 Homo 

gb:nh22009^1 NQ.CGAPJ^rl Homo sa^ 
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426456 AA580748 Hs.130658 ESTs 

428M2 V^18 HSJ0715 potassium voltage^atedcha^^^^ 

430579 BE149423 Hs.10554 hypothetical protein FU1^2761 

^2^6 S2 HS.63131 iLosaplenscDNAFU13155fe.doneMT 

453853 AUMOeOO Hs.188083 ESTs 

414083 AU21282 Hs.257786 ESTs 
401645 



5 

436577 W84774 
10 427469 AA4Q3084 
409168 N94037 
410276 AI554545 
443372 A1792557 
422093 AF151852 
15 402333 

409374 R87083 
412011 NM„000406 
41279B AW998657 
416085 H18072 
20 418378 AW962081 
437846 AA773866 
452374 ALJ037405 
4S0061 AI797034 
450180 AW449644 
25 405120 

407378 AA299264 
458890 AW86SS23 
435600 AL047034 
440964 A1733106 
30 417455 AW007056 
436461 AW511956 
436777 AA731199 
427521 AWg73352 
413646 BE155042 
35 413231 D87461 
423969 Ai830571 
411S1B AW8S0246 
443777 AV646510 
416148 H22453 
40 402528 

431215 AA496078 
436820 AI6B4535 
446209 AI37502S 
453362 H14988 
45 417430 AA984546 
401069 

454078 AA601S16 
410966 AWB12088 
447124 AW976438 
50 449939 T86420 

411693 AW857271 
438005 BE151746 
443486 N^L003428 
407884 BE075316 
55 404694 

406668 T62745 
441092 T992B9 
454643 BE006345 
426646 AA382787 
60 431605 AW972407 
414452 AA454038 
401991 

457176 AA436837 
436464 A1016176 

65 428208 AA442327 
445049 AV552718 
419116 AF292402 
427894 AL135709 
424296 A1631B74 

70 424323 AA338791 
404582 

418631 AA225g21 
424872 AA347923 
452539 AW10S321 

75 454658 AWai2330 
440310 AA878939 
433297 AV658581 
410900 AW810169 
419386 AA236B67 

80 402451 

447842 AW160804 
453880 A1803166 
425189 H16622 



Hs 269^7 |lTLvteaMys!nillarto2109260ABcea 

[teiiaSB lCT8.We5SsimilarioAiJU1.HUMANAUJS 

Hs.68301 ESTs 

Hs.133107 ESTs 

Hs.1 11449 OGI-94 protein 

Hs.19081 ESTs 

Hs.73064 gonadoliopliMBteashig hormone receptor 
H3.1 1 9120 E3 ubiquitin Egase SMURFl 
Hs.92576 ESTs u 

gb:£ST374154 MAGE resequences. MAGG Homo 
Hs.244569 esophagus cancewelaled gene-2 
Hs.339639 ESTs 
Hs.201115 ESTs 
Hs^57l82 ESTs 

Hs 57776 ESTs. Moderately similaf It) 138022 hypot 

gb:PM4-SN002(M)1040(M)09*05SN0020Homo 

H3.1 19747 ESTs 

Hs 130218 ESTs 

[te:i8949 ESrs. Weakly BlmHar to CA2BJiUMAN COUA 

Hs.293261 ESTs 

Hs^l30 ESTs 

Hs 290585 ESTs 

gb:PMO.HT0349-10129WI02-£04 HT0349 Homo 

Hs.75244 BCL24ke2 
Hs.331633 hypothetical protein DKRp566Nra4 

gb-IL3-CT0219.29109W)21^07 CT0219 Homo 
Hs.41 1 85 Homo sapiens mRNA: cDNA DKFZp56401262 (f 
Hs.169187 ESTs 

Hs.121554 Human DNA sequence from done RP1 1-21BC1 
Hs;200811 ESTs 
Hs.153368 ESTs 
(te 107376 ESTs 

gb:am88e0&s1 Stralagene schizo brab) SI 

Hs.22209 secreted modular cdchiifrWndIng proWn 

gb:RC4^T0173-1910994>3ia07 ST0173 Homo 
Hs.17428 RBPI-IIke protein 

Hfi.272139 ESTs 

nb:CMO-CT0307-210100-158^09 CT0307 Homo 
gb:PM1-HT030S0612994)03.a06 HT0305 Homo 
HS.94S0 zinc finger protein 84 (HPF2) 
Hs.9501 1 syntrophln. beta 1 (dystrophin^soaate 

Hs.184411 albumin 
Hs 1265S6 ESnr 

^RC2-BN0127-24030(M)11-d05 BN0127 Homo 

Hs.122713 ESTs uAn, iw. 

gb:EST384488 MAGE lesequences, MAGL Homo 

Hs^9032 ESTs 

ab2v57fl07^1 Scares Jestis^MHT Homo sap 
ESTs, WeaWy similar to ALU1_HUMAN ALU S 
ESTs 

gbAV652718 6LC Homo sapiens cDNA done 
neuromedin U receptor 2 
zhcfingerpfoldn 

casdn Itoe 2. dpha 1 pdypepGde 
ESTs 



Hs.269783 
HS.104B54 

Hs.283093 
Hs^l 
HS.1SS140 
Hs.177768 

Hs.115105 

Hs.49357 
Hs.11123 
Hs.125408 
Hs.282633 

Hs.143868 

Hs.247302 
Hs.28462 



ESTs 

gb£ST54302 Fetal heart U Homo sapiens 
ESTs 

DKFZP564G092 protein 

ESTs 

ESTs 

gb:MR4-ST0124J04050WJ07-h07 ST0124 } 
ESTs. Weakly sim9ar to 138022 t\ypotheO 

twisted gastmlalion 

ESTs. V\te^ sinilar Id 138022 hypoOieti 
gb:ym26c07/1 Soares infant brein tNIB H 
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45722S AWB2003S 
400612 
402318 

410534 AW90513B 
410878 AW809201 
412029 AW886238 
414494 AA768491 
427027 AI924294 
444498 AI151413 
435191 R1S912 
425324 M89470 
430719 AA488888 
4325n BE208545 
407593 AW044083 
401098 

440299 AI871778 
414146 BE549372 
428627 BE002993 
451806 NM.003729 
431912 AI860552 
439831 AW138488 
451829 AW964081 
404595 

421496 AA292084 
456083 U46922 
440527 AV657117 
406413 

439483 T69980 
448242 N66336 
449525 NM_014253 
457938 AI373638 
413101 BEQ65215 
408350 AW183350 
419812 NM.000562 
430881 NM.000809 
429682 NIUL006306 
409955 U60665 
435579 A)332373 
436088 AA704687 
430223 NM.002514 
416100 H18700 
403218 AL134878 
409747 H60964 
428764 W21550 
42S075 AA506324 
409432 D4S372 
428299 AU)38004 
406817 A)93602S 
411940 AW876686 
412446 AI768015 
414012 AW4S2334 
421966 AAg04519 
430566 AA481282 
456606 AA292662 
451604 T65365 
440926 AW196772 
420687 AA279392 
459082 BE551721 
413241 BE073771 
426917 AA913814 
447552 Ai394125 
420905 AA521307 
428052 AA420477 
424308 AW975531 
432527 AW975028 
430202 T85775 
446610 AV659433 
427961 AW293165 
455290 U75810 
445564 ABQ28957 
412811 K08382 
413763 AA314337 
423867 AA33ie86 
429418 A1381028 
431511 NM_012386 
445829 A1452457 
452366 AKD00464 
453123 AI953718 
455401 AW936369 
406666 V00495 
445688 AI248205 
446131 NiyL000929 
440388 AI693S20 



Hs^8679 adlslntegrinandmeUnoivotdnawd^ 



gb:aV0-NN107t-28O40O-2O7-o07 NN1071 Homo 

Hs.314248 ESTs, WeaWy slmDar to AiJU4^HUMAN ALU S 

QtKRC5OT0078.280300D22-F01 OT0078 Homo 

Hs.6783 hypGlhetk:alprot^FlJ22724 

H$.1732S9 uncharacterlzed bona marrow protein BM03 

Hs.26330 ESTs 

Hs.4817 Homo sapiens done 24461 mRNA sequence 

HS.15S644 paired box gene 2 

HSJ93796 ESTs 

HsJ17590 hypothetical preleinFU14640 

Hs^TOOa ESTs 

Hs^50112 ESTs 

Hs.317596 Homo sapiens cONA nJ12927 lis, done NT 

HS.1B7660 putaSveRd)5G!P/6TPexdiangefactorho 

Hs^7076 RNA 3'-termiiel phosphate cydase 

Hs.154903 EST8.Wealc!yslmilartoA561S4AbisiAst 

Hs.25545 ESTs 

HS247377 ESTs 

H8.19157S ESTs. ModeratetyslmOar to ALU^UMAN A 

Hs.77252 fragReMstidine triad gene 

HS.1B4164 ESTs, Moderately sImBar to S65657^he 



Hs.58323 Homo sapiens CONARJ11613 Us, done HE 
H8.7360 ESTs 

H8.23796 odz (odd Oz/len-m, DrosophHa) homolog 1 
HS.1339Q0 ESTs 

gb:RC1-BT0314^1030^015«1 BT0314 Homo 
Hs.250127 ESTs 

Hs^21 0 complement component 8. alpha pdypepCd 
Hs.2481 1 2 gamma-aminobutyric acid (GABA) A reoepto 
Hs^l 1602 SMC1 (structural maintenance of chromoso 
Hs^692 chromosome 6 open reading frame 10 
Hs.156924 ESTs 
Hs.191294 ESTs 

H8.23S93S nephroblastoma overexpressed gene 

Hs.268799 ESTs 

Hs.1 19500 ribosomal protein, large P2 

HS.3312S0 ESTs 

gb2b52f1Zr1 Scares JelaUunB.NbHL19W 

Hs.1652 add phosphatase, prostate 

H$.54460 smalllndudble cytokine subfamily A (Or 

Hs.29419 ESTs 

gbwo47a09j(1 Na.CGAP„Gas4 Homo sapiens 
gb:C>l4-PT0031-18020&«17^ PT0031 Homo 

Hs^2127 ESTs 

Hs.128148 ESTs 

Hs.130710 ESTs 

Hs.190149 ESTs 

H8.2753G9 ESTs 

Hs.172851 8iginase.typell 

Hs.131323 ESTs 

Hs.88605 Homo sapiens cONAFLJ13427fis, done PL 
Hs.282149 ESTs 

Hs.302414 Homo sapiens done FLB8945 PR02411 mRNA. 
Hs.172854 DKFZP586B0923protdn 
Hs,160413 ESTs 
H5.186651 ESTs 
Hs.26993 ESTs 

Hs.154443 minichromosome maintenance deiident(S. 
Hs.102754 ESTs 

gb:yd60g02/1 Scares fetal liver spleen 
Hs.282984 ESTs, Weakly similar to 138022 hypotheti 
Hs.143134 ESTs 

gb:HSU75810 Human Homo sapiens cDtM don 
Ks.12898 KlAA1034piQtoIn 
Hs^1400 ESTs 
Ks.301547 rftttsomal protein S7 

gb:EST35757 Embryo. B week I Homo sapien 
Hs.1 18769 ESTs 

Hs.258581 Homo sapiens p95paidiDn4dna5erinker 
H3.145526 ESTs 

HS.29Z76 hypotheticai protein FU20457 
Hs.221849 ESTs 

gbK}V4^T0021-X129&O71'd07 DT0021 Homo 
H3.184411 atbumln 
H$.153244 ESTs 
Hs^ phospholipaseA2.groupV 
Hs.223000 ESTs 
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457128 
404416 
444187 
4315S2 
4558U 
454759 
426497 
404420 
408112 
432702 
448587 
446854 
410569 
432598 
402341 
452919 
433632 
435079 
451927 
432839 
450895 
408459 
400842 
455797 
400859 
405829 
411853 
415258 
416093 
420314 
428002 
437733 
453118 
457039 
454578 
411565 



AI932995 H8.183475 Homo sapfere done 25061 roRNAsequewa 

AW138466 Hs.151274 ESTs 

AI815863 Hs.259873 axonallranspoflofsynapficvesides 

BP141689 gb:CMl.HT0092-220999-0164309 HT0092 Homo 

AW819455 gb:RC5^T0293^1299^31.A04 ST0293 Homo 

AA379913 Qb'.EST92B07SMntumorl HomosapienscD 

AW451982 Hs.248613 ESTs 

AW973953 Hs593744 ESTs 

AI539652 Hs.28338 K1AA1546 protdn 

BE268103 Hs.208914 hypothetical protein MGC1 0999 

AA766825 Hs.205675 ESTs 

AJ224741 Hs.278461 matrifin3 

AW962167 gb£ST374240 MAGE resequences, MAGG Homo 

AA649921 Hs.112553 ESTs 

AA564192 gbac05b035l Stralagene hing (937210) H 

AL355687 Hs.27261 Homo sapiens mRNA full length insert cDN 

AA579465 Hs.45207 hypo8ieiicalprote!nKIAA1335 

N66727 H&10957 ESTs 

H09701 Hs^78366 ESTs. Weakly similar ta 138022 hypothetj 
BE091833 gb:lL2-BT0731-2e0400^6^04 BT0731 Homo 



415173 
449011 
410365 
416057 



408531 
434663 
426085 
425006 
446139 
400049 
428333 
429456 
425087 
457122 
400310 
451805 
401986 
415318 
417756 
418301 
424698 
429110 
433755 
434118 
435413 
443748 
445205 
458175 
446419 
441627 
457653 
455614 
449699 
420111 
437354 
412228 
419691 
439724 
413382 
453652 
434361 
442479 
413554 
459323 
449438 



BE075244 
AW752247 
R60685 
H81671 
AA418703 
AI792574 
AW195849 
H29990 
AW809178 
AW851728 
AI345455 
AW501735 
AI655376 
AI287518 
A1927382 
BE067238 
AW207553 
AA641972 
AA421081 
R38685 
H77395 



AW972668 
BE161832 
R62424 
A10261S7 



Hs520921 

H5.122876 
Hs,252757 
Hs.101937 



HS.7891S 

Hs.253015 

Hs.192693 

Hs.62669 

Hs.29857 

Hs.253639 

HS.13005B 

Hs.12388 

Hs^2622 

Hs.39749 

Hs.293044 
Hs292689 
Hs.126059 
Hs.33728 
Hs.135631 
Hs^8220 



Hs.12420 ESTs 
HS.293B53 ESTs 

ESTs. Moderately slmHar to ALUC.HUMAN I 
ESTs. Weakly sMar to T226B8 hypcthee 
gb2v98c03^1 Soares.NhHMPu.S1 Homosapi 
ESTs 
ESTs 

sine oculis twmeobdx (Orosoplula) homok) 
gb:MR4^T01ia-261099^12-€Q7 ST0118 Homo 
gb:MR2-CT0222'4)l ligg^IOT-dOS CT0222 Homo 
GA-blnding protein transcription (actor. 
ESTs 
ESTs 

Homo sapiens mRNA: cDNADKFZpS86DO9230 
ESTs 

gb:PM1.BT0348-151299^1-al2BT0348Homo 

ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

ESTs 
ESTs 
ESTs 

ESTs,WeaMy8WlartoAUU1JlUH*ANAUUS 
Helens synaielic gene for pldtBlet<le 
ESTs 

T06544 gb:EST04433 Fetal bran, Stralagene (cat 

243056 gb:HSC12B021 normalized infant brain cDN 

AW978201 Hs^913 liypotheScal protein nJ10252 
AA164366 Hs.151973 hypotheficalprotdnFU23511 
L29301 Hs^353 optoW receptor, mul 

AW085934 Hs.120866 ESTs 
AF116715 Hs^2S6 Homos 
AI267476 Hs.46669 .ESTs 
AW206447 gb:UW«ll-af9*02-0.Ul^l Na^CGAP^u 

D83776 Hs.12413 KIAA01 91 protein 
AW296024 Hs,150434 ESTs . .^.^ ^ u,^ 

AW576760 HS.18072B Homo sapiens cONAFU11680fis. done HE 
AA947552 Hs.58086 ESTs . . ^ 

AI820719 Hs.154662 C)nal(Hsp401liombtog,sublanulyA,membe 
Aira3369 Hs.202274 ESTs 
AI610700 Hs.103280 ESTs 

AA255682 ^2s21h11jl Na^CGAP^GCBI Homo sapiens 

AA749215 Hsi918a6 ESTs ^ 
AW503785 Hs,73792 complement component (3d€pstein Barr n 
W03298 Hs.193521 ESTs 

AIK)86565 Hs.60351 EST «^«e«,u 

BE088812 ^b:CM2-BT069a-230300-129K!0aBfT0G93HofflO 
AW009640 Hs.28368 ESTs. Moderaleiy similar to S65657 alpha 
AF129755 Hs.1 17772 ESTs 

AF069484 gb.AFC89484 Homo sapiens astrocytoma » 

AA319146 Hs.75426 secretograninlltchromograiviC) 
AWQ62490 gbiyiRaCTO065-100899^1-dOl CT0065 Homo 

AA927317 Hs554 ^ogren syndiwne aitfigen A2 (6(M), fbm 
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400285 

407407 AR)50198 
4114S9 BE142707 
417383 W02642 
447153 AA805202 
447313 U92381 
4556S6 6E067870 
456510 AK001652 
449815 At671Q00 
425398 ALJ049689 
400238 

451678 AA374181 
445073 AW291389 
455221 AW867751 
413174 M723564 
435810 BE3498S3 
416687 R61650 
438563 AA810665 
431750 AAS14g86 
453242 T98327 
437074 A)2B6235 
459411 N52920 
424834 AK001432 
409929 R38772 
406376 

459208 B£261314 
445260 AI218133 
416248 H99169 
445020 AI205655 
402048 

412695 AW984439 
416408 R94725 
423347 A1660412 
427836 AA416642 
433347 AF023130 
436902 AW247145 
440122 Ar733011 
442901 A!023654 
444097 AW517412 
447278 AI934935 
451361 AA053854 
451813 NM-016117 
454423 AW603985 
458801 N98648 



Gb:Hon» sapiens putative mitoehondrtal s 
Sb:MR0-HT0157-191199Wi|12 HTD1S7 Hons 

Hs.136102 KiAA0853protdn 

Hs.315562 ESTs 

Hs.18081 Homo saptans done DT1P1B6inRNA,CAG rep 
Ob:RCO^T0362-021299^1-b06 BT0362 Komo 
Hs.99423 ATP-dependenl RNA heTtcase 
Hs.199739 ESTs 

Hs.1 56369 hypdhe6cal protein sfanQar to tenasdn 

Hs.26799 DKFZP564D0764 protein 

Hs.13056 hypoiheM protein aJ13920 

gb:iytf^N0038-29030(M)01*803 SN0038 Homo 

Hs.191343 ESTs 

Hs27B5 keratin 17 

HS.22S81 ESTs 

Hs.134746 ESTs, Vteaidy sbnllar to A46010 X-Qnked 

Hs.283705 ESTs 

Hs.18343 ESTs 

Hs.128905 hypothetical protein FU13204 

Qb7v34h09^1 Soares fetd tiver spleen 

Hs.153408 Homo sapiens cDNAnJ10570 lis. done MT 

Hs.172619 myefintransolpfion factor 1-lke 

Hs.1 49039 ESTs. Weakly sfavOar to 138022 hypottieG 

H5.147617 ESTs 

HS.234S0 initDdiondrial ribosomd protein S2S 

Hs.147221 ESTs 

gb;PM3-HN0011-220300^02-cOSHNOOH Homo 
Hs.35354 ESTs . 
Hs,234557 ESTs 
Hs.116176 ESTs 

gbiHomo sapiens Ras-GRF2 mRNA, parlld c 
Hs.192729 ESTs 
HS.12767B ESTs 
Hs.114191 ESTs 
Hs.150757 ESTs 
Hs.158669 ESTs 

Qb2&'2m.x\ Soares retina N2b4HR Homo 
Hs.271 B2 phosptioTipase A2-activating protein 

gb:RC4-CN0048-140100^1 1-a04 CN0048 Homo 
Hs^76860 ESTs. Wealdy similar to C Chain C. Human 
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TABl£30B 

Pkey: lMqiie&)sprQbesettdentHler number 
CAT number. Gene duster number 
Accession: Genbank accessten numbers 



Pkey 



407594 
407639 
407676 
407721 



CAT number Accession 



407762 
407764 
407788 



407803 
407809 
407811 



1003161.1 
1003220J 
1006924J 
1008294.1 
10108.1 



407726 101126J 



101439J 

1014849.1 

10163J 



1017498.1 
1017982^1 
10180.1 



AW044083AW044094AW370634 
AW057584 AW057585 AW044153 R34370 
AW205369 AW058599 AW207608 

YiS^SnISK R41419T16717 AA002193 H62028 AI359545AW105201 AW087158 AA699728AI095264 

AA002065 H62029 AI289101 AAB84804 AA904950 AA609672 Al 139874 H77896 
AA«^AM^tS2K6AA044031AA876426VW3767AI421140A14^ 

5^167 A\^5M^ AA393841 AA044353 H41626H22525 R58582AW297645 C75230AW368034AW46B904AI272755 

AW235638AA346882AWB66803 AA361281 AW963t63 AA044373 AA135755 

SoAWsSwYoS 

Sl^I AA^mSI^^ BE181995BE181970 
AW195797 C00271 BE182043 
AW081661 N36967 N36959 

AvlIl9raO2W^^Al041650 A^^^ AW078795 AW087935A)884S05 

AVVM^2^:OT2^»WAi621183AI75057B 

AV^044raA5SAW368603AA545734A^^^^ 

SM071^/y75305^^ W48852AA669811 AAl 12124 AI940705W52686AA084001 C01826 AI940729 AA373544 AVW74^^^^^ 
SarA^164AW383192AVV383125AVW^^ 

AWT^ AW069006 AI750577 AW473621 AIB8B605 AA600082 AI041803 Vrai909 W25447 AI521673 A1087351 AAS70O70 W473K AA071381 
Wl27SAlSAra85102 AI302125 AA78^ AW069485 AI754608 AA373014 BE140150 BE140166 BH1 40102 BE1W143 

BE140157B^^^ 

K140 67BE 40 45BE140109BE140163^^ 

BE Sl74BElS aBE140149BE140116BE140ia 

coSsaSob^^^^ 

SJl^lM AI8^ AI022286AI753S23AI753S5B AI753482AW)68940Ar753002AAfie9866 
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407834 
407851 
407884 
407938 



1020170.1 
1021^.1 
1023626J 
1027S9_1 



407965 10298J 



407995 
408000 



408112 
408172 
408221 



40B235 
408238 
408243 



103177J 
1031J 



1039850_1 
1044105J 
104826.1 



104868.-1 
104872.1 
1048J 



408332 
408334 
408350 
408408 
408459 
408531 
408617 
408691 
408729 
408749 
408751 
408812 
408908 



408281 1050256.1 



409070 
409073 
409103 



AW084391R54t79N64486 
NM-0W96 AFie4365 H82896 H82B97 

AW589403 H2S843 AA654993 AI783826 BE087370 
AW451982 AW1571 17 AW161544 

™SiSS 

R85586 AA625141 AAD58641 AA135825 AA234644 H50784 R71863 
AA053381 

1!^yS}!:£^ilA^^^L?9S BE439924 AA362187 BE439515 M17017 C05929 AA381897 AA346136 AA381472 C06304 AA381670 
T11140T11198 AA363591 AA362138 



1052056.1 

10S2079.1 

1052676J 

10565J 

1Q5983DJ 

1064578.1 

1070070.1 

1074933J 

107722.1 

1078708.1 

1078907.1 

1083877.1 

10893J2 



409041 1096^^ 



409044 109648J 



109839.1 
109851.1 
109.1 



AA362139 



H91230AW182672 
AW514652 AW612492 AW182695 
AW183350C03487C05115 
AF070571 H70949AW1495K 
H09701 R35799R19028AW196589 
AW207553 BE221925 BE551043 
R51736 AW242757 R53961 T33418 Z45363 

SS7076^W937980AA166917AA056984Ai206035AW0236^ 
H55489 AW376581 AW876552 AW268587 
N91553 AW268820 AWS66003 W19061 



AA74S8S9AI026750A\ 



H70678 

AB033025 AL359061 AIJ045B38 Ar751521 



A1752804 AI752650 AA853580 Ar752290 AA853460 AI752769 AA852309 AABSJ^S AJ^19 



mm^P^^m^^if^^^^f^^^^^ AAg76657 AW150473AW166734 



A13«SMV1M7a^ AADB2447 AW79507g AW996023 BE065712 

AA063003A18B0645AI880644 
AA063458 AA083018 AI444822 



AA747475 AI205793 AA730288 
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AA521493 AW37a5e3 R05964 AW819303 AWI 7763 AW393203 BE247001 AA864207 AW819302 AW393209 AW393195 AI870522 R05963 

AA380267 AL117573 RS1476AA1312B3 AA305730AW960438 T27291 AVW04410W77831 AAM3239AA426041 AA927639AW792877 AA055133 
AW291315 AI589104AIW9122 AW025988AW275328N5135B AA131190AA723731 N88B64 AA091387 AI738820 AA345291 AA774160 R51372 
AI373904 R37681 W72195 AA476597 AI025S96 AI242078 AA384072 BE349121 AI203442 AA885019 A1424214 AI964081 Ai219465 AW1039O4 
AAD17216 AWS91839 A1890043 BE2475S0 AW793376 AA224322 At764198 AW190649 BE247G48 AA0SS073 019892 AM28076 AA16S625 

422 
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456189 1620717J 
5 456208 165094J 
456273 1731«t 



Z44555 BE06B030 AW7e9414 R35580 H08481 AA017309 
H9t010N39092N48447 
AW299698 BE270312 A1333779 R68946 



456303 
456347 
10 456386 
456443 
456472 



15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 



456481 
456510 



456513 
456536 
456555 



456605 
456606 
456737 



176884_1 

18004J 

1842693^-1 

188540_1 

19126J 



19221CL1 
19507J 



195409.1 
198330J 
199748J 
200378J 

203B19J 
203B47J 
22551.1 



456869 24619.1 



456933 
457003 



2S6540J 
27203.1 



457024 27450U 
457030 27473.1 




AA994468AI377886 AI654131 AI674302AW074683 
AA224872AI791642AA228308AI821503AA230172AA224838 
U00803 NM 002D31 AW195632 C0S922 

AA130556 AA383461 AA337522 AA130593 



BE565S01 
H70392 

AA279143AA419462 
AW135986BE457356BE221523BE468l35AA282464n0755 




Z42413AA328761AW139131.- 

AW071102 AA825127 AA838505 ™ 

R45909 AW370767 R77253 U13897 BE165997 
AA363946 AA628263 AA628262 



457039 275248.1 
70 457040 Z7530J 



75 
80 

457041 275843.1 

457122 2S7B27J 



?S^S^^Sl4BE^4Ssrai AVI^B BE219266 M716110 AA031291 AA400123 C16S98M0462EO aM«0K4ffi 
BE166424T77229 R23S98 
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457128 



457176 
457187 
457225 



457314 
457460 
457506 
457620 
457630 
457652 
457653 
45n41 
457756 



457770 
457802 
457900 
457938 
458023 
458037 
458043 
458067 



458175 
458227 
458257 
458303 
458356 
458426 
458455 
45B507 
45S552 
458823 
458624 
458661 
458684 
458734 
458762 
458763 
458771 
458797 

458801 
458817 
458833 
458861 
458890 
458925 



296527.1 
298994.1 
30546.1 



318637.1 

340038.1 

3467^_1 

371514.1 

373784.1 

37972.1 

37979.2 

395767.1 

3.1 



402530.1 

410073.1 

434061.1 

439837.1 

463717.1 

46627 1 

466952.1 

46875.2 



498744 1 

517913.1 

526854.1 

543175.1 

555234.1 

579269.1 

59100.1 

614471J 

633259.1 

662297.1 

662652.1 

677016.1 

68549.1 

719515.1 

73076.1 

731371.1 

737397.1 

75398.2 

75669.1 

7644S9J 

777505.1 

798085.1 

812733.2 

82655.1 



459023 86727.1 



459037 
459082 
458124 
459207 
459208 
459275 
459278 



87417.1 

889533.1 

916575.1 

925704.1 

92717.1 

97318.1 

9761.1 



AB32g95 BE064464 AW371902 AW371841 AI885885 60)64457 AAS24113 AA721037 AA504343 AA778099 A1800598 A{693112 A1884633 

AlG90228Al400990AVV9690B9AVV371927AVV371912AVV383562BE151089AVV383568rc^ 

AVV293(»5AVV292008AA434179AA714780 R45868VV01182AW957767AVV119223AI207864VV01^ 

AA481S28 AW079101 AF131777 R60489 TB12B9 AA481594 BE161020 AM65433 AW808125 TB4992 AA749191 

AA436837AA442594 

AA443927 AA444106 

AW820035T2O26OT2O2S9 AIJ049415 AA73n56 W4GgfiS W00799 AW340968 AW027417 AWa63261 AI420674 AA814921 AA736509 N69991 
AW368843 W47065 At090172 Ai924139 BE468071 AA37SB42 AA375767 AW628849 A1422731 AA494558 AAS69233 A!t42954 A11610&9 AI167233 
VV94484AI681576AA249694A1695943AA832347AM76621AA937792AI702870AA4S5748AW195100A^ 
C20777 

AA479597 Z45151 H26621 

Al143312AI394343AW205239AA523980AI831223AI347180BE263197AA7657aiAI6S4500 
AF131757 T79901 
AA602711 BE078290 

AI680803 A)703329 AA609004 AI305245 A1457796 AW295787 

AF116656AI114583AW838134AW838525AW885447H83251AVV838349AVV838378AW83B175H^ 
AIB20719 Ai273515 AW592687 Ai263784 AI35ig26 R46866 

BE044740 AW827360 AW827623 BE161439 BE044718 BE046207 BC046551 AA653908 BE166581 

AA126136 H52964 BE245159 AF280094 AA431918BE386201 AA707576 AI074267 AA969194 AA693596 H52844AW1 34991 AA126014 A1077443 
AA599881 A1037956 AA961 277 AW204 185 AI540791AI273273AW627957AA926890A101 4851 AW081056 AA443705AW137571 BE139390 
A1583851 A1583822 A1583814 AW268341 AI590502 AW302642 AI053871 AI254692 AI591255 A159026D A1583359 A1583341 AI583752 A!224227 
AW302089 AW466960 AA8101 24 AW302684 Al27a21 AI141003 AW589738 AA074714 AA621 482 AI796501 AW024557 AA621074 T62627 
AA639206 AI91353a AA075135 R54613 AA352975 AW206892 AI868280 AW449243 AA907317 AW134573 AIS^ 
A1284991AW96803B 

6E085030 AA670100 AA7B1546 A1022472 AA846803 AI497780 N68386 AI382890 

T78013 AA699327 W87785 W8861 3 

AW976692 AAB06542 AA745656 

AI373638 AI073389 AI087143 AA764776 AA913318 

AW978161 AW978165 AI016938 A1539270 AW29495BAW511089AAB14849 

AF074982 R27906 R31333R31591 R27812 

AWg79009 AA828036 AA828148 

AA393803 Z19481 AA252342 AI80761 4 A1913804 AA040176 AA971879 H53388 AF085972 AI291424 H53349 AW015078 AA768307 AA1 27921 

AA723700 AA040&41 AA993954 AA2136S5 AA127972 AA91 3063 BE327712 AI017585 AAS88186 AA628183 AI205930 A^ 

AIQ04390H48931AA724004 

AW298024 AA897109 AtOISOOO 

Z40670 BE504110 BE219908 AW468666 A1002334 

U48351 AA969182 BE327312 AW138276 BE467567 AI680815 At422668 

AI264628AF017646Ai872732 

A)024855AI024877 

AI084514 N46645AW183984 

AV648310 AV661871 AI928475AV647819T55645 

A1185703 Ai805813 AW292764 

AW136139AI216724 

A1305223AI458577AI275S69 

AI352790AI275996 N48887 

AI^789BE551384 

BE281115T53860AV659439AV659421 BE539929 

AI554946 AW362008 AW362SS3 AI683342 AI3767B1 

AW802754BE619228 

AI693417 A1418256 AW627792 F32979 

AW295151 Ai425004 AW470228 AI693738 KS0554 R99198 H50553 899197 

AW001835 AW612725 AW136670 AI798956 BE467368 AA280216 AI216764 BE622057 AL121193 AWB53470 AWB53450 AW369075 AW369108 
AW578479AW369106AW361242AW361190N79ia3 

N98648 AI458157 6E0416S2 BE218014 BE622355 AA369340 AA359515 AW962780 AW962704 
A1522129T56009 R53849 
AW236702A1566105 Z40396 
AI630223AI630470 

AW865523AW865128AW865467AW865127AW865466 

R15891 R61471 R61469 N69765 A1014624 AA007214 AW592075 H09780 AA709038 A1335898 H1 1055 A1559229 F09750 T72573 AA935558 
AA388654 AA826438 AI002431 AI299721 

AW96a22G A1139249 AI701692 AA017303 AW469622 AA2S9148 AA811690 AA607996 AA744260 AAB24494 AA731710 T25332 AA25B101 

AA970687 

AW439497 AI826059 AA018402 AAB37392 
BE551721 H51878AI823338 C01488AW813562 
AVIQ01478AW301S60AI889207 
AW138410A)912712N401B6 
BE261314 A1243406 AA027322 

A1808913 AW028342 W81290AI571379 AI382808 AA037071 W79688 R48751 N31808AI870233 R48752 AW024895 AI333754 
AW294659 AI204928 AA351653 H51220 R86843 AA993182 U79298 R1S294 F05089 Z42983 R1 7818 T77498 AA332319 W56049 AA331 566 
AWB81873 AW881865 AW881876 R52345 A1G52070 AA400044 AA40151 2708151 W05488 N6837B T33846 Alig0920 R43021 AI949980 Z39084 
T63413 W37269F01343R866e9At6210S5AW117S93AI193211AW297932AIS00709AA400056 



Tali(e30C 

Pkey: Unique number corresponding to an Eos prabeset 

Ref: Sequence source. The7dlgilnurnber5lnlWscoluriiiarBGenbankUertifier(GQnunto TJunhaml.elal/reltatoUwpubDcaltonenliaBd'rheONAsBquenoeor 
human diromosome 22.* Dunham I. et sL, Nature (1999) 402489^95. 
Staufc Indicates ONA strand from which exons were predi^ 
NLposflton: Indicates nucleotide positions of predicted exons. 

Pkey Ref Strand NLposiSon 
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400462 9929659 Minus 197610-197785 

400608 9887666 Minus 96756-97558 

5 S X S3|424.56482.57a7«7,85.57513.575«67747^1 

Z S^2,.139«.40«.,«5*.,4679 

400696 8118812 Minus 77737-77899 

400697 8118812 ^ffinus 79073-79198 
10 400706 7249204 Minus 78299-78686 

400816 8569993 Plus 161221-162078 

400B42 1927148 Plus 90462-90673 

400859 9757499 Minus 91888-92018.98131-98294,99474^0 

400861 9757506 Plus 163855-164016 

15 400889 9958234 Minus 169782-170036 

401069 3927852 Minus 45682-45831 

401098 9965518 Minus 85632-86174 
401132 6705350 J-finus 85679^795 
20 S SSHS ST8()6.1,«91-m916.11M19.115583.116351-116446.116847.11«907.1^^ 

401240 3355450 Plus 77433-77636 

401324 9853791 Plus 234057-234174 

401355 9796180 Minus 119572-119672 

401368 8670914 Minus 6550^65662 
25 401459 9212270 Minus 182001-183323 

401462 6682291 Plus 112763-112909 

401497 7381770 Plus 92607-92813 

401526 7n0561 PKjs 91570-93177 



401596 3293210 Plus 

30 401614 7839924 Plus "350-17735 

401626 8575943 Minus 238100-238432 

401645 7657839 Minus 34986-35133 

401673 7689903 Mmus 122587.122705.122765-123047 

35 Zm S mZ ^^96.16618^166314.1664^^ 

4?1878 S Minus 162268-152474,163089-163195 

401887 7229981 Plus 93973-94120 

401899 7230209 Minus 155620-155815 

401986 4406829 Minus JH^^ISL. 

40 401989 4309964 Minus 118611-118821 

401991 4156128 Plus 2398-2513 

402048 8072512 Plus 43936^78 

402076 8117410 Plus 128316-128627 

S 7249154 Minus 104806-104939.106898-107052 

45 402112 8139750 PhiS 10507-10713 

402131 7704961 Mkius 33114.33209,33496-33678 

402145 8018280 Phis 113086-114800 

402318 7582559 Mnus 12843-13403 

402333 8844110 Minus 165693-165856 

50 402341 7656696 Plus 22583-23699 
402369 9558577 Minus 50417-50522 
402451 9796677 Minus 48137-48343 
402528 7630857 Minus 169609-169742 
402603 9909396 Minus 141663-141852 
55 402615 9926801 Plus 131390-132157 



402689 8348025 Mmus ,,,,,, 

402942 9368398 Plus 102152-102386 

403011 6693597 l^nus 3468-3623 

403053 8748888 Plus 146568-146659,147539.147811 

60 403089 8954241 Phis IJ^J^ 

403188 9838289 Mhius 167618-157765 

403218 7630969 Plus 58039-58149 

403271 7230852 Plus 134283-134485 

403281 8072630 Minus 7521-7728 

65 403306 8099945 Phis l^nSJ-lHJSl 

403310 8139936 Minus 183883-184026 

403317 8318526 Minus 50623-S0834 

403329 8516120 Plus 96450-96598 

403341 8569175 Rus 3069M0910 

70 403344 8569726 Rus 70823-70990 



4Q33S6 8569930 Rus 

403513 7656757 Minus 155310-155436.158402.158535 

403515 7656757 Minus 173358-179553 

403525 7960440 Rus 152431-153243 

75 403534 8076917 Minus 46652-47332 

403568 8101145 Minus 8550MS65B 

403572 8101156 Wnus 1253-1675 

403574 8101156 Phis 5542-6176 

403523 8569879 Mnus 3519-5426 

80 403625 B569873 Plus 6551-7111 

403637 8671936 Minus 142647-142771,145531-145762 

403678 7331517 Ukm <1¥73;!20430 

7387384 Minus 
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403776 


7770611 


Minus 


1414-1513.1624.1756 


403780 


8076989 


Phis 


93160-93409 


403786 


8083636 


Minus 


73028.73217 


403891 


7331467 


Minus 


191508-193220 


403937 


7711761 


Minus 


12609-12773 


404042 


9558573 


Rus 


5140-5208.66334763 


404043 


9558573 


Plus 


29042<29135.46597^699 


404068 


3168621 


Minus 


16123-18766 


404108 


8247074 


Minus 


63803-64942 


404166 


7596822 


Plus 


86147-66509 


404193 


3881948 


Minus 


94185-94322 


404196 


3605917 


Minus 


6792&«8109 


404249 


8655533 


Plus 


64270^633 


404367 


9965011 


Minus 


114391-114628 


404404 


7272262 


Rus 


82112-82244 


404414 


7382165 


Plus 


143127-143398 


404416 


7382420 


Minus 


143042-143216.144704-144653,145800-146048 


404420 


7407952 


Minus 


129817-130586 


404443 


7579073 


Minus 


8719W7441 


404453 


7657714 


Pius 


27768-29179 


404476 


8060699 


Rus 


101841-102043 


404518 


8151988 


Rus 


84494^603 


404526 


8152087 


Rus 


121918-122123,125198-125348 


404531 


8247909 


Rus 


201S2-20362 


404561 


9795980 


Minus 


69039-70100 


404569 


7249169 


Minus 


104257-104348^104822.104970 


404582 


9739220 


Rus 


53230^424 


404587 


8696840 


Minus 


69781-70096 


404588 


6456726 


Minus 


40059-40210 


404593 


9944086 


Minus 


74922-75788 


404595 


9958262 


Minus 


16764-16900 


404638 


9796751 


Minus 


99433-99528,100035-100161 


404652 


9796969 


Minus 


108172-108296 


404694 


9799957 


Minus 


128092-128227 


404708 


9800828 


Rus 


77522-77658 


404731 


7230299 


Minus 


168609-168781.182951-183081 


404767 


7882827 


Minus 


23244-23759 


404793 


7232206 


Minus 


61087-61590 


404822 


3810614 


Rus 


7541-8132 


404834 


6911603 


It^us 


3794638226 


404957 


7407927 


Rus 


147512-148011 


404967 


7523744 


Minus 


89944-90729 


404988 


4662677 


Minus 


72406-72600.72779-72856 


405001 


6015406 


Minus 


104646-104819 


405008 


6088019 


Minus 


64091-64267 


405090 


8072525 


Minus 


38552-39202 


405120 


8099940 


Rus 


140176-140340 


405229 


7249019 


Rus 


51081-51701 


405230 


7249032 


Minus 


97493-97682 


405302 


2078453 


Minus 


121668-121840 


405347 


2979602 


Minus 


977-1116 


405443 


7408143 


Plus 


90716-90887,101420-101577 


405455 


7656675 


Pius 


134112-134671 


405456 


7656676 


Plus 


150052-150208 


405494 


8050952 


Minus 


70284-70518 


405521 


9454643 


Plus 


6509665247.77508-77637.81242-81364,84246-84395 


405523 


9454643 


Pius 


114550-114688,117265-117407,119490-119599.123237-123395,131140-131217 


405605 


5836195 


Minus 


117070-117270 


405608 


5815499 


Minus 


6662:^25 


405634 


5306268 


Plus 


17856-17957.18302.18412.18837-18927.22790-22989 


405654 


4895155 


Minus 


53624^759 


405692 


4314424 


Plus 


61379-62562 


405738 


9943998 


Rus 


4437045410 


405747 


8469069 


Minus 


153933-154060 


405780 


7248203 


Minus 


48204-48371 


405763 


5738434 


Minus 


27238-27885 


405784 


7417368 


Minus 


77798-78000 


405829 


7109593 


Minus 


15628-16127 


405920 


6758795 


Rus 


120621-120971 


405935 


6758795 


Minus 


163112-163652 


406970 


8247789 


Minus 


45795-46295 


406005 


8247801 


Minus 


39912-40220 


406018 


6758904 


Ik4inus 


3779508168 


406076 


9123123 


Rus 


8997^90319 


406092 


9123919 


Rus 


251370-251797.2S2168-2S2882 


406190 


7289992 


Minus 


22395-22901 


406288 


7549620 


Rus 


111718-112008 


406298 


5686278 


Minus 


30084-30770 


408333 


9213235 


Rus 


64689^798 


406364 


9256114 


Minus 


5071S«J833 


406378 


9256142 


Minus 


126408-126800 


406413 


9256407 


Rus 


43858-44003,46993-47136 


408468 


9795553 


Rus 


4373^616,687&904ai1366-11S09,1 162S-1 1860 
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40GE03 8272659 Was 3950M9894 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TABLE31A: ABOm 1884 GENES UP-fiEGWATEO IN IPF COMPARED TO NSIP 

Table 31Ateaboul1884g8ne5wh«.exp«sionte«teareup.^gulal^to 
laiwles. These«sieselecWtoinaboiitS9680probesolsonanAffymelrK«osHu03G8^ 
expcratobwlto'aimaoif iwiMpadliclnle^ _v»as greater to or eqijalti 



SZS;«i«^J^rf^S*ShSSna^^ wasgreaterlhanorequaltoalM»lzaThe-a»erage-Kiiopalhlcpii!m^^ 
InteistiSal pneumonia sanqiles. 



Pkey: Unique Eos probeset identifier nurnfaer 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unlgene nuirtber 

UnigeneTitleiUnigene gene title . . , 

R1: RalioodPF (idiopalwc pubiwna^ fibrosis) to NSIP (non-speafic mtefsMal pneumonia) 



Pkey 



ExAccn UnigenelD Undone TKe 



450478 
4056S4 
432365 
403637 
431548 
407811 
439606 
403574 
416653 
441233 
415817 
403632 
432437 
407266 
423017 
403329 
42S629 
441519 
453823 
406690 
416379 
428862 
407305 
434683 
441802 
431242 
442377 
420407 
428908 
445898 
457673 
458771 
426800 
440504 
415025 
438557 
416128 
457242 
423629 
404793 
435563 
415672 
455488 
426230 
412282 
431622 
405523 
424693 
436397 
456476 
434784 
422977 
442849 
451519 
412474 
457081 
444827 
404822 
402430 
457900 
400292 
410934 
440172 



AW451709 Hs.271200 ESTs 
AKD01106 Hs^74419 bypothefical protein FU10244 



AI834273 
AW190902 
W79t23 

AA768553 
AA972965 
U88g67 
W74001 
W07088 
AJ235664 
AW178761 

BE501732 
AA972740 
AL137967 
M29540 
N38857 
NIWL0C0346 
AA7152ft4 
AW298724 
AA968636 
AA987742 
AA993807 
AA814732 
AW303529 
AF070623 
AA551569 
AW295151 
AA385085 
A)948966 
AW207091 
AW364104 
AA173632 
AA457011 
AW021173 

AF210317 
N53097 
AA102322 
AA367019 
BE160188 
AW979Z71 

BE169810 
AA715013 
AA256753 
AA649051 
AA6314S8 
R10099 
A1600600 
AI791451 
AA916785 
R09764 



Hs.9711 novel protein 

Hs.40098 cysteine knot supertamiiy 1 , BMP anlagon 

Hs^B561 GpioteinHXXipled receptor 87 

Hs.74170 metallMnelnlECIunctkmaO 

Hs.135568 ESTs 

Hs J8867 protein tyrosine plujsphatase, receplor-t 

Hs.55279 serine (or cysteine) proteinase inhibito 

Hs.293685" ESTs 

gb:Homo sapiens ntRNA for immunoglofauBn 

Hs.227948 serine (or cysteine) proteinase kihlblto 



Homo sapiens cDNA aJ130lO fis. ctone NT 
ESTs 

gb:DKFZp761D2315jl 761 (synonym: hamyZ) 
carrinoenixyonlc anfigenwelated cell ad 
ESTs 

SPY (sex detemiinlng region Y)-faox 9 (ca 
flbMw3SID3.n Na_CGAP.Br5 Homo sapiens 
ESTs 
ESTs 



Hs.30622 
Hs.127092 

Hs,220529 
Hs.203933 
Hs.2316 

HsJ202639 

Hs.127877 

Hs.251278 

Hs.167367 

Hs.145010 

Hs.144955 

Hs.13423 

Hs^2034 

Hs.163812 

Hs.130017 
Hs.72307 
Hs,143509 
Hs^116 

Hs.18612 



Hs.95497 solute carrierf^ 2 (EadiifatBd ^ 
Hs,193579 ESTg 

gbzl30f03.r1 Stratagene colon (^7204) 
Hs.241395 protease, serine, l(tiypsin1) 

gb:QV14{T04134)102004)5&405 HTD413 Homo 
Hs^B4 ESTs 

Hs.47557 ESTs 
Hs.16g835 ESTs 

gb2s22b11r1 NCLCGAP.GCBI Homo sapiens 
Hs.164007 ESTs 

gb3ip83h045l NQ.CGAPJljyl Homo sapiens 
Hs.269805 ESTs 
Hs.209573 ESTs 

gbxi50c09.y5 NCLCGAP.0tf2 Homo sapiens 
Hs.180510 spitdng {actor pniQne/^lutaniSne rich ( 
Hs.20416 ESTs 



KIAA1201 F 
ESTs 

lipopdysaocaride^pedfic response 54i 
ESTs 

Homo sapiens done 24468 mRNA sequence 

l^theflcal prdeln PR02822 

ESTs 

gb:EST98959 Tliyrdd Homo sapiens cONA 
ESTs, Weakly strralar to JN090B HHransp 
ESTs 

ttypolheHcal protaln FU21924 
CDC14 (cell diviston cyde 14, S. Gerevi 
gb:3aS0c1lj1 Stratagene fetal leGna 93 
Homo sapiens cDNA: FU21909 lis, done H 



AW976692 Hs.291665 ESTs 
AA250737 Hs.72472 ESTs 

AW811114 8b:MR2^T013l-11119W)16^ ST0131 Homo 

AA8685B4 H5.126154 ESTs 

427 



R1 

20.2 

16.1 

11.9 

11.2 

10.8 

10.4 

10.3 

10,1 

9.3 

9.1 

&8 

8.4 

8.3 

8.2 

ai 
ao 

8.0 

7.9 

7.8 

7.7 

7.7 

7.5 

7.2 

7.2 

6.9 

6.9 

6.9 

6.8 

6.8 

6.7 

6,7 

&6 

6.6 

6.6 

&5 

as 

6.4 
&3 
6.3 
6.2 
6.2 
6.2 

a2 
ai 
ai 
ai 
ao 
ao 
ao 
as 
a9 
a9 

&9 

aa 
as 
as 
as 
a7 
a7 
a7 
a7 
a7 
a7 
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431374 

409816 

447613 

417919 

4252S9 

439063 

406053 

431211 

451830 

41«)35 

413849 

459458 

416154 

404561 

426895 

419247 

455601 

440925 

419249 

448477 

454039 

459664 

401497 

408493 

444931 

45G680 

452542 

411402 

404957 

436445 

442617 

416045 

425178 

441918 

455464 

420929 

448844 

430686 

405229 

417641 

434167 

450438 

456394 

455747 

417420 

409545 

426750 

440615 



454482 
436508 
452046 
40741S 
450090 
406333 
43418B 
403344 
446466 
405455 
411387 
426097 
427768 
411018 
415257 
441107 
419519 
410901 
426217 
424188 
456987 
405303 
414955 
451620 
421948 
424780 
443271 
417181 
402230 
422246 
431508 
415236 
413101 
444774 



BE25B532 


Hs.251871 


AWSOt^ 




ALj04tOS7 


Hs.33363 


At928203 


HS.8S379 


AL049260 


Hs,1 55397 


AF085922 


Hs.1 13968 


M86849 


Hs323733 


H18433 


Hs^1S42 


H42314 




BE173S61 


HS.1S384 


AW270957 


HS.2S4577 


Z46122 




AA437124 


Hs. 167247 


S6S791 


Hs.8g764 


AI368680 


Hs.816 


AW511090 


Hs.130419 


X14767 


Hfe 89768 


BE612572 




AW079064 


Hs.245540 


6E206B54 


Hs.46039 


AV652066 


Hs.75113 


AL1377S8 


Hs.116072 


AWB12256 




BE297855 


Hs.69855 


AA922213 


Hs.121735 


AW340093 


Hs.130538 


H15990 


Hs.31403 


H16097 


H8.161027 


A1733373 


Hs.128119 


AW983901 




AI694143 


Hs.296251 


AI581519 


Hs.177164 


NH-001942 


H5^633 



AA205015 

AA626334 

A1696071 

W28S06 

BE074910 

T85150 

BE296182 

AA3d3950 

AI7330S5 

AW890878 

BE147919 

AW604381 

AB018345 

AF07332B 

AW448940 



CTP synthase 

gb:UkHW0i>^-h.12.^HJLr1 NlH.MGC-5 

DKFZP434N093 protein 

ESTs 

Homo sapiens mRNA; cONA OKFZp564K143 (fr 
ESTs 

gap junction protein, beta 2. 26kO (conn 
1CIAA1035 protein 

gb.7o09802^1 Scares adult br^n N2b5HB5 
API gSRvna subin^ UMino pniUin 1 
ESTs, WeaHy sIfflDar to B34087 hypothefl 
gb:HSC0VB031 normalized infant brabi cDN 

ESTs 

bagilB X mental retardation 1 

SRY (sex determining region Y)-faox 2 

ESTs 

gamma-aminobutyric acid (GABA) A recepto 
gb:601452090F1 NIH.MGC.66 Homo sapiens c 
ESTs 



phosphoglycerate ntulase 2 (muscle) 
generd transcription factor IIIA 
Homo sapiens mRNA; cDHA OKFZp434H245 (fr 
gb:RC0^T0174-191099^1^7 ST0174 Homo 
NRAS^atedgene 

ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

gb:RC1-HM0003'220300411-f10 HN0003 Homo 
pfogramnedcell deaQi4 
ESTs 

desmoglein 1 

Hs.54617 tiypotheticd protein FU20060 

Hs.116153 ESTs 

Hs.253800 ESTs 

gb:46f 1 Human retina cDMA randomly prime 
gb:RC5-BTO58O-17O30aO21-F12 BT0580 Homo 

Hs>268814 ESTs 

Hs.19002 hypothetical protein MGC4675 

gb:EST97403 Tbymus tl Homo sapiens cDNA 
HS.130S06' ESTs 

Ks.211610 (XiGbiplet repeal RNA4»nding protein 

gb:RC3-HT0230-16020a01&^ Hr0230 Homo 

Hs.1 21 121 ESTs, Wealdy similar to S007S5 pteckstri 

H$.27657 KIAA0802 protein 

gbiHomo sapiens tetracyfine transporter- 

HS.2022S9 ESTs 



AI765848 Hs^1660 peraadsomal Irans 2«npyl CoA reductase; 



H38026 

AW842339 

6E327369 

T7B402 

AW813428 

F03016 

AA917075 

AI198719 

AW810001 

AW131B88 

AW954552 

AI557290 

C15506 
AW449888 
L42583 
U39576 



L10123 

AA461032 

NM.012481 

R41400 

6E065215 

AW052174 



H$.308 arrestin3.retind(X«res6n) 

Hs.130615 hypotheSca! protein FU21870 
Hs.11 2238 ESTs 
Hs,174880 ESTs 

gb:MR3-ST0192-01Q200-21(k05 ST0192 Homo 
Hs.27513 ESTs 
Hs.190520 ESTs 
Ks.176376 ESTs 

gb:MR4-ST0124-27030aO05411 ST0124 Homo 
Hs.172792 ESTs. Weakly similar to hypothetical pro 
Hs.142634 zinc finger protein 
Ha.173535 ESTs 

gb:C15506 (3ontech human aorta polyA-cmR 
Hs^57224 ESTs 
Hs.334309 ker8Qn6A 

H$.1530S8 butyrophiSn. subfamily 1, member A1 
Hs.195704 ESTs 

Hs.1071 surfactant protein A binding protein 

Hs^306 hypolheticalproteInOKFZp586F1122simfl 

HS.1B2979 ftaomd protein U2 

0byl94b12.s1 Soares km brain ms H 
gb:Ra-BT0314^1030(H)1»01 BT0314Homo 

Hs.ig6030 ESTs 

428 



5.7 
5.6 
5.6 
5w6 
5.6 
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5^ 
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5.4 
5.4 
5.4 
&4 
5.4 
5.4 
5.4 
5.3 
5.3 
5.3 
5l3 
Sl3 
&3 
a2 

a2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

&2 

5.1 

5.1 

5.1 

5.1 

5.0 

&0 

&0 

5.0 

S.0 

&0 

4.9 

4.9 

4.9 

4.9 

4.9 

4.9 

4.9 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

48 

4.8 

48 

4.8 

4.8 

48 

48 

48 

4.8 

48 

47 

47 

47 

47 

47 

47 

47 

47 

47 

46 
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444414 AW293214 Hs.B752 Uansmembrane protein 4 

431291 N25521 Hs.25275 Kruppel-tirpe zinc finger protein 

436B53 BE328074 Hs.148661 ESTs 

445334 AI610081 Hs.9475 glucose transporter proten 10 

408172 Vmm . H5.46039 Phosphog!ycerrtemute20n^e 

426985 BE394B49 Hs.131905 ESTs. Moderately similar to Z195.HUMANZ 

404638 ^„ • - 

447617 A1400752 Hs.176675 ESTs n«* ct i«B«sf« rlo«H 

422182 AL043892 Hs.t80582 Homo sapiens cDNA: FU2ia36ris. clone H 

"""^ ^^R1-CT0353.1503(lW02.12Cn)353Ho™ 

444157 AI125785 Hs.153351 ESTs 

45^2 ALfl37421 Hs.208746 ESTs. Moderately similar to pot ORF I [ 

436269 AA707472 Hs.190760 ESTs 

459448 AA416773 H5.275012 EST hma a H1477 ik drwieHF 

452090 AA022684 Hs.124673 Homo sapiens cDMAFU 11 477 lis, done HE 

4«8M A«rt«8 H.308338 f^^^^y^uf 

428528 A1004034 Hs,98638 ESTs 
405605 

457982 AW856093 Hs,183617 ESTs 

427731 AA411750 Hs.20943 ESTs 

420691 AA829433 Hs^5343 ESTs 

ii5Q977 NM 001115 Hs.2522 adenylate cyclase 8 (brajn) 

I53O8O A^3056 E2392I hypothetical protein DKFZp547A0a 

412147 gbWNN003W)40500-197*08NN0039Homo 

435747 AI(J79519 H8.134398 ESTs ...iiwuiiuama 

4M824 AL138012 Hs.183840 ESTs, Moderately similar taALU7JttJMAN A 

458865 T05095 H3.19S97 K!AA1694prolrin 

459037 AW439497 Hs.290656 EST 

4^ U65652 HS.15B313 chromosome 17 open reading tene l A 

mm AW970017 H8.293948 ESTs. Weakly sintilar to S65657alpha.1C- 

432020 AJ251509 Hs^72345 phosphodiesterase 11A 

Wm BE50340S H8.170437 EST^ Weakly clmflar to PRP4.HUMANSAUV 

S ™ ^^WT00,6.24<H00.11Mfl4LT0(«6H«no 

404898 

435434 AA680387 Hs.187850 ESTs 

™ '^spemphtecidar^genipao^^^^ 

441700 AA233556 Hs.126908 »«yP<*«ti«alpro^FU12^^ 

455000 AW850283 Hs^4429 Homo sapiens cDNARJIWiS lis. done HE 

404767 _ 
H8.147482 ESTs 
H5J9858 litMSomal protein L7a 

gb:zw53e1Zr1 Soares_lotalJetus_Nb2HF8. 



445189 Ai936450 
452393 H87398 
428740 AA433838 



426830 AA385751 Hs.196379 ESTs. Weakly siirolar to puta6wep150[H 



gb-Jil95c0lJc1 Na.CGAPJ7»y8 Homosaplena 
secreted phosphopntein 1 (osleoponGn. 
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410615 AW772721 

446619 AU076843 Hs^13 
406073 

405692 

436033 H75391 Hs755748 ESTs 

A\mvi D84284 Hs.66052 C038 anOgen 0>45) 

S 6^7829 flbKWO^W1«Sl0400.213^BNO^ 

459084 H01699 Hs.272B9 CGI-125 protein 

401189 

435451 AF195420 Hs.303006 ESTs. WeaMy similar to gamma^iereguTn ^^ 

456407 AW968614 gb:EST380690 MAGE resequences. MAGJ Homo 

425733 F13287 Hs.169388 Homosa^doroaSTO 

447863 A1JD47611 Hs.288885 Homo sapiens CDNAFU14246 lis. done ov 

436659 A!217900 Hs.144464 ESTs 

435463 AA682507 gb2|18f08^1 SoaresJelaLBver.spleOT 

S bS4 JbSc3-BT0319-12D200^4^6BT0319Homo 

439481 AF086294 HS.125B44 ESTs 

405287 

405784 

436461 AW511956 H3^3261 ESTs 

437636 AA764781 Hs.291844 ESTs 

409629 AW449589 Hs579724 ESTs 

412999 BE046255 
403281 

427531 AA405097 H3.97957 ESTs 

451882 Aia21324 

418856 AA362858 
405494 

456027 BE3Z7387 Hs.13913 KIAA1577 protein 

^79048 ^«)1236646F1 NlH JA6C.44 Homo sapiens c 



gb:hn38gl0jt2 Na.C6APJ«)F2 Homo sapiens 



Hs.100445 ESTs 

QteKT729Q0 Ovary H Homo sapiens cDNA 5 
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4.4 
4.4 
4.4 
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421106 AA877124 Hs.172844 ESTs 4,2 

409076 N57559 Hs,82273 hypothetical protein 4.2 

419563 AAS26235 Hs.193162 Homo 8ap(8nscONAFU11983 lis. done HE 4.2 

^ 411668 AWS5344a gb:£ST365510 MAGE resequences. MAGS Homo 4.1 

5 416614 TB3391 Hs.ni849 ESTs 4.1 

454434 AA083558 H5,261286 ESTs 4.1 

404526 AI912555 Hs.157195 pep&leYY.2($em!na]plasinin) 4.1 

446393 AW014174 Hs.301956 zinc finger protein 4.1 

^ ^ 405302 4.1 

10 432669 AU)43482 Hs^6711S ESTs 4.1 

416972 BE019670 g!>ibb28o01jc1 NIHJMGC_5 Homo sapiens cDN 4.1 

423841 AW753967 sb:RC2-Cn}304<)801004114i12Cr0304Homo 4.1 

427099 AB032953 HS.1735G0 odd Oz/ten^n homolog 2 (Drosoptiila mous 4.1 

430484 DB28B0 Hs.241548 IV^p21 protein acSvatar 2 4.1 

15 403695 4.1 

420457 AA482280 Hs.191656 ESTs 4.1 

438993 AA82699S gb»d77b08x1 t4CI.CGAP_Ov2 Homo sapiens 4.1 

458421 At279978 Hs.22547 ESTs 4.1 

458722 AA741545 HS.2B2832 ESTs. WealOy similar to T24961 hypotheti 4.1 

20 411382 BE067246 gb:PM1-BT0348-1 51 2994)01^04 BT0348 Homo 4.1 

422373 AK001643 Hs.115700 Homo sapiens cONA: FU2351 5 fis. clone L 4.1 

430749 AJ242956 Hs.25960 v^yc avian myelocytomalosis viral relat 4.1 

403825 4.1 

401887 4.1 

25 403667 4.1 

452744 AI267652 Hs.30504 Homo sapiens mRI^ cDNA DKFZp434E082 (fr 4.0 

421065 AA329711 gb:EST33382 Embryo, 12 week II Homo sapi 4.0 

439294 AW975328 Hs.6523 chromosome 1 open reading frame 12 4.0 

432792 AA448114 Hs.2789S0 protocadiieiinbete 1 4.0 

30 405443 4.0 

431169 AW971240 gb:EST383329 MAGE resequences. MAGL Homo 4.0 

431822 AA516049 gb:ng65dOU1 Na.CGAP.LIp2KQmo8a(dens 4.0 

432328 AI572739 H5.195471 &i)hosphafnjcto-2-kinaseAiuctos^2.&bl 4.0 

448324 AI571356 Hs.34174 ESTs. Moderately similar to ALU8.HUMAN A 4.0 

35 456536 AW1359B6 Hs.257859 ESTs 4.0 

415811 AA450191 Hs.172983 itypolhe&alprot^ FU 14624 4.0 

411745 AWS67826 gb:MR&^N0039^0300^1-c02 SN0039 Homo 4.0 

438660 U95740 Hs.6349 Homo saptens. done IMAGE:3010666.mRNA. 4.0 

449327 AI638743 Hs.224672 ESTs 4.0 

40 426062 N57014 Hs.75674 pregnancy-assodatedptasma protein A 4.0 

433485 A14g3076 Hs.201967 dldo-keto reductase family 1. member C2 4.0 

434d49 AW292765 Hs.8053 ESTs 4.0 
400268 4.0 

422728 AW937826 Hs.103262 ESTs. Weakly similar to ZN91_HUMANZIIC 4.0 

45 445414 AV653692 Hs.146105 ESTs 4.0 
406470 3.9 

429809 AL162010 H5.223603 Homo sapiens mRNA; cDNA DKFZp761D09121 ( 3.9 

45309B Z2593S Hs.86379 ESTs 19 
402867 3,9 

50 431071 AA491379 gb:aa65fD5j1 NCi.CGAP.GCB1 Homo sapiens aS 

436298 AW293496 Hs.180138 ESTs 19 

440356 AI933184 Ks.127922 ESTs. Moderately simitar to S65657 alpha 19 

419091 T85332 Hs.178294 ESTs 3.9 

^_ 422591 L07648 Hs.11B530 MAX-interacting prtM 1 19 

55 426076 AW962714 gb:EST374787 MAGE resequences, MAGG Homo 19 

443682 AI383061 Hs.47248 ESTs. Highly simHar to similar to Cdc14 19 

444461 R53734 Hs.25978 ESTs. Weakly similar to 210926QAB ceil 19 

430072 X13294 Hs.300592 v^b avian myetoblastosis viral oncogen 19 

413499 BE144884 gb<»/IO-HT01B2^1099^65^11 HT0182Homo 19 

60 439818 AL360137 Hs.19934 Homo sapiens mRNA fuQ length Insert cON 19 

443323 BE560621 Hs.9222 estrogen receptor binding site assod^ 19 

424029 AB014594 Hs.137579 KIAA0694 gene product 19 

455993 BE179085 gbrf^CO-HT0613-14030M)21-d06 HT0613 Homo 19 

420111 AA255652 gb2s21h1 1/1 NC1_CGAP_6CB1 Homo sapiens 19 

65 403956 W28077 Hs.79389 nd(chtokenHI(82 19 

410318 AA0B4050 H5.269259 ESTs. W^ similar to S23650(etroviru 19 

426497 AA379913 gb:EST92807 Skin tumor I Homo sapiens d) 19 

430140 AW29S771 Hs.221999 ESTs 18 

457042 A1382130 Hs,97703 ESTs 18 

70 450236 AW162998 Hs.24684 KIAA1376 praldn 18 

417708 T90797 Hs.268823 ESTs 18 

428692 AI372822 Hs.110103 RNApdymefaseltranscripQontectorRR 18 

413071 BE084032 gb:QV^T029&010300-11t.b0B8TQ298Homo IB 

437354 AA749215 Hs,291888 ESTs IB 
75 403381 18 

425798 AA3640Q2 db£ST74529 Pineal gland II Homo saptens • 18 

459429 AA27877g Hs33S696 EST 18 

426365 AA376667 Hs.10283 RNA binding motif prot^ 88 18 

430757 AI458823 sb:fkO4g09j(1 NQJ:GAP.U)24 Homo saptens 18 

80 430205 AB025904 Hs.235168 carfaonie anhydrase XIV 18 

433887 AW204232 Hs.279S22 ESTs 18 

444743 AA045648 Hs.301957 nudix(nudeosidedphosphatelklkedmd IB 
404043 18 
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431333 
451073 
417663 
432363 
436975 
405959 
400631 
425S37 
446156 
450375 
416548 
436020 



426447 
441416 
456443 
402112 
404453 
451421 
421037 
427088 
453375 
453530 
406964 
432291 
449623 
419691 
437587 
403271 
453123 
400462 
449804 
443305 
411186 
424565 
432189 
403296 
417918 
436026 
429864 
418592 
442910 
446304 
441216 
421494 
404476 
416327 
414146 
417401 
401200 
411560 
426306 
437918 
447917 
421328 
447290 
417229 
42S403 
403515 
419917 
435554 
420481 
410S00 



AA708488 

AI7S89Q5 

R07483 

AA534489 

AA740723 

AF173937 
NhU)13240 
At277603 
AA009647 
H62953 
AA778177 
AA985520 
AV655843 
Ai990139 
AW957500 
R58624 



Hs.120127 Homo sapiens cDNA:FU227e9 lis. done K 
Hs.206063 ESTs 
Hs.1 80461 ESTs 

gb:nf76glU1 Na_CGAPjCtf3 Homo sapiens 
Hs.212644 ESTs 



W16522 

AI684808 

AA398085 

AI990114 

AW021633 

M21305 

AKOOIIOd 

C00719 

W03298 

A1591222 



Hs.109494 secreted pfolein of unknown funcfon 

Hs.163846 putative N6-DNA-(neUiyltransrerase 

Hs.145990 ESTs. Weakly similar to 138022 hypoiheQ 

' Hs^8S0 a disinlegrin and metaDopiPteinase doma 

gb:yr4710Rr1 Scares feld liver spleen 

Hs.121724 ESTs 

Hs.23575 ESTs 

Hs.169919 ettetron^ransfer-flavopiotein, alpha po 

Hs.148609 ESTs 

Hs.133543 ESTs 

Hs.21 86 eukaiyoGc translatton ebngafion factor 

Hs.237689 Homo sapiens cDNA FU13539 fis, done PL 

Hs.197653 ESTs 

Hs.142390 ESTs 

Hs.240091 ESTs 

gb:df26c02.y1 Morton Fetal Cochlea Homo 
gbiHuman alpha satellita and satellite 3 

Hs.274274 hypothetical protfitn FLJ10246 

Hs.120440 EST 

Hs.193521 ESTs 

Hs.72325 Human DMA sequence from done RPM87J11 



A1953718 Hs.221849 ESTs 

A1535663 Hs.39379 ESTs 

AI05Q693 Hs.133318 ESTs 

AW821257 gbPM3-ST0307-231299^0lJ)11ST0307Homo 

AW102723 HS.7S295 guanylatscydase1,sduble,dpha3 

AA527941 gb3Jh30d)4*1 NCLCGAPJW Homo safiens 

AA209205 H8.163754 hypothetical protein aj12606 

AI349764 Hs.217081 ESTs 

AA46Q039 Hs.286 nbosomalprotdnU 

X99226 Hs.2841 53 Fanconl anemia, complementation group A 

A1365130 Hs.11307 ESTs, Weakly similar to T1 9326 hypotheti 

AW104432 Hs.149761 ESTs 

BE299830 Hs.192908 ESTs 

AI763322 Hs.152104 ESTs 



426296 
411311 
418019 
417490 
423035 
416575 
414400 
418405 



451704 

421013 
407404 
423121 
430S33 
457141 
411772 
440737 
452728 



Hs.36172 ESTs , _ 

BE549372 Hs.317596 Homo sapiens cDNA FU12g27 fis. done NT 

AA426026 Hs.187615 ESTs 

AW851186 Hs.179909 hypothetical proleai FU22995 

AA447310 Hs.164059 Hon» sapiens CDNAFU13338 lis, done OV 

AI761449 Hs.121629 ESTs 

ALO48037 Hs.164568 ESTs, Moderately similar to neuronal thr 

BE466506 Hs.3981 ESTs 

AI476732 Hs.253912 ESTs 

AA975096 Hs.19522 hypothefical protein PR02849 

AL023753 Hs.156406 Human DMA sequence fiDmdof»1198H6 on 

AA320068 Hs.93701 Homo sapiens mRNA; d)NA DKFZp434E232 (fr 

AF208502 Hs.1 85708 early B^ll factor 

U50525 Hs.98201 Human BRCA2 region. mRNA sequence CG029 

R09442 fiti:yl26d)9^1 Scares fetd Iver spleen 

W07140 Ks.54721 ESTs 

R14454 Hs.5921 Homo sapiens cDNA:FU21S92 fis, done C 

AW836491 gb:PM3.LT0032-2812994W2-f02LT0032Homo 

R68911 Ks.176275 ESTs 

AA203335 gbzxS6gQ2.r1 Scares JetdJverjspleen. 

AW449679 Hs.15S739 RsaplensXG mRNA (done PEP11) 

W02414 Hs.38383 ESTs 

X06948 Hs.897 Fc fragment of IgE, high affinity I, rec 

AI868282 Hs.11698 ESTs, Highly 8im!l3rtDKlAA1370 protein 

TB7817 Hs 174880 ESTs 

Ar755209 HS.20S616 ESTs. Weddyslmiiar to ALU1_HUMAN ALUS 

M62397 Hs.1 345 mutated In cotorectal cancers 
AF040257 gb:Homo sapiens TNF receptor homologmRN 

AW864848 gb:PM2-SN0018-2903Q04X}3«09 SN0018 Homo 

AA48089S Hs^l552 ESTs. Weaidy similar to T17288hypolhe8 

AAS21410 Hs.41371 ESTs 

6E170301 gb:QV44iT053&O40500-193^ HT0536 Homo 

AI375167 Hs,132221 hypotheBcalproleinRJ12401 

A1915576 H5.239708 ESTs 

AA323875 Hs.193574 ESTs 
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419943 


AA13Q228 


AtAAMy 

4544^7 


dc1035d7 


456067 


AA^3o03 


437608 


AA761605 


41ad4a 


F11942 


420910 


At fiAOAty 

ALJ049437 


435793 


Adu97794 


453211 


W84B29 


^10717 




41JU041 




442973 


BE5676&5 


416(X)7 


Ml 3509 


440364 


AA91U4bO 


458340 


AM57102 


412281 


AIB10054 


443204 


AVV205878 


416616 


H58270 


444338 


Al 937026 


436946 


AW1 37748 


431632 


AK000992 


403306 


Nh^006825 


422093 


AF151852 


428816 


AA004988 


442137 


AA977235 


405970 




409434 


AF278761 


416100 


HI 8700 


431418 


}%8242 


431954 


AKD01974 


440386 


AI693520 


421072 


AlZisOos 


424578 


AK001973 


436331 


A]23949a 


444063 


AI122014 


444453 


AW379o94 


404195 




421262 


AA286746 


409SSS 


AW4107B8 


417669 


T99898 


416057 


Al927oo2 


425206 


Nm.002153 


447738 


Alfi^4 AAA 

A]671000 


430664 


A \ Ain^A04 J 

AVVS69834 


411377 


AW841452 


415769 


K94186 


429382 


AI791249 


431474 


ALi 33990 


45^8 


AI953671 


442826 


AI018777 


400608 
436111 


AI803082 


452807 


A A AAAA^^ 

AA028933 


436577 


W84774 


412209 


AW901456 


417153 


X57010 


423871 


A A ^4 4 AAA 

AA331908 


447516 


W0S355 


409623 


A 1 Al J JAJ AP 

AW449185 


416182 


NM_004354 


420654 


AVV296927 


42^99 


D16471 


432404 


A A iff 

AA53S246 


458695 


At f^^^A4 CTA 

AV66Q159 


440727 


A1073991 


428766 


AA477989 


439567 


AI056618 


456231 


H73183 


454316 


AW367764 


411966 


A A AnA4 4fl 

AAD99113 


443644 


AK)ttM91 




T63804 


407664 


AW063476 


405780 




426567 


AA381579 


400432 


AXD1S809 


403356 




404518 


AI815601 


413581 


BE150618 


429875 


AI091615 


433785 


BE044593 


437876 


AA770151 


444870 


AI200621 


453324 


W26S92 



Hs^4611 ESTs.liteder8!ely similar bALUS.HUMAN A 

gtcm^0460>230200-101-b08 HT0460 Homo 

Hs^52 protein kinase anchorfng prot^ GKAP42 

Hs.292308 ESTs, Weakly similar to ALU1 JiUMAN ALU S 
0b:HSC33F06t nonnalized intant brsin cDN 

HS.1Q0292 Homosapi8nsinRNA;cDNADKFZp568E1120(f 

Hs.4993 KIAA1313 protein 

gI}2hS3fD4 j1 SoareO^ldUhrerjBpleeiL 

Hs^9B4 ESTs 

Hs^66550 Homo intern cONA* aJ23156 (Is. ctone L 
Hs^169 matrix meidDoproteinaselCintetsGtial 
Hs.128626 ESTs 

Hs.6986 Human glucose transporter pseudogene 
Hs.14119 ESTs 

Hs:Z9643 HomosBp{enscONAaJ13103fis.doneNT 

gb7r81h09.r1 Scares fetal Dver spleen 
Hs.146642 ESTs 
Hs.125956 ESTs 

Hs.333144 Homo sapiens cONAHJ10130fis. clone HE 
Hs.74368 trsnsmenibrane protein (631(0}. endoplasmi 
Hs.1 11449 C6I'94prDteh 
H&193852 ATP4)lnding cassette^ 6ulMamilyC(CFTR 
H&128630 ESTs, W^simiIartoZ1d2J1UMAN ZINC 

Hs.131581 Homo sapiens testis transcript Y 7 (mr7 

Hs.268799 ESTs 

Hs^5Z722 Hin-1 

Hsi72242 hypolhetkal protein RJ11112 

H$.2230OO ESTs 

Hs.89113 ESTs 

HS.1S0890 liypothefica) protein 

H&120189 ESTs 

gb:qa96t)05J(1 Scares JetaLhe8rLNI)HH19W 

Hs.145126 ESTs 

Hs.9343 Homo sapiens cDNA aJ14265 lis. done PL 

H8.2S6185 ESTs 

gbYe68g01 j1 Scares fetal liver spleen 

Hs 29857 ESTs 

Hs!l55109 hydroxysteroid(17-l)eta}detiydrogenase2 

H&161330 ESTs 

Hs.303303 ESTs 

gtiAC6-CN00144»)3004)12^ CN0014 Homo 

Hsf912 F.l)oxonlyprolBh7 

Hs.278054 ESTs. Weakly similar to l38Q22hypo(het] 

Hs.190642 ESTs 

Hs.220994 hypotiietlcal protein FU14129 

Hs.131241 ESTs 

Hs.157212 ESTs 
H5.162434 ESTs 
Hs.17643 ESTs 

gb:RCO^N1012-270300-031-c07 NN1012 Homo 
Hs.61343 collagen, type 11. alpha 1 (primary osta 

gb:EST35805 Emtuyo. 8 week I Homo sapien 
Hs.102971 hypotheScal protein FU14751 

gb:Ul-H«l34ko««64)4lt4l Na.0GAP.8u 
H3.79069 cycIlnG2 

gtKUl-H«WD4jc«07-(HJU1 NCLOGAP_Su 
Hs.121571 Human mRNA.Xqtenn{nalparikin 
Hs.50852 ESTs 

Hs.282284 ESTs. Weakly stn^ar to 138022 Itypothetl 
Hs.134268 ESTs. Weakly similar to 2109260A B cell 
Hs.98800 ESTs 
Hs.134314 ESTs 

Hs.129885 ESTs,WeaMy6tmaarlo2004399Achromos 
Hs.7857 erytlvocytemenitifane protein band 4.1-11 
Hs.118609 ESTs 

HSJ3270 ESTs.Modefaiely8lmil8rtoS656S7alpha 
gti:yc21e09.r1 Stratagene lung (937210) H 
Hs^9080 ESTs 

Hs.182962 ESTs 

HL287767 Sequence 8 firam Patent WO9950285 

Hs.79197 C083 anQgen (activated 6 lymphocytes, i 

gl):RC3-HT0272-11010(W)13^ HT0272 Homo 
gtni858ti08^1 Soares.NhHMPu_S1 Homosapi 

Hs.112704 ESTs 

Ks.126424 ESTs 

Hs.148504 ESTs 

KS232089 ESTs 
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437963 

425361 

408813 

426692 

407456 

433183 

436168 

438456 

453242 

415131 

412040 

435070 

444443 

434001 

454145 

405264 

411849 

416816 

435325 

440184 

428356 

429216 

429106 

405720 



BE396279 

AA355933 

AJ580090 

AKD01751 

AJ237589 

AF231338 

AK0008B3 

M913381 

T98327 

061119 

D86519 

AI821270 

A11 49286 

AW950905 

AA046872 

AW964970 

T71168 

AK)38388 

AB002297 

AL046991 

AI369472 

AA446812 



gb:601309785F1 N1H_MGC_44 Homo sapfens c 
Hs.132221 hypothetical protein FLJ12401 
Hs.48295 RNAhefcase family 
HS.171B35 hypdheScal protein FU10889 

flb:Homo seplens mRNA for T-box Iranscnp 
Hs,222024 transcfipfion factor BMAL2 
Hs.301645 Hcmo5aptenscDNAFU100211is.c!oneHE 
Hs.190513 ESTs 

Hs.18343 ESTs , . 

gb:HUM158C11B Ctontech human telal bran 
H3.73086 neuropeptide YiEceptDrY6(pseudogene) 
Hs^85643 Homo sapiens CONAFU14364 lis, done HE 
Hs.55099 rab5 GTPase activating protein {GAP and 
Hs.3697 serine (or cysteine) proteinase inhiblto 
Hs.62798 ESTs 

Hs 18861 ESTs.ModeralelysimilartoKIAAl276pro 
Hs. 1 1 9567 ESTs, WeaWy similar to A47582 frcdl gr 
Hs.119309 ESTs 

Hfi.7022 dedicator of cytolcinesis 3 
Hs.10338 ESTs 

Hs.65407 ESTs , 

^b2w85g07£l Soar8S_total>tosJlb2HF8. 



416294 
422094 
425374 
418122 
427374 
443367 
446645 
457604 
452291 
410481 



50 

55 

60 

65 

70 

75 

80 



429608 

437454 

430503 

432839 

421698 

412321 

422219 

454962 

441705 

403619 

435608 

426701 

401132 

407764 

409425 

428004 

443603 

419936 

455571 



AF129535 

A1904013 

R42778 

AI150033 

AW071349 

AI336596 

A1004397 

AF01S592 

R34107 

AA411303 

U49250 

A1J90159 

AAS33574 

AA579465 

T89677 

AW936913 

AW978073 

AW847645 

A1087052 

AW183971 
AI968103 

BE008347 

U40462 

AA449563 

BE502601 

At792788 

BE003714 



H579170 KIAA0227 protein 

Hs^72027 F-box only protein 5 

gb:MR*T041-22019&.104 BT041 Homo sapten 

Hs.22217 Homo saplefts ctone IMAGE:32106, mRNA seq 

Hs.143686 ESTs 

Hs.215937 ESTs 

Hs.156294 ESTs ^ « 

Hs 334552 Homo sapiens cDNA FU14930 fis, done PL 
Hs.28853 CDC7 (cell division cycte 7, S.cef»fisi 
Hs.321450 pregnancy spedftc bela-1-glycoprotein 2 
Hs.30022 E^s.We8lJysimilartoNAH6JHUMANSODIU 

Hs.210862 T-box. brain, 1 ^^^««-4ci# 
Hs.269812 HomosaplensmRNA;cDNADKFZp761M0415{f 

Hs.152274 ESTs 

Hs.45207 hypothetical protein KIAA1335 
HsJ24323 ESTs 

gb:RC1-DT002W)3020^012-f08 DT0029 Homo 
Hs.1010 regulator of mitotic spindle asseniWyl 

gb:llJ3^0213-280100^)5frAD4 CT0213 Homo 
Hs.55993 ESTs 



Hs^0896 ESTs . 
Hs.209461 Homo6apienscOMAFU12B361ls.ctoneMT 

gb:CM0.BN0154O8040O^25^i04 BN0154 Homo 
Hs.54452 zinc finger protein, subfamily 1A. 1 (Ik 
Hs.1 51393 glutamatBK^ysteine Ogaso, catalytic sub 
Hs 134289 ESTs, Vteakly similar to KIAA1063 protein 

gb»l91d05.y5 NCI_C6APJ<Id5 Homo sapiens 
9bQV3flN0096.200400-161-a01 BN0096 Homo 



446530 

454466 

401449 

431196 

422183 

459459 

421308 

427335 

45S238 

425156 

404588 

413087 

444910 

426660 

438315 

425523 

419340 



AV658909 Hs.282642 ESTs V 

AA9B4138 Hs.155101 ATP synthase, H+bansportBg. mSochond 



430553 
457030 
447375 
408334 
410085 
410536 
448495 
405634 
431098 



AW974436 
AA431698 
AA460445 
AA687322 
AA448542 
AW875972 
AA351364 

BE064655 

AI201849 

NM.00Z719 

R56795 

AB007948 

AA236590 

AK001243 

AW392B21 

AI301740 

AI375660 

AW514652 

AA428482 



AW136516 
AW501465 



Hs.154929 ESTs 

Hs 112794 Human DNA sequence from done 1068E13 on 

gb2x66h11 Jl SoarBELMaUelus.Nb2HF8. 
Hs.192843 leudne ripper protein FKSG14 

"^'"^ 5«,«7129M514O5PI00l4Hon» 

gb£ST59099 InEanl brain Homo sapiens cD 

gb«C1-8T0313-30129W)12-c09 BT0313 Homo 
gbsis76g04j^1 NQ^CGAPJWB Homo sapiens 

Hsl171734 proSn phosphatase 2. legutatoiy subuni 

Hs^2419 ESTs 

Hs.1 58244 KIAAD479 protein 

Hs.87530 ESTs 

Hs,158370 hypothefical protein FU10381 

gb:CM4^T0Z7M212994B3*09 ST0275 Homo 
Hs.173381 dil!ydropyrimklinase^2 
Hs.257822 ESTs 
Hs.321637 ESTs 
Hs.58589 gtycogenin 2 

gb:y*27d04.s1 Soares fetal liwr spleen 
Hs^lS ESTs 



Hs^49230 ribonudeaseLCZ.S'-otigaisoadenylate 
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421581 
440633 
453264 
411656 
419169 
426591 
446966 
452401 
455170 
416208 
423657 
400816 
410307 
440046 
452824 
400315 
411965 
416316 
400613 
414819 
434833 
418693 
416258 
405093 
415273 
450519 
422654 
414605 
400441 
402790 
436S63 
447524 
448835 
415979 
434479 
426724 
418105 
405608 
406506 
421216 
452755 
404288 
429878 
439834 
454564 
450491 
409920 
400579 
402953 
404265 



U89331 


H3.10S932 


shofl stBturo hofnsobox 


A)140686 


Hs^63320 


EST8 


AA034137 


Hsi71955 


ESTs 


AW855576 




^:CM4-CT0278-221 099^-d01 CT0278 Homo 


AW851980 


HsI62346 


ESTs, WeaMy simitar to S72482 hypottieS 


AA431127 


Hs.98885 


ESTs 


C01448 




F«5T« 
CO 19 


NKC007115 


Hsi9352 


tumor necnsis factor. 8lpl>a4nduced pro 


AW880972 




8bK3VO-CT0387-180300>1674i07 CT0387 Homo 


AW291168 


Hs.41295 


ESTs. WeaUy similar to MUC^.KUMAN MUON 


A1045128 


Ks.1691 


9tucan0.4^ha-),liranching enzyme 1 . 


AH)22913 


H$.62187 


phosphaBdyllnosltoI giycan. dass K 


AW402306 


Hs£877 


hypoUieticalpro(^aJ10483 


W27643 


Hs.73965 


spHdng factor, arglninatearinfritoh 2 


U46120 


Hs.193392 


Human expressed urdnown mRNA 


BE467339 


Hsi60115 


ESTs 


H58721 




ESTs 


BE177320 


Hs.156148 


hypothetical protein FU 13231 


AF156548 


Hs.192969 


ESTs. WeaMy similar to ATlAJiUMAN POTEN 


A1750878 


Hs^7409 


thromlnspondin 1 


N45661 


Hs.90011 


adenytosuodnalB synthase 


Z39840 


Hs.22229 


ESTs 


AA010066 


HsJ24849 


Homo sapiens cDNA F1J12583 fis, done NT 


AA314315 


Hs.163725 


ESTs 


BE390440 




gb:601283601F1 NIHJ4GC.44 Homo sapiens c 


M15530 


Hs^S 


&ce!lorawih factor 1(12kD} 


AA810665 


Hs.134746 


ESTs. Weaidy sbiiiar toA4G010X-finl(ed 


D80449 


Hs.45177 


ESTs 


BE277929 


Hs.11081 


USX domain^ntaining 2 


H16427 


Hs.271501 


ESTs. Weakty simitar to 154374 gene NF2 


A1138213 


Hs.162035 


olfactory receptor, family 52. subfamily 


AA383623 


Hs.293616 


ESTs 


AW937488 


Hs.178000 


EST8.Wea)dysimtlartoFV1 MOUSE FRIEND 


AV649262 


H$.102664 


veside-associatBd memt)rane protein 4 


AW138937 


H8^13436 


ESTs, Wealdy similar to A34087 hypolhefi 


AA460188 


Hs.127263 


ESTs 


Af754575 


Hs.124523 


ESTs 


AW807573 




6b:MRVST0088O21299mg01 ST0088Homo 


BE045604 


H^.2Q2301 


ESTs 


BE169746 


Hs.12504 


IDteiy orthotog of mouse Artcadia 
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426890 


AA3S3167 


Hs.41294 


ESTs 


11 


457770 


BE065030 


Hs.124179 


ESTs 


11 


435477 


BE218708 


Hs.117270 


hypothetical protein RJ14345 


11 


436391 


AJ227892 


Hs.146274 


ESTs 


11 


456083 


U46922 


Hs.77252 


fragile htstidlna triad gene 


11 


416421 


AA134008 


Hs.79306 


eulcaryotic translation initiation factor 


11 


430101 


AF110002 


Hs^33363 


guan/ale cyclase activator 1C 


11 


449238 


AA428229 


Hs.331561 


musde^pecHic RIN&finger protein 3 


11 


452605 


AW968557 


Hs.90012 


hypotheiica] protein FU23441 


11 


456323 


AW752389 


Hs.87296 


Homo sapiens cONA FU20269 Its. done HE 


11 


429828 


AB019494 


H5.225767 


IDN3 protein 


11 


423454 


AL1 10456 


Ks.469 


suodnate dehydrogenase complex, subunll 


11 


452762 


AW501435 


Hs.276582 


v-akt muHne thymoma viral oncogene homo 


11 


401344 






11 


455511 


BE144762 




gbKmKT018a04109»O85^ HTOISO Homo 


11 


455280 


AW886156 




gb:RC5OT0078-1503004)21-E08 OT0078 Homo 


11 


433132 


AB026264 


H&284245 


hypothetical protein IMPACT 


11 


423800 


AI633559 


HSJ10359 


ESTs 


11 


427657 


AK001279 


Hs.180171 


Homo sapiens cONA FU10417 lis. done nr 


10 


407257 


AB006834 




gb:Homosa«4ensinRNAIbrHRyFdbN&-VH. 


10 


457041 


AA399018 


H5iS0835 


ESTs 


10 


421482 


A1135462 


Hs.104715 


invensin 


10 


459062 


AA059248 


HS.110293 


ESTs 


10 


436475 


RS8808 


Hs.86149 


phosphdnodd 3i)hosph3te4Axfing prat 


10 


411622 


AI807894 


Hs.47274 


Homo sapiens mRNA; cONA OKFZp564B176 (fr 


10 


417489 


AW953341 


HsJ2573 


ESTs, Wealdy similar to ALU1J{UI^ ALU S 


10 


418454 


AA31S308 


HS.19S870 


hypotheticai protein FU14991 


10 


409699 


BE154550 




gb:PM34n03H<l71299-003c0a HT0344 Homo 


10 


438394 


BE379623 


Hs^693 


pep6dytprdy1 Isomerase (cydophilinH 


10 


443741 


AW4S1759 


Hs.145420 


ESTs 


10 


405090 








10 


432267 


AK000872 


Hs^4227 


Homo sapiens cONA FU10010 fis. done HE 


10 


445409 


AI949081 


H&147882 


ESTs 


10 
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449M7 


AV649748 


428301 


AW628666 


406364 




418409 


AA219332 


4270S0 


AA397789 


431778 


AU)80276 


448405 


AW207634 


429846 


AB023021 


438165 


AA779344 


418868 


AU076801 


418432 


M141S6 


426424 


BE1}8174S 


419505 


AA243660 


403743 




415452 


MraW4 


428579 


N»4.005756 


447046 


AA326187 


455851 


BE146879 


400227 




436219 


AK001695 


439037 


AF075084 


439693 


A1741816 


431292 


AA370141 


403513 




42S745 


U44060 


440122 


AI733011 


448446 


A1521251 


422563 


BE2g9342 



Hs225945 fucosyttransfBrase 9 talpha (1,3) wcosy 



10 

15 4154M R)9134 Hs.12839^ ESTs 

20 



3.0 
3.0 
3.0 
10 
3.0 
3.0 
3Si 
3.0 
3.0 
3.0 

rtS.DlM0O cauiieiiii u , u »-au.~.... V— * - 

Hs.85112 InsulhvBffl growth factor 1(somatomedi J" 
Hs.272188 Hopo sapiens CDNAFU12090 lis. done HE ^ 
Hs,143061 ESTs *5 

3.0 

ao 
ao 

gb:QV44iT0222.261099^14<5l1 HT0222 Homo *0 



gb:Ho(no sapiens fuH lengUi insert cDNA 
Hs.125897 ESTs 

Hs.2281 duomogranln B {secfBtoorarin 1) 

25 4^« O44060 Hs.14427 Homo sapiens cDNA:FU218M lis. done H 
Hs.127678 ESTs 
Hs.171030 ESTs 



4S°2779 AW979241 flb:EST391351 IWAGEiesequenc8S.MAGPHomD 

444600 R41398 Hs.6996 ESTs 



ao 

3.0 
3.0 

ao 
ao 

3.0 
3.0 
3.0 
3.0 

ao 
ao 

3.0 
3.0 

ao 



30 420288 AW071225 Hs.245556 ESTs 

448966 AW3729M H»^149 ph08ptato«ol Jl)h08l*ate.llln*9l»ot 

404513 3 0 

35 412074 S74683 Hs.73139 ADP-ribosyltransferase 1 

40n62 AW235638 Hs.29475 ESTs 3q 
403396 

436938 AW139680 Hs.161393 ESTs cvn^ u, .maW FORKH 3.0 

458090 AI282149 Ks.56213 ESTs. Highly stfralar to FXD3„HUMANF0RI« 

2.9 
Z9 
Z9 

403786 2.9 
430187 AI799909 Hs.158989 ESTs ,9 
45 451700 A!470262 Hs.29553 ESTs ^ - Z9 

456649 R74441 Hs.117176 poly(AH>indin9 proteffl. niidear 1 
457503 AW970244 Hs.162188 ESTs ^ 
446251 AW867156 Hs.282589 ESTs. We*ly similar to 138022 liypotheli 



2.9 
19 
2J 

50 «4671 R34758 gb^geigOirl Scares Infant brain 1 NIB H W 

^175 AM6S24 gbi?09506.s1NCI.CGAP^Co3Hcmosaptens " 

454186 BE141W0 VMRWfT0067.201099<)024^1tHT0057Homo f 

449459 BE546846 Hs.19S048 ESTs 2.9 

435934 R19382 Hs.l178e9 ESTs u.v/4«.i^« Z9 

55 400325 M85292 Hs.247924 Homo sapiens enttogenousHW-l retetBdse ^ 

408408 AF070571 Hs.44690 Homo sapiens done 24739 mRNA sequence " 

414514 BE3Z7365 Hsi80187 ESTs 2.9 

456186 W26642 gb:34b8 Human retina d)NA randomly pnme « 

S ™ "^•'''^ ^b^T0203.2212«M,2a.05ST0203Homo f 

65 422511 AU076442 Ha.117938 cdlagen. lype XVW. dpha 1 " 

435579 A1332373 Hs.156924 ESTs 

417027 AA192306 Hs.23926 triadin . u..uau aiiio 2.9 

4 5633 T74009 Hs.268738 ESTs. Weddy similar to ALU7.HUMANAUJS 2.9 
445909 BE262656 Hs.32603 hypothetical protein MGC3279 similar to || 

70 418343 AA216372 Hs.159501 ESTs , ^„ p .,u^^^ 2.9 

459440 BE048054 ^:b46d)ay1 Na_CGAP.Bm52Hom08apJen g 

5 Ar769774 Hs.20g831 ESTs.WeddyslmtertoALU1JiUMANAUJS |9 

75 S S "^"^ ^?S«mT0249.29109M84^HT0249H«^ 

407676 AW064111 Hs.279823 ESTs 

437913 A!140a25 Hs.121623 ESTs ^ „ 99 

443458 RD5385 Hs.143509 hypothetkal protein FU21924 « 

457049 AW631495 Hs.27135 B<»n receptor-assodated pnfeinBAP29 " 

80 400491 H2S530 Hs50888 solute carrlar family 22 (organic cafion " 

456189 H91010 Hs.44940 ESTs 

441874 AA970389 Hs.12B065 ESTs 

416463 H58311 Hs.l65077 ESTs 

435 
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420B79 
446447 
439953 
400643 
436594 



N31165 

AI300402 

AA918129 

A1419982 



438402 D16902 
451353 N21043 
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419791 
415628 
423537 
454747 
452778 



A157990g 

F1308D 

AL137279 

AW818S35 

R71338 



457178 AL039101 
401526 



408751 
414140 
417320 



N91553 

AA281279 

AA195667 



442927 AI024347 
444125 AI124882 



BE065902 
NWL014717 
AI811202 
BE2456S2 



R0d330 
AK001074 



453901 
421847 
434424 
422225 
403011 
405170 
435878 
438194 
400394 AF0402S7 
411244 AW833768 
441817 AW969708 
456118 AA380267 



417801 
442717 
402131 

428959 AF100779 



AA417383 
R88362 



HS.23B837 ESTs.W^ similar to S43603RNA Hindi 

HS202250 ESTs 

Hs.124638 ESTs 

H5.1S6189 ESTs 

Hs.42915 ARP2(adirKelated protein ZyeasQ in 

H5.42932 ESTs 

Hs.105104 ESTs 

gb:KSC31O041 normalized infant brnin cDN 

Hs,1301B7 Homo sapiens mRNA; cDNA DKF2p43401214 (f 

gbrf^1.ST0278.140300^16.f05 ST0278 Homo 

Hs^921 Homo sapiens cONA:FU21S92lis. dona C 

Hs.194625 dyn8in.cytoplasndc,ligMbtennedialB 

Hs^8343 ESTs 

Ks.23317 hypotheOcd protein RJ14681 

Hs.86022 ESTs 

HS.131S19 ESTs 

Hs.118121 ESTs 

gb:RC2-8T0318-15020CM)1 1-b09 BT0318 Honw 

Hs.108884 KIAA0390gen8praduct 

Hs.325335 Homo sapiens cDNA: FIJ23523 fis. done L 

Hs.1182ai zincfingerprDle]n266 



Hs.20152 ESTs 

Hs.333435 Homo sapiens ciSNA FU10212 fis. done HE 

Hs^18 Homo sapiens TNFreoeptorhomolog(nRN^ 

gb:QV4.TT0008.130100<J77-e06TT0008 Homo 

Hs.293332 ESTs 

Hs.78277 DKFZP434F2021 protein 

HS.82S82 inteerin, beta^ 1 (with EGF-lilce rep 

Hs.180591 ESTs. Wealdy Simitar Id T23976hypo(heti 



438160 
407594 



AA779332 
AW057584 



417877 Aia25829 

439235 N45513 

451257 AA016255 

437113 AA744693 

430882 BE174240 

409978 D31897 



410672 
412238 



AW794600 
AW902583 



417B27 T79365 
420206 M91463 



Hs.194680 
Hs.122671 
Hs.160681 
Hs,86320 
Hs.46606 
H5.31856 

Hs.79024 
Hs.57714 



HS.1082S8 



449676 
454778 
451203 



AW380579 
AW820199 
AW070604 



450180 AW44g644 
409432 D49372 
442264 AI278777 
450003 AA777809 
401602 
413986 
436187 



Hs.2Qg657 

Hs.46517 

Hs.257182 

Hs.54460 

Hs.263455 

Hs.191995 



WNT1 indudbia signaltng pathway protein 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs. Wealdy simliar to KIAA14S3 protein 
gb:ny26c10^1 Na_CGAP_GCB1 Homo sapiens 
heterogeneous nudear ribonudeopmleln 
double (Mb domains, alpha 
gb:RC6-UIWI0014-17030^022-C05 UM0014 Homo 
gbK3V3-NN1024-2604OO.171-f10 NN1024 Homo 
acfin binding protein; macrophin (mjcrof 
soiute cam'er family 2 (facITitated giu 
ESTs 

gb:Q\/2-ST0296'1 901 00^29^7 ST0296 Homo 

ESTs 

ESTs 

small IndudUe qytoidne subfamily A (Cy 
ESTs. Wealdy sindar to ALU1.HUMAN ALU S 
ESTs 



Z43567 



41S652 T79213 
404076 



409416 
420814 



AW388359 
AA721156 



426960 AA393713 

419227 BE537383 

448597 Be613250 

409928 AL137163 



433077 
435720 
447410 
414652 
430454 
412417 
423130 
430660 
401098 
454036 
403549 
414394 
412323 
433513 
446677 



AA314262 
AW975902 



gb:HSC1FC021 normalized Intont brain cOt^ 
Hs.297221 Homo sapiens CDNAHJ10138 fis. dona HE 
Hs.272073 ESTs 

Hs.10667 ESTs 
Hs.190440 ESTs 

gb:z(71h04.r1 Soares.testls.NHT Homo sap 
Hs.8g739 choOnerg^c receptor, rticolinic beta po 
Hs.98265 KIAA1877 protein 
Hs^549 hypothetical protein dJ473B4 
Hs.301917 YDD19pn3tain 

gb:EST388011 MAGE resaquences. MAGN 



A1470235 


Hs.172698 


EST 


AI620599 


Hs,72058 


ESTs 


AW469011 


Hs.105635 


ESTs 


AA102268 


Hs.158622 


ESTs 


AW897586 


Hs.21213 


ESTs 


R11864 


HS.100B26 


ESTs 


AA37476B 


HS.93S60 


Homo saptens mRNA for KIAA1771 protein. 


Aig0473a 


Hs.7e053 


DEAO/H (Asp^Iu-AlaAsp/Kls) box polypep 


AW937143 




gb:PM1-OT0041-28129M01-«)1 DT0041 H( 


AI566355 


H3.171437 


ESTs 


A1600311 


Hs.156291 


ESTs 


AA126136 


HS.3812S 


interferofvinduced protein 75b 521(0 


N66727 


Hs.10957 


ESTs 


AF129SQ5 


H3^6492 


smsA musde protein, X4inked 
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44935B 
422816 
420756 
423532 
448870 
451205 
457314 
458023 
422260 
423638 
408936 
411762 
416192 
455310 
40S992 
421003 
429593 
445611 
445747 
445017 
411726 
451917 
416805 
423020 
427134 
435689 
429282 
435731 
426682 
421274 
403776 
409526 
410201 
427839 
447884 
4493S6 
422988 
442772 
434890 
412400 
413998 
403677 
423401 



AA001229 
AA323586 
AA411800 
BE090503 
BE181783 
H86229 
AA479597 
AW978161 
AA31S993 
A1916662 
AL138043 
AW860972 
NMJ)05036 
AW893961 
SB2472 
T72080 
AK000332 
AW418497 
A1820863 
AI205493 
AW85B612 
AW391351 
F13271 
AA383092 
AA39M09 
AA694284 
N27596 
AA699561 
AV660038 
BE160327 

BE298751 
AA126129 
AA508B23 
H29505 
BE169100 



Hs.131436 ESTs 

Hs.93235 ESTs 

H5.189S00 ESTs 

flb:RO6-BTO717-11040O^11-F11 BT0717Homo 

Hs.175358 ESTs. WeaWy sinrtter to A47582 B<ell gr 

Hs.271780 ESTs, Weakly simBar to 138022 hypothetl 

Hs.193669 hypolhelical protein OKP2p686J1119 

Hs^68555 S'-3rexonbonuciease2 

Hs.105484 iBgeneraling gene type (V 

Hs^l577 WnecOn 1 (kinesln receptor) 

Ks.293549 ESTs 

flb:QVO-CT0387.180300-167-h07 CT0387 Homo 

HS.99B " ' " 



Hs.95657 
Hs.209927 
HS.14S563 
Hs.145328 
Hs.176860 

Hs.50820 
H8.79981 
Hs.1608 
Hs.173561 

Hs.21342 
Hs.186811 
Ks.2056 
Hs.104572 

Hs.55014 

Hs.98244 



AW673847 Hs.97321 
AW503680 Hs.5957 



AF161345 
AW948068 

AW103807 Hs543833 



gb:RC4.NN0027-06040W)11-d11 NN0027Homo 
gbibeta .pol=DNA polymerase beta {exon a 
F-box protein 30 

Homo sapiens cDNA FU20325 6s. done HE 
ESTs 

ESTs. VUbddy sinflff to ALU1 J1UMAN AUJ S 
ESTs 

gbK»l3-CT0341-190400-152-h12CT0341 Homo 
Homo sapiens unitnown mRNA 
Human dona 23560 mRNA sequence 
repiicaOon protein A3 04kD) 
EST 

gb:zi35c02^1 Soares Jatai JverjBpteen. 
ESTs 
ESTs 

UOPglytosyltransferase 1 family, polype 
ESTs 

hypothetical protein FU10206 
gbam78c07.rl Stratagene neuroepithelium 
ESTs 

gb:ym60d10j1 Soares Infant brain 1NIBH 
Hs.195029 ESTs 
ESTs 

Homo sapiens done 24416 mRNA sequefv» 
Hs.283930 Homo sapiens HSPC082 mRNA, partial 

gb:RCO4irrO012-290300^BU1O WT0012 Homo 
ESTs 



432591 
446800 
454938 
456859 
445233 
4467S6 
418379 
435068 



422036 
441541 
451395 



459275 
423949 
435420 
43S41B 
454790 
447453 
454767 
413252 



NlyL001992 HS.12BC87 coagiilalionfadorlKlhrombmjrece^ 

AM92071 gb:ne97b04^1 NO.CGAP^KWI Homosapwns 

AA643238 Hs.146144 ESTs 

mmm ^'^^^ gb:QVO.CT0179^119W)4M02CT0179Homo 

BE467912 Hs.154294 (fiscs. large (OrosopHla) homolog 1 

AV653034 Hs.297559 ESTs 

AI739241 Hs.171480 ESTs 

AA218940 Hs.137516 fidgetin-tike 1 

H16262 Hs.31415 ESTs 

AA302647 Hs.271891 ESTs, Wealdy similar to ZN91.HUMAM ZINC 

AA938663 HS.19982B ESTs 

BE?S3208 ^'^^^^^^ gb:plmff033W)5040(W07^10HT0335Homo 

AI808913 Hs.339352 Homo sapiens brother of COO (BOO) mRNA, 

A1014546 Hs.130912 ESTs 

S9 Sis lsTs.HighlysimaartoFXD3_HUMANF0RKH 
MmmZ 9b:RC2-lr030M2020(M)11-f12ST0301Homo 

AW60B645 Hs.18800 hypothetical protein FU202B1 
BEffi9199 fib:QV«T037M10300-105i|03 BT0379 Homo 

BEW4910 Sb:RC5*T0580.17030(W)2W2BT0580Homo 



403760 
433128 
435448 
445706 
422171 
459023 
443246 
404569 
410181 



427038 
449880 
455992 
80 415268 
446554 
452512 
440728 



AB021923 

H17132 

AA305520 

U50529 

AW968226 

T75157 

AI468210 

AA679784 

NM.014633 

AI673006 

BE179015 

R53935 

AA151730 

AW363486 

AWQ6G077 



Hs^367 EST-Y01 protein 

Hs.27085 ESTs 

H3.IO88I2 hypothetical protein FU22004 

Hs.112434 Novel human gene mapping to enomosome 13 

Hs.60798 ESTs 

Hs^603 EST8,We^8lmil8rtoT08680liypa(heli 

Hs^1285 pl«olropic regulator 1 {PRL1, Arabktops 

Hs.4290 ESTs 

Hs.173288 WAAOI 55 gene produd 

Hs 231948 ESTs 

gb:RC3^0612-080500^134»10 HT0612 Homo 

HS587827 ESTs. Highly sinnlar to MDR3JHUMAN MULTI 

Hs^01789 nudix (nudeosWe diphosphate linked md 

Hs^635 ESTs u 

Hs.153272 Homo sapfenscONA:FU22715Ss. done H 
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419481 

4543S2 

422831 

413646 

426872 

459160 

421338 

446002 

454716 

406664 

453128 

408691 

454754 

439451 

445225 

427175 

411616 

438135 

405981 

406005 

430762 

438361 

412105 

434684 

445660 

400844 

415725 

420159 

408812 

430052 

440310 

425659 

417252 

427167 

431613 

414546 

407494 

429643 

442240 

452821 

410238 

419236 

440801 

440274 

411597 

417956 

420621 

425176 

425492 

425698 

426098 

435113 

438188 

445550 

458804 

448299 

438407 

425195 

418282 

442757 

413470 

428527 

441209 

458879 

442279 

407244 

411880 

404845 

411693 

438298 

444517 

455870 

457630 

424015 

417563 

413174 

438875 

440700 

423257 

431086 

409337 

442818 

410Q04 



AI879195 HsJ0606 ISkDasetenoprotebi 

AW389688 gb:RC2^684)71299^13^ST0168Homo 

R02504 Hs^32943 ESTs 

BE155042 gb:PMO.HT0349.101299^)02-E04 KT0349 Homo 

AM10446 Hs.112011 ESTs, simitar to unknown [Ksaple 

AI904723 gb:CM^06&120299^26T066Homo8a(ifen 

AA287443 ^izsSaelQjrl NQ.CGAP.GC81 Komosapiens 

AI346468 Hs.l45789 ESTs 

AW850684 gb:!L3^021 9-160200^01 2 CT0219 Homo 

L34041 Hs.9739 g)y€ero1-3-phQsphate dehydrogenase 1 (so 

AW026516 Hs.31791 a^ptosphatase 2. musde ^ 

AW2S0525 gb.2821626^iTeNlHJAGC_7 Homo sapiens 

AW8igi91 gb:CM1-ST028»y71299^1-d08 ST0283 Homo 

AF086270 H$^76554 hetenxitfomaBiHike protein 1 

AI216555 Hs^023g8 ESTs 

K06924 H&23762 hypothetlcsS protein FU 12847 

AW884609 gtePM3^0017-24030(M)01-M)3 SN0017 Homo 

AI253025 H1190426 ESTs 



Ai343652 

AA805666 

H07971 

AA737282 

AI702668 

BE2ig771 

A1572490 

BE397160 

AF102850 

AA878939 

AK000590 

AA195014 

AI239607 

AA018515 

BE379492 

U10072 

AA455889 

AI791883 

AW471181 

N94320 

AA330447 

AA906368 

R24595 

AW852925 

AA210704 

AA278808 

AWD15644 

ALJ021918 

NM.016112 

NM-014908 

AA665469 

AA779975 

AI242754 

AL157625 

AA497044 

T8B803 

AA352026 

AA21S53S 

Ar739528 

N20934 

A)902398 

AA922939 

AW975460 

AW887006 

M10014 

AW872477 

AW857271 
H23542 



Hs.1 05667 ESTs 

Hs.146217 Komo sapiens cONA:aJ23077fi5. done L 

Hs.94319 VPS10 domain receptor protelh 

Hs.190911 ESTs 

Hs.201955 ESTs 



AW4S2831 
AI680803 



AA203701 
AA723S64 
AA827640 
AW952281 
AW161039 



H71289 

AX001741 

A1298027 



Hs.237146 hypothetical protein aJ12752 
Ks.99785 Homo sapiens cONA: aJ21245 fis..clone C 
Hs.254763 ESTs. WesMy similar to A42442 Integrin 
Hs.227933 A)g5, S. cerevisiae, homolog of 
Hs.125406 ESTs 

Hs.1 58836 hypothetical protein RJ20583 
Hs.85971 ESTs 

Hs.99196 hypothetical protein MGC1 1 324 

Hs.264482 Homo sapiens miW; cDNA OKFZp761A0411 (f 
gb:601 23621 5F1 NIH.I\AGC_44 Homo sapiens c 
gb:Human fbriOiead family (AFX1) mRNA, pa 

Hs.167279 FYV&finger-conlainingRabS effector pro 

Hs.292719 ESTs 

Hs.160874 ESTs 

Hs.144225 ESTs 

HS.1351S9 Homo sapiens cDNA aJ11481 fis, done KE 
Hs.190535 ESTs 

Hs.7122 scrapie responsive protein 1 

gb:PMO>CT0248-1310994JOU10 CT0248 Homo 
Hs.190465 ESTs 

gbas79d)9.r1 Na.CGAP_GC81 Homo sapiens 
Hs.1 55005 TEA domabi family member 1 (SV40 transcr 
Hs.158174 zinc finger protein 184 (Knippd4ike) 
Hs.159241 polycystic Mdney disease 2-like 1 
Hs.166351 KIAA1072 protein 
Hs.1 17136 ESTs 
Hs.128859 ESTs 
Hs.137306 ESTs 

gb:DKFZp761t^16^ 761 (synonym: haray2) 
Hs^0887 hypotheBcal protein FU10392 
Hs.271507 ESTs.WeaIdy5lmilartoTIM-HUMANPR08AB 
Hs.943ig VPS10 domain receptor pralein 
Hs.98133 ESTs 
Hs.28345 ESTs 

gb.7x54c1U1 Soares melanocyte 2NbHMHo 
H5.344g2 Cyt19 protein 
Hs.1 35742 ESTs 
Hs.143563 ESTs 
Hs.159970 ESTs 

H8.75431 fibrinogen, gamma polypeptide 

gb:hm3Cro3j(1 Na_CGAP„Thy4 Homo sapiens 

gb:(mCT0307-210100-15^ CT0307 Homo 

H&181788 ESTs 

Hs.146883 ESTs 

Hs.313803 EST8,WgWysimilartoAF1578331nond 

Hs.112627 ESTs 

Hs.166361 Homo sapiens mRNA; cONA DKFZp564F112 (ft 

gb2x52Bl0j1 Soares JetaUiver.sp)eefL 

Hs.191343 ESTs 

Hs.ie9059 ESTs 

Hs.296184 guanine nudeotide blivSng protein (G pr 

Hs.125878 synapsinlU 

HS.211S81 ESTs 

HS.22053S ESTs 

Ks^739 hypothefical protein FU10879 

Hs^ caiboxypepildaseO 
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4SS93S BE158687 

Ss AA332209 Hs.158196 transcdpSooal adaptor 3 (ADM, yeadh 

42S626 A1537S36 Hs.173519 ESTs 

451531 AA018311 HS.1M762 ESTs 

428015 AA421081 Hs.12388 ESTs 

429761 A1276780 Hs.135173 ESTs 

437958 BE139550 H8.121668 ESTs. Moderately SlntetoPC4258fenl 

S ^ici^0313.13040l«1«)2Bn)313Ho«» 



419107 AW085152 Hs.292987 ESTs 

435766 R11673 Hs.186498 ESTs 

452879 AW905328 Hs.l80842 "bosomal protam L13 

440400 AA994364 Hs.125594 EST8.Weddy8liitotoT^^ 

440480 H92571 Hs.234478 Homo sapiens cOMA:FU22648 lis. done H 

424146 AA705092 Hs.20236B ESTs 

439950 AW937417 Hs.293561 ESTs 

410366 AI267689 Hs.302689 hypolheticGl protein 

417485 AA203304 Hs.32826 CGH30 protein .,./v»ij.«^ 

4125^ ^2574 gb:EST374647 MAGE resequences. MAG6 Homo 

416498 U33632 Hs.79351 potassium c!rannel,8uljfamllyK.memlMr1 

iAKivr AA884448 Hs.1 57239 ESTs 

iJi^^B An^6 Hs.207026 ESTs. Weakly sWIar to B56205lranscfip 

I1IBI9 AwSm gb:PM14m010.200300^Q^08MT0010Homo 

S aK ^^;Wl97MAGErosequences.MAGMHomo 

427506 AK000134 Hs.179100 hypothetical protein FU20127 

^4631 Z25884 Hs.121483 chloride ctiannell .skeletal niuscte(Th 

426898 AA394104 Hs.97489 ESTs 

440479 AA886461 Hs208161 ESTs 

443160 AI467915 Hs.36053 ESTs 

419323 AH)92379 H5.135275 ESTs 

442813 AI018435 Hs.270970 ESTs nK^.a nirtWfc donaHP 

436196 AK001084 Hs.33349a Homo sapiens cDNA FI£W222 lis. done HE 
433561 BE540937 Hs.20104 hypothetical protein FLJC00S2 

458589 AV654623 Hs.288141 hypottietical prolem MQC3156 
459716 ^„ 

436340 R42246 Hs.21606 ESTs , ^ . . «»o 
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439096 AAa30185 H&269680 ESTs 
442627 AI027990 Hs.1323(B ESTs^^^ 
4Sn99 AF220188 Hs^BSIO nncharactedredlwotWamus protein HIM 
428799 AM78619 Hs.104677 ESTs 
4S0402 BE218027 Hs.89969 ESTs 
411156 AW819939 Ht273629 ESTs 
431673 AW9n302 Ha.293233 ESTt 
415706 BE1B2587 HsJ7485 ESTs 
412882 BE006919 Hs.134106 ESTs 
Hs.1 81536 ESTs 

flb-PM3^BT05B4-26030W)02-g05 BT0584 Homo 
Qb-Jis18d08.f1 NCLCGAP_GCB1 Homo sapiens 
gb:QV2-PT0010-160400-133^ PTOOIOHomo 
Hs.81281 mitodwndrial ribesomal pratrin S21 

gbvg66e08.r1 Soares Infant brain INIB H 
458043 AWS79009 HS.3261G8 ESTs 
417006 AW673e06 Hs.80758 aspartyMRNA synthetase 
44ffl06 AW975183 H8J292663 ESTs. Vteakly similar to S72482hypolhefl 
ilSse gb:RC1.BT0623.1202004)11^BT0623Homo 

™ 'Hs.194293 FsTs.WeeWy8tatoto154374fleneKF2 
444983 AI916973 Hs^13603 ESTs 
443526 AW792804 Hs.134002 ESTs 
454532 AA344685 Hs^l reQii^of Pas4ndwedapop^ 
428832 AA578229 Hs.324239 ESTs, Moderately similar to ZN91_HUMANZ 
442003 AW297497 Hs^01891 ESTs 
452768 AW069459 Hs.61539 ESTs 

aS ^N0O2M104««09«5SN002DH-no 

400074 

S BE065209 gb:RCl-8T031 4^1 0300^1 54)1 2 BT0314 Homo 

4S BE512968 gbfi0117229ff1 NIH_M6C.15 Homo sapfens c 

422884 AW850975 Hs.13256 ESTs e, • 

429515 AIJ031228 Hs.204370 DNA8egmenlondiromosome6lunique,pse 

«^ ANDOCe^ flb:Homo6aplenscONAFU100281is.done 

439 



441300 R35063 

413257 BE07S035 

434662 AA641957 

455255 AWB77139 

417137 U46265 

417909 R35614 
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442653 BE269247 gb.-601185486F1 NIH_MGC_8 Homo sapiens cO 2.5 

401882 2^ 

458257 U48351 Hs.201219 ESTs. Weakly similar to SI 8946 ultra hig Z5 

_ 405338 2.5 

5 439492 AF086310 Hs.103159 ESTs 2.5 

459390 BE385725 gb:601276347F1 NIH.M6C JO Homo sapiens c 2.5 

436359 Z83806 gbilsapIensmRNAforaxonenuJdynelnhe ZS 

429322 086984 Hs.199243 KIAA0231 protdn 2.5 

431699 NM.001173 Hs.267831 Rho GTPase ecevafing prolan 5 2.5 

10 437107 AA745598 Hs.291840 ESTs. Weakly simiiar to 178885 seiineAh 2.5 

441953 H11695 Hs.322S01 dlsnipterofsilendno 10 2.5 

442777 AW341541 Hs^1153 ESTs 2.5 

453361 AA03S197 Hs.107375 ESTs 2.5 

455275 AW977806 gb:EST389810 MAGE resequences. ^A^GO Homo Z5 

IS 457824 R84938 gb.-yt&5f04j1 Soares retina N2b4HR Homo Z5 

428550 AW297680 Ks.98661 ESTs 2.5 

445900 AF070526 Hs.13429 Homo sapiens done 24787 mRNA sequence Z5 

456359 AI967991 Ks.93574 homeobox03 2.5 

414366 BE549143 gb:601076456Fl NiH.MGCJ2 Homo sapiens C U 

20 452526 AA742457 Hs.291479 ESTs 2.5* 

408444 AW66i839 H8.253204 ESTs 2.5 

440327 R12581 Hs.191146 ESTs 2>5 

410406 AI969703 Hs.1466 glycerol kinase 2.5 

457021 AW988934 Hs.173108 Homo sapiens cONA:FU21897fis, clone H 2.5 

25 418948 A!217097 gb:q(}43h07j(1 Soares_fetathearOlbHH19W ZS 

435427 AA682573 Hs.166982 ESTs. Weakly sImBar to organic artontr 2.5 

427791 AM12446 Hs.9813d ESTs 2.5 

403509 AF231919 Hs.18759 KIAA0539 gene produd 2.5 

436590 AI393115 H8.127655 ESTs 2.5 

30 455556 AW995423 gb:QV0-BN0042-0104OO-163^8 BN0042 Homo Z5 

405869 2.5 

408274 R17315 gb7g12g11.r1 Soares infant brain 1NIBH ZS 

448015 AI458065 H&23196 ESTs 2.5 

454190 AW177B21 gb:1L3-KT0059-1808994)07^HT0059HQfflO 2.5 

35 436154 AA764950 Hs.119898 ESTs 2.5 

406377 2.5 

437030 AA742577 Hs.303781 EST 2,5 

420815 AA280684 Hs.270584 ESTs 2.5 

418421 R5B620 H8.85050 ptiospholamban 2.5 

40 423838 AI003521 Ks.130310 Homo sapiens RiRNA for cydinBSIsoform 2.5 

415425 F08365 0b:HSCZSA1 21 nomiallzed infant brdncON ZS 

404577 2.5 

403568 2.5 

425967 NM.0071S9 Hs.4007 Samolemmal^ssociatBd protein ZS 

45 449899 AI6107C0 Hs.103280 ESTs 2.5 

451078 A1927594 Hs.204470 ESTs 2.5 

453343 AA905353 Hs.121622 ESTs 2.5 

428728 l«iL016625 Hs.191381 hypcdhaOcd protein 2.5 

409642 AW450B09 Hs.257347 ESTs 2.5 

50 426235 AI63ig64 Hs.34447 ESTs ZS 

452043 H86231 gb:yt03l02j1 Soams retina N2b5HR Homo 2.5 
401992 ZS 

419910 AA662913 Hs.l90173 ESTs. Weakly simDar to A46010X-Onked ZS 

411038 AA8S7218 Hs.297007 membrane^nd transcription factor prot 2.6 

55 444575 AI264847 Hs.2254S Homo sapiens cDNARJl 2935 fis, clone NT 2.5 

449311 A1657014 gb:tt49a12j(1 KCLCGAP.GC6 Homo sapiens 2.5 

454566 AW807605 ob:MR4-STl0098-1201O&OO1-fa08 STOOgO Homo ZS 

454597 AW809648 gb:MR4-ST0124-261099^1&d01 ST0124 Homo ZS 

413875 BE176776 gbiRC3.HT0588.11030W)11-g09HT0588Homo ZA 

60 421583 AA293333 gb:zt53c09.rl Scares ovary tumor NbHOTH 2.4 

426237 AK001104 Hs.168241 hypolhelfca) protein RJ 10242 Z4 

454437 AI248173 Hs.191460 hypolhetJcal protein MGC1 2936 ZA 

419187 AA234852 Hs,44693 ESTs ZA 

444493 R59410 Hs.282094 ESTs. Moderately similar to 138022 liypot ZA 
65 405547 Z4 

454086 AW885909 Hs.6975 PR01 073 protein ZA 

417508 BE163512 Hs.l80877 H3hlstone. family 3B(H3.3B) ZA 

416277 W78765 H3.180145 HSPC030 protein ZA 

Amis AI924940 Hs.108082 ESTs. Weakly simlar to T31636liypothe0 2.4 
70 40646B 2.4 

408617 R61736 Hs.124128 ESTs 2.4 

418994 AA296520 Hs.89546 selecSn E (endotheCal adhesion molecul 24 

445432 AV653771 gb7W653771 GLC Homo sapiens cONAckma ZA 

454137 AW500340 HsJ13876 ESTs, Weakly similar to 138022 hypotfieli ZA 

75 455328 AW896438 gb:PM144N0047-04040(M)01'd09 NK0047 Homo ZA 

409500 U08098 Hs54576 suIfotraRseerase.esliogeiHnBtenin9 ZA 

434138 AA625804 gb3u86hOU1Soare9utestisJfHT Homo sap ZA 

419511 AA429750 Hs.75113 general transcrtplton factor DIA ZA 

437980 R50393 H5.278436 K1AA1474 protein 2.4 

oO 439999 AA115611 Hs.6838 fas homotog gene family, menlberE 14 
403501 2.4 

446645 AI343645 Hs.156108 ESTs ZA 
401775 2.A 
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410845 
411836 
412879 
421083 
423513 
428882 
42B945 
434627 
435256 
435079 
458239 
414093 
441262 
402076 
427962 
400587 
403053 
411203 
447849 
454201 
424131 
425921 
440385 
417976 
447179 
412977 
436958 
401361 
403891 
408419 
417002 
439446 
458570 
458624 
453344 
413488 
412114 
423296 
419983 
428268 
450947 
423073 
438142 
409239 
424235 
429063 
433S68 
401645 
432149 



436054 
425433 
417712 
420639 



405017 

405385 

435633 

457128 

430535 

434544 

449432 

455219 

458734 

442179 

444313 

440448 

441498 

438205 

40^15 

425707 

422306 

413697 

421755 

449007 

449916 

418857 

422486 

458914 

435061 

416458 

453785 

421515 



AW807182 gb:MR4^T0062-1802004X)1-b04ST0062Homo 

AW901879 Hs.314453 ESTs «MOT(i7QAUnmft 

BE092219 Qb:IL2-BT0734-2404004)71-B04 BT0734 Homo 

AA283628 Hs.298016 ESTs. We^slfTiBar to 138022 hypoBiefi 

AF035960 Hs,129719 transglulaminase 5 ^ . , , „ , „ . 

AA436915 Hs.131748 ESTs. Moderately similar to ALU7_HUMAN A 

AWig2803 Hs.98974 ESTs. Weaidysifflflar to S65824 reverse I 

A1221894 Hs^93t1 ESTs 

AF193766 Hs.13872 cytoMneJike proleiti C17 

/^A664192 gb:ac05b03.s1 Stralagene lung (937210) H 

BE433877 Hs.283389 ESTs . . ^ , , 

BE544867 Hs.283077 cenlrosomal P4.1-associated proWn; unc 

AI809130 Hs.176906 ESTs 

AA946582 H3.8700 deleted in fiver career 1 

R58624 Hs^ 1 86 eukaiyotic IransIaSon elongafian tactor 

AW872430 Hs.273743 ESTs 

AIS38147 Hs.164277 ESTs 

AB023191 Hs.44131 KiAA0974 protein 

AA335714 Hs.199655 ESTs 

NM 007231 Hs.16221 1 solute carrier family 6 (neurotransmitia 

AA8842B3 Hs.192138 ESTs 

BE565892 Hs.83077 InterleuMn 1B(ifilBrfefoivflanwna*du(an 

AW015633 HS.1S7299 ESTs 

M7^^ Hs.293539 Homo sapiens mRNA for KIAA175B protein. 

AW250092 Hs.305953 zinc finger protein 83 (HPF1) 

T79613 Hs.14513 ESTs 

A1927629 Hs.57873 ESTs 

AW971698 Hs.12527 TJ6 protein 

AI362790 Hs.278639 K1AA1684 protein; lilffily homotog Of mous 

„ HS.257976 ^^Ts^^^,,,^,g,,9^o4.09HT0165Hor«, 

AW893891 Hs.240833 ESTs, Wea^f siijlar to 13802^^^^ 

AW957193 Hs.3327 HonH)saptensd»WjFIJ^lS^.^e^^^^ 

W55956 Hs.94030 Homo sapiens mRNA; cONA DKFZp5B5EieZ4 

AA424957 Hs.294132 ESTs 

AI745400 Hs^662 ESTs . , . 

BE252922 Hs,1231 19 MAD (mothers against decapentaplegic. Dr 

T90309 Hs.269551 ESTs 

AA740875 Hs.44307 ESTs. Moderately similar to 138022 hypol 

NfcL003181 Hs.143507 ^ brachyuiy (mose) hotnota^ 

AW363845 Hs.122142 ESTs. Weakly sttrtilar to A48010X-!inted 

AA612960 Hs.337300 ESTs 

AW614326 Hs.157022 ESTs. Weakly similar to T34549 probate 
AW9S6392 Hs.110376 ESTs 
A10762B2 Hs.119813 ESTs 

2^471 gb:EST66274 I^ICAP ceBs I Homo sapiens c 

AA205569 Hs.194193 ESTs. Moderately simflar to MUIJH^ 
AI683116 Hs.25328 ESTs, Moderately slirilar to ALU7_HUMAN A 
BES51550 Hs.232630 ESTs 



AI248152 Hs.270047 ESTs «om4 

AI932995 Hs.183475 Horno sapiens ctoneKOBI mlWAsequen^^ 
AW968485 gb:EST380561 MAGE resequences, MAGJ Homo 

C05875 Hs.91575 ESTs 

^;WoT001<.15030W«2^1OT0019Ho™ 

A1554946 Hs.l58794 ESTs ^^^o 

AA9B3842 H5.333555 chromosome 2 Open reading frame z 

AI140494 Hs.197955 KIAA0704 protein 

AAB85428 Hs.125646 ESTs 

AI37924a HS.5B742 ESTs 

AA780365 Hs.122161 ESTs 

AF115402 Hs.1 1713 E74^ factor 6 (ets domain transcript 

BE044325 Hs.227280 U5snRNA^ssodatedSnKffl« protein 

AA131315 Hs.47144 DKFZP5B6N081 9 protein 

AW169454 Hsi07422 ESTs, WeaWy siiruiar to S71949 metafcpr 

A162^ 5te.193201 £ST,VlteaklysimnartoN!Pi.Ht;MANBCL2^A 

T60525 Hs.299221 pynivate dehydrogenase kinase, isoenzyme 
D10216 Ks.89394 domain, dass 1. transcriptton facto 
BE514492 Hs,117487 gene near HD on 4p16.3w«h homology to 
BE327696 H5.280922 ESTs 
Ai661474 Hs.153944 ESTs 

AA180511 sb2p53l01r1 Stralagene KT2 neuronaS pr 

A^6 Hs.283732 ESTs, Moderately simDar to ALU1.HUMAN A 
Y11339 Hs.105352 GaIIWcdpha.Z&«ia!yBiansferasel,l 
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403003 
405347 
406091 
428402 
438762 
455780 
457024 
404249 
443921 
407055 
417154 
419720 
405230 



AW237531 Hs^26876 Homo sapiens 50X6 cnRNA. complete cds 

AWB44412 Hs.65450 feSailon4 

BE088828 gbK3M2*eT0693'2303Q0-129i|09 BT0893 Homo 

AA397546 Hs.119151 ESTs 

AIQ91310 Hs.134848 ESTs 

XB921 1 gb:H.sap(ens DMA for endogenous rebovir 

A1674701 Hs^1388 ESTs 

AA249131 Hs^7778 hypoMcal protein FU1 1066 
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24 
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436998 


AA745625 


Hs^414 


ESTs. WeaUy simQar to ALUB_HUMAN ALU 8 


Zi 


445748 


U80766 


Hs.13252 


Human EST dona 22453 mariner transposon 


Z4 


419233 


AA458873 


Hs.178306 


ESTs 


2.3 


414277 


eE269910 




gb:601186291F1 NIHJAGC.8 Homo sapiens cO 


Z3 


452092 


BE245374 


Hs.27842 


rvpoUteOcal proton RJ11210 


Z3 


453736 


AL118674 


HsJ4871 


^nc finger homeoboK IB 


Z3 


410888 


AW861207 




gb:RC1^T0302.120200^13^l04 CT0302Homo 


2.3 


434239 


AF119910 


Hs.283047 


hypolheiical protein PR02954 


22 


434098 


AA625499 




9b:af59g08.r1 SoaTes_NtiHMPiLS1 Homo sap) 


ZZ 


414195 


BE263293 


Hs.89605 


dioiinergic receptor, (dooGniCi dpha p 




445688 


AI248205 


H8.153244 


ESTs 


2.3 


4516S6 


BE327088 


Hs.212752 


ESTs 


2.3 


423956 


W28203 


H5.136169 


Homo sapiens done 25215 mRNA sequence. 


2.3 


413445 


BE141022 




gb:IMRD-HT0067.201099^2^10 HT0067 Homo 


ZZ 


436149 


AI754308 


H5.1S94S2 


ESTs 


ZZ 


405629 








ZZ 


432702 


AW973953 


Hs.293744 


ESTs 


ZZ 


433377 


AI752713 


Hs.43845 


ESTs 




444711 


All 88739 


HS.14&488 


ESTs 


ZZ 


445621 


AI733818 


Hs.145549 


ESTs 


13 


456432 


AW966931 


Hs.179862 


nudeosonte assembly protein 1-lika 1 


2.3 


449236 


AJ403126 


Hs.26373 


Homo sapiens cONA: FU23449 fts. dona H 


Z3 


459024 


AA020799 


Hs^2869 


ptasminogen-Eke 


ZZ 


441037 


AA913360 


Hs.126468 


ESTs 


2JZ 


431577 


T34523 


Hs302040 


Homo sapiens DMA sequence from PAC 43401 


23 


436762 


AA828380 


Hs.126733 


ESTs 


23 


412329 


AW937445 




gb:QV3-OT00434»02Q048(k09 OT0043 Homo 


23 


410999 


AW813004 




gb:RCa^016&2303Q0^9^02 ST0186 Homo 


23 


429044 


A12614g0 


Hs.145527 


ESTs 


23 


431655 


AW971119 




gb:EST383206 MAGE resequences, MAGL Hbmo 


23 


439642 


W81441 


Hs.153967 


ESTs 


23 


441721 


AI2B62S9 


H8.1276S2 


ESTs 


23 


443482 


AW1 88093 


H&250385 


ESTs 


23 


403416 


AI744626 


Hs.151385 


K1AA0564 protein 


23 


416443 


N69469 


Hs.194225 


ESTs 
ESTs 


23 


419714 


AA758751 


Hs.98216 


23 


415511 


AI732617 


Hs.182362 


ESTs 


23 


412344 


AW938384 


Hs.264190 


vacuolar protein sorting 35 (yeast homol 


23 


449264 


AI637649 


Hs.196105 


ESTs 


23 


451664 


AA889081 


Hs.153952 


5'mJcteotida5e(CD739 


23 


441269 


AW015206 


Hs.1 78784 


ESTs 


23 


402333 








23 


453849 


Y07494 


Hs^114 


ATPasa. tMK* transpor&ig, atplia 2 {*) 


23 


430680 


AW1 38724 


Hs.168974 


ESTs. Highly similar to ALU7_HUMAN ALU S 


23 


404367 








23 


403696 








23 


441622 


AW450957 


Hs.224864 


ESTs 


23 


411004 


AW813242 




gb:MR3^T0191420200-207-g10ST0191 Homo 


23 


411093 


68067650 




gbMR4«T035B<}9030(M)03^1 BT0358 Homo 


23 


428548 


AA430058 


Hs^8649 


EST 


23 


404059 








23 


446861 


Ai696519 


Hs.14427 


Homo sapiens cONA: FU21800 fis. done H 


23 


413640 


BE158118 




gb:MR2-HT037&-240200-20&<J09 HT0378 Homo 


23 


423554 


Mgosie 


Hs.1674 


giutaniii&'thictDS9-&fhosphate transandn 


23 


435338 


AA678071 


H8.194300 


ESTs. WeaMy simiiar to 138022 liypothefi 


23 


442710 


AI015631 


Hs.23210 


ESTs 


23 


444208 


AW301017 


Hs.146492 


ESTs 


23 


451250 


AA491275 


Hs.236940 


hypothetica] protein FU12542 


23 


454784 


AW820626 




gb:ROO^T0299-1901004)12-«10 ST0299 Homo 


23 


458455 


AV648310 


Hs.213488 


ESTs 


23 


458521 


AI851039 


HS.1485S9 


ESTs 


23 


407938 


AA905097 


Hs.85050 


phosphotamban 


23 


439546 


AF088056 




gb:Homo sapiens fuH length insert cONA 


23 


441274 


AW593781 


HS.1313S7 


ESTs 


23 


454314 


AW384844 




gbK3V3-OTD044.2212994)45403 DT0044 Honn 


23 


409860 


AW452065 


Hs.258905 


ESTs 


23 


428532 


AF157326 


Hs.184788 


TBP-lnterading protein 


23 


411384 


AW842115 




gb:ROO^002&O9O20O4131'e11 CN0026 Homo 


23 


453887 


T55674 


Hs^lOS 


hemoglobin, gamma G 


23 
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410140 

422443 

409071 

421253 

441398 

448458 

457225 

443718 

445568 

4005B2 

411262 

401145 

407440 

455121 

459077 

448117 

453331 

443751 

402038 

402176 



AL134435 Hs.22269 neuradn3 

NM_0U707 Hs.116753 hbtone deacctylase 7B 

AW316932 HS.1819S2 ESTs 

A1188102 Hs.31028 ESTs 

AA932398 Hs.292036 ESTs, Weakly simflar to B34087 hypothell 

AW614367 Hs.171054 ESTs 

AW82003S Hs.278679 adisintegilnandnifitdloprotBinasedoma 

AI083580 Hs.221373 ESTs 

H00918 Hs^8744 KIAA1796 protein 



AW834480 

AF227135 

BE156459 

N20370 

H49129 

A1240865 



432479 
402527 
449272 
411024 
455608 
458818 
419875 
405521 
436517 
456801 
430444 
456208 



416509 
419337 



454456 
454633 
457028 
458925 
428338 
430B50 
408622 
421227 
426902 
430789 
447475 
45214B 
430712 
458103 
420959 
444098 
445641 
449276 
452294 
457653 
459497 
412852 
437539 
421813 
411994 
443476 
452463 
404936 
442833 
440836 
405120 
400238 
407809 
412303 
420478 
441417 
445117 
431162 
437036 
455849 
447624 
439780 
405706 
447732 
440625 
404257 



gb-AIR2-TT0014-151 199^1 1-b07 HOOU Homo 

gb:Homo sapiens candidate tasie receplor 
gb:QV04m)388-0401004)82-n6 HT0368 Homo 

Hs^35863 ESTs 

H^,172982 ESTs 

Hs.8895 ESTs 

H8.153324 EST 



AI827786 Hs^g044 ESTs 

AIJ042644 Hs^5675 )(a(aninp80(WD4(kontaln!ng)subunitB 

AW137656 Hs.197645 ESTs 

BE062590 gb:QV1-6T0280-28109&^23-f05 6T0260 Homo 

BE01 1437 gb:CM4-BN022{M»0500-170-l03 BNO^ Homo 

AI523857 Hsi32257 ESTs 

AA853410 Hs.93557 proenlcephalin 

BE060932 H5.13522S ESTs 

AW961886 Hs.136263 Homo sapiens done 24S28mRNA sequence 

AW296421 Hs.121035 ESTs 

AW299698 Hs^34625 Homo sapiens cDNA FLI14890 lis. done PL 

AA356923 Hs^40770 nuclear cap binding protein subunit 2. 2 

N57713 HSJ260899 ESTs. Moderately similar to ZN91 .HUMAN Z 

AW291112 Hs^09978 ESTs 

AA24899B Hs,173044 ESTs. Weakly similar to 138022 hypolhefl 

AW850984 gb:IL3.CT022O.1S020O^H08 CT0220 Homo 

AW81 1380 gb:IL3.ST0143.290999^19JXJ5 ST0143 Homo 

AW449838 Hs.97562 ESTs 

R1 5891 Hs^81587 Human (done CTG^) mRNA sequence 

AA603115 Hs.1 83752 microseminoprotein, bela- 

BE144152 gb:MR0-HT0i6S^6020O^6<02HT0165Homo 

AA05606O Hs^02577 Homo sapiens CDNAFU12166 lis, done MA 

R78561 HsJ286308 mosaic serine protease 

Ai125334 Hs^408 ESTs 

AA632577 Hs.310235 ESTs, Weakly similar to 178885 serinefth 

AI380797 Hs.158992 ESTs 

AF007143 Hs^82a5 Homo sapiens done 23738 raRMA sequence 

AW044647 Hs.196284 ESTs 

AW7B0192 Hs^7598 ESTs 

AA282119 Hs.88975 ESTs 

AV647g69 Hs.109694 KIAA1451 protein 

A{245987 Hs.149442 ESTs 

AW241510 Hs.252713 ESTs 

A{87t925 Hs.117895 ESTs, Moderately similar to A47582&Hjel 

AI820719 Hs.154662 DnaJ (Hsp40) homdog. subfamily A. menAe 

AA825742 Hs^517 ESTs 

BE004117 Hs^415 ESTs, WeddydmRartoAUJIJHUMANALUS 

AA974673 Hs.121419 ESTs 

BE048255 gb:tz49b05.y 1 NCLCGAP.Bm52 Homo sapien 

R67298 Hs.109087 Homo sapiens cDHA: FIJ22845 fis. done K 

AW068594 H1133878 ESTs,WeddysimlartoYCD1JiUMANHYP0T 

R36452 H5.300817 ESTs 

AA328153 Hs.88201 ESTs. Weakly sinnDar to A Chain A. Crysl 

AW370882 HsJ222080 ESTs 



AW0B2279 Hs^44106 ESTs 

AW93633S gb.-QV4.DT0021-281299-07afl11 010021 Homo 

AA521259 Hs.193796 ESTs 

A1733297 Hs.144474 ESTs 

A)208754 Hs.147369 ESTs 

AW971 180 gb:EST383268 l\^GE resequences. MAGL Homo 

A1571514 Hs.133022 ESTs 

BE146866 gbK3V4-HT0222-21109&O14406 HT0222 Homo 

A1640326 Hs^13 ESTs 

AL109688 gb:Homo sapiens mRNA full length insert 

AI758398 H5.161318 ESTs 

BE539853 Hs^452 Homo sapiens mRNA for KIAA1737 protein. 
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13 
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437722 

449133 

456555 

408134 

428192 

435534 

438018 

446096 

448106 

450232 

436134 

448466 

420678 

430692 

446453 

423611 

444050 

431532 

422669 

403388 

403780 

419423 

424719 

431453 

442078 

452975 

426197 

427119 

400486 

448482 

402621 

408363 

424584 

445081 

431065 

41 1908 

441826 

446901 

422677 

455534 

400163 

418882 

409206 

410556 

4325B4 

439482 

447877 

418297 

403534 

410594 

414000 

432762 

437608 

438550 

439626 



AW292947 HS.122B72 EST8.WeaMydmnarbJU0033hypolh6g 

AI6316S5 Hs.197919 ESTs 

AW592167 Hs.293299 ESTs 

AK000184 Hs.42945 ack) sphjngoniyelnas&ae phosphodteslB 

AA4240S1 Hs.304742 ESTs 

T823S4 ob7c14fi)5j1Stratagene lung (937210) H 

AK001160 Hs^ hypottietical protein aJ10298 

A1276454 gb:qI71a1Zx1 Soares.NhHMPU.S1 Homo sapi 

A1800470 Hs.171941 ESTs 

BE300815 Hs.201326 ESTs 

AK000618 Hs,123784 ESTs 

At522109 Ks.171066 ESTs 

AW593288 Hs^530 TlS^sodated serin&afginine protein 2 

XB0240 gb:H^ens endogenous retrovirvs HERV- 

AV65846g Hs.188646 ESTs, WeaUy similar to ALU1J1UMAN ALUS 

A6011163 Hs.1299(» K!AA0591pRM 

AW138295 H$.135024 ESTs 

AIS37817 Hs.270311 ESTs. VV^Sbnflar to AUilJfUMAN ALUS 

H12402 Hs.119122 ribosomal protein L13a 



D2G488 HS.9031S KIAA0007 protein 

H90452 gtKyvOlcOSLfl Soaies fetal Over spleen 

AW753917 ^.RaM:T0299^29119»O31-F02 CT0299 Homo 

AW268S83 Hs.262629 ESTs 

M85521 Hs.244482 Homo sapiens, clone IMAGE:351 1719. ml^, 

AA004410 Hs.100009 acyt-Coenzyme A oxidase 1. patmitoyl 

AW880582 Hs.114574 ESTs 

AW294078 Hs.171092 ESTs 

NM.003389 Hs.44396 ooronin. actln^inding protan. 2A 
H10692 Hs.13310 ESTs 
Ks,145227 ESTs 
Hs.128792 ESTs 
Ks.72924 cyWine deaminase 
Hs.129915 phosphotriesteiase related 

gb:tc05d02j(1 Na_CGAP_Co16 Homo sapiens 
Hs.208206 hypothetical pretBinaJ21162 

gb:PlWI3^N0011-130100^02-b07 BN0011 Homo 

HS.B9433 ATP.l)inding cassette, sub-family C (CFTR 

gb:QV3-DT0044.221 2994)45^:03 OT0044 Homo 
gb:yti67a07x1 Scares placenta Nb2HP Homo 
Hs.47099 hypothetical prot^aJ21212 
Hs.58069 ESTs 
Hs.164252 ESTs 

gb7p94e12^1 Soares fetal Bver spleen 



450024 

456481 

435138 

412887 

454204 

408253 

432887 

448063 

416171 

433098 

409781 

423441 

423846 

436572 

447044 

448828 

444585 

437334 

431917 

400843 

455688 

449560 

408940 

455201 

413617 

459495 

433225 



AI253094 
AA491286 
L27943 
AW503603 
A1347274 
AU)46388 
AW991925 

NM-004996 
AW364844 
R32158 
AA926829 
W70O45 
AI435184 
R91254 

AW770778 

BE242814 

NM_014099 

AA761594 

AW976002 

N22415 

AI693927 

AA005129 

AA258033 

BE314734 

BE007420 

AW816498 

AW807476 

AI926047 

Ai459108 

H23896 

AW190593 

AW812266 

R58849 

K02364 

AA723274 

AF030107 

AI580296 

AW170015 

AL353947 

D16181 

B&Q67238 

AA001767 

M58583 

AW947884 

6E155373 

BES44158 

AW816515 



Hs^1238 ESTs 

Hs.323494 ESTs. Weakly similar to T27544 zinc rest 

Hs.278924 PR01 768 protein 

Hs.122440 ESTs 

HS.2584Q2 ESTs 

HS.1890B0 ESTs 

Hs.265165 ESTs 

gb2h90h0ar1 SoaresJetalJverjspleen. 

Hs.108110 DKFZP547E2110prot^ 

gb:601152976F1 NIH_MGC_19 Homo sapiens c 
Sbj>M^0142-200300^1-c04 BN0142 Homo 
gbK}VaST0236.1712994J754)02 ST0236 Homo 

H&21051 Homo saptens mRNA for RJ00012 protein. 

Hs.162859 ESTs 

Hs.159818 ESTs 

Hs.125790 toudne^lch repeal«)ntatalng 2 
HS.1S1143 ESTs 
HS.1S220 zinc Itnger protein 106 
Hs^8359 absent in melanoma 1 tike 

gb7i35d08Jl Soto placenta ribZHP Homo 
Hs,279596 ESTs 

H5.17165 regulator of Gprot^signalGng 13 

Hs.1 74782 ESTs. WeaWy similar to KIAA1437 protein 

H5.6594 ESTs 

Hs.283780 hypothetical prot^ DKFZp761N1814 
Hs^ peripheral mysBn protein 2 

gb:PM1-6T0348-151299«01-a12 BT0348 Homo 
Hs.17924 ESTs. Moderately simitar to ALU1JIUMAN A 
Hs.662 oerabellin 1 precursor 

gb:PM1-MT0O1O-2OO30O4)O1-gO8 MT0010 Homo 
Hs.279518 amytoid beta (A4) precursor-GKe protein 

gb:601076707F1 NIHJM3C.12 Homo sai^ c 
Hs.173540 ATPase, Class V. type 10D 
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40674B 
427443 
452843 
427473 
433919 
431058 



415250 

440253 

434470 

418849 

432463 

400861 

407287 

414817 

416143 

449808 

412314 

442952 

425187 

408221 

411480 

459681 

414784 

442726 

450433 

437642 

408298 

409723 

433266 



457187 
445534 
403764 
442735 
455221 
405965 
408420 
441679 
432781 
448470 
419637 
443180 
422213 
423119 
450192 
428042 
400734 
430499 
451134 
401694 
423531 
424419 
431364 
438640 
436802 
443994 
445908 
446412 
448390 
449939 
412700 
453125 
422757 
452864 
452441 
402395 
459659 
428186 
438432 
409448 
408764 



AV650207 

N49476 

H85422 

AA437199 

AW339108 

AA402713 

AI796769 

AW274439 

AA746311 

AW968865 

AA431765 

F02614 

AI651329 

AA634818 

AW474547 

AA548518 

AJ678812 

AW902892 

A19S56S0 

AAe94220 

AA825247 

AI743261 

AW014486 

AA912183 

AW848022 

NM_000344 
AW136066 
AW444538 
AL079309 

AW885757 
A1863224 
BE217923 
AA443927 
AI307356 



Hs.282437 

Hs,166553 

Hs.108556 

Hs.656 

Hs.217493 

Hs.97872 

Hs.208320 

Hs^09 



Hs.27319 

Hs.1602a9 

Hs.2g8138 

Hs.53565 

Hs.186733 



ESTs, WeaWy stmlar to 138022 hypoUieli 
replicafon factor C (activator 1) 1 (14 
ESTs 

ceo division cycle25C 

8nnexinA2 

ESTs 

ESTs 

ESTs 

8b:oa56dl2j"1 NQ^CGAPjOCBI Homo sapiens 

gb:EST380941 MAGE lesequences, MAGJ Homo 

gb:zw80c03^1 Soares.teslisJNHT Homo sap 

ESTs 

ESTs 

ESTs 

Homo sapiens PI&MmRNA for mannosyUran 
ESTs 



gb:tu59d08jc1 NCLCGAP^Gas4 Homo sapiens 
Hs.23782 hypdhefcal protein nJ12847 
Hs.79033 glutamlnyt-peptide cyciotransfefase (glu 
Hs.1 5403 ESTs, Utoderalely similar to ALU7,HUMAN A 
HS.250B99 lieat shock factor binding protein 1 
Hs.131860 ESTs 
Hs^509 ESTs 
Hs.47447 ESTs 

gb:ll.a^214-23129»)53A09 CT0214 Homo 



R9194g 
AW8677S1 

NWL006915 

BE502267 

NM.014133 

AW026226 

W27493 

R15875 

AA306385 

AA322201 

AA263143 

AA419529 

AW969408 
AA31831S 

AW752782 

AK001563 

AW971382 

AA724411 

N34486 

AI09480S 

R13580 

AW135313 

AL035414 

T86420 

BE222433 

AW779544 

A!g09935 

AA033714 

6E222076 



Hs.288986 surviva] of motor neuron 1, t 
Hs.19145 ESTs 
Hs^1863 ESTs 

9b:Homo sapiens mRNA fiilt length insert 

Hs.257862 ESTs 

Hs.31476 Homo sapiens cDNAaJ13872fis, clone TH 

Hs.149595 ESTs 

Hs.144360 EST 

Hs.175225 ESTs 

gb:yq06h06.s1 Soares fetai liver spleen 
gb:iyiRO^N0038-29030(K001-a03 SN0038 Honno 



Hs.44766 retinlQs pigmentosa 2 OMinked recess! 

Hs.65996 ESTs 

Hs^78g40 PRO0618 protein 

Hs^79 ESTs 

gb:31h10 Human reOna cONA landondy pfim 

Hs.258576 claudin12 

Hs.133160 ESTs 

Hs.131976 ESTs 

Hs.24596 RADSI-interacfIng protein 

Hs.76391 myxovirus (InRuenza) resistance 1 , homo 

Hs.231991 ESTs 

H$.2599g hypothefical proton f^J22ig5 

Hs.129750 hypothetical protanI^J10546 

Hs.145589 hypothetical protein FU10701 

Hs.294016 ESTs.lA)deralo|ysiniaartDB34087hypol 

Hs.156065 ESTs 

Hs.170504 ESTs 

HS.13S522 ESTs, Weakly simiIartDS38038hypotheti 

Hs.13436 Homo sapiens ckina 24425 mRNA sequence 

Hs.150098 ESTs 

Hs21068 hypothetical protein 

Hs^2139 ESTs 

Ks.201 262 ESTs, Weakly similar to 138022 hypotheS 

Hs.1 1 5497 hypothetical protein FU22655 

Hs.65551 Homosapiens. Slmllarto DMAsegmenl. Ch 

Hs^87629 hypothetical protein FU14260 

Hs.113069 ESTs 



414275 
436992 
439634 
444199 
446009 
435510 



AW504300 
AW444990 
.A1561173 
BE087164 
BE296227 
AW970254 
AA741074 
W7S377 
Ai128931 



BE143837 



Hs.295605 mannosldase, alpha, class 2A, member 2 

Hs.258800 ESTs, Weakly similar to 138022 hypotheti 

Hs.67688 ESTs 

Hs^02415 ESTs 

Hs^50822 seilne/threordne Unase 15 

Hs.889 ChamReyden ctystd protein 

Hs.1 20750 ESTs 

Hs.1 67 ntootubu^asscdatad proi^ 2 

Hs^60681 ESTs. Rtoderately similar to ALUF^HUMANi 

Hs^1926 ESTs 

flb:MR0-HTO164.1S1299<l12-MBHT0164Hamo 
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403691 2.1 

458333 A1000792 Hs.108209 ESTe ^1 

454560 AW8072B1 gb:MR4^T0062-24030(M)0^1 ST0062 Honn ^1 

. 433343 AF086161 Ks.114611 hypothefical protein Ft) 11 808 2.1 

S 421498 AA2920B4 Ks.191575 ESTs. Moderately $inaarbALU2.KUMAN A 2.1 

414428 BE296906 HS.18262S VAAtf» (vesida-assodated membrane pn^ ^1 

406941 X5B140 (NONE) 2.1 

445712 AI45a24S Hs.167451 ESTs ^^ 

451270 AW341392 Hs.235795 ESTs ^^ 

10 451403 AA885569 Hs.40919 Hoax) ss^nscONAFU 14511 lis. done KT Z1 

437073 AI885608 Hs.94122 ESTs 2.1 

434789 AW292515 Hs.194317 ESTs. Weakly simQar to T08680hypolheli 2.^ 

430884 AF053748 Hs.248114 glial ceO derived neuratraphlcfBdor Z\ 

445944 H06336 Ks.13480 Homo safriens done 24875 mlWAsequewe 2.1 

15 405233 i1 

446512 H303S1 Hs.207982 ESTs 2.1 

403188 2.1 

484443 2.1 

433845 AI821746 H9.190258 ESTs. Moderately siinaar to ALU6_HUIi4AN A 2.1 

20 414456 H74314 9b7uS6e10.r1 Scares fetallivef spleen 2.1 

433479 AW511459 Ks.249972 ESTs 2.1 

455462 AW948353 gb:RC0^0015-1304004)31-d07MT0015Homo 2.1 

446364 AB006624 Hs.14912 KIAA0286 protein 2.1 

452004 AI827815 Hs.2773S9 ESTs 2.1 

25 405059 2.1 

425457 AW964212 gb:EST3762B5 MAGE resequences. MAGH Homo Z1 

403317 U02687 Hs.385 tms^elated tyrosine kinase 3 2.1 

413801 M62246 Hs.35406 ESTs. Highly shnflar to unnamed piolein Z1 

415871 R55995 Hs.283309 ESTs. Moderately sintaar to AIJU1_HUMAN A Z1 

30 432774 AA564946 Hs.156280 ESTs 2.1 

436349 A)445255 Hs.115315 ESTs Z1 

445532 BE138944 Hs.146200 ESTs 2.1 

456313 AA225741 gb:nc17bl0.s1 NCLCGAP.PrI Homo sapiens 2.1 

412818 NM 003337 Hs.811 ubNiuItin-€0(^gating enzyme E2B(IW38ll 2.1 

35 450271 A]693g00 Hs.200920 ESTs 2.1 
401521 2.1 

422880 AFZ2B704 Hs.121524 glutatidone redudasa ^^ 

448871 BE616709 Hs.159265 knjppekelatdd zinc finger protein hcKr 2.1 

449233 BE048401 Hs.196511 ESTs 2.1 

40 408217 AI433201 Hs.279860 tumor protein, tanslationally-controlle ^^ 

457003 878234 Hs.l7240S ceH division cyde 27 2.1 

417448 AA203135 H5.1301B6 ESTs 2.1 
402103 2.1 

450579 AW136774 Hs.48614 ESTs 2.1 

45 429597 Nlil.003816 Hs.2442 adisintagilnandmetatkiproteinasedoma Z1 

456596 AA291B34 Hs.78950 brandted chain keto add deliydiogenaseE ^^ 

415333 1^4415 Hs.13273 KIAA0592 protein 2.1 

457353 X65633 Hs.248144 metanocortin 2 receptor (adrenooortiootr 11 

434985 AA65B229 Hs.291228 ESTs 2.1 

50 414729 BE466928 H8.281901 ESTs 2.1 
400510 2.1 

420844 AA595522 gb:nh22c09.s1 Na_CGAPJ>r1 Homo sapiens 11 

427434 BE538374 Hs.301732 hypotheiicai protein MGC5306 2.1 

432188 Ai362952 Hs.2928 solute canter family 7 (catlonic amino 2.1 

55 446296 AA985662 Hs.63131 I4omo sapiens cONARJISISSfis. done KT 2.1 

453853 ALj040600 Hs.188083 ESTs 2.1 

459108 AW084176 Hs.223296 ESTs. Weakly similar to 138022 hypothec 11 

430118 A1377255 HS.1832B7 ESTs 11 

455964 BE166924 gb:CM4.HT0501-24030(^19401 HT0501 Homo 11 

60 437961 AA774445 Hs.192095 ESTs. WaaMyslRinar to KIAA1 397 protein 11 

439957 AI453164 Hs.66357 ESTs 11 

423734 H02217 gb:yl38d11.r1 Scares placenta Kb2HP Homo 11 

450721 A1732271 Hs.25567 ESTs 11 

429392 AL1Q9712 Hs.296506 Homo sai^mRNA full length insert cON 11 

65 429986 AF092047 Hs.227277 6ineccdishomeobox(DrosophBa}homQto 11 

432919 AIJ079800 gb:OKFZp434O2330 j1 434 (synonynr. hle53) 11 

434791 AA649235 Hs.116457 EST8.W^8lmitertoNIP9.HUMANBa2/ 11 

445273 AI2ie441 Hs.153846 ESTs 11 
400514 11 

70 412798 AW99B657 Hs.1 19120 E3 UbiquiOn Dgase SMURF1 11 

416085 H18072 Hs.92576 ESTs 11 

437846 AAn3866 Hs^44569 esophagus cancer^elaled geno'2 11 

439391 AW975638 Hs.293490 ESTs. WeaUy similar to 138022 hypotheS 11 

428414 AU)49980 Hs.184216 DKFZP564C1S2 protein • 11 

75 429430 AI381837 Hs.155335 ESTs 11 

449689 AF228421 Hs.23889 DKFZP564A032 protein 11 

430909 AF034632 Hs.246126 G protetixnupled receptor 38 11 

453116 A1276680 Hs.146086 ESTs 11 

416312 W02640 Hs.1 6247 ESTs. Weakly simiter to 2004399Aclvomo$ 11 

80 423019 A1640165 Hs.283626 ESTs 11 

414007 A1733895 Hs,103813 ESTs 11 

459535 AV654907 ^:AV654907GLC Homo saptenscONA done 11 

448776 BE302464 Hs.30057 MRS2(S.ce(evlslaaHBca,magn8sh]mhom 11 
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421279 AW664878 Hs.l06645 ESTs 

443167 A1202009 Hs.l32087 ESTs ^ «^ . , 

459124 AW30147a Hs.1 84592 protein kinase, lysine deficienn 

S AMS0 17 ^-170464 ESTs. Highly SHT«lar to AS3933iTyosin I 

S BE545498 gb*0107<WF1 NIHJMGCJ 2 Homo sapiens c 

430521 NM 016383 Hs.242183 HOWl^TES-BS tumor anligen 

BK41395 Hs,283676 ESTs. WeaMysimiarb unknown protein 
AF029125 Qb-Komo sapfens lamlnin beta4 chain pre 

gb:E5T88135 HSC172 cells 11 Homo sapiens 
H8.31432 caitfiac snlqfrin repeal protein 

gb:EST68172 Fetal lung II Homosapiensc 

ab:601299771F1 NIH.MGCJ1 Homosapiensc 
Homo sapiens cDNA FU 14199 fis, done KT 
ESTs. Moderately similar to ALU1.HUMAN A 



431089 
407401 



426336 AA375802 
451124 All 86203 
425541 AA359119 
406504 

410526 BE407727 
415186 AA160945 
416175 H24230 
436820 A1684535 
442095 AI733162 
451B78 A18210Z7 
449178 AI633748 
427307 AF117947 
415857 AAB66115 
425154 NM.001851 
449746 A1668594 
441543 Ar733014 
403065 

428811 AA436052 
451803 BE541174 
442906 AW2968&8 
409171 R17126 
414175 A1308876 
450785 AA8S2713 
412039 AW887384 
453055 AW291436 
443268 AI800271 
455022 AW850845 
447972 AL137275 
422942 AF0S4839 
400451 

406668 T62745 
450159 AI702416 
404834 

448732 BE614063 
423453 AW450737 
421447 AB005216 
408774 AW270899 
419986 AI345455 
405732 

417848 AA206581 
442875 BE623003 
420344 BE463721 
455778 BE088746 



Hs.14479 
Hs.271498 
Hs.200811 
Hs.128470 
Ks.8429 
Hs,197597 
Hs,174795 
Hs.127797 
Hs.154850 
Hs.176588 
Hs.269715 



ESTs 
ESTs 
ESTs 
ESTs 

PDZ domain^onlalning guanine nudeoMe 
Homo sapiens 6DNAFU11381 fis. dona HE 

conaaen.typelX,siIpha1 
STl.wSsiniitoCP4YjHUMANCYT0C 

ESTs 



Hs 99487 ESTs 

Hs!252058 ESTs. Moderately similar to PC4259 fern 

Hs.170g39 ESTs . , .t. . ,^,ou 

gb7g09c11 Jl Soares infant bran 1NIB H 
Hs.103849 hypotlietical prolan DKFZp761 01 12 
Hs.25459 Homo sapiens, dpha-1 (VI) collag"]^^^ ^ _ 
gb:RCW)T0089-130300^21-d07 OT0089 Homo 
Hs 31917 Homo sapiens, done MGC:9658, mRNA, comp 
H,.,29445 ^^^^fS^cnsaHon- 
Hs.20137 tiypothetica! prot^ OKFZp434P0116 
Hs.122540 tBtraspan2 

Hs.184411 atoumln * . a t 

H8.200771 ESTs,ModeTalelyslnulartoAClialnA,T 

Hs^34689 KIAA1838 prolan 

HS.12B791 CGWM protein ^„ - 

Hs 104481 rtek. Ash and phospholipase C binding pro 

Hs.254569 ESTs. Weakly similar to B34087 hypolhdl 

Hs.7891 5 GA^inding |»olein Iranscripfion factor. 

Hs 39457 ESTs. WeaWy simnar to JC5314 CDC2a/cdc 
Jte* 23625 Homo s^ns done TCCCTA00142 mWiA sequ 
Hs.97101 . Pjt^eGp^^^n^o^^ 



AI769281 

440454 AI733037 

433917 AI809325 

424872 AA347923 

454658 AW812330 

441963 AI733307 

439498 AAg08731 

456224 AW29290S 

413525 BE145899 

444702 A1220122 

417787 R14948 
400612 

410878 AW809201 
414494 AA768491 
427027 AI9242g4 
451067 BE172ia6 
455032 AI830890 
417945 R29072 
438268 AA782163 
424754 R09692 
404S99 



Hs.97439 ESTs 

Ws 129990 ESTs 

Hs!l22814 Human DMA sequence ftom done RP5.1028D1 

gb:EST54302 Feld hearlH Homosaplens 

Hs,11123 DKFZP564G092pfOtefcl 

Hs.128002 ESTs 

HS5B297 aUJB protein 

""■^^ gS^0208-221299.204*10HT0208Homo 

Hs.326560 hypdhctwal protein MGC2780 

Hs.23883 ESTs 

Hs.314248 ESTs. Weakly similar to ALU4.HUMAN ALUS 
Hs.6783 hypothetical prolBinFU22724 
Hs.173259 uncharacterizfid bone manow protein BM03 

gb:MRD4ff0559-1103004)OWi11 HT0559 Homo 

Hs.192422 ESTs 

gb:F1-101 D 22 week old human fetal Twer 

Hs33502 ESTs 

gb7C23b12j1 Soares fetal Iver spleen 



45^78 AW294659 Hs.34054 Homo sapiens d3MA:FU22488 lis. done H 

421987 A1133161 Hs,286131 CGI-101 proton ^. 

400339 X57131 Hs548209 H2AhlstonefamDy. member F.pseudogene 

438206 AA780385 Hs.187885 ESTs 

458451 AW297181 Hs.195922 ESTs 

447534 AW953935 Hs30837 ESTs 

Hs.250e91 ESTs 

Hs^728 ESTs 



417687 A1828596 
412717 W00973 



405759 
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406413 
442081 
457938 
420687 
428822 
415635 
411421 
43782S 
437083 
409466 
433523 



445882 

438005 

406817 

410486 

411940 

412446 

457289 

400335 

435959 

4481B8 

418339 

420430 

445717 

451862 

459S86 

441996 

412194 

444229 

441635 

421387 

414373 

428209 

443520 

40924B 

444S18 

422237 

409316 

402725 

413783 

423887 

425008 

427271 

444102 

445829 

452366 

457652 

429540 

459456 

409840 

441025 

457802 

445627 

440^ 

401236 

429996 

455135 

411537 

433449 

454197 

445297 

403977 

458948 

418863 

411479 

426536 

442765 



AM01863 

AI373838 

AA279392 

W2S418 

F13188 

BE2721tO 

AA769123 

AW082S97 

AA436207 

H29882 

AV660737 

Al94e717 

BE15174S 

AI936028 

AW235094 

AW876686 

AI768015 

AW573204 

Y131B7 

AW296243 

AW001835 

AA639902 

Ai703192 

AW664656 

H09260 

BE349537 

AW900282 

AV648613 

A)903538 

AF059556 

AW162907 

AA424ig7 

W90022 

AB033035 

AI16027B 

M13149 

U2B251 

AA314337 

AA331886 

AW675764 

AW195922 

AV6479S3 

A1452457 

AK000464 

AF1 16656 

MB5776 

AA486036 

AW502122 

AAgi38B0 

T7&013 

AW818475 

AI871778 

H2418S 

N90822 

AW857989 

BE073250 

AW7722a2 

6E140966 

BE544163 

AI695359 

AK001100 

AW848047 

AI949749 

6E567353 



Hs.22380 EST8 
HS.1339Q0 ESTs 

Hs.88605 KonK>8apienscONAFU13427fis.doR8PL 
Hs^715 potassium vottag&^ated channel Isk-rel 

gb:HS(^101 fionraSzed infant brabtcON 
Hs.21177 ESTs 
Hs^1947 ESTs 
Ks.244862 ESTs 

Hs^26686 ESTs.ModeratelysimiIarlDl54374gene 
HSJ62614 ESTs 
Hs.135100 ESTs 

Hs^ISS ESTs. Vfeddy similar to A46302I'TB«8W 

gb:PM1-HTD30S«6129&003^ HT0305 Homo 
gb?M)47809j(1 Na.CGAP_Gas4 Homo saptens 

Ks.69233 zinc finger protein 

gb:CM4-PT0031-18020&W'e05 PT0031 Homo 

Hs.92127 ESTs 

Hs.137078 ESTs 

Hs.248067 Homo sapiens dmd gene, intron 1 1 
Hs.1 18375 ESTs 

Hs.13323 hypolheCcd protein FU22059 

HS.10421S ESTs. Moderately similar to SPCN_HUMAN S 

flbMd92h04j(1 Na.CGAP.Lu24 Homo sapiens 
Hs.149332 ESTs 
Hs.32333 ESTs 

Hs.383a3 ESTs 

Hs.115412 hypothetical protein FU13881 

Hs.282397 ESTs 

Hs.133000 ESTs. Weakly simiiar to S26689 hypolheti 

Hs.1 03983 solute canter family S (sodium iodidas 

Hs 75969 pralinaM protdn wHh nuclear target 

Hs.98947 ESTs. WeaMy similar to S33496 trypsin [ 

Hs.186809 ESTs. Highly similar to LCT?_HUMANLEUKO 

Hs^1965 K1AA1209 protein 

Hs.146884 ESTs 

Hs.1498 hislidine4ich glycoprotein 

HS53237 ESTs.HlghlysimilartoZ169_HUMANaNC 

Hs.301547 ribosomd protein 87 

gb:EST3S757 Embryo. 8 wedt I Homo saplen 
Hs.174248 ESTs 
Hs.188758 connexln 59 

Hs.83077 interieuUn 18 (Intorferon^amm»Mucin 
Hs.145528 ESTs 

H$.29276 hypothetical protein Fy20457 

Hs.273809 Homo sapiens PR01 167 mRNA, complete ods 

gb:EST02297 Fetal brain. Stratagene (cat 
Hs.190124 ESTs 

gb:Ul-HF^R0p#-c-0fr04JLr1 N1HJ4GC_5 
Hs.176379 ESTs 

H&167279 FYVE-finger-contali^gRabS effector pro 

Hs.7363 ESTs 

H3.250112 ESTs 

Hs.92918 hypothetical protein 

Hs.48969 ESTs 

gb:PM2-CT0328.2B129WJ03<04 CT0328 Homo 
gb:MRO^T0551-C6030O-102-e05 BT0551 Homo 
gb:hn71b05jc1 NQ^CGAPJOdll Homo saplen 
gb:MR04fr0065O81199^2-b06 HT0065 Homo 

H&67128 hypothefical protein FLI23309 

Hs.280943 ESTs 
Hs.41690 desmocoflin 3 

gb:IL3<:T0214-291299^S2-A12 CTQ214 Homo 
Hs.44441 ESTs 
Hs.99460 ESTs 



405829 

411663 BE075244 Hs.12420 ESTs 

41S258 AW752247 Hs.293853 ESTs 

418093 R60685 Hs.268698 ESTs. Moderately similar to ALUC.HUMAN I 

416184 R48481 Ks^69177 ESTs. WeaUysIrhilar to ALUSJOJMAN ALUS 

437733 AI792S74 H3.122876 ESTs 

453118 AW195849 Hs^52757 ESTs 

457039 H29990 Hs.101937 sineocuHshomaobQX(Onsophna)hQmQlo 

444292 A1139794 Hs.146559 ESTs 

431350 NhL000427 Hs^1680 todcrin 

407644 016815 Hs.37288 nuclear receptor subfamily 1. group 0,m 

412029 AW888238 gb:RC5^TQO78-28030frO22-f 01 OT0078 Homo 

438522 AA809431 Hs^S8886 ESTs 

422634 NML016010 H3.1 18821 OGI-62piQ(^ 

448 
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41B790 
442950 
457040 
436464 
402674 
408733 
408767 
432B01 
418205 
404604 
413627 
402341 
438090 
421303 
411417 
401986 
415318 
417756 
418301 
433755 
435413 
435648 
447555 
458175 
458433 
446595 
447678 
448150 
453445 
444420 
431956 
413758 
428231 
455873 
430970 
412277 
413025 
424083 
427654 
410483 
423942 
430340 



H95693 gb7t95d1U1 8oaresj«nea!jM*-N3HPG 

A1500417 Hs.46764 ESTs 

N77624 Hs 173717 phosphaCdic ackl phosphatase type ZB 

m^sm Hsls^m ESTs.We*iy similar to ALULHUMANAUJS 

AW264812 Hs.254290 ESTs 

AA057279 Hs.211928 ESTs u « 

NiyL016260 HS.27B963 zinc finger DNA binding piotein Htm 

L217 15 Hs.83760 troponm 1, skeletal, last 



425075 
400285 



BE182082 Hs^4e973 ESTs 

AA777534 Hs.191892 ESTs 

706464 ab:EST04353 Fetal brain, Stratagene (cat 

AVW45481 gbMRl-CT0056.201199Wb04 CT0C55 Homo 

705544 gb:EST04433 Fetal brain. Stratagene (cat 

243056 9b:HSC12B021 normaTized infanl brain cOM 

AW976201 Hs.53913 hypoltiellcal protein FU10252 

AW085934 HS.12085B ESTs 

AI267476 Hs.466e9 ESTs 

H24347 Hs 27524 ESTs 

AI391662 Hs.160963 Homo sapiens, done MGC:12318,mRNA. com 

S.255883 ESTs. WeaWy similar b 138022 hypolhefl 

T57448 Hs.15467 hypothetical protein FUZITO^ ^ 

BE385257 Hs.336457 Homo sapiens dopanftie receptor Irteracu 

AI472167 Hs.302739 ESTs 

AU)36532 Hs.91453 ESTs 

A1148157 Hs.146766 ESTs miTrtfic ri«««Pl 

a "3.183105 ^-^^ai9M2«12Hr0316Hono 

A!018210 Hs.144083 ESTs 

BE277592 Hs.73799 guanine nudeotide binding protein [G pr 

AA80S265 Hs.291646 ESTs 

AF055018 Hs.139137 Homo sapiens ctone 24442 ifiRNA sequence 

S gS/^HT046O.23020«.1014^HT046OHomo 

AF209704 Hs.135723 gtycolipid transfer protein 

AM76777 gb:zw94g1 U1 Soares.totaLfetus_Nb2HF8, 

M73531 Hs.1 937 retinal degeneration, slow (retinitis pi 

AA506324 Hs.1852 add phosphatase, prostate 



407407 
411459 
415105 
434531 
447153 
447185 



456510 

400617 

418647 

401765 

433417 

420777 

439509 

430203 

450382 

455540 

437620 

407528 

402048 

403623 

411518 

417531 

422600 

423347 

424560 

433153 

433347 

435373 

442988 

447505 

454423 



AF060198 
BE142707 
D6Q166 
AA642007 
AA805202 
AW377092 
BE067870 
AK001652 
AF151064 
AA226198 



gb:HomD sapiens putafive nutochondrid s 
gb:IWRO-HT0157.191199^2-g12HT0l57 Homo 
gb:HUM089G1 IB aontech tniman fetal brain 
H8.1 16369 ESTs 
Hs.315562 ESTs 

Hs.99601 hypoihefical protein FU12553 

gb-RCO.BT03624)21299^31.b08 BT0362Homo 
Hs.99423 ATP-dependant RfiA heticase 
Hs.36069 hypolhatical protein 

gb:nc26a07.8l NCLC6AP_Pr1 Homo sapiens 

AAS87773 Hs.8859 Homo sapiens, Similar to WKENcONA 6830 

AA280223 Hs,130865 ESTs 

AF088332 H8^14 ESTs _ 

136140 Hs^35069 RficQproteiiv4ike(DNAheiicaseQ1-ra«) 

AA397656 Hs,60257 l^omo sapiens cDNAFU13598fed«»^ 

gb:RC4.BT0629-12D2004M2411 BT0629 Homo 

AW850246 gb:llMT0219.291099^21-EO7 CT0219Homo 

NM C03157 HS.10B7 seiinBrth(eonineWnase 2 

BEf43586 Hs.87 reOnoWastomafte 1 (plOT) 

A1660412 Hs.234557 ESTs 

AA158727 Hs.lS0555 protein predicted by done 23733 

. ;A578512 5Knli22e11^1Na_CGAP_Pr1Homos53iens 

AR)23130 gb:Honio sapiens i?as^3RF2mRNA, partial c 

AW665538 Hs.117589 ESTs 

AI026130 Hs.131683 ESTs r»^r««i*. 

mS9266 Hs.18724 Homosaplef«rnRNA:d3NAD^^p^4F0^ 

^£^03985 ^:|«>«a«}048.1401004)11-a04CN0048Homo 
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Tafale31B 

Pkey: Unique Eos probeset ktenfifier ntmter 
CAT number Gene duster nurhber 
ADcessIon: Genbank accession numbefs 



Pkey 


CAT number 


Accession 


407764 


1014849.1 


BE008347 BE008320 6E083307 BE083311 AW075968 


408274 


104999.1 


R17315 Z43964 AA053547 


408691 


1074933.1 


AW2505256E265117 


409171 


1104879.1 


R17126R38456 H02771 


409208 


1108161.1 


AW364844 AW364847 AW937534 AW937593 AW937659 


409823 


1144047.1 


AW449185 AW44g685 BE220971 


409699 


1149033 1 


BE1&4650 6E1 54785 AW468343 BE154816 BE154667 


409816 


1155396.1 


AW500954 AW501 1 1 1 AW501394 


409840 


1156071.1 


AW502122 AW502125 AW501663 AW501720 


410201 


118365.1 


AA126129 AA126033 AA082561 


410483 


1204995.1 


BE163567 BE0736B9 BE073747 BE073780 BE073739 BE073748 6E1 63495 AW750178 BE163491 BE073763 BE073671 


410500 


1208323.1 


R09442 AW846115 AW846108 AW7S1967 AW846083 AW846087 AW846090 


410536 


1207322.1 


N39533 AW753094 AW753093 


410556 


1208157.1 


R32158 AW754055 AW754054 AW754053 AW754045 AW857320 


410615 


1212203.1 


AW772721 AW873372 H89212 


410626 


1212621.-1 


BE407727 


410644 


1213795.1 


AW9021 25 AW7928S3 AW837703 AW83771 0 


410672 


1214882.1 


AW79460DAW794730 


410845 


1223861.1 


AW8071 82 AW807328 AW807063 AW807183 AW807192 AW807033 AW807061 AWB07288 AW807097 AW807270 AW807372 AW807280 




AW807283 


410888 . 


1225955.1 


AW861207AVVB09508 


410901 


1226077.1 


AW810001 AW810092 AW810170 AW809884 AW809664 AW810353 AVV810428AVV81Q209 AW810429AW810154 AVV810168 AW809788 






AW81 0006 AW809672 AW809694 AW91 0552 AW8 1 0345 AW81 0432 AW809960 


410934 


1227240.1 


AW81 1 1 14 AW81 1095 AW81 1087 AW81 1 124 AW81 1054 AW81 1094 AW81 11 57 


410999 


1228809.1 


AWB13004 AWB12982 AW812961 


411004 


1228975.1 


AW813242 BE146089 AV\/813195 AW813173 AW813206 BE14S953 6E146212 AW813198 AWB54582 AW813241 6E061582 


411018 


122913^1 


AW813428AW813444 AWB13387 AW613368 AW813429AW813424 


411024 


1229310.1 


BE062590 AW813565 BE147101 


411093 


1231970.1 


BE067650AVV817053 


411186 


1235090.1 


AW821257 AW821 267 AW821283 


411244 


1236407.2 


AW833768 AW833631 AVV833435 AW833533 AW833554 AW833543 AWa33557 


411262 


1236998.1 


AW8344B0 AW834531 AW834637 AW634618 AVV834653 AWB344e7 


411311 


1238530.1 


AW836491 AW836461 AW836673 


411377 


1242238.1 


AW841462 6E1S6657 BE156668 6E092475 


411382 


1242594.1 


BE067246BE067241 6EQ67254BE067249AW84ig60 


411384 


1242702.1 


AW6421 1 5 AW8421 1 1 AW842103 


411417 


1245075.1 


AW845481 AWa45474 AW850849 


411459 


1246724.1 


BE142707 8E142852 BE142723 BE142905 AW847712 AW847792 AW847858 AW847852 AW847654 AW847608 BE142961 


411479 


1247077.1 


AW848047 AW848202 AW848631 AW8481 42 AW846702 AW8481 21 AW848632 AW848140 AW848571 AW848009 AW848067 AVI/848069 






AW848905AW848214 


411480 


1247089.1 


AW848022 AW846704 AW848168 AW848959 AW848476 AW848699 AW846700 AW848761 


411518 


1248692.1 


AWBS0246 AW850251 AW850302 


411537 


1248899.1 


BE073250BE073378 BE073379AWB50533 AW850529 


411597 


1250843.1 


AW852925AW852922 


411656 


1252973.1 


AW855576 AW855650 AW855578 AW855577 AW855642 AWeS5619 AW85S624 AWB5S621 


411660 


1253078.1 


AW855718 AW855740 AW855748 


411688 


1254076.1 


AW953440 T061 89 AW85708S 


411693 


1254206.1 


AVV857271 AWB57308 AVV857286 AW857258 


411726 


1255048.1 


AW85661 2 AW861964 AW858800 AW861945 AW858445 AW861901 AW8SB546 AWe81921 AW658395 AW861968 AW858394 AW858401 






AW85B404AWB58399 


411738 


1255755.1 


AW8593S3 AW8S936S AW8S9362 AW859356 AW659351 AW859354 AW859355 AW859361 AW859348 AWBS9364 AW859372 AW859352 






AW659349 AWB59387 AW859360 AW659374 AW859350 


411745 


1256160J 


AW867826AW859896 


411762 


1256906.1 


AW860972 AWB82598 AW862599 AW860988 AWB60983 AWB60898 AW86092S AW860922 AW8e0966 AW860964 AWB60g89 


411772 


1257386.1 


BE170301 AWB61539 AW9048S1 BE154336BE1S4090BE154275 


411816 


1259532L1 


AWB64609 AW8645g2 AW864594 


411819 


1259748.1 


AW947884 AW947918 AW947888 AW947883 AW947897 AW94791D AW94790S AW864761 AW947878 


411860 


1263110.1 


AW872477BE088101T05990 


411940 


126626?_1 


AW876686AW876717 AW8n21S AW87^1 AW876722AW877218AW876694AW876725 


412029 


1272597.1 


AW886238 AW886229 AW886244 AW887691 AW886289 AW886146 


412039 


1273497J 


AW887384 AW887372 AW887461 AW887315 


412147 


1279411J 


AVV895984 AVV895982 AVV89S983 AW8958 1 8 AVVB95772 AVV895843 AWB95847 AVV8^ 


412209 


1283610.1 


AWg01456AW901450AW90l441 


412236 


1284501.1 


AWg02583 AWg02S85 AW902695 AW802568 AWSOKBO AWg02692 AW902684 AW902595 AW902573 AW902681 


412282 


1287679 1 


BE160186 AW935785 BE160401 BEie0319 BE160313 BE1G0395 


412303 


1288130J 


AW936336AW936339 


412321 


1288808_1 


AW9369 13 AVV9369Sg AW936918 AW936909 


412323 


1288770.1 


AW937143 AW937150 AW937141 AW937151 AW937132 AW937160 AW937191 AW937174 AW937195 AVI/937173 AW937159AW937139 






AW937171 AW937142 AW937145 AW937165 AW937163 AW937164 AW937137 AW937179 AW937156 AW937140 AW937135 AW937170 


412329 


1288943.1 


AW937445 AW937457 AVW37364 AW937374 AW937395 


412400 


1292900.1 


AW948065 AW948108 AWg48020 AW948047 AVy94801 1 AW948033 AW94d034 AW948041 AW946028 AW948048 AW948046 AW948056 






AW94B025 AW948053 AW948043 AW946032 AW948037 AW9480S0 AW94d060 AW9480S9 AW948051 AVV948027 AW948038 AW946052 






AW948036 AW948031 AW948030 AW948035 AW948039 AW946026 AVI/948044 AW948049 AW948042 AW948054 AW948055 AW94a013 






AW948058 AW948045 AW9480S7 AW948029 AW948003 AW948016 AW948 1 23 AW948008 AW948001 AW948022 AW948014 AW948023 






AW948004AW948000AW94a018 
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412474 
412566 
412879 
412887 
412999 
413071 
413087 
413088 

413096 
413101 
413252 
413257 
413445 

413470 
413488 
413499 
413525 
413581 
413640 
413646 
413758 
413875 
413986 
414Z77 
414349 
414366 
414456 
414539 
414546 
414605 
414955 
415105 
415131 
415236 
415318 
415425 
415549 
415628 
415635 
416035 
416154 
416458 
416548 
416616 
416972 
417428 
417490 
417563 
417669 
417756 
417909 
417945 
418297 
418647 
418790 
418856 
418948 
419637 
419936 
420111 
420430 
420621 
420844 
420854 
421065 
421303 
421338 
421583 
421813 
422977 



129869.1 
1306469J 
1334272L1 
1334741_1 
1343220J 
1348162^1 
1348720J 
1348732L1 



A1791451 A1791288BE019234BE296601 AA111939 
AW962574BE073261 
BE092219 BE092361 BE006789 
BE007420 BE007419 BE007421 BE007422 
BE046255 BE046611 6E046716 BE046732 BE046273 

..M Tswt\/*Mntr\ ocnBtlvrr OCMtAMn OTMlinAfi P 



1349078J 
1349154.1 
1355877_1 
1355963^1 
1370833J 

1371600J 
1373234.1 
1373910.1 
1374635J 
1378335J 
1381286.1 
1381488.1 
1386900^-1 
1396766_1 
140720.1 
1432122.1 
1437515_-1 
1438636.1 
1447655.1 
1460320.1 
1460704.1 
1465790.-1 
1509869.1 
1522674.1 
1523580.1 
1531080.1 
1S33859J 
1536408.1 
1539592.1 
1540769.1 
1540853.1 
1567254.1 
1573965.1 
159583.1 
1600181.1 
1604113J 
163668.1 
1879519.1 
168397.1 
168749.1 
1692157.1 
1697154.1 
1707657.1 
1711126.1 
1736343.1 
177521.1 
179028.1 
179649.1 
180808.1 
186639J 
189181J 
190755J 
193538.1 
195113.1 
196985.1 
197072-1 



SiSBE064853BE064857BE064856BE^^^^ 
ISbeSbE0648188E064975BE064819BE064810BE0^ 

BE065209 BE08S354 BE06S110 BE06511 1 

BE065215 BE155544BE155541 BE155540BE155542 BE155543 

BE074910 6E074913 BE07491 1 BE074903 BE074892 BE074935 

8E141464 BE141490 BE141472 BE141480 
N20934BE141875BE141877 
BE144017BE185527BE144023 
BE144884 H97942 

BE145899 BE145848 BE145849 BE145853 BE145927 BE14S925 
BE150618BE1S06166E150626 
BE1581 18 BE158034 BE154709 BE154825 
BE155042 BE155040 BE154987BE155012 
BE162391 
BE176776 H85072 
Z43567 H24159AA134240 



423121 
423532 
423646 
423734 
423841 
423867 
423871 
424719 
424754 
424872 



201039.1 
201378.1 
204220.1 
207654.1 
22341QL.1 

225175.1 
229362.1 
230597.1 
23147Q.1 
232507.1 
232732.1 
232749.1 
242889.1 
243305.1 
244505.1 



BE512968 
BE549143 BE390613 BE277344 
H74314BE299593 
BE379046BE395459 
BE379492 BE391967 
BE390440 

C15506 080541 D80506 

060166 D80893 D601 01 

061119 D81508 081734 

R41400 H05559 Z3B637 F02023 T16516 

T06544 Z44549 F05465 R61128 

F0B36SZ43395 R542g8 

F11942 T78047R13266 

F13080R34751 T7M11 

F13168R21289 T77628 

H42314 H43080 H45217 H15384 

Z46122 H23303 R56554 H23055 T80310 R13090 Z45524 

AA180511 AA649022AW974566 

H62953 N76608N72413 

H68270 H68271R07781 

BB019670 AA191284 M1912S5 

N87579 T93706 

AA203335R11393 

AA203701 R86895 

T99B98 T92080 T91447 R07806 R07779 
Z43056R13398 T80474 

^072 ^^17 S R29709 R29751 R29609 R29060 R2971 8 R29057 R29591 R29683 R29575 R28913 R2B910 

R91254 T97156 R58711 

AA226198 AA225513 AA383773 

H95693 W02322 AA228140 H95692 

AA362858AW&63761 AA22S428 

AI217097 AW886090 W38035 W38792 AA232B35 AW936043 

W27493 AA248063 AA249685 AA429679 

AI792788 BE142230 AA252019 

AA2S5652AA280911 AW967920AA262684 

A!703192 AW901 259 AA278523 AA262062 

AA278808 Ba)B2076 BE081812 BEC81581 

AA595522AA280981 BE464358 

AW296927 AI684514 AI263168 AA281079 

AA329711 AA287436 AA2B3148 

T06464C17931 

AA287443 AA419385 BE084078 A1478347 
AA293333 AI820910 AA293403 

AA3ig642 AW853758 K56414 

H02364AA329065 AW958111 AW961436 

H02217AA330235AW955673 

AW753967 AA370795 AA331630 AW962550 

AA331886 AW962659 AW962655 T89841 

AA331906AA332484 

H90452 AA345767 AW964302 H90399 

ROg692 R09414AA346353 

AA347923AA34792BAVW61769 
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425156 


247338 1 


AA351364 H19138 R12980 


425201 


247933J 


AA3521 1 1 AVV962247 AA429695 


425374 


2S0946J 


AI904013 A1904015 AA356332 


425433 


2S1775J 


AA357471 AA360S54 AV\/S62961 


425457 


2S2038ll 


AW96421 2 AA357832 AA357831 


425541 


252945*1 


AA3591 1 9 AVV963014 D79884 


4257S8 


256588ll 


AA364002AI522307 


426076 


260504J 


AVV962714 AA369277 AA36927B 


426336 


265003"l 


AA37S802 AA375642 AW983815 


426497 


268121"! 


AA379913 AA379981 AW983523 


426750 


2712S2L1 


AA383950 AA38395& AW966432 


426800 


272088.1 


AA385085 AVV966617 T87798 


426960 


273843J 


AA393713AM00726 


428679 


294049J 


AA431765 AA432015 


428740 


294655J 


AA433838 AA450385 AA683244 


429108 




AA44G612 AA4S643B AA4766SS 


429S40 




M85776 AA4545aS AA4S62fia H901 89 


429875 


31 0034 J 


A1091B15 AA460162 AA460f761 


430175 


314040J 


AA468724 AA46fi772 AA4fi8643 AW9fi92ai 


430340 


316229~1 


AA47fi777 786049 

rwtiviii town? 


430535 


319643.1 


AW9fi&4fi5 AW9B8fi70 AA4flf)999 RE SSOiTS 


430553 


319868J 


AW3g2&21 AW392809 AWB432SS AWB4R0dQ AWfi0315fi BEIfiSfiSfi AVV89177S 


430692 


32200J 


X80240 AIQS4750 All 33SQ4 


430698 


322100 1 


AA49^71 AA4849^ AWOSSfiSQ 


430757 


322947I1 


A145a623 AA639708 AA485409 R22065 AA485570 


430850 


324651*1 


BE144152 AA937952 AA487799 


431058 


327401J 


AW968865 AA491199 C17148 


431071 


32755flLl 


AA491379 H86020 AW969148 


431162 


328726_1 


AW971 1 80 AA551515 AA493610 AW089533 


431169 


328799J 


AW971240 AA493&43 AA4g3723 


431453 


333457J 


AW753917 BE1 52926 AA505333 BE15S673 


431655 


336189"l 


AW971 1 19 AA574265 AA513268 


431822 


338O82C1 


AA516049AW004922 


431925 


33905.1 


AK000890 BE182413 AW890890 AW844179 BE178834 


432189 


342819^1 


AA527g41 A1810608 AI620190 AA635266 


432363 


345469J 


AA534489 AW970240 AW970323 


432779 


354024J 


AW97d241 AA565QQ6 AAB47102 


432869 


355475ri 


AW974094 AAS69074 AA6Q2S74 


432919 


356290^1 


ALJ079800 AAS7Q294 L25459 


433153 


359936ll 


AA578512 AA595535 BE177533 


433347 


36388J 


AF023130 AF181 250 AA984703 AAfi94303 AA351792 


433449 


36653^.1 


AW772282 AAS92974 


433919 


377243.1 


AA74631 1 AA927492 AA6179g5 


434098 


380006^1 


AA6254g9 AA625269 AA625184 


434138 


38057d 


AA62S804 AW4167B7 AWD74833 AI&75642 AI3933fia 


434662 


390415 1 


AA641957 AW74gBg7 AW74aBG6 AW749B87 AW74989Q 


434671 


390655J 


R347S8AA642317 


435079 


399783 1 


AAfi64192 HG02SD T71388 


435138 


4OII59I1 


BE314734AA666333 


435463 


406S82L1 


AA682507AWB51124 


435510 


407286_1 


BE143B37 AW749652 AA683327 


435634 


409239J 


1^2384 R05307 AA693714 


435689 


409755I1 


AAfi94284 H6S267 H68264 


438359 


41847J 




436720 


425676_1 


AW975902 AA72d344 Ai557342 


436858 


428095~1 


BES45498 AAB3Q720 A1873015 AA732fi?9 


437037 


431828ll 


T63804 T637G8 AA742849 


437113 


433234 1 


AA744fig3 AW75QQ59 


437642 


43997J 


AL0793Q9 AA2fl1819 


437963 


446351-1 




438005 


4475M_1 


BE151746 6E336B53 D63271 T9495S AA774994 


438993 


467651 ~i 


AAB2S995 AAB34879 AI926361 


439037 


46603.1 


AP075084 H53157 HS3054 


439546 


47360~1 


AFQ88Q56 W76297 W72448 


439780 


47673*1 


AL1 09688 R23^ R2657a 


442653 


548I2I1 


BE269247 BE270032 BE270800BE5G6840 


442735 


550247 1 


RQ1Q49 Al01fi?37 BB177)2Q 


443764 


579650~1 


F7)?&3 AIQ84g41 F3577i 


444063 




AI199fi1i AWfttQI^ 


444910 




AI9nifl4Q RPMinO? AVUMBSAA 


445432 


63943 1 


AVK3771 BE08n70 


446096 


6619^ 1 


A1276454A1633717AI275116 


446901 


697809J 


A1347274AW844024 


447884 


740749J 


H29505 R16575Z43580 T48738 AI435454 BE004683 


448477 


76475J 


BE612572AU)40190F08S14 


449311 


804513.1 


AI657014 AW594035 AI657036 AI638390 


450024 


82296 1 


AA0051 29 AA679084 AA694399 


451087 


85759.1 


BE172186AA0S9279AA020815AA013437 


452043 


89532.1 


H86231AA021632H38271 


452S42 


921410.1 


AVU812256AW812257AI906423At906422 


453211 


95527.1 


W8482gAA033S00AW573557 


453530 


97021.1 


AWQ21633 AA036730 AI666854 


453823 


982526.1 


AL137967 BE064160 BE064186 
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453901 
454186 



454190 
454197 



986414.1 
1049791.1 



1049996.1 
1050392.1 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



454204 1050597_1 



BEU1749AW177598 

AW177821 AW177896 AW177867 Dci/noTn rpuirgq aEU1653 BE141664 BE141655 BE141661 BEU1660BE140989 

11 4li67BE141675BE141657B|U1M1 rei416^ffi^^ 



454314 
454352 
454423 
454447 
454456 
454482 
454560 
454564 
454SG6 



1108161J 
1129667J 
1183079J 
1204995_1 
1207088J 
1215087J 
1223940_1 
1224407J 
1224432_1 



AW816498AW80879! 
AW17B485 AW809007 AW808524 
AW364844AW364847AW937534AW937593AW937659 



AW603985AW854350 



BE073763BE073571 



AW850984 AW752835 M86124 

AW807573 AW807566 AW807572 
AW807605 AW807690 AW807839 AV^ 



AW807686 AWBOTBTO AW807917 AW807677 A\ 
AW807608 AW807753 AW807601 AW807956 



454597 1226059.1 



(W809705AW8M950AW809822AW809667 



454633 
454716 
454747 
454754 



1227504J 
1230503.1 
1233006.1 
1233580.1 



454767 1234028J BK)69199A\ 



454778 
454784 
454790 
454836 
454864 
454938 

454962 
455022 
455121 
455135 
455170 
455201 
455219 
455221 



455252 
455255 
455275 
455280 
455310 
455328 
455464 
455482 
455488 
455511 
455534 
455540 
455556 
455571 



455608 
455675 



455696 
4SS747 
455756 
455778 
455780 
455649 
455851 



4SS873 
455880 
455935 
455964 



1234343J 
1234530^1 
1234752^.1 
1236509J 
1237929.1 
1245635J 

1246750.1 
1249160.1 
1254339.1 
1254729.1 
1256906.1 
1259748.1 
1261640.1 
1261678.1 
1265662.1 
1266222-1 
1266482.1 
1272255.1 
1272607.1 
1278158.1 
1280063.1 
1292643.1 
1293183.1 
12937^.-1 
1321229.1 
1322942.1 
1323701J 
1325658.1 
1331885J 
1335046.1 
1337389.1 
1349659.1 
1350606.1 
1351077.1 
1355877.1 
1358603.1 
1364506.1 
1364580.-1 
1375441.1 
1375451.1 
1377119.1 
1379498.1 
1380022.1 
1384144.1 
1389912.1 
139855^1 



AM11380AW811385 
AW&50684AW850150 
AW81 8535 AW818588 AW818651 

s%*;Krr?AKSK«AKSirB=» 

AW820199 AW820434 BE174743 
AW820626 AW820621 AW820608 
AW820B52 AW820773 AW821088 
AWB33711 AW833620AW833699 
AW835775A\N 



AW846556 

AW847645 AWB47791 AW854083 AW853945 
AW850845BE144010AW8S5164 
BE156459 BE156489 BE158468 AW857447 



AW846211 



AW858056 



AVU947878 



AW879403AW86770r 
AW867751 AW867770 AW867763 



SSSAS5AW877128AW877108AW877017AVVS77107 
AW977806 AW887923 AW886321 



AW893961 AW893998 AW894034AW894019 ^^^^^^ 
AWB96438AW895534AW896500AW896540AW896446 
AW983901 AW984485AW947715 



AA102322 

BE144762AW979091 

AW991925 AW991919 „.„^,„nn 

BE080231 AW993284AW993293 AW993000 
AW995423AW995373 
BE003714 BE003721 BE003720 BE003716 

RPnQ7829 BED07815 BE007822 BE0079g6 B _ . _ 
iSl4WBE0114raBEmi395BEO11428BE0114O7BE011421BE011406 



reSliSSi«iireiaSl«34BE165329BE165332 
B074910BB74913BE074911 66074903 BE074892BE074935 

^SIlMKBE0887S5BE038a76BE088a47BE088881 BE0e8952 



BE146S66 BE14686SBE146gS7 

ISSSbE14902SBE149057BE1S2B19BE149030BE149062 
BE1 52239 6E152242 BE152230 
6E1 53208 BE1S3146 BE1S2881 
BE1 58687 BE1 58688 

il^i{^M15^0i;SSSSil?SSBE17«64BE179012BE17«11.«178963»^^^ 
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455993 1398665 1 BE179085 8E179084BE179086BE179264 

456186 1618818 J W26642 H88394 

456313 177240 1 AA225741 AI734056 A1820965 AI732153 AA259201 AA225731 

456394 1843275_-2 W28506 

456407 184986J AW968614AA243209AA281411 

456475 191761J AA256753 AW528580 

457242 307984 1 AA457011 AI978850 

457824 41515 6 ' R84938 AL047151 AA310309 AW063200AI569528 AI307823 N499re 

458804 75803.1 AL1576S N72696 BE622492 

458890 812733 2 AW865523AW865128AW865467AWB65127AW865466 

459160 920051 1 Aig04723Ai904725AI904729A1904722AI904758AI904736 

459201 925883J AW391177W45021 



TABLE 31C 

Ptayi Untaus nmnbor conospondbtQ to sn Eos piobfisot 

Ref: Sequence souice. The 7 digit numbeisb this cohinn are Genbank Identifier n)unhaml.elai/fetmtolhepul]fieafionenlil!edn^ 

tiuman chromosome 22.' Dunham I. et at. Nature (1999) 402:489^95. 
Strand: Indicates DMA strand from \Nhich exons were predicted. 
NUnsiflon: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposiSon 


400451 


8113550 


Mnus 


82189^2320 


400462 


9929659 


Minus 


197610-197785 


400486 


8569685 


Phjs 


181108-181605 


400510 


9796540 


Minus 


139833-139910.140469-140979 


400514 


9796594 


f^us 


78844-79025.80850-80991 ,89754-89941, 33750-83891 


400579 


9887603 


Rus 


21323-21526 


400582 


9B87609 


Plus 


68642-88726.89716^9866 


400587 


9887626 


Plus 


25435-25588.25668-25747 


400608 


9887666 


Minus 


96756-97558 


400612 


9929646 


Minus 


151513.151662 


400613 


9864507 


Plus 


9227&^472 


400641 


8117693 


Plus 


4786-4992 


400643 


8117693 


Pius 


12818-13016 


400706 


7249204 


Minus 


78299-78686 


400734 


8118979 


Plus 


122853-123971 


400B16 


8569993 


Phis 


161221-162078 


400843 


9188605 


Rus 


5863-5970,7653-7784,e892-9023.9673-9807,10634-10789,15254-15403k23827-23958 


400844 


9188605 


Plus 


24746-24872,25035.25204 


400859 


9757499 


Mfanjs 


91888-9201 8,98131-98294.99474-99570 


400861 


9757506 


Rus 


163855-164016 


400889 


995B234 


Minus 


169782-170036 


401078 


3687273 


Rus 


105052-105171 


401098 


9965518 


Minus 


85632-86174 


401132 


8705350 


Minus 


85679-85795 


401145 


2547238 


Rus 


17599-17776 


401189 


9690246 


Minus 


90815-90929 


401200 


9743387 


Minus 


111566-111806.114791-114916.115419-115583,116351-116446,116847.116907.122853-123067.^ 


401344 


9926411 


Minus 


8247B^2602.86952-e7l1D ' 


401361 


9958052 


Rus 


153093-154106 


401365 


9796180 


Minus 


119572-119672 


401449 


8574316 


Minus 


144928-145030 


401497 


7381770 


Rus 


92607-92813 


401521 


7705251 


Rus 


9127-9234 


401526 


7770561 


Rus 


91570-93177 


401602 


7689963 


Rus 


101096-101253 


401614 


7839924 


Plus 


17350-17735 


401645 


7657839 


IMnus 


3498645133 


401694 


3540172 


Minus 


64056^168 


401775 


9966311 


Minus 


110228-110340 


401785 


7249190 


Minus 


165776.165996.166189-168314.166408-166569.167112-167268,167387-167469.168634-16B942 


401882 


8139716 


Rus 


86466-87077 


401687 


7229981 


Rus 


93973-94120 


401986 


4406829 


Minus 


3113741293 


401992 


4153858 


Plus 


3145241649 


402038 


7684482 


hfinus 


100751-100885 


402048 


8072512 


Rus 


4393644078 


402076 


8117410 


Rus 


128316-128627 


402103 


7249203 


Plus 


14453-15414 


402131 


7704981 


Minus 


3311443209.3349&33878 


402176 


7543687 


Minus 


10-750 


402230 


9966312 


Minus 


29782-29932 


402333 


8844110 


Minus 


155633-165856 


402341 


7655696 


Plus 


2258^23699 


402395 


9929693 


Minus 


131016-131998 


402429 


9796372 


Minus 


57622-57793.S9282-S9402.S9624^9827 


402430 


9796372 


Minus 


62382-62552 


402455 


9796753 


Minus 


139840-139779.140568-140880 


402527 


9800806 


Rus 


4722-4916.17858-18037.19964.20140.24423-24605.26699-26881 
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10 



15 



20 



25 



30 



35 



402615 

402621 

402674 

402725 

402790 

402667 

402953 

403003 

403011 

403065 

403186 

403271 

403273 

403281 

403296 

403310 

403329 

403341 

403344 

403356 

403381 

403368 

403396 

403501 

403513 

403515 

403534 

403549 

403568 

403574 

403619 

403623 

403625 

403837 

403667 

403677 

403691 



9926801 
9930950 
8077108 



4835258 
5596716 
9408724 
5441423 



8954197 
9833289 
7230852 
8018055 
8072630 
8096530 
8139936 
8516120 
8569175 



8569930 

9438267 

9438331 

9438367 

7534005 

7655757 

7656757 

8076917 

8081591 

8101145 

8101156 

8569810 

8569879 



40 



45 



50 



55 



60 



65 



70 



403743 

403760 

403764 

403776 

403780 

403766 

403891 

403895 

403977 

404043 

404059 

404076 

404196 

404249 

404257 

404285 

404288 

404367 

404443 

404453 

404476 

404513 

404561 

404569 

404577 

404588 

404599 

404604 

404638 

404767 

404793 

404822 

404834 

404845 



8671936 
6850483 
7331517 
7387384 
3135242 
7652003 
7712202 
7717105 
7770611 



8063636 
7331457 
7381715 
7657840 
9558573 
3548785 
9931752 
3805917 



9367215 
2326514 



9965011 

7579073 

7657714 

8080699 

8151941 

9795980 

7249169 

4020145 

6456726 

8705107 

9212537 

9796751 

78B2827 

7232206 

3810614 

6911603 



75 



80 



404936 
404957 
405017 
405059 
405090 
405093 
405120 
405170 
405229 
405230 



7331420 
6850774 
7407927 
6532084 



Plus 131390-132157 

Plus 130806-131036 

Minus 39290-39502 

Plus 107231-107383 

Minus 147744-147861 

Plus 52806-53106.5350(W3B18 

Minus 122603-122743 

Minus 79403-79560.79712^1 

Minus 3468-3623 

Minus 71615.71773.73930-74144 

tUBnus 157618-157755 

Pius 134283-134485 

Plus 133809-134099 

Minus 7521.7728 

Minus 35913-36520 

Minus 183883-184026 

Plus 96450-96598 

Ptus 30699-30910 

Plus 70823-70990 

Rus 92839-93036 

Minus 26009-26178 

PhB 112733-113001.114599-114735 

Minus 952-1160 

Minus 108903-110438 

Minus 155310-155435.158402-158535 

Minus 173358-179553 

Minus 46552-47332 

Minus 137150-137362 

Minus 85509-85658 

Plus 5542-6176 

Plus 62501-52653 

Mme 3519-5426 

Pkis 6551-7111 

Minus 142647-142771.145531-145762 

Minus 1344-1442.1545.1697 
Minus 



Minus 
Minus 
Minus 
Minus 
Plus 
Minus 
Minus 
Minus 
Minus 
Rus 
Plus 
Minus 
Minus 
Bus 
Phis 
Pius 
Plus 
Minus 
Minus 
Ptus 
Pius 
Minus 
Minus 
Minus 
Plus 
Minus 
Plus 
Minus 
Minus 
Minus 
Minus 
Plus 
Minus 
Mbnis 
Minus 
Rus 
Plus 
Rus 
Ptus 



8072525 
8072575 
6099940 
9966524 
7249019 
7249032 



Plus 
Plus 
Ptus 
Phis 



143467-143634 

136463-136646 

45910-46260.4756347824 

118692-118853 

1414-1513.1624-1758 

93160-93409 

73028-73217 

191508-193220 

3502-4002,40704308 

115573.115820 

29042-29135.46597-46699 

104326-106788 

38484967 

67928-68109 

64270-64633 

15262-16227 

32282-32416 

3512-3691 

114391-114628 

87198-87441 

27768-29179 

10184M02043 

112837-113339 

6903&-70100 

104257-104348,10482M04970 

17991-18420 

40059-40210 

110443-110733 

72019-72509 

99433-99528.100035-100161 

23244-23759 

61087-61590 

7541-8132 

37948-38226 

4717447326.5292M3146^3312-53602 

177015-177328 

191519-191664 

147512-148011 

35551-35590 

349.822 

38552-39202 

95878-96020 

140176-140340 

37047-37198 

51081-51701 

97493-97682 
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405233 


7249045 


Phis 


9588>100G5 


40S241 


7249178 


Mnus 


69927*70525 


405264 


7329374 


Plus 


28556-28684 


405207 


3928029 


Rus 


89802-89999 


405302 


2078453 


Mmus 


121688-121840 


405303 


2078453 


A/Gnus 


130607-130802 


405338 


6094835 


Phis 


33267-33563 


405347 


2979602 


Mnus 


977-1116 


405385 


6552772 


Rus 


48332-48454 


405443 


7408143 


Plus 


t\iS^^^ AAAa^ tfA4J^W% 4t%4e*w^ 

9071 6-90887, 101420-1 01 577 


405455 


7656675 


Rus 


134112-134671 


405494 


8050952 


Menus 


70284-70518 


405521 


9454643 


Rus 


^PAn^ f^pu^ v^PAO 04^M^ OJlJC 

65096-65247,77508>7763731242-B1364,B4Z4o-8439a 


405523 


9454643 


Rus 


1 14550-1 1 4688, 1 17265- 1 1 7407, 1 1 9490-1 19599,1 29Z37-1 23385.131 140>iaiZi7 


405547 


1054740 


Rus 


124361-124520,124914-125050 


405605 


5836195 


Minus 


117070-1 17270 


405608 


5615499 


Minus 


66822-66925 


405629 


4508116 


Minus 


101678-101866 


405634 


5306288 


Rus 


4^A<ri^ m*9i/\e^ JAJJt dAA*!^ ^€itW9 <iHTMV% ^HKlAttA 

1 7856-17957,18302-18412,1 8837-1 B927|22790-ZZ9B9 


405654 


4895155 


Minus 


53624-53759 


405692 


4314424 


Rus 


61379-62562 


405706 


4165003 


Rus 


44307-44431,4961 9-49802 


405720 


9797144 


Rus 


13409-13861 


405732 


7534017 


Rus 


146981-147316 


405759 


3288022 


Minus 


18^3-16399 


405780 


7248203 


Minus 


48204-48371 


405784 


7417368 


Minus 


^V^AA ^AAAA 

77798-78000 


405829 


7109593 


Minus 


15628-16127 


405889 


6758731 


Minus 


89867-90^ 


405935 


6758795 


Minus 


4M4 40 4<!4Ce^ 

163112-163652 


405959 


6758815 


Plus 


1-642 


405965 


8247786 


Minus 


179930-180373 


405966 


8247768 


Minus 


e4^£n e4nvB 

517o2-ol97B 


405970 


8247789 


Minus 


45795-46295 


405981 


8247790 


Plus 


4771-5338 


406005 


8247801 


Minus 


<^A<A JA^An 

39912-40220 


406053 


6758997 


Plus 


30921-31532 


406073 


9119150 


Plus 


^AlAF ^A94 A 

60495-60610 


406091 


9123919 


Minus 




408092 


9123919 


Plus 


251370-251797,252168-252882 


406298 


5686278 


Minus 


30084-30770 


406327 


9212407 


Plus 


168241-168492 


406333 


9213235 


Rus 


6468^798 


406364 


9256114 


Minus 


50715-50833 


406377 


9256135 


Plus 


126826-126979,129755-129942 


406413 


9256407 


Plus 


43858-44003.4699347136 


406468 


9795553 


Rus 


4373^1 6.8870-9046.1 1386-1 1509.1 1625-1 1880 


406470 


9795562 


Minus 


15532-15697 


406504 


7711360 


Minus 


107068-107Z77 


406506 


7711374 


Minus 


68434077F 


406592 


4567182 


Rus 


352560^2963 



Table 32A fists about 969 genes upr^ulated In lung fibrosis relative to nonnd body tissues. Types of pulmonary fibrosis samples included In ttiis analysis were idiopathic pulmonary 
fibrosis (IPF). hypersensitivity pneumoniSs (HP>. and notMpecIfic bitersti&l pneumonitis (NSIP). These genes were selected Irom 59680 piobesels on tlie Eos/Aflymetrix Hu03 
GenecNp array. Gene expre^lon data fw each prabeset obtained from lliteanaly^ 
mRNA expression. 

TaUe 33A Rsts about 800 genes upregulated In lung fibrosis lelaBve to normal hng. Types of piAnonary fibmsis samples included in this analysis were idiopathic pulmonary fibrosis 
(IFF), liypersensitivlty pneumonitis (HP), and non^pedfc Interatilid pneumonitis (NSIP). Ttjeso genes were seleeted ftm 59680 probeseb on the Eos/Affymetnx Hu03 Genechip 
array. Gene expression data fior each prabeset obtained ftamtlibanalyds was express 
expression. 

TaUe 34A lists about 703 genes upregulated In idiopathic pulmonary fibrosis GPF) retative to hypersensiSvily pneumonitis (HP) or noivspedlic Intersfifial pneumonitis (NSIP). These 
genes were selected bom 58880 prolesets on the Eos/Af^rnetiixHu03Gene^ Gene expression d^ to each probeset obtained torn this analysis was e^ 
average bilensity (Al), a normalized vahje tefiec&ng Itie relaGve levels of mRNA expression. 

Table 35A fists about 323 genes upregulated in hypersenslflvlty pneumonffis (HP) relative to Wlopalhic pulmonary lajrosis (IPI=) or nonpSpedfic MersfiSal pneumonitis (NSI^. These 
genes were selected from 59680 prot^ls on the Eos/AftynietrtxHu03 Genechip array. Gene expression data for each piobesetobtdned from this analysis was expressed 8S 
average Intensity (AO. a normalized value reflecfing Ihe relative levels of mRNA expression. 

Table 36A Tists about 52 genes upregulated In non-specific IntasGQal pneumonifis (NSIP) reialhre to hypersensitivity pneumonitis (HP) or idiopathic pulmonary fibr osis pPF). T hese 
genes were selected fnxn 59680 probesets on the Bos/AffymetiixHu03 Genechip array. Gene expression data Iw each probeset o btained fhwi this analysis w^ 
average intensity (Al). a nonraUzed value rdlecOng Die relative levels of mRNA expression. 

Table 37A Bsts about 206 genes downrogulated in lung fibrosis relafive to normal lung. Types of pulmonary fibrosis sarples Included In this analysis were idlopathlcpij^Kjjary 
filxosb (IPF), hypersensitivity pneuinoriitis (HP), and norwpeciflc intersfiUal pneumonifis (NSIP). These genes were selected from 59680 pmbesets on the Eos/AIIymeWx HirfI3 
Genechlpanay. Gene expression data ftar each probeselobtafawd tan this ana^ 
mRNA expression. 
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Table 38A lists about 207 genes upregulaled in lung fibrosis relafive to normal 

Genechlp aray. Gene expression data for each probeset obtained fiom this analysis was expressed as average Intensity (Al). a nonnalized value reflecbng the relalive levels of 
mRNA expression. 

TABI£ 32A: At)out 969 genes upregulated in tung fibrosis lalalhre to non^ 

Pkey: Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelE): Unigene number 

UnigeneTitte:Uln^a^^^^^^ 

RZ 90ihpen»niilaofluiSfibfosisAlsdwidedby90lhpeiceniileofno^ 

numerator and denofninator. The ininbnumvdue for the numeiator and denominator was set lo 50. 



PItey ExAccn 



414517 

406964 

431723 

442275 

417204 

444342 

431089 

421110 

457200 

425211 

443709 

431164 

445537 

432519 

421798 

400269 

444325 

416402 

413048 

432985 

443324 

449494 

408562 

449523 

4219S2 

427383 

409203 

44183S 

44G428 

415323 

442652 

414812 

418007 

421502 



M24461 

M21305 

AW058350 

AW449467 

N81037 

NM_014398 

BE041395 

AJ250717 

U33749 

M18667 

At082692 

AA493650 

AJ245&71 

Ai22l31l 

N74880 



421340 



432441 
408380 
414998 
446921 
429732 
442832 
407949 
433293 
424310 
428043 
431745 
444527 
421379 
419231 



432222 
442994 
416030 
438873 
45314^ 
424917 
439750 
432810 
418259 
453310 
424144 
423575 
428667 



AW152618 
NM_000715 
IM93221 
T92363 
R44013 
AW237014 
AI436323 
NML000579 
AA3009X 
NVL00S411 
AA780473 
AB036432 
AW082270 
BE269352 
A1005163 
X72755 
M13509 
AF111856 
AA740151 
N9g013 
F07783 
AA279D98 
AW292425 
AF123050 
NiyL002543 
AB012113 
U20158 
AW206560 
W21874 
AF007835 
AA338&48 
T92248 
AWg72448 
NI^00S408 
Y15221 
AU)46294 
AA441837 
AI204995 
A!026718 
HI 5261 
AI302471 
AA033648 
AI836208 
AL3S9Q53 
AA883400 
AA215404 
X70697 
AA4S4033 
C18863 
A1375550 



UnigenelD Unigene Title 

Hs.76305 surfactant, pulmonary-associated protein 
F6ENES predicted novel secreted protein 
Hs.16762 Homo sapiens mRIW; cONA DKFZp564B2062 (f 
Hs.54795 ESTs 

Ks.1074 surfactant, pulmonary-associated protein 
Hs.10887 similar to lysosome-assoclaled membrane 
ESTs, Weakly similar to untoiown protein 
Hs.1355 calhepsinE 
Hs.197764 thyroid transcription factor 1 
Hs.1867 progasfricsin (pepsinogen Q 
Hs.134662 ESTs 

Hs.94367 Homo sapiens cDNA:FU23494 lis, done L 
HS.12B44 EGF-li)(&4lomain. multiple 6 
Hs.130704 ESTs, Weakly similar to BCHUIA S-1 00 pro 
N-acylsphingosine amidohydrolase (acid c 
Eos Control 
Hs.16757 ESTs 

Hs.1012 complement component 4^tng protein, 
Hs.751 82 mannose receptor. C type 1 
Hs.178703 ESTs 
Hs.i64225 ESTs 

Hs.315369 Homo sapiens cDNA: FLJ23075 fis, done L 
Hs.31 141 roundabout (axon guidance receptor, Dros 
Hs.54443 chemoklne {C-C moHf) receptor 5 
Hs.98849 dyneln fight chain 2B (0NLC2B) 
Hs.177582 surfxtant, pulmonary-associated protein 
Hs.687 cytochnwne P450. subfamily tVB, polypept 
Hs. 1 84 advanced glycosyldlion end product-sped 
Hs.124gs ESTs, Weakly slmDarto ALU4_HUMAN ALU S 
Hs.949 neutrophil cytosoric factor 2 (65kD. chr 
Hs.201378 ESTs, Weakly similar to T1 2545 hypothefi 
Hs.77387 monokine induced by gamma interferon 
Hs.83169 matrix metaBoprotatoase 1 (IntoGSai 
HS.10S039 solute carrier famOy 34 (sodium i^pha 
Hs.130425 ESTs 

Hs.16762 Homo sapiens mRNA; dm DKFZp564B2062(f 
Hs.1369 decay acceterafing ^ctor for complement 
Hs.187636 ESTs 

Hs.163484 intronofhepalocytenudearfaclDr-3d 
Hs.44532 diubiquiDn 

Hs.77729 oxidised kw density Spoproteln (lectin 
Hs.16530 sman IndudWe cytokine subfamily A (Cy 
Hs.2488 lynvhocytecytosolc protein 2 (SH2doma 
Hs.253569 ESTs 

Hs.247057 ESTs, Weakly similar to 2109260A B cell 
Hs.32417 hypotheffcal protein MGC4309 
HS.S0334 testes devebpmenfrreiated NYI>SP22 
Ks.2240 uterogkjbin 
Hs.163425 ESTs 

Hs.11383 small indudble cytokine subfamily A (Cy 
Hs.103982 sm^ltodblecylddne subfamily B(Cy 
Hs.136245 ESTs, Weddy simflar to T17227 hypothefi 
HSJ902S0 ESTb 

gb:3n03c03j(1 Straiagene schizo brain SI 
Hs.16954 ESTs 
Hs^1948 ESTs 

Hs.124292 Homo sapiens cDNA: FU231 23 fis, done L 
Hs.7473 

Hs.96g01 hypoQietKal protein FU23049 
Hs^664 Homo sapiens mRNA fiiQ length hisertcDN 
ESTs 
ESTs 

K&5S3 solute carrier My 6 (neurotransmille 
Hs.41844 AKAP-assodated sperm protdn 
Hs.183443 intronofperiostin(OSF.2os) 
H&34686B nucleQiarprDtBfaip4Qchoinok)g of yeast 



R1 

22.45 
16.10 
15.83 
15.74 
13.83 
12.40 
12.38 
11.86 
11.38 
10.89 
10.64 
10.06 
9.96 
9.90 
9.38 
9.03 
8.31 
ai4 
7,70 
7,56 
7.06 
6.90 
6.88 
6.56 
6.46 
6.30 
6.28 
5.99 
5.88 
5.88 
5.87 
5.84 
5.72 
5.59 
5.58 
5.48 
5.48 
5.45 
5.38 
»5.37 
&30 
5.29 
5.28 
5.20 
5.11 
5.11 
5.07 
5.06 
5.04 
5.04 
S.02 
4.97 
4.92 
4,79 
4.76 
4.76 
4,73 
4.68 
4.64 
4.60 
4.54 
4.54 
4.48 
4.46 
4.44 
4.42 



R2 

28.63 

7.65 

14,86 

21.96 

34i3 

7.38 

6.05 

6,49 

9.79 

15.94 

a27 

8.92 

5.43 

7.87 

8.35 

6.48 

a76 

5.51 

4.09 

7.83 

4.47 

Z89 

4.00 

4.25 

4.47 

13.57 

3.38 

13.26 

4.10 

3.35 

5.69 

3.34 

5.90 

6.89 

4.72 

5.33 

269 

3.99 

3.65 

3.11 

3.98 

4.00 

Z48 

3.78 

a81 

2.88 

3.46 

9.46 

4.16 

3.68 

426 

3.35 

3.15 

305 

Z65 

4.2B 

a24 

2.92 

4.88 

260 

2.42 

254 

4.86 

3.62 

a41 

a4i 
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429228 
43243S 
446932 
408369 
409435 
419490 
452561 
427698 
431433 
446608 
428227 
459702 
445885 
430280 
425259 
427019 
420556 
428467 
432731 



409153 

412584 

436120 

407910 

421462 

443257 

421659 

424273 

415457 

450656 

429764 

424527 

413385 

452416 

428434 

452281 

453204 

450896 

422173 

425638 

406672 

457411 

432606 

436260 

414821 

428820 

458079 

419556 

417412 

426174 

408727 

435990 

427621 

425555 

419086 

426116 

419235 

424054 

422667 

406673 

414142 

428330 

430832 

417318 

456034 

415992 

430709 

440273 

424711 

418832 

416847 

448019 

447183 

435299 

425922 

413714 

407361 

436043 

450330 

407756 

410606 

450726 

430573 



AI553633 
BE218886 
AA981459 
R38438 
AI810721 
NM_006144 
AI692181 
AW972594 
X&50ie 
N75217 
AA321649 
AI204995 
AI734009 
AA361258 
ALJD49280 
AA()01732 
AA276300 
AK0O212t 
R31178 
AA284267 
W03754 
X54870 
AI248193 
AA650274 
AF016495 
AI334040 
NM.014459 
W40460 
AW081710 
AA010539 
M89796 
AW138558 
M34455 
AA026115 
AW363590 
T93500 
R10799 
A1654223 
BE385828 
NM.012337 
M26041 
AW085961 
NM„002104 
BE172762 
M63835 
AA436187 
AI796970 
U29615 
X16B96 
AA5479S9 
AL1372S9 
AI015862 
GE621182 
AA359291 
NM.00Q216 
AA888729 
AW470411 
AA334511 
H25642 
M34996 
AW388397 
L22524 
AI073913 
AW953937 
AW450979 
C05837 
R34356 
A1805392 
NS4.005795 
X04011 
L43821 
AW947164 
AI554733 
AI745458 
AL157466 
AI560944 
AA744622 
AW963838 
AW500775 
AA116021 
AW418779 
AW204600 
AA744550 



ESTs 

Hs.282070 ESTs 
Hs.1 25644 ESTs 
Hs.182575 
HS.9S424 
Hs.90708 
Hs.49169 



SLC1SA2SolutacanferbRiily 15(H«/0ep 
ESTs 

gran^fine A (granzyms 1, cytotoxic T-lyrnp 
K1AA1634 protein 



Hs.3354g9 ESTs 
Hs.253495 surfadant. pulmonary-associalBd protein 
HS.2S7846 ESTs 

Ks.224a small Inducible cytokine subfamily B(Cy 

gb:8n03c03j(1 Stralagene schizo brain SI 
Hs.127699 K1AA1603 protein 
Ks.237868 intditeukin 7 receptor 
Hs.1 55397 Homo sapiens mRKA; cDNA DXFZp564K143 (fr 
Hs.173233 hypotheM protein FU10970 
Hs.124292 Homo sapiens cDNA:FU23123fi$. done L 
Hs.184485 hypoihslical protein FU11259 
1 



HS.28782D 
Hs.221504 ESTs 

Hs.50813 hypolhelicd protein FU20022 

Hs.74085 DNA segment on chranosome 12 (unique) 24 

Hs.119860 ESTs 

Hs.41296 iibroneciin leucine riditiansrnsmbranap 

Hs.1 04624 aquaporin9 

Hs.1 1614 HSPC065 protein 

Hs.106511 protocadheiin 17 

Hs.144442 phosphdtpaseA2.gn)upX 

H8.7369 ESTs, Weakly similar to ALU1.HUMAN ALU S 

Hs.18912 ESTs 

H3.30 membrane-spanning 4^omains. subfamiiy A 
Hs.334873 ESTs, Weakly similar to IS4374 gene NF2 
Hs.840 Moleam]ne-pynoie2,3diaxygenase 
Hs.1 14777 ESTs 

Ks.65551 Homo sapiens. Similar to DMA segment. Cti 
Hs.28792 Homo sapiens cDNA FU11041 fis. done PL 
Hs.191990 ESTs 

Hs.16026 hypothefcal protein FU23191 
Hs.250619 phorbotin4ike protein MDS019{CEMt5) 
Hs.1 58450 nasopharyngeal epKheRum specific prole 
Hs.1 98253 histocompafibiilty complex, dass 
Hs.1 30093 iroquoi&class tiomeobox protein 11^ 
Hs.3066 granzymeK (serine protease, granzyme 3; 
Hs.292710 ESTs. WeaidyslmDar to ALU5_HUMAN ALUS 
Hs.77424 Fc fragment of IgG, high affinity la. re 
Hs.172631 integrin, alpha M (complement component 
Hs,54277 DNA segment on chromosome X (unique) 992 
Hs.91 093 chiUnase 1 (chltotriosidase) 
Hs.82112 intedeukln 1 receptor, type I 
Hs.1 15836 ESTs 

Ks.47115 hypothetical protein OKFZp434D0513 
Hs.131793 ESTs 

Hs.179882 hypolheticai protein FU12443 
Hs.130767 Homo sapiens cDNA: FU23553 (is. done L 
Hs.89591 Kfillmann syndrome 1 sequence 
Hs.144694 ESTs 
Hs.288433 neurotrimin 

K&26638 membrane-spanning 44fom^. sUbfamOy A 
ESTs 

HS.1982S3 mstorhlstooompatibiiity complex, dass 
Hs.334485 hemicentin(fibuQn 6) 
Hs.2256 matrix metalioprotelnase 7 (matrOysin. 
Hs.100666 ESTs. Wealdy similar to JE03SO Anterior 
Hs.240845 ESTs 

gb:Ui-H^l^a^12-0-UlJl Na_(XaAP.Su 
HS.14S807 hypolheiica] protein FU13593 

gb:yh85d01.s1 Soares ptaoenia Nb2HP Homo 
Hs.325335 Homo sapiens cDNA: FLJ23523 Us, done L 
Hs.1 52175 caldtonin receptor-^Qce 
Hs.88974 cytochramet>-245. beta polypeptide (duo 
Hs.80261 enhancer of filamentation 1 (cas-Gte do 
Hs.195641 ESTs, Moderately simSar to 138022 hypot 
Hs.173162 ESTs 

Hs.343026 ESTs. WeaJdy Ms to T20593 hypotheO 
HS.1627S1 Homo sapiens mRNA;GDNA0Kn:()761E2423(f 
H3.71428 ESTs 

Hs.292645 ESTs. Weaidy similar to ALU5 J^UMAN ALU S 
Hs.168830 Homo sapiens CDNAFU12138 lb. done MA 
Hs.24817 hypothsQcal protein FU20136 
HS.3825Q ubiqiitinspedSc protease 18 
Hs.114889 ESTs 

letindc add receptor, dpha 
HS.13834S ESTs 

458 



4.32 
4.30 
4.30 
430 
4.30 
4.29 
4.23 
4.22 
4.22 
4.20 
4.18 
4.16 
4.16 
4.13 
4.12 
4.12 
4.08 
4.08 
4.06 
4.06 
4.05 
4.04 
4.04 
4.03 
4.00 
4.00 
4.00 

ass 

3.97 

a96 

3.94 

3.93 

3.92 

3.92 

3.90 

3.90 

3J0 

3.81 

3.80 

a78 

3.78 

3.76 

3,76 

3.74 

3,72 

3.71 

3.70 

3.69 

3.68 

3.65 

3.64 

a62 

3.62 

3.61 

3.60 

3.60 

3.58 

3.56 

3.55 

a54 

3.54 

3.54 

3.53 

3.52 

3.50 

3.48 

3.48 

3.47 

3.47 

a46 

3.46 

3,45 

3.42 

a40 

3,40 

3.38 

136 

136 

3.36 

135 

3.35 

134 

133 



198 

2.26 

ZB1 

Z39 

ZOO 

Z48 

Z26 

149 

1134 

162 - 

114 

Z64 

199. 

Z79 

Z19 

102 

113 

3.48 

Z66 

ZB6 

151 

Z44 

111 

Z69 

Z51 

Z61 

100 

Z30 

136 

4.37 

Z44 

108 

153 

2.90 

5.06 

ZOO 

Z22 

182 

Z23 

Z86 

170 

Z56 

Z76 

Z83 

Z55 

Z25 

Z26 

7.71 

Z17 

Z93 

Z62 

Z27 

148 

118 

105 

Z80 

Z88 

2.58 

Z44 

198 

130 

111 

Z38 

Z02 

121 

Z35 

Z13 

Z93 

ze9 

Z31 
Z37 
Z07 
Z01 
149 
Z42 
ZS2 
Z13 
Z41 
Z06 
Z42 
Z39 
&35 
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421585 U95626 Hs.302043 chemdWne (C^ nrotiO receptor-like 2( 

43365B 103678 Hs.1 56110 {mmunogiobulin kappa conslant 

454076 AW204712 Hs.61957 ESTs 

452039 A1322988 Hs.172510 ESTs 

454024 AA993527 Hs.293907 hypotheOcd pfoWn FU23403 

430414 AW365665 Hs.120388 ESTs 

417958 AA767382 Hs.193417 ESTs 

423001 AA320014 Hs.208603 ESTs 

443774 AL1 17428 Hs.9740 DKFZP434A236 protein 

424084 AI940675 Hs^14 hypdheOca) protein FU23056 

42M19 ^3011 Hs.225108 HomosapfensmRNA;cONADKFZp434K01 (fr 

S ^.12495 ESTs.W^6irnilartoALU4,HUMANALUS 

S S^M HS.126712 EST8.Weak!ysWlartoAF19il0201E21G5 

451099 R52795 Hs.25954 intBrleuMn 13 receptor, aJpTia 2 

440452 WM5136 Hs.55150 ESTs. WeaWy similar to CAYP.HUMANCALCY 

422109 S73265 Hs.1473 gastri^releasing peptide 

430378 Z29572 Hs.2556 tunwr necrosis factor receptor superfarrt 

413802 AW964490 Hs.32241 ESTs. We^ similar to SS5657aIpha-1C. 

4087B1 AA057264 Hs538936 ESTs. WeaWy similar to (deBinenrtfflfa 

438568 R98865 Hs,11135 major htetocompaBbiBty complex, dass 

451497 H83294 Hs^84122 WMintiibitoryfactor-1 

444034 AL161957 Hs.10177 pteckstrin homology dontainlntefacBngp 

446094 AK001760 Hs,13801 1^1685 protdn 

442048 AA974603 gb»p34l05^1 Soares^NFljr.GBC.SlHomo s 

406685 M18728 ^.Human nonspediic crossreactjng aniig 

430253 AK001514 Hs.236B44 hypothetical protein FU10652 

424943 AU077260 Hs.1 53924 dealh-assodated protein kinase 1 

436805 AA731533 Hs.270751 ESTs ^ . e n -ii « 

412610 X90908 H8.7412B «^ add binding protein 6. iied (gas 

409799 D11928 Hs.76845 phosphoserine phosphdase4ike 

448140 AF146761 Hs.20450 BCM4ike membrane protein precursor 

420729 AW964897 H5.290825 ESTs 

419839 U24577 Hs.93304 phosphoHpaseA2, group VII (platetet-ac 
416580 T61572 Hs.79385 Human done 23574 mRNA sequence 
451820 AW058357 HS.19924B ESTs ^^.^^^^ 
■ 440028 AW473675 ^STs.WeaWysintotoT17227hypoW 
448030 N30714 Hs,325960 membrane-spanning 4-domalns, subfamily A 
437866 AA156781 melaliotWonetn 1E(functtonal) 

428513 BE220806 Hs.184697 plodnCI 
438607 AW080237 Hs.252884 ESTs 
445034 AW293376 Hs.143659 ESTs 
jrorn AK10Q341 ESTs 

415083 AI632683 Hs.27179 Homo sapiens cONAFU 12933 fc. done NT 
407930 AAD45847 Hs.188361 HomosaptenspIAFU12Wfe.doM 
407192 AA609200 gb:af12e02^1 ScgwJesfeJIHT Hoy 

452960 AKD01335 Hs.31137 protein tyrosine phosphatase, receptorl 
425509 AF079363 Hs.158213 sperm assodated anflgen 6 

431087 H12723 Hs,290791 ESTs » .^mvtvcdoi 

452235 AIJD39743 HS.2B5U testes developmenlffiiatedNYI«P21 
449328 A1962493 ESTs 
422900 AA641201 Hs.222051 ESTs 
414888 AtJD3918S Hs.77558 thyroid hormone receptor hiteractof 7 
430250 NM 016929 HsJ83021 ditoitde Intracellular channel 5 
iS7^77 A1241019 Hs.145644 ESTs 

437527 AIZ41U1S ris.i^ gb:n|21dOZ8l NCLCGAP>A1 Homo sapiens 
Hs.98314 Homo sapiens mRNA; cDNA DKFZp586Lflt20 (f 

Hs.38489 ESTs, WeaWysimBar to 138022 hypotheli 

411252 Aioi8549 Hs.69328 MMproteta 
439981 A1348408 Hs,124675 ESTs. WeaWysimBar to T14742hypG0i8B 
420683 AA83016B Hs.271305 ESTs ^ ^ 

412095 AI624707 Hs.5921 Homo sapiens cONA:FU21592 lis. done C 
410434 AF051152 Hs.53568 toMke receptor 2 ^ . , . 
436396 A1683487 Hs.152213 wingiess.typelittnVtotegrallOTSiter^ 
434194 AF119847 Homo sapiens PRO1550 mRNA. parfialcds 

435800 A1248285 Hs.1 18348 ESTs 

4200W AB036063 Hs.94262 pSaWudWeribonudeoSde reductases 
449057 AB037784 Hs^1 K1AA1363 protein 
413195 AA127382 H3,22404 Protease. serine^2 (neiro^ 
436198 AK001125 Homo sapiens cDNAFU10263fls. done HE 

411492 T46848 Hs.70337 hnmunogtobullnsuperfaniily, member 4 
444020 R92982 Hs.35052 ESTs 
427785 XB1053 Hs.180828 coaagai. type IV. alpha 4 
432583 AW023624 Hs.1622B2 potassium channel TASK-4:potasslunidhan 
457675 AF119917 Hs.305574 Homo sapiens PRO3098 mRNA. comptetecds 
414846 AA353776 Hs.901 C048 antigen {BhsII membrane protein) 
429950 AWQB1608 Hs.105053 ESTs 
420394 AB023161 Hs^403 KIAA0944 protein 
406698 X03068 Hs.73931 m^orhistDCompatiljiiity complex, dass 
419038 AW134924 Hs.190325 ESTs .,„ouiii4*ma 
449765 N92293 Hs^5832 ESTs. Moderately simiiaf to AIAJSJIUMAN A 
418293 AI224483 Hs.16063 hypottwfical protein FU21 877 

NlUL00061VM]mosa|^CO69an6genp18 



432340 AAS34222 
420495 A]338247 
445495 BE622641 



3.32 

131 

3.31 

130 

130 

130 

130 

129 

128 

128 

128 

127 

3.26 

3.26 

122 

122 

120 

120 

118 

118 

118 

118 

117 

117 

117 

117 

116 

116 

116 

115 

114 

113 

112 

112 

112 

110 

110 

110 

110 

3.10 

110 

108 

108 

108 

108 

3.07 

107 

106 

106 

106 

106 

105 

3.06 

105 

104 

104 

102 

102 

102 

102 

101 

100 

100 

100 

100 

100 

3.00 

m 

X99 

Z99 

199 

2.98 

2.98 

2.98 

196 

2.96 

Z96 

Z95 

2.95 

Z94 

Z94 

2.94 

2.94 



175 

2.22 

1.95 

2.95 

2.37 

148 

104 

162 

135 

105 

145 

163 

167. 

104 

136 

187 

179 

130 

142 

112 

166 

199 

102 

142 

127 

180 

1.95 

2.18 

1.95 

163 

1.74 

135 

109 

106 

158 

126 

101 

132 

1.80 

111 

120 

181 

1.87 

1.87 

1.94 

112 

116 

175 

141 

164 

2.78 

1.87 

1.99 

149 

117 

1.78 

143 

1.77 

1.95 

124 

114 

113 

160 

134 

1.81 

1.89 

108 

118 

146 

176 

116 

121 

108 

140 

103 

1.74 

140 

146 

4.13 

1.72 

193 

1.94 

1.74 
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430382 

419034 

439335 

429597 

419981 

400419 

435176 

413283 

444339 

429272 

435047 

435080 

402474 

421S54 

422770 

434658 

440248 

442006 

430615 

446063 

438177 

429083 

417105 

433230 

436676 

435575 

420252 

415788 

428065 

434340 

451558 

435517 

439883 

434158 

428923 

413788 

406387 

421168 

444561 

427484 

417728 

435154 

429490 

423387 

432060 

434164 

423708 

442703 

450247 

430998 

426535 

409196 

422389 

444324 

417831 

428769 

404277 

409653 

437211 

430299 

444381 

443547 

408741 

402674 

438068 

416075 

444314 

428656 

418883 

443951 

427581 

432639 

446423 

407939 

431779 

458124 

432882 

445745 

425188 

432231 

442200 



AM77908 Hs^82267 ESTs, Moderately Mar to 138022 hypol 
NM_0021 10 H5.895S5 hemopoieiic oeD ktose 

NM.OS2863:Kofflosapi8nsseodDgl^ 

a dldnteg^ snd metalhipFateinase dwna 



AA742697 
NM.003616 
AA897581 
AF084545 
M744875 
R78669 
T96555 
W25140 
AA454985 
AI831760 

AW137676 
AL117544 
A1624436 
AAS76138 
AW975163 
AA746503 
AI720140 
BE327015 
Y09397 
XE0992 
AW135134 
AA813745 
AF213457 
AW270404 
AW628686 
A1634046 
AI193043 



Hs.62492 
Ks.2442 

Hs.128773 ESTs 
Taget 
Hs.189413 ESTs 
Hs.23756 
Hs.31562 



hypothaOcdl protein sim9ar to swine ac 
ESTs 
H3.1 10667 ESTs 

Hs.54973 cadherin-liks protein VR20 
Hs.1551 1 1 hypothetical protein FU 14428 

NM-004079:Honio sapiens cathepsin S (CTSS 
Hs.97775 ESTs 
Hs.120021 DKFZP434I092 protein 
Hs.310286 ESTs 

ESTs 

ESTs, Weakly similar to S72482 hypotheB 
Hs^83313 ESTs 
Hs.151079 ESTs 

ESTs 

Ks.227817 BCX2-{alated protein A1 
Hs.81226 C06 antigen 
Ks.220277 ESTs 
Hs.123446 ESTs 
Hs.44234 



triggering receptor expressed on myeloid 
Hs.193161 ESTs 
H8.78B51 KiAA0217 protein 
Hs.157313 ESTs 

H3.128685 ESTs. Weai(^ similar to T17226 hypotheU 
NM_001089 Hs.26630 ATP-l)inding cassette, sub-family A (ABC1 
AA928626 Hs.130177 ESTs 

iH&171096 HoniosaptensESTtadoneOKFZp434A041 
Hs.14372 ESTs 
Hs.188785 ESTs 
Hs.13500 ESTs 

Target Exon 

HS.3307BO cytochrome P450. subfamily IIB (phenotiar 
NM^004469 Hs.1 1392 (^tos Induced growth factor (vascular en 
N328S9 IHs.37288 nuclear receptor sutfamQy 1, group D, m 
Hs.24790 KIAA1573 protein 
^ ESTs 

Hs J3889 ESTs, Vfeakly simiiar to ALU7J1UMAN ALU S 

vasoactive intestind pepGde receptor 1 
Hs^24775 ESTs 

Hs.148135 serine/threonine kinase 33 
Hs.1 31924 G proteiivcoupled receptor 65 
Hs.116298 ESTs 
Hs.24713 hypothetical protein 
Hs.204038 IndotethytamineN^nethyltransferase 
Hs^B2 ESTs.Wea)dy8im3artoub{quitousTPRm 
Hs.334873 carboxypepSdasdM 
Hs.1 15897 protocadhei1n12 
Ks.143838 ESTs 

HsJ2685 C047 aniigen (R^ieiated antigen, integr 
Ks.106771 ESTs 

NIA.0191 1 r:Homo sapiens major histooompa 
Hs.220826 ESTs 

Hs^09 ecobopic viral integration site 2B 
Hs.106747 serine carboocypepUase 1 precuisor prat 
H&283713 hypoUieHcal protein BC014245 
hypotheSca! protdn RJ12666 
Hs.646 carboxypeplkiase A3 (mastceO) 
Target Exon 

Ks.306210 Homo8apienscONA:FU23133fis.ctoneL 
Hs.77889 Frietfreich atexia regton gene XI 23 

gb:ow76b09^1 SoaresJelaUver_8pleen_ 
Hs.188790 KIAA1377 protein 
Hs.121 1 add phosphatase 5, tertiate resistenl 
ferritin. Ught polypeptide 



AU59652 
T86534 
BE047698 
AW613780 

AF182277 



AW13a437 

AA66B764 

AI971131 

AJ012074 

AW971364 

AW207019 

U95218 

AU)44949 

AF1 23303 

AF128847 

AU077012 

NM.001874 

AF24063S 

AI301330 

H16423 

AW207175 

AW451693 

AA3B2207 

W28673 

BE387335 

AWZ71273 

M73720 

AI927209 

1^479 

A1140497 

AB037798 

BE387038 

F13272 



NM.014788 Hs.179703 K1AA01 29 gene product 

AW973785 gb:EST385886 MAGE resequences, MAGM Homo 

AW139655 Hs.150120 ESTs 

W05608 Hs.31 2679 ESTs, WeaUy similar to A49019 dynein he 

AW971178 Hs.268571 apoHpoproteln C-l 

AW005548 Hs.124590 ESTs 

NlyL0132S7 Hs27g696 senjm/^hjcooorttcoU regulated kinas»4l 

AB007924 Hs.13245 K1AA0455 gene product 

AK002052 Hs.155071 hypothetica} protein OJ1 1190 

AA339977 Hs.274127 CLST 1 1240 protein 

AVQ90S72 Hs.235766 ESTs 

NiyLO0QO2O Hs.172870 acMn A receptor lypen-Skel 

HsJ14B6 signal transducer and activator of trans 

460 



2.94 
193 
Z93 
Z92 
2.92 
192 
Z91 
2.90 

zgo 

Z90 

2^ 

190 

Z88 

Z88 

188 

168 

185 

186 

188 

186 

186 

185 

185 

184 

184 

182 

182 

182 

181 

181 

178 

178 

178 

178 

178 

178 

177 

176 

176 

176 

176 

176 

176 

176 

175 

174 

174 

174 

174 

174 

2.74 

173 

172 

172 

172 

172 

172 

172 

172 

172 

171 

171 

170 

170 

170 

169 

169 

168 

168 

168 

168 

168 

168 

167 

167 

167 

166 

166 

165 

164 

164 

164 

163 



112 
125 
3.72 
1.91 
118 
1J3 

lis 

125 

3.16 

143 

129 

2.40 

147. 

3.37 

100 

106 

124 

4.32 

196 

147 

1.70 

106 

3.00 

1.97 

162 

4.33 

3.22 

178 

147 

167 

3.39 

136 

1.82 

1.96 

107 

1.97 

4.22 

3^4 

111 

1.94 

1.78 

110 

121 

136 

102 

148 

1.93 

1.89 

1.73 

165 

1.88 

1.86 

126 

1.74 

140 

119 

3.12 

162 

125 

109 

126 

1.74 

139 

1.S5 

123 

111 

128 

1.91 

3.95 

166 

1.74 

1.78 

129 

107 

3.00 

3.78 

1.64 

■ 1,64 
^S2 
4w23 
146 
100 
a23 
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HS.248S49 ESTs, Moderalely drnDar to S65657 dpha 
AA676939 Hs.69285 neuiopiKnl 
A1751438 H3.41271 HcMTiosapfensmRMAfciDtenfllh insert qDN 
AV659177 Hs.127160 ESTs 

NiytOOSTTO Hs.67726 macrophage receptor with coBagfinous sir 
AA649253 Hs.132458 ESTs 
Hs.33846 ESTs 
Ks.1 55381 mesolheBn 
Hs.161304 ESTs 
Hs^02111 ESTs 

Hs,74122 caspase 4, apoptosis-(»ated cysteine pr 
Hs.280380 aminopepfidase 
Hs.137314 ESTs ^ ^ ^ 

Hs.1 1090 membrane-spanning 4Klomatos. subfanay A 
Hs£0876 flavin containing monooxygenase 3 
Hs^lBSO ESTs 
Hs.15284 ESTs 
HS.31B35 ESTs 

H8.152981 COPHliacylglyceK)! synthase (phosphatida 
Hs.24095t Homosapiens.SlniiIartoraKENcim2210 
Hs.284750 ESTs 

Hs.283022 triggering receptor expressed on myeiad 
Hs.159367 ESTs 

Hs.1 34269 ESTs, Highly similar to cytokine recepto 
Hs.43977 Human DNA sequence ftm done RP1 1-196N1 
Hs.44197 hypolhetlcaJ proiein OKFZp564O0462 

ESTs, Wealdy similar to 138022 hypotheS 
Hs^87379 Homo s^ns mRNA for FU00111 protein, 
Hs.138380 KIAA0624 protein 
rt^.u.f H8.192182 ESTs 
Nli^ 000699 Hs,335493 amylase, alplia 2A; pancreaHc 
AA382523 Hs.105689 MSTP031 proldn 
Hs'.299202 ESTs 
Hs.11782 ESTs 

H5.1S2299 ESTs,IModeratetysniiilartoS65657aipha 

gb:ys12h12£l Soaresfetd liver spleen 
Hs.17517 ESTs 
Ks.286660 retinclc add induced 3 

meta!tothlonein1E (functional) 
Hs.158528 ESTs 

Hs.233955 hypotheiicrf proiein FU20401 
Hs.1 2969 hyi»thetic^ protein 
Hs^50651 ESTs, WeaWy ateiBar to 138022 hypoWieli 
Hs.333239 ESTs 

HsJ29792 ESTs, Weddy similar to 138022 hypolhetl 
Hs.68055 hypothetical protein OKFZp434i0428 
Hs.126036 ESTs 
Hs.210628 ESTs 
Hs.145037 ESTs 

Hs.ig8253 msjorttistocompaiibiS^ complex, dass 
Hs.1 24863 ESTs 

Hs.300697 coagulation factor VII (serum prearombl 
Hs.118493 ESTs 
Hs.21388 ESTs 
Hs.201372 ESTs 
Hs.190495 ESTs 

K1AA0758 protein 

NM-018950:Hoino sapiens maior Mstooompst 
Hs.205383 ESTs 
Hs.124895 ESTs 
Hs.82419 ESTs 

Hs.1334 v-myb avian myeloblastosis wa oncogen 
H3.103002 ESTs 
Hs.1 32781 dasst cytokine receptor 
Hs.1 94397 lepUn receptor 
Hs.146625 ESTs 
H3.208726 ESTs 

Hs.121764 ESTs. WeaWysliriiar to testicular lekfi 
NM_001295 Hs.301921 chemoWne {OC motiO receptor 1 
407904 W44735 Hs.9288 Homo sapiens cDNA: FU21 27888, done C 
406973 M34996 Hs.1 98253 maiorhlstocompalibility complex, dass 
42805S AA420564 Hs.101760 ESTs 

428970 BE276891 Hs.194691 relinoic arid Induced 3 (RAlG1);melabo 
433138 AB029496 Hs.59729 semaphorin sem2 
415757 AA830854 Hs.187810 ESTs 
438507 AA809052 ESTs 
4S0811 A1739486 Hs.245497 ESTs 
424027 AVW337575 Hs.201591 ESTs 
423778 Y09267 Hs.132821 flavin containing monooxygenase 2 
435978 AF272899 Hs.l35118 Homo sapiens PR-domain zhc finger prote 
42B291 U58913 Hs.169191 sraaBtndudble cytokine subfamiiy A (Cy 
416370 K90470 Hs.203697 C038anfig8n(p4S) 
415688 AA16G963 gtezoaSdOlfl Strdtegene ovarian cancer 



425955 
411213 
439737 
446570 
411020 
434792 
426782 
425371 
447720 
444823 
433376 
444542 
439549 
431385 
417015 
433308 
443885 
408170 
456844 
412104 
428791 
435472 
447357 
431393 
424105 
408308 
438898 
420391 
424049 
438543 
414061 
424806 
438580 
434M5 
444001 
413638 
421281 
441384 
435772 
433102 
430129 
445612 
445261 
433854 
447997 
411069 
440594 
450295 
431316 
438564 
439593 
422355 
453134 
417169 
434411 
440381 
448782 
404240 
450843 
434137 
438315 
420802 
439402 
445903 
437323 
433923 
442201 
437982 



R14614 
049441 
AL038765 
A1183829 
AI249361 
A1161293 
AW937B85 
BE178S36 
MB3772 
AA582718 
H91806 
AW204516 
A)2&4155 
AW205197 
AA435661 
AW972330 
A1375922 
AW971493 
AI142336 
AU033377 
AW297855 
AW504814 
AB014524 
AA810141 



AAB11262 

AI349306 

AI095087 

H71252 

AI299139 

AA447849 

AW97568B 

AI343966 

BE301708 

N94126 

T79759 

AA610649 

K00&56 

AL133092 

AW445167 

AI766732 

AA502663 

AA381553 

BE073597 

AW403724 

AA032211 

R13550 

AA632649 

AA917808 

Ati)50295 

AI741483 

AA907734 

R5679S 

U22376 

W02753 

AI347487 

AA371145 

AI823453 

AV^16704 

N93466 



2.63 

Z62 

162 

Z61 

2.60 

Z60 

ZGO 

2.60 

ZS9 

Z59 

Z58 

2.58 

2.58 

2.S8 

156 

156 

2.55 

Z55 

154 

154 

153 

153 

152 

152 

152 

152 

152 

152 

151 

151 

2.51 

151 

ISO 

150 

ISO 

150 

150 

150 

149 

149 

148 

148 

148 

148 

148 

148 

2.48 

148 

148 

148 

148 

2.47 

146 

146 

146 

146 

146 

145 

144 

144 

144 

144 

144 

144 

144 

144 

143 

Z43 

143 

143 

143 

142 

142 

142 

142 

142 

142 

142 

141 

141 

140 

140 

140 



148 

1.73 

169 

144 

3.39 

1.74 

135 

6.97 

3.08 

2.77 

101 

131 

137. 

156 

147 

101 

1.71 

1.59 

1.63 

198 

129 

3.91 

183 

1.90 

3.45 

1.9B 

1.98 

141 

119 

106 

114 

2.11 

1.83 

3.13 

1.76 

100 

140 

175 

1.80 

125 

2.09 

128 

1.87 

109 

175 

101 

1.57 

1.99 

1.80 

180 

1.89 

174 

172 

1.88 

1.95 

109 

169 

183 

12S 

155 

1.94 

1.61 

1:90 

132 

1.70 

1.58 

1.68 

3.22 

121 

113 

168 

105 

179 

168 

102 

108 

1.97 

176 

3.15 

108 

1.76 

1S7 

1.63 
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445633 

431300 

407690 

418113 

425235 

451408 

437479 

445784 

416300 

413753 

416945 

416140 

418262 

420943 

442762 

429747 

420460 

420137 

439018 

427250 

452194 

411027 

407242 

416875 

425023 

432608 

408048 

415189 

437442 

410577 

422099 

427337 

427541 

420899 

431848 

446354 

423354 

423961 

410798 

457250 

446291 

426839 

422746 

439920 

414942 

419092 

424878 

4066B7 

411605 

416965 

428713 

435108 

420380 

407137 

410361 

447160 

421114 

453886 

452114 

417355 

434927 

442262 

426216 

425354 

409190 

414221 

435272 

414991 

424623 

424665 

422426 

413829 

427535 

447197 

446142 

410503 

435523 

437629 

429688 

430413 

447033 

429496 

425516 



AI453386 

AAS02346 

R47799 

AI272141 

AA3S3113 

AI694320 

R61866 

Ai253155 

AI433074 

U17760 

BE246762 

A1918035 



At716702 
AF035119 
M87507 
AA262331 
AA30647B 
AW300887 
R35941 
A!694413 
AF072099 
M18728 
W19971 
AW9S6889 
AI492660 
NM.007203 
L34657 
T85104 
X91911 
AA156022 
Z45223 
AI798933 
NM-001629 . 
A1378857 
AW449650 
AB011130 
013666 
B&178622 
AA811987 
BE397753 
M74782 
NM_004484 
H05430 
C14898 
J05561 
H57111 
M31126 
AW006831 
N26223 
AA43a067 
AA100847 
AA$40891 
T97307 
BE391604 
AA330310 
AW975051 
AL1 10326 
N22687 
D13168 
H46612 
BE170651 
N77630 
U62027 
AU076536 
AW450979 
AA906415 
C17898 
AW963062 
AW368576 
W79117 
NM.001872 
R29543 
R35075 
AI754693 
AW975746 
T62849 
AW574774 
BE245169 
AW842182 
AI357412 
AA453800 
BE000707 



Hs.17287 EST8,WBal{ly6MIark)S26689hypolheli 

gb:ne26b03^1 Na_CGAP.Co3 Homo sapiens 
Hs^66957 hypotheBca) protein FU14281 
Hs.63484 SRY (sex detenninlng region YHXK 4 
Hs.112497 Homo$apienscONA:FU22743iis,dQneH 
Hs.6295 ESTs.W^sMBarbT17248hypoth8a 
Hs.101277 ESTs 
Hs.146065 ESTs 

Hs.86682 Homo sapiens cONA: FU21578 fis. done C 
Hs.75517 laminln, beta 3 (nicein (1 25kO). kaiinin 
Hs.89499 arachhfonate S-Cpoxygenase 
Hs.301 198 roundabout (axon guidance receptor, Dros 
ESTs 

Ks.279930 m^tostocompaSbiliiy complex. daS8 
Hs.8700 deleted in liver cancer 1 
lHs.2490 caspase 1 , apoptosis^eiated cysteine pr 
Hs.48376 Homo sapiens done HB-2 mRNA sequence 
Hs.95327 CO3Oan0gen,deUapdypepede{Trr3GO 
Hs.26638 meiribrane^panning 4-doma&iSt stibfamDy A 
Hs^5418 ESTs 

olfactory receptor, fantily 2. subfamily 
Hs.67846 lart(ocyteimmunoglobuI]n4ii(8 receptor, 

gb^uman nonspecSlc crassreading anBg 
Hs.233459 ESTs 

Hs.154210 ED6-1 (endothelial diffenentialion, sph 
Hs.170935 ESTs 

Hs.42322 A kinase (PRKA) anchor protein 2 
HsJ8146 ptdtelelAendotheGalodi adhesion mdec 
Hs.222779 ESTs. li/loderately simSar todmBartoN 
Hs.64639 gGoma pathogenests^dated protein 
Hs.1 11518 hypothetical protein 
Hs.176663 Fc fragment of Iga low afUnily lllb, r 
Hs.82g21 solute carrier family 35 (CMP-siatic ad 
Ks.100194 arachidonate &4lpQxygenase^livaSng p 
■ Hs^71605 ESTs, Highly simnar to AF175283 1 zinc 
ESTs 

Hs.127436 calcium channel, voltage-dependent, alph 
Hs.136348 periostin(OSF.2os) 
Hs.16291 gb:PM34tT0605-27020(W)01-a02 HT0605 Homo 
Hs.125779 ESTs 

Hs. 1 4623 interferon, gamma^ndudble protein 30 
Hs.172689 interleukfn 3 receptor, alpha (kjwaffin 
H3.119651 glypfc3n3 
Hs.288433 neuiotrimin 
Hs.192986 ESTs 
Hs.89603 mudn 1 , transmembrane 
Hs^1132 ESTs 

matrix metalloprotdnase 11 (stromelysin 
ESTs 
ESTs 

ESTs. lAxferatBly dmnar to CYA4 m AOE 
ESTs. Highly similar to AF174600 1 F-box 
ESTs 

gb:ye53h05^1 Soares fetal liver spleen 
guanytate binding protdn 1, tnterfBron- 
ESTs 

ESTs. Weakly 8lmnartol78885serlne/th 
ESTs. t^derdefy 6imilartoZ195.HUMANZ 
ESTs 

endothelin receptor type B 
Homo sapiens HSPC285 mRN^ pariial cds 
deleted in Kver cancer 1 
Homo sapiens cONA FU11 654 fis, done HE 
oompiement component 3a receptor 1 



Hs.160436 

Hs.5978 
Hs.102406 

Hs.62661 
Hs.24181 

Hs,293156 
Hs.304679 
Hs.6238 
Hs.82002 
Hs^lS 
H3.8700 
Hs.13895 
H8.155935 
Hs.50984 

Hs.1 10041 

Hs.270737 
Hs.139851 
Hs.58559 
Hs.75572 
Hs^164 

Hs.145968 

Hs.188662 

Hs.1 1090 

Hs.121692 

Hs.211610 

Hs.2413g2 

Hs.157601 

HS.1927S3 

HS .29S67 



gb:U1-H«l>alM-12-0^lJ1 NCI_CGAP_Su 
ESTs 

gb:C17698 Human placenta cDNA (TFqiwaia 

ESTs 

cavaoIin2 

ESTs 

carboxypeptkJase B2 (plasma) 
proftsdeiet basic pretdn (indudes pla 
gbryhBSbOl^sl Soares placenta Nb2KP Homo 
ESTs 

K1AA1702 protein 

membrano^annlng 4Klomains. subfamiyA 
ESTs 

CUG btptet repeat. RNA^iinding protein 
smaD indudde cytddne AS (fW^S) 
Predicted gene: Eos doned; secreted w/V 
ESTs 
ESTs 
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1.99 
1.79 
1.84 
121 
109 
1.78 

aoo 

1.61 

125 

1.55 

141 

1.61 

105. 

100 

105 

1.67 

1.88 

161 

184 

115 

3.41 

3.05 

134 

1.95 

1.65 

106 

1.91 

134 

113 

1.73 

1.80 

124 

162 

152 

150 

121 

4.34 

119 

134 

1.66 

196 

112 

116 

4.06 

102 

ao8 

1.84 

176 

1.58 

4.71 

1.73 

1.90 

182 

1.52 

109 

1.71 

1.98 

1.91 

1'.88 

1.63 

1.M 

1.86 

1.72 

1.70 

lis 

112 

115 

3.58 

1.87 

115 

3.33 

139 

3.28 

1.59 

1.88 

1.S6 

^49 

1.70 

1.64 

173 

158 

197 

liB 
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422404 
423526 
4364B5 
426251 
443441 
418458 
408705 
419150 
430915 
418791 
432620 
424321 
406646 
424450 
426410 
416975 
421077 
424563 
405102 
452436 
416206 
418067 
435372 
418728 
450400 
409031 
435143 
444805 
453927 
418304 
418299 
408996 
417018 
418741 
452353 
418918 
424006 
437581 
410976 
429716 
423069 
432860 
449509 
456062 
419216 
459680 
449677 
443071 
443021 
437838 
429421 
407202 
443669 
411990 
408410 
438293 
410730 
427876 
456672 
434987 
433735 
433226 
425787 
452304 
442369 
43M78 
434421 
415138 
431728 
444929 
408873 
437534 
400277 
443801 
432212 
410763 
406122 
430665 



421057 
413936 
431924 
449444 



Hs.336189 Homo5apieiismRNA:cONADKFZp434F1135(f 
Hs.129739 KIM0514 gene product 
Hs.156110 Immunogtofin kappa constant 
Hs.168383 InlerceWular adhesbn molecule 1 (CD54) 
HSS2195 ESTs 

Hs.85226 ripase A. lysosomal add. cholesterol es 
Hs.46967 HSPC034 protdn 
Hsi9640 TEK tyrosine Idnasa, endotherd (venous 

gb:aa55e05.r1 NO^CGAP^GCBI Homo sapiens 
Hs.194628 ESTs 

Hs.5978 UMdomalnon!y7 . 
Hs.1765 lymptiocyte^pedfic protein tyfosinetan 
Hs.308026 major histocompatil>inty complex, dass 

dynein inlerme^fiale chain 2 
Hs^OSSgO BOZJikel . . 

Hs.1051 granzyme B (granzyme 2. cyloloxiB T-iymp 
Hs.101590 hypothetical protein 
Hs.151428 ret finger protein 2 

C15001220*:gli44695581gb|AAO2131 1,1) (AF 
HsJ31447 ESTs.Moderale!yamilafloA46010)Win 
Hs.111092 hypothetical protein FU22332 
H&83393 cystaGn E/M 
Hs,310286 ESTs 
Hs.293843 ESTs 
Hs.279744 ESTs 
ESTs 

Hs.194600 ESTs , . . 

Hs.12017 homotog of yeast ubtquifin-prolem ligas 
Hs.l 25031 chorne/ethanolaminephosphotransferase 

gb2i97g10.r1 NCCGAP^GCBI Homosaplens 
HS.B3968 Integrin, beta 2{aiillgen CD18 (p95). ly 
H8.344096 glycoprotein (transmembrane) nmb 
Hs 80887 v-yes-1 Yamagtichi sarcoma viral related 
Hs!8881 ESTs, Weakly similar to S41044chromosQm 
Hs.29191 epHhrfial membrane protein 2 
Hs39476 C02 ariOgen (p60). sheep red Wood ceU 
Hs.137548 CD84 anfigen (leukocyte antigen) 
H3.28801Q ESTs 

Hs.25092 hypolhetica! protein M6C1 0744 
Hs.211933 cofiageMypemdiphal 
Hs.1613 adenosine A2a receptor 
Hs.283349 ESTs 
Hs.84561 ESTs 

Hs 71962 ESTs. WeaWy similar to B36298 profine-r 
Hs^164021 small MudbtecytoWne subfamily B (Cy 
Hs.42321 ESTs 

gb:2h8Sd0l.s1 Soares.fetalJverjBpteen. 
Hs.8986 complement component 1 , q suhcomponenl. 
Hs.8904 Ig superfamily protein 
ESTs 

Human DMA sequence from done RP1-310O13 
Hs.109370 ESTs 
Hs 134587 ESTs 

Hs'.31 707 ESTs, Weakly similar to YEW4.YEAST HYPOT 
Hs.44697 ATP8se.aassV,^10C 
Hs.120910 ESTs 

DnaJ (Hsp40) homolog, subfamily B, membe 
ESTs 

Hs.114727 Homo sapiens, done MGC:16327,mfm com 
ESTs 

H5.109653 ESTs 
Hs5414 K1AA1488 protein 
Hs.1 55029 ESTs 

Hs 61311 ESTs. Weddy similar to S10590 cysteine 
ESTs 

Hs.241535 apoHpoproteinUS 
Hs.34771 ESTs 

H3.295944 tissue (actor pathwfsy Inhibitor 2 
H$^68107 mullimenn 

Hs.161354 ESTs ^ ^ _ 

calmodulin 2 (phosphofylase Mnase, m 

Hs^5158 ESTs 

Eos Control 
Hs.42658 ESTs 
ESTs 

Hs.8966 hypdheficaJ protein FU21776 
TaigelExon 

BE350122 HS.1S7367 ESTs. Weakly simile to 17^ sCTneW) 
AL1 34947 Hs 213956 Homo sapiens BAG done RP1 1-102O5 from Y 
^134947 tts.-n^ [Srao5^TScDNA:FU22053fis.donBH 

AF113676 HSJ297681 serine {« cysteine) proteinase toWKto 
M<C100eSO Hs.272203 Homo saptenscONAFU20843 lis. done AD 
AW818436 sohrtecanfar(amay16(monocartx«yrx 



AL133571 
AB011086 
X59135 
M24283 
AW291196 
AA332941 
AA312135 
T29618 
AA488953 
AA935633 
AA777749 
W74048 
M33600 
AL137526 
BE298445 
NI^004131 
AK000061 
AA446932 



BE077546 
AW208248 
AI127958 
AW972301 
AW970937 
AI694722 
AA376B36 
R12375 
AB007899 
AA082465 
AA215702 
AA279530 
AI979158 
M16038 
H33265 
C18825 
X07871 
AF054815 
N59284 
R36207 
R25685 
W15613 
AW974077 
AA001615 
A1866286 
AU076718 
H96982 
AA002071 
AL080021 
AA368546 
A1307229 
AL03165B 
N58172 
AI140462 
AW963624 
AA447438 
AI601188 
AW368860 
AI494291 
AK002016 
AW97S114 
AA6089S5 
AW503733 
AA363867 
AAQ25386 
AI565071 
NVL014349 
AI915927 
C18356 
NNL007351 
A1685841 
AL046017 
AW293046 

A1078554 
AW137742 
AF279145 



2.19 
Z19 
2.19 
Z19 
i18 
2.18 
2.18 
Z18 
Z18 
2.17 

2.17 

t\7 

2.17 

2.17 

116 

116 

116 

116 

116 

115 

115 

115 

lis 

114 

114 

114 

114 

114 

114 

114 

114 

113 

113 

113 

112 

112 

112 

112 

112 

112 

112 

112 

112 

2.11 

111 

111 

110 

110 

110 

110 

110 

110 

110 

110 

110 

110 

110 

110 

109 

109 

109 

109 

109 

108 

108 

2.08 

108 

108 

108 

108 

108 

108 

108 

108 

108 

107 

106 

106 

106 

106 

106 

106 

106 



1.92 

IBS 

2.01 

153 

1.73 

153 

1.54 

1.93 

157 

105 

1.75 

101 

3.12. 

4.14 

119 

1.70 

1.60 

1.83 

1.78 

1.87 

1.65 

140 

135 

158 

106 

114 

1.69 

2.03 

1.57 

1.68 

104 

1.72 

1.68 

147 

131 

176 

111 

185 

2.04 

100 

1.72 

1.75 

1.84 

4.42 

1.65 

2.20 

112 

148 

142 

1.67 

1.91 

1.68 

1.64 

1.71 

105 

101 

1.66 

148 

3.11 

1.69 

1.78 

1.62 

1.85 

3.41 

1.60 

139 

1.66 

1.72 

1.51 

3.14 

109 

1.66 

1.46 

1.87 

184 

1.48 

175 

1.66 

1.70 

1.78 

130 

131 

1.41 
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421464 
424831 
434542 
418323 
418836 
431315 
400750 
406851 
414936 
453459 
443450 
430015 



411653 
417916 
421757 
441942 
431843 
432006 
414154 
449987 
418452 
406645 
414516 
417032 
414875 
414522 
410511 
423533 
437259 
426298 
426722 
421229 
410491 
447232 
449317 
439556 
443031 
444838 
453108 
432967 
441390 
448076 
420256 
414629 
418460 
415443 
424925 
404394 
459557 
437204 
429295 
440667 
431193 
432485 
450293 
417072 
429073 
448133 
420838 
436252 
430702 
456804 
439195 
459299 
413836 
400417 
427814 
408826 
446135 
455615 
414572 
433891 
417370 
451609 
447131 
430887 
414700 
417874 
443907 
425252 
428758 
425810 



AA2gi553 
K61453 
AA769310 
NMJD02118 
A18S5499 
AW972227 

AA609784 

C14774 

BE047032 

N66045 

AW768399 

AA452244 

AR)70S7B 

NM_006416 

Z20897 

AF182645 

AA516420 

AL137382 

AW205314 

AW079749 

BE379749 

MS7466 

A)307802 
AA192469 
H42679 

AV\rai8944 
AA743475 
NM.014339 
AI377755 
AW9650S8 
U53823 
A!0S6590 
AA465131 
AW499834 
AW293413 
AI623752 
AW134696 
AV651680 
AI311457 
AA572949 
AI692560 
AJ133123 
U84722 
AA345B24 
M26315 
TD73S3 
NhLQ02432 

N56315 
AL1 10216 
AA682377 
BE076969 
AW749505 
N90e66 
N36754 
BE243915 
AA446167 
AA723157 
AW1 18210 
A1539519 
U56979 
AI421645 
HB9360 
BE094291 
W92003 
X72475 
W28383 
AF216077 
AW130288 
BE045344 
AU077174 
AA&13792 
T28651 
AL046019 
NM.004585 
N66801 
H63202 
BE616160 
AU076484 
AW391162 
AA433888 
AI923627 



HS.19Q086 ESTs 
ESTs 

hypoQmScal protein FU13164 
H&1162 ma}QrhistKOinp8iIbnityoomito,dass 
Hs.161712 ESTs 

Hs.183986 Homo sap{8nscONA:FU227651is, done K 
TaffietExon 

m^jor t^tocompstibD^ oompte)^ dass 
gb£14774 CkNitech human aorta polyA mRN 
HS.2S7789 ESTs 
Hs.133529 ESTs 
ESTs 

Hs.16727 ESTs 

Hs.71168 Homo sapiens done 24674 mRNA sequence 
Hs.82921 sohitB carrier (amBy 35 (CMP-slalic ad 
Ks.296259 paraoxonasG 3 
Hs^24 IX cytokine, down^ulator of HLA II 

ESTs. VltoaMy sftnOar to 138022 hypothett 
H3^20 Homos8piensmfWA:cONADKFZp434l1226(f 
Hs.323060 ESTs 

Hs.184719 ESTs. Weakly dmflar to ALU1.HUMAN ALU S 
H5.85201 Olype (calcium dependent, carbohydrate- 
Hs^14 major iiistocompallbllity complex, class 

ESTs. Weakly simitar to T43458 hypolheti 
Hs.271838 ESTs 

Hs.77522 major histocompatibility complex, dass 
Hs.76325 hnmimootobuBnJchato 
Hs.285655 ESTs 
Hs.129751 interieukin 17 receptor 
Hs.120695 ESTs 

Hs.1 1 1 583 ESTs, Weakly similar to 138022 hypotheB 
Hs.171952 ocdudln 

Hs.7086 hypothelica! protein MGC12435 
Hs.6400 1 Homo sapiens done 2521 8 mRNA sequence 
Hs^ intedeuMn 10 leoeptar. alpha 
Ks.132906 19A24 protein 
Hs.153603 ESTs 
Hs.49418 ESTs 
Hs.208558 ESTs 
Hs^72 ESTs 
Hs.207566 ESTs 
Hs.131175 ESTs 
Hs.20196 adenylate cydase 9 

cadhedn 5. type 2. VE-cadherin (vascula 
cartxsxylesterase 1 (monocyte/macrophage 
COB antigen, alpha polypeptide (p32} 
ESTs 

Hs.153837 myek)td cell nudear differenOatkxi ant 
ENSP00000241075:TRRAP PROTEIN. 
gb:yvSBg06.s1 Soares fetal liver spleen 
ESTs, Weakly dmilar to 155214 salivary 
ESTs, Moderately similar to ALUS J1UMAN A 
hypothetteal protein FLI10938 
HS.29677Q KIAA1719 protein 
Hs.276770 COW52 antigen (CAMPATH-1 antioen) 
Hs.171118 hypolhetkal protein FU00026 
HS.8111B leukotrleneA4 hydrolase 
Hs,47385 ESTs 
Hs.73759 folate receptor 1 (adulQ 
Hs.42321 ESTs 

Hs.120969 Homo sapiens CDNAFIJ11562 lis, done HE 
Hsi78568 H factor 1 (oomplemenf) 
Hs.139851 caveotln2 

gbvw28d08Al Morton Fetal Oochtea Homo 
Hs.155651 hep3tocytanudearfactor3,b6ta 
Hs.70614 ESTs 
Target 

Hs.180900 WHDams^euren syndrome chromosome legl 
Hs.48376 Homo sapiens done HB-2 mRNA sequence 
Hs.170318 hypdhefical protein FU10147 
Hs^4923 ESTs, Moderately similar to unnamed ptol 
Hs^iai calhepsInH 

db3»97h0l8l NQ_CGAP.Pr2 Homo sapiens 
Hs^30 IryptophanyMRNA synthetase 
Hs.209276 ESTs 

Ks.17466 relinoto add receptor responder (tazaro 
HSJZ60287 iaAA1841 protein 
Hs^163 ESTs 

Hs.82829 protein tyrosine phosphatase, non-iecept 
HSS963 TYRO protobi tyrosine Idnasebindino pro 

Hs^8S02 CA125 antigen; mudn 16 
H&31903 ESTs 



Hs.76206 
Hs.76688 
Hs.85258 
Hs.7948 



Hs.99216 
Hs.7337 



Z06 

2^ 

106 

205 

ZOS 

2.05 

2.05 

ZOS 

105 

204 

204 

204 

204 

204 

204 

204 

204 

204 

204 

203 

203 

203 

203 

202 

202 

202 

202 

202 

202 

202 

202 

202 

202 

202 

202 

202 

202 

201 

201 

201 

201 

201 

2.01 

201 

201 

201 

200 

200 

200 

200 

200 

200 

200 

1.99 

1.99 

198 

1.98 

198 

198 

1.98 

197 

197 

197 

197 

197 

197 

197 

196 

196 

196 

196 

196 

195 

195 

194 

194 

194 

194 

194 

193 

192 

192 

1J2 



261 

212 

144 

261 

173 

199 

175 

a94 

241 

186 

246 

163 

151 . 

173 

146 

213 

182 

1.67 

3.23 

296 

159 

201 

249 

1.56 

148 

279 

1.84 

1.87 

226 

2.34 

186 

157 

179 

1.97 

209 

184 

162 

158 
169 
1.64 
183 
163 
180 
232 
190 
190 
154 
274 
2.99 

'169 
146 
137 
1.51 
201 
211 
1.79 
247 
192 
294 
1.67 
210 
184 
158 
193 
226 
180 
175 
146 
218 
206 
221 
265 
171 
288 
126 
294 
162 
1.72 
156 
222 
214 
219 
176 
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433618 AA502539 Hs.345494 ESTs 

424517 AI539443 Hs.137447 Homo 8aptenscDNAFU12169fis, done MA 

418038 Z37976 Hs.83337 latB"lfra"sformlnggio«* 

450747 A1064821 H5.318535 ESTs. Highly smiilar to 1818357AB(WgOT 

5 S9745 AA077391 gb:7B14E12ChiDmosome7FeWBraincDNA 

426780 BE242284 Hs.172199 adenylate cydase 7 

452388 R12499 Hs.20468 ESTs 

438670 A1275803 Hs.123428 ESTs , ^« - i^^^ 

414359 M62194 HsJ5929 cadherin11.lype2.0B^»jhenn{osteob 

10 446S66 H95741 Hs.17914 membranfr«pannin94-<!omains.suWamiiyA 

42^ AW073971 Hs538954 ESTs. WeaHy similar to KIAA1 204 prolein 

44^45 AF117754 Hs-11861 ttiyroid hormone receplor-associated prol 

428166 AA423849 Hs.79530 MS-Uprotein 

426721 AA3B3588 Hs.131816 ESTs. WeaWy similar to T2901 2 hypolheti 

15 449271 AW338067 H8.7869 Homo sapiens cONAFlJ11946fis, done HE 

436576 AI458213 H8.77542 ESTs ...... * 

437751 AA767373 ESTs. Modwalely similar to ALU1_HUMAN A 

44961B A1076459 Hs.15978 KIAA1 272 protein 

430634 AI860651 Hs.26685 calcyphostne 
440663 AW452976 Hs^47112 hypoUietical protdn FU10902 
440099 AL08005B Hs.6909 DKFZP564G202 proteki 
414662 AL036058 HsJ6B07 major histocompafibility complex, dass 
444051 N4a373 Hs.10247 adivatedteucocytecdl adhesion rnotecu 

414464 AIB70175 Hs.13957 ESTs „.«rf„r«.nBrfaml 
427792 M63928 Hs.18084l tomor necrosis fadorreogtorsuperfeml 
415801 R24219 Hs.278443 Fc fragment of IgG, low effinttyllb, re 
430027 AB023197 Hs.227743 KIAA0980 protein 
425771 BE561776 Hs.159494 BfiitonagammagtobdlnenJa^elM 
412443 AW951103 Hs.130767 Homo sapiens cDNA:FUa553 lis. done L 
408771 AW732573 Hs>l7584 potassium vollage^aleddiannel delayed 
420361 l«20S4 Hs.194718 anc finger protein 265 
413869 NM_000878 Hs.75596 tnterieuWn2feceptor.bete 
422241 Y00082 Hs.170121 protein tyrosine phosphatase, receptor I 
442434 AA9957a7 Hs.1295B3 ESTs 
422735 AA169685 Hs.119529 Niemann-Pidi disease, ^pe (2 goie 
#1083 AI123195 gb»o17a10.x1 Soares.NSF.F8.9W.OfT.PA_P.S 

449679 AI823951 Hs.129700 tolloid-Tilol 
418183 NM_001772 Hs.83731 CD33 antigen (gp67) 
414776 AA155598 Hs.212839 hypothetical protein FU14195;WM1714 
41400 X03iro Hs,914 HumanmRNAforSBdsssIlhlstocompatitji 
408669 AI493591 Hs.78146 P>ateleltendotherdcdl adhesion motec 
455508 AW976165 gb:EST388274 l\^GE resequences, MAGN Homo 

410290 AM02307 Hs.322844 hypothetical protein DKFZp664A176 
426457 AW894667 Hs22660 *imefln(d\lmaenn)1 
459247 N46243 Hs.110373 ESTs, Highly similar to T4a26 secreted 
41T086 AA194446 ESTs. Weddy similar to S55024nebiilln. 

425175 AF020202 Hs.155001 UNC13 (C. elegansHilw 
429952 AF080158 Hs.226573 inhibitor of kappa light polypepftlegan 
438596 AA829427 Hs^43081 ESTs 
436486 AA742221 Hs.120633 ESTs 
433365 AF026944 Hs,293797 ESTs 
449943 AF104265 H8.24212 latropMin 
426437 BE076537 Hs.169a95 ublqulliiKJor^igatino enzyme E2L 6 
421553 NiyL006433 Hs.lO5806 granu^fsin 
449161 nS431 Hs.47647 ESTs,WealdysimBartoT00057hypotheti 
453107 NiyL016113 Hs.279746 vaiultoidfeceptor^keprotdn 1 
418371 M13560 Hs.84298 C074 antigen (Invariant pdypeptide of m 
432946 U60899 Hs.2798S4 mannosldase, alpha, dass 2B, member 1 
432297 AW653632 Hs.285625 Homo sapiens mRNA;cONADKFZp434A11 9 (fr 
428677 A1657119 H5.120036 troponin I. cardla 
409485 SB0990 Hs552136 !leolin(colIagen/BbnnogendomaBW»nl 
423081 AF262992 Hs.123159 sperm assodatad anfigen 4 
425458 H89317 Hs.182889 ESTs 

HS.1S6114 protein (ytosine phosphatase, non-recepl 
integiin. alpha X{anlf gen CD11C (pISO). 

, Hs^464 ESTs 

439425 AF086244 Hs.1 14659 ESTs 
408688 A1634522 Hs.1 52925 KIAA1268 protein 
S So54 Hs^9788 ESTs. Weddysini* to KCCIJllJMAN 00.0 
423590 AA329648 Hs.23804 EST8.WealdysinalartoPN0099son3prol 
406621 X57809 HsA997 immunoglobulin lambda locus 
431958 X63629 Hs^877 cadherin3.type1.P-cadherin(ptecente 
403421 NlgL016369*:Homosaptensdaudln18(CLDN 
430423 A1190548 Hs.143479 ESTs,Wealdysimlartohypothefica!pfo 
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425390 AI092634 
409208 Y00093 
430570 AI417861 



416384 AU076903 HS.792B3 setedin P Bgand 

440638 AI376551 gbte64el0jcl Soares.NFU.T.GBC.S1 Homo s 

422003 AA351760 Hs^26 ESTs 

412288 NNL003005 Hs.73800 selecfin P {granule membrane protein 140 

432987 AI864771 Hs27954 C086 antigen (C028 antigen ligand 2. B7- 

441602 AI655043 Ha.133456 ESTs uii«»u a 

458194 AW383818 EST8.iytoderdriysimBartoAlJU?JiUIi«ANA 

432565 AAS53477 HS.15242B ESTs ^^^^ ^ 

421071 AQ11238 Hs,104476 ESTs. WesHysirriilar to CGHU1E collagen 
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414807 

403903 

421461 

430B50 

424377 

443884 

423057 

44B262 

431890 

431630 

412896 

407366 

419407 

442117 

438606 

434795 

426490 

418307 

421221 

423857 

408393 

432409 

440817 

421445 

453691 

422278 

424687 

434951 

444301 

407775 

437119 

426836 

453498 



404854 
450954 
410046 
407857 
447827 
417193 
421237 
433350 
417451 
443791 
440475 
431743 
400328 
451676 
417321 
439237 
418707 
432176 
450708 
429570 
448406 
439971 
452424 
423161 
416316 
431806 
452203 
427509 
438089 
409038 
433417 
444009 
436057 
437352 
433614 
410494 
411125 
446616 
419916 
428141 
434308 
447341 
454315 
423281 
433571 
412869 
438906 
417771 



Hs.49500 KIAA0746 protein 
Hs.77348 hydroxypmstagtandin dehydrogenase 15<N 

C5O01632':gi|1O6453081gb|AAG21430.1|AC00 
ESTs. Weakly slmflar to A46010 X^nked 
gb:MRD^16548020(M)0&<e02 HT0165 Homo 
Hs,146322 WIlefWlliedWiterBOBptorsuWSairt 
Hs.1 94397 leptin receptor 
Hs.130816 ESTs, Moderately similar to 138022 hypot 
Hs.186273 ESTs 

Hs^1986 Integrln, alpha 2 (CD49B. alpha 2 subuni 
Hs.265829 Integiin. alpha 3 (anligen C049C alpha 
Hs.308026 m^jorhistoconpatibility complex, class 
Hs,17518 9b*1on»8aplensci933fiiRNA, partlalsequ 
HS.41S02 hypoDtellcal protein FU21 276 
Hs.1 28899 ESTs: hypotheOca) protein for 1MAGE:447 
Hs.6336 KIAA0672 gene product 
KSf4147 translocafing chain-associating mentrane 
Hs.170087 aiyl hydiocabon receptor 
Hs.83974 sdhjtecarriBrMly21 (proslaolandin 
Hs.326714 Homo sapiens done IMAGE:713177. mRNA se 
Hs.1 33481 Horn sapiens mRNA: cONA DKFZp564O0862 (f 
Ks.23165 ESTs 
Hs.130732 KIAA1S7S protein 
Hs.2fi&433 neuretilirin 

Hs.l 04433 Homo sapiens, done IMAGE:4054868. mRNA 
Hs.226505 ESTs 

Ks.1 14218 frizzled (Orosophila} honmtog 6 
Hs.151738 matrix metaQopttilBinase 9 (gtilafinaseB 
Hs.1915gi Homosapiens HSPC324 mRNA. partialcds 
Hs.10760 asporin(UWclas$1) 
Hs.38772 RAB36, member RAS oncogene family 
Hs.177043 ESTs 

Hs.172684 vesldfr-assodated membrane protein 8 (e 
hypolhefical protein FU11767 
complement component 2 
Target Exon 

receptor (calcitontn) acSvily modlQftng 
Hs.343d74 proline oxidase homolog 
Hs.92254 8ynaptoiagmin4ike2 
Hs.19718 prateln tyrosine phosphatase, receptor t 
Hs.286390 hypoiheUcal protein FU22795 
Hs.102761 Human gtucocortiootd receptor alpha mRNA 
Hs.10362 Homo sapiens cDIIA:FU209441is, done A 
Hs.1 15537 putative dipeptklase 
Hs.143345 ESTs 

HsJ24040 potassium channel, subfamily K. member 3 
Hs.293055 ESTs 

transporter 2. ATP-blndIng cassette, sub 
gb:yb99a1Z8l Strategene lung (937210) H 
HS.19136B ESTs 

Hs^18893 ESTs, Weakly sirnBar to A47562 frceB gr 
Hs.87497 butymphilin, subfamily 3. member A2 
Hs.112278 arresHn. betel 

eukaryotic Irsnslalion initiation factor 
Hs.2441 KIAA0022 gene product 
Hs.21103 Homosapiens mRNA; cONA DKFZp564B076 (fir 
Hs.301746 RAP2A,meniberof RAS oncogene tamily 
Hs.48353 ESTs 

Hs.1 24776 downstream of cadherin 6 (by 3.3kb} 
Hs.271628 ESTs 

Ks.270737 tumor necrosis factor (ligand) superfami 
transporter 1 , ATP-blnding cassette, sub 
complement component 5 receptor 1 (C5a I 
rwjcSear receptor subfamily 1, group 1. m 
small indudlke cytokkie subfarnlly A (Cy 
Homo sapiens. Simnar to RIKEN cDNA5830 
Hs.135104 ESTs 

Hs.5039 neuropathy target esterase 
Hs.2841 81 hypothetical protein OKFZp434P0S31 
Hs.277101 cytochrome coxkfasesubunitlVisofbmi 
Hs.64016 protein S(dpha) 
Hs.68877 cytochrome b-245. eSpha polypeptkle 
Hs.334873 ESTs. Weakly sn^ to AtaJ8.Hlil^ ALUS 
X80700 Hs.93728 pre-BK^O teukemb transcfiplion factor 
D50402 Ks.182611 solute carrier f^ 11 (pratoiKOupled 
N51517 Hs.47282 ESTs 
AF106941 Hs.16142 arresiin. beta 2 
AW373564 Hs.2S1928 BANP homolog. SMAR1 homotog 
AJ271684 Hs.1 26355 (^<ype (cdteium dependent carbohydrate- 
AW138797 Hs.132906 19A24prot^ 
AA290712 Hs.82407 CXC chemoMne Qgand 16 
895990 Hs.181244 m^or histocompalibiiay complex, dass 
AAB04898 Hs.82$47 reiinaic add receptor responder(lazaro 



AW361666 
AI738616 

AW291023 
BE144152 
AF081675 
N20617 
AW961597 
AW880630 
X17033 
NM_002204 
AW804157 
AF026942 
AW410377 
AW664964 
NNt014859 
BE620794 
NM.001621 
U70867 
AW276914 
N48902 
AW015318 
AA806538 
AI341423 
AA9130S9 
H12235 
AF072873 
J05070 
AF161442 
AK000136 
NM_004914 
AI379921 
N41720 
BE1B1412 
M26301 

A1904740 
W76467 
AI928445 
U73727 
AI922189 
U25029 
BE563152 
AW007280 
N64458 
AI807671 
AW972642 
X87344 
T63141 
N58722 
AW408158 
U97502 
AW090386 
AA376654 
BE2422S6 
AW772298 
W32474 
AI9&4028 
AL049227 
K58721 
AF186114 
X57522 
M52505 
W05391 
T97490 
AA587773 
A1380792 
AJ004832 
AL353957 
W07475 
M36S64 
AA151647 



Hs.23245 
Hs.2253 



Hs.25691 



Ks.2161 

Hs.50002 
H$.8859 



1.75 
1.75 
1.75 
1.74 
1.74 

1.74 

1.74 

1.74 

1.73 

1.73 

1.73 

1.72 

1.72 

1.72 

1.71 

1.71 

1.71 

1.71 

1.71 

1.71 

1,71 

1.70 

1.70 

1.70 

1.69 

1.69 

1.68 

1.68 

1.68 

1.68 

1.68 

1.68 

1.68 

1.68 

1.67 

1.67 

1.67 

1.67 

1.66 

1.66 

1.66 

1.66 

1.66 

165 

1,65 

1.65 

1.64 

1,64 

1.64 

1,64 

1.64 

1.63 

1.63 

1.62 

1.62 

1.62 

1.62 

1.62 

1.62 

1.62 

1.62 

1.62 

1.62 

1.61 

1.61 

1.61 

1.60 

1.60 

1.60 

1X0 

1.59 

1.59 

159 

1.59 

1.59 

158 

1.56 

1.58 

1.57 

157 

1.57 

1.57 

1.57 



1.66 

1.54 

3.20 

2.67 

2.52 

2.15 

1,51 

1.63 

ZSf 

1.87 

2.21 

2.37 

Z16. 

1.52 

155 

157 

2.21 

146 

2.49 

157 

156 

1.43 

154 

ZM 

Z54 

Z07 

154 

Z2g 

2.24 

144 

2.03 

4.21 

Z28 

Z76 

Z40 

176 

Z32 

3.03 

151 

2.01 

Z05 

Z20 

2,11 

ZU 

Z11 

Z04 

Z64 

Z43 

Z02 

Z53 

Z01 

Z17 

Z04 

Z05 

1.39 

157 

1.44 

Z53 

138 

1.39 

Z67 

Z45 

161 

1.45 

1.52 

Z40 

Z15 

Z60 

Z57 

3l30 

142 

Z02 

Z52 

Z04 

198 

Z29 

Z09 

ZIO 

175 

Z05 

Z71 

Z24 

1.43 
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406825 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



423329 
424909 
431921 
437400 
426274 
415078 
417929 
401854 
406850 
433815 
431130 
453870 
414753 
428281 
412870 
407601 
432894 
457941 
442743 
419542 
433124 
422487 
429610 
417433 
429109 
409361 
427872 
449853 
431369 
415149 
447217 
427585 
445672 
432210 



452518 

419577 
439620 
423804 



AI982529 Hs.84298 CD74 antigen (invariant polypeptide of m 
AA505445 Hs.300697 hmwnoglobulin heavy constant gamma 3 (G 
AF054910 Hs.1271 1 1 teklin 2 (testoitar) 
S78187 Hs.153752 cell division cyde 25B 
N46466 Hs^79 ESTs 
AB011542 Hs.5599 EGF-lllceKlomain. multiple 5 
D38122 Hs.2007 tumor necfoas factor (figand) superfami 
AA31 1223 Hs,283091 found In inflammatofy zone 3 
R27219 Hs.74647 Human T-cell receptor active alphadiain 
Target Exon 

At624300 Hs.172g26 c6nagen.^el. alpha 1 
A!696602 Hs.1 12757 ESTs 

NII/L006103 Hs.2719 HE4; epididymis-spedfic. wtwy-aadic pr 
AW385001 Hs.8042 Homo sapiens cDNA:aJ23173 lis, done L 
U97278 Hs.77266 quiBSdnQS 
AA1945M Hs.183434 ATPase,H transporting, iysosomal (vacuo 
N22788 Hs.82407 CXC dwrnoWne ligand 1 6 
AC002300 Hs.37129 sodium diamiel. nonvotega^atfid 1, beta 
AW157668 Hs,279772 brrin specific protein 
AI004525 Hs,14587 ESTs, Wealdy similar to AF151859 1 CGI-1 
AiaOlffil HS502110 eSTs.VteaWysImilartDMUC2_HUMANMUClN 
AA356037 Hs.9091 1 sdute earner famiy 16 (monocaiboxyfic 
U51712 Hs,13775 hypotlietfcal protein SMAP31 
AJ010901 Hs.198267 mudn4.trad«obronchid 
AB024937 Hsil1092 UUNXproleliiiPUJNC (palate lung and nas 
BE270266 Hs32128 5T4 oncofetal troplwblast glycoprotein 
AL008637 Hs.196352 neutropliil cytosolic factor 4 (40kD) 
KM 005982 Hs.54416 sine ociis tmmeotjox (Drosophila) tiomdo 
AA835058 Human DMA sequence from done RP1-261G23 

AF006823 Hs.24040 potassium channel suMamDyK. member 3 
BE184455 Hs^1754 secretoty leukocyte protease Inhibitor ( 
X12451 Hs.78056 cathepsinL 
BE465754 Hs.17778 neurapilin2 ^ ^ ^ ^ . . , . 
D31152 Hs.179729 coBagen. type X. dpha 1 (Schmid melaph 
AI907438 Hs.282862 ESTs 

AI567421 Hs.273330 Homo sapiens, done lMA(^:3544662.mRNA, 
Sl6 EST8.Wtedk!ysimlIartoT4S4jWMANTRANS 
AA280722 Hs.24758 ESTs. Weakly similar to 138022 hypothefi 
L36531 Hs.91296 lntegrin.atpha8 
AAB38727 Hs.124405 ESTs,WeaMysktiilarlDM6010X-Snked 
AW403448 Hs.16725 InterfeRMVsfimJatedtrBnscripfibnfacl 
NM-002406 Hs.151513 mannosyl(alpha-1»-glycoprOteinbela- 
AA233439 Hs.1 84634 hypotheBcal protein FU20005 
AW971070 Hs^91160 ESTs. Weakly s&nilar to ALU1J^UMAN ALUS 
AW402151 Hs.54673 tumor necrosis factor (Rgand) supcrfami 
AW090702 Hs^40615 tubufin alpha 1 
U33635 Hs.90572 PTK7 protein tyrosine Hnasc 7 
Target Exon 

deleted In malignant brain tumors 1 
Hs.133017 ESTs 

Hs.165950 fibroblast growth factor receptor 4 
Hs.166994 FAT tumor suppressor (OrosophOa) homolo 
Hs.26054 novel SH2-contatning t»otein 3 
Hs.51515 Homosapiens mRNA; cONA DKFZp564G112 (fr 
gb:hm30{03j(1 NCLCGAP_Thy4 Homo sapiens 
H5^72567 K1AA12B2 protein 
ESTs 

gb:1L2-BT0731-26040(W)7W:04 BT0731 Homo 
tyrosine kinase with hnmunogtobuHn and 
ns.zi99 secretin receptor 

Hs.176588 ESTs. Weddy similar to CP4Y_HUMAN CYTOC 
AA740964 Hs.62699 ESTs 
AW297985 Hs.295726 tntegrin, alpha V{vtlronecljn receptor 
N77624 Hs.173717 phospteSdic add phosphatase type 28 
AL359590 Hs.162604 hypotheficd protein OKFZp762M188 
Z92546 Hs.131819 Sushi domain (S(3^ repeal) containing 
AW498S58 Hs.343475 cathepsin D (lysosomal aspartyl protease 
M10014 fibrinogen, gamma polypepQde 

Ft1875 HS.S534 Homosapiens cDNA FU12961 fis. done NT 
M90686 H5,73885 HlAGhlstoccmpalibirityanfigen,class 
AW956705 Hs,62604 Homo sapiens, done IMAGE:4299322. mRNA. 
AKD01058 Hs.12680 a disMegrin^ and metaOoprotaase w 
AB018305 HS.S378 spondin 1 , (f-spondin) extracelWbr mat 
AF240467 Hs.179152 tolMke receptor 7 
AI699629 Hs.156781 ESTs 
AW407157 Hs^997 immunogloborm lambda tocus 
AW161450 Hs.109201 CX3M6 prolan 
AU076635 H$.1478 ser&ie (or cysteine} proteinase Inhlbito 
X59812 HS.B2568 cytodvome P450, subfantily XXVIIA (stero 
AW37Z721 Hs^1623 ESTs, WsaWy shnSar to unnanred pmtehi 
AA740983 Hsi10792 ESTs. WfeaWysinsIar to AUU8.HUMAN ALUS 
410S98 A1817130 Hs^195 Homosapiens cONAFU13698 fis, done PL 
424247 X14008 Hs.234734 lysozyme (renal amytaidosb) 



428494 
431573 
409524 
406787 
419452 
406422 
421341 
421195 
425998 
426125 
451220 
409238 
411880 
432133 
428833 
455797 
415765 
427732 
449748 
407568 
422573 
427138 
457918 
423696 
416700 
407244 
451109 
405854 
407603 
445417 
436982 
427507 
446967 
436553 
456637 
422129 
417785 
414849 



AJ243212 

6E464560 

AU076629 

XB7241 

AF124251 

AL049990 

AW872477 

AB033088 

AI928355 

BE091833 

NM_005424 

NM.002960 



HS.7B824 
Hs.2199 



1^ 
1.56 
1^ 
1^ 
1^ 

1^ 

153 

1.53 

1.53 

1.S2 

1.52 

1.52 

1J1 

1.50 

1.50 

liO 

1.50 

1^ 

1.49 

1.49 

1.49 

1.49 

1.49 

1.48 

1.48 

1.48 

1,47 

1.47 

1.47 

1.47 

1.46 

1.46 

1.46 

1.46 

1.46 

1.46 

1.45 

1.45 

1.45 

1.45 

1.44 

1.44 

1.44 

1.43 

1.42 

1,42 

1.41 

1.41 

1.41 

1.41 

1.41 

1.40 

1.40 

1.40 

1.40 

1.40 

1.39 

1.39 

1.38 

1.38 

1.38 

1.38 

1.37 

1.36 

1.36 

1,36 

1,36 

1,35 

1.35 

1.34 

1.34 

1,34 

1.34 

1.34 

1.34 

1.33 

1.33 

1.32 

1.32 

1.32 

1.32 

U1 



2.37 
1.61 
2.51 
2.00 
3.04 
1.44 

ao4 

2.61 

Z18 

Z08 

1.52 

2.57 

1.36. 

1.43 

107 

1.46 

2.83 

Z04 

2.25 

Z22 

2.09 

Z40 

1.39 

1.39 

1.76 

1.41 

1.44 

1.31 

250 

Z21 

1.50 

1.84 

1.40 

216 

201 

210 

1,60 

1.40 

1.40 

1.57 

210 

200 

1.45 

1.40 

201 

1.86 

1.95 

202 

1.47 

242 

205 

1.34 

210 

3.64 

3.24 

278 

202 

1.55 

209 

244 

1.85 

3.13 

1.38 

1.12 

201 

254 

204 

1.29 

1,34 

247 

1.66 

1.92 

1.86 

211 

a75 

218 

1.78 

1.95 

205 

208 

206 

208 

1.29 
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429500 X7BS65 Hs289114 liexabraMon(lBn8SdnacylotBCtbi) 1^ 125 

413474 T86312 Hs3344a5 Homo sapiens cONAFU14438fis. done HE 1^ 1.92 

40S659 AA683985 Hs.277477 m^hlstDOonipdEiUay comply 1.30 122 

451049 AA013353 gtae28h104l Soarasre8naN2b4KRHomo 1^ 2.12 

S 438494 M720997 Hs.128295 ESTs 1.29 Z30 

438374 AA321686 Hs.6tS3 hypotheDcal protein RJ 14590 1.28 2.34 

417801 AM17383 Hs.82S82 integrin. b8t»«le 1 (with ECSF^ rep 1^ 2.39 

425883 AL1377a8 Hs.16t031 Honv) sapiens n)RNA:cONAOKFZp434KD322(r 1JS 1.89 

. 428458 AA428820 Hs.251399 nsurogranlnipralein kinase Csubstrafes. 1^ 2.00 

10 443180 R1587S HS.258S76 daudln 12 1^ 1^ 

421764 AI68153S H1148135 serinaAhreonineldnaseSS 1.26 2.01 

414217 AI309298 H5.279898 Homo sapiens cONA:FU23165fis. done L 1.26 1.21 

433283 BE041135 H5.175622 ESTs 1.24 3.05 . 

426759 AI590401 Hsut1213 ESTs 1.23 1.20 

15 435446 AW016809 Hs.119021 ESTs 1.23 1.20 

421467 AA2915g0 Hs.97252 ESTs 1.22 1.54 

431353 AA828032 ESTs 1.22 3.00 

427403 AA402107 Hs.257146 ESTs, Moderately similar to 138022 hypol 1.22 1.91 

453037 AA045175 Hs.17914 ESTs 1.22 2.40 

20 437608 AA761605 Hs.2g2308 ESTs. Weakly similar to ALU1_HUMAN ALU S 1.22 2.26 

439941 A(392640 Hs.18272 amino acid transporter system A1 1.22 1.22 

451385 AA017656 gbze39h01.r1 Soaresre6naN2b4HRHon» 1.21 1.49 

400496 ENSP00000224716*:GTP-l)inding protein SAR 1.20 1.25 

409432 D49372 Hs.54460 small indudtile cytokine suljfamily A {Cy 1.20 1.44 

25 407239 AA076350 Hs.67846 leukocyte lmmunoglot)univ{Ike receptor, 1.19 2.06 

426488 8E178285 Hs.170056 Homo sapiens mRNA; cDNA DKFZp586B0220 (r 1.18 2.02 

445033 AV652402 Hs.72901 cycDtHlependentldnase inhibitor 2B (pi 1.17 1.14 

439866 AA280717 Hs.6727 Ras-GTPase activating protein SH3 domain 1.14 1.16 

440555 D31292 Hs.6853 tiypotheOcal protein FU22167 1.14 Z19 

30 446006 NM.004403 Hs.13530 deafness, autosomal don^t 5 1.13 1.12 

432203 AA305746 Hs.49 macrophage scavenger receptor 1 1.12 Z43 

432798 AA565309 Hs.194015 ESTs 1.10 2.23 

411274 NIUL002776 Hs.69423 IcaPilcrein 10 1.10 1.09 

438856 N40027 Hs.7473 ESTs 1.09 1.52 

35 421552 AF026692 Hs.105700 secreted teled-related protein 4 1.09 1.07 

448253 H25899 Hs.201591 ESTs 1.08 ZIO 

409718 D88640 HS.5604S sn: Iv^motogy tliree (SH3) and cysteine ri 1.08 2.08 

409798 AA248587 Hs.30237 EST8.W^s*BiiilartoAUJB_HUMANIUl 1.06 1.58 

449321 AA001150 Hs.132937 ESTs 1.06 2.06 

40 418693 A175087e Hs.87409 thromliospondln 1 1.06 1.02 

402333 Target Exon 1.03 1.03 

421814 L12350 Hs.108623 ttvombospondin 2 1.02 1.02 

425664 AJ008276 H8.159003 transient receptor potenGaSdiannd 6 1.00 2.36 

458158 AW296778 Hs.144734 Human DNA sequence from done RP3.416F21 1.00 2.73 

45 406517 ne](ciik:l(enKike2 1.00 2.07 

442526 AW277221 ESTs 1.00 Z21 

446164 AW273539 trypotlietical protein FU23577 1.00 2.52 

449122 A1531310 Hs.196955 ESTs 1.00 2.23 

438038 AI732529 ESTs. Weakfy^ar to TA2R HUMAN. BETA 1.00 2.04 

50 429420 AK001679 Hs.202289 hypothetical protein DKFZp434P1 735 1.00 Z02 

453872 U73531 Hs.34526 G protei^coupJed receptor 1.00 Z57 

438187 AK000998 Hs.297221 Homo sapiens cDNAFU10136fis. done HE 1.00 Z64 

438909 AF085839 gteHomo sapiens funiengh insert cDNA 1.00 2.23 

423609 AA328348 Hs.218289 ESTs 1.00 Z19 

55 419261 X07876 Hs.89791 winglesMypeMMTVinbgraltonsitoM 1.00 2.28 

436284 AA708016 Hs.190389 ESTs 1.00 Z22 

440932 AI801609 HS.1B2080 ESTs 1.00 1.66 

403420 Target Exon 1.00 1,86 

431169 AW971240 gb:EST383329 MAGE resequences. MAGL Homo 1.00 102 

60 425916 NiyL006786. Hs.162200 urotens!n2 1 00 2.11 

419721 NM_001650 aquaporin4 1.00 2.26 

421761 AL120297 Hs.108043 Friend teukeroia vinis Inlegraiton 1 . 1.00 1.88 

425781 AF001622 Hs.1S9S23 dass^ MH&restrictedToellassodalad 1.00 1.96 

415094 D59513 Hs.33077B ESTs 1.00 Z32 

65 434088 AFII^ H9.249270 Ivpotheticai protein PR01966 1.00 Z26 

420727 H75701 Hs.99886 a]mplementGomponent4^Ming protein, 1.00 1.84 

430049 AW277085 Hs.99819 ESTs 1.00 1.87 

446868 AV660737 ESTs 1.00 1,79 

418786 AI796317 Hs,203594 Homo sapiens uncharacteiired gastric pro 1.00 1.44 

70 436391 AJ227B92 Hs.148274 ESTs 1.00 1.30 

4130S9 BE151498 gl):RCO.HT029S-29119»»1-E11 HT0296Homo 1.00 1.42 

427739 AW196755 Hs.98105 l^0^P14 protein 1.00 241 

452788 AW294571 Hs.138040 ESTs 100 2.23 

75 TABLE 32B: 

Pkey: Unique Eos prot)eset identifier number 

CAT nmber. Gene duster number 

Q Accession: Genbank aocesston numbers 
oU 

Pkey CATNuniber Accession 
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10 



15 



20 



25 



30 



421798 3042.4 
400269 2726.1 



432222 539529J 
432810 101919.1 



418259 133853.1 



429228 215430.1 



N90716 



B6207209BE166299AI20499SBG19935SAW969908AA5287S6AW440776B1(M4354 „r„«o«^ aa«>hc4 



50 



55 



4S9702 
422667 

456034 
430709 
450726 
442048 



440028 
437866 



539529J 
224778.1 

685586.1 
1234627J 
655520^1 
750422^1 
0_0 

598730_1 
34267J 





458332 


1139885.1 




407192 


2200202.1 




4<9328 


3030726.1 


35 


432340 


1619980.1 


434194 


62680.1 




436198 


28727.1 




440248 


261690BJ 




442006 


1239046.1 


40 


438177 


9337J2 


435154 


126605.1 




423387 


261^;! 


45 


443547 


1370B9J 



444314 
443951 

432639 
438698 
413638 
435772 
448782 



S55BM009591>«479W5AI025mAI017967AA4«Z70BE«6812AA^ 

AW969605 A1553633 

BG207209 BE166299 A!204995 BG199355 AW9689ra AMffl7a AW440^ 



1027984J 
MH1768.18 

1237887.1 
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431300 


1529181.1 


65 
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5824.2 




452194 


S0339.1 


70 


446354 


831448.1 




406687 


0.0 




411605 


10026.3 


75 


428713 


21322.7 




414221 


685586.1 




414991 


17851 36 J 




447197 


2176805J 


80 


430915 


197844.1 


424450 


1674.1 




409031 


9531.1 
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aa026061 w52662 w15352 w79670 w95384 t94283 aa002155 r82052 be825493 be825520 
avSw^aKs^mo^ 

H71252BE154642BE154668 

iKloA^oaSmireiSee W767991 ABOaMI AA724059 AI695284 A1245095T63971 Z«I627 BE166681 BG570OT1 BFK1915 
SJ^B^SJSswKSySwfi 8131 H40993R«277AI3S2281 BG540263 BGS38901 M95226AI356752 

BI493198 AA169355 BI493197 AI2830S1 BF438642 AAa09052 AI833263 
AW971218AM93942AA166963 
BE159863 AA502346 AU186097 R86267 H71358 



^I2M6/S927^AWS90850AW195543A1675823W^^ 



A\WM700AI912946 N73548 AIOB^ 

AI709339 

AI701583AI291038AW4496S0 

^l92H10532N46614 R52610AW977696BM4604B8W56819BI042183BG97749aBE767451BF8 
Sb Biraa^ BFW269 AM29173 BE741 829 AW8^^ 

AaSs AA^^^W450979 AA984358 AA809054 AW238038 AA492073 BE168945 

D78831 C17898 D78863 
R36075 R36167AI36654B 

BG425750 BF997600 N48S16 W73454 BF816344 BF997601 AA488953 

gKSSAS*SBSJ^XAW393132/««B468SBF112058AW 

SK/S^mMW18SBS0BG498878BFI5aM0BIS98271^^ 

Bra5a08/^O7A»ra««Bni87392B 
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AA4634fl3 AI676131 AI167170 AA836627 AM43828 AW592922 AA235129 AA730278 AW439062 AW474332 BI043239 AW474342 B6708553 
AW362423 BF09002B BE827256 R16550 R39478 R39479 R94368 BG540916 BM314745 AA251087 D54231 055274 BF085805 D31589 AW956405 
AW994425 D81879 BE093545 AW901 107 AA383529 B1021 552 R56420 N39976 AA573281 H82595 AA234%5 BE093539 AW367006 BF35B697 
BF366318 AA663856 BE702099 BF035969 AI267384 A1267232 BE348320 AA621574 AA861212 BF083343 BF083341 AV745131 053074 
5 AW954476 AW954472 AA376836 AV724531 D53063 C1492B AA093287 AA082638 BG4835SB BE940050 AA76S954 T70171 BE938775 B£9400S7 

DS3502 AW3733Q0 AL118798 BM128728AA1 93411 AW444709 AW9524S5 AI887612 BF431948 BI4S6876 AI264159 8M128481 AI624657 
AI689301A)9G3467AA8616B5AA251595AA625761AA872a90AIB267g0AA32B36SBE827416R75951D5691BR681^ 
A1184164 AA164411 B)495332 BE858113At853860K00660 T6S849 AW780389 a4667 6^99581018652 R92801 AA164410H00752 
AW373305 AW373299 AW373302 
10 418304 1093209 1 6E883520B!0S7842AA21S7O2AA215703AA3680066E006876BE066555 

449677 79505.1 AA002232T99209AA002071 

437838 2512601J A1306202A1307229AA769348 

429421 117617 1 AW34 1 668 AI201 382 AW104364AA648367AA897804AWg77914AAB1 1957 A13S2198AL040820 
410730 114639~1 B6427950AA826016 AI903441 6G939868AW9791S4AA640872BG547134AM57091 AW368B60W88852R94779AA088823 
15 427876 1373914J AI494291 AI582807AA417018 AA608841 

434987 121985J AWg75114AI096634 AI767001 AA658384AW517542 
442369 2691713.1 AA993566 AI521956 AI56S071 AI864217 

408873 105337 1 AL04&017AW504804AAS32433AI634701 AI126421 AW151275AA6207S2AA933047AI82B223AI824555AI62448^ 

AI672288 AA342944 AV748076 AV747588 AA058597 H55073 WB7367 R71630 H84499 AI866297 D25918 AV746788 N78995 H63752 H82985 

20 R46600BE786692 R71128AA608909R29728BG534018 

4002n 170 1 Y00281 NlyL0029SO BC010839 6C007995 BG67S232 BM4685S2 AL555484 BG631516 BF035300 BG677277 BF852972 BE314901 BFB50656 

A1371816 AA292474 AA375747 AA308414 BM454544 B1333370 BM049921 BI451428 BI465007 B1223401 BE856245 AW821164 BF914775 
BF914761 AU125835 B122257B 61091137 BF340538 B^M62798 B1224452 BG707915 AL569160 AA443815 AW572887 AW363410 BF739268 
BG010283 BI013120 BF81B845 BF763468 AA305165 AIB30370 AA039826 R24906 H02046 T96891 BF9B1330 AW935510 AA478169 H04587 
25 BG166574BI869342BE562482BE539637AA1650B9AI579118AL553699BE044054AW117440AI520674BF435417AW245648^^^^ 

T29534AU153459AU152168AW591591AU14691BA1393187AA478013AU148143A1224471 A1640728AI871537AW264752 N93787AI189357 
AV756134 AI471659 AU147466 AA779206 AU149419 AU149104 AU1591 35 AA312221 AW4451 19 AWD21912 AI799771 F04407 AI285530 
AI914643 AW068751 AA513325 AA164627 AA539285 AA569544 T96892 AI923594 BF4391 80 BI77G936 BF03243B AU154884 AA682793 
AVro72992AU158815AI884444AL048031 AU158922AU152546A1695187AL048033AI2456SOAU148507AW467451 BE536868BF9 13001 
3 0 BF062707 AL573082 AW057993 AA523354 BE886727 AI890705 AU159092 AI982693 A1817553 AA236729 AI687858 BG163767 AI524675 

AI678155 AA127100 AI762661 AU1 59718 AI469720 AA483627 AW131695 R26868 A)199885 AW875614 AW938694 AWS78974 BI763988 
86819168 BE874767 BG978292 BE162948 AL555483 AW189719 T55783 AI018819 A1476552 BI492837 AI824440 BG996262 AA932B87 AI380726 
R79S30 AA6221 08 AI262575 T56782 R27437 6E7841S3 AW1 29549 AI675567 AI866759 86987935 
432212 629625 1 AWg72351 AW182936AI47837OAAS283098G997292AW137742AI632006AA775020AAg61625VV88628BF112014AI2^ 
35 421057 265008"l BE222349AA830545BF224127H99398 N81017N81016AI525205T58283 

449444 2735 1 U59185 NM 004698 AV734324 AI245349 AA369517 H88760 079128 AA970406 H01059 H88761 H03445 BG620383 AU135008 AU136895 

AU158158 AU155762 R73608 R65751 R23756 N74630 AW078687 BE439761 BE786351 R68994 BE785B67 AW297502 AW297553 BG431545 
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444083 



417086 



10 



15 



440638 
458194 
421481 
430650 
400328 
451876 
450708 



10908.12 
1239880J 
1154.2 



409208 10117^ 



371165_1 
506272,1 
1M91BJ 
296806.1 

232B579J 
12745.1 



20 452203 2630.1 



B1836699AI123195 

BG009SOO AI376551 AA897445 T87714 
BE1441S2 AM87799 BF916866 AA9379S2 

T63141 A1B21021 BFSJWSa BRTOICT BFOT0060 T6a^ xntm AA011287 M1 15112 A1306385 AW571707 BF433I109 

AK055196 AW)52031 «ra<5« AIWM^^ H10833 BG0121I00 R13ei7 

A1674165A1686172Vra4WR87170H118^^ 



25 



30 


438069 


22448j4 




427872 


4983.5 


35 


458208 


45807.4 


421341 


1407_1 


40 


411880 


1139083.1 


426833 


317753.1 


455797 


1511159.1 




407244 






451049 


83923.1 


45 


431353 


1241126.1 


451385 


85022.1 




442526 


450370.1 




446164 


41&48J 




438038 


2523501.1 


50 


438909 


4045.1 


431169 


1235760.1 


419721 


40816.1 



55 



60 



65 



446868 
4130S9 
TABIE32C: 



SoISb^M 

AA694436 R2052O AA41ff795 BG460307 B1560147 

n.«,oncn ^ AI814590 AI923531 



BF513992A1720725 

AU100513BG95556S 

BE088101 T05990 AW872477 
A1928355 AI709178 AA436447 AI431274 BF946000 
BE091833 BE091874BE091871 

W92422AA013353 

AW977507AA503803AA767137AA828032AA828033 
AA019761 AA017656 AA017374 
AF150283 AW182000 AW277221 AV735848 
AK026817 A1559708 AW273539 AW892985 
A1732629 AI732831 AA776249 



15525J 
1488711.1 



AL157565AW21762AW95312A^4171BF^^^^^^ 
AI191256 R44763 R19947 BF571346 W86257 



Ptey: 
Ret 

Strand: 
NLposWon: 



70 


Ptey 


Ref 


Strand 


400880 


9931121 


Plus 




402474 


7547175 


Minus 




406387 


9256180 


Rus 




404277 


1834458 


Minus 


75 


402674 


8077108 


Minus 


404240 


5002624 


Minus 




405102 


8076881 


Minus 




406122 


9144087 


Minus 


80 


400750 


8119067 


Pfeis 


404394 


3135305 


Minus 


403421 


9665041 


Minus 




403903 


7710671 


Minus 




4048S4 


7143420 


Plus 



h^duDirosomea? Dunham, el at (1999) M!a402:4a&495. 
Imficates ONA strand Ihiffl wHch exons were |Ke^^ 
Indicates 

nudecto posHions of predfcted ewjfB. 
NLposition 

29235-29336.36363-36580 
53526-53828.5575&55920.5753OOT57 
11 6229-1 16371.1 17512-117651 
91665.91946 
39290-39502 

116132-116407,116653-116922 
120922-121296 
30940-31388 

198991-199168.199316.199548 
37121-37a05.37491-3n62.41063-41140,4132 
126609-126773.139986.140205 
101165-102597 
14260-14537 
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401854 


7770538 


Ptus 


151483-151637.1S19O2-1S200a.1S2146>1S231 


406422 


92S6411 


Phis 


163003-163311 


400496 


9743564 


Plus 


41515^1695 


402333 


8844110 


Minus 


165693-165856 


406517 


7711431 


Ptus 


7151-7402 


403420 


9664969 


Rus 


159835-159938 



10 TABLE 33A: About 800 genes upregulated in lung fibrosis relative to Ronna! lung 

Pkey: Unique Eos probeset tdenURer number 
ExAccn: Exernplar Accession number, Genbanlc axesskm number 
UnigenelD: Unigene number 
15 Unigene TIDk Unpens gene title 

R1: gothpereentileollungfibroslsAlsdividedbygottipem 



Pkey ExAccn UrigenelD Unigene Title R1 

20 406964 M21305 FGENES pfedidad novel secreted protein 16.10 

431089 68)41395 ESTs. Weakly slmOarb unknown protein 12^ 

421110 AJ250717 H5.1355 cathepsinE 11.86 

428330 122524 Hs.2255 matrix metaOoprolelnase 7 (mabitysln. 11.62 

431958 X63629 Hs.2877 cadherin 3. type 1, P^^Iherin (placenta 9.90 

25 444381 BE387335 Hs.283713 hypolh88cai pmldn BC014245 a58 

406850 A1624300 Hs.172928 ccilagen, type I, alptia 1 8.26 

429500 X78565 Hs.269114 hexabrachlon (lenasdn C, cytotactin) 8.24 

422487 AJ010901 Hs.198267 mudn 4. tracheobronchial 7.72 

408380 AF123050 Hs.44532 dlublqultin 7.24 

30 432306 Y18207 Hs.303090 piotein phosphatase 1,regulalOfy(intiib 7.15 

456034 AW450979 gb:Ul-H-BI3-ala«12Ml.s1 NCLCGAP.Su 7.12 

453355 AW295374 Hs.31412 myopodin 6.96 

408562 AI436323 Hs.31141 rounds (axon guUance receptor, Dros 6.88 

421552 AF026692 Hs.105700 secreted frtzzled-cetated protein 4 6.83 

35 426125 X87241 Hs.166994 FAT tumor suppressor (Drosophfla) homolo 6.72 

407192 AA6092W gb:af12e02.s1 Soare5_testisJ<HT Homo sap 6.72 

438089 VV05391 nuclear receptor sut^lyl, group I. m 6.62 

449523 NMLOCOSTS Hs.54443 chemddne(&C motif} receptor 5 6.56 

421952 AA3009Q0 Hs.98B49 dynein light chain 2B(DNLCB) 6.46 

40 417433 BE270266 Hs.82128 5T4 oncofetal trophoblast glycoprotdn &32 

439195 H89360 gb:yw28d08.s1 Morton Fetal Oochtea Homo 6.29 

444301 AK000136 Hs.10760 asporfn(U^Rclass 1) a2B 

414061 NM_000699 Hs.335493 amylase, alpha 2A: pancreaHc 6.13 

423057 AW9615g7 Hs.130816 ESTs, Moderately slmiiar to 138022 Ivpol 6.11 

45 430702 U56979 H5.278568 H factor 1 (complemBng 6.10 

424878 H57111 Hs22t132 ESTs 6.00 

417676 U90916 Hs.82845 Homo sapiens cONA: FU21930 lis, done H 6.00 

414217 Ai309298 Hs.27g898 Homo sapiens cDNA:FU23165 (is. done L 5.94 

408*91 A1088063 Hs.7B82 ESTs 554 

50 419407 AW410377 Hs.41502 hypothetical protein FLJ21276 8.62 

432222 AI204995 gb:an03c03j(1 Stratagenesdiizo brain SI 5.92 

407857 AI928445 Hs.92254 synaptotagmin^ 2 5.90 

433230 AW136134 Hs.220277 ESTs 5.86 

412719 AW016810 Hs.B16 ESTs 6.86 

55 407788 6E514982 Ks.38991 S100caldunvbindingprotebA2 S.82 

426759 AI590401 Hs.21213 . ESTs 5.72 

416007 M13509 H5.83169 matrix metanoprotelnase 1 (intnstitial 5.72 

421814 L12350 Hs.108623 (hrombospondin 2 5.71 

430887 N66801 Hs.260287 KIAA1841 protein 5.70 

60 453870 AW385001 Hs.8042 Homo sapiens cDNA:FLJ23173 lis, dona L 5.62 

436954 AA740151 HS.13042S ESTs 5i8 

411573 AB029000 Hs.70823 KiAA1077 proteh 5.55 

432441 AW292425 Hs.163484 tntronof hepatocytenudearfactor-Sal 51.38 

410606 AW41B779 Hs.114889 ESTs Si38 
65 410800 BE280421 Hs.94499 ESTa 5.32 
413195 AA127382 Hs.22404 protease, serine. 12 (neunAypsta.moto 5.28 
406687 M31126 matrix metaDoproteinase 11 (stromelysin 5.26 

417733 A1.046678 Hs.82503 H.sapiensmRNA for 3'Um Of unknown prol &22 
412622 AW664708 Hs,171959 ESTs 5.22 
70 439941 Ai392640 Hs.16272 aniho add transportar system A1 5.18 
440675 AW005054 Hs779788 ESTs.WleaktysimllartDK0C1_HUMANCALa 5.15 
430299 W28873 Hs.106747 serine carboxypeptidaselprecuTSorpfOl S.13 
425177 AF127577 Hs.155017 nudear receptor intarading protein 1 5.12 
444314 AI140497 gb:ow76b09.s1 SoaresJetaUver^pIeeiu 5.11 

75 444527 NM_005408 Hs.11383 smaQIndudble cytokine subfamily A (Cy 5X)4 
452239 AW379378 protein tyrosine phosphatase, receptor t 4.97 

453874 AW591783 HS.3S131 cdiagen. type XIV. alpha 1 (undulin) 4.96 
443884 N20617 Hs.194397 tepfln feceptor 4.94 
444040 AF204231 H5.1829a2 gdg!^67 4.94 
80 428281 AA194554 Hs.183434 ATPase. H transporting, lysosomal (vacuo 4.93 
440687 AL080222 Hs.7358 hypothetical proidoFU13110 4.92 
420000 AB036063 H$.94262 pSS-Wudbie rib onudeoflderedudases 4.92 
432435 eE218886 Hs.282070 ESTs 4.92 
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433586 T85301 

424917 AI636208 

424408 A]754813 

418113 AI272141 

451109 F11875 



422573 AW2979B5 Hs^5726 integrin. alpha V (vitronectin receptw 
430665 BE350122 Hs.157367 ESTs, WaaWysimflarta 178885 senneAh 
446006 NML004403 Hs.13530 deafness, autosa^^^ 
415992 C05837 Hs.l458Q7 hypotheticdpcotehFU13S93 
430027 AB023197 Hs.227743 KIAA0980 protein 
408393 AW015318 Hs.23165 ESTs 
449509 AA001615 Hs.84S61 ESTs ^ _ . „ 
416205 AW206248 Hs.111092 ^fpoiheliirfproteii^^ 
412828 AL133396 Hs.74621 prion proWn(p27-30)(CreutrrekWakob 
433226 AW503733 H3.9414 K1AA1 488 protein 
444745 AF117754 Hs.11861 thyroid hornnnereceptor-asodatedprol 
442994 AK)26718 Hs.16954 ESTs 

430580 AAB06105 Hs.300687 iminunoglobulln heavy consteirt gamma 3(G 
409361 NM_005982 Hs.54416 slneocuIIshomeobox(OfOSopWIa)homoio 
418005 A1186220 Hs.83164 collagen, type XV, alpha 1 

gb:yd76d06.s1 Scares feta) liver spleen 
Hs.96901 hypothellca! protein FU23049 
Hs.146428 colagen.!ypeV,ailpha1 
, Hs,83484 SRY (sex detenrtrilng region Y)*ox 4 

Hs.5534 Homo sapiens cDNAFU12961fis. done NT 

460086 AW015343 Hs^33301 ESTs 
422163 AF02720B Hs.112360 prominin(mouseHite 1 
442652 A10Q5163 Hs.201378 ESTs. VteaWy similar toTI 2545 hypoBjeO 
410258 AA316181 Hs.61535 six iransmen*rane epithelial anOgen of 
418259 AA215404 ESJi 

426716 Nl\/L006379 Hs.171921 aema domain, imniunodlobulindorarfn(lfl), 

^7112 AA^OaOl Hs.51615 IIts. WeaWysimnaftoAU)7.HUI«ANAUJS 
436100 AA704806 Hs.143842 ESTs, Weakly similar to 2004399Adiromos 
ESTs 

Hs.135524 ESTs . ^ 

Hs 79067 MAD {mothera against decapentaplegic. Dr 
Ks.120969 HomosaplenscDNAFU115S2fe,cloneHE 
H&.164225 ESTs 
4U7BWI Hs.26e957 hypothetical pTOlehiFU14281 

431393 AW971493 Hs.134269 ESTs. Highly slnflartacytoWnereceirto 
452518 AA280722 Hs^4758 ESTs. Wealdy similar to I380ghypojheti 
431843 AM16420 ESTs. Weakly similar to 138022 hypotheO 

436865 AW880358 Hs.339808 hypothetical protein FU101 20 
452561 AI692181 Hs.49169 f<IAA1634 protein 

Hs.3:S335 Homo sapiens cDNA:FU23523fis. done L 

gb:op34l05.sl SoatesJiFlJT^GBC^SI Homo s 
Hs.1 19860 ESTs 

Hs.1 63443 intronofperiostin(OSF-2os) 

429697 AW296451 Hs.24605 ESTs . 
439866 AA280717 Hs.6727 Ras-GTPase aclivafing protein SH3 domain 
429688 BE245169 Hs.211610 CUG triplet repeat. RNA-Wnding protein 
414462 BE622743 Hs.301064 arfaptinl 
428698 AA852773 Hs.334838 K1AA1866 protein 
420838 AW118210 Hs.42321 ESTs 

Hs.8360 PTO012 prolan 
Hs.128685 ESTs, WeaWysinuTar to T1 7226 hypolheti 
400076 Coitrol 
431049 AAa46576 Hs.l03267 hypothetical pfOtelnFU22548 similar to 
S H73W6 SS99 H2mosapietSmlWA:cONADlJZp76W^^^^^^ 
4^8 AI1M510 Hs.267912 ESTs. Wealdy similar to AUJ7„HUMAM ALUS 
433339 AF019226 Hs.8038 gGoblastomaoveroxpressed 
412490 AW803564 Hs.288850 Homo sapiens cDNA: FU22S28 lis, done H 
416391 AI878927 Hs.79284 mesoderm spedtic transcript (moiee) han 
421221 AW276914 H8.326714 Homo sapfens done IMAGE:71 3177, mRNAse 
409342 AU077058 Hs.54089 BRCA1 assodaled RING domain 1 
429228 AI553633 ESTs 
426458 D83032 Hs.169984 nudear protein ^ , ^ 
408369 R38438 Hs.l82575 SLC15A2 Solute canter famBy 15 (IWpep 
432476 T94344 Hs526263 ESTs 

434963 AWg74957 Hs.288719 Homo sapiens cDNARJ12142tfe. dona MA 
436446 AW016809 Hs.119021 ESTs 
439555 AI623752 Hs.163603 ESTs 

428179 AI127772 Hs.279696 serom/glucoccrlicoid regulated kinase* 
428411 AW291464 Hs.10338 ESTs 
434936 AI285970 Hs.1B3817 KTs 
413048 M33221 Hs.751B2 mannose receptor, C type 1 
432606 Nf^002104 Hs.3066 granzymeK (serine protease, gran^Sfc 
413859 AW992356 Hs.8364 Homo sapfens pynivate dehydrogenase tana 
4099n AW805510 Hs.97056 hypoOisBcal protein FU21 634 
441297 AW403a84 Hs.77e6 i4iquifln^»niugatlng enzyme E2E 1 (homo 
421229 AI056590 Hs.7086 hypothetical proteh MGC12435 
455844 AI264155 Hs.152981 COP-dtacy!s(lycenilsynlhase(phosphaiida 
423578 AW950454 Hs.222830 ESTs 
445608 N75217 Hs.257846 ESTs 
424238 AA337401 Hs.137635 ESTs 

450747 AI064821 Hs^1853S ESTs. Highly simiter to 1818357AEWS gen 
420674 NM.0(X»55 Hs.1327 butyryWiOnnBsterase 



412652 A1801777 

438899 AF085833 

416179 R19015 

436252 AI539519 

443324 R44013 

407690 R47799 



440273 A1805392 

442048 AA974603 

436120 AI248193 

423575 C18863 



458584 AF217518 
434340 AI193043 
400076 



4.90 

4.90 

4.90 

4.82 

4.78 

4.76 

4.72 

4.72 

4.72 

4.68 

4.68 

4.66 

4.66 

4.66 

4.65 

4.64 

4.64 

4.64 

4.62 

4.62 

4.61 

4.60 

4.59 

4.58 

4.54 

4.54 

4.54 

4.53 

4.52 

4.52 

452 

4.52 

4.S2 

4.51 

4.51 

4.51 

4.50 

4.50 

4.46 

4.46 

4.45 

4.44 

4.44 

4.44 

4.44 

4.43 

4.43 

4.42 

4.42 

4.41 

4.40 

4.40 

4.38 

4.38 

4.36 

4.38 

4.36 

4.34 

4.34 

4.33 

433 

432 

430 

4.30 

429 

4.28 

427 

426 

4.26 

426 

423 

423 

4.22 

4.22 

422 

421 

4.20 

4.20 

4.20 

4.20 

419 

418 
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428227 AA321649 Hs248 smdDinitucible cytokine 8Ubtam9yB^ 4.18 

439593 BE073597 HS.124B63 ESTs 4.17 

442369 AIS65071 ESTs 116 

445885 AI734009 Hs.127699 KIAA1 603 protein 4.16 

S 459702 AI204995 gb:Bn03c03j(1 Strstaseneschizo brain SI 4.16 

452960 AK001335 Hs.31137 protein tyrosine phosphatase, receptor I 4.16 

440703 AL137663 Hs.7378 Homo sapiens mRNA; cDNA OXFZp434G227 ((r 4.15 

407347 AA829847 flb»d40d07.s1 Na.CGAP.GC81 Homosaptans 4.14 

409153 W03754 Hs,50813 hypothetical protein FU20022 4.13 

10 430168 AW968343 Hs.145582 DKFZP434l1735piOt^ 4.12 

451184 T67943 transcription factor 7-61(6 2 (T-ceQsp 4.12 

426174 AAS479S9 Hs.11S638 ESTs 4.12 

431562 AI884334 Hs,11637 ESTs 4.12 

417094 NM_006895 Hs.81182 histairtne rknelhyltfansferase 4.12 

15 425259 Aia)49280 Hs.155397 Homo sapiens mRNA; cONADKFZp564K1 43 (fr 4.12 

449437 AI702038 Hs.1000S7 Homo sapiens cDNA: FU22902 fis. done K 4.12 

425053 AF046024 Hs.154320 ubiquithvadivaiino enzyme E1C(liomolog 4.10 

444020 1^2962 Hs.3S052 ESTs 4.10 

439424 A147B667 Hs.118183 hypoMcal protein FU22833 4.10 

20 416987 D86957 Hs.80712 KIAA0202 protein 4.10 

457121 AI743770 Hs.180513 ESTs. Wealdy similar to K1AA0822 protein AM 

422737 M26939 H5.1 19571 collagen, type III. alpha 1 (Elflars-Dani 4.09 

446619 AU076643 HsJ13 secreted phosphoprotein 1 (osteoponSn. 4.08 

431193 AW749505 Hs.296770 KIAA1719 protein 4.08 

25 452144 AA032197 H5.102558 Homo sapiens, done M6C:5352. mRNA, oomp 4.08 

433308 AA582718 Hs.291650 ESTs 4.08 

445756 AA2g0690 Hs.300776 ESTs 4.08 

431745 AW972448 H&163425 ESTs 4.08 

444610 Af174783 gb:HA2S01 Human felalfivercONA library 4.07 

30 440099 fiXSmsa Hs.6909 DKFZP5646202pntfiill 4.06 

439398 AA284267 Hs.221504 ESTs 4.06 

432731 R31176 Hs.287820 fibronecfini 4.06 

415075 . L27479 H5,77889 Friedreich ataxia res|iongeneX123 4.05 

433626 AF07e859 Hs.86347 hypothetical protein 4.05 

35 428055 AA420564 Hs.t01760 ESTs 4.04 

412584 X&4870 Hs.74085 DNA segment on Chromosome 12 (unk^ue) 24 4.04 

413243 AA769266 H8.193657 ESTs 4.02 

431214 AA294921 Hs.348024 v-ral simian teulcemia viral oncogene horn 402 

453753 BE252983 K5.3S086 ubiquitin spectSc protease 1 4.02 

40 414504 AW069181 Hs.115175 sterHe^pha motif and leudne zipper c 4.02 

434404 AW445034 Hs.256578 ESTs 4.02 

407604 AW191962 cdiagen. type VIH. alpha 2 4.02 

429412 Nh^00823S Hs.2407 POU domain, dass 2. assodating factor 4.02 

436772 AW97S688 metailothioneln IE (hmctional) 4.00 

45 443257 AI334040 Hs.l1614 HSPC065 protein 400 

450187 AA736788 Hs,78521 K1AA1717 protein 3.98 

433913 At694108 Hs.72325 ESTs. Weaidy similar to 138022 hypotheti 3l98 

415060 AJ223810 H8.43213 ESTs. Wealdy similar blEFS.HUMAN TRANS 3.98 

434096 AW662958 Hs.75825 pleiomorphlc adenoma gene^l 198 

50 432374 W68815 Hs.301885 Homo sapiens C0NAFU11346 fis, done PL 3.98 

426818 AA554827 Hs.292996 DKFZp434A0131 protein 198 

440118 AB040893 Hs.6988 KIAA1460protdn 3.98 

413836 W92003 Hs.70614 ESTs 197 

442647 AIJ038436 H3.31388 ESTs 3.95 

55 449188 AW072939 Hs.347187 myotubularin related protein 1 196 

450656 AAD10S39 Hs.16912 ESTs 196 

410817 AI262789 Hs.93659 protein disulfide Isomerase related prot 194 

429784 M89796 Ks30 membrane^panning4Klom3!ns, subfamily A 194 

408483 AA464836 Hs.291079 ESTs, WeaWy similar to T271 73 hypolheti 194 

60 407879 AA045464 HS.6S57 zinc finger protein 161 193 

438146 Z36842 Hs.57548 ESTs 193 

433658 103678 Hs.1 56110 knmunoglobutin kappa constant 193 

429355 AW973253 Hs.292689 ESTs 192 

437210 AA311443 Hs^35e3 Homo sapiens mRNA; cONADKFZp588E2317(f 192 

65 432467 T03667 Hs.239388 Human ONAGequenceftom done RP1-304B14 192 

452416 AA02611S Hs.114777 ESTs 1S2 

413873 AI310151 Hs.173524 ESTs 191 

400196 Eos Control 191 

„^ 437175 AW968078 Hs.87773 protein ldnase.cAMP-dependent.cataiy5 190 

70 453204 R10799 Hs.191990 ESTs 190 

454076 AW204712 Hs.61957 ESTs 190 

431183 NM.006855 Hs.250696 KDaCl^s-AspOi^Jendoplasmlqreflc 190 

437158 AW090198 KIAA1 150 protein 190 

„^ 443970 AI280341 Hs.166571 ESTs 190 

75 441633 AW058S44 Hs.112242 normal mucosa of esophagus spedfici 190 

452281 T93500 Hs.28792 Homo sapiens cONAFU11041iis. done PL 190 

444057 AA316896 Ks.257267 FYVE and codedKxd domain conlalntng 1 189 

411495 AP000693 Hs.70359 lOAAOlBSprotdn 3.88 

438452 AI220911 Hs.288959 hypothetical protein FU20920 188 

80 410297 AA148710 lumican 188 

427698 AW972594 Hs.335499 ESTs 188 

436769 AA748875 ESTs 188 

417819 AI253112 Hs.133540 ESTs 186 
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445800 AA126419 Hs.32944 inositol polyphosphat8*4-phosphatase, ty 

42S838 NM 014071 Hs.159613 nuclear receptor coactivalDrRAP250: per 

422173 BE^5828 Hs^OGIS phort)o1i(i4kepra1einMOS019(CEM15) 

428147 AW629965 Hs^983 EST8.Vteaklyslmnarto210926QABcell 

445693 AW80D444 Hs.76507 IPS-lnduced TNF-alpha factor 

432706 NM 01 3230 Hs.2861 24 C024 antigen (smaH cen lung caRiinoma 

412636 NmI004415 desmoplakin (DPI, OPII) 

436169 AA888311 Hs.17602 Homo sapiens cDNAai12381fis, done MA 

418876 AA740616 gb:ny97f1U1 Ha.CGAP_GCB1 1^ sapiens 

Hs.291651 ESTs. Weakfy sJmitar to 138022 hypotheS 

Hs.239189 glulaminase 

AW294522 Hs.149991 ESTs 

HS.7S893 ankyrin3,nodeorRanvter(ankyTinQ) 

HsJ41578 U6 snRj^^ssociated SnMike prolan LSmS 

Hs.173374 Homo sapiens cDNA FUIOSOO fiSi dona NT 

Hs.t36345 ESTs 



436110 AA704899 

430317 AB020645 
442806 

414320 U13616 

430512 AF182294 

427051 BE178110 

430573 AA744650 



453394 AW960474 Hs.40289 ESTs 
431266 AW149321 Hs.105411 ESTs 



434987 AW97S114 
452685 AI634651 



ESTs 



435176 AA744875 
437134 AA349944 



430709 
427157 



[^56 
U51166 



441989 AA306207 
417228 AL134324 
418546 AA224827 



443879 Z28462 

414812 X72755 

429494 AA769365 

447118 AB014599 



419591 AFO90900 

448121 AL045714 

435260 BE172762 

421485 AA243499 



Hs^0250 v^musculoaponeurotic fibrosarcoma (a 
Hs.189413 ESTs 

Hs.42915 ARP2 (acb'frrelated protein 2, yeast) ho 

gb:yti85d01.s1 Scares piaoenta Nb2HP Homo 
H5.173824 thymlne-ONAgiyoosylase 
Hs^85241 protein kinase. cAMP-dependent tegulato 
Hs.7312 ESTs 

gb:nc32ge4^ 1 NCt_CGAP_Pr2 Honw sapiens 
450779 AW204145 Hs.156044 ESTs 

412408 D51103 Hs.73851 ATP synthase, H transporting, mitochondr 

Hs.9g27 Homo sapiens niRNA;GDNADKFZp564D156(fr 
Hs.77367 monoidne induced by gamma interferon 
Hs.126058 ESTs 

Hs.330988 Homo sapiens, SlmRar to BicaudaID(Dro 
408822 AVW0d715 Hs.57079 Homo sapiens cDNAFU13267fis. done OV 
Hs.91 393 Homo sapiens cDNA: FU218S7 fis. done H 
Hs.128653 hypothetical protein DKI^p564F013 
Hs.292710 ESTs, Wealdy simBar to ALU5.HUMAN AtU S 
Hs.104800 hypothetical protein FU10134 

COC28 protein kinase 1 
Hs.1 92822 serologically defirted breast cancer anS 
Hs.28607 hypotheHcal protein A-211C6.1 
Hs.1031 5 sdute canier family 7 (caflonic amino 
438607 AW0BO237 Hs.252884 ESTs 
Hs.47447 ESTs 

Hs.173030 ESTs, Weakly similar to ALU8_HUfMN ALU 8 
Hs.170698 ESTs 

Hs.14846 Homo sapiens mRNA:cDNAOKFZp5640016 (fir 
446100 AW9B7109 Hs.13804 hypothetical protein dJ462023.2 
448019 AW947164 Hs.195641 ESTs. Moderately similar to 138022 hypd 
Hs^TSS hypotheticai protein simHar to swine ac 
Hs.77955 Homo sapiens cONA: FLJ23S27 Ss. ctone L 
Homo sapiens cDNA HJ10263 fis. done HE 
Hs^6682 Homo sapiens cONA: RJ21578 fis. done C 
H8i37731 ESTs 

Hs.173002 ESTs,WeEMy8lmliartol38022hypothB8 
Hs^1293 UDP-N-adeyldlucosamtnepyroplwsphotylas 
431974 AW972689 Hs.200934 ESTs 
416354 NM_000633 Hs.79241 &<»H CLUlymphoma 2 (BCU2) 
417412 X16896 H5^112 'mteileukin 1 receptor, type 1 

gb2Ol5e02Jl Strslagene cdon (937204) 
Hs.79086 mitochondrial libosomal protein 13 
Hs.137418 ESTs 

Hs.136644 CSbox^teMng WD protein 
Hs^33459 ESTs 
451690 AW4S1489 Hs.209990 ESTs 
423032 AI684746 Hs.tig274 RASp21 protein adivator(6TPaseactiva 
Hs.77558 thyroid hormone receptor interaclor 7 
Hs.183773 gotgiautoantigen.golgln subfamily a. 4 
Hs^714 ESTs. Weakly simiter to T00365 hypothetl 
Hs.13792a ESTs 

Hs.64639 gloma palhogenesis-related protein 
Hs:288555 Homo sapiens cDNA:HJ22425 fis. ctone H 
Hs.196275 K1AA0240 protein 
Hs.40109 KIAAD872 protein 
Hs.159901 Human imidenlifted mRNA. pariiai sequenc 
Hs^9 DKF2PS64O0764 protein 
Hs^63 centrin.EF-h8nd protein. 3 [CXaiyaasI 
Hs^79 hypotheScd protein FU10687 
Hs.54828 ESTs 

Hs.47099 hypothsScaIprotetanJ21212 
ESTs 

Hs.96900 hypothetical protein: KIAA1830 protein 
it hypotheficd prolan aJ10726 



414883 

416178 AI808527 

452250 BE618654 

444099 D87432 



408221 AA912183 

418899 6ES39639 

419900 AI469960 

446342 BE298865 



413283 R78669 

447846 AA324057 

436198 AK001125 

418300 AI433074 

408495 W68796 

424452 N41367 

448479 H96115 



413645 AA130992 

416221 BE513171 

419111 AA234172 

423979 AF229181 

418875 W19971 



414888 AL039185 
428347 A1264161 
426779 AA384577 
A1693150 



410577 X91911 

452933 AW391423 

429105 087077 

407813 AL120247 

425863 U43604 

451678 AA374181 

452420 BE564871 

452408 AA306477 

441466 AW673081 

414013 AA766605 

420056 AW043684 H3.99804 

424886 H68S84 

431774 BE348813 



wo 03/042661 



PCTAJS02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



435990 


AI015882 


Hs.131793 


ESTs 


3162 


417821 


8E245149 


KS.82&43 


pfotBin tyro^ns tdnsK 9 


3u62 


414715 


AA587891 


Ks.904 


8niyk>-1,6-9lucosId3S6, 4^pha^[hjcanotr 


162 


444484 


AK002126 


Hs.11260 


hvDOlhefical nroteln FL1 1 1264 


3.62 


417008 


AA191708 


Ks!325825 


Httno sapiens cONA FIJ20848 fis, ctons AO 


3l62 


413823 


A)341417 


Hs.29406 


ESTs 




435354 


AA678267 


Hs.117115 


ESTs 


AW 


427832 


AF038362 


Hs.1 80930 


IBP-assodated fxkt 172 




427846 


AW49977Q 


Hs.180948 


K1AA0729 protein 


3LG0 


426116 


AA868729 


Hs.1 44694 


ESTs 


^ fin 


457635 


AV660876 


HsJ569 


hypothefical pfotsui 




443998 


A1620861 


Hs.296276 


ESTs 


ADV 


417867 


AW952547 


Ks.194603 


ESTs, ModeratBly simQ^ to 138022 hypol 


3.58 


418182 


AW01640S 


Hs.16648 


ESTs 


iX*>0 


434941 


AVVD73202 


Hs33d82S 


nwiw aa|Jicli5 CUnn rUi 111 3& US, dOIiB n 1 


9 CO 

ado 


424831 


H614S3 




ESTs 


ASM 


448410 


AK000227 


H3^1126 


hvnolhiiBeid nmlabi FLI9099a 


Mo 


421823 


N40850 




ESTs 


9 CO 

3.0a 


414781 


DS0917 




Kf AAni97 nprm nnvfiicl 


J.97 


427393 


AB0290ia 


Hs 177B3S 




AOr 


41S664 


NiyL004939 


Hs.78580 




A9D 


425465 


L18964 


Hs.1904 


proton kin8S6 C, lots 


A90 


417124 


BE 122762 


Hs 7533ft 


ESTs 


a30 


416602 


NM 00fi1<i9 


Ue TQ'Utq 
na.c 9u09 


Pmf<^ kinaeo P hSniflim nmfaTn MCI 1 9 


A90 


419490 


Nlk4.006144 


Hs.90708 


oranTvma A faranTwnfi 1. cvtafoxic TJvmn 


AOO 


421097 


AI280112 


Hs 125232 


Homo satdens cDNA FLJ139fifi ftt dmn CM 


A99 


410390 


AA87690S 


Hs.1 25286 


ESTs 


AW 


442073 


AW973443 


Hs.8086 


RNA (guanlng-7-) nrrihyftranstsfass 


3.54 


435266 


AK001942 


Hs.4883 


hypothetical protein DKFZp566A1524 


154 


441499 


AW296235 


Hs.101689 


ESTs 


3.54 


453256 


A1565587 


Ks^25S6 


1CAA0379 DToteln 


AW 


414142 


AW368397 


Ks.334485 


hemicenOn (fitnifin 6) 


3.54 


43B023 


AF204883 


Ks.6048 


FEM-1 {(Xelegans) honulog b 


154 


412245 


AI952669 


Hs^2883 


ESTs We^siniila^ to 138022 hvDothefl 


3.54 


424144 


AA454033 


Hs.41644 


AKAP-8ssodated spsfm protein 


3.53 


446682 


AW205632 


Hs^11198 


ESTs 


3.52 


431392 


AI371223 


Hs^88671 


Homo sapiens cONA FU1 1997 fis, done HE 


3.52 


433430 


AI863735 




ESTs 


3.52 


420394 


AB023161 


Hs.97403 


KIAA0944 protein 


yjS2 


425383 


D83407 


Hs.1 56007 


Down svndrnniB eiiitciil fsfllon imfM IJik 


1<k9 
A*W 


443547 


AW271273 




hypothetica) protein FIJ12666 


3.S2 


420676 


AI434780 


Hs.4248 


vav2onco9ene 


3.51 


410690 


AA3^979 


Hs.1 30266 


ESTs * 


3.50 


459645 


AA074346 




ESTs 


Aw 


401403 






Tomol Pynn 
1 cuy w CAUn 


A9U 


451166 


T9B17t 


H5.185675 


ESTs 


AOU 


418836 


A1655499 


H« 161719 

ri9« lull 1 £ 


ESTs 


Aau 


421462 


AF016495 


Hs.1 04624 


aaiianorfn 9 




414555 


N98569 


Hs.76422 


nhosDhoKnass A9 Qmun IIA f niafplph; 


3.50 


432401 


NWL013330 


Hs.274479 


NME7 


3.49 


408392 


U28831 


Hs.44566 




A49 


425836 






ESTs 


A40 


452327 


AK000196 


Hs.29052 


hypothetical proti^ RJ20189 


AW 


418721 


NK/L002731 


Hs.87773 


Dmtfiin kfnasfi. eAMP<4lBnAnflflnl rahrivli 


AW 


433627 


AF078866 


Hs.284296 


Homo fiaraens cDNAr FLI999Q3 fin dmw IC 


AW 


422960 


AW8g0487 




cadherln 1 3^ H-cadherin (heart} 


3.48 


430570 


AI417881 


Hs.292464 


ESTs 


AW 


406387 






Target Exon 


3.47 


416585 


X54152 


Hs.79386 


Ifilomodln 1 smooih miisdA fLMODIl n'hv 

I^^^IK/UUI 1 1 OltlVWUI IIIUdMO ^UviW If |f tij 


a4fi 

AW 


432340 


AA534222 






AW 


412240 


H72176 




hypothetical protein FU13159 


AW 


450937 


R49131 






A4D 


443634 


K73972 


Hs. 134460 


ESTs 


A4Q 


422963 


M79141 


Hs.13234 


CO 16 


oAq 


424954 


NMJ)00546 


Hs.t846 


turner protein p53 (U rroumeiil syndioiiki] 


AW 


433437 


1^536 


Hs.3280 


c8sp8SB 6| spoptods*! dated cysteine pr 


A4D 


425100 


AF051850 


ria. luHwWf 


ciinonidttn 
oUpciVUIIII 


3.45 


450680 


API 31 784 


Hs^SSIB 


Hnmn Rnripnv rinnn 9'tlQd mRNA eonttonra 


A43 


444250 


R40815 


K« 193Qfi 


PQTe WasUu idffd V In 9mA3QQA rhmifWM 


a4'» 


428388 


R17298 




fiflimi In ahsAiribi ffknfimMla) hiMmho 4 
Bcvai in eiiawuKi |WiJ60)iiiu^| tiMnwH^ i 


AW 


447764 


NM.003776 


Hs.19500 


nudear tocalizaSon signal deleled in v 


3.44 


411251 


R19n4 


Hs.22835 


HHGP protein 


144 


432648 


AA5S7952 




gbmlUcOS^I NCI_CGAP.HSC1 Homo sapiens 


144 


428708 


NM.014697 


Hs.190386 


KIAA0924 protein 


144 


437233 


D81448 


Ks.339352 


Homo saptons brother of COO (BCX^ mRNA. 


143 


451743 


AW074266 


Hs.23071 


ESTs 


142 


453258 


AW293134 


Hs.32597 


ring finger protein (C3H2C3 type) 6 


142 


448705 


HD5072 


Hs.124984 


ESTs, Moderately similartoALU7.HUMAN A 


142 


414489 


AI620677 


HS.7310S 


ESTs 


142 


429732 


U20158 


Hs.2488 


lyrnpbocyte cytosoBc praldn 2 (SH2 ckvna 


141 


435841 


R28522 


Hs.186937 


ESTs 


141 


424130 


AL0S0136 


Hs.140945 


Homo saptens mRNA; cONA DKF2pS88L141 (lir 


140 


451198 


AW984541 




hypoltieflcal protein FU21127 


140 
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429952 AF080158 Hs.226573 Inhibitor of kappa light pdypepBde gen 

438023 T81819 Hs.302251 ESTs 

449656 AA002008 Hs.188633 ESTs 

■437739 AW579216 Hs^64610 ESTs. Moderately similar to Ibdl [tUapl 

429617 X89984 H5.211563 B^eDCLlflymphomaTA 

448474 AI792014 Hs.13809 hypoth^ pfblein FU10648 

456505 AA504595 ESTs 

439867 AAB47510 Hs.l61292 ESTs 

442113 BE622187 ESTs, Weakly similar to 138022 hypolheti 

425922 AL157466 Hs.162751 Homo sapiens mRNA;cDNADKF2p761E2423(f 

435299 A174545B Hs^3026 ESTs. Weakly similar to T20593hypo!hefi 

421263 AB020638 H$.1O3000 KIAA0831 protein 

410300 AWg03988 Hs^119 hypotheIk:ai protein FU14800 

440028 AW473S75 ESTs. WeaWy similar b T17227 hypothec 

454070 N79110 Hs.21276 collagen, type IV, alpha 3 (Goodpasture 

432572 A1660840 Hs.191202 ESTs, WedkiysiiTuIartDAl.UE_HUMANUit 

442426 AI373062 Hs.332938 hypothetical protein MGC5370 

428412 AA42a240 Hs.12e083 ESTs 

448772 AW3g0822 Hs^152B L-kynutenine^alpha^minoadlpateaminotra 

417067 AJ001417 Hs.81086 solute carrier family 22 (exiraneuronal 

413714 AI560944 Hs.71428 ESTs 

415663 AW2g6841 Hs.313332 ESTs 

407904 W44735 Hs.9286 Homo sapiens cDNA:FLJ21278 lis, done C 

421114 AW975fl51 Hs.293156 ESTs. Weakly simllartD 178885 serlne/lh 

440214 AA247118 HsJ049 hypothetical protein FUl 1305 

440980 AL042005 Hs.1117 tripeptidyl peptidase II 

411975 A1916058 Hs.144583 ESTs 

450330 AW500775 Hs^4817 hypothetical protein FU20136 

414783 AW069569 unaetlve progesterone receptor. 23 kO 

436D43 AW963838 Hs.168830 Homo sapiens cDNAFU12136fis. done MA 

414846 AA353776 Hs.901 C048 antigen (BHxSmemtxane protein) 

411213 AA676939 Hs.69285 neuropilinl 

420513 AI873871 Hs.7041 EST8.W&aklystirtllartoA47582BH»llgr 

417534 NM.004998 HS.S2251 myosin IE 

431698 AI492369 ESTs 

423915 AF039018 H&135281 alpha-actlnin-2-^ssodatedLIM protein 

441623 AA315805 desmoglein2 

420729 AW964897 Hs.290B25 ESTs 

440010 AA534930 Hs.127236 hypothetical protein FU12879 

448369 AW268962 Hs.111335 ESTs 

452820 N46161 Hs.35274 ESTs 

453271 AA903424 Hs.6786 ESTs 

428839 AI767756 Hs.82302 Homo sa»tenscDNAFU14814iis, done KT 

418832 X04011 Hs.88974 cytochrome b-245, beta pdypepMe (dire 

443291 AA32S633 Hs.136102 KIAA0853 protdn 

418720 AI381687 Hs.39526 ESTs 

452107 AB0206ai Hs.27973 K1AA0874 protein 

439943 AW083789 Hs.124620 ESTs 

433282 BE539101 hypothetical protein 

410344 AW978435 Hs.62515 KIAA0494 gene product 

417259 AW903838 Hs.81800 ctoidroitin sulfate proteoglycan 2 (vers 

421379 Y15221 Hs.l03982 small indudble cytokine subfamayB(Cy 

434210 AA665612 ESTs 

431923 AI74177Q Hs.292690 ESTs, WeaWysliwIar to 138022 hypotheti 

453199 AI336266 Hs,32353 mHogen-acOvated protein kinase kinase 

419534 AA443691 Hs.90858 Homo sapiens done 25023 mRNA sequence 

448939 BE267795 Ks.22595 hypolheticd protein FU10637 

433312 AI241331 Hs.13176S ESTs. Modereiely similar to 138937 ONA/R 

422092 AB0078S3 Hs.111373 KIAA0423 protein 

412262 W26406 seven in absentia (Drosophila) homotog 1 

425071 NML013989 K3.154424 deiodlnase,ndothyronine.^II 

446094 AK001760 Hs.13801 KIAA1685 protein 

446493 AKQ01389 H5.15144 hypoth^ prol^ DKFZp564O043 

420339 AW96B259 Hs.l86647 ESTs 

447735 AA775268 Hs.6127 Homo sapiens cDNA:FlJ23020 lis, done L 

432331 W37862 Hs.274368 MSTP032 protein 

433697 AA6Q0357 Hs^89 TIAlcytoloxfcgranule^ssodatedRNAAi 

419231 AL046294 Hs.136245 ESTs.W^8lmlartoT17227hypotheli 

430950 AA489525 ESTs 

409758 AW474960 Hs.162258 ESTs, Weakly sImBar to 178885 serlne/lh 

417958 AA767382 Hs.193417 ESTs 

410763 AF279145 Ks.8966 hypothetical protein FU21776 

419543 AA244170 gb*jicOSh025l NCLCGAPJ»r1 Homo sapiens 

454024 AA993527 H5^3907 hypothetical protein FU23403 

452039 AI922986 Hs.172510 ESTs 

443798 R07848 Hs.188522 ESTs 

449378 AW664026 Hs^9892 ESTs 

455657 BE065209 gb.RC1-BT0314^1030(M)l»>12BT0314Honio 

420126 NM.016255 HsJ5260 Autosomal Highly Conseived Protein 

444291 A1598022 Hs.193989 TAR DNA binding protein 

424084 AI94C575 Hs^14 hypoffiefical protein FU23056 

437330 AU53a44 Hs^llS Homo sapiens mRNA; cDNADKFZp761J11 12 (f 

443774 All 17428 Hs^40 DKFZP434A236 protein 
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425657 


189839 


Hs.119471 


406672 


M26041 


Hs.198253 


419905 


AW248229 


Hs.93659 


425332 


AA633306 


Hs.127279 


418529 


AW005695 


Hs.250897 


417944 


AU077195 


Hs.82985 


43361B 


AA602539 


Hs.345494 


408630 


AA748009 


Hs.173328 


415914 


AA306O33 


H5.7B915 


415102 


M31899 


Hs.77929 


432626 


AA471098 


Hs.278544 


429493 


AL134708 


Hs.145998 


445860 


AA332145 


Hs.13392 


450256 


AA2B6887 


H5^4724 


426083 


AWg62712 


H5.126712 


420059 


AF161486 


Hs,94769 


448412 


AI219083 


Hs.42532 


436758 


AW977167 


Hs.155272 


438011 . 


BE466173 


Hs.145696 


426354 


NM_004010 


Hs.169470 


426860 


U04953 


Hs.172801 


437830 


AB020658 


Hs^67 


453368 


W20296 


Hs^88178 


409939 


AA463437 


Hs.11556 


413715 


AW851121 


Hs.75497 


407939 


W05608 


HsJ12679 


418283 


S79895 


Hs.83942 


414405 


A)362533 




445893 


AI610702 


Hs.202613 


434423 


NVL006769 


Hs.3844 


408951 


AW407227 


Hs^7591 


406949 


AF189011 


Hs.49163 


410337 


M63822 


K5^354 


409010 


AI648675 




400419 


AF084545 




454078 


AAfi01$18 


Hs^209 


422461 


NH.003417 


H5.117077 


441604 


AI683049 


Hs.201282 


411960 


R77776 


K5.18103 


414895 


AW894856 


Hs.116278 


430622 


N75750 


H8^42271 


426490 


NM.001621 


Hs.170087 


405268 






429165 


AW009866 


K5.1 18258 


427196 


AW967522 


Hs.191593 


439776 


AL360140 


Hs.176005 


417727 


AL133623 


Hs.82501 


410853 


H04588 


Hs.30469 


411962 


AA099050 




451099 


RS2795 


H5.25954 


440452 


A)925136 


Hs.55150 


427480 


BE148769 


Hs.334477 


444623 


A1183829 


Hs.202111 


424006 


AF054815 


Ks.137548 


435874 


AA&68688 


H5.93102 


443801 


AW206942 


K6.253S94 


434982 


AW975084 




430929 


AA489166 


Ks.156933 


426316 


NM.002430 


Hs.268515 


430378 


229572 


Hs.2556 


422109 


S73265 


Hs.1473 


451119 


AA805417 


Hs.64753 


414693 


AA21S295 


Hs.77578 


432676 


AI1B7366 




428820 


AA436187 


Hs.172631 


422040 


AA172106 


Hs.110950 


437838 


AI307229 




408761 


AA057264 


HsJ238936 


420789 


AI670057 


Hs.199882 


419135 


R61448 


Hs.106728 


448019 


A)362520 




430848 


AW021726 


H3.345490 


425375 


AA631977 


Hs.155995 


424075 


AI807320 


Hs.227630 


413602 


AW964490 


Hs^241 


453111 


AB014598 


Ks.31720 


454042 


H22570 




4077S6 


AA116021 


Hs.38260 


447183 


AI554733 


Hs.1 73182 


437446 


AA788946 


Ks.101302 


431831 


AW023204 


Hs.302743 


420664 


AI681270 


Hs.99824 


451582 


AI963026 


HS.2899SB 



ESTb 3.28 

fn^ histoctinipaUy complex, ctass 3.28 

protein disuliidafsonierase related pnit 127 

ESTs 127 

TRK-fusedgene 127 

Goltagen,typeV.d(pha2 127 

ESTs 127 

ESTs 126 

GMAMfmg pnM Iranscnptton factor, 126 

excision repair crosfrcomptsmenting rode 126 

acetyl-Coenzyme A acetyiliansfiarase 2 (a 128 

ESTs 126 

tettttring factor SEC34 128 

MFH-ampIifted sequences wnhleudne^ 126 

ESTs, Weakly similar toAF191020 1 E2iG5 126 

RAB23, member RAS oncogene family 126 

ESTs.ModeratelysiniIlartoALU8.HUMANA 126 

ESTs 126 

splh:ing factor (CCU) 126 

dystrophin (muscular dystrophy, Duchenne 125 

isoleudne-tRNA synthetase 125 

KIAA0851 protein; suppressor of actin 1 125 

Homo sapiens cDNA FU 1 1968 fis. clono HE 125 

Homo sapiens cDNAFlJ12566fis. done NT 125 

Homo sapiens cDNA: aJ221 39 fis. done H 124 

ESTs. Wealdy similar to A49019 dynein he 124 

calhepsin K (pycnodysostosis} 124 

KIAA0306 protein 124 

ESTs. Weakly similar to TRHY.HU1MAN mOi 124 

UM domain only 4 3^4 

hypothetical protein FU11088 124 

pulaflve rlbonudease U 124 

ceS division cyde 4430 124 

Homo sapiens, Similar to RIKEN cONA 1700 124 

Target 3.24 

aecretod modular caldum-blndlng protein 124 

zinc finger prot^ 264 3.24 

ESTs 124 

ESTs 123 

Homo sapiens cONA FU13571 ds, done PL 123 

KIAA0471 gene product 123 

aryl hydrocartxm receptor 123 

ENSP00000223174*-J(IAA0783 PROTEIN. 123 

prostate cancer associated protein 1 122 

ESTs 122 

Homo sapiens mRNA fuD length Insert cON 122 

similar to mouse Xmt/0hin2 protein 122 

ESTs 122 

gb:zk85d12.r1 Soare3_pregnanLuterusjNt)H 122 

interleukin 1 3 receplor. dpha 2 122 

ESTs, Weakly simBar to CAYP.HUIMN CALCY 122 

hypothetical protein RJ11328 122 

ESTs 121 

C084 antigen (leukocyte anSgen) 121 

ESTs 120 

intron of: trichorhinophaiangaai syndro 3.20 

gt):EST387190 MAGE resequences. MAGN Homo 120 

ESTs 3J0 

menlngtoma (dismpted in balanced transt 120 

tomor necrosis factor receptor superiam) 3^20 

gastrtn-fBleasIng peptide 120 

ESTs 120 

utdqdfln spedlto protease 9. X chromos 3.20 

gbx)(29c01 j(1 SoaresJesHs.NHT Homo sap 3.19 

Integnn. alpha M (complement component 119 

Rag C protein lis 

ESTs 118 

EST8,W^simBarto(defllndnot8va 118 

ESTs 118 

ESTs. Weakly simiar to KIAA1353 protein 118 

histone deacetytase 3 118 

gb:df27eQ2.y1 Motion HiA Codilea Homo 118 

K1AA0643 protein 118 

RE1<silertdng transcrlpSon ^ctor 118 

ESTs. Weakly sinto to S65657alpha-1& 118 

hephaesb'n us 

hypothetical protein FU20093 118 

uyquflin spedSc ptotoase 16 118 

ESTs 118 

ESTs, Moderately similar to CA1C RAT COL 118 

ESTs 118 

BCE-t proleto us 

ESTs,WbaldydnaartoputaBvap150(H 117 

478 



wo 03/042661 



PCT/US02/36810 



432954 AI076345 ESTs 3.17 

444990 A)912410 Hs^475 Homo sapiens cDNAHJ12749fis. done NT 3.17 

427373 AB007972 Hs.130760 myosin phosphatase, target subunil 2 3.17 

408832 AW08569O Hs.63428 ESTs. Weakly simaar to Z195.HUMAN ZINC 3.17 

5 441889 A1090455 Hs.268371 liypothelical protein FU20274 3.17 

416959 D28459 H5.80612 ubiquitin^'ugaGRg enzyme E2A (RAD6 h 3.16 

445525 BE149B66 Hs.14831 Homo sapiens, Similar to zinc finger pn 3.16 

420623 BE245485 Hs.99437 Homo sapiens mRNA;cDNAOKFZp5B6G1924(f 3.16 

451475 T19093 Hs.26450 KIAA0725 protein 3.16 

10 452066 AA772149 Hs.16979 ESTs. Weakly simHar to A43932 mucin 2 p 3.16 

429556 AW139399 Hs.98988 ESTs ai6 

448514 AB020626 Hs.301866 KIAA0819 protein 3.16 

443732 AI188803 Hs.153944 ESTs 3.16 

_ 436805 AA731533 Hs.270751 ESTs 3.16 

IS 430057 AW450303 Hs.2534 l)one morptiogenefic protein receptor. typ 3.16 

417511 AL049176 Hs.82223 chonMke 116 

423595 R82826 Hs.220702 ESTs 3.16 

445837 AI261700 Hs.145544 ESTs 3.16 

418068 AW971155 Hs.293902 ESTs. Weakly similar to ISHUSS protein d 3.16 

20 430253 AK001514 Hs.236844 liypotheb'cal protein FU10652 3.15 

414183 AW957446 Hs.301711 ESTs 116 

433194 AB040863 Hs.83243 K1AA14S0 protein 3.16 

453915 AA588721 Hs.286218 ritnsomsl protein L44 115 

407725 BE388094 Hs.21857 ESTs 115 

25 437412 GE069288 Ks.34744 Homo sapiens mf^cONADKFZp547C1 36 (fr 114 

440937 AF202724 Hs,7531 KIAA0810 protein ' 114 

449057 AB037784 Hs.22g41 KIAA1363 protein 114 

446126 AWOB5909 pteckstrfn iiomology domain interacting p 114 

407204 R41933 Hs.140237 ESTs, Weakly similar to ALU LHUMAN ALU S 114 

30 419145 N99638 gb:za39o11.r1 Soares fetal liver spleen 114 

418757 AI864193 Hs.169728 liypotheticd protein FLJ13150 114 

430000 AW205931 Ks.99S98 hypottieticd protein MGC5338 114 

437296 AA350994 Hs,20281 K1AA1700 114 

441381 H22195 Hs.31874 ESTs 114 

35 457250 AA811987 H5.125779 ESTs 114 

422900 AA641201 HS.222Q51 ESTs 114 

442787 W93048 Hs.250723 liypothetical protein MGC2747 114 

430589 AJ002744 Hs.246315 UDP-hkce^alptia-Di|aiactDsamlne:polyp 114 

419355 AA428520 Hs.90061 progesterone binding protein 114 

40 409509 AL036923 Hs.322710 ESTs 114 

417308 H60720 Hs.81892 KiAAOIOI gene product 114 

409799 011928 Hs.76845 phospttoserins phospiiatase^ike 114 

429160 AW663083 Hs.144469 ESTs 114 

452679 Z42387 Hs.83883 transmembrane, prostate androgen Induced 114 

45 451107 AA235108 Hs.17639 Homo sapiens ublquiSn protein ligase(U 114 

444034 AL1 61957 Hs.10177 pleckstrin homobgy domain interacting p 3.14 

451518 AW340925 Hs.174918 ESTs 114 

435702 AI033647 Ks.121001 Homo sapiens, done IMAGE:3460280.mRNA 113 

439208 AKD002g9 Ks.180952 dynacSn 4 (p62) 113 

50 451838 AW005866 Hs.193969 ESTs 113 

426369 AF134157 Hs.169487 Kreister (mouse} maf-felated leucine zfp 113 

446945 A1193115 Hs.16611 tumor protein D52-fike1 113 

453920 AI133148 Hs36602 I factor (complement} 113 

411529 AA430348 Hs.317596 Homo sapiens cDNAFU12927fis. done NT 113 

55 417105 X60992 Hs.81226 C06 antigen 112 

433854 AA610649 Hs.333239 ESTs 112 

408089 H59799 H$.42644 ttik^redoxln^ke 112 

453686 AL110326 Hs.304679 ESTs.(lfcdera!elysbnnartoZ195jHUMANZ 112 

426167 AF039023 Hs.167496 RAN lading protein 6 112 

60 452195 AA994712 Hs.116B78 ESTs 112 

416580 T61572 Hs.79385 Human done 23574 mRNA sequence 112 

419839 U24577 Hs.93304 phospiu)lipaseA2. group VU{pIatelet'ac 112 

424W1 W67883 Hs.137476 patemdiy expressed 10 112 

434584 D57341 Hs.188361 Homo sapiens cDNAFU12807fis. done NT 112 

65 433401 AF039698 Hs.2B4217 serdogteaHy defined cdon cancer aniig 112 

409245 AA361037 tRNAIsopentenylpyraphospliatetransferBS 112 

414290 A1568601 Hs.71721 ESTs 112 

400294 N95798 Hs.278695 Homo sapiens prostein mRNA. oxnpletecds 112 

429819 AL133011 Hs.22510e Homo sapiens mRNA; cDNADKFZp434P201 (fir 111 

70 448873 NliL003677 Hs.22393 densily-regulated protdn 111 

428471 X57348 Hs.184510 straSfin 111 

436288 AI361722 Hs.192410 ESTs 110 

433376 AI249361 Hs.74122 caspasa 4. apoptosis-felalBd cysteine pr 110 

416051 AA835868 HsJ25253 mannosidase. a(pha, class 1A, member 1 110 

75 453468 W00712 Hs.32990 DKFZP566F084 protein 110 

412340 AA101809 Hs.182685 ESTs 110 

438716 AA814903 Hs.155113 ESTs 110 

419440 ABQ20569 H&S0419 KIAA08B2 protein 110 

433017 Y15067 Hs.279914 zinc linger protain 232 110 

80 428513 GE220806 Hs.184697 ptexinCI 110 

437866 AA155781 meiaOoOwnein IE (function^ 110 

451027 AW519204 Hs.40808 Konno sapiens. Sknilar to RIKENdSNA 2810 110 

448030 N30714 HS.32S960 mentaie4pannihg44loma'ns.subfamiiyA 110 
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AA737345 


Hs.294041 


420997 


AKDD1214 


Hs.1 00914 


AAO0/9A 


W3u581 


Hs.1 46233 








A AQftCitlC 


Hs.1 10041 




Ato23oo9 


Hs.15936 


AiWRt 
4IJUM 


ALG35737 


Hs.75184 




W21874 


HsJ47057 


41/900 


AUUTtCAQCC 
AWU3uBo5 


Hs^75711 




AVv5UU7lo 


Hs.8115 


Ar'n't 


AI334367 


Hs.1 59337 




AI915927 


H5.34771 




AA045847 


Hs.1 88361 




AK000059 


Hs.153881 


458332 


AI000341 




445034 


AVV293376 


Hs,143659 


446570 


AV659177 


Hs.1 271 60 




AW473208 


Hs.1 15572 


459513 


AI032946 






AW1 34924 


Hs.190325 


451079 


AI827988 


Hs.240728 


417386 


AL037228 


Hs.82043 


453108 


Ai311457 


Hs.99472 


449320 


AI962493 




A'MRCR 
4£00d0 


AB037798 


HS.1887S0 


Atcena 
4ZKK19 


ArU79ob3 


HS.1S8213 




NM_Ul4o2l 


Hs.20126 




AUteneite 4 

AW5U0(m 


Hs.4283 


452240 


AAU9366B 


Hs.28576 


42D2#9 


AI648S20 


Hs.169084 


433814 


AA609738 


Hs.1 6525 


453064 


n Ano<3 A 

K40334 


Hs.89463 


431341 


AA307211 


Hs.251531 


441/09 


D52059 


Hs.7972 


AtXAn 

49044/ 


A1924228 


HS.11S185 


438771 


NM_016289 


Hs.6406 


448497 


ot6132o9 


LI. ^4 AAA 

Hs.21893 


AiCfiAn 

41O240 


NM_001981 


Hs.79095 


4U9U0O 


T97490 


Hs.50002 




AIBo7931 


Hs.1 64595 


4Uo4Uy 


AWooolBI 


LI. A*VOAA** 

Hs.278337 


4^QaJ 


BEZ54962 


HsJ211612 


4^9WU 


AWAIOWO 


■ 1_ 4 AAA JA 

Hs.1 64649 


40ID2D 


AW750627 


Ks.6634 


431 i44 


AiA raeC'i no 

AW956103 


Hs.61712 


40/274 


AK00u332 


Hs.274251 


40OOOO 


R58665 


Hs.46847 


427735 


AA916785 


Hs.180610 


440603 


AL121733 


Hs.7299 


415443 


T07353 


Hs.7948 


439981 


AI348408 


Hs.124675 


406685 


M18728 




446013 


AI360167 


Hs.152774 


433902 


AW292B20 


Hs.1 44906 


412610 


X90908 


Hs.74126 




AVV274526 


Hs.277721 


440040 


n^<tj AA«d 

6E219431 


Hs.302031 


400£Di> 


A1Z74Z70 


1 1. AAAAA 

Hs.96840 


419726 


U50330 


Hs.1274 


4 17200 


N56o65 




435800 


A1248285 


Hs.1 16348 


444838 


AV651680 


Hs.208558 


456760 


AVvy61251 


Hs.1 27828 


408360 


AI806090 


Hs.44344 


427982 


N^016156 


Hs.181326 


436398 


AI683487 


Hs.152213 


410434 


AF0S1152 


Hs.63668 


412095 


AI624707 


Hs.5921 


425955 


T96509 


Hs.248549 


450247 


AF123303 


Hs.24713 


417865 


AW086059 


HS.6S29 


AiHACJ 

419497 


AWOBulO 


Hs.7369 


438543 


AA810141 


H5.192182 


415503 


U36601 


Hs.78473 


429138 


AB0206S7 


Hs.197298 


447881 


BE620888 




425481 


AW978162 




453315 


BE544203 


Hs.24831 


440638 


AI376551 




433208 


AW002834 


HS.2409S 


442495 


AI184717 




418856 


AW961605 


Hs.21145 


408170 


AW204516 


HSJ1635 



ESTs 

hypothetical protein FIJ10352 

Homo sapiens cONA: FU22130 fis, done H 

TaiQetExon 

ESTs 

ESTs 

chiOnase 3^ 1 (carttaga glycopnota 

ESTs. WeaUy similar to 210926QA B cell 

hypotheGcal protein MGC24S2 

Homo sapiens, dona MGC:16169. mRNA. com 

ESTs 

ESTs 

Homo sapiens cONA FU12807 lis. done NT 

Homo sapiens »fY.REhk62 aniigen mRNA. par 

ESTs 

ESTs 

ESTs 

ESTs, Weatdy similar to 138022 hypothefi 
gb»(08gD9Al 8oares.f9t8l Jver^spleen 
ESTs 

ESTs. i^toderalery8imiIartoPC4259ferri 

D123g6nepJ0(lud 

ESTs 

ESTs 

KIAA1377 protein 
spemi assoctaled antigen 6 
KlAA0317oeneprodud 
ESTs 

musclebltnd (DrosophllaHDce 
tubby lOce protein 3 
ESTs 

polassfuro large conductance caldum-acQ 
proteasome (prosome, macnipain) subura'i. 
KIAA0871 protein 

ESTs, Moderately similar to PC425g teni 
M025 protein 

hypothetical protein DKFZp761N0624 
epidemial growth factor receptor palhw^ 
small IndudUe cytokine subfamRy A (Cy 
ESTs 

Homo sapiens cONA HJ1 1S37 lis. done HE 
SEC24 (S. cerevfsiae) related gene famil 
hypothetbal protein DKFZp434H247 
Homo saptens cDNA: FU22547 lis, done H 
pyrovate dehydrogenase kinase, isoenzyme 
hypothetical protein FU20375; iaAA1797 
TRAF and TNF leceptor-assodated protein 
spiking fador prollne/blutamlne ridi ( 
Novel human gene mapping to choroosome 1 
ESTs 

EST8,ViteaklysimllartoT14742hypotheO 
gbiHuman nonspedfk: crossreacUng anSg 
ESTs 
ESTs 

fatty add binding protein 6, Oaal (gas 
KIAA0049 

zinc finger protein, subMy 1 A, 4 (Eo 

KiAA1527 proldn 

bone morphogenetic protein 1 

gb.'yy60a09.s1 Soaiesjniiltiple.>deresis. 

ESTs 

ESTs 

guanine nucleotide Unding protein (6 pr 
hypothetical protein FU20534 
KIAA1073 protein 

wingless^e MMTV tntegraQon dte teml 
tdl-Oke receptor 2 

Homo sapiens cONA: aj21592 lis, done C 
ESTs. Moderately simSar to S656S7 alpha 
hypothetical proteki 

ESTs, Weakly slmflar to 178885 serine/th 
ESTs. Weakly similar to ALU1 J^UMAN ALU S 
ESTs 

MeacelytaseM^otranstbFaselhepara 
NSI-binding protein 

GCN1 (general contrd of aminos synt 

ESTs 
ESTs 

gb:te64e10jtl SoaresJfaj.GaC_S1 Homos 

ESTs 

ESTs 

hypdheScal protein RG083M0S.2 
ESTs 



3.10 
3.09 
3.09 
3.09 
3.08 
3.08 
3.08 
3.08 

ao8 

3.08 
a08 

ao8 

3.08 

ao8 

108 

aoB 
a08 
ao8 

106 
106 
106 
106 
106 
106 
106 
106 
106 
3.05 
105 
105 
105 
106 
104 
104 
104 
104 
104 
104 
104 
103 
103 
3.03 
3.03 
103 
102 
102 
102 
102 
102 
102 
102 
102 
102 
102 
102 
101 
101 
101 
101 
100 
100 
100 
100 
100 
100 
100 
100 
100 

zgs 

Z98 
Z98 
Z98 
Z98 
Z98 
^98 
^96 
2.96 
196 
^95 
^95 
Z94 
194 
194 
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430382 

449765 

407361 

407910 

436005 

44945B 

449317 

411118 

449494 

416311 

433088 

429272 

432519 

445467 

426782 

426216 

413862 

421554 

446488 

421391 

424527 

419264 

415788 

446481 

410491 

443441 

422725 

431926 

420408 

437678 

440115 



446428 

451273 

435154 

432451 

442703 

419341 

435861 

420137 

438441 

426158 

432882 

416239 

434792 

424852 

425638 

419551 

450571 

442435 

424148 

445764 

408072 

434779 

450295 

440381 

433923 

420802 

429670 

437908 

438676 

410361 

444969 

446423 

435517 

425354 

439160 

429073 

433834 

417365 

414521 

402550 



AA477908 
Ng2293 
AA744622 
AA65Q274 
BE551650 
AI805078 
AW293413 
NZ7g44 
AW237014 
080529 
NMJ06455 
W25140 
AI221311 
A1239832 
R14614 
N77630 
AA132973 
AW137676 
AB037782 
AW304350 
AW138558 
AW&20669 
AW828666 
W15284 
AA465131 
AW291196 
AA315703 
AW97Z724 
AA741024 
AA829S60 
R4180a 
AL35g852 
AW082270 
NM_014811 
AA668764 
AW972771 
AL044949 
N71463 
AF2S4956 
AA306478 
AW6&4980 
NM_001982 
NMl.013257 
AL038450 
AA649253 
A1222779 
NM_012337 
AW582256 
AF15B240 
A]g86208 
BE242274 
AI253155 
BE00S566 
AF1S3815 
AI766732 
AA917808 
AI623453 
U22376 
ID1087 
AI082424 
AA813745 
BE391804 
AI203334 
AW139655 
AAg28626 
U62027 
AI393742 
AA448167 
AA620742 
D50683 
D28124 



Hs 282267 ESTs, Moderaiely simDar to 138022 hypol 
Hs.206832 ESTs. Moderately similar to ALU8_HUMAN A 
Hs.292645 ESTs. We^ similar to ALUS J^UMAN ALU S 
Hs.41296 fibroneclin leucine rich transmembrane p 
Hs.158126 Homo sapiens CDNAFLJ13350 lis. done OV 
Hs.208261 ESTs 
Hs.132906 19A24 protein 

Hs^1476 ESTs, WealOy simlar to AF1 08460 1 ubinu 
Hs.3153e9 Homo sapiens cONA aJ23075 fis. done L 

gb:HUM081HOSB Human felal bra» (Tf ulwa 
Hs.288215 si^transferase 
Hs.110667 ESTs 

HS.1307Q4 ESTs^WeaUysimllartoBCHUtAS-IODpn) 
Hs.15617 ESTs. We^ slnflar to AUJ4J1UMAN ALU S 
Hs.33846 ESTs 

Hs.13895 Homo sapiens cDNA FU11654 fis. done HE 
Hs.184492 ESTs 
Hs^S ESTs 
Hs.15119 K1AA1361 protein 
Hs.191958 Immunoglobulin supeifarnily receptor Iran 
Hs.334873 ESTs. Weakly similar to 154374 gene Uf2 
Hs.215658 ESTs. Moderately simiiar to ZN91J4UMANZ 
KIAAa2l7 protein 
ESTs 

Homo sapiens done 25218 mRNA sequence 
ESTs 

Hs.ig99g3 ESTs, Weakly similar to ALUB.HUMAN lid 

gti£ST384816 MAGE resequences. MAGL Homo 
ESTs 
Hs.122834 ESTs 

Ks.144924 ESTs. Weakly slrrelar to B Chain B, Solul 
Hs.171096 Homo sapiens EST from done DKFZp434A041 
K5.12496 ESTs.Wbaklys{milartoAUM.KUMANAlJUS 
Hs.26163 KIAA0649geneprQdiid 
ESTs 

Hs.292471 ESTs. Weakly sanOar to ALU1.HUMAN ALU S 
Hs.1 16298 ESTs 

H5.1 18888 ESTs, Weakly sin^lar to ALU1.HUMAN ALU S 
Hs.16608 camfidate (umor suppressor protein 
Hs.95327 C03D antigen, della polyp^e (nT3 co 
Hs.205319 ESTs 

Ks.199067 v-«rb-b2 avian etythrobiaslic leukemia V 
H5.279696 serum/^ucocorticdkl regulated kinase4i 
Hs.48948 ESTs 
Hs.132458 ESTs 
H3.144848 ESTs 
Hs.158450 
HS.91G11 
Hs.60397 
Hs.244760 
Hs.1741 



HS.788S1 
Hs.74832 

Hs.64001 
Hs.92195 



HS.B8378 



nasopharyngeal epUheSum specific proto 
antertor gradient 2 pOenepus laevfe) horn 
ESTs 

ESTs. Hghly similar to 634087 hypolhefi 

integiti^ 7 
Hs.146065 ESTs 

Hs.16773 Homo sapiens done TCCaA00427 mRNA sequ 
Ks^151 potassium inwanily-reclifying channel. 8 
Hs^10628 ESTs 
Hs.ig04g5 ESTs 
Hs.146625 ESTs 

Hs.1 334 ^Knyb avian myeloblastosis wd oncogen 
Hs^l 1593 protein kinase C. theta 
ESTs 

Hs.123446 ESTs 

Hs.62661 guanyiato binding proiein 1, Interferon- 
Hs.160628 ESTs 
Hs.150120 ESTs 
Hs.130177 ESTs 

Hs.155935 oompiemenlciKnponent 3a receptor 1 
Hs.199087 v-erb-b2 avian erythrobl3S& letAemia v 
Hs.47385 ESTs 
Hs.130786 ESTs 

Hs.82028 transforming growth teetor. beta ncepto 
Hs.76307 neuioblastonebSuppicsstonoftuinaiigent 
Target Exon 
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2.94 

2.94 

194 

2.93 

i93 

193 

ZS2 

2.92 

Z91 

i91 

2.90 

2.90 

2.90 

2.88 

2.88 

2.88 

Z88 

Z88 

2.84 

2.84 

Z82 

2.82 

2.82 

182 

2.80 

2.80 

2.80 

2.80 

2.79 

178 

2.78 

Z78 

Z77 

Z76 

2.76 

2.75 

Z74 

174 

2.72 

2.70 

170 

2^7 

166 

162 

leo 

158 

157 

156 

156 

156 

1S6 

153 

152 

152 

148 

146 

144 

144 

144 

143 

137 

128 

128 

127 

127 

126 

100 

1^6 

1.72 

1.52 

1.30 

1X19 



Ptey: Unique Eos probeset ktentifier nuniber 
CAT number. Gene duster number 
Accession: Genbank aocesston numbers 

Pkey CAT Number Accession 

431089 12594U BG940189AW063489 AA715980 BF001091 BF880066 AA666102 AA621946 AA491826 
456034 685586J AA136653AA136656AW450979AA984358AA809054AW238038AA492073BE168945 
407192 220020^.1 AA602964AA609200 
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438089 22448.4 



439195 21979J 

432222 539529J 

406687 0.0 

444314 1027984.1 

452239 10116.4 



5 
10 
15 

20 
25 
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45 



436772 1239464.1 
50 437158 59575.1 



32908.1 
418259 133853.1 



432810 101919.1 



412652 18858.2 



431843 445334_1 

442046 75042^1 

429228 215430.1 

442369 2691713.1 

459702 539529.1 

407347 810943.1 

451184 1531.4 



444610 214529^.1 
407604 43771J 



410297 2990.1 



55 



60 



436769 1239572.1 
65 412636 1438.1 



70 
75 
80 



BM475665 BE644917 AW7707e9 AW952971 N64863 BM2632S9 A1224545 AI184886 N69114 AW518g02 A1440169 AAB09472 AV654440 
AA281642AU185230AW337382A1872923A1537113K73882TB3378H63731BI%71764AW897824AI811204 
H91240R60548 N41701 
AF085037 K893G0 H69546 

8G207209 BE166299 AI204995 B6199355 AW969908 AA528756 AW440776 ffi044354 
M3t126 

AW749625 AW749626 AW74g844 A1140497 

BG034853 AW17331 5 AW303375 BG190225 BG939153 6F057308 AA600736 AI7512S6 AID90486 BE939504 AWB31492 Af768270 AI862133 
AA417652 BE378218 AA599207 AW794702 AA024968 AM46024 AI148235 AI191710 81493797 A1272846 B1493786 AA534323 AI754332 
AA256414 C051S5 AI218226 Ai039656 AI350380 At084698 AI754989 AI673545 AI432010A1751035 AA375571 AA446297 BG216743 
BC011194AW517087AA601054T85S12 

B^D10^2SAA428f108M3106296F434288AVW150918F475996AVV1188676E675186AI688S66A^45359^ 

BF0SS946 AI802866 A1393380 AI476224 AW590639 AW1 36271 A14582S2 AI524726 AA843768 AA7821 58 AI3380S8 AI097S32 AW451 563 

AA453408 AA4S9633 AA418444 W23607 BG940150 A1493445 AW054729 AJ221929 A1866744 AA215405 AA766713 AA621 546 BF926317 

6E464132 A1990309 AW271459 AI262061 AA215404 N74332 BG940151 BG952261 AA9721 15 W96315 AA689588 R69057 BF7G6B86 BE769254 

\N05240 

6G292389 C06094 AI668930 AW104534 AA310513 AA830127AW134897 AA046953 AVW965490 AI8105306F092924 AAd34151 AA33472S 
031 302 R20723 AA263003 BI624635 AI276287 AI684428 At524234 A133S035 AW0147O4 AI91 1443 AA9721Q2 AI367512 AI126670 AW016017 
A)2S6003 AI147163 AA626033 AI539156 AA565542 AI094253 AW512612 6E889828 AA744^2 BE646306 AW471324 AA999975 AA863400 
H17550 AI991439 R46187 BE929954 AA333976 D63102 BF744491 

Af601 777 BE677762 AW008210 AW009441 BE3S0994 BE207949 AI091475 AI802n4 AI827533 A(075383 A1659979 AA687855 A1078125 A1090285 
AA670058 AA60241 1 AA683472 A1436058 AA612826 A1038932 BG057726 A1167355 BF449023 A)289476 AW074381 BF972912 A1991780 
AA869119 AI537472 Z39730 A1868953 AI192337 BE812978 BE81 2939 AA1 15248 H99006 At915784 F08973 T16748 D2046B AA609899 BF081234 
AA115336 BE812876 BEB12972 BE812982 6EB13008 BE813D19 R43883 BE812981 

AW970134 AA516420 AA543007 BG057526 BI001430 A14g6371 D801B1 D810O4 D60382 C15676 N91070 C14815C15068 D80763 C14818 
C15161 D60184D60656 
AW340495 AI984319 AA974603 

BG676155 BM009591 AI479075 A(025794 Ai017887 AA44827D BE466812 AA853422 AI392849 &G952034 AA513384 BF840124 BE714620 

AW969605AI553633 

AA993566 A]521958 AI56S071 AI864217 

BG207209 BE1 66299 A1204g9S B6199355 AW969908 AA526758 AW440776 61044354 
T23514AI655785 

Z99386 AV716301 BE222333 AI949687 BF732426 AI494086 AV721430 AW577332 N68315 BE672030 A1084440 AI2S0908 NS0901 AA757364 
BF515264A)186231 BE466036AW831313AA993514N54411 BG057515AW013895N77963AA708723A1273295N59093AA522665AI871574 
AA505521 AA812256AASS3641 AW467057VV58650AI168772 AA988308 AA91Q057 AI868258AA918322 AI335847AA621494AA904390 
AI760007 AU146694 AV7S6440 BM142562 N&6S07 A1674563 AW626584 A1263902 BF223368 AI090490 A14S2918 N71423 AA062767 T94332 
AA016003 BG681608 AA082426 AA029451 N71B73 BF437845 T54154 AV741757 
A1174783R12271R83569 

AKD74129 AL138071 AI806793 AM53S4( AI084616 BF062435 6E672932 AI828296 BF0624e4 AI803443 A1264326 AI280956 AI743547 AW295227 
AW139967AI972561AI863570AVV062752AVVD62756AVV062753AW176904AVV062755AW062750A^ 

AAD43621 W30872 BI524827 N945B1 A108461 4 AA776976 A)377572 AI7516g5 AI016576 AW439994 AW1942S5 AW627763 AA668249 A1079S70 

AWQ22S24At96aS40 At248360AA702490 AA043262 AA631511 AW176883AW751767 AW1768S7 AVm62748AmZ745 AV41768S2 AW176aiS 

AW176B14AW176846 AW176841 AW176871 AW176874 AW176819AI927437 AW191962 R36548AA853713AW196059 AA618S67 AW176881 

AW062754 AW062751 AW062746 AW176888 AW751772 AW1768S9 AW751765 AW7&1762 AW176a33 AW176873 AW751745 AA694513 

AA780815 AVin768S7 AW176834 AW176839 AW751771 AW176878 AW176843 AW176842 AW751755 AW175a47 AWn 

AW176B49 AW176844 AW176a77 AW751757 AW176850 AW176851 AW751758 AW751746 AW176858 AW176853 AW751766 AW176845 

AW176872AWl76840AW176876AW176852AVV751754AW176836AW176856AVW51773AW7517€0AVV75175m^ 

AA853712AA317570R38469AW291569 

AA156151 Z2S109 C05177 AW97568a AA731063 N67084 

AL05a068 AA160485 AW173544 AW296506 AW439860 A1521563 AI702529 AI393606 AW138323 AA5701C9 H19S04 BM021968 BF063327 
BF593552 AA630766 AI597717 AIB07128 AA523012 AI356250 AW451857 AA974203 A1762577 BF512552 AW007307 BE6752B6 AW450602 
AA962057 AW516069 AI582546 BF221924 BF222S43 AI8O1808 AW468599 AW000738 AI686625 AW235356 BM021837 AA911956 Ai680606 
W85516 T03370 AW61 1634 H41653 AI468349 H19568 AW090198 AW043993 R39847 

BC013939 61494690 BI49121 1 Ai928393 AA843540 6G938$44 AU185626 B1495842 AW1732S5 BM052709 Af743999 AI690144 At922209 AI740907 
AW340368 AAg28759 AW1 18737 BF513970 AA707B07 BF435295 A1339463 A1373842 A1433809 6E222392 AA602308 AAA28261 AI46Q355 
AW862760AI88e087A)342096AA722418 W78151 N64382BE221648 AW025901 AA4S2120Ai1S0479 A1016168 AA779515 AA661791 BM474307 
B;911169BG575154AW953303 T33604 D59141 AA38S785AA1 48648 BM461961 BG6B1166B1602483BE889592AW954311 BM052986 Bi962Bg3 
A1989299 Z42328 BF029504 T35668 BG402602 AU18S770 AI023271 AA147719 A1434079 AIS69000 AI276488 AAg924S3 AA342821 AA648303 
A)349384AI051008AA926941 AA350894AVV071451 r^49AI78413aAA083847 N22258AVm)825AA661570AA376687AA659125Ai356299 
R7G463 A13835B6 AA&27189 BI494872 AW021094 B1494871 AA905500 AA460923 61492041 AWD28965 A162461 1 BG2717B0 AI497723 H88862 
059858 N89979 AA65842S N81 154 D82341 A)274437 N66697 H98993 A1370663 AA728650 H05232 R59374 H12223 AI935759 AI362553 060006 
N29572 AI916833 N75273 AA148710 81597117 BG740471 AA332871 AA333874 AA643052 AW020175 R70650 BG623469 AA452342 AW96&441 
W19723R32966BE683841 R61003AI910374A1885262 R5S325AI468927 R34681 H98211Z398076P954386 
AW975804 AA748675 AA731 006 

M77830 NIIILQ04415 AF139065 BG681115 BG740377 81712964 BG000656AA1 28470 B1438324 H27408 BE931630 BE167165 AW370B27 
AW370813J05211BG698865BG740734BG680818BG739778BI7658078M3S34036M3S3^ 

BE182164 6F149266 BE940187 BI060445 BI060444 BF350983 BE720095 BE720069 BE715154 BE082584 BE082576 8E004047 AA857316 
Bi039774 BE713818 8E71354a AW170253 BE160433 Bi039775 AW886475 BM462504 6E931 734 6F149264 AA340777 BFSS1 183 BG621737 
AU127260 AW3648S9 6F993352 BG223489 BE818009 BF381184 8E71S956 R58704 AA852212 AW366566 Bi090358 BF087707 BE8ig046 
BE6t9005 AA377127 6E073467 BE819069 BE819048 61036306 BG990973 61040954 BF919911 AU14015$ Aig51766 A1434518 AW804674 
6F7529696E837009 BE92582B BF149a5 AW995615 BE814284 61039782 AU140407 BE144243 BE709863 BF985642 BE001923 BF933510 
AW26S326 BG436319 BE182166 AW365175 AW84768B BE818260 AW177933 BF873679 AW178000 BE082S26 BF476866 BF066994 BF592276 
BE082S07 BE082514 BE082505 BF873893 AW066840 AW847678 BF804153 AW365157 BE813930 BE002030 AW385153 BE184941 BF749421 
BE184920 BF839562 BE1&4933 BF842254 BE698470 BE931048 BF999889 BF368816 BE184924 BE15g646 BH714832 BE164948 66986845 
AA131128AA093891VV39488C047156F096124eE66534lAW79g304AL603116BE149760BE70S967BEW 

AW37e699 AW376817 AW376697 BGO0S097 6F751115 6E696084 AW848371 AW376782 AW848789 AW849074 AW361413 BF927725 BF09421 1 

AW997139 BE865474 BE185187 BE1S6621 BE715089 BE713297 8E71329B 6E179915 AW799309 BFe7234S BF086676 BE705939 AW752599 

BG005197 BF350086 BE715196 6E71S1S5 BF752396 BF033817 6F631 190 6F7524Q9 BE006561 BG959922 BF094833 6F09474a BF094583 

AVV377699 AVV607238 BE062519 AVV377700 BF349467 Al 1 90590 AI554403 AI392926 AU1 584n BI467252 

A1439101 AA451923AI340326AI5909756I791553AI700963AI142882AA039975AA946936AA644381 BM314884AA702424AI417612 

AWigOSS5Al220573AI304772AI27034SAI627383AA552300Al911702AW166807Al34G078VV^ 

A1078449 A1819984 AI85B2a2 6M68588 A1880SB4 AtQ25932 AA026047 AA703232 AA658154 AA51S500 AW192085 AA918281 T77861 AI927207 
AI20S263 6F082491 AW021347 A1568096 8E939862AA088866 012062 AA0S6S27 AA782109 Wig287 W021S6 AW15Q038 AA022701 T87181 
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41B876 
434987 
430709 
418546 
414883 



436198 
413645 
424831 
433430 
443547 

459645 
422960 

432340 
412240 



121279_1 

t21985J 

1234627J 

24203^1 

8371J 



28727J 

1234345J 

1272834J 

2181751.1 

137089.2 

722255.1 
1185^2 

1619980.1 
8235J 



432648 
451198 



442113 



129028.1 
18361.1 



15472J 

I9J 



440028 598730.1 
414783 262554.1 
431698 6468J 



441623 



3362^1 



433282 759.1 



434210 



412262 



430950 



H44405 A191 0434 BF082513 AI494069 AI270027 AI63587B AA1ZB330 B(jH}l425 BkTUeuro Kftjyu't owxjuuoa dwo# boh7 8F764409 AA026654 
AW45530 BI762796 BG287391 AW798780 BE706045 BE926470 AW7991ie BF087996 BB»2273 AW879451 A1571D75 BE067786 AV721320 
A1022862 N29754 C03378 N84767AA131077 H30146 BE714290 AI686869 AI568892 AI915S96 AW105614 AI8872M ;y53M77 BE9^^^^^^^ 
BE067737 BG319486 AA247685 AW798883 AW103521 BF989173 AW860878 BE939707 BE1B5750 BE714064 BE713903 BE713868 BE713763 
BgSo164 BE713810 AW3651 51 BG955489 BE005272 BF915937 AW365148 A1905927 BF992780 AW853B12 BG9S4443 B1770853 BG679406 
BG740832 BG681QB7 BG69a4^ AA455100T87267 BE696209 BEe96210 BI089483 BE006273 BE872225 AW391912 BE925515 BG677012 
BgSm026«0BE7W^ 

BESBEriMSoi48B^^ 

BF763109 BE931637 BE167181 BE713879 BF354008 BF578726 H90899 AW365145 W38382 AI498487 

AA740616 AA654B54 AA229923 

AW975114 AI096634 AI767001 AA658354 AW517542 

AW969880 AA484613 AA501874 R34356 

]^^49^B^mS AI935150 AI422691 AA910544 AA5831B7 BM272167 AI82e996 AA527373 AW972459 A)831360 

AA772418A]033a92AA100926AU154749AI459432AJ423513A1094597AA740B17AfS^ 

A1075239AI339996AA701623A1139549AI336880AA633648A1989380A!362835/U^ 

AA4S9292 A1494230 BF507531 AI492600 AA962596 AW613002 AA233140 AA235549 BF108854 AA954344 N49682 AI4S7100AW589407 
AW30O758 BE220715 BE22069B BE569091 BM009647 BF900351 AI537692 AI203723 AI8S7576 AA5e4410 AW371667 BM172363 
AK001125 AU120581 AU146612AW301393 
AA130992 AW969537 AA503835 
H61453 AA838765 AI6931 04 AA721 1 07 

A^OTM^^OCTAW^W 

AW952494 03Q877 AV684717 Z24837 FD0167 BF576150 T63841 R78995 NB7474 

&\A/9Q9Qft4 AA7?d3Dd AA074346 AAGf74368 

bS9AW9M947A^^^^ 

AA319510 BE702077 BE699015 BE702046 AW901293 T99319 D8170B BF475488 D60383 D81751 BE699260 

BF^346 BmSi59^^ AI692282AU 153608 BW£899 

AA744561 AA082682BE21 8816 AW51 1501 BF447881 AI859101 BF059295A1914038AI346564 AI685003AJ676076A^^^ 

2831296 1^51 AI4S3440 AA983739 AW470873 AI348290 BE857670 D55901 Z43903T34429 F07305 AK074340 AIS38118BG201484 AI334192 

K8S9™14AW161923T23854AA610763AA912188AV^ 

AW207551 AA421030BE246012BKm937BI035373BF939581 H19984BE867247 H92677NK^ 8^5^32 

BF961886R12698AA1fl1186AA365932 R53452BF062714BF959364H41634AVV086ia7H19985BR)54^^ F02581 H18816H41S27AW003446 
BE243443 H92276 AW954002 61670132 

!S?MfiSu)2K^ 

N51840BF593777AAD44645AW512183BF059034AI984320AA733139AI884563A1559673AI421262A1052068 
iu271696A1539839AI370924AI147781 AA535765 81966896 AA877448AW152259AA938992AA996022A{^^ 
Sl97SmBI^4B^^^^ 

AW005691 AI055933 AA971813 AA334937 N58441 AA536020 AW874174 AL565960 AW607532 H44547 

BC017965 AW969075 AA279982AA504511 AI219979 AA504595 AI245579AA278181 BG485019BI049312 

AK074156AM01548BB302083B£002085BE002084BG113650AW580909AA632959BG610861B^^^^^ 

AI204208AW244158BE622614N52349BE042940A)095858AA976119AA83S838AI6208S4AA45610^ 

SoAlC^10AA605125AA291672BE463947 N52870^^ 

BE177041AA332106BE967020 

AW473675AI190744We9997AW104913AI221098W69998AA885487AA861491 

BE9726B7 AW069559 A1392B89 HB5161 AI074962 AA423935 BE671254 AA912627 H39845 H690M AW80K9 N^^^^^ 
BM423504BH)75913AI492359A1831729AA807134AI057292BF059751AA918209BE858647AW^^^ 

A!i^0^AI522283 AI628681 A)470402BFOS6360AW236830AA514206BF065812AI796201 BF055617 BF054827A1288301 AA705763 

AVV371849BE153241 BC017410AI337912AI090244AW090300BE219837A(623661 BE501576BE^^ 
AAS75373AI288904AI984583AA890325 N32562A13S8102AW241694AI038448A1672071A1018389AACT 
A^r894 W277548H8955lAl699774 H89365AA315805AW579186ra^^ 

AW172758BE708322AA345675BE875779H2a241H25318BF540913BGl79688BF110202AA528775W^ 



54921.1 



4362_1 



594908.1 



BK)94458BE70B702BG496S59BF248373BG494800 ^^^^^ »*nr<>r« 

BC015150 BM471660 BM478941 BI759769 B1094332 BE00S819 BE005834 BM023432 BE179013 BE675522 AI680275 M515794 /^K^ 
F01634AF002990BG288697A!091615AW002917A1631085AW182664BE501232AI92218BBF838^^ 
AA424131AVW11849AAB72189BFD84885A1432(»4A1491908BF197906AAS80599AIZ7W 
C»0417BE669699AI468149BJM60137AI685282A!902714BG990066BF894391T833^ 

BF894494 BF808642 AA256710 BF894347 BE928708 H06072 AA199607 BIB59300 AI9B3233 AI521122 BE168896 BE302846 X76770 BC000927 
NM_032632BG707103BG913857 BG613824 BG613257 BM313077 B1561132BM81426BE389811 BE391509BE164846AA746371 AWS0611 
8^75813 AA332040 B6200997 BG485576 AL043705 AV716994 BF903156 AW820369 AU132824 BF941136 BE543211 AA521432 AW837568 
BFB09623 AW614670 AU129338 AW880782 AA371070 BG615427 BI667978 81599706 BIS99341 6E869166 BG5K432 
81461106 81562235 BI462594 B1458753 BF195561 BF832738 BE890146 AI678629 AL135238 AU129571 AW500045 AA382478 AW502738 
B1551031 BE2B0153 BF087226 BM480024 AW804395 BE707050 R72668 BF0388B1 BF895070 BG036994 BE551809 BF32e901 BG286526 

AI^OTi?W^wfBE^mM149091 AI742972 AW4M^ 

AA420530 R88566AI611672AM33916AA442855BF06300BAAB12S68AI889706AA715313AA768539AA767620AA^ 

AA665612 BF055442 AA7Q5388 AI550676 AA627448 AI1417e9 H78227 AW901852 H78221 BE701982 BF689273 AA397464 N33072 ^18 

AW988247 H14833 AA76a305 AA043348 R56470 BR39B32 R51827 AM74963 BG494574 AA149090 BF238154 A1802210 BE000129 BF734S13 

R41964 H21055 R85253 R17705 R40844 BF790218 B6388356 BF003037 AA703138 AA377348 W24822 ..o.^o^a 

AK0560S1 W971258 AI681 134 AU146134 AI803300 AA917325 AA923663 BF895068 A1304442 AI167464 AI284188 AA054272 AAB^W AI351910 

T90930 A1886230 U70056 AU1 19916 BF44B537 BE503207 BE502B49 AI698102 AA2S8553 AV718S29 AV719917 BF724133 BM386ffl A18M000 

BE349103 AI912294 BE545117 AA2Z7954 AA446520 AA879147 AA281770 AW135872 AA807907 AI43S989 AI339626 A083274 AM1IB512 

BE77t804 8F894509 AA455093 A1379061 All 50855 BF7e9906 R17298 AU138740BF808607 BE674633AV700iaJAAZ^ 

AW975199 AA9354ia T7431S F12666AA022923 789028 AA258606 W26406 BE838620AW00706AA«^ 

R42784 R44804 R41278 

AIS25877 AA489S25 AW088177 
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419543 
455657 
41440S 



251903.1 
14901B5 1 
112689 1 



409010 10331J 



411962 
434982 

432676 
437838 
446019 



432954 
446126 



419145 
409245 



458332 
459513 
449328 
406685 
417258 
447881 



4254B1 
440638 
442495 
416311 
431926 
435154 
437908 



2307710.1 
121871J 

3503_22 

2512601.1 

658727_1 



454042 30254J 



215961^.1 
610J 



248375.1 
3199J2 



437886 34267.1 



1139685.1 
417837.1 
3030726 1 
0_0 

400835.1 
44623J 



334120J? 

371165.1 

928718.1 

1280744.1 

1237041.1 

126605.1 

13266.11 



A{018087 AA244170 AA244355 
88)65209 BE065364 8E065110 BE065111 

AlJ047596AA393792AI670731AI037957AW874364A!038137N62288AI241379BE501098AW090^ 
AVV612409 AI68671 1 AI183289 AM77717 AI076122 AA5M190 M7O0984 AA781508 DBIOaO BIW5223 AI3a 
BG2B3489 BE090666 BSKXm BE090662 H26545 

AL575207 AL551714 BM014781 BGS42B83 BG771232 AA429722 AI37751 1 A1770155 AA71ffi65 BG003427 AA81061 1 AA442760 AA128610 

AA059411 Ai796263 AI494075 AI572127 AA420992 BF436083 A1648675 AA878813 B1488614 BG700886 AA128609 AV70287g AA731146 

A15B0338AI373224AA919169AI75B175AA976350BG701414BF057794AW135598AA062583BI549631AI1B507^ 

AA193289 AA045194 86928396 BE856883 BF435859AA1 96423 AW237471 RS9289 061932 BE856637BF368270AA194235 N51319AA383499 

N63065 66548812 BF027898 BG779448 

AA0990SOAA099526T47733 

AW97S084 790204 AA6S8177 

AI167366 AA618478 AA558869 

AI308202 A)307229 AA76g348 

A1362520 025917 AI670784 AI742347 AW269789 AI270700 AW810541 AW793036 AW793035 AW610540 AW362220 AW362166 AW362214 
AW362225AW362228AL119827 

AJ420458AIOie523AA708686BF949833AL119553BF945960At08130SAA041432Ai921013Al684910M 

AW241428 R43035 T66767 AW103715 W28478 BF953052 H45926 BF807568 AW903943 BE170143 81040435 BF931989 BI60O00O AV722350 
W27787 H45331 B1549761 R53355B1549855BG99 1583 81491 075 AW020O49AW1 29293 H45263 AMI 0309 AA340613R42410AA7071 99 
A1431587 BE858679 AWS2257 AI421678 AA041195 8E466753 AI243913 A1358694 AW137298 AI366468 N64350 AA779107 AW025969 R49056 
AA347011 R55722AW771106FD4969 Z38381 R}1659H17396BI493714A)880103AW771447AI202561 AA788851 At494436BFBS6114H22570 

AI075345 AI887648 AA572691 

BF946219 BF945218 BF85U94 AL536879 AA4571 50 AI590194 AI582629 AA46451 5 AA916242 AA337109 AA336509 N46906 AA336322 
AA336407 AA337222 AA319240 BI026817 BI027058 AL536880 AI693827 AA651730 AI701013 BM068789 AW339506 AA293021 BF891108 
AI458885 AW361203 AWg74652 AI7612S1 AI655763 AA628063 BE04712S AW085916 A1129S87 NS207O AW172361 AA0S2951 AW085909 
Ai000008 AA962570 AI371342 AI364207 AA464514 A1962506 AI824603 AW376300 AA058439 AW361192 AV856660 NS0282 BFB20514 BF891008 
H40784 8F891 112 BE708029 AW043567 AA056762 

8M456602 AV706711 8F379357 H90994AA234435 AA558020BF3S1723AA328271 R94815N99638 8G223375AW973750 N59599 
AF030234 BC017465 BG008526 AW505550 BM460141 N47324 AA361037 AA321632 N45606 AV75279B AV5571 16 AA296632 AU1 37857 
AW4S7027 AI7420B0 AI624350 H58206 AA478518 AW439997 AW393555 AW393523 AI559753 AI808732 R66fl56 H01374 81257369 Bf2S9830 
AW960845 BM466252 AW956813 BE768647 AV558853 BM055248 8F372070 BF372055 BF372061 AA347852 AA905863 BG505078 AV654024 
BF093291 AW021929 H22650 AM59715 BG498341 8E697763 81254209 8G499543 H42946 81059780 81086741 H87898 H87599 BF691752 
BE768511 BG940948 W37195 BF372041 BE883796 8F372082 8F367329 BF909744 AW965003 AV714014 81492868 81495144 AA921845 
Ai693426 At652147 AI435449 M47325 AI434429 AA573137 AI1B3429 AI829962 AI332526 BF513937 AI189561 AI221962 AI378034 AWl 18897 
AW865247 AW340077 N41605 AA478519 AM63875 A18S8260 AA463379 Ai292305 8E045947 AAg71089 All 25820 BG940947 A1080245 
AAB84954 AI125702 A1382934 AA931835 AI358631 AW439905 AI027833 AI399648 AI014533 AA347851 AA738281 N57374 N69081 AI768687 
AA948472AI819214AA293133AI186725AA889214A1222635 81495143 N29605 N48812AA769041 A1492769 D56771 AAD95911 BE222062 
O56772AW372265BM054985 012465 BG534552AW003511 HB7486H42880AW190^BFS94697BF377611 H22043 BI255749 BI492848 
H16217 H21980 H22651 H88179 H873&4 H440S2 H25165 H44128 

U52054 AL581000 AA156850 AW293839 81335865 AA024963 BF149420 8E073977 AW602574 BE1 6401 2 BE163992 8E163974 AW402161 

BM194134 AW966609 W84374 BF91 6380 AA385173 W84366 AA383743 BF903598 AA043776 W84421 AA778448 AW444904 BF446960 

AA837481AW55539AW468444AVM68002AA811830AA581806AI886686AI572124AA687333D20160AA^^ 

AA1587B1 A1536733 BM144850 Ai47ie83 AA040926 BF507639 AA043777 AW874142 BE832S23 8E163972 B1022546 B1021204 

AI000341AI766341AW873274 

AV704062 BEt62284 AI032946 BF360636 

AI884781 AI652306AI651694AI638744 A1982493 

M18728 

BG116781 81914326 61030196 N58885 N63406 AV683374 NS8892BG1 10501 AA333708 AA359583 AW963123 N95562 N9S696 N95567 

AK074291AVV293424BE676135A]832125BE0191466£465019AI761124AA517778AI279232AW575897A1^ 

AA722184BF934174BE004328AW49301BEB8a282BI019798BI019389BF92B776AVV8l3409AW26604 M077560BE272975BFM^ 

AW814195 BE879126 AI597926 8F594155 8E205787 8F063513 N35828 A1948557 A1433839 A1379679 8G056182 A1589094 N23123 AA588805 

AW316581 A!080272Ai421980A)493318BF194830 N87590 AA495993 N32996AA699844H96845 H95592 N28741 81035539 BF747723 

BF171066 W01 350 805495 AI243785 239622 AA887432 A1350659 R46102 

AL52049S AW978162AI610475 AI6B8990AW470054AA609426AI167391 AAB15231 AA35824t 

BG009S0O A1376551 AAB97445T87714 

AI184717AW518883AF121173 

AA179446 AA357794 081719 D80529 C14833 

AW972724 AA877998 AA522631 AU185388 

AW972063 AA56S764 AA804491 AW665688 AA765069 

A17405B6 AA771806BESQ0998 AW204531 A1082424 AI033879BF093176 AA771764 D38876 



TABLE 33C: 

Pkey: Unique number correspofwfing to an Eos probesel 

Refc Seipmeeource. The 7 digU numbers in ttriscniutnn are GenbankUenSfieriGI) number *0unliam,et^*ieliBi8tolhe(R]blicaliQnen1Hled 

human chromosome 22r Dunham. etal.(1WM!£S 402:489495. 
Strand: Indicates ONA strand 1iromwhk:heim were predicted. 
NUposiOon: Indicates nudeoOde positions of predicted exons. 



Pkey 


Ref 


Strand 


Ntjnsliion 


401403 


7710968 


Plus 


146180-146294 


406387 


9256180 


PUIS 


116229-116371,117512-117651 


405268 


4156151 


Minus 


24404-24521 


406122 


9144087 


Minus 


30940^1386 


402550 


7652009 


Mhnis 


8041340673 
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Pkey: Eos prabesel identiSer number 

ExAocn: Examplar Accession number. Genbank accession number 
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UnigenelD: Unigene number 

Unpens Title: Unigene gene title . 
ftl: gOihpeioenfilacrflPFAlsdlvidedbygO&ipeicentneofHPM^^ 
R2: SOlhpefcentileoflPFAIsdMdedbygOthpefcen^ 



Pkey 

405443 
418007 
446619 
422511 



ExAocn UnigenelD Unigene TiHe 



TagelExon 

M13509 Hs^3169 fn^ metalioproldnase 1 (IntersSIIal 

AU076643 Hs.313 secreted phosphoprotein 1 (osteoponlh, 

AU076442 HS.11793B collagen, type XVIl. alptia 1 

M21 305 FGENES predicted novel secreted pnstetn 

425259 AL049280 Hs.155397 Homo sapiens mRNA:cONAOKF^>564K143(fr 

407244 M1Q014 titjrinogen, gamma pdypepfide 

421823 N40850 Hs^8625 ESTs 

419B75 AAB534I0 Hs.93557 proenkephalin 

409542 AA503020 Hs^6S63 hypolheficat protein aJ2241 8 

418310 AA8141Q0 Hs.86693 ESTs 

442006 AW975183 ESTs. WiBakfy sImRar to S72482 hypotheS 

438315 R56795 Hs.B2419 ESTs 

425071 NtA_013989 Hs.1 54424 doodinase. iodothyronine, type 11 

409632 W74001 Hs.55279 serine (or cysteine) proteinase intiibitD 

434233 AF119903 Hs.138453 hypolhetfcal protein PR02834 

406000 U1690 Hs.198689 txiBous pemphigoid antigen 1 (230/240kO) 

447033 AI357412 Hs.157601 Predicted gene: Eos cloned; secreted wW 

420185 AL044056 Hs.251385 ESTs 

420195 N4434a Hbmo sapiens cONARJ1 1177 fis, clone PL 

426682 AV660038 Hs.2056 UDPglycosyllransierasel Kamity. polype 

408221 AA912183 Hs.47447 ESTs 

417079 U655g0 Hs.81134 interieukini receptor antagonist 

419216 AU076718 Hs.1 64021 small indudbie cytokine subfaniilyB(Cy 

422163 AF027208 Hs.l 12360 prominln (mouseHDce 1 

422404 AL133571 Hs.3361Bg Homo sapiens mRNA:cDNADKFZp434F11 35 [f 

445745 AB007924 Ms.1324S K1AA0455 gene product 

407938 AA905097 Hs.85050 phospholamban 

423575 C18863 Hs.163443 lntronofped08tin(OSF-2os) 

446659 AI335361 Hs.226376 ESTs 

425383 083407 Hs.1S6007 Down syndroms otticd region gene 1-Uk 

437620 AW976930 ESTs 

414591 AI888490 Hs.55902 ESTs. Weakly similar to ALUS^HUMAN ALU S 

416585 X54162 Hs.79386 lewmodinl.smooUi muscle (LM0D1) (Thy 

425707 AF115402 Ks.11713 E744ike factor 5 (ets domain transcript 

430712 AW044647 ESTs 

453111 AB01459d Hs.31720 hephaestin 

451099 R5279S Hs.25954 interteukin 13 receptor, alpha 2 

414290 A1568801 Hs.7172t ESTs 

417801 AA417383 Hs.825B2 integrin. tjetaJike 1 (with EGF-like rep 

412639 AW961284 Hs.203838 ESTs 

423720 ALJD44191 Hs^B hypothetical protein DKF2p434(^31 8 

429757 AW4S2355 Hs^56037 ESTs 

' 429504 )(99133 Hs^04238 fipocalin 2 (oncogene 24p3) (NGAU 

412228 AW503785 IHs.73792 complement component (3d/Epste!n6aavi 

430223 NM.002514 Hsi3S93S nephroblastoma overexpressed gene 

41 1880 AW872477 gbrfvnSOfOSjcl Na_CGAP^Thy4 Homo sapiens 

401645 a6001440':gqi2330704|gb|AAG52890.1lAra 

401673 C16001416*:gil12743112|r6fp(P_010131^ 

449048 Z450S1 Hs^92Q similar to S68401 (catUe)ghicose indue 

416316 H5B721 Hs.271628 ESTs 

453874 AW591783 Hs^6131 collagen, fype XIV. alpha 1 (unduBn) 

451149 AL047586 RMA t)inding motif protein 8B 

421190 U9S031 Hs.102482 mudn 5, subtype B, tracheobrondflal 

410036 R57171 H5.57975 caisequeslrin 2 (canitac muscte) 

429525 N92540 Hs^0S353 ectonudeoside triphosphate diphosphohyd 

405120 C4001445:gil12697g99|dbiIBAB21818.1| (AB 

432224 AWt69460 Ks.2083S8 ESTs 

418663 AK001100 Hs,416g0 desmocolllh3 

412622 AW664708 Hs.171959 ESTs 
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2.10 

2.08 

2.70 

2.02 

2.67 

2.21 

Z12 

2.54 

1.76 

200 

1.47 
2.48 
1.69 
1.74 
Z26 
Z12 

m 

Z01 

2.08 

1.24 

2.52 

1.64 

1.37 

1.72 

1^ 

2.16 

1.39 

226 

1.70 

1.70 

1.87 

1.57 

206 

1.63 

202 

212 

203 

226 

1.80 

218 

216 

213 

203 

212 

228 

204 

1.67 

1.66 

1.54 

204 

230 

1.26 

3.38 

1.64 
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1.78 
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442424 
402B85 
408786 
448719 
414684 
406638 
441600 
420693 
412649 
432331 
454034 
400279 
437865 
429165 
442993 
410684 
433149 
448429 
426457 
427654 
411662 
440383 



424687 
407857 
411573 
433336 
428471 
429249 
407966 
418028 
430469 
445511 
404501 
429107 
417259 
429597 
458091 
439280 
428098 
414221 
451712 
402487 
41S274 
452887 
410253 
408741 
432985 
422166 
429259 
429289 
441457 
433365 
425483 
424388 
429655 
442391 
414341 
436222 
442264 
443878 
430152 
447752 
404455 
424106 
433095 
409361 
456256 
439310 
407102 
437981 
421485 
414799 
453864 
401067 
456054 
402324 
417733 
457734 
402013 



BE3a733S 
AL13303S 
AI342715 

AA773187 
AA033627 
AWS30023 
AA827569 
AA939347 
KM-001972 
NM.002206 
W37862 
NM-000691 

AM72305 
AW009686 
BE01B682 
AM)88500 
BE257672 
D17408 
AW894667 
AA410183 
D60541 
AA884208 
M29540 
J05070 
AI928445 
ABQ29000 
AF017986 
X57348 
X81479 
AA295052 
BE379727 
AW603667 
AAB46512 

A)470451 
AW903838 
N^4_063816 
AF150286 
AI125436 
AW291771 
AW450979 
AA019290 

AF001S48 
AI702223 
T51823 
M73720 
T92363 
W72424 
AA420450 
AI400746 
AW9966S1 
AFD26944 
AF231Q22 
BE146577 
U4895g 
AW4S0544 
D80004 
AI208737 
AI278777 
AW292499 
AB001325 
M73700 



Hs.283713 hypotheOca) protein B0014245 

Hs.8728 bypolhetical pnM DKFZp434G171 

HS.129S69 ESTs. Moderately similar to B34087hypot 

Target Exon 

Hs.294027 ESTs 

Hs^lBSB tiinudeotlde repeal containing 3 

Hs.76893 34iydioxyt)utyrBt8 dehydrogenase (heart, 

Hs.1 53 (teomal protein L7 

Hs.1 27223 Homo sapiens cysteine itnot protein (ZSIG 

Hs.99863 elastase 2. neutroptin 

Hs.74369 inlegrtn.alpl)a7 

Hs.274368 MSTP032 protein 

Hs.575 aldehyde dehydrogenase 3 fandy, memtjer 

N!^004581*-Jtomo sapiens Rab geranyloeran 

Hs.19565 ESTs 

Hs.1 1 8258 prostate cancer associated protein 1 

Hs.166196 ATPase. Oass I, type 8B, member 1 

Hs.170298 ESTs 

Hs.42949 hypotheticaJ protein HES6 

Hs.21223 calponin 1, tiaslc, smooth muscle 

Hs^2660 chimerin (climaerin) 1 

Hs.137475 ESTs 

(te.2BSS19 Homo sapiens cONAaJ11904fis, done HE 

Hs.30484 ESTs 

Hs.220529 cardnoembryonic antigerwelated ceD ad 

Hs.1 51738 mairbc metaOoproleinase 9 (gelalinase B 

Hs.92254 $ynaptotagmin-iD(e2 

Hs.70823 K1AA1077 protein 

Hs^1386 secreted ftizzled^lated protein 2 

Hs.184510 stratifin 

Hs.2375 egf-Tike module containing. muctn-Hke. 
H5.38516 Homo sapiens, done MGai5887, mR^I^ com 

Hs^3213 fat^ add binding protein 4, adipocyte 
Hs.288742 Homo sajiiens cONA: FU22712 lis. done H 
Homo sapiens cDNA RJ 14459 lis. done HE 



Hs.99075 
HS.B1800 
Hs.2442 

Hs.123654 
Hs.42239 

HS.1104B9 

Hs.78344 
Hs.107253 

Hs.646 

Hs.178703 

Hs.112405 

Hs.292911 

Hs.62187 

Hs.43838 

Hs.293797 

Hs.158159 

Hs.285132 

H3.211582 

H8.220751 

Hs.75909 

Hs.122810 

Hs.263455 

Hs.13g709 

H$.234642 

Hs.105938 



AA412442 

AK001092 

NM.005982 

AB000450 

AR)86120 

AAQ07629 

AA774445 

AA2434g9 

Ai752416 

AW021407 

6E313241 

ALD48678 
BE394365 



Hs.98132 

Hs,302480 

HS.5441& 

H3.82771 

Hs.102793 

Hs.145365 
Hs.104800 
Hs.77326 
H3.21068 



Hs.82503 
Hs.38750 



429295 AA6e2377 Hs^6 



ESTs 

chondroHin su!^ proteoglycan 2 (ven 
a disintegdn and metailoprotdnase doma 
gb:AF1 50286 Human mRNA from cd34 stem ce 
ESTs 

Homo sapiens, done IMAGE:3868989. mRNA, 
gb:UI>H-8l3^ta4-12^UU1 NCLC6AP_Sa 
ESTs 

Target Exon 

myosin, heavy polypepBde 11, smooth mus 
hypotheteal protein DKFZp761F241 
ESTs 

caiboxypeptidase A3 (mast cell) 
ESTs 

8100 ca]duin^)inding protein A9 (calgran 
PlaioopMBn 

phosphaSdyEnositd glycan. dass K 

ESTs 

ESTs 

FAT tumor suppressor (0ra60phila)homolo 
ESTs 

myosin, tight polypeptide kinase 
ESTs 

KIAA0182 protein 

Homo sapiens cDNA FU1 1489 lis, done HE 

ESTs, We^ similv to ALU1J1UMAN ALU S 

hypothetical protein FU12572 

aqu8porin3 

lactDOransiemn 

opioid receptor, kappa 1 

ESTs 

Homo sapiens cDNA FU10230 fis, done HE 
sine ocuia homeobox (Orosophlia) homdo 
vaodrdardated Idnase 2 
ESTs 

glycerol-3fhosphate dehydrogenase 1 (so 
ESTs. Weakly simiar to K1AA1397 protein 
hypothetical protein FU10134 
Insulin^ growth factor binding proto 
hypothetica) protein 

ENSP000002S2105':CDNA FU 12240 lis. don 
gb.-601151545Fl NIH_MGC_19 Homo sapiens c 
C19001982:gi|3043638)dbIlBAA25483.1) (AB 
Rsapiens mRNA for 3VTR of unknown prol 
hypothefical protein FU11526 
Target Exon 

ESTs. Moderately sbnOar to AUJ8J1UMAN A 
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1.63 

1.62 
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1.62 

1.62 

1.62 

1^1 

1.61 

1^ 

1.60 

1.60 

1.60 

1.60 

1.60 

1.60 

1.60 

139 

1.59 

1.59 

1.59 

1.59 

1.59 

1.58 

\JSB 

1i8 

1.58 

1.57 

1.57 

1.57 

1.57 

1.57 

1.57 

156 

1.55 

1.55 

1^ 

1.55 

1.54 

1.54 

1.54 

153 

153 

1.53 

1.53 

153 

153 

1S2 

152 

151 

IJil 

1.51 

1.51 

151 . 

131 

151 

130 

ISO 

130 

130 

130 

130 

130 

130 

149 

1.49 

149 

149 

148 

148 

148 

148 

1.48 

1.47 

1.47 

147 

147 

1.47 

147 

147 

147 

146 

1.48 



Z07 
1.65 
Z40 
1.18 
159 
163 
110 
1.41 
132 

tsr 

1.23 

123 

169 

138 

142 

1.29 

111 

146 

122 

1.41 

1.26 

183 

118 

119 

158 

1.47 

151 

1.29 

117 

155 

119 

112 

105 

136 

106 

154 

105 

145 

161 

134 

106 

155 

139 

1.99 

102 

1.29 

1.21 

103 

1.37 

1.48 

115 

131 

119 

108 

174 

1.21 

133 

1.29 

135 

110 

116 

130 

137 

1.43 

aoi 

1.36 
130 
102 
1.50 
142 
148 
115 
138 
121 
1.25 
118 
181 
1.99 
103 
129 
126 
142 
109 
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430920 
409368 
431958 
427719 
433430 
423790 
444083 
433256 
420859 
456664 
438158 
409883 
452316 
413048 
457462 
452679 
401116 
419618 
452281 
426125 
428330 
418742 
418335 
408404 
448175 
431846 
459557 
449925 
442321 
454843 
410281 
402998 
443709 
435259 
454407 
453359 
434128 
417944 
442316 
438330 
410935 
455885 
405550 
451385 
424925 
431022 
439781 
429379 
435310 
430702 
451331 
4S9198 
442344 
402917 
418211 
437158 
427373 
433911 
402504 
409465 
449426 
405491 
406685 
442410 
407701 
400818 
408475 
42S93S 
414171 
444195 
M7918 
421314 
412992 
401025 
452862 
425308 
402308 
428415 
407242 
410741 
439335 
431254 
405213 



U96402 
AA071059 
X63829 
AI393122 
AI663735 
BE152393 
A112319S 
AW604447 
AW468397 
AWg63354 
AI796556 
AW452419 
AA29M84 
M93221 
AU33573 
Z42387 



Hs^48132 

Hs^877 
Hs.134726 



Hs.339408 
Hs.100000 

Hs^og 

HS.187B&4 

Hs^96098 

Hs.61265 

HS.7S182 

Hs.272312 

H&83883 



AA528295 
T93500 
X87241 
L22524 
AW451197 
R63257 
AW192518 
BE296174 
BE019924 
N58315 
AI342493 
AF207664 
AW834536 
AF076612 



Hs^792 

Hs.166994 

KS.22S6 

Hs.t13418 

Hs^389 

Hs^ieo 

Hs:Z71580 

Hs.24192 
Hs.8230 
HS.2S8549 
Hs,166186 



Hs.134662 
Hs.4859 
HS.11B843 
Hs.24872 
Hs.118205 
Hs.82985 
Hs.8217 
Hs.257316 
Hs.66881 



A1082692 
AA152106 
AW578420 
AA448787 
AI138589 
AU077196 
Z75331 
AW450572 
BE067395 
6E153524 

AA017656 
NM_002432 
AA490815 
AA845538 
NiyL014840 
AA705075 
U56979 
AK002039 
A1086347 
A1022925 

BE244746 
AW090198 
AB007972 
A1923092 

AW393810 
T92251 



M18728 

AW996503 Hs.197680 
AW375009 Hs.164407 



NM„000088 Hs.172928 
AA360328 H3.865 



QOoseco'KHike 

gb2m66a10j1 Strategeneneuroepilheliijm 
cadheiln 3. Ifl* 1, P^adherfn {plaoavla 

ESTs 
ESTs 

gb:CM2-HT0323>171199ma08HT0323 Homo 

gb:oo17al0.x1 Soares.NSF.F8-9W_OT^PAuP-.S 

ESTs. Weakly slmlar to S26689 hypolhefi 

SlOOcateiunvbhwling protein A8 (caigran 

m^aOoBiionein 1G 

ESTs 

ESTs 

ESTs. Moderately similar toG786JHUMANP 
mannose receptor. C type 1 
HoiTO sapiens ml^cONADKFZp434^ 
traismembrane. prostate androgen Induced 

Target Exon , . 

flb:nh26e06,s1 Na_CGAP_Pr3 Homo sapiens 
HomosapienscONAFU11041 fis.donePL 
FAT tumor suppressor (DrosophOBO homoto 
matrix metalkiproleinase 7 (mabi^ 
ESTs 
ESTs 

gb:xI45h08jc1 Na_CX5AP.Pan1 Homo sapiens 
hypothetical protein FU13102 
uroplakin IB 

Qbw68g06.s1 Scares fetal Hver spleen 
Homo sapiens cDNA FU20767 lis, done CO 
aaslnlsgrin-like and melalloprotease ( 
fltKMR2-TT0014-24119W)12-l06 TT0014 Homo 
Homo sapiens clone 23928 mRNA sequence 
KWL002463*:Homo sapiens myxwkus (influ 
ESTs 

^^^^vm^m\0M2im CT0249 Homo 
ESTs 



AB002351 
Ai129320 



ESTs 

collagen, type V.alpha2 
stromal andgen 2 
ESTs 

dynein, cytoplasmic. Intermedlaie pdype 
rti'PMO+lT0339-241199^02-C03 HT0339 Homo 
C700198r:gli565157lgblAAB3188l.1|T-cel 
g|):zo39h01.rl Scares refina N2b4HR Homo 
Hs.153837 myeWdcannudeardifferentlafionant 

Hs.208351 ESTs 

glial cells missing (Drosophlla) homolog 
Hs.200598 KIAA0537 gene product 
Hs.169536 Rhesus blood group-assodatedglycoprole 

lirXai1177fcdo«PL 

Hs.151138 ESTs 

Hs 79368 epHheSal membrane protein 1 

ENSP0000020258r:Bicart)onate transporter 

Hs.247474 hypothetical ptt)telnFU21 032 

KIAAIISOprat^ 
Hs.130760 myosin phosphatase, target subumt 2 

Hfi 8fiS9 ESTs 

C1003823-:gl|4826621|emblCAB42853.H {AL 

Hs.78054 gb:OW4-TT0008«1099^1ft«11 TTOOOB Homo 
Hs!l98882 ESTs 

TargelExon ^ _ 

gb:Human nonspedfcaossieacSng anfig 

ESTs 
ESTs 

C15WMS":gl|2558825|gb|AAC53387.1| (AF 

coflagen. type I. alpha 1 
RAPIA, member of RAS oncogene famBy 

HS.105S7 K1AA0353 protein 
Hs,115175 ESTs. Highly slmHar Id JCWlSganrna^ 

Homo s^. done IMAGE:4183312. mRNA. 

piotBasa. serine. 11 (IGF Innifing) 
N!yL004055':Homo sapiens calpaln 5 (CAPN5 
ADAMTS2(adidntefliWikB and metallo 
receptor tyrosine Hnas^Gke orphan tec 

TargelExon 

Down syndrome cnScal region gene 1 



6E440002 Hs.180324 

A1423369 Hs.75111 

AW378065 Hs,8687 

M97639 Hs.l555a5 

AA337211 Hs.184222 
M18728 

Z11695 Hs.324473 

AA742697 Hs.62492 

Nht006069 Ks^51385 



(rJtogen-acfivated protein idnase 1 
NiyL052863:Homo sapiens seoetogtobin. fa 
muiine retroAuslnteiafion site 1 hom 
Target Exon 
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1.42 

1.41 

1.41 
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1.41 

1.41 

1.41 

1.41 

1.41 

1.40 

1.40 

1.40 

1.40 

1.40 

1.39 

1.39 

1.39 

1.39 

1.39 

1,39 

1.38 

1.38 

1.38 

1.38 

1^7 

1.37 

1.37 

1.37 

1.37 

1.36 

1.36 

1.36 

1.36 

1.36 

1.35 

1.35 

1.35 

1.3S 

1.35 

1.34 

1.34 

1,34 

1.34 

1.34 

1.34 

1.34 

1.33 

1.33 



146 

Z02 

1.43 

1,46 

1.15 

2.36 

Z29 

1.50 

1,17 

2.20 

1.18 

2.00 

1.27 

1.38 

Z08 

1.28 

Z19 

Z30 

2.03 

1.48 

1.51 

1.24 

1.14 

2.08 

2.29 

Z12 

ZOO 

1.33 

1.10 

1.55 

1.38 

2.16 

2.22 

Z01 

1,76 

1.33 

Z06 

1.46 

Z20 

2.20 

Z02 

1.33 

1.24 

1.99 

Z64 

1.26 

Z72 

1.05 

1.26 

1.18 

1.26 

1.22 

1.35 

1,44 

Z08 

2^ 

1.24 

Z15 

1.38 

2.22 

Z38 

274 

1.34 

1.56 

ZQ2 

Z10 

2.78 

1.41 

Z20 

a94 

1,22 

1.40 

1.24 

1.30 

Z12 

1.02 

1.21 

1.22 
Z05 
1.12 
1.21 
Z03 
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ESTs 
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4 40 
4.00 
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ESTs 
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UB8967 
BE258532 
T49951 
AA127221 
AW005B66 
AA606794 
AA701357 
M18667 
W67883 
AW516565 
AW749895 
AA332941 
NMUn8979 
H2B383 
AW379378 



AH78427 



Hs.21586 

Hs274419 

Hs.78867 

Hs^51871 

Hs.9029 

Hs^96502 

Hs.193969 

Hs.131511 

Hs,192759 

Hs.1867 

Hs.137476 

Hs.332520 
Hs.85226 
Hs.278721 



ESTs 

hypothetical protein FU10244 
protein tyrosine pttosphatase, reoeptor4 
CTP synthase 
OKFZP434G032 protein 
ESTs 
ESTs 
ESTs 
ESTs 



N38913 

AW9o6616 

AA609784 

AW972594 

AK000517 

NIUL005411 

Z43405 

AWg52337 



M34996 HS.1982S3 
AW970623 



H8.43125 
HS.13S2G2 
HS^1575 
Hs.296234 

Hs^99 
Hs^ 
Hs.177582 
HS.7566B 



patemalty expressed 10 
gb:xq01d05jt1 Soares^NHCeCj»fvical_tumo 
Homo sapiens mRNA; cDNA DKFZp434A10l4 (f 
Dpase A, lysosomal acid, diolesterd es 
HIA dass II region expressed gene KE4 
gb:yI52c03.r1 Scares breast 3NbHB5l Homo 
protein tyrosine phosphatase, receptor t 
TaigelExon 
TargetExon 

esophageal cancer related gene 4 protein 
XIAP associated fador-l 
ESTs . ^ 

ESTs. Weakly saiular to T31613 hypothefi 



AW663632 

AA761546 

NNL000399 

M33600 

NWL001430 

AW081710 

m98l3 

AA037675 

AI47599S 

AF019225 

BE391804 

Ai636208 



Hs.285625 
Hs.248844 
Hs.1395 
HS.30B026 

Hs.73e9 

Hs.75615 

Hs.152675 

Hs.122910 

Hs.114309 

Hs.62651 

Hs.96901 



ESTs 

l!iALP2 protein: PYRIN-Containing APAFI-fi 
surfactant pulrrwnay-assoclaled protein 
Homo sapiens. Similar to RIKEN cDNA 1700 
NM_024085':Homo sapens hypothetical pro 
citrate synthase ^ 
uncharaclBfized hypothalamus protein HTO 

histocompaia»1lfy complex, dass 
gb:EST382705 MAGE resequences, MAGK Homo 
Target Exon 

Homosapiens fflRNA; cDI^ OKFZp434A1 19 (ff 
ESTs, Weddy similar to ALULHUMAN ALU S 
early growth response 2 (Krox-20 (Drosop 
msjor WstocompalilxTity complex, dass 
endoSiellal PAS domain protein 1 
ESTs,We8My sknOartoALULHUMANALU S 

apoltpopmlein 04 

ESTs 

ESTs 

apotipoproteinL 

guar^ale binding prolan 1. interferon- 
hypotheticdl protein FU23049 



1.00 

1.00 

1.00 

1.00 

1.00 

0.99 

0.98 

0.97 

0.97 

0.97 

0.96 

0.96 

0.94 

0.94 

0.94 

0.94 

0.94 

0.94 

0.92 

0.92 

0.91 

0.91 

0.91 

0.69 

0.89 

0.88 

0.87 

a87 

0.87 

0.86 

0.86 

0.86 

0.80 

0.79 

0,77 

0.77 

0.76 

0.76 

0.76 

0.76 

0.73 

a73 

a70 

a68 

0.54 

0.53 



1.00 

1.00 

1.00 

1.0O 

1.00 

Z33 

3.26 

3.61 

0.96 

1.08 

2.25 

i07 

Z18 

1.31 

t\2 

2.19 

0.79 

Z06 

2.04 

0.74 

2.11 

Z15 

2.14 

1.04 

0.90 

Z42 

1.14 

Z04 

2.10 

2.28 

Z50 

1.94 

ZOB 

101 

0.86 

110 

2.66 

1.03 

2.00 

0.78 

2.06 

2.10 

108 

2.95 

2.11 

0.53 



TABLE 348: 



50 Phey: Unique Eos probeseUdenliflernumber 
CAT number. Gene cluster number 
Accession: Genbank accession numbers 



55 



60 



65 



70 



Pkay CAT Number Accession 



442006 1239046.1 
42019S 2B714J 



Xwibib39AU17i24AW14494AW954901AL^^^^^^^ 



437620 9575.20 



430712 
411880 
451149 



301999J 

1139083.1 

4941.2 





4S9702 


539529J 


75 


417563 


2243443J 


431089 


12594U 




455797 


1511159 1 




413059 


1488711J 




417430 


40151_2 


80 


432222 


539529_1 


456205 


45807 4 




457741 


120741_1 



^awwr^.w™ . AI660509 AA761825AA973287 

MSer^iS^ Wa08?A^^^ W60499 W76653 BG959557 
AW044647 AI670953 AI656180 AA484715 AI659205 BF923472 

SSl9BE166299AI2M99SBS1993S5AVB69908AA5287S6AW440776B1044354 

B^89S«9AA71S98BBF001O91 BF880066AA6661IHAA621946 AA491826 
BE091833 Ba»1874 BE091871 
BEOeaOTS BE151S03BE1S1498 

BI017960BI017798 

493 



wo 03/042661 



PCT/US02/36810 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



60 



65 



70 



75 



411010 
449780 



406641 
454565 

455657 
459189 
454824 



41^4 
4222S9 



456235 
433930 
413484 
411188 
410295 



.458091 
414221 
410253 
407102 



456054 
403368 
433430 
423790 
444083 
419618 
408404 
459557 



4S1385 
439781 
451331 



406685 
430385 



1066474J 
31099J 



0_0 

1061836J 

1490185.1 

MH1945.5 

1073655J 

704733_1 

1518859J 

140437J 

685586.1 

1299162.1 

1979764.1 

19851.15 

41553Z.1 

1072487J 

2817.1 



400279 2140.1 



445511 9560.8 



452694.1 
685586.1 
132134.1 
7in.2 



1263570.1 

11061Z.1 

2181751J 

886344.1 

10908.12 

252691.1 

658475.1 

859794.1 

1524553.1 

85022.1 

2592493.1 

28714.1 



437158 S9575.1 



0.0 

MH497.8 



443144 16112^3 



432810 101919.1 



80 438874 52147.1 
400221 9287.3 
437751 643238.1 



AW813381 AW816094 AW813357 AW814469 AW813293 AWB16099 AW81329S AW81342S AW813331 AW813325 AW8133S1 AW813427 
AW813339 

B6721806 BG623574 AA367501 BG436403 BG619828 BG570704 BF086115 6F086118 R78932 6GS20850 BG57ig20 6F597723 AA368244 
8G620531 BG621957BG435818BG620442BG621518H12650BG573175 H61600 R67494 H01715D7B811 BG435953 BF 107266 D79043 R67255 
H01310 BG570941 BG570693 R21776 AA327133 R32578 R30775 BGS70963 T86946 H51601 W86279 8F991104 R21732 6F990905 BG622861 
6E929694 At090290 BE929277 BE929284 AA367783 AA082581 078839 H78318 N91085 BE929344 D83217 BE92g334 H53S36 880360 H5407O 
C17064 AWg82470 R00900 66619698 BG623946 H94918 BE929345 AAD04267 BF957177 BG6206856F088421 TB7029 C17044 H80972 
BG573514 AA131924 D78838 BG003560 C1B615 W86323 R09737 R02529 AA367502 
AJ235667 AJ235668 AJ235669 AJ235670 

BE141160 6E141231 6E141793 BE141791 8E141167 68141807 8E141B06 BE141805 AWB07S91 AW8075gO AW807586 AW807583 BE141803 

AW845918BE1412076E141158 

BE06S209 BE06S3&4 BE0651 10 BE0651 1 1 

AV6&3451 AK057494667188536M152866 66390626 BE709644At864727BI0451B1 BI459S37A19091Q2M909Q9DB6722507BI023B34 
AW833783 AW833646 AW833525 AW833351 AW833526 AW83382S 
AW268472 AI204197 AW592537 
BE145894 BE14S837 BM263472 

BF821471 AW795791 BF844843 BF621371 AA307564 AW795790 BFB33724 6E1S4067 6E084709 

AA136653 AA136656AW4S0979 AA984358AA80g054 AW238038AA492073 6E16894S 

AA994657AA382291 

AA203637AA832266 H67452 

AW87381BAA620338 

AL527514 AI732432 AA133309 AI225224 AV700997 BF589361 AW291763 A1121500 AA129708 
AW821260BE162466BE161168 

B6402852 BG545066 AA150252 AU)38760M452480 AI033256VV68778 VV93372 N31248 AI052219 AI367635W^ N88610 R58194 61524854 
B1497111 6FS40043 Ai12g268 Ai3S9798 AI056480AA121421 AI042150AW449003AI418180AI419420A]356058BF832243AI349330Ai35944B 
W76647 BF477170 AA099163 BF994549 AW608256 AA045418 H03770 AL574791 AW069455 BE302148 AW022281 AW980273 AA121 266 
AI336371 A1989381 A113142S A1147483 A1311537 AW33a638 All 41849 AA709414 A1187177 AA780884 M333805 AAD4S312 A162391& A)349421 
W637S3 W70299 AASS7276 AA299007 N98212 W74064 N24823T54892 AA054724 W730S9 AI869152 N93462 N71889 AIS37432 R71628 
AA303089 AI498550 T60941 AV706417 AW067848 A11$0877 AW3381 18 AI33631 3 AAB262S6 AI139S18 AA662948 AA902723 A1970175 W68682 
AI089380 A114d372 899951 AW183001 AI270317 AAS32767 AA044727 AA931652 R82469 AA150261 W67788 H67495 R80715 AW149812 N76914 
AI862034W61122AW02311BW69375 T88917T47984N21531 R35646 AA055544H15534AA688295AA090588AA044764BF994641 R79547 
N21313 BF674610 H02874 AW975323 R16904 AA328030 AA054871 R79546 BF832310 AI249109 

Y08200NM.004581 BCO03093 6E733834 61753321 6G773890 BF09ig08 81917541 AI023762AA5B72308F43S086AI284262AI687392AI810538 
AW589886 A1244419 AA749261 AA535435AW205589 A1765770 AI765431 C02465AW305347 AI618456 AA322111 AW381845 AW381B29 
AV749407 AAB11636 AU159893 AA603065 AA652542 AI468678 R4961 6 AW381863 6E389867 6E1B2387 BF087771 AA527551 AA134051 
AAB31504 AA134052 AI871759 AW089048 81913532 AA367709 BGB28155 BF093014 
B)M71219BE0931606G171761B\2S4009Al905474AA4S3162AAa297S9Al0865SdAA776022At3774^ 
AA443880 AA476733AW970674 AI393291 AA988283AI905S28AW3849S6 078656 
AF1S02&6 AV739062 AA835857 

AA136653 AA138656 AW450979AA984358AA809054AW238038AA492073 6E168945 

AA774785 AA584875 AA577705 AA683178 AA083204 AW36a057 T92332 T51823T02858 AAD83375 T92381 

AW945170 BF330905 F335S2 BG057818 A\36B018 A1421485 Ai300352 A1378525 AI264177 A!276281 A1245302 AI281050 AI190036 AW451438 
AW242903 AA910870 F22289 F19647 F22375 AW473816 6F445785 AA774528 F33447 C01077 AW772227 F17769 H42812 R09701 AA349096 
R48772 H42892 H42537 R47898 N28263 H25721 F32386 H43971 R48205 F21390 H45809AA007629R47697R83734 H45844AW983653 H43970 
H42536 H24495 R48875 H42961 H22079 R86018 
eF314481 BE313241 61198333 6E3831 48 
AA0710S9 AA08S201 AA0a5020 
AA961586 A1B63735 AA588325 
BE152393 AA330984 BE073904 BF176271 
61836699 At123195 

6G168298 AA24794S AA528295 AW971284 

BF306&98 BE296629 BE298765 AW192S1B BE299614 BE300025 BF307463 

66623239 N58315A)524952 

eE153524 eE153576 BE153583 

AA019761AA0176SBAA017374 

AAB45538AAS90229 

AWD02039 AL117624 AV714494 AW954901 AL045243 BF955185 AU137880 AW880615 AW880496 AA255290 BE767078 N44348 A1886676 
AA455877 N66571 AA999864 AU157344 AI817146 R54821 BE2231 07 AA455B80 A1355752 BF589210 N53487 AI924033 A1923020 AI306145 
A1919«i1 At584169 A12S0173 A1440227 AA669696 AW244040 AI3S8104 AI570333 A)418315 N94787 R72348 N94780 BF944396 6F754699 
AWDQ5707 N98831 eF001047 8FS8a691 AA3ie076 AWe01474 AWB83910 H10056 H63481 BE838574 BF909132 81084973 66257295 66818471 
BE348449 AI420623 AW271213 BE048764 W44682 AI887849 AW903942 AA975919 AA312915 BF9460S7 R55120 H101 10 BI045196 AW880645 
AIJ050068 AA150485 AW173544 AW2965Q5 AW439860 A1521553 AI702529 At393606 AW138323 AA5701Q9 H19804 BMQ21968 BF063327 
eF593552 AA630766 AI597717 AI807128 AA523012 A13S6250 AW451B57 AA974203 A1762577 eF512552 AW007307 6E675286 AW460602 
AA962057 AW51 6069 AI582546 BF221924 BF222S43 A1601808 AW468599 AW000736 A1866625 AW2353S6 BM021837 AA91 1956 AI680606 
W86516 T03370AW611634H416S3AI466349H19S&BAW090198AW043993 R39847 
Ml 8728 

KM_032013 AB044943 AF308609 61759254 A1819M2 AAB45639 AI289073 BE670187 AA207127 T33098 AA633492 BE328324 AI083620 A1204945 
AA903471 AI372602 A1049836 AI04g737 BF000101 AI686167 6F436696 AI659189 T32971 AA31 1302 AW733149 AI435981 T03438 AA879206 
A1972177T33083 AA613910 AI971019 AJ027140 AA853739 AI620S28 A1537519 AI972307 6F054881 AK0276656F082751 AI598127 T33663 
AA204743 BE086660 F12132 T26372 BF765338 AAa23108 AA322907 B1037082 BE315235 AV722B68 6E254381 TG6212 BE566142 T09034 
AA405202 6F843940 AI743855 AA1 13356 66990883 BE086729 6E535539 

AB058726 AI651414 BE245990 BE245765 BF439734 AAS48422 AA04O639 AI340155 AA2S5928 AA278385 BE766296 AA280771 AL555562 
AI47453a Aie63068 61260946 AK027039 BG615652 AI898039 AA2S2016 AA25e886 BE90520S AW501 1 67 BF5141 17 61857400 AW297001 
A1524923 AA125900 AW2721 55 AA1 90967 AA280729 AA035532 AW129692 AA1 ^899 66528645 eE614599 BE464693 A1560128 AA55151 1 
AI351149AL55S561 

66292389 C06094 AI668930 AW104534 AA310513 AA830127 AW1 34897 AA046953AW965490 AI810530 BF092924 AA334151 AA33472$ 
031302 R20723 AA263Q03 B1824635 Ai276287 AI584428 A1524Z34 AI33S035 AW014704 A1911443 AA972102 AI387512AI126670 AW016017 
Al2e6Q03 AI1471 63 AA626033 AI539156 AA565542 AI094253 AW512612 BE889628 AA744752 6B46306 AW471324 AA999975 AA8834Q0 
H17550 Aig91439 R46187 eE929954 AA333976 063102 6F744491 
AF075017 R66779 R22463 H02780 • 

NiyL002082 L16862 6G8288B8 6E795217 BE904064 BE294526 e£2g7283 6E394617 6E935127 6E935106 F12351 66823182 H16710 
AW978796 AA767373 AW173343 AA836163 N27S63 AA905328 R97032 



494 



wo 03/042661 



PCTAJS02/36810 



453331 



446526 



1063474J 
16559J 

11131.17 



455577 1475566.1 
43085B 73704J 
400161 2656J 



2781.3 
1407J 



421341 



434051 
410933 
406731 



40Q231 



73505J 

1064624.1 

0.0 

1552SJ 
MH494.5 



432745 
412477 



112643J 



456076 8455.1 



BF374577AW 

^lilnlAAAimna AAOV;oia BG5721 17 BG620022 AA147247 BG005785 BG014448 R31981 H02668 H12498 R36203 eF992089 R73999 
?4S5l^2B^o!7^^^^ 



430202 
424017 
437272 



453542 
437SB5 
430763 
409031 



1400.7 
9S31J 



S9l«WM5Sr«M8i5BI8599()9AI374780 M766892 «347»^ 
AU134580 F21298BFe02607 BE769124 AV658891 H89615 AV659853 
BE008307 8E006M1 BE00631 1 

li^S^2S7SK3^0A^715Sl2^56BI044097A1^2M 
Sm1^?S?|81K7S«MbX79BI458863BI91^ 
BG119517 W23267 W21941 AA328817 

AF116S22 AI114507 AA640834 BF11 1602 AA377999 
C16024 CI 5974 AW81 1066 AW81 1052 AW81 1020 

a1^44^ BC017997 81831060 BFS71101 AI886394AI082824A^^^ 



1233214.1 
888651.1 
176.2 



885 J2 



430108 
410276 
400247 



1233254.1 
641443J 
2764 1 



bSmMI BMOiaaU AW438544 BM450203 F35435 F33262 BE890952 AM01 181 BG939668 F35525 BI088182 F34674 F33505 BM471326 
^^W^12 Aia7^ra«^^ A1076923 A1018505 BE879774 BM465637 A1753078 BG222159 AA595947 

SSSfS Lm719W1 B^3^^ BF339134 BE409272 BE266456 BE796770 BE745957BG755835 

1S3bS4bSo6bS BM480379BM459071 BM450106BM4675B4BM464548BM465044BM450176 

BF589359 BM4e2924BM455329BM471816 BI8B2301 B6331736 H04903 AA374894 BE902964 

I^i^aS^/SVbS 



S?A^6506fEm^^^ 

AaS8595 AI168758 AA804572 AI085786 AA994396 AA991 209 AA948B63 AA9S054 AA927g52 T87001 AA928210 AA629296 AW802267 
S»5aSi5jS 

AA 9fia50 Ss AW6^^^^^ BE503027 AW401627 AA486231 AA486417 AA191542 AA028128 AA159991 A1498090 

aSm^H9661?H0^ N32570 AA088287 R68451 AA297563 H16847 R80665 AA421891 W6B402 R2a379 

K011835U51478BhM«^^^^ 
^»^Xl^47Ko5B^^^^^ 

S27SS(S 

AI241343AA668985AW272172A116053;7 86209220 AA02B152AAD25989 
AW968345 AA468998 T85775 

S^BS3Sf3Bl492345AVV385707AW^ 
AW5B0851 AW580908BI037146 AW5B0894 AWS80854H17858 1^^^ 

6E548300 AW968728 AW968554 AA777644 AA706898 AA682517 AAa32267 BG1650B7 N51097 N51567 R95837 BI256803 W89042 RS5836 
Rg7364 AW975957 AA747943 AAB1 1289 
BF568186 BF899745 AW836724 6E243668 
AW976857 AI809001 AA769369AW102732 AA761235 

S=sTGlKSK02rB^«0AVV3,8972AW393132AA83^ 

km^B^^72fi^^M72AS^^ D53063C1492BAA033287AA082B38BG483558BE940050AA765954 T70 71 BE938n5BE9400S7 

dSavS^ALI WM^12B728 AA193411 AW44^^ 

SvSSm8S^AA251585AA62S761 AA872D^ 

Sw1WAA1W411kSbE858113AI8^ 

AW373305 AW373299 AW373302 

AA92B810 AWg88393 AA4652S4 AA811301 

AA083514A1554545AW169852Al363822AI633826AI656026Anf6S624AA147545AAlf^ ,,.,„,«„^,„„c«ncQflioDr7nMi9 
BC022339BC009610B(M10537 X79805N!^006713U12979B^M67814BM^^ 

B670S885 BG702217 AV716638 BG777009 BI545689 B1552153 BM476712 BG770B5B BG527656 BG528Z77 B6391388 AV716861 BI602926 

495 



wo 03/042661 



PCT/US02/36810 



439403 
450724 



432077 
449625 

455047 
410934 
454600 



455500 
411745 
4188G9 
432093 
452239 



406851 
430353 



4937.10 
40161J 



452948.1 
249224.1 

1092329.1 
1064652.1 
1063489.1 



122B737.1 

43036J 

12789.14 

1237011.1 

10116.4 



0.0 

10288J 



431323 
442195 



1235269.1 
15007.1 



8(3290073 K667399 B1M51469 BI667173 B1602139 BG532171 BI669216 B1544727 86721 852 AV716503 AV701 327 BM090738 B1492000 
S3S56BI544904A1599813AW15829AW16505AW14S87AW17902B^ 

AV647719 B6501392 BG428433 BE895629 BM313117 AW021050 BG43S032 BM152910 AA313503 AA^77 BG574714 /^V^ 

AA252476 AV712759 AI.599643 BE790872 BG654930Vm337 AW675377 AV760378AV725139 AWl63mAB87 

AL599291 AI902948 BG944042 F00781 AA352483 BG217897 N33888 AW581924 BG654730 031410 AA3S3088 D312B8 AA295029 H95170 

BE^1MAU13W80BG772963BG776470BG532512BG105449 

BG210593 AW9992S4 H9513B AA353863 BE764809 160375 BE091363 BG7012S5 61860846 BW32485 B6168150 BG028647 BE546301 
BG900321 B1909737 BG702363 BG614141 BG611137 BG700121 BF031492 N85802 AV715940 N51590 BG993478 BE172016 AWB93622 
AK056692 AF086220 AI375066 AA284293 W32565 AW797961 AA950897 AA504145 
bSk019048 AW862002AK056737 AA429538AW063311 AW440655AW231970AM285B4A/^5028^ 

AA564758 AA528743 BG927275 BE0451 17 AW975234 AA684937 BF749390 BG928948 AA984546 BE009153 AV732487 BE078167 AWB72716 
AW063245 AA578441 AI820704 AI732283 RS5428 BF999154 BF88048S 

AL134685 AVV9727«)AA525319AA526644AA525342 AA526632 AA525296A\ra4a/^ . B««cmMii«« 

B1918168 AW779750 N48674 AI375997 AA235370 BG699146 AI913631 A1498402 AI016320 AA323193 R49021 DS9344 BG986750 N4S526 
BG886917 T61382 R49391 R45432 AI203107 R35004 F07491 R2S094 R35360 
AW852530 AW852S26 AW8S2527 AL597969 

AW81 1114 AW81 1095 AW81 1094 AW81 1 1 24 AW81 1 157 AW81 1054 AW81 1 087 
AVW 0001 B^46MAW^^ 

^m^m^AWB?^^^m\05S2 BF374678 BF374653 BF374579 AW81016B AW810170 BF37461 1 BF374676 BF374667 AW810353 

BF374682 Sl54 BF37^^ BF374757 BF374637 BF374743 BF37471 9 AW809664 BF374643 BF374680 BF374714 BF374708 

BF374716 AW810432BF374691 BF358056AW810006AW810345AW809960 

AW963582 BE064192 BE064ie9 BE152580 AW963587 

AV7D43Q6 BF3687&0 AW867826 AW859896 

AA229762AA230035 

AW972670AA525B08H28359 H2B383 ..«™«». *ioe«« 

BG034853 AW173315 AW303375 BG190225 BG939153 BF057308 AA600738 A1751258 A1090486 BKM504 A^^^ 
AA417652 BE378218 AA599207 AW794702AA024968 AA446024 AI148235 A)191710BI493797 AI272646BI493796AA634323AI754332 
AA258414 C05165 AI218226 A1038656 AI350380 AI084698 AI754989 A1673545 AI432010 AI751035 AA375571 AA446297 BG216743 
AA609764 R97304 

BC010106 AL560552 AU133296 AU133086 BE268567 BE268523 81544879 BE398161 BG473088 B1544445 BE2S8021 BE296339 BE255040 
BE263020 BG706790 AL598627 AW952337 BG758113 AW512753 BE267666 BE2S3415 BI225718 BE26B350 BE258245 BIH^^^ 
BG723903 BE397282 BI196341 BG702880 AIB78949 AL600437 AA416759 BE259917 A1031582 BF512142 A1088248 BESe^ ATOBH 
AI28BM3MM75^^^ AI816352 BF732831 BI225687 AA833686 AA722S93 AA807750 AW068064 AA4051 87 A1923238 N51593 AL527710 

BGM2576^S7A™B^ 

AtoSS A^8581 AW848512AW84B176 AW752623AW752618AW376822AW376821 AW376684AW376623 AW376622BE706047 
JSraAS;AW752674AW^^^ 

AW848981 AW848980AVIffl48979AW848978 AW848973AVV848916AVW^^ 

AW848493 AWB48492 AW848489 AW848488 AW848487 AW848353 AW848352 AW848220 AW752598 AW752697 AW752682 AW752681 

TISbS BF926427AW849000 
AW848718 AW848515 AW848507 AW848444 AW848440 AW848232 AW848222 AW752657 AW376786 AW376781 AW376615 AW376614 
S AaS aI74890^ 

iSS6lS89BF349557AW752612AW^^ 

BE906674 BG749937 BE535486 BE019810 AA313713AA992542 AA332541 AA6B2985AA356125BE140478B6750945 BI457548 BG025661 
8^5M2Sl9 ^76 aSsM^ R23979BG611485 BES60678 Wie977 N50379BG824101 BG471750 

Si BE262945BE559801 BF7S6438BEB81957 BE314546BG911831 BG150811 BG112017 

AA157518T92368AW752620 

uS^MOM^BK^ A1021986 AU138476 C18601 U51626 AU100517 B1054387 AU076970 BE786454 BG010080 AW377189 

SwBTW/^B^^^^ AL544O18Ba)O2870BE929314BB»0199Ali)466S0 
B1053717BE929315BI054967BF960055BF925432R05421 BF922073T70331 BI004403 



TABLE 34C: 
Ref: 



Unique number coTOspondino to an Eos pcobaset _ ^ ^ 

Sequence source. The 7 digttnurribere In Oibcohimn ere GerOjankldw 'Dunham,el8L referstolhe 

human chromosome 22" Dunham, el a). (1999) Nature 402:489495. 



ptibKcaikm entitfed The DMA sequence of 



Strand; 


Indicates DNA strand from which exons were i^tded. 


NtposiSon: Indicates nudeolide positions of predicted exons. 


Ptey 


Ref 


Sband 


NijrasHion 


405443 


7408143 


Rus 


90716-90887.101420-101577 


401645 


7657839 


Minus 


34986^133 


401673 


7689903 


Minus 


122587.122705,122765-123047 


405120 


8099940 


PhB 


14017S>140340 


401785 


7249190 


Minus 


165776-166996.166169-166314.166408-ie656 


402333 


8844110 


Mnus 


165693-165856 


404942 


7382153 


Plus 


92095-92252 


403362 


8571772 


Plus 


64099^260 


402641 


9958129 


Minus 


122598-125138 


405600 


5923640 


Plus 


26662*27225 


405061 


7656744 


^«nu5 


132492-132932 


402327 


7656695 


Minus 


108675-108770,109801-109910 - 


404342 


9838093 


Phis 


115854-116033 


404429 


7407979 


Pius 


31352-^1498 


403344 


8569726 


Plus 


70823-70990 


401593 


7230957 


Plus 


10368-10572.11293-12356 


406481 


9756020 


Minus 


158842-159136 


400609 


9887671 


Minus 


92037-92247 


402S74 


8077108 


Nfinus 


39290-39502 


401677 


9965537 


Minus 


6285&«3086.63603^884 


405579 


6456174 


PhB 


10099&-101542 


405797 


1934909 


Minus 


S599^1.5821-6104 
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405159 9966252 Plus 

403520 7684483 Minus 

402538 9801137 Minus 

404151 7534014 Minus 

5 400496 9743564 Plus 

403010 3132346 Plus 

406387 9256180 Plus 

402885 9926751 Pius 

404501 7229859 Minus 

10 402487 9797538 Plus 

404455 7677926 Minus 

401067 5764724 Minus 

402324 7630381 Plus 

402013 7407997 Plus 

15 401116 9966559 Plus 

402998 2998643 Minus 

405550 1552494 Plus 

402917 7405502 Minus 

402504 9797871 Rus 

20 405491 5801645 Plus 

400818 8569994 Rus 

406475 9797684 Plus 

401025 8117518 Mnus 
402306 7340295 Minus 
25 405213 6692345 Minus 
400740 7329267 Minus 
402825 6165330 Minus 
405973 8247789 Rus 
405818 4071056 Plus 
30 402621 9930950 Phis 
401311 9212516 Minus 





401899 


7230209 


Minus 




403579 


8101179 


Minus 


35 


404600 


8705107 


Plus 


405531 


9665194 


Plus 


405542 


9857564 


Rus 




405131 


8516051 


Minus 




403026 


7670575 


Plus 


40 


405369 


2078469 


Minus 


40S932 


7767812 


Minus 


405156 


9966228 


Rus 




402174 


8575912 


Plus 




405536 


9795661 


Rus 


45 


406109 


9127147 


Minus 


403162 


9838065 


Plus 


401404 


7710968 


Phis 




403167 


9838127 


Rus 




402209 


8575119 


Minus 


50 


400986 


8085497 


Minus 


404975 


3419864 


Minus 


404926 


7341919 


Minus 



79659-79804 
97621-98084 
96314-96539 
69038-69399 
4151541695 
78385-79052 

116229-116371.117512-117651 

71919-72049 

37270-37526 

75677-75843 

26927-27611 

153355-153509 

26052-26803 

174540-174634.175449-175568 

123579-124447 

17175-17373 

91720-92115 

1034-1177,3143-3266 

12365-12614 

81857-82045 

172644-172765.173085-173200 

125417-125563.128052-128180 

179287-179483.181044-181166.181844.18203 

92080-93638 

50267-61151 

79920-80510.B0576-80746 

78572-78B07 

103859-104254 

29055-29196 

13080&1 31036 

180124-180754 

155620-155815 

35167-36365 

118354-118444.118649-118792 

35602-35803 

71331-72183 

136764-137594 

56521-56840 

34183-34357,35686-35751 

123525-123713 

146733-146860.147899-147961,153127-15325 
253499-253674 

164091-164162.164397-164516.166720.16679 

58328.56485 

8265243613 

136474-136646 

162599-162935 

53315-53472 

63140^319 

86096^605 

15041M51484 
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TAflLE35A: About 323 genes upmgulated In hypeisensBh^^^ 



Pksy. Unique Eos probeset idenSfier number 
ExAccn: Exen^lar Accession number, Genbank accession number 
60 UnigenelD: Unigene number 
UnigeneTIU^Uni^^^^ 

S^^e^^HP^k^^ 



65 



70 



75 



80 



R2: 

Pkey ExAccn UnigenelD Unigene Tille 

402550 Target Exon 

421563 NM_006433 Hs.105806 granUlysIn 

424326 NNL014479 Hs.1452g6 ADAM^Itodislntegrfn protease, decysin 

417967 BE244373 Hs.1119 nuclcarceceptarsuMamily4.gnxipA.m 

411089 AA456454 cell (Twision cycte 2-0(6 1 (PITSLRE pr 

416350 AF18B625 Hs.1895Q7 phosphoHpase A2. group IID 

406654 M90886 Hs.73885 HL^G tilstocorapafibilily antigen, dass 

459705 BE0B2764 HS.2702S2 ESTs. WeaMy aWtaf to androgen recepto 

412610 X90908 Hs.74126 fatly acid binding protein 6. ileal (gas 

452194 AI69441 3 dfacloiy receptor, family 2. subfamily 

447709 U97145 Hs.19317 6DNF family receptor alpha 2 

410910 AW810204 gbAfiW-ST012fr02119WH7-d08 ST0125 Homo 

454671 AVii'312929 HS.3369Q8 ESTs 

441859 AW194364 H194814 Inteileuttv4 Induced gene-l piotein(R 

422398 AI476149 H5J34489 tiypothefical protein FU21992 

403244 C20Q2870':gq82698ti)titlJQ098Shydra:Vpr 

497 



R1 


R2 


4.03 


470 


3.37 


Z70 


3.31 


142 


3.09 


1.S1 


2.99 


1.28 


Z71 


1,43 


2.70 


1.53 


2.70 


1.14 


ZG9 


199 


163 


167 


Z63 


1.52 


Z59 


1.00 


tso 


134 


2.45 


1.90 


145 


1.36 


Z40 


1.53 
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R5%92 


Hs.12698 


447026 




HS.l 67257 


412394 






450165 


AAUU/Z35 




431093 


AoUjiUoq 








lie invte 


4iooo2 






441^ 


A17oo724 




456766 


R87310 


nS.7/W 


420340 


nHUXXl734 


Hs.97087 


439r2i 


AI299050 


riS.i4oo«SD 


405452 






458079 


AI796870 


Hs.54277 


401447 






423086 


Y18264 


Hs.123094 


441704 


AM58766 


Hs.192125 


405097 






408544 


AW29oa29 




413454 


Bc141162 




444404 


M31525 




418460 


M26315 


Hs.65258 


436063 


AK0000Z8 




429212 


NM_OU1504 


nS.1 98252 


400712 






417929 


RZ7Zl» 


Hs.74647 


403478 






418747 


AJ249977 


nS,ooW9 


^G9712 


AW245825 


ns.21 1914 


451668 


Z43948 




414020 


Mtl tWiOOA 

NMJ(A)29o4 


H8.75703 


456057 


AA947457 


Lla 4 9CC£n 

ns.135aw 


444346 


AI142274 




41 891 B 


X07871 


Hs.69476 


451318 


AAD29888 


nS.95071 


458935 


Y16521 


11. Oil (MO 


417105 


IJ»jS92 


u- oi toe 

nS^i Z2o 


408219 


Bt061111 


LI- 0eJI04 4 

nS^5421 1 


^137 


AA306478 




443711 


N67881 


KS.4939U 


423234 




lis ooem 
nS .290102 


416975 




Hs.1051 


425280 


U31519 


Hs.1872 


405627 






406909 


L20777 


nS.73oo5 


437295 


AW779318 


HS.8B417 


424261 


AA766243 




430413 


AW842182 


Hs.241392 


423901 


AA333QU6 




405075 






457423 


AK000642 


nS.265D18 


406267 






423385 


A A'M JAA^ 

AA324S92 


Hs^57168 


449970 


AI678056 


Hs^01227 


430733 


AW975920 


HS.121D36 


446323 


AI28o274 


Hs^345792 


402240 






451404 


AA460775 


Hs.6295 


424463 


AW195353 


Lia> 4 mono 
HS.1 19903 


400107 






404811 






403589 






404088 






414991 


C17898 




429073 


AA446167 


Ks.47385 


426274 


038122 


H$.2007 


401897 






431094 


AW972276 


Hs.116195 


424899 


ALII 9387 


Hs.1 19062 


419711 


C02621 


Ks.159262 


459019 


AA0171S6 


Hs.40719 


40S453 






402516 






457365 


AA577297 


Hs.303249 


407928 


NM_002262 


! Hs.41662 


436553 


AW4071S7 


HsJ997 


406266 
419409 


AW297831 


Hs.143792 


435028 


AW193035 


H5.187370 


404696 






403533 






411673 


68)64863 




424146 


BE242274 


H9.1741 


419833 


AA251131 


Hs^97 



ESTs 2-40 1.00 

MInlinkproteln-l 2.33 1.64 

gb:PAU4W0008-17G30(»)01-M9KN0008Homo 132 1.00 

ESTs 2.32 1.32 

eomesodenrin(}Cenopuslaevi5)hoR^ 2.30 1.81 

natural kffleroeOgfoup 7 sequence 2.28 1.69 

gb:RC3-HT037l-29010&O13e02HT0371Honio 2^7 1.59 

fibufin 1 2.27 1.87 

oxysteroi binding piDtBiiv4]ke 1 2.27 1.36 

C03Zsitigen.zelapolypeplideCTrr3oom 2.26 1.98 

gb:qn14d12j(1Na.CGAP.lu5Homo8apien8 2.25 1.82 

Target Exon 2.25 1.29 

DNA segment on chromosome X (unique) 992 Z25 5.60 

TaigelExon 2.S 1.55 

sal{DrDSOilhilaHikel 2.24 1.51 

ESTs Z24 1.00 

ENSP00000175238*:AdislntBgrin end metal 2.24 1.00 

ESTs Z22 1.95 

gb:MR04fr007&«21299^1-d03HT0076Honio Z20 126 

ms^rhislocompatibirtty complex, dass Z20 1.37 

COS antigen, alpha polypeptide (p32) 2.19 2.88 

ribosomal protein 824 2.19 1.42 

Gprotel^coupied receptor 9 2.18 1.22 

Target Exon 2.18 1.00 

Human T-cel leceptor acfive alpha<iidn 2.17 1.79 

NM.022342:Homo sapiens kinesin protein 9 2.17 1.80 

protein Idnase, AMP-actlvated, gamma 3 n 2.17 1.76 

ENSP0000023362r:NAOHmt^qu{noneQxidore Z16 1.44 

cartilage acidic protein 1 2.16 2.12 

small inducible cyloUneMGiomotogous 2.15 2.88 

EST8,WeaMysinfilartoT434S8hypotheQ 115 ISO 

ESTs 2.15 138 

CO2ant]gen(pS0).sheepredUoodGdl 114 1.93 

ESTs 114 1.16 

COP*<fiacytgtyceroi synthase (phosphafida 113 1.52 

CD6 antigen 113 161 

Qb:ava-BT0041-011199^9«2 BT0041 Homo 113 1.94 

CD3Daniigen,deftapo)ypeptide(TIT3oo 111 166 

ESTs 2.10 1.00 

AD037 protein 110 1.52 

granzymeBtgranzyme 2, cytotoxic T-iymp 109 3.74 

phosphoenotpynivatecarboxykinase 1 (so) 108 1.84 

Target Exon lOB 1.00 

gb:KumanMHCc)asslHLA-6gene(Hl^A33 108 129 

ESTs 107 1.72 

gb:oa13b11.s1Na_CGAP.GC81Homo8aplBns 107 1.00 

smal]lnduclblecyloidneAS{RANTES) 107 116 

gb:EST37064Embfyo.8weeklHomo8apien 107 1.50 

Target Exon 107 1.15 

hypotheOcal protein FU20635 107 167 

Target Exon 107 1.30 

ESTs 108 1.70 

ESTs 106 148 

ESTs 106 1.00 

ESTs 106 1.00 

Target Exon 105 1.94 

ESTs. WaaWy similar bT17248hypotheti 105 1.44 

ESTs 104 1.32 

Eos Control 104 142 

NI^021096:Homo8apienscalciumchannel. 103 118 

TagetExon 103 1.57 

Target Exon 103 1.00 

gb:C17898HumanpIacentacONA(TFi4itfara 103 104 

ESTs 103 3.10 

tumor necrosis factor (ligandjeuperfemi 102 1.92 

C17OO1987:gi|73O3380|gb|AAFSB43ail(AEO 102 1.55 

ESTs 102 1.00 

ESTs 101 141 

ESTs 101 1.02 

hypothetical prat^KIAA1164 . 101 1.76 

N{^0Q5748*:Homo sapiens YYI-assodaiedf 101 1.24 

Target Exon 101 1.00 

EST 101 138 

Idler cdl lectin^ receptor subfami 101 162 

immunogtotRirin lambda loous 100 1.64 

Target Bcop 100 146 

hypothefical protein iytGC26S6 100 1.60 

ESTs 100 1.55 

NM.013443:Hamo sapiens CMP-NeuAC:(beta)- 100 1.21 

Target Exon 100 1.17 

gb:RCl-6T0313-1103004>lSn6BT0313HQnio lOO 1.00 

Integrin.beta7 1.99 a66 

ESTs 1.99 1.69 
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423196 AK001B66 Hs.125l39 

426416 AW612744 Hs.169824 

449317 AW293413 Hs.132906 

424321 W74048 



422109 S7326S 
42421B AF031824 



Hs.1765 
Hs.1473 
Hs.143212 
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438676 
404240 
404056 
425508 
429819 
416941 



AAB13745 Hs.123446 



409153 
419490 



425367 
414812 
422994 
424517 
433671 
412116 
447656 



419231 

427527 

431574 

436485 

432606 

421379 

448569 

429670 

412584 

413B69 

406672 

452203 

426451 

447131 

414512 

426752 

444793 

452334 

446227 

407830 

423799 

458332 



437644 
402736 
438866 
422846 
426202 
414646 
420440 
416967 
415823 
421924 
427307 
444929 
439237 
418196 
428227 
438568 
430308 
433934 
4435S9 
450000 
415349 
406656 
456974 
416401 
439372 
434666 
417696 
417427 
431903 
413472 
425762 
412472 
451406 
412568 
449835 



AA991551 
AU33011 
BE000150 
N99013 
Wa3754 
NM_006144 
N75217 
BE271188 
)C72755 
AW891802 
AI539443 
AW138797 
AW402166 
NMJK)3726 
AW402155 
AL046294 
AI809057 
AW572659 
X59135 
NM_002104 
Y15221 
BE382657 
L01C87 
X54870 
NM_000878 
M26041 
X57522 
AI908165 
NiyL004585 
A1044336 
X69490 
U89281 
D60471 
AI281459 
N)A-001086 
AW026300 
AI000341 
AF123050 
AA748575 



Hs.97013 
Hs.225108 
Hs.48778 
Hs.16762 
Hs^0813 
HS.9070B 
Hs.257846 
Hs.155975 
Hs.77367 
Hs^276 
Hs.137447 
Hs.132906 
Hs.784 
Hs.19126 
Hs^ 
Hs.136245 
H5.153261 
Hs^61373 
H5.1S6110 
Hs.3066 
Hs.103982 
Hs.21486 
Hs.211593 
Hs.74085 
HS.75S96 
Hs.198253 

HS.1699A6 
Hs.17466 
HS.6B31 
Hs.172004 
Hs.11958 
Hs.13390 
Hs.270114 
H&.S87 
Hs.132906 

Hs.44532 
Hs.136748 



U44385 

BE513934 

BE266484 

AA353776 

NM,002407 

BE616731 

R81864 

BE514514 

AF117947 

AI585841 ■ 

AW408158 

A1745B49 

AA321649 

Rg8865 

6E540865 

AW273261 

A1076755 

A1952797 

AI766697 

M16714 

M12529 

N80139 

AF088033 

AF151103 

BE241624 

M90391 



BE242870 

BE244076 

AWS75398 

A169432D 

A»7Ba26 

AW979300 



Hs.325495 
Hs.1583 
Hs.82916 
Hs.901 
HS.976W 
Hs.80645 
Hs.205103 
Hs.109606 
Hs.174795 
Hs.161354 
Hs.318893 
Hs.26549 
Hs.2248 
Hs.11135 
Hs.238990 
Hs.216292. 
Hs.269899 
Hs.10888 
Hs.13231 
HS.8S643 
Hs.169401 
Hs.268916 
Hs.159225 
Hs.112259 
Hs.82401 
Hs.82127 
Hs.272100 
Hs.75379 
Hs.159578 
K3.29383S 
Hs.6295 
Hs.74034 
Hs.293813 



hypothetical protein FU11004 
kaier cell lectin-like receptor subfami 
19A24 protein 

lymptwcytB-specific protein tyrosiae kin 
gastrin-rdeaslng peptUe 
cyststin P (leukocyslatin) 
C16000922:gjl7499l03lpirirr20903 hypoths 
ESTs 

NM_018950:Homo sapiens m^or Wstocompat 
Target Exon 

Homo sapiens. Strnflar to RIKEN cDNA 2310 
Homo sapiens mRNA; cONA DKFZp434P201 (ff 
niban protein 

Homo sapiens mRNA; cDNA DKFZpS64B2062 (f 
hypotheflcal prot^ FU20022 
granzyme A (granzyme 1, cytotoxte T-lymp 

ESTs 

protein tyrosine phosphatase, receptor! 
monokine induced by gamma Interferon 
ESTs 

Homo sapiens cDNA RJ12169 lis. done MA 
19A24 protein 

Epstein-Barr vims Induced gene 2 (lympli 
SIC kinase-assoclated phosphoproteln of 
C03E antigen, epsilon polypeptide (T»T3 
ESTs, Weakly similar to T17227 hypolhell 
!mmunogk)burin heavy constant mu 
hypothelteal protein dJ434014.3 
Immunoglobulin kappa constant 
granzyme K {serine protease, granzyme 3; 
small indudbb cytokine subfamily B (Cy 
signal transducer and activator of trans 
protdn Idnase C theta 

DNA segment on chromosome 12 (unique) 24 
bilerteiikin 2 receptor, beta 
m^jrMslooompdtibilily complex, dass 
transporter 1, ATP-Wndlng cassette, sub 
GATA-Wndtng protein 3 (T^:dl receptor 
rellnoic add receptor responder (tazaro 
gol^ phospSuqviddn 1 

oxidative 3 dpha hydroxysterdd ddiydro 
gb:HUM1 11D096 Ckmtedi human fetd bran 
ESTs 

arytacetamidedBacelylase (esterase) 
19A24 protdn 
ESTs 
diublquilin 

ledin^ikeNKodl receptor 
NiyLQ248S2iHcmD sapiens hypotheOcd (hoI 
tissue Inhibitor of metsinoproteinase 2 
neutrophil cytosofic fador 1 (47kD. dv 
chaperonin containing TCP1, subunit 6A ( 
CD48 antigen {Bk»11 menibiane protein) 



interferon regulatory factor 1 
ESTs 

coronin, adin-blnding protdn. 1A 
POZdomain^»ntainlng guanine nudeotide 
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BG767231 BM462953 BG340524 W52648 AA1 13434 BE785431 81041981 86832385 BG253168 86759470 BF383329 6F981332 8E259418 
BE78S738 BI091658 N72S12 W58732 W85690 BG8S8989 AI205206 H19721 W17051 W77958 B1262010 AA844319 W74143 W72214 N65194 
BE734033 BG164099 AA931069 F13645 R41394 AKD25758 BG180977 BE349455 AA612018 AA740241 AI027722 A1150356 AA886395 AW977627 
6E220225 AA884082 AW5181 14 A)243844 AA609493 AA481029 AA82S718 AI347866 AI431670 AA814436 AI251 109 R07704 AA765606 AA724593 
AI918399A1537550AA491103 AW008188 R07703AAS89120AA746235 AW028983AA789102AU165751 AW971465AA4896ei AW971893 
AW612086 BE077936 B1860809 BE002760 BG746251 8E982912 BM454584 All 34894 BF104082 H80591 

443951 MH1768.18 AI334106R63583A1028O79A1140098AI911625AI890637F34815 T65959 N40935 W52768AA854747AA861945AA87M^^ 
AA026061 W52662 W1 5352 W79670 W95384 T94283 AA002155 R82052 BE825493 BE82S520 

413497 1518002.1 BE177661 H06215 BE144709 BE144829 

434747 117643.1 AW976537A1033582AA837085AA745261 AA648395 

406782 0.0 AA430373AA968771 

419200 9531.1 BF036043AWig0446 86194731 AW662036 AI445021 BE937550AW61 8972 AW393132AA834685BF1 12058 AV721682K16423A1Z701 67 

A1857345 AA937302 AW818444 8E929780 BG49867B 8F15S010 81598271 8159981 1 BE16172a AW578737 AW753711 AW379707 AW381918 
86506608 AW028637 AWg94240 BF887392 8F790073 AW381624 AV727105 BF439618 AA443174 AI018OO9 N42850 AW573242 A1417258 
AA463483 A1676131 AI167170 AA836627 AA443828 AW592922 AA235129 AA730278 AW439062 AW474332 BI043239 AW474342 BG708553 
AW382423 BF090028 BE827256 R16550 R39478 R39479 R94368 BG540916 BM314745 AA251087 D54231 055274 6F0B58O5 031589 AW966405 
AW994425 D81879 BE093545 AW901107 AA383529 BI021552 R56420 N39976 AA573281 H82S95 AA234g55 BE093539 AW367006 BF358697 
BF366318 AA663B56 BE702099 BF0359G9 A1267384 A)267232 BE348320 AAfi21S74 AAB61212 BF083343 BP083341 AV745131 D53074 . 
AW954476AW954472AA376836AV724531 053063 C14928AA0932B7AA062638 66483558 8E94Q0S0AA765954T70171 8E938775 8E940057 
053502 AW373300 AL118798 BM128728 AA193411 AW444709 AWg52455 AI887612 BF431948 BI496876 AI264159 BM128481 A1624657 
At689301 Aig89467AA861685AA251595AA625761AA872090AI826790AA328366BEa27416R75g61 056918 R68122BE627384 All 18797 
AI184164AA164411 BI495332BE858113 A1863860 H00660T69849 AW780389C14667 BE934995 BI018652 R92»^ 
AW373305 AW373299 AW373302 

438089 22448J BM47S665BE644917AW770789AW9S2971 N64663BM263259A1224545A1184866 N69114AW518902AI440169AA809472AV654440 

AA281642 AU185230 AW337382 A1872923 AI5371 13 N73882 T83378 H63731 BF671764 AW897B24 AI81 1 204 AA344645 BE0091 12 86899664 
H91240 R6054dN41701 

436091 22448 1 AK054860AV652ig8AV652ig2AV652138AV652127AV6521946E935919AV652017AV651995AV6S1548AV6^ 

AV646179 AWB80409 AA345002 BF155189 BE068931 X56197 AL603014 AW953829 8M263546 8E5S0772 AA701084 A1681352 AA358669 
AWg38841 8F438147W05391 H75313BF326185AV646335AV651589AV646340AV65ig92AV646384AV646364AV6874978F155183 
AV646370 AW797876 AI906821 X56196 BE833635 AA628440 BE833808 6F22420S AA7091 26 BE673807 AI923685 AA947932 AI276125 A1185720 
AW510898 AAg87230 6E467708 AW898628 AW898544 Al 146984 AW043642 AI288245 All 88932 AI635262 AI139455 A1298739 AI813854 
A1024768 BE699445 BE699444 AI707807 052654 AI214518A1OO4723AI698O85AWQ0742OAI565133AA84S571 AWB98822BF110144 AW5132B0 
Ai061126 BF382770 A)268939 Ai435818 BF475318 A1024767 BE1 74213 AA757S98 AA513019 AA902959 AI860794 A1334784 BF108411 
BM310532AW513771 AI9S1391 A1337671 BF095606 BF0956O1 8F095468AW890091 BF095753AW243400AW898607 AW898816BF362762 
AI922204 AW898625 BE699468 BE174196 AW102923 052715 BE699456 052477 055017 BF95S933 86623563 AV646254 AA463522 81003244 
AI299190 W40186 BE174210 BF939091 BF434180 AW579001 T65662 H0181 1 T52522 BF945037 BF955938 054679 053933 R57100 B6925552 
BF999056 R83430Z29922 785791 W03g42 H63289 At091S37 BFC86583 AA345S70 K48870 H80720T83523 81039626 61037700 R00353 
8F156164 Ng8343 N79072 H01812 T55561 

TABLE 35C: 

Pkey. Ui^ue number conespondlng to an Eos probeset 

Ref: Sequence source. The 7 d^R numbers in this cdumn are GenbankMenb'fier (60 mmbers. 'Dunham, el d-'refmb the pufaDcafionentiltednheDNA sequence of 

human chromosome 22* Ounham, et al. (1 999} Nature 402:469495. 
Srand: IndtcatesDNA strand from wtdchexons were predctad. 
NtposHion: bKDcfltesnucleolUe positions of predicledexons. 



Ptcey Ref Strand Ntjnsftion 

402550 7652009 Minus 80413^673 

403244 7637828 Rus 175792.176144 

405452 7656638 Minus 93876^275 
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401447 8574299 Minus 

405097 8072599 Plus 

400712 8118874 Plus 

403478 9958258 Plus 

5 405827 7109593 Plus 

405075 7770506 Mimis 

406267 7528342 Minus 

402240 7690131 Plus 

404811 3702428 Plus 

10 403589 8101229 Plus 

4040B8 9958257 Plus 

401897 8569218 Plus 

405453 7656675 Minus 

402516 9798099 Minus 

15 406266 7S2B342 Minus 

404696 9800109 Minus 

403533 8076874 Plus 

406303 8575868 Rus 

404240 5002624 Minus 

20 404055 3548785 PhiS 

402736 9212044 Minus 
405545 1054740 Plus 
405441 7408124 Plus 
400580 8118752 Plus 
25 404277 1834458 Minus 
404854 7143420 Plus 



65053-65283 

171191-171360 

36087-36268 

116458-116564 

10279-10972 

124680-125321 

2570-2731 

104382-104527,106136-106372 
26424-26598,28854-28987 

184131-184295 

604-767 

83710^3980 

19S342-195S11 

2385-2518 

60037-60144.62675^81 

162922-163658 

173522-173786 

116132-116407.116653-116922 

7SB43-769B0,77146-76263 

66876-67010 

118677-1l8807.1l9091-119298,12l626.12t82 
100952-101283 

11B343-1186M,120720-121013 

9166S-S1946 

142E0-14537 



30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



TABIE36A: Atart52ge««upreg«laWtanoMpedfchteisBUpneu«^ 

Ptay: IMqueEosprabesetklanHlerniimber 

ExAccn; Bemito Accession number, fisnbankaKesstonrawwr 

UntgenelO: Urigene number 

UnigeneT^UeiUn^gene^^^^^^^ 

S' ^SeSNSlPAlstfwkledb!;^ 



Pkey ExAccn UnlgenelD Unlgene THte 



435140 

429504 

435375 

420813 

425071 

421296 

419290 

408882 

437318 

421823 

412228 

430638 

414009 

446619 

430699 

413722 

433874 



414290 

451678 

406785 

449048 

444179 

430223 

451099 

439134 

418512 

457311 

402274 

453222 

447261 

427297 

406714 

418333 

404090 

444445 

414386 

439372 

432606 

412472 

432894 

422D60 

416971 



AA668123 

X99133 

AI733610 

X51501 

NM_013989 

N^/L002666 

AI128114 

H12084 

AW362939 

N40850 

AWS03785 

AI809163 
R67516 
AU076643 
AW969847 
BE2473&4 
AW204429 
AF002246 
AI568801 
AA374181 
AA568061 
Z4S0S1 
W35132 
NWL002514 
R52795 
AA830S99 
AW498974 
A)437811 



Hs.134170 
H$^04238 



ESTs 

ripocaCn 2 (oncogene 24p3) (hJGAL) 
ESTs 

prolactin-induced protein 
deiodinase. iodo&iyrorane. type U 

perifipin 

spind cord-derived growtti fador-B 
ESTs, Weakly sfrnflar to MAGE-B4 {Hsaple 

ESTs 
ESTs 

complement component (3d/Epsteln Barr vl 
nitrogen fixation cluster-Cka 
ESTs 

secreled phosphoproteln 1 (osteoponlln, 
ESTs. WeaWy similar to RErZ.HUMAN RETW 
ESTs. WeaMy similar to KIAA1435 protein 
ESTs . ^ 

cell adhesion mbleculeiKai homology k> 
ESTs 

DKFZP564O0764 protein 
Qb:nk10d03j1 Na_CGAP„Co2 Homo sapiens 
sbnlar to S684Q1 (cattle) glucose Indue 
ESTs 



Hs.99949 
Hs.154424 
Hs.103253 
Hs.112885 
Hs.31110 
Hs.120721 
Hs.28625 
Hs,73792 
Hs.g908 

Hs.313 
Hs.292718 
Hs.16400 
HS.1SS033 
Hs.210863 
H5.71721 
Hs^5799 

Hs^20 
Hs.267442 

Hs.235935 ..-^ • . 

Hs.25954 inteileuidn 13 receptor, alpha 2 
ESTs 

diacylgtyceroi Idnase, zeta (104kD) 
Hs.172753 Homo sapiens chromosome 19, BAG 41 195 (C 



AA033929 Hs.19156 

NiyL006691 Hs.17917 

AW292593 Ha334907 
A1219304 
W92113 



AA342329 

XD0442 

AF088033 

NH.002104 

AW975398 

AW167668 



R34657 



HS.11S920 

H&75990 

Hs.l 59225 

Hs.3068 

Hs^333& 

Hs^9n2 

Hs.325623 

H5.80668 



ESTs 

extraceilutar link domahHxmtaining 1 

Homo sapiens, done MGC:17333. mRNA. com 

hemoglotdn, gamma G 

gb2h48eOlJl SoarBs_fetaLriver„spleen. 

Target Exon 

Homo sapiens cONA: FLJ22816 fts. ckme K 

hsfitogtotKn 

ESTs 

granzyme K (serine protease, granzyme 3; 
ESTs 

tv^nspectScprotdn 

ESTs. Moderately sknilartoALJU5.HUMAN A 
unooupDng protein 2 {mitochondrial, pro 



R1 

2.76 

2.57 

2.55 

Z55 

ZS2 

2.50 

2.43 

Z42 

2.36 

2.29 

2.28 

2.25 

2.19 

Z19 

2.18 

2.14 

2.13 

2.12 

2.11 

2.11 

2.10 

108 

Z08 

2.05 

104 

2.04 

102 

100 

1.88 

1.77 

1.73 

1.69 

1.52 

1.59 

148 

1.39 

1.09 

1.05 

1,01 

1.00 

a97 

a96 

a95 



R2 

176 

1.00 

155 

1.35 

0.73 

145 

1.79 

1.77 

1.61 

0.&6 

0.89 

180 

1,88 

a33 

1.24 

1.95 

1.72 

0.91 

0.61 

1.01 

1.61 

0.85 

1.13 

0.80 

0.79 

1.89 

102 

1.45 

124 

100 

102 

1.69 

147 

104 

103 

106 

1.44 

113 

108 

126 

1.19 

106 

1.08 
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424310 


AA338648 


Hs.50334 


testes development-relatQd NYD-SP22 


as3 


1.47 


422109 


S73265 


Hs.1473 


gastrtiHeleastng peptide 


0.92 


ao5 


420440 


NM_002407 


Hs.97644 


menvn^iobin 2 


0.91 


Z11 


418198 


AI745649 


Hs^549 


K1AA1708 protein 


090 


^25 


418707 


U97502 


Hs.87497 


txityroplulin, sutifamOySb member A2 


a89 


1.11 


419231 


AL048294 


Hs.136245 


ESTs, WeaUy 8im!lartoT17227 hypolhefl 


0.85 


1.74 


448608 


N75217 


Hs.257846 


EST8 


0.82 


110 


418918 


X07871 


Hs^76 


C02 anUgen (pSQI, sheep red blood oeD 


a73 


1.32 


412610 


X90908 


HS.74126 


tsfSH add bifxfing protelh 6, fleal iQSS 


a70 


1.76 



TABLE 36a* 



Pkey: Unlqtio Eos probeset tdenSfter number 
CAT number Gene duster number 
Accession: Genbank accession numbers 

Pkey CAT Number Accession 

435375 130020J AI733810AI049g89AA678769 
414009 438978.1 BE221268 R67515 AV730582 R87S16 
406785 0.0 AA5eB061 
439134 2581476 J AA830599AA970659AA8838Q2 

418512 12225 6 BM046773AA224297T33788T06951T09274T08S92T30936AA350905 

418333 73080~1 AF264624 AW668618 AV731446 R933S3 AA584$S0 AV732728 8F802614 BF434359 AA077092 BI0Z7317 AA199812 AW629027 AA831618 AI124782 
AA76S804AA055698AA677404AA065366AA689402AA765530BES0312SBE467367AW139964VV81697AI887846m^ 
F13631 BF05S573 AW288271 AW088477 6F677639 ALJ6018S9 AW50211B AW502624 AAS74189 BI020104 



TABLE 36C: 

PIcey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank tdenGfier (GQ numbers. 'Dunham, etd.' iBfeis to the pubGcalion enfiUed The DNA sequence d 
human chromosome 22* Dunham, et al. (1999) Nature 402:48&495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposfOon: Indicates nudeoUde positions of predidBd axons. 

Pkey Ref Strand NtposiBon 

402274 2935596 Plus 5604«527 
404090 9967460 Minus 100815-100966 



TABLE37A: About 206 genes downregulatedin lung fibrosis relalive to nonnal lung 

Pkey: Unkiue Eos probeset identifier number 
ExAccn: Exemplar Accesskm number, Genbank accession number 
UnigenelD: Unig^ number 
Unigene TIBeiUnigene gene tilto 



R1: 


90th percenOe of normal tung Als divided by the median oflPFAIs, where the minimum value foi 


Pkey 


ExAocn 


UnigenelO 


Unigene Title 


R1 


454229 


AW957744 


Hs.278469 


lacrimal proline rich protein 


11.67 


432128 


AA127221 


Ks.298502 


ESTs 


9.66 


421218 


NM.000499 


H3.72912 


cytochrome P450, subfamily 1 (aromatic c 


7.69 


453310 


X70697 


Hs.553 


solute carrier famOy 6 (neurotransmttle 


7.32 


420958 


AA309431 


Hs.66 


IntarleUkin 1 receptor-lto 1 


7.13 


402608 






Homo sapiens defiant, alpha 1 , myetold- 


6.67 


406714 


AI219304 


Ks.266959 


hemogiobin. gamma G 


5.40 


406673 


M34996 


Hs.198253 


major histocompalibrfty complex, dass 


5.22 


416539 


Y07909 


Hs.79368 


epithelial membrane prot^ 1 


5.04 


418021 


M15881 


Hs.1137 


uromodUlin (uromuooM. Tamm^torsfall gly 


4.77 


409385 


AA071267 




gb2m61g01 j1 Stretagene fibroblast (937 


4.74 


450847 


NM.003155 


Hs.25590 


stannlocaldn 1 


4.46 


404518 






0083 antigen (acGvated 6 lymphocytes, i 


4.36 


413951 


AW051200 


Hs.75640 


natriureflc peptide precursor A 


4.32 


407570 


Z19002 


HsJ7096 


zinc finger proton 145(Knippe)-nke.e 


4.25 


456525 


AW468397 


Hs.100000 


S100 caMunvbindino protean A8 (catgran 


4.23 


429509 


AW814420 


Hs.204354 


ras homdog gene fandy, member B 


4.14 


445769 


AI741471 


Hs.23866 


ESTs 


4.10 


414002 




Hs.75678 


FBJ murine osteosarcoma viral oncogene h 


4.06 


425571 


AJ007292 


Hs.158306 


ephrin-A2 


3.92 


423168 


R343B5 


Hs.124940 


GTP-bindlng protein 


3.80 


401234 






mttogefvecSvated ptotdn Unase Sinter 


3.78 


402181 






Target Exon 


177 


403479 






NMl007064:Homo sapiens serfns/threonine 


3.68 


435424 


AWD83883 


Hs.37896 


Homo s^){ens cONA aJ1351 0 fis, done PL 


3.68 


402911 






NIA.021 1 58*i1omo sapiens (xotein kkiase d 


a66 


442195 


NM.001430 




endothefial PASdomdn pmt^ 1 


165 


400089 






EosContrd 


160 
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3.55 



413948 C05145 Hs.75636 myosin light chain 2a 

438564 AA381553 Ks.l98253 "^^^ '**»ompabyiBtyo(OT 

413956 A1821351 Hs.193133 ESTs.WeaHySBrflartoAUJ7j1UMANALUS 3.54 

AA873350 Hs.302232 ESTs ^ ^.K 



431319 /WB/AJOU n5.JUZ4Ci>* 0 40 

434292 AF124388 H5.30S551 Homo sapiens IMAGE Consortium 10 839832. 3.45. 

401540 NM^002675:Homo sapiens prOTyetocyfic leu 3.46 

426477 ■ 
40^28 



M379464 Hs.154073 gb:EST92386 Skin tumor I Homo sapiens cD 3.« 
Target Exon 

3.42 



401590 Target Exon . 

10 403645 NiyL024513'*lomo sapiens FYVE and coiled- 3.37 

403376 Target Exon j36 

447966 AA340605 Hs.105887 ESTs, WeaWy similar to Homolog of cat Z 

417696 BE241624 Hs.82401 CD69anfigen(p60,eaciyT-ceUacUvatl 3.28 

413719 BE439580 Hs.754d8 smalUndudblecytoldne subfamily A (Cy 3.27 

15 401126 NIA-00685e*:Homo sapiens acflvaling trans 3.27 

408243 Y00787 Hs.624 interteuMnS 3-^ 

412429 AV650262 Hs.757S5 GR02oocogene J" 

426420 BE383808 Hs.322430 NDRG family, maraber 4 

Hs.394 adrenomsduHin yjt 



449338 H73444 

20 401904 TargelExon 



3.16 



401919 NM_012448':Homo sapiens signal transduce 3.14 

^6443 ENSP00000236574':Hypothetjcal 21.8 kOa p 3.14 

458232 BE217B72 Hs.279537 ESTs *j2 

406016 Target Ewm *Jj 

25 450912 AW939251 HsJ!5B47 v*sFBJ murine ostBosarcomavhalonco 3.11 

451831 NM_001674 Hs.460 activating IransciipUon fader 3 aw 

450562 AW136468 Hs.202199 ESTs *^ 

405938 Target Exon 

451029 AAB52097 Hs.25829 ras-related protein 

30 421201 AW241940 Hs.102500 hypolheficd protein FU20481 Z-W 

439839 AA889354 ESTs "J 

439891 AL389940 Hs.109968 ESTs J™ 

418935 T28499 Hs.894B5 carbonic anhydrase iV , , ^ f-rr 

418853 N!^005236 Hs.89296 excision repair oos&<»mplementing rode 

35 429113 028235 Hs.196384 proslaglandin<ndope«Bdde synthase 2 {p z.94 

410326 AI368909 Hs.47650 ESTs 

407244 M10014 fibrinogen, gamma pdypepfide 

459721 A1299050 Hs.143835 gb:qnl4d12jc1 Na.CGAP.lu5 Homo sapiens 2.M 

416212 R40290 Hs.124685 ESTs ^» 

40 428686 AM31801 Hs.98764 ESTs. Weakly ^Oar to A29861 adin gam 2.W 

437508 AI204354 Hs.121347 ESTs J" 

437990 AI686579 Hs.121784 ESTs 

443709 A1082692 Hs.l34662 ESTs 

423099 N(i4.002B37 Hs,123641 protein tyrosine phosphatase, receptor t ^.W 

45 416188 BE157260 Hs.79070 v-myc avian myelocytomatosjs wai oncog ^« 

404231 Target Exon f-lH 

434305 A10182B0 Hs.130189 ESTs ^ ^ r;' 

445493 AI915771 metaltolhlonein IE (funcfional) f-jy 

418056 AA524886 gbnih34l02.sl Na_CGAP.Pr3 Homo sapiens 2.75 

50 404102 Target Exon 

440206 AI762232 Hs.46794 ESTs 2-^5 

403031 cathepsinO (lysosomal aspartylproleasa Z.7b 

413164 BE068494 gb:MR1-eT0371-050500ma12 BT0371 Homo Z74 

459330 C16931 gb:C16931 Oontech human aorta poiyAmRN 2.74 

55 456967 AW004056 Hs.168357 T-box2 2.74 

427602 AI375258 Hs.98005 ESTs f-l! 

431367 Z20964 HsJ23817 DKFZP547E1 010 prolan 2.72 

406059 Target Exon J'J 

420575 BE263301 Hs.99029 CCAAT/enhancer binding protein (C/EBP). z.n 

60 457275 AM63422 Hs.209431 ESTs 2.7] 

432559 AW452948 Hs.257631 ESTs i*" 

402483 NM_020389:HQmo sapiens putative capadta 2.70 

416069 R37101 Hs.20982 ESTs _ ^.eu, n u«n 

445445 AF238870 Hs.275708 Homo sapiens ctonaGLSH^SBnilar to gu Z.W 

65 436232 AA707006 Hs.187853 ESTs ™ 

418773 T39748 Hs.325474 TaigelCAT J" 

434038 AAfi22104 ESTs f-S' 

45S48 Homos3plensmRNA;cONADKFZp586l2022(f Z66 

404439 ENSP00000067222'-Mtochondrial 28S ribos 2.65 

70 435724 M39308 HS.11789B ESTs ™ 

404026 Target Exon J-m 

400681 NM-025080:HQmo sapiens hypothetkalprol 2.M 

430314 AA369601 Hs539138 pre^cdi cotony-enhandng factor 2.K 

405429 Target Exon JJJ 

75 402642 C1002296:gil56778171reflKP^033126.1|tep Z61 

438575 BE304709 Hs.146550 myosin, heavy polypeptide 9. non^nusc^e 2.61 

449293 AA001088 Hs.29739 ESTs.WeaMy5inflartoC34323GTP-bindl i61 

416157 NM_003243 Hs.342874 transbmting growth factor, beta recepto 2.M 

446122 AI362790 Hs.278639 KIAA1684 protein: likely homdiog of mous 2^ 

80 433291 AF007t91 gbiHomo sapiens SIB 276 intssSndmudn 259 

426795 AI810474 Hs.195945 ESTs 

423503 M92843 Hs.343586 zinc finger proteiii homologous to Z^^36 

430768 Afi030207 Hs.247888 guantoenudeoGdebfavSng protein 13, g 2.5B 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
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75 
80 



423387 


AJ012074 




442681 


A1609ia2 


Hs.130907 


408652 


R43409 


Hs.6829 


402217 






427700 


AA262294 


Hs. 180383 


455674 


BE065941 




457831 


AA706937 


Hs.120802 


454219 


X7S042 


Hs.44313 


458848 


AW444551 


HS.3S380 


456663 


BE251104 


HS.113Q52 


440178 


AW502463 


H8.196521 


457139 


A1557280 


Hs.184270 


405857 






410204 


AJ243425 


Hs.326035 


412851 


AI826502 


Hs.97269 


419968 


X04430 


Hs.93913 


403209 


AA460160 


Hs.73217 


447173 


AW449385 


Hs.157294 


440034 


AI908639 


Hs.246781 


418166 


R85350 


Ks.101368 


417295 


AW993524 


Hs.43148 


40S305 






427886 


AA417083 


Hs.104789 


436409 


AJ238982 


Hs.183656 


413861 


BE175424 




403605 






402594 






402803 






428336 


AA503115 


Hs.183752 


458568 


AI769067 


Hs.127824 


442830 


AW572938 


HS.1305BO 


409368 


AA071059 




405156 






448162 


AL039S31 


Hs.323363 


403591 






406193 






420813 


X51S01 


Hs.99949 


442941 


AU076728 


Ks.8867 


400703 






415026 


AA159356 


HSJ2308 


400334 


Y13187 . 




44S87B 


AI262974 


Hs.145587 


404975 






436370 


R01220 


HS.18S679 


400513 






424008 


R02740 


Hs.137555 


415405 


RS9141 




407612 


U26403 


HsJ7142 


409837 


AW501504 




458637 


AV657446 




449125 


AI67143g 


Hs.196029 


418922 


AWg56580 


Hs.42699 


402404 






421993 


R22497 


Hs.1 10571 


413731 


BE243645 


Hs.75511 


456655 


AF035528 


Hs.153863 


428193 


NM_004235 




422166 


W72424 


Hs.112405 


439453 


BE264974 


HS.6S66 


433883 


At925688 


Ks.222312 


406564 






403581 






403716 






404756 






439500 


W73158 


Hs.170434 


448793 


AI864581 




435857 


AF253468 


H$.3736 


426653 


AA530892 


H8.17169S 


402051 

409859 


AW501926 




417967 


BE244373 


Hs.1119 


405063 






405163 






402386 






406755 


N80129 


HsTI 99263 


409811 


AWS00896 




454034 


NM.000691 


fb.575 


400469 






428704 


AA432007 


Hs.192090 


429307 


AU076592 


Hs.198951 


400116 






404795 






408053 


AW1 39474 


H1246B62 



vasoacCvQ intestinal peptide receptor 1 Z57 
ESTs 

Homo sapiens mRNA for KIAA1644 protein. ZS6 

C19001662*:g{16753872|renNP.034345.1| i Z56 

dual spedfictty phosphatase 6 2^ 

0b«C3-BT0319.100100^)12-d12 BT0319 Homo 2.56 

ESTs. Moderately similar to A26641 NaTex Z56 

v^avfanreticuloendotheliosis viral 2^5 

X 001 protein 155 

RNAcydasehomolog 2.54 

ESTs 2.53 

capf^ protein (acUn Qamenl) musde 2.52 

Target Exon 2.51 

early growth response 1 2Si 

ESTs Z49 

hterteukln 6 (interferon, beta 2} Z49 

ESTs 2.49 

ESTs 248 

ESTs tA4 

ESTs 243 

epitheBal membrane protein 1 243 

transcriptional adaptor 3 (ADA3, yeast h 242 

ESTs 242 

VNN3 protein 242 

0b:RC44rr0578-170300O12-d01 HT0578 Homo 2.40 

C3000142*:gil4503015|fefiNP_00390ail co 237 

C1002603»:gII9887091|gb|AAG01738.1|AF248 2.37 

NM_001 397:Homo sapiens endotheHn conver Z37 

microsemtnoprotein, beta- 236 

ESTs, Weakly similar b T28770 hypotheS 2.36 

ESTs 235 

gb2m66a10x1 Stratagene neuroepitheltum Z33 

NM_003213':HomosapiensTEAdbm8infefflil Z31 

hypo1heIicatproteIhFU22169 2.31 

Target Exon 231 

Target Exon 230 

pidacfin^biduced prol^ 2.30 

cystelne-rlch, angiogenic bidxer. 61 Z28 

C110017g4*:gl|10946612|iefiNPJ67286.1i 127 

ESTs 225 

Homo sapiens dmd gene, Intron 1 1 218 

ESTs 218 

uncharadetlzed hypothdamus protein HTO Z18 

ESTs 217 

Target Exon 2I6 

putative chemoldne receptor; GTP-binding Z15 

gb:yg96d1 1.r1 Soares infant brabi 1NIB K 2.15 

ephrin-A5 212 

gb:UI41F-BP0p^*W)4^ULr1 NIHJUGC J Z08 

gbAV657446aC Homo sapiens cONActone 207 

Homo sapiens mRNA far KIAA1657piQlflin. ZOO 

ESTs 1.98 

NM.024967*'iiomo8aplenshypoOieticaIpn) 188 

growth arrest and DNA^IamagoMidble, 1.98 

connective tissue growth factor 1.96 

MAD (mothers oQ^nsX detapentQplegtc. Dr 1.96 

KruppeHIkB factor 4 (gut) 1.93 

S100 cddiim4)lhding protein A9 (csigian 1.92 

thyroid homwne receptor hteractor 13 1.92 

ESTs 1.91 

msh (Drosophila) homeo box homoiog 2 1.91 

Target Exon i.go 

Target Exon i.go 

Target Exon tgo 

Homo sapiens CONAFU14242 lis. done OV 1.89 

ESTs 1.84 

delta^ike 4 homoiog (DrosophDa) 1.83 

dud spedBcity phosphatase 1 1^ 

Target Exon iii 

gb:Ul-HF^R0p^l>m<Hitx1 NIIIMGCLS 1.78 

nuclear receptor subfamily 4, group A, m 1.78 

Target Exon 1.78 

C5000561*:^S13700|plr|n'14151 Inv pro 175 

Target Exon 1,73 

metanothlonein 1L 1.73 

gb:UI-HFBP0p^-a<»<RIl/1 N1H.MGC.5 170 

aUehyde dehydrogenase 3 Carrey, member 1.70 

Target Exon 1.70 

ESTs 1.69 

)un B proto-onoogene 157 

Eos Contrd 165 

Target Exon 165 

ESTs 165 
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414580 


BE386gi8 






428800 


M576Z7 


Hs.193717 




451676 


R84770 


HS.33S38 




402394 






5 


404818 
436364 


X06096 






420369 


1)96769 


H8^7220 




405590 






10 


402448 






433495 


AW373784 


HsJt 




409020 


AA062S49 


Hs.21162 




405443 







gbi6012753B6F1 NIHJ«5C.20 Homo sapAens c 
intedeukin 10 

ESTs. Wsaldy sinnilar to axygerwegulaled 
Target Exon 
Target Exon 

gb:Human macrophage aJplial-anliliypan c 
chondroadherin 

CX001497':gil45575431refpiP_001384,1| ex 
Target Exon 

dpha-2'glycoprQtein 1, zinc 



Target Exon 



1.63 
1.63 
162 
1.61 
1.60 
1.55 
1.54 
1.54 
1.53 
1.51 
1.51 
1.12 



15 



TABLE 378: 

Pkey: Unique Eos probeset identifier number 
CAT number Gene cluster number 
Accession: Genbank aocessSon numbers 



20 Pkey CAT Number Accession 



442195 



439839 
445493 
416058 
413164 



25 



30 



35 



459330 
434038 
40 433291 
423387 



110758J 
15007.1 



2594580J 
423456J 
286199J 
1492512J 



45 



50 



55 



60 



65 



70 



75 



go 



455674 
413861 
409368 
415405 
409837 
456637 
428193 



448793 
409859 
409811 
400116 



105725J 
630986.1 
73706.1 
2612L2 



1490762.1 
1561647J 
110612_1 
1872126.1 
915621J 
395206.1 
430.1 



3006936.1 
916430.1 
58946.2 
5269J 



BF998789 AA368139R11396 T83613BG006324 B1012404 BG001643 81757957 AL549361 AI544018BE002870BE929314 BE090199AL04W5O 
BI0S3717BE929315BIO54967 81^60055 BF925432R05421 BF922073T70331 B1004403 
AI023S87 AA889354 AA846791 
AV71 1317 AI809938 A1808768 AI240593 A1915771 

woMft^ B^fflaa BEO^ ^00414 BE068433 BE06836S 88168384 BE0686S1 BE068324 BE068301 BE068436 BE06B754 BE068329 
i2SlnBi^BiSBE0^2re06^SwBE0683286E068493BEOW^ 
SraBral^BESBlo6ra5BK68K5BE068302BE()63663BE068CT^ 
S^wSelSffiOMW 6^68537 BE068552BE06B450BE()68723BE0683^ 

liSlSIISBSoBSsBioeBSai BE068S40BE068410BE068626BE088591 BEfl685aBE08B6reBE0M^ 
BlBnMBa^BE0a»O^^BE068S8OBE0685e7BE068692BE(16^^ 
iSlSiSBa^ioWMBE068476BE068761BE06m2BEI168ra 

AI910738 AW139227 AA932891 AA622104 

aJS/3^(»Si8962^ 
BE065941 6E0659g7 BE066003 6E06G070BE066098 
BF352282 BE175424 BE175418 BE175383 
AA071059 AA085201 AA065020 

Wt8191 R59141 R54142R12130F11362Z42794 F08242 F07925 H210B4RS4090RS9142 
AW501504 AW501655 AW503048 AW502449 AW502098 

i^?^6^3NrL004235AFW^^ 

S7^3/^711BF1S^W^^ D25944 A1687397 AA621680 AV714408 BF446905 8M314505 BF514079 BM314197 A^ 
SSBE720622miM236239AI^^^ 

S^mS^^nm BG547513B6896863B1256661 
AI936948A18645&1 A1570641 
AW501926 AW502566 AW501927 

SS''a?Si7S^ 
BE6U151ALM1516BM146777AU^ 

□c?II?S 5^9^11 rSwb AW374^^^^ Ba33982 BE93365B BE933694 BE933978 BE933654 BE933583 BE166557 

reSB™AM^6BE™ 
AwSaVW5M22AVW^A^^ 
2SaS2AJ™«M60^^^ 
wSSS^^0A^426Sl4W^^ 

B^«7781SaA3Su1 40356 BGB21891 BF93S049 81760656 81054103 BF9B2309 BE872215 BI257291 AVl^^S AU^^ 

^K469 S77aS9 AU148575 N32257 AU149^ 

W3113^/U63ia2^^^^^ 

SKA^»nTG747166M^^ 86899031 BB50318BH7m 

B^325BF808765 8F684480 86421617 A1940607 AW875483BE789632 BF808711 BI192691 AW904249 BI911430 BE265407 BE730343 
6E397808 61226516 
623093.1 86333973 BE385437BE408833 8E387550 

1414 37 X05826 X06096BG468890AW951851 W23562T28392 H56742H58030T69205 



4145B0 
436384 

TABl£37C: 

Pkey: Unique number corresponding to an Eos probeset 
Rofc Sequence source. The7 digit numbers In this column are Genbank Idenper (GI) 

human chroiinsoms 22* Duntem. et aL (1999) tlihSfi 402:489496. 
Sband: bidicales DMA strand Ihimwtudiexons were predicl^ 
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NLposition: indkstescuxdsotideposi&ons of predicted 



Pkey 


Ref 


Strand 


NLposition 


402608 


9910096 


Plus 


37495^669 


40451B 


6151988 


Plus 


84494-84603 


401234 


9929642 


Rus 


120173-120337 ' 


402181 


8575912 


Plus 


449746450040 


403479 


7329292 


Minus 


148369-148533,150676-150809 


402911 


7263904 


Plus 


142689-142979' 


401540 


8072433 


Plus 


106838-107310 


402328 


4464283 


Minus 


13758-13922145S&147S2 


401590 


9966320 


Minus 


33547-33649 


403645 


8699714 


Minus 


44334582 


403376 


9369545 


NGnus 


108698-106830 


401126 


8699701 


Mnus 


6629068487 


401904 


8671966 


Plus 


60959-61 603,62670^2890,63778-63838 


401919 


9502466 


Plus 


67536-67666 


406443 


9280765 


Ptus 


85951-87327 


406016 


6272661 


Plus 


41341-41940 


40S938 


6758795 


Minus 


16667M67411 


404231 


8218035 


Minus 


61077*61322 


404102 


7229900 


Rus 


97685-96018 


403031 


7768597 


Minus 


1308-1416 


4060S9 


9103984 


Minus 


13856-14004 


402463 


7574980 


Minus 


65578-66119 


405448 


7582529 


Plus 


136347-136532 


404439 


7139680 


Plus 


55316-55585 


404026 


7582549 


Minus 


79674-79968 


400881 


2842777 


Minus 


91446-91603,9212^-92265 


405429 


7321905 


Minus 


51577-51723 


402642 


9958129 


Minus 


125599-125756 


402217 


9795981 


Minus 


21521-21757 


405857 


6758728 


Plus 


26564-26819 


406305 


8575869 


Plus 


108239-108366,1 12216-112376,115388-11557 


403605 


6862654 


Plus 


91614-91718 


402594 


7705170 


Ptus 


103082-103414 


402803 


3287156 


Minus 


55923-56033 


405156 


9966228 


Rus 


146733-146860,147899-147961,153127-15325 


403591 


8101229 


Rus 


4201-4833 


406193 


7269992 


Rus 


30183-30662 


400703 


8118859 


Rus 


63657-63857 648Q2«64905 


404975 


3419864 


Minus 


8809&86605 


400513 


9796593 


Phis 


74613-74823 


402404 


3970932 


Rus 


53154-53280 


406564 


7711604 


Minus 


52788-53013 


403581 


6101182 


Plus 


6794-7398 


403716 


7239669 


Plus 


8689»67122 


404756 


7706327 


Minus 


130204-130806 


402051 


8082020 


Minus 


19346-19480.20041-20119 


405063 


7658414 


Minus 


111047-111666 


405163 


9966267 


Minus 


161171-161299 


402386 


9799769 


Rus 


22069-22303 


400489 


8954013 


Rus 


131475-131652 


404795 


4826439 


Rus 


147501-147780 


402394 


9929690 


Rus 


3330M3482 


404818 


2769655 


Rus 


33671-33839 


405590 


6960456 


Phis 


90492*90818 


402448 


9796640 


Rus 


112942-113069.114303-114521 


405443 


7408143 


Phis 


90716-90887J01420-1015n 



TAB(£38A: About 207 genes upregutated in hingfano^retaBvetDnonnal tissues 

Pkey: Unique Eos prot^esetidentilier number 

ExAccn: Exemplar Accession number. GenbaOcaooessIonnumtMr 

UnigeneiD: Unlgene number 

Unigene TiilecUnigeae gene 60e 

R1: 80lhpen»ntilftoflungfibre6isAI&dhrMedby700)peicen6IeQfno^ 



Pkey ExAocn UnigenelD Unigene Title Rl 

437275 AW976035 Hs.292396 ESTs, Weakly sbnBar to M7582&«eDor 4.28 

407891 AA486620 Hs.41135 endomucln-2 4.14 

414020 NM.002984 Hs.75703 smaDIndudbie cytokine A4 (homologous 4.07 

410219 7^226 Hs.171952 ocdudin 196 

434666 AF151103 Hs.112259 TceO receptor gamma kicus 3.88 

425009 X58288 Hs.154151 piottin tyrosine phosphatase, receptor t 3.87 

406617 TametEnin a76 

420568 F09247 Hs.247735 prolocadheito alpha 10 170 

425S73 NM.013390 Hs.160417 transmembrane protein 2 169 
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438797 
410315 
446714 
412326 
430259 
412790 
424338 
412654 
414386 
451035 
436473 
406714 
414566 
427274 
427527 
452B13 
442831 
427774 
445330 
435001 
431681 
432314 
435129 
407151 
422607 
421205 
428582 
423582 
424880 
421233 
429350 
428727 
434B50 
414602 
446506 
416114 



444212 

422442 

442870 

424456 

429673 

445107 

43B828 

428106 

428403 

431830 

417512 

423067 

437457 

415000 

437145 

418838 

419660 



414493 
416883 
417675 
418316 
432B41 
429640 
449843 
401958 
416926 
433691 
441892 
439453 
417165 
414291 
417696 
435913 
422050 
451 356 
442065 
427704 
427247 
441965 
430268 
450056 
407245 
418941 
446601 
432195 



C16161 Hs.283040 hypothetical protein PR02543 

AI638871 Hs.1 52519 Homo sapiens cONA: aJ22524 lis, clone H 

W73818 HS.110Q28 ESTs • ..^ , 

R07566 Hs.73817 smaH inducible cytokine A3 (honwlogous 

BE550182 Hs,127826 RalGEF-likB protein 3. mouse homoloB 

Nl^ 014767 Hs.74583 KlAA0275geneproducl 

W78816 Hs.49943 ESTs. Weddy similar to S65657a!pha-1C- 

Ai093480 hypothetical protein HJ1 1896 

X00442 Hs.75990 haptoglobin 

AU076785 Hs.430 plaslln 1 (I Isofbnn) 

A1193122 Hs.1 32275 ESTs 

Ai219304 H5.266959 hemoglobin, gamma G 

AA306160 Hs.1 6488 lymphxyle cytosollc protein 1 (Upiasti 

NNL005211 Hs.174142 colony sUmulaJing factor 1 receptor, fo 

AI809057 Hs.1 53261 immunoglobulin heavy oonstanl mu 

U54727 Hs.191445 ESTs 

A1798959 Hs.131686 ESTs ^«««c^«a 

AA278583 Hs.180737 Homo sapiens ctone 23664 and 23905 mRNA 

R52656 Hs.21691 ESTs 

AW903849 H5,173840 HUEL{C4orf1Hnleracling protein 

AK000378 Hs.267566 hypothetical protein FU20371 

AA533447 Hs^12989 ESTs 

AI381659 Hs.267086 ESTs 

H25836 Hs.301527 ESTs. Moderately similar to unknown (H.s 

Z45471 Ks.1 18684 strom^ celV<ierived factor 2 

AL1 37540 Hs.1 02541 netrin4 

BE336e99 Hs.185055 BENE protein 

BBI00831 Hs.23837 HomosaptenscDNAFU11812fis,cloneHE 

NM_000328 Hs.1 53514 retinitis pigmentosa GTPase regulator 

AA209534 Hs.284243 telraspan NEr-6 protein 

AI754634 Hs.131987 ESTs 

ARJ78847 Hs.191356 general transcriptkin factor \n polype 
Z43161 H$.283714 30 kDa protein 

AW630088 HS76550 Homo sapiens mRNA; cDNADKFZp564B1264(f 
Ai123118 Hs.1 5159 chemoWne^ike factor, altemafivelyspl 
Aie95549 Hs.183868 glucuronidase, beta 
AF255910 HSJ54650 juncfionat adhesion molecule 2 
AW503976 Hs.10649 basement membrane-induced gene 
AA324998 Hs.147066 ^gnal transducer and activator of trans 
N45018 Hs.8769 hypolhetfcal protein DKFZp761J1 7121 
AA341017 Hs.25549 hypothefical prolan FU20898 
AA884407 HS.211S9S protein tyrosine phosphatase, non-recept 
A1208121 Hs.147313 ESTs, Weakly similar to 138022 hypolheti 
A1134275 Hs.6434 hypothetical protein DKFZp76lF2014 
BE620016 Hs.182470 PTDOlO protein 
A1393048 Hs.326159 leucine rich repeat fm FUl) interactin 
Y16645 Hs.271387 smaJI indudblo cytoldne subfamily A (Cy 
X76534 Hs^2226 glycoproldn (transmentbrane) nrab 
AA321355 Hs.285401 cotonystimulalingtactor2receptor.be 
AA757900 Hs^70823 ESTs. Weakly stmHar to S65657a!pha-1C- 
AW025529 Hs^812 Homo sapiens serologfcdBy defined breas 
AF007216 H5.5462 80hitecanlerta>4.8Q<flumblcab^ 
AW385224 Hs.35198 ectonudeoOdepyrophosphatese/^Jhosphodi ' 
BE280337 Hs.194693 solute carrier family 7 (catiowc amino 
AW103364 Hs.727 inhibln. belaA(activlnA,activin ABa 
AL133921 Hs.76272 refinoblastoma^inding protein 2 
AW140128 Hs.184902 ESTs 

Hs.3781 simHar to murine teudne^ch repeal pr 
Hs.84a72 transmen*rane4supeffainilyniember3 
Hs.62 protein tyrosine phosphatase. noTMBcept 
Hs^463 angtopofeHn 1 
Hs^4030 sotute carrier family 31 (copper Iranspo 

Target Exon 
Hs.263395 Hr018 protein 
ESTs 

Movi««». Hs.8021 KIAA1058 protein 

BE264974 H8.6566 IhyroW hormone receptor mteractor 13 
R80137 Hs.302738 Homo saptenscDNA:FU21425fis. ctone C 
AI289619 Hs.13040 G proteirvcoupled receptor 86 
BE241624 Hs.82401 CD69 anfigen (p6Q. earty T-cell adivae 
W95006 Hs.269559 ESTs,WeaWy simBa^toS65657alpha-1C- 
AA302741 HSJ5786 EST8,ModeratelySltrinartoJC5238g8tec 
AA748418 Hs.164577 ESTs 
AA975688 Hs.1 59955 ESTs 

AW971C63 Hs.292882 ESTs ^...,,om 
AW504221 Hs.174103 integrin. alpha L (anfigen GD1 1 A (plSO). 
AA972712 HsJ!69737 ESTs 
mOSJZI Hs.237480 hypoihefical protein FU20730 
BE047394 Hs.8208 ESTs. WeaMy similar to S7151 2 hypotheB 
Xg0568 Hs.172004 tilin 
AA452970 Hs.239527 El B^SkDa-assodflted protein 5 
AI312783 Hs.155772 Homo sapiens thyi lit stn3nrico4ransport 
AJ243669 Hs.8127 KlAA0144genepradud 



U47732 
M93425 
U83508 
RB5337 

K03109 
AA&05012 



3.68 

165 

3.64 

3.61 

3.S8 

3.56 

3.56 

3.56 

3.54 

3.52 

3.51 

3.46 

3.45 

3.45 

3.39 

3.35 

3,35 

3.34 

3.31 

3.31 

3.29 

3.28 

3.28 

3.24 

3.21 

3.20 

3.20 

3.19 

3.17 

3.17 

3.16 

3.16 

3.13 

3.12 

3.11 

3.10 

3.09 

3.08 

3.08 

3.08 

3.07 

3.07 

3.06 

3.04 

3.04 

3.04 

3.03 

3.02 

3.01 

Z96 

2.98 

2.96 

296 

2.96 

Z9S 

Z94 

292 

Z92 

Z92 

192 

2.91 

Z91 

Z90 

190 

188 

187 

167 

187 

187 

187 

186 

185 

185 

184 

183 

183 

182 

182 

180 

180 

180 

180 

160 
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10 

15 

20 

25 

30 

35 
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60 

65 

70 

75 
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449088 
41S511 
408648 
412116 
433793 
440255 
410057 
417497 
446733 
431884 
409989 
436729 
431451 
413517 
447818 
418818 
424673 
443194 
443804 
452870 
430334 
437187 
432279 
413950 
43W16 
431710 
448749 
451154 
424541 
446899 
418031 
453902 
405121 
410163 
429632 
437191 
455004 
444933 



AI654048 HS.1965S6 ESTs 

NM.006762 Hs.79356 Lysosomakassoctated mulBspannlng rnembr 
AAS63730 Hs277477 fflaforhistoinipaUyoQnvIa^ 

Epstalivtorvlnis Induced gend 2 (lymph 
ESTs. Moderately staflarbKIAAIOSB pro 



AW402166 Hs.784 

AW975959 Hs.107513 
A]932285 
R56634 

AW402482 Hs^2 

AAB63360 Hs^040 



H$.160569 ESTs 
Hs.268107 mulSmenn 



COSSanQgen 

ESTs, VfeaUy sifTiar to fatty add omega 

AA521246 HsJ10792 ESTs. We^ similar to AU)8.HUMAN ALUS 

AW51466& Hs.194258 ESTs. Moderately skr^ar to ALUS.KUMAN A 

BE621807 Iransmemlxane 4 supeifamily member 1 

AA761378 Hs.192013 ESTs 

N76712 Hs.44829 ESTs, Weaidysbnlar to 138022 hypoOiefi 

W7g940 Hs^igoe Homo sapiens done 24670 mRNA sequence 

AA228899 Hs.101307 Homo sapiens HUT1 1 proteh mRNA. partial 

AA345051 H3^94092 ESTs. Weakly sbiflar to 138022 hypolheti 

AI954968 matrix Gta pratdn 

AL135352 Hs.255883 ESTs. Weakly sintilar to 138022 hypofhsQ 

AW502761 Hs.30909 KIAA0430 gene product 

AI824719 H3.143251 ESTs 

AU)80208 Hs.305325 Homo sapiens mRNA; d)NAOKF2p586C1523(f 

N95104 Hs.274260 ATP-tMngca5se!leisirt>4BmByC(CFTR 

AA249096 Hs.32793 ESTs 

NW.004736 Hs.227656 xenotroplc and polytroplc retrovinis rec 



AI735482 
AW859679 Hs.21902 
AA015879 Hs,33536 



ESTs" 

Homo sapiens done 25237 mRNA sequence 
ESTs 



AW392551 Hs.1 80559 ESTs, WeaJdy similar to A56194thromboxa 

NM 005397 Hs.16426 podocdiyxlivlike 

AA548744 Hs^69493 ESTs 

BE502341 Hs.3402 ESTs 

mitogen-adtvated protein kinase 8 Intor 

AF1S1977 Hs.59260 NTT5 protein 

AW19S338 Hs.148910 ESTs 

NhL008B46 Hs331555 serine protease inhibitor. Kazd type. 5 

AW850303 gb:lL3-CT0219.191199-030^09 CT0219 Homo 

NML016245 Hs.12150 nsQnal shorVchain dehydiogenase/teducl 



401113 






solute earner family 22 (organic caSon 


419462 


AFD71076 


H8.1 12255 


nudeoporin 98kD 


407635 


AW370213 


HS.29S232 


ESTs. Moderately similar to A4601 0 X-Oi 


419175 


AW270037 




K1AA0779 protein 


408968 


AL1 19844 


Hs.49476 


Homo sapiens done TUA8 Ori-du-diat regi 


452721 


AJ269529 


Ks.301871 


sdute cantor famDy 37 {giycerol-3i)ho 


430592 


AJ224864 


Hs.9668 


leukocyte merhbrane anBgen (IRC1) 


446830 


BE179030 




Human ONA sequence liom done RP5-1 174N9 


433327 


AI674779 


Hs.126744 


ESTs 


424668 


A1568170 


Hs.g8886 


ESTs 


429854 


R55508 


Hs.99472 


ESTs 


427080 


AW068287 


Hs.301175 


ras-related C3 botuDnum to:dn substrate 


456711 


AA033699 


Hs^3938 


ESTs. Moderately simDar to MAS2.HUMAN M 


419777 


D60134 


HS.27C975 


ESTs 


414577 


AI056548 


Hs.72116 


hypothetk^a! protein FU20992 stmDar to 


427596 


AA449506 


Hs.270143 


extracelutar gtycoprotain EMItJN-2 prec 


452445 


AB002438 


Hs.29598 


Homo sapiens mRNA from chramosome 5q21-2 


4474B2 


AB033059 


Hs.18705 


KIAA1233pratein 


419110 


AA234171 


Hs.187626 


ESTs 


450353 


AI244651 


Hs.103296 


ESTs. Weakly dmilar to S656S7 al^ha-IC- 


419828 


T81422 


H3.14922 


ESTs 


427202 


BE272922 


Hs.173936 


interteukln 10 receptor, beta 


412491 


W31589 


Hs.73957 


RAB5A. member RAS oncogene (amily 


436496 


AA28ig59 


Hs.5210 


gOa maturatton factor, gamma 


435053 


AW629386 




ESTs 


435029 


AF167706 


Hs.19280 


cysteine>fidi motor neuron 1 


425976 


C75094 


Hs.334514 


NG22 protein 


412561 


NM.Q02286 Hs.74011 


lymphocyta-adivatton gene 3 


430539 


AK001489 




AOP-fiboqrlatkmfadDr-likel 


419825 


AI7S4011 


Hs.7326 


ESTs 


412577 


Z22968 


Hs74076 


GDI 63 antigen 


425694 


AW954011 


Hs.180711 


ESTs 


410883 


D43767 


Hs.66742 


Cai7 chemddne (TARq (SCYA17) 


441028 


AI333660 


H8.17558 


Homo sapiens d3NA FU14446 fis. done HE 


413949 


AA316077 


Hs.75639 


Human TBI gene mRNA. 3* end 


434943 


AI929819 


Hs.92909 


duomosome 21 openieadlRg 1^ 50 


443605 


H06865 


HS.1W131 


ESTs 


425017 


All 19305 


Hs.26409 


ESTs 


440334 


BE276112 


Ks.7165 


zbic linger piotdn 259 


426075 


AW513691 


Hs.270149 


ESTs. WbaMy dnfiar to 21 092fiOA B caB 


425345 


AU077297 


HS.155B94 


protein tyrosine phosphalaso. nofwecept 


407174 


T79938 


Hs.77062 


teukocyte lmmunoglobuQiv4ikB receptor. 


443834 


AI7415t0 


HS.173S46 


ESTs 


427557 


NM.0026S9 Hs.17g657 


plasivinogen acQvator. urokinase cecepto 


420539 


AA282735 


K&44004 


A0031pro(dn 



Z80 

Z80 

2.79 

2.78 

178 

Z78 

2.77 

2.77 

2.76 

Z75 

2.75 

175 

2.74 

Z74 

Z74 

Z74 

Z74 

Z71 

Z71 

Z70 

Z70 

Z70 

Z70 

Z70 

Z70 

Z70 

Z69 

Z69 

Z69 

Z68 

Z68 

Z6B 

Z68 

Z67 

Z67 

Z67 

Z67 

Z67 

Z66 

Z66 

Z66 

Z66 

Z66 

Z66 

Z65 

Z64 

Z64 

Z64 

Z63 

Z63 

Z63 

Z63 

162 

162 

162 

162 

162 

162 

2,62 

162 

161 

161 

161 

161 

160 

160 

160 

159 

158 

158 

158 

158 

158 

156 

157 

157 

156 

158 

1S6 

156 

ISS 

155 

155 
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421177 




437952 




422994 




411992 


5 


451180 




415775 




429752 




414612 


10 


453329 


435503 




445911 




433332 




435943 


15 


452253 


442508 




419972 




431074 




449129 


20 


440524 


419203 




404370 




432828 




439219 


25 


428044 


433681 




437644 




442566 




409317 


30 


450506 


447484 




415165 




435284 



AW070211 Hs.102415 Homo sapiens niRMA:cDNADKFZp586N0121(f 

D63209 Hs.5944 soluteMrrferfamiVII (protoiw»upled 

AW891802 Hs^96276 ESTs 

AW816214 Hs.143055 ESTs 

H61899 Hs.171937 steroid dehydfogenasfrJike 

H00747 Hs.29792 ESTs. Weakly sinflar to 138022 hypotheli 

H5234B Hs.3e636 ESTs 

BE274552 Hs 76578 protein InhlWlor of acfivated STAT3 

T97205 Hs.193400 ESTs. Weakly slirelar to 2109260ABceB 

AJ277750 Hs.183924 ubiquifin assodalfid and SH3 domain conl 

A1985987 Hs.145645 ESTs. Moderately similar to ALU1.HUMAN A 

A1387347 Hs.44898 Homo sapiens cloneTCCCTA00151 mRNAsequ 

R60194 HsJIUI Homo sapiens mRNA for K1AA1 568 protein, 

AA928891 Hs^8608 Homo sapiens cDNA: aJ221 15 fis. done H 

BE5B6411 Hs.41726 ESTs 

AL041465 Hs.182982 golgifr67 ^ 

BE072772 Hs^9Sr7 ESTs, Moderately similar to A4e010X^in 

A1631G02 Hs^58949 ESTs 
R71264 Hs.16798 ESTs 
AA488719 Hs.190151 ESTs 

Target Exon 

AB042326 Hs.287402 chondroitm4^ulfolransferase 

N33883 H5.41322 ESTs 

AA093322 Hs.301404 RNA binding motif protein 3 

AI004377 Hs.200360 Homo sapiens CONAFU13027 fis, done NT 

AA748575 Hs.136748 ledin^ikeNK eel receptor 

R37337 Hs.12111 ESTs 

U20165 Hs.53250 bone morphogenellc prolem receptor, typ 
NM 004460 Hs.418 ffcroblast adwafion protein, alptia 
AA464839 Hs.292566 hypothetical protein FU14697 
AW887604 Hs.78065 complement component 7 
AA879470 H8.96849 Homo sapiens cONAFU11492 lis. done HE 



154 

2.54 

Z54 

2.54 

2.54 

Z53 

2.53 

2.53 

2.53 

2.52 

2.52 

2.52 

Z52 

Z52 

Z52 

252 

2.52 

Z52 

Z51 

Z51 

2i1 

Z51 

Z51 

2.50 

Z50 

Z50 

2.50 

Z50 

ISO 

Z50 

ZSO 

Z50 



35 



40 



45 



50 



55 



60 



65 



70 



75 



80 



TAB!£38B: 

p|«y: Unique Eos probeset idenlifier number 
CAT miniber. Gene duster number 
Accesston: Genbaitic accesston numbers 



Pkey 



CAT Number Accession 



412654 1350.1 



433691 
436729 



220351 1J 
6624_1 



443194 19335.1 



Rr743181 AI8300S0BE695688 AA126591 AI903503 R26045 N62894 N63950 AA131619 Aieei^ 
R78885 



BSBCTSffinM95AI650338BE773499AI7<5717BE811475BaiU^^^ 
BE8imBE8113aBE7735(»1BE773494BOT3488BEn3474BE773473BEn3470^^^ 



ll9MSffiB^^ffl^3SB^46BG478065BE790W 

SASESS^SSffi^KAwS AmaiO^^ AM76800 D56120 

AMMMB^raiB««87B«On»8AW176446BF790033BE0889ffi 

S^Mm7BS71/^^GSAB19334A1401620B177016SW^ 

STI«wS^S'^^^BF222579BG899001N64245AA953MOAia324« 

i^ra4jAMffiSA^a9^wioAW28994AI4^ *««5«™^589aW^M8aBR5^ 
SlAvSl«8EwW^BGS^Aial7633AA5689M 

^SaASkI™ A'S9ABin47 AA4S0221 A^ BE327S09AI718662BGS76S69 A!479a82BF824M^41M0BfflraK 
l^^At^Sim^^m BE43999B AVW)23269BE813871 AW999947 BQ39108AVro7983AA36S722AW796627 «M9060B 

AW591063BG203Z75G 
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431710 1611592^1 
45^ 1089114 1 
419175 35068.1 



446830 41421.1 



435053 
430539 



124009.1 
31268.1 



BG219510 B6201686 66195572 AWD19904 AWD89242 AA953322 AI686698 F27562 AA614749 DS6645 F20n4 F30660 F2S646 AWQ23542 
AA8Z73aO AA582214 A1701289 AA228293 AI906950 AA230156 AA384572 AW438988 AA742516 BI490938 AA731082 BF665869 B6190518 
AV7041 58 BE439643 AA910866 AA15591 3 AA923097 AA975721 AA98S555 BG927032 AA948389 AA4516» AA916141 ALS72719 AV707258 
AVV()83733 AA1 28053 AI953789 Ai91 1933 AM2m8 BG429150 AI91S306 Z30130 AA12G929 BG926630 A^ 
BG924321 AI039722AI954968AD72839AI40t406 A1S38215 
A1422419 AA514370 AI741678 Ar735482 AI73S081 AI371438 
AW850587 AW8S0569 AW850318 AW&S0303 

AB018322 BC012480 B1524873 AW665554 AI934469 AI479916 BF096179 BR)96162 BF096t32 AA744972 AI9S1988 AI858339 BE076331 
AA886998 AI570585 AI916688 A1678811 AI693109 AJ308135 AA669046 AA961064 AI018062 H80618 BE221942 R52609 AI915164 AA365626 
Z44671 BJ052776 81^2486 BG286184AI589558AA931663AA534979AI275392AI273455 R52553AA829920H80652AA36072BF1061^ 
AW953666 AW176773 H85527 AA765570 AA081927 BF093262 BG743753 AL037576 AA534314 BE814984 BE973713 N49433 BE006634 
BE00©30 AW270037 AA234765 A)334004 BF057179 AI857450 AI341191 AI434143 AI917449 AW517207 AA255424 AWD08334 AA847572 
AA994211 AA851901 AA581873 A1580t57 AI3643S3 AW242357 AW235291 N55645 AA319869 R36911 AA25655L1 AW044188 AI203159 N49403 
FQ2090 All 87299 A1609644 Z4051 6 AW952314 

BC020S95BI488430 66168023 BE179030AW294203 BF849776 AA459064 AI917452 AW403072 W27419 BF914568 BF79846B AW37055B 
T35055 AW370623 AA399232 AA214221 AWB02997 6FS02228 AW370622 BF819597 AW370567 BF914313 AW954040 BFOe0708 AA194237 
T25074O01 285 61489433 
A1332638 AA663215 AW629386 

AKD01489 AU129447 BF959274 BG565452 AI245327 AU1 16848 BF358559 BF358554 BF358570 BG678119 AU158S2 AU 1 54607 AI357S67 
AW874359 AI122554 AA406478 AI091013 AI866679 AI686163 AA662158 AA911580 D31095 AI302S76 BF588761 AU151560 AU14382e AI291610 
AW163600 D31 161 AA905362 C21 179 8E327258 031474 AW439053 031309 BF756901 BI838626 BF979839 AU149562 BM1421 16 AU156455 
A M52028 AW473972AW468490AA410271 Ak75944 BF821859 AA658188 A1360390 AA226320 F37355 F27650 F36093 AA152126 BF930021 
BF37577SAW821784AVV9750B5W16475 D31031BG686392AVV860676AW52864B1013705BF96^ 



TABLE 38C: 



Ptey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gt) 

human chromosome 22* Dunham, et al. (1999) Nature 402:489-495. 

Strand: Indicates DMA strand (mm which exons were prsilded. 

NtjMsilidn: Indicates nucleotide positions of predicted exons. 



numbers. *Dunham. et ai; lelers b the publication enfiOed The DMA sequence of 



Pkey 


Ref 


Strand 


N(_posilton 


406617 


8439858 


Plus 


36430-35552 


401958 


3256613 


Plus 


108411-108629 


405121 


8102330 


Minus 


3581&^6004.36587-36684 


401113 


S966541 


Minus 


19419-19959 


404370 


7631003 


Pbis 


127868*128244 



60 



TABLE 40A: 656 genes upregulated In librosb relafhfe to nomial body.Ussues 

^ upregulated in fibrosis relathra to nomial body tissues that are Heiy to encode proteins amenable to modulation by smafl molecuies peptides or 
These genes were setectedfiom 59680 probesets on the Eos/Afiymetrix Gene expnesston data for each pjobeset obtained from this analysis was 

SSf*^ "f*^® (W)' ■ nonnaBzed vaiua reflecOng the relathre level of mRNA expression. The protein products of these genes often contrin one or more domains 
"""cajra of have oncogen^ 

DV phosphatase, or foiulransporter).Certan predicted protein domajs are not^ ' 

55 



Pkey: Unkiue Eos probeset Mentilier number 

ExAocn: Exemplar acoessfon number. GenBankaocesston number 

UnlGenelO: UnlGene number 

PrBd.Prol Domains: Certain predicted pretein domains. Abbraviatkms used: TM. bansraembrane domain; SS. aignd sequence; «Y, very likely to cont^ 

^ Ckdytocont^niotherprateindornSnabbrevbltonaarelhOT 

UniGeneTIQe: UniGenegenelOe 

R1 05lhperoenBeorflb(O$IsAIsdhrided(iylhe50thpen»nlilerfnanTialtlra 
numerator and denontinator 

Ploy; ExAccn: UnlgenelO: Unlgene Title: PredJ>roLDomains: Rl 



44227^ AW449467; Hs.547g5: Homo ss^dens secretogtebln. family aA, m; Utero9lobln;TM=*l:SS=Y: 39.47 
- 428434; AW363590;Hs.65551; Homo sapiens. Similar to DNA segment, Ch;LBP.BPI CETP C;TM=M;SS=Y: 32.35 
OO 433335; AA742697;H5.62492;Nft^052863:Horno sapiens 8ecretog!obln,fac none;; 

408964; M21305; ; FGENES predicted nowl secreted protein; none^none; 27.90 

425211; IW18667; Hs.1887; progastricsin (pepsinogen Q; asp:TM=M;SS=M; 27.90 

441835; AB036432: Hs.164: advanced glycwyiaton end produc^^ped; homeoba(.Acytlransfer8Se.riotoh.EGF.ankAc¥lli8nrf 27 23 

446921; AB012113; Hs.16530: small inducible cytokine subfarHy A (Cr. IL8:: 24.97 
/U 428330; L22524; Hs.2256; matrbc metaOoproteinase 7 (matrilydn. ; PaptMasaJWIflK 24.38 

431723; AW058350; Hs.278966; Homo sapiens mRNA; cONA DKFZp564B2082 ^ PMP2%.aaudin,none: 23.35 

409153; W03754; Hs.50813: hypolheJical protein FU20022: fibrinogen^C;; 23.29 

431089: BE041395; Hs.374629: ESTs, Weakly similar to unknown protein ; none^none; 18.23 

425371; 049441; Hs.155981; masothelin; none;TM=M;SS=M; iai7 
/D 448133; AA723157; Hs73769; fotatereceptor 1 (adufQ; FdlatejecMIP;TfcNytSS=fc(t 17.64 

421502; AF111656; Hs.105039; sohits carrier faniOy 34 (sodium phospha; RlbosomaLL2D,NaLPLcotran3;TM»Y;SS=N: 17.33 

421798; N74880; H5.355462; N-acylsphlngoslne amktohydrclase (eckJ c; SAFA.SurfactanU.none; 16.81 

419556; U29615; Hs.91093; chifinase 1 (cWtotrtoskJase); ayooJvdroJ8.CBM.14;TiyNyJ;SS=Y; 16.24 
^ 419092; J05581: H3.89603; mudn 1, transmembrane; SEA;TM=Y;SS=M; ia06 
OU 426174; AA547959: Hs.1 15838; Homosaplens simile to foMnoUta (LOCI; nona.none: 1&84 

406572; M26041; Hs.198253: maior Mstocompatifaf«y complex, class ; lg,MHCJLalpha5TM=M;$S=IVt 15.42 

4211 10; AJ250717; Hs.1355; cathepsh E; asp:: 15.08 

444342; NM.0143S8: Hs.10887; simflarto lysosome^aodatod membrane ; L8nv(TM»Y;SSs]\it 14.94 
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406621: X57809: Hs,181125: bnmimoglobuliti lambda locus; ig.HSP70.P[K-6ppA;TW-M;SS=N: 14^ 
443709; AI082692;HsJ34662;ESTs;SNFMnone; 14.05 o.tm=v.qq=i* l^ffl 

428970; BE276891: Hs.194691; relinolc add induced 3 (RAIG1); ^^'^J^-^^J^i^^ 
457200; U33749: Hs.197764; thyroid transcription factor 1; homeobox:TM=M;S5«N: 13.86 
5 432519; AI221311; Hs.l30704; ESTs, WeaWy simnar to BCHUIA S-100 pro; none,non^l3^2 
422355- AW403724; Hs.300697; coagulaOon factor VII (serum prothrombi; none.ig; 13.62 
430280; AA361258; Hs.237868; interieukin 7 receptor. fn3 none; 13.47 ,rTfcfcY-SS=M: 1135 

415457; AW081710; Hs.7369; Homo sapiens testes specific A2 homolog ; MORN^ugar_tf;TM=Y.SS-M: 1135 
431164;M493550;Hs.94367; thyroid transcription factorl; nOTehomeobox; 13^2 
1 0 414998; NiyL002543; Hs.77729; oiddised kM density lipoproleln Oectn; lecltn„c;TM=Y.SS-M, 12.83 
400269; ; Hs.253495; Eos Control; 'ecfin.c.CdIlagen.Mlnfe 12^ 
424310; AA33B648: Hs,50334; testes devebprnent-rolated rimJ^; ^ 

451558; NM.001089: Hs.26630; ATP-Wnding cassette, sub-famBy A (ABC1, ABC^tran SFV54.TM=Y,55-M. 
452304- AA025386; Hs.61311; ESTs. Weakly similar to S10590 cysteine ; none,none; 11.68 
1 5 445537; AJ245671; Hs.12844: EGF4ikwionriain. mulfiple 6: EGF.^^^ 11.56 

423778; Y09267; Hs.132821; flavin containing raonooxygenase 2; FW?-"i®f "'^^ 
414812; X72755: Hs.77367; monokine Induced by gamma interferon; 1L8;TM-M;5S=Y; ii-Ji 
430832; A1073913; Hs.100686; ESTs. Weakly sin^Aarto JE0350 Antertor; none^^^^^^ 

407910; AA650274; Hs.41295: fibranectin leucine rich transmembrane p; fn3,IJ^R,tJ«^CT.lJ?RNT,TM-Y,55-lUl; 11.15 

20 451497; H83294;Hs.284122;WntinWbitDryfactor.1;EGIF.WI^^^ tm=u.<«-w. 11 07 
430250; NM.016929; Hs.283021; chloride intracellular channd 5; «»n«TI*^^SS-N 1^^^ 
411020; NWL006770; Hs.67726; macrophage receptor with collagenous str. SRCR.C0l a9en.TM-Y.SS-M; 11.05 
446619; AU076643; Hs.31 3; secreted phosphoprotetn 1 (osteoponbn. ; Osteoponbn;; n.0i 
43B091;AW373062;Hs.351546;nudear receptor suMan%l.W 

25 413048! M93221; Hs.75182: mannose receptor. Ctype 1; fn2Jeclln^Fton BJecOn.Xllnk;TM=Y.SS-^ 10.93 
432231; AA339977; Hs.274127; 11240 protein; none;BHft^ ^°'®Ii,tw=m..5<;.u- 1077 
416402; NluL000715; Hs.1012: complement component 4^inding protein. , s^^'i'":"'^^^^^ 
418156; W17056; Hsi3623; nuclear receptor subfamily 1, group "jj^" go 
43655^ AW407157; Hs.181125; Immunogtohulin lambda locus; lg.HSP70.Ppx-GppA^^^ 

^0 A^}^m^' Ann 338- Hs 1 04476: ESTs WeaWy similar to CGHU1E collagen : none;TM=Y;SS«M; 10.57 . ~» 

419086; NM 000216; Hs.89591; Kallmann syndrome 1 sequence; 
407788; AA687538; Hs.38972; lelraspan 1; transmembrane4;TM=Y;SS=M: 10.28 
441384; AM47849; Hs.2B8660; relinolc acid Induced 3; 7tnL3.«)ne; IJ^^ 
35 453914: NM_000507: Hs,574; froctose-l.^-blsphosphalase 1; FSPfJ^W^^J^:^^^^ m 

435523- T62849; Hs.1 1090; membrane^panning 4<lom8ins. s»*fen«V 1^^^ ri w- <n m 
4MS4' AB011130; Hs.127436: calcium channel, vdtage^pendenl. alph; vwa.CachB;TM=M;SS=N; 10.03 
5?^;S52;Hs:949:neu^^^ 
, ^ 408562; AI436323; Hs.31141; roundabout re^pto.^^^ 1002 

40 448782; AIJ050295; Hs.362806; KIAA0758 protein; 7tnu2.lg.GPS.SEA;TM=Y;SS=N. 9.86 
419235; AW47041 1; Hs.288433; neurotrimin; none.none; 9.79 „ , „ „ _ . 
41S992; C05837; Hs.145807; hypothetical protein FU13593; ^=Y;SS=M; 9^^ 
41B883; BE387036: Hs.1211; add phosphatase 5. larfrMe f^slstant; Metdlophos J^S^.^^^^^^ 
439018; AW300887; Hs.26638; membrane^pannlng 4^Jomains. subfamily A; n55e,W-Y.SS-M; 9.69 
45 442652; AI005163; HS.20137B; Homo sapiens cDNA f^^Z^fenw-"^^^ 

446291; BE397753: Hs.14623; interferon, gamnwnducajle protein 30; GlLT:TM*M;5b-T, 
40B380;AF123050:Hs.44532;diubK?uitin;ubiqultb^^ ^.-rAnana'aw 
438089: W05391; Hs.351546; nudear receptor subfamily 1 , group I. m; hormonej8c.ztC4,noiw; 
449494; AW237014; Hs.315369; aquaporfn 4; MIP.none; 9,51 
50 456082; AI866286; HS.719S2; ESTs. Weakly sbnflar to B36298 ^J^^^^^^^l^ « 
446428: AW082270; Hs.12496; ESTs. Weakly similar to ALU4^HUMAN ALU S; none.none: 9.41 
42195?.AA3Q0900:l4s.98849;dyneinnghtchaln2B(DNLC2B):nye.r»^^^ u.i4„«,aH«ih nnnn-ftlfi 

40TO49- W21874: Hs.247057; ESTs. Weakly stmBar to 2109260A B cell ; Ribosom^S14.ank.pklnase^ru)ne; 9.16 
456034; AW450979; ; gb:UW^BlS5la*12^l.8l NCI.CGAP_Su: non«:««»;;'' 
55 407788; BE514982: Hs.38991; S100 caldum^inding protein A2; efliand.SJ0O.S J0O.elhand; ai5 
416965; N26223; Hs.160436; MDACl; none;NA;NA: 9.03 

443324; R44013; H8.164225; ESTs; none.none: 9.03 u.tm=v.q<5=u. q 00 

435575; AF213457; Hs.44234; triggering receptor expressed on myeWd; lg.TM-Y.S5-M.9jOO 
440273- AI805392; Hs^25335; Homo sapiens cDNA: aJ23523 fis. done L; none,none; 8^ 

60 424527; AW138558: Hs.334873; ESTs, Weakly sbrtlaf to 154374 gene ^^^j^n ?a*Opep^ 8.80 

409203; AA780473; Hs.687; cytochrome P450. atfamByiyB. pdypept; ^^f^'SS^i J^® « 
423387: AJO12074; Hs.348500; vasoactive intestinal pepftle receptor 1; 7tm-2,HRHCS[>JM=Y.S5-M; 8.74 
443807: AU0764B4; Hs3963; TYRO protrin tyrosine khase binding 
425367; BEZ71188; Hs.155975: protein tyrosine P^«»ph^. receptort non^ 8.ea 

65 418918; X07871; Hs.89476; CD2 antigen (p50). sheep ted blood oed ; ig:TW=Y,SS=M; 8.56 

421563; NIWL006433; H8.105806; granulysin; none;; 8.55 fi„u^^ d ttci 

424450:AL137526;Hs.374425;dynrfnintennedlatechaln2;WD40;;8.42 

424779* ALD48BS1* Hs.153053; C037 anIigBn; transmembrane4;TM=Y;SS=M; 8.36 

453310; X70697: H5.553; solute carrier family 6 (neurotransmftte: SNF,SHT.^arBpor^^^^ 8.34 

448140; AF146761; Hs.20450; BCM^ membrane protein precursor. "Q' [JrJ'ff;"^^^ 

75 404240; ; ; NM_018950:Honio sapcns major hlstocompat ig,MHC_l;TM=Y;^M; B.ZB 
459702; AI204995;;Qban03c03j(lStratageneschlzo brain SI; tK)ra^ 
449523; NMJW0579: Hs.54443; chemoWne {OC motif) receptor 5; 7tnLl;TJJ=Y;SS=M; 8.17 
449994* AI02S718: Hs.16954' KTk ank,pkinase.deaIh,RibosomaLS14; 8.12 

„^ SShs.278966;'^ 

80 420137; AA306478; Hs.95327; 0330 antigen, d^ polypepSde {TIT3 S7A|^™=Y.SS=N^ 8.01 
435472; AW972330; Hs.283022; triggering lecaptor expressed on nveWJ^: iM=M;SS=f* ^9 
432441;AW292425;Hs.163484:ln!ronofhepatocytBnudMrfac^^ afmap-794 
40920^ Y00093- Hs.172631: hitegrin, aTpha X(anfigen C011C (plSO).; ¥wa.FGWJniegriiiAvwa.WBgrinJ^IK3W, 7.94 
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432606; NVL002104; Hs.3066; graizyme K (seiine protease, granzyme 3:: brypsin:TM=Y:SS^ 7.92 
442832; AW206560: K5.253569: ESTs: non8.nQn8: 7.90 

41 2104; AW205197: H$.240951: Homo sapiens, Similar to RIKEN cONA 2210; none;TM=M;S8=N: 7.69 

427337; Z46223: Hs.176663; Fc tfagnient of lg& low aSm ItR}, n )g;TM=Y;SS=M: 7.88 

443951; F13272; H3.356B35; ferritia W polypepllde; PMP2?.aaudin.f)on8; 7.84 

418299: AA279S30: Hs.83968; Integrin. beta 2 (anfigen C018 (p95). »y: lnt8gim_B,EWSI;TluNY;SS=M; 7.79 

447131; Nft^0045B5: Hs.17466; retinoic acid receptor responder (tazaru; nan8;TM»Y:SS«N; 7.78 

423961: 01366S; Hs.138348; periostin (OSF-aos); Fasdc&rcTM^SS^ 7.73 

424917; AI636208; Hs.9e901: hypothetical protein FU23049; none:TM»M:SS»N: 7.72 

438564; AA381553; Hs.198253; major hlstooompatitiDity complex, dass ; ig,MHC J_e<ptia.nQne; 7.65 

456672; AK002016; Hs.1 14727; Homo sapiens, done MGC:16327. mRNA, com; none.PK.PK_C.myo6in_head JVnGAP; 7.64 

427792: M63928; Hs.180841; tumor necrosis (actor receptor superfami; SRP14.TNFa.c6;; 7.63 

436954: AA7401S1; Hs.130425; ESTs; none^none; 7.58 

42973% U20158; Hs.2488; tymphocyte cytosoQc prot^ 2 (SH2 doma; SH2u* 7.56 

407601; AC002300; Hs.37129; sodium channel, nonvoltage^aled 1, t)eta; ASC;TM=Y;SS=M; 7.55 

417105: X60992; Hs.81226; C08 anl^; SRCR;TM=Y:SS=M; 7.51 

414821; M53835; Hs.77424; Fc fragment of IgG. high aRlnity la. re; lg;TM=Y;SSsM; 7.46 

444381 : BE3a7335; Hs.283713: hypdhefical protein BC014245; CoIlagen;TMNM:SS^ 7.40 

432222; AI204995; ; gb:an03c03j(1 Stratagene schizo brab) SI; non8.Rone; 7.38 

422667: H2S642; Hs.132821; ESTs; FMCVIike.FMOIike; 7.37 

444527; NM_005408: Ks.1 1 383; smafl indudble cytokine subfanvly A (Cy; ILB;; 7.36 

457411; AW085961; Hs.130093: iroquoisdass homeobox protein IRX2; none.none; 7.32 

439237; AW408158: Hs.318893; ESTs. WeaWy similar to A47582 &cg1I gr; Furiiako.pkinase,RecepJjlomaln,YLP,none; 7.32 

419231; AL046294; Hs.13624S: ESTs, WeaHy sImDar to T17227 hypothefl; non6,nonB; 7.30 

438873; AI302471: Hs.124292; Homo sapiens cONA: FU23123 lis. done 1^ none,none: 7.27 

424027; AW337575; Hs.201591; ESTs; 7tntLZHRM.none; 7.28 

428927; AA441837: Ks.90250; Homo sapiens hypothetical protein FU231: none,none: 7.24 

432435; BE218886: Hs.282070; ESTs; none.none; 7.22 

42M67; AK002121; Hs.l84465; hypotheticai protein FU112S9; none;TM=Y;SS=M: 7.21 
416030; H15261; Hs.21948; ESTs; nooe,none; 7.20 

433293; AF007835: Hs.32417: hypotheticai prolan MGC2742; none;TM=M;SS=N; 7.18 

416741; H83265: Hs.8881; ESTs, Weal^ly sbnilar to S41044 diromoson™; p!(lnase.AclivliUBcp.pklnaseA:8viiuBCp; 7.16 
420656; AA2790g8: Hs.1B7636; ESTs; nonej»one;7.14 
427698; AW972594; HS.33S499; ESTs; none.none; 7.1 1 

432268; BE31 1856: Hs.274230; 3-phosphoadeiioslne 9*ph06phosuHiate sy: APSJdnaseATP-suIfiJiytase;TM=M:SS=N: 7.06 

413859: AW992356; Hs.B364; KOmo sapiens prnnats dehydrogenase Una: SAM.PNT,none; 7.04 

430413; AWB421B2; Hs.241392; small Indudble cytokine A5 (RANTES); lLB:TM=f*SS=Y; 7.04 

452363; At582743; Hs.94953; Homo sapiens, Similar to complement comp: C1q,Coi!agenr. 7.03 

421481; AW391972; Hs.104696; K1AA1324 protein: none;TM4«SS=M; 7.01 • 

418945; BE246762; HS.894S9; arachidonab SSpoxygenase; Iipoxygenasa,PLAT:TM=M.-SSsN: 6.97 

452281; T93500; Hs.28792: Homo sapiens cDNA FU11041 lis. done Pt^ TGFb_propepfide.TGF^)eta.none: 6.96 

458124; AW005548; Hs.124590: ESTs; none.none; 6.94 

422846; BE513934; HS.15B3; neutrophil cytosdlc factor 1 (47kO. chr, SH3,PX;TM=M;SS=N; 6.93 

41 1027: AF072099; Hs.67846; leukocytB Immunoglobulin^ receptor. ; lnositoLF.ig:TM=M;SS=N; 6.92 

428820: AA436187; H5.172631: integiin. alpha M (complement component : vwaJntegriaAF&GAP:TMsY;SS=M; 6.90 

423575: C18863: Hs.163443: Intron of perlosSn (OSF.2os); F8sddin.none: 6.89 

419490: NMJ006144; Hs.907C8; granzyme A (granzyme 1 , cytotoxic T-lymp; lrypsln:TM^:SS^ &89 

450954: A1904740: Hs.2S691 ; receptor (catdtonh) adivlty mcxfi^; none:TM»Y;SS=M: &87 

425976; C75094; H$.334514; NG22 protein; vdtage_aC;TM=Y;SS=M; 6.84 

425555; AA359291:Hs,130767; Homo sapiens d3NA: FU23553 fis. done L; LRR:TM=M:SS=N: 6.81 

414991; C17898; ; Homo safdens up^ulated by BC&CWS (LO. Zip.none: 6.80 

410342; R31350; Hs.743; Fc fr^menl of IgE, high affinity I. roc; [TAM:TM»Y:SS=M: &a0 

4221 63; AF027208; Hs.1 12360; prominin (mouse)^ 1; none;TM»Y:SS"M: 6.79 

445885; AI734009; Hs.l27699; KIAA1603 protein; none.none; 6.77 

436576; AI458213; Hs.77542: ESTs; 7tiTu1.DnaJ: 6.77 

417079: U655gO: Hs.81134; intedeuldn 1 receptor antagonist; ILIr. 6.76 

42471 1; NM-0057g5: Hs.152175; caldtonln receptor-fike; 7tm.2,HRM;TM=Y;SS=M; a75 

416847; L43821; Hs.80261 : enhancer of fflamenlalton 1 (cas^ike do; SH3;TM=M;SS=N; a73 

425251; M24283: Hs.168383: intercellular adhesion motecule 1 (C054); lg.lCAM.N;TM=M:SS=M; 6.71 

417929; R27219: Hs.74647: Human T^ receptor active alphanrfiain; lg,abhydrolase; 6.70 

412584; X54870; H5.7408S: DNA segment on chromosome 12 (unique) 24; none.IedIn.G; 6.70 

428227: AA321649; Hs.2248; amaO indudbto cytokine subfamly B (Cy: II4TM=M:SS°Y; 6.68 

421445: AA913059: Hs.104433; Homo sapiens, done IMAGE:4054868, mRNA; ton_tFans.K.tetrB.esp; 6.65 

439750: AL359053; H5.57664; Homo sapiens mlWA full length insert cON; lMP0H-C.lMP0KJI.C8S.tntegrfnJB.Rfcin.BJectin: 6.62 

428582; BE336699: Hs.185055; BENE protdn; none;TM=Y;SS=M; 6.60 

453142; AA03364B: Hs.7473; Homo sapiens gap jundion protein, alpha; connexln:TM=Y;SS=M; 6.60 

432374; W68815: Hs.301885: Homo sapiens cONA FU11346 lis, done PU none.none: 6.56 

448569; BE382657; Hs.21486; signd transducer and adivator of trans; SH2.STAT.STAT_bind.STAT j»ol:TM=M:SS=N: 6.54 

424321; W74048; Hs.1765; tymphocyte-spedfic protein tyrosine kin; SH2.SH3.pkinase;TM=M;SS^; 6.51 

446932; AA%1459; Hs.125644: ESTs; none.U^tJ%RNT; 6i0 

427247: AW504221: Hs.174103: Inlegrin, alpha L(an6gen CD\\A (plOO),: vwaJntegriaAFG^TM=Y;SS=M: 6.48 

425998; AU076629; Hs.165950: fibrablastgrawtbiactor receptor 4; lgj)kIn8se;TM4ftSS«M: 6.47 

447232 AW499634; Hs.327: intedeuUn 10 receftfor, alpha; none:TM»M:8S^ 6.45 

431745; AW972448; Hs.163425; Novel FGENESH predteted cadherin repeal ; none.none; ^43 

417370; T28651; Hs.374466: tryptophatyWRNA synthetase; WHEP-TRS,tRNA^Ubr. 6.41 

422241; Y00062; Hs.1701 21; protein tyrosine phosphatase, receptor t ldnesln.fh3.Y_phosphatasa;TM=M;S$^ 6.40 

429610: AB024937: Hs.21 1(}92; LUNX protein; PLUNC (psbto limg and nas; nonen 639 

409340: BE174629: Hs.321130: hypothetical protein MGC2771; 

aajHirmeases4»yrWoxaLdeC,bromodom^n,PHD.MBD.ATJwdt. a37 
413385; M34455; Hs.840: Inddeamlnoivrroto 2.3 dloxygenase; ID(XTM=MtSS=N: 6i38 
451820; AW058357: Hs.199248: ESTs; 7tm_1;TM=Y;SS«M: 6.34 

408369; R38438; Hs.118747; SLC15A2 Solute carrier family 15 (H-»ypep: PTR2:TM»Y:SSaN; &32 
424247; X14008; Hs.234734: lysozyme (renal amylddosis); iy8.ig.FA0.SynlhMJdh.C4ttiase;; 6.32 
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444090; S691 15; Hs.1 0306; natural killer cell group 7 sequence; PMP2t.Claudin;TM=Y;SS=M; 6^1 
416819; U77735; Hs.80205: pifn-2 oncogene; pklnase;; 6^ 
421659; NM_014459; Hs.1065l 1; protocadheHn 17; cadherin;TMsM;SS=M;617 
415198; AW009480; Hs.943; natural kfltef cell transcripl 4; noneJTM=M;SS=N; 6^ 
424273; W4O460; Hs.1 44442; phosphoBpase A2. group X; phosip;TM=M;SS=Y: 6.24 
429083; Y09397; H5.227817; BCL2-felaled prolem A1; Bcl-2;TM=M;SSsN; 6^ 
462194; AI594413; Hs.373599; olfactory receptor, family 2, sutrfamily ; none.none; 6.22 

424144; AA454033; Hs.41644; AKAP^odated sperm protein; Rita;; 6.21 ^. m no* tu u.cc=u. r oi 

414142; AW368397; Hs.334485; hemlcentin (fitiuiin 6); EGF4g.tspJ.honTOne4^uasKTlUWeno.E3_CR1;TM-M^S-M. 6.21 

442005; AW975183; Hs.372210; ESTs,WeaWy simaar to S72482hypotlieti; none.none; 6.20 
420256; U84722; Hs.76206; cadtierin 5, type 2. VE-cadlierin (vascula; cadherin,Cadherin_CJerm;TM«Y;SS=M; 5.19 
421379; Y15221: Hs.103982; smaD Indudtile cytokine subfamily B (Cy; IL8;TM=M;SS»Y; 6.17 
440452; AI925136; Hs.551 50; ESTs, Weakly similar to CAYP.HUMAN CNdCf l none:NA;NA; 6.17 
421462; AF016495; Hs.104624; aquaporin 9; MIP;TM=Y:SS=M; 6.16 
1 5 452960; AK001335; Hs.31 137; protein tyrosine phosptiatase, receptor t; Y_phosphatase,none; 6.15 
410361: BE391804;Hs.62661;guanylate binding protein 1,inteffeiori-:GBP,GBP_C;Tt*^^ 

415765: NM_005424; Hs.78824; tyrosine kinase with bnmunogtabulin and ; EGF,fn3,ig,pkinase.lan«nin„EGF;TM=M;55=Y: B,i^ 

430478; NiyL014349; Hs.241535: apoDpoproteln U 3; MotAJExbB;TM=Y;SS=M; 6.12 

413869; NRt000a78; Hs,75596; InterteuWn 2 receptor, beta; none;TM=Y;SS=M; a09 
20 446608; N76217: Hs.175622; ESTs; Amiadillo_seg.HEATJ'BS;TM=M;SS=M; a08 

430378; Z29572; Hs.2556; tumor necrosis factor ceceplor superfami; IL2;; &08 

426116; AA868729; Hs.144694; ESTs; none^one; 6.06 

445033;AV652402;Hs.72901;cyclin-dependenlWnas8inhibitor23{p1;ank,-;6£5 

426721; AA383588; HS.28B545; ESTs. Weakly slnfllar to T2901 2 hypotheti; 2f^2H2;TI*=M;SS=N; 6.05 
25 429228; A1553633: Hs.356628; ESTs; none.none; 6.05 

421757; Z20B97;Hs,2g6259:paraoxonase 3; Arylesterase;; 6.04 

437669;AI358105:Hs.123164; ESTs, WeaWysimilarlo match to ESTsAA;nQne.pkinase,pkinase^^ 
419508; AW997938; Hs.90786; ATP-Wnding cass^e, subfamily C (CFTR; ABC_tran,ABC„membrane;TM-Y;SS^ 6JH 
428667; AI375S60; Hs.346888: nucleolar protein p40; homolog of yeast ; ncne,non8; 6.01 
30 432731; R31178; HS.28782Q: libionedin 1; fn1.fn2.fn3,none; 5.95 

446566; H95741; Hs.17914; menibrane-spanning 4-domains, subfamily A; none;TM=Y:SS=M; 5.95 
450656; AA010539; Hs.18912; unnamed protein product; zf-C2H2;; 5.94 
418460; M26315;Hs.85258;CD8 antigen, alpha polypepMe(p32);lg:TM=Y;SS='M; 5.94 
424054; AA33451 1; H5.26638; membranwpannlng 4-domains. subfamily A; none;TM=Y;SS=fc^ 5.94 
3 5 408048: NM_007203; Hs.42322; A kinase (PRKA) anchor protein 2; Parde^Hrin:T^#sM:SS»N; 5.94 
438670; AI275803; Hs.123428; ESTs; none;NA;rW; 5.91 
424238; AA337401:Hs.l37635; ESTs; none;TM=M;SS=M; 5.90 
444143; AW747996; Hs.l50999: ESTs, Moderately simflarto A56194 throm; Bcl-2,none; 5.89 
423690; AA329648; Hs.23804; ESTs, Weakly simitar to PN0099 son3 prot; k)n.trans,IQ,none; 5.88 
40 409799: D11928; Hs.76a45; phosphoserine phosphatas&ae; Hydro!ase;TM=M:SS=N: 5.81 
407239; AA076350; Hs.67846; leukocyte immunogtobu!in-like receptor, ; lg;TM=Y;SS=M; 6.81 
411125; AA151647; Hs.66877; cytochrome b-245, alpha polypeptkJe; none;TM=Y;SS=M: 5 80 
420340; NM.000734; Hs.97087; CD3Z antigen, zeta pdypeptHe (TiT3 com; ITAM;TM=M;SS=M; 5.78 
431681; AK000378; Hs.267566; hypothefical protein FU20371; sugar„tr;TM=Y;SS=N; 5.79 
45 413441; AI929374; Hs.75367; Src4a(frad^r; SH2.SH3;TM=M;SS=N; 5.79 
443257; AI33404O; Hs.1 1614; HSPC065 protein; lrypsln;TM=M:SS=N; 6.76 
415801; R24219; H3.278443; Fc fragment of IgG, low affinity lib, re; Ig;TM=Y;SS=N; 5.70 
435299; AI746458: Hs.343026; ESTs, Weakly similar to T20593 hypotheti; non8;NA;NA: 5.69 
415995; NM-004573; Hs.355888; phospholipaseC. beta2: C2.R-PLC-Y.Pl-PLOX;TM=M;SS=N; 5.67 
50 436772; AW975688; HS.34891B: melaDolhionein lE(fiindioiial); TtniAHRMjwns: 5.67 

431385: BE178536: Hs.11090; membrane-spannfcrg 4^omalns. suWarf% A: noni^none^^^^ . 4.. c ce 
419833; AA251131: Hs.220697; Homo sapiens tryptophanyM^8ynthelas;WHEP-TRS,tRNArsytiLib.none, 5.66 
421859; AA356620; Hs.108947; WAAOOSO gene product; ankPHMGap:; a64 
407756; AA1 16021; Hs.38260; ublquifin specific protease 1ft UCH.1.UCH-2;; 5.63 
5 5 425354; U62027; Hs.155935; con^Jlemenl component 3a receptor 1; 7lnu1;TM=Y;SS«M; 5.63 
423533; NM_014339; Hs.129751; interteukin 17 receptor; noneiTM=Y;SS=M;5.63 
419577; IJ6531; Hs.91296; integrln. alpha 8; lntegrin^FG<SAP;TM=Y;S8=N; 5.61 
452561; AI692181; Hs.49169; KIAA1634 protein; TPaPDZ,WW.GuanylateJdn:TM=M;SS=N; &ei 
428577;Al557119;Hs.351582;troponlnl,cardiac;none;TR«=M;SS=N:5.60 ^^^co 
60 425509; AF079363; Hs.158213; spenn assodated anfigefl 6; AnnadiIto.peg.HEAT.PBS;TM=M;SS=N; 5.58 
453852; AW961818; Hs.211592; MUM2 protein; pWnase,DAG.PE-blnd,C2,prdnase_C.none; 5.57 
421924; BE514514; Hs.109606; coronin. ac8n*indlng proteb, 1A; WD40.klh_C;TM=M;SS=N; 5.57 
448030; N30714; Hs.325960; membrane^pannlng 4^kHnain5, subfamily A; none;TllA=Y;SS=M; 5.55 . ^ ^„ ^« , 
431630; NWL002204; Hs.265829; integrin, alpha 3 (anfigen CD49C alpha ; F&GAP.Rhabd jlycop.lntegnnJ\:TM=Y:SS=M; 5J3 
65 410257; BE244044; Hs.61469: hypothetical protein; none.none; 6.53 

441965; AA972712; Hs.269737; ESTs; pkinaseA**'jecp,TSPN.Colla9en;6.62 
413934; U03056; Hs.75619; hyaluronoglucosanftiWase 1; lnlegrkLB,GlycoJiydioJ6;; 5.52 
424517; AI539443; Hs.1 37447; Homo sapiens cONA FU12169 fis. done MA; SH2,STAT.STATJ]lnd.STATj»rt.non8; 5i0 
447357; AI375922:Hs.t32821; ESTs; FM€Hike,FMaiik6; 5.46 
70 422109; S73265; Hs.1473; gastitn^eleaslng p^Hkle; Boirt»esin4}el8nsinjiopep:TM=M:SS=M; 5.48 
447033; A1357412: Hs.157601; Pfedtcted gene: Eos doned; secreted wrfV; nonewe; &45 
417412; X16896; Hs.821 12; inteiieukin 1 receptor, type \; ig,TlR:TM^S8=M; 5.45 
436057; AJ004832; Hs.SOSa; neuropathy target esterase; cNMP^binding,k)nJrans,PalaHn;TM=Y;SS=M; 5.41 
417497; AW402482: Hs.82212: CD53 antigen; transmenibrane4;Tli4=Y;SS=M; 5.41 
75 439285; AL133916; Hs.47860: hypothetical protein FU20093; ig.pkinase.UW.LRRNT,LRRCT.none; 5.40 
452698; NM 001295; Hs.301921; chemddne (OC motif) receptor 1; 7tmJ;TMsY;SS=M; 140 
443623; AA345519; Hs.9641: ccmptemenl component 1, q subcomponent ; Clq,Collagenn 5.40 
446272; BE268912; Hs.14501; hemalopoietfc cel-spedfic Lyn substrat SH3,HS1 jep;TM=M;SS=N: 5.38 
437275; AW97603S; Hs,292396; ESTs. WeaWy similar to A47582 &<s!t gr, none,Friated.Fz; 5.37 
80 41 9660; BE280337; Hs.l94693; sdute carter family 7 (cafionfc ammo ; aqj)emieases;TM=iY;SS=M: 5.37 
449853; AF006823; Hs^4040; potasshim channel subfamily K, member 3; IonJrarB;TM=Y;SS=f4 5.36 
442434; AA995787; Hs.12g583; ESTs; iRMone; 5.36 
428065; AI63404G: Hs.157313; ESTs; ICEj)20,OBXIC^10,ICCj)20.DB): 5.36 
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445333; BE537641; Hs.44278; hypolheOcal protein nJ12538 similar b; ras.arf.TK: 5.33 

42563B; NN^012337; Hs.158450: nasophajynged epithelium spedfic prots; nona;TM=M:SS=N: 5.32 

419034; NM.00211CK Hs.69555; hemopdetic oeO kinase; SHZSK3.pidnase;TM^SS=:N; 5.32 
. 452416; AA026115: Hs.114777; ESTs: non8.PdrphoblLde3nfv: 5.29 
^ 425205; NM_005854: Hs.1S5106; receptor (caldtontn) activity modifying; none:TM»Y:SS=N; 5^ 

440475; AI807671; Hs.24040; potassium channel subfamOy K, member 3; ion.bBns,none: 5.28 

417355; D13168; Hs.62002: endofheOn receptor (ype B: 7trn_1z(^C4.(n3,SPRYJO^.zM:SH2,rve^.b^ 5.28 
438120: AI248193;Hs.1 19860; ESTs; heme 1.none:5J7 

418307i IJ70867; Hs.83974: sotule canier fe»nlly 21 (prostaglandin ; OATP_N,OATP.C;TM=Y:SS=M; 5.27 
i U 409745; AA077391; ; gb:7B14E12 Chromosome 7 Fetal Brain cDNA; 7tni.1^-aHC4.&i3,SPRyj<RAB.zM:2H2/ve^B.box;TM=Y;SS=M; 5.26 

421554; AW137676; Hs.97775; ESTs; RonQ,nQne: 5l23 

408308; A1033377; Hs.44197: hypolheSeal protein DKFZp564D0462: nonejiono; 5^ 

410434; AF051 152; Hs.63668; toIl-likB receptor 2; LRaiRRCT,TIR;TM::M;SS=M: 5^1 

421565; U95626;Hs.302043;chemo!dne(&C motif) receptor-Gke 2 C71nLl;TM»Y;SS»M;5.19 
1 D 400261: ; H5.1802: Eos Controt; ig,MHCJLI)eta;TM=Y;SS=H/l; 5.19 

436856; AI4e9355; Hs.127310: ESTs; pkinase.rniKTlUNIM:SS:4<: 5.18 

408761: AA057264: lfe.238938; ESTs, Weakly similar b (delime not ava: 7lnLl.none: 6.17 

42S023; AWgS6869: Hs.154210: E0&1 (endolhe&al dlfferentlafon. sph; 7tm.1;TM:>Y;SS=M; 5l16 

452203; X57522: H$.352018; transporter 1. ATP-tinding cassette, sub; ABC.tr8n.ABCjnena]rane.SRI^,Thymk)ytateLjari:TM=Y:SS^ 5.16 
ZU 451220; AF1242S1: Hs.26054: novel SH2-oontaining protein 3; SH2;TI\4::M:SS^; 5.15 

417771; AA80469a; HsJ2547: rBBrndc acid receptor lesponder (tazaro; nonanone; 5.14 

424925; NMJI02432 Hs.153837; myeloid cefl nudear (SfTerenfiation ant; PAAD^DAPIN.HIN;; 5.14 

451099; R52795; Hs.25954; interteuldn 13 receptor, dpha 2; fh3iTM»Y;SS:rM; 5.13 

427509; M62505; Hs.2l61; complement component 5 receptor 1 (C5al; 7tmJ;TM=Y:SS=M; 5.12 
Zd 423196; AK001666; Hs.125139; hypothetic^ protein FU11004: none;TM=Kfl;SS=N; 5.12 

433671; AW138797; H3.132906; 19A24 protein; lb:TlkNI«SS=M: S.11 

426457; AW894667: Hs.380138; cMmerin (chimaettn) 1; 0AG_pE-blnd.RhoGAP,SH2:TM=M;SS=N: 5,06 

431890; X17033; Hs.271985; integrin. alpha 2 (CD49B, alpha 2 subuni; vwa,lntegr1aAFG^P;TM=Y;SS=M; 5.05 

418185; AW958272;Hs.347326;lnten3elIuIar adhesion molecule 2 (ICAM; none;TM=Y;SS*M; 5.05 
30 437352; Al.353957; Hs.284181; hypothetical protein DKFZp434P0531: OUF221;TM=Y;SS=M: 5.03 

457918; AL359590; Hs.162604; hypothetical protein DKFZp762M186; PLDc;TM=M;SS=N; 5.02 

452924; AW580939; Hs.97199; complement component Clq receptor, EGF,lectin_c.Tlssue.lac.Xlink.TlL:TM=Y;SS=A* 5.02 

426535; AU077012; Hs2885B2; ESTs, Weakly simnar to ubiquitous TPR m; Kunlt?^BPTI.Kunit?.BPTI.7tnL2,HiW: 4S9 

432805; X94630: Hs.3107; C1D97 antigen; 7tnL2,EGF.GPS.FecCO;TM=Y;SS=M; 4.95 
5d 434883; AW381538; Hs.19807; hypothetk:al protein MGC12959; SH3.PH,WW,l%hoGAP;; 4.95 

414291; AI289619; Hs.13040; G protein-coupled receptor 86; 7tn\_1;TM=Y;SS^M; 4.94 

428981; BE313077; Hs.93135; ESTs. WeaWy slmDar to ALU2JiUMAN ALU S; none.rm!; 4.92 

451 154; AA01S879; Hs.33535; ESTs; TIR^.none; 4.92 
. - 435730; AB020635; Hs.4984; K1AA0828 protein; AdoHcyas8.Tri(A.N.2-Hacld_OK.C:TI**M;SS=M; 4,90 
40 413011; AW068115; Hs.821; biglycan; U«^UWT-4.90 

422732; AA577455; H3.24937; transformer-2 dpha (hlrB-2 alpha); mm,ig; 4.89 

417015; M83772; Hs.80876; flavin containing monooxygenase 3; FMa4ike.pyr^edQx;TM=Y;SS=M; 4.88 

412773; H1S765; Hs.74573: stmOarto vaocbiia vlius Hindlll K4L OR: PU3c;TM>4^SSbN; 4^ 
. _ 439659; AW970760; HS.S9483; leucinMfch repeat-containing G protein: 7lRL.1.LRf^TMBY;SS=N; 4.87 
45 405102; ; ; C1500122y:gll44695581gblAAD21311.11 (AF; DAG PE^)lnd,PH.RhoGEF,X1:; 4.86 

422795; AB033109: Hs.375610; WAA1283 protein; 7lmJ.kazalA2M.A2M.N;TM=Y;SS=M: AM 

432581; AU076465; Hs.278441; K1AA0015 gene product; PP2C;TIUNM;S&=N; 4.83 

414936: C14774: ; gb:C14774 dontech human aorta polyA mRN; 8tdM)kinase.deathinone: 4.B2 

430152; AB001325; Hs.234642; aquaporin 3: MtP;TM=Y;SSeM; 4.82 
50 444838; AV651680; H8.208558; ESTs; lntegrirLA,F6-GAP,none; 4.81 

410423; AW402432: Hs.63439; protein tyrosine phosphatase, norwecept; SH2.Yj)hosphatase,DSPc;TliN4SS^ 4.81 

453107; NM16113: Hs.279746; vaniUoid receptor-Oke protein 1; ank^nJlrans;TM»Y;SS=:N; 4.60 

433376; AI249361; Hs.74122; caspase 4. apoptosl&rolated cysteine pn GARD.ICEj>10.ICEj}2D;; 4.80 
^ 422010; AA302049; Hs.31181; Homo sapiens cDNA: FLJ23230fls. clone C;none.SOF,8ugarJlr, 4.78 
55 419542; AA386037; Hs.9091 1; solute canier family 16 (monocarbaxyite; nono^none; 4.76 

438899; AF085833; Hs.135624; ESTs; none.PI3_PI4Jdnase.PI3Ka,P13K.C2.PI3KjbdJ>l3K4)85B: 4.76 

427418; AA402587; Hs.356667; LATI-STIW protein; none,none; 4.75 

43 1 924; AK000850; Hs.272203; Homo sapiens cONA FU20843 6s. done AD; 8H3jiane: 4.73 

424218; AF031824; Hs.143212; cystafin F (leukocystatin); cyslaQn;; 4.72 
OO 414888; AL039185; Hs,77558; thyroid hormone receptor interaclor 7; HMG14J7jwne; 4.72 

416178; AI808527; K5.192822: serobgk^lty defined breast cancer anti; none;TM=M;SS=N: 4.71 

430037; BE409649; Hs.227789; mitogen-acthrated protein Wnase-activat pkInase:TM=M;SS=N; 4.71 

451527; AF022813: Hs.26518; transmembrane 4 superfamily member 7; none,none; 4.71 

45387<fc AW385001 ; Hs.8042; Homo sapiens cONA: FU23173 fis. ckjne 1^ FG-GAP,lnlegrtiLA.NIF; 4.71 
05 4081 13; T82427; Hs.1941 01 ; Homo sapiens cONA: FU20869 fis, ckjne A; 7trfL3.none; 4.70 

438543; AA810141; Hs.192182; ESTs; SH2,pkinasej«)ne; 4.70 

424943; AU077260; Hs.153924; deatlKassociated proten kinase 1; ank.pkhase.death.SPRY.SAP,RibosornaLU4e^SIV54.dDEriN.DENN.uDENN:TM=M;SS» 
4381 13; A1467908; Hs.8882; ESTs; Ttn^Lnone; 4.70 

422164; Nl^014312; Hs.1 12377; corfic al thynxjcyte receptor pclaevls ; H>,GemInIjnov;TM=Y;SS«M; 4.69 
/U 414482; S57498; Hs.75252; endothefln receptor type A; 7tnu1;TM=Y:SS=iyi; 4.69 

42506% AA687465: K5.29d184; potasshim vottag&^ated channel, shaker-; alldoJceUed.none; 4.67 
432314; AA533447: Hs.285173: ESTs; Ximk.none; 4.66 

453518; AW503205; Hs.27268; gb:UI-HF-BN0^-fl^)3^/1 NIK.MGC 50; SH3.PH,Rho<^F;TM=HSS=N; 4.66 
^ . 418613; AA744529; Hs.86575; mitogeo-acSvaied protein kinase kinase ; pkinase.CNH;TliA=M;SS^ 4.66 
75 446063; A1720140; H$.151079; ESTs; ISK.Channel.non6; 4.65 

454034; Nl^000691; Hs575: aldehyde dehydrogenase 3 family, member ; aUedhn 4.65 

431441; U81981; Hs.2794; sodium channel. nonvoHage^ated 1 alpha; ASC:TM=Y;SS=N; 4.65 

443402; U77846; Hs.92g5; elastln (supravMar aortic stenosis, ; none.PDZ.UHpkinase; 4.65 

414809; AI434699; Hs.77356; transfisn^ receptor (p90. C071}; PA;Tryt=Y:SS^ 4.64 
oO 42753S;R29543cHsL2164:piDiilateletbasiep(0tBlh(lnchtfe9pl^ 

4371 19; A1379921: H5.177043: XP.1713B7 sfanaar b ihotekin; nonejnne: 4.63 

411779; AA29281 1; HS.7205QC nofHnslastafic eels S. protein expresse; NDK:: 4.63 

429784; M89796; Hs.30; mendvanMpanning A4amsba, suUamily A; none:TM»Y;SS»N; 4.62 
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41 5934; NM^000928; Hs.992; phosphollpase A2. group IB (pancreas); phosGp;: 4.61 

408873; AL046017; Hs.356216; calmodulin 2 (ptMwphorytase kinase, ddt none.none; 4.B1 

426432; AF001601;H5.169B57;paraoxonase 2; AIvtesterase;T^*=:M;^^^^ acq 

l2MIdh_C.CH.AIP3:TM=M;SS=N; 4.59 
431087; HI Z723; Hs.290791; ESTs; ion_trans,none; 4.58 Tij-u.ee=M. i est 

425465; L18964; Hs.1904; protein Idnase C. Wa; pkinase.DAG_PE-bind,ptariasB.(;OPR;TM=M;&s=K; 4.ao 
422427: AA310514;Hs.96e92; ESTs; PH,Ets.CH^peclrin.Ca^channd^^^^^^^ vee u-ao: 

1 0 441527; W19504; Hs.7884; solute earner family 21 (organic anion ; OATP_N,OATP_arfc^Y:^M^ 
416464: NM 000132: H8.79345; coagulation factor Vill, procoagulanlco; CiHJxidase.F5 F8 Jrpe-Cs 4.56 
421233; AA2b9534; Hs.284243; telraspan NET^ protein; transniembran84;TM»Y;SS=M; 4.56 
422311;AF073515;Hs.114948;cytD!dnereceptor-lil©tetor1;fn3:TM=M;SS=N;4.5^ 
444895; A1674383; Hs.22891; solute carrier famiiy 7 (calionic amino ; ASC,death.TNFR^c6; 4^5 
1 5 428141: D50402; Hs.182611: Botutecanier family 11 {protoiw»upled; Nrampfm«Y;S&=N;^ 

410290; AA402307: H5.322844: hypothetical protein OKFZp564A176; Sema.PSI.TlG ntegnn_B;THA=Y,SS-M. 4.54 
426437; BE076537: Hs.169895; ubiquiUn-conjugafing enzyme E2L6: Armadillo^seg,UQ_con.none; 4.54 
450086; AW016343; Hs.233301; ESTs; anlt.dealh.ZU5.NMU. none: 4.54 
438209; AL120659: Hs.6111; aryl-hydrocarbon receptor nuclear transl; HLH,PAS,IL8;TM=M;SS=N, 4.54 
20 414788;X78342;Hs.77313:cyclliwlepe«Ienll(inase(CDC2-BI«> 10; pkinase;TM=M;SS=N: 4.53 
429109; AL008837; Hs.1963S2: neutrophOcytosonc factor 4 (40kD); SH3.0PFlP)tTIVI=Wl^^^^^ 
427557; NM.002659; Ks.179657; plasminogen activalor, urokinase reoepto; UPAK.LY6^T,PlA2Jnh:; 4.53 
411213; AA676939; Hs.69285; neuropTm 1; ^^A^A,F5.F8.type.CCUB.CUB.MAM.F5_FBJype.C: 4^ 
434158; T86534;Hs.14372; ESTs; adenylateWna9e.none; 4.52 r .,l o ^t^^^^^n^ 

25 43194? AKD00106- H8.272227S Homo 88(iien8 cDNA FU20099 fis, ctone CO; pkinase.Furin.llke.Reoep.ljJomain.none; 4.52 
447341; AF10694l|Hs.18142;arTeslln. beta 2; arresBn.arrestin.C.PXPHP^^ 
447656; NM003726; Hs.19126; sic Wnase-assodaled phosphoproteln oV.^^"^^"?^''^?^?^^^^ „ « 
417018; M16038: Hs.80887; v-yes-1 YamaguchI sarcoma viral related ; SH2,SH3.pk!nase:TM«M;5S=N, 4.51 
422893; X98411; Hs.380077; myosin IF; SH3^yositUifiad.lQ;TM=M;SS=N; 4.51 
30 407202; N58172:Hs.109370: ESTs; FSLF8.type^<;r«n»ej^^ ^r^r.niuTu M.<5q-N-4fii 

447079; AA280057; Hs.105280: ESTs. WedWy similar to 4I963K23,2 lH.sa; zf^2H2.zf^C4.UiM;TM=M;SS-N. 4.51 
450747; AI064821; Hs.129953; ESTs, Highly similar to 1818357A EWS gen; mn.z{-RanBP,GAS2; 4.60 
419452; U33635; Hs.90572; PTK7 protein tyrosine kinase 7; ig,pkinase;TM=Y;SS=M; 4.50 
453856; AA804789; Hs.379109; PDZ-UM protein raysOque; UM.PDZ;TM=M:SS=N; 4.49 
35 432744; AA988835:Hs.38664; ESTs; none.none: 4.49 cu«.^« 
419032; W81330; Hs.99877; ESTs, Highly similar to JAK3B (H.saplens; pWnase.SH2.lnstiIln.pWn88e.SH2: 4.48 
444009; A1380792; Hs.135104; ESTs; TNFR.c6.TlUnone: 4.48 w t*. >i « 

426416; AW612744; Hs,169824; katerceil lecfin-Dke receptor subfami; lectirLc;TM=Y;SS=M: 4.48 
412802; U41518; Hs.74602; aquaporin 1 (channeWomilng Integral pr, MIP;TM=Y;SS=M; 4.48 

40 447217: BE465754;Hs.l7778;neuropilin 2; CUB.MAM.F5J^.t3rpeC^^^ 

408771 ; AW732573; Hs.47584: potassium vdlage^ted channel, delayed: emand,ionJrans.l^letra,none; 4,4/ 
435049; AL122067; Hs.4745; hypothetical protein FIJ21324; none;TM=M;SS=N; 4.46 
413278;BE563085;Hs.833:interferon.stimulaledprolein.15kDa;uWquHin;;4^^^^^ 

423804! AW403448; Hs.1706: jr^terferon^limulated transcription fad; IRF.2«aHC4.lBR.zf-RanBP;TM=M;SS=N: 4.45 
45 434308; N51517;HS.47282: ESTs; pkIn3se,pWnase.C.iwne; 4.45 

434448; W26667: Hs.1 84581 ; Homo sapiens cDNA FU14821 lis. done OV; pMnase.pkin^ Q: 4.45 
417426; NM 002291; Hs.82124; lamlnin. beta 1; lanilnin_EGF,laminln_Ntermjntegrin3:; 4.44 
417389; BE260964: Hs.82045; midkine (neurite growth-pronwting fadon P^N_MK;T5^^=Y; 4^44 
430259; BE550182: Hs.375142; RalGEF-likB protein 3. mouse homolog; fh3,RA,RasGEF;TM=M;SS=M; 4.44 
50 436001; AW903849; Hs.173840; HUa (C4orf1Hnteracflng protein: JgjTW-MJS^R* J44 

452355; N54926; H5.29202; G protei^coupled receptor 34; 7tni.1.0ATP^CfrM=Y:SS=N; 4.43 
418751; BE389014; Hs.37254B; phosphoinosffide-S^dnase. regulator su; SH2.none; 4.43 
410068; AI533B88; Hs.5B435; FYN-«nding protein (FYB-12a/130); SH3;TM=M;SS=N; 4.43 
449961; AW265634: Hs.133100; ESTs; pkinase,Fuiift41k9.I^X<iom^nj2!?* JcL.. cc m a An 
55 451734; NWL008176; Hs.26944; neurogranin (pn)lBin kinase C substrate.; ia7tnu1;iJ^SS=N: 4.42 
410598; A1817130: Hs.9195; Homo sapiens cDNA FU13e98 fis. done PU R»6EF W 4.42 
43941 1 ; AA044876; Hsi8043; ESTs. Weakly similar to CYA2.HUMAN ADENY; guanylate_cyc:TM=Y;SS=M; 4.42 
433179; AW362945; Hs.162459; ESTs; Armadiao„seg,none; 4.42 
414849; AW372721 ; Hs.291623; ESTs. Weakly simter to unnamed prddn ; P^»e.none; 
60 409512: AW979187; Hs.293591; melanoma differenfiafion assodaled pn* OEADMicase«CCARD;TM=M;SS=N. 4.41 
445903; AI347487: Hs.132781; dass I cytokine receptor. fn3;TM=Y;SS4l; 4.41 
438507;AA809052;Hs.356627: ESTs; none.none; 4.41 ^_^.«.^„^voe u iin 

409524; AW402151; Hs.54673: tumor necrosis fador (ligand) superfamh. TMF;TM;=Y:SS=M; 4^ 
453037;AA045175:H5.17914; ESTs; none;TM=Y;SS=M; 4.40 ee-i.. i 

65 41 2228; AW503785; Hs.73792; complement component (3d/Epstein Ban vi; sushi;TR*sY:5S=M; 4.40 
451035; AU076785; Hs.430; ptastin 1 (I Isofomi): ethand,CH.AdapUn-N;; 4.40 
415149* X12451; lte.7B0S6; calhepsin I; Peptidase CI;; 4.39 

408105: AW152207; Hs.270977: ESTs. Weakly sintar to 138022 hypolheftYjihosphatase,carb.anhjjdr^ 

423099; NM_002837; Hs.123641; protein tyrosine phosphatase, receptor t; fh3.Yj)hosphatasa,OSPcCOX6C;TNN*SS=M: 4.33 

70 438330; AW4S0572; Hs,257316: ESTs; pkinase,zf^.ERM,CNH.none: 4.39 

433437; U20S36; Hs.3280: caspase 6. apoptosfe^Blated cystane pr, ICEj)10.lCajp2M^ 
429747; M87507; Hs,2490; caspase 1, apoptosis^elaied cystine pr, CARDJCej)10jCej»2(fc; 4.39 
426410; BE298446; Hs.305890; B(X241ke 1; Bd-2.BH4.none: 4.38 
434511; R28982:Hs.18106; ESTs: pklnase.GlycoJiydn)_39: 4.38 « 

75 448888; AW196663; Hs.200242: caspase lecniitmenl domain protein 6; CARD;TM=M;SS=N: 4.37 

447827; U73727; Hs.19718; protein tyrosine phosphatase, receptor t; fn3Jg,Yj3hosphatase.MAM;TM=Y;SS=M; 4.3B 
432S83: AW023B24; Hs.162282; potassium channel TASK4: potassium chan; ton_trans,X:TM=Y:SS=M: 4.36 
41347% BE242B70: Hs.75379; sdute carrier family 1 (glial high affi; SDF:T^NY;SS=M; 4.36 
426828; NiyL000020: Hs.172670: acfivin A receptor type IWke 1; pkinaseA:evinjecp;TM=M;SS=M: 4.36 

80 449444; AW818436; Hs.351305; sohite carrier fam3y 16 (monocarboxyGc; non e;TM= Y:S^M: 4.36 

437145; AF007216; Hs.5462; sdute canier family 4, sodhim bicarhon; HC03_ootransp;TM=Y;SS=N; 4.36 . « 

4296705 101087; Hs511593: protdnKnaseC, Ihela; DAGJ»Etlnd.pkhase.pWiiase_C,DNA4»L»ii^™^ 4-35 
421195; 6E464S60: Hs.133017; ESTs;none.iione;4J5 
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415758; BE270465; Hs.78793: protein kinase C. zeta; pkin8se.0AG.PE4]ind,pUn3se_C.0PR;: 4.35 

457001; J03258; H3.2062; vitamin D (1,25- dlhydmxyvitamln D3} re; horTTion8jec^K>lM6t80olhto_5:TM=M;SS»N; 4^ 

419150: T29618; Hs.89640; THK tyrosine kinase, endothelial (venous; EGF,(h3,p)dn8se.igJaiTiin!n_&GF.DSl;TM»Y:SS4A; 4^ 

440875; AW005054; Hs.279788; ESTs, WeaHy similar to KCC1_HUMAN CALQ; pWnaso,non8: 4.34 

429657; 013526; Hs.2465; WAAOOOI gene prodxt; pulafive Gijrotei; 7tm.1;TM=Y:SS=M; 4.34 

414509; AW16131 1; Hs76294; CD63 antigen (melanoma 1 antlger); transm8mbrane4:TW=Y;SS=M; 4,34 

425771; BE561776; H$,159494: Bruton agaranagtobufinemia tyrosine Idnas; SH2.SH3,p)(inase,PH.BTKTM»M;SS=N: 4.34 

452124; AA454220; Hs.61170; ESTs; pldnase,nane; 4.33 

407775; NM.004914: Hs.38772; RAB38. meml)er RAS oncogene family; f3S,aif.TM=M;S&=N; 4.33 
452688; AA721140; Hs.49930; ESTs. WeaMy shnilar to putafive pISO [H; SH3.nona; 4.33 
434164; AW207019; HS.14813S; serineflhreonine kinase 33; pk!nase;TM>M;SSsN; 4.32 
445330: R52656; Hs.21691; ESTs; 7tm.1jione: 4.32 
437S27; AI241019: Hs.145644: ESTs; PtPSKjtone; 4J2 

43n63; AA469369: Hs.5831 ; 6ssue tahBiitor of melailoprotBlnase 1 ; TIMP,pldn3se.DA6J>E-bind,RB0; U1 
416714; AF283770; H$.79630; C079A arisen rimmunogk)t)uin-assodaled: ig,ITAM,Ziudus;TM»Y:SS^ 4.31 
416269; AA177138; Hs.161671; ESTs; pkinasa.DAG.P&fahid.RSD^ne; 4.30 
425458; H89317; Hs.182889; ESTs; )o(\.trans.none: 4.30 

424206; NhL003734: Hs.198241; amine oxidase, copper oontalnlhg 3 (vase; Cu_amineji»id.ai_anilnejogddN2.Cu.amtae.QxldN3;T^ 4.29 

451876; T63141; ; glKytt99a12.s1 Siratagene lung (93721(0 H; SH3,none; 4.29 

417801; AA417383; Hs.82582; Integrin. bMio 1 (wllh EGF^ rep; EGF;; 4.29 

435240; AI02S435; Hs.1 17532; ESTs; GHMP.kinases.none; 477 

444051; N4e373: Hs.1 0247; activated leucocyte cell adhesion molecu; none,none: 476 

423523; AW299828; Hs.193580; ESTs; none,none; 4.26 

426274; D38122; H5.2007: tumor necrosb factor (ngand) supeffami; TNF;TM=Y:SS^; 4.26 

425355; BE244879; Hs.155939; bositol polyphosphate-5f hosphatase. 14; Exo_endojihos,SH2;TM=M:SS=N: 476 

448386; AB037750; Hs.21061; KIAA1329 protein; PKD,BNR;TM=Y;SS=M; 4.26 

418318; U47732; Hs.84072: transmembrane 4 superfamlly men*er 3; transmembrane4;TM=Y:S5sM; 476 

427274; NM_00521 1; Hs.174142; colony sMIating factor 1 ceceptor. fo; lg,pkinase;TMaY;SS=M; 476 

418602; NW_0C6159: Hs.367895; Protein kinase OWndlng protein NEU7; EGF,vwc,TSPN;; 4.25 

436729; BE621807; Hs.351316; transmembrane 4 superfamily member 1; none;TM=Y;SS=M; 4.25 

436494; AA720997; Hs.128295; ESTs; none.CAP.GLY,HC03_cotransp.Glyco_hydro_63.PH; 4.24 

439668; AI091277; Hs.302634: frizzled (DrasophBa) homolog 8; Frtzzled.Fz.7lni.2,tQxin J:TM=Y:SS=M; 4.24 

418255; AW135405; Hs.37251; ESTs; pHnase.none; 4.24 

400328; X87344; ; transporter 2. ATP4rfnding cassette, sub; none;T(i^Y;SS=N; 4.24 

405121; ; ; mitogeivactivated protein kinase 8 Inter, Cys.knot,T6F-beta.wra,vwc.vwd,TIL,DUF139;; 4.24 

425795; AJ000479; Hs.l59543; EDG^ (endothelial differenOalion, G^j; 7tm-1;TM=Y;SS«M;4.23 

406786: AW161678; Hs.111334; lerTlIin. DghtpolypepBde; ferTifln;TM=M;SS=N; 4.23 

449843; R85337; Hs74030; solute carrier family 31 (copper transpo; none;TM=Y;SS=M; 4.23 

445657; AW612141; Hs.279575; Homo sapiens Gf rolein coupled receptor ; 7tnul;TM=Y;SS=M; 4.23 

413795; AIJ040178; Hs.142003: ESTs; none4ddna5e,tPR.LARCT; 4.22 

409142: AL136877; Hs.50758: SMC4 (stnichiFal roa&ilenance of chromoso; ABC.tran.M,SMC_N,SMC.C.DUF164,nonB: 472 

447887; AA114050: Hs.21 1610; caspase 8. apoptosls-ralated cysteine pn IC£j)10JCEj)20.OED;TMsM:SS41: 4.22 

417318; AW953937; Hs740845; ESTs; SH3,PH.RhoGEF;; 4.21 

424291; AL12X51; Ks.144700: ephrn-81; Ephrin:TM»Y;SS=M; 4.21 

408279; AF21698S: Hs.44095: Homo sapiens, clone MGCI 2617, mRNA, com; nona,none: 470 

432636; AA340864; Hs.278562: daudln 7; PMP2^_aau<ah;TM»Y;SSsM: 4.20 

424518; 129472; Hs.1802; major hbtocompafibffily complex, dass ; lg.MHCJI_beta:TMsY:SS=M; 4.19 

445633; AI453386; Hs.17287: ESTs. Weakfy simBar to S26589 hypolheU; IRKnone; 4.19 

432882; N1^013257; Ks.279696; senimiSgtucocorttooU regulated kinas&4i; pkin3se.PX.pMnase„C;; 4.19 

425481; AW978162: Hs.372811; ESTs; nonQ,OxysteroL6P; 4.19 

429061; Y14039: HS.19S17S; CASP8 and FAOtms apoptosis regulaton tCEj)20.DED:TM-M;SS=N; 4.18 

401083; ; ; NW„016582':Homo sapiens peptide transpor, PTR2:TM=Y;S5=M; 4.18 

420676; AI434780; Hs.4248: vav 2 oncogene; RhoGEF,PKCH.SH2.SH3.DAG J>E^)Ind.none; 4.1 8 

424377; AF081675; Hs.146322; taller cefl lectin-like receptor subfami; lecfin_c;TM=Y;SS=M; 4.17 

424148; BE242274; Hs.l741; Integrin, beta 7; tntBgrfn.B.EGF.metaIlhlo.PSI;TM=Y;SS=M; 4.17 

421391; AW304350; Hs.igi958: bnmunogtobulin superf^ receptor tran; lg.none; 4.17 

452100; AI668668; Hs.379032: Inositol potyphosphal^5i)hosph8tase. 75; Exo.endo_phos;«u>GAP,nonB; 4.17 

413969; X14034; Hs.75648; phosphoKpase C. gamma 2 (phosphalldyfin; SH2.SH3,C2,PH,PI-PLOY.PWlC.KPOGFs 4.17 

422310; AA316622; Hs.98370: cytochrome P450. subMy US. polypept; none,pkinase.fh3,ig; 4.17 

444034; AL161957; H5.10177; pledcstrin homology domain InteracQng p; E1- 

E^J^TPase.CaUoOjATPase QCalioiUVTPasoJiHydrolase.Riboscma!_,815ibfDmqdomdn.WD4ft 
450056; BE047394; Ks.502; ESTs. We^ simile to S71512 hypothefi; ABCJIran.ABCjnembfaneJg.MHCJLbeta.SRP54.proteasome.ABC.memb^ 4.16 
407245; X90568; Hs.1 72004; fitln; fn3.ig.S6XXSG,pkhase;TM=M:S&=N: 4.16 
418962; AA714835; Hs.271863; ESTs; RhoGAP.SH2.pkinase.POLO.box.none; 4.15 
410590; BE615216; Ks.64746; chksrideintraceiluiar channel 3; none;TM:>M;SS=N; 4.15 
425743; 8E396495; Hs.159428: BCI7-8SS0dated X protein; Bci-2;TM»Y;SSsN: 4.15 
448967; AI699629; Hs.156781; ESTs; none.none: 4.14 
432176; AW090386: Hs.1 12278; aneslin. beta 1; anestin.arrestifLC,none; 4.14 
452571: W3151B; Hs.34665; ESTs; none;TM=M;SS=f<; 4.14 

425421; L11669; H3.157145; tetracydine transporter4iko protrin; sugar,tr;TMsiY;$S»M; 4.14 

410687; U24389; H$.65436; lysyl oxidas»ace 1; LysyLoxidase:; 4.14 

417871; AA521368; Hs.24252: ESTs; IBB.Amiadillo_seg.none: 4.13 

429819; AL133011; Hs753920; Homo sapiens mRNA;cDNA DKFZp434P201 (fir; none.none; 4.12 

424522; AL134847; Hs.149957; rtbosomal protein S6 kinase, 90kD, pdyp; pWnase,pWnase.C;; 4.12 

429623; NM_005308; Hs.21 1569; G protelrwoupled receptor kinase 5; pHn3se,RGS;TM=M;SS=N: 4.12 

413019; BE281604: Hs.75140: low density QpoproteinKelated protein-; nQne;TM^SS»Y: 4.12 

434071; AF1 16653; Hs.34132: Homo sapiens PRO0823 mRNA. complete cds: iu]ne;TM=M;SS=N: 4.11 

434779; AF153815: Hs.501 51; potassium InwaRJly-rediiying channels; IRK;TM:»Y;SS^ 4.11 

449656; AA002008; Hs.188833; ESTs; PIPSKjione; 4.1 1 

406403; ; ; NM.002162*:Homo sapiens intercellular ad; lg;TM3Y;SS»M; 4.10 

427732; HM-002980: Hs.2199: seocth receptor 71mJ2.HRM;TM=M;SS=M; 4.10 

437608; AA76160S; H8.292308; ESTs. We^ similar to AliJI JIUMAN AUi S; pUnasa^RlOLnone; 4.10 

432885; AAS95607: Hs^129; ESTs. WeaUy simOar to ALUIjnJMAN ALU 8; pkinas84ikinasQ.Cnon8; 4.10 
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411190: AA306342; Hs.69171: pro«etaktoe(>Bte 2; pWn^.pto ^10 

418342: BE002723; Hs.334330: !ep8n receptor, ICEj>20.DED,ICEj>10.ICEj>20.DED; 4.10 

424909; S78187; Hs.153752; cell division cyde 25B: ^^jl^fis^i;?, ^„ ^- . 
^ 435905: AW997484: Hs.5003: KIAA0456 P^teln: SH3 RhoGAP FOtTh^^ 
5 422278: AF072873: Hs.l14218: ftirded (Drosophila) homolog 6; Fz^^ "^zl^-^^^^^Jf Jf^^ 

437952; 063209; Hs.5944: solutecamer family 11 tP™*^l'^*??«,"°'lf'^^ . ^ 

432827- Z68128- Hs.3109; Rho GTPase activafing protein 4; FCH,RhoGAP,SH3;TM=M.Sb-N, 4.U3 

10 428483; AI90B539:Hs.l84S92;KIAAD3Mgeneprodw*iu)ne,none^ 

446232; A1281848; Hs.194691; refinoic acid induced 3; 7lin.3.none: 4.07 

431674:M098901;Hs.301642.Gi»roteincouptedrec8pton „«,„h«n«'TM=l*SS=Mi 4.07 

409686- AK000002; Hs.55879; Homo sapiens mRNA; cONA DKFZp434L0827 (f; ABC.tran^BCjnembrane:TM=M:SS-M, 4.07 
441518! AWl61697;Hs.294150;ESTs:Yj>!ws|Mase.DSPcju)n^^^^^^^^^ 
1 5 442599: AF078037: Hs.324051; RelA^sodated inhibitor. SH3.ank;Tft^M;SS=M; 4.06 
436982; AB018305; Hs.5378; spondin 1, (f-spondin) extracellular mat tsp.LReelei;; 4.05 
420361; N92054; Hs.194718; zinc fing^ protein 265; rMlanBP.7tm_1; 4.05 
439549; AW937885: Hs.137314; ESTs; SH2.none: 4.04 

419981- AA897581; Hs.128773: ESTs; pkina58.DAG«PE-Wndjjldnase_C.OPR,none; 4.04 

20 4iB836:AI655499;Hs.161712; ESTs; pklnase^MUBcpfOMUS^eattj; 4.04 

mm AWM7814KS 75608: Homi sapiens cDNA: FU21532fe. ctone C; SH3.PDZ.Guanylate.Wn none: 4.04 
S nS Hs 26M98: ES^eil^ similar to RETROVIRUS-REIAT; SH3.PDZ.GuanylaleJdn.none; 4.03 
426086- T94907; Hs.188572; ESTs; PH,Ets.CH.spectrin.Ca.chann6l J.nona; 4.03 
418203; X54942;Hs.83758;CDC28 protein Idnase 2; CKS;;4.M K,«rf.Tiji-u.<Mi=M. Aoa 

25 412270; AC005262; Hs.73797: guanine nudeolide binding protan (6 Pf- G;^pte.arfJJ^^ 4.03 
416350; AF188625; Hs.1 89507; phcspholipase A2. group 110; Phosnp;T^NJSS=Y^^^ 

434457; AF141332; Hs.200333: apolipoprotein B48 receptor. noye'rW=55SS=N: 4 02 fc;«.un.TM=i*SS=N- 4 02 

414271 AK000275; Hs.75871; prol^ kinase C binding protein 1; bromod^ain mp.PWW^^ 4.02 

425694; U51333; Hs.l59237; hexoWnase 3 (whitecell); hexoWnase.!^^ 
30 449943; AF104268; H3.24212;latiophilin; 7tm.2.GPS.GaLLecan.OLF.Utrophitln HW 

408938; AA05g013; Hs.22607; ESTs; 1n3.Yj)lTospl)atose.ia*.anhydrase.fK^^ 

426839; M74782; Hs.172689; interteukin 3 receptor, alpha (tow afBn; none;TM^;SS-M; 4.00 

422282; AF019225; Hs.114309; apolipoprotein L; MotA_ExbB;TM=Y;SS=M; 4.00 

410725: AI623859; Hs.15936; ESTs; pkinase,proJsomerase.t»ne; 4.00 
35 428318; BE300110: Hs.183842; ubiquitin B; rrpocarin,aJdedh.ubijlJhnJW^^^ 

40 456362; AW973003; Hs.179909: hypothetical protein FU22995: iione:TMsM;SS=:H^ 
427541; AI798983; Hs.375835; sotote carrier family 35 (CMP-slafc ad; ncne,non8; 198 
440248; AA876138;Ks.369458: ESTs; SH2,none; 358 . c«r.Tu«v.Q<s=M.ifffl 
437400: AB011542; Hs.5599; EGF-fikfrdoman, multiple 5; TNFRji64amlnln.EGF-TM»Y.SS=N, 3.98 
425262: D87119;Hs.155418;GS3955 protein; pWnase;; 3.98 ^ ^ ..*™iiTM=v.e«=w.iqR 

45 420166- AW732276; Hs.95583; transmembrane 4 superfamBy member (teir, trareirembrane4,TM=Y.b5=M. J.w 
437151: AA745$18; Hs.380121; BANP homolog. SMAR1 homolog; none.iv«^ 
443574- UB3993: Hs.321709; purinergic receptor P2X. figand-gated to; P2Xje(»ptonTJ^Y;SS-M. a^^^^^ 
4^-m«ml22B80:dipe,SjylpepM „ 
JllSI' BE242S^^ 9^ LRR.lJ«CT,mwfillnJ^DF;TM=M;SS«N; a97 

50 432639; AW973785; ; gb:EST385886 MAGE resequences, MAGM Homo; none,lRK: 3.W 
457675: AF1 19917; Hs.306574; Homo sapiens PRO3098 mRNA. complete cdS|non^3.S7 
445701; AF0555B1: Hs.13131; lymphocyte adaptor protein; SH2.PH;TM=M;SS=N; 3.96 
437157: BE048860: Hs.17287; ESTs; IRK.nona; 3.96 

45364li AA444140; Hs.90960; ESTs; CbLN.CbLN2.aLN3.UBA.zraHC4.none: 196 
55 446714; W73818;Hs.110028; ESTs; 7tm_1.7lmJ; 3.96 nnr 
427648; AI376722:Hs.l80062;proteasome(pfosome.mac(opain)subunit;pToteasomyA^ 
4536^ W.11i^;^0^^ Moderately sim!lartoZ195jHUMAN Z; none.IecBnj:.Ba,^an; 196 
«771ftF18572:l4^-Esfrs.WeaWyskT«T^ 

428727; AF078847; Hs.78452: general transcriplfon factor lia pdypo: PH04.LIM:TM=M.SS=N; 195 
60 435411; AW444619; Hs.138211; ESTs; none.pHnase; 3.94 

440209; H05049; Hs.247837; neurexln 3; larainin.G.E6F,none; 3.94 
416636; N32536; HS.4264S; solute carrfer family 16 {monocaiboxylic; ni)n8.none; 194 
jneirr^ AAttWAiR' Ma linndl* PSXsi n«ifi.iftinasec 193 



435272: AM0W1S; Hs.110041: ESTs; Mne,pWnas8: 193 

I K* .<?PflY.S^.DWiias_ . 

.Vmculhir. 192 



402550;;; Target Exon;none,none: 193 ^,1 ««» 

65 425233; Z17861; Hs.155218; ElMSkDa-assodated protein 5; SPRY.SAP.ptanase.fn3.y, 183 



425233: Z17861; HS.155Z1B; bUKJWua-assoaaiea pro«s«> o. orn.. .*^;»'~"r7i. 
410073; AW408163; Hs.58488: calenin(cadherin«sociated protein), a; Stett™.™ 
453548;AU)79983:Hs.116774:lnte0ffa. alpha 1:none.v«ra.FGpP.J^^ 
417226: AW505054: Hs.4283; ESTs; pldnase,RGS.PH.myodnJwadj^ 
446755; AW451473; Hs.16134; seHneAhreonlne kinase 10; pkinase.TYA;TM=MjS^N, 192 
70 452344:Al264357;Hs.55405;hypothetkalproteinMGC16212;SuIfe^^ «flSB.nonfi: 191 

41851^ NlyL006218; Hs.85701; phospholnosilide.lWnase, calalytJc. d; n3_PI4_kinase.PI3Ka.PI3K.C2^'l3KjM.PI3Kj)^^ 3.91 
423069: W1S613J Hs.l613; adenosine A2a receptor; 7litLl:TM»Y;SS=M; 3.91 
414443: AU077268: Hs.76144: (rfdteteMerived gro«rth factor receptor.; ig,ptanase:TM=Y.SS-N. 191 
434392; AW983709; Hs.250824: Homo sapiens cON^ FU»«5fi3 ctone »J Pi?"^{25.ILt ^ Ql 
75 429515; AF258627; Hs.211562; ATP-«nding cassette. sub4amily A(ABC1: ABCJran.TM-Y.5S=M; d.sn 
414774; X02419: Hs.77274: plasminogen athralor. urokinase; kringte.trypsIn,planLthionins;: 191 
442831; Ar798959: Hs.131686: ESTs; ABCJfan.PRKABC^lran: 3.91 
441657i BE314696; Hs.7936: BAII-assodatod proteto 2; SH3;TM=M;SS=N; 191 
438698: AW297855; Hs.361 171 ; ESTs. WeaWy similar to 138022 hypotheti; ^POxygaiaMP^^ 3.90 
80 447560; AF065214; Hs.18858: phosphrfipaso A2. group IVC (cytosoBc, : PlAi.B:ra=M;SS=N; 350 
437897; AA770561: Hs.146170; hypothetfcal protein FU2296% ztOHHCnone; Iffil 
429379: NI«L014840; Hs.200598; KIAA0S37 gene pnsdud: pWna8ejy01;TM=M:SS=N: 1B9 
4 1 0179; W27723; Hs.59438; cen dhteton cycte 24lte 5 (chrfiBste; pWnases 3.89 
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428713; M432067; Hs.268551: ESTs. Moderateiy similar to CfM RAT AOE; pMnase;: 3.69 

456629: AW891965: Hs^7942: liistane cleaoetytasa 3: HSP9aHATPs5e_czl<2H2.PH0me: 3^ 

425190; AW028302; Ks.155079; piDUii phosphatase 2. regulatoiy subuni: B56;TM=M;SS^ 3.89 

426752; X69490; Hs.1720O4; fiOn; fn3.lg.pldn8se,SGXXSG;TM=M;SS=N: 3l69 

417767; BE242241; Hs.82542: acylQxyacyi hydrotass (neutropdO): Upase.60St:TM4iI:SS=M; 3.88 

414029: BE2g7731; Hs.75709; maimose^hosphale receptor (cation dep: Man^P.recep;TM=tyl;SS=M; 3.68 

416140; A1918035; Hs.301 198; roundabout (axon guidance receptor, Oros; none,non8: 188 

434224: AA380731; 1^.84; interteukin 2 receptor, gamma (severe co; fn3;TMsY:SS=iyi; ZJBB 

410011; ABQ20641: Hs.57856; PFTAII^ protein Idnase 1; pWn8seJM=M;SS^ 3J7 

408908; Z25437; ; glr.Rsaptens protdn^yrosine Idnase gen; none,none; 3.87 

425289; AW139342; Hs.155530; intErteron. garnna^ndudWe protein 16; PAAD_DAHN,HIN;; 187 

441B59; AW194364; Hs.9877; Interieukln^ induced geno-l protein (R; Ajrino_oxldase.FAD.t)indlng_3.TBC;TM=M;SS=N; 3.87 

439975; AW328(»1: Ks.6817; Ino^ne triphosphatase (nucleoside triph; Ham1pJke;TM=fyl;SS=N; 187 

415392; Z44067; Hs.10957: ESTs; PIP5K.none; 186 

416033; 1^012201; Hs.78979; Gd^ appaatus protdn 1; cy3jich_F6FR;TM=Y;SS=M; 186 
414649; AI672727; Hs.76753; endog0n (CD105 antigen) (ENG); none;TM=Y:SS=M; 185 
425729; L22647; H5.159380; prostaglandin E receptor 1 (subtype EP1); 7tRLl:TM=Y;SS=M; 185 
414496: W73853: Hs355424: ESTs; pMnase,F5^6.type.a8dli.8hOftnone: 184 
412204; A1125507; Hs.24937: ESTs: ^.rnivttne; 184 

434375; BE277910; Hs.3833; 7.phQspho3denosine S'-phosphosultate sy; APSJdnase^TP^fUiytasepRK.ThymidytateJdn;; 184 

444981; AW855398; Hs.12210; hypothetical proton FU13732 similar to; SH2;TM=M;SS«N; 184 

412309; M23892; Ks.73809; arachidonats 154ipoxygenase; lipoxygefva5e,PLAT;; 3.84 

405545: : : Target Exon; ABCjlran.SRPS4;^jnembrane:TM»Y:SS«M; 184 

407143; C14078: Hs.332329: EST; none:TM»Y:SS"M; 184 

420593; AA280356; Ks.187634; ESTs; B56.none; 3.84 

413420; AW410235; Hs.75348; proteasome (prosome, macropain) adivato: PA28_8^PA28_belaLbiopteftiuH:: 183 
448253: H25899; Hs.201591: ESTs; 7tnL2.HI^none: 183 

444042: NM.004915: H3.10237; ATP-Mnding cassette. sUt^Mly G (VVHIT: ABCjianP»CGBP;ThNY;SS«N; 183 

430397; AI924533: Hs.105607: bicarbonate transporter related protein ; HC03_€otransp;TM»Y;SS=N: 183 

423067; AA321355; Hs.2B5401 ; cdony stimulating factor 2 receptor, be; fti3;TM3Y:SS=M; 3.83 

458188; AW297226; Hs.137840; ESTs. Moderately similar to SIX4_HUMAN H; pkinase.WD40; 3.82 

426486: 6E178285; Hs.170056; Homo sapiens mRNA; cDNA DKFZp586B0220 (f; pklnase^none; 182 

428791; AA435661; Hs.264750: ESTs; zM:3HC4,noin; 182 

438068; AI927209; H3.30621 0; Homo sapiens cONA: FU23133 fis. done L; NusG.-; 182 

453370; AI470523; Hs.139336; ATP-bindlng cassette, sub-famHy C (CFTR; ABC_traiABCjnen*rane:TM»Y:SS=N: 3J2 

419250; AW770185; Hs.356066; U5 snRNP-spedfic protein, 116 I^D; 7tm-1.BAH^-CXXC.DNAjnelhylase: 182 

410017; AW952426; Hs.109438; Homo sapiens done 24775 mRNA sequence; none,none; 182 

420679; X57tS2; Hs.165843: fibdOarin; CK.ti beta,Flbrilladn.WD40;TM=M;SS^; 182 

417916; NM_006416; H&82921 ; sdute carrier family 35 (CMP-slalic ad; 0UF6;TM=Y;SS=M; 181 

425923; NM.00SO26; H5.162e08; phosphoinoslttde^3^ase. catalytic de; none.none; 3.81 

417365; D50683; Hs.82028: transforming growth factor, beta recepto; pkinase.WD40;TM=Y;SS=N; 164 

414521; D28124; Hs .76307; neuroblastoma, suppression of tumorlgeni; DAN;TM=M;SS»A4; 3.52 

422398; AI476149: Hs.334489: hypothetical protein FU21992: SH2.SH3;: 151 

418432; M14156; Hs.85112: insulin-6ke growth factor 1 (somatomedl; Insulin;; 150 

459705; BE082764: Hs.270252; ESTs, Weakly similar to androgen recepto; none,C2.WW,HECT; 3.48 

425009: X58288; Hs.154151; protein tyrosine phosphatase, receptor I; fn3,ig.Yj)hosphalase.MAM;TM=Y:SS=M; 138 

415817; U88967: Hs.78867: proteb tyrosine phosphatase, receptor-t; fn3,Yj)hosphatase,caTb_anhydrase;TM=Y;SS=M; 137 

433336; AF0179B6; Hs.31386; secreted filzzled^elatad protein 2 (stn Fz^NTR.- 124 

426125: XB7241: Hs.166994; FAT tumor suppressor (DrosophUa) homolo:EGF,cadhedn.laminIn_G;TM=Y;SS^ 3.11 

419721; NM.001650; Hs.315369; aquaponn 4; MIP,rwne; 199 

433147; AF091434: H8.43080; platelet derived growth fadorC^POGF.CUB.-; 2.91 

417976; BE565892; Hs.83077; Interteukin 18 finterferon^amm&^ndodn; none:TI*=M;SS=N; 2.89 

439180; AI393742; Hs.199067: V'ert>.b2 avian erythroblastic leukemia v; Furin-like.pkinase,Recep_l^dOTaIn,Furin-likB,pWnase,RecepXdcmain,PeplJdase^ Z59 
426158; NM.001982; Hs.199067: vueft>-b2 avian erythroUastk: leukemia v; Fu(1n^pkin3se.Recep.UkKnainJ^ui1iv«ke.pkin3se.Recap.l^don^ Z23 
411089; AA456454; Hs.355702; cell dhrlston cyde 2^ike 1 (PITSLRE pn none,none; 107 
428800; M57627; H&193717: interteukin 10; IL10; 1.10 

TAB1£40B 

Pkey: Unique &» prabesetidenfifier number 
CAT number Gene duster number 
Accession: Genbank aocesston nunnbers 

Pkey CAT Number Accession 

456034 685586J AA136653AA136656AW450979AA984358AA809054AW238038AM92073BE168945 
459702 5395SJ BG207209BE1662g9AI204995BG1993S5AW969908AA5287S6AW440776BI044354 
432222 539529.1 BG207209 8E1 66299 Ai204995BG199355AWge9908AAS28756AW44O776Bt044354 
414991 1785136J 078831017898078863 

409745 iyiH1944J BI030997 AA921874 AW188822 B1027862AI347618AI361453AI088754AW207491 AA077391 BG012775BG997382AA286833AA1S0722 BK)07625 
Bt027864 BI009100 81006275 61006270 61031000 61029864 61006277 61007627 61006266 61006991 61006990 61007763 61007762 BG997377 
AA150780 61033518 61027818 86015789 61033807 AA341445 

414936 1782849.1 C14774 01 7911 079033 

451876 2328579.1 T63141 AI821021 eF370092BF370127eF370060T62998 
432639 12376&7J AW973785K60163AAS57608 

TABLE 400 

Pkey. Unk^ue number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in Ihte column are Genbank klenIi&er(GI) numbers. Dunham L^eL' refers to OiepubBcalionenlittod The DMA 

sequence of human chromosome 22.' Dunham I. et ai.. Nature (1 999) 402:489-495. 
Strand: tadicatesDNA strand (horn wMdiexons were predicted. 
N^jxisitton: tndicales nudeoflde posiBons of piedlded exons. 
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Pkey 


Ref 


Strand 


5 


402474 


7547175 


Minus 




404240 


5002624 


Minus 




405102 


8076881 


Minus 




405121 


8102330 


Minus 


10 


401083 


3242744 


Phis 


406403 


9256305 


Minus 


402550 


7652009 


Minus 




40S545 


1054740 


Phis 



NLposHion 

53526-53628,5575^55820.5753047757 
116132-116407.1 16653-116922 
120922-121296 
35816-36004.36567-36684 
33192-33360 
151426-1516B0 
80413-80673 

1186n.118807.11909l-119296.121625-12182 

15 

TABLE41A: 556 GENES UP-REGULATED INPANCREATlCTUMORSORPANCi^miSREUTW^ 

20 HuOSGenechip array. ^ ^ — 

Pkey: Unique Eos probesel identifier number 
ExAccn: Exemplar Accession nufPber.Genbank accession numlw 
Un^enelD: Unigene number 
25 Unigene TitteUnJgenegenetite 

R1- goih percentile ofpancreaficcancerftnedian of nonnal pancreas ^ 

' ~ 



PR5 EEScoi UnigenelB Unigene iflie 

'XCi AirwR AW503785 Hs.73792 complenienlcomponenl{3d/EpsteinBarrvi 7.ffi 

444995 AJ272265 Hs.12230 secreted phosphoprotein 2. 2*0 

453863 X02544. Vte.572 92£« 



441031 A11108B4 Hs.7645 libnnogen. B beta polypepHde 

4 8969 Vn3J91- Hsi8907 IW»<he«ofl f^f- FU20258 «J 
40 4^62 149951 HsJ9029 m60 

423096 AA7326e4 HS.27842B proaestln Indueed protein 

41^9 BE4395B0 lte.7549B smaB WuoibtecytoldnesubfamlyA(Cif 

448243 AW3e9771 Hs32620 tate9>1n.tiela8 ^„.ooiOT(nn 2152 

421044 AF061871 HsJ11736 Human DNAc«?J6i«lto 

45 407788 BE5149B2 HsJ8991 SIOOcaWunvWndiflpiotenM 

5 U2137 HS.1S84 cartlaoeoll9ome*inalmprrte».(OTM 3^1 
^7 TO667 Hs.239388 HumanO^«se(tIenc8tomcloneRP1■^04814 

457059 BE561665 HS.177B77 exDSOme component Rrp40 

443247 BE614387 Hb333893 fJ^S^?*'''^,^,,^,,,,,^, mOO 

55 S S Si SK»o^.««» 

^ ^7 S STpSS" I 

410541 AAD65003 Hs.64179 synlenln-2 protean ^ 

427722 AK000123 Hs.180479 hypothet^cai proldn FU2W1^^ 

60 429612 AF062649 Hs^2587 P^^*^*?):**^^ 366.30 

407604 AW191962 Hs.249239 coBagen. type VIB. alpha 2 

431193 AW749505 Hs.296770 KIAA1719 protein "^^^ 

442080 AW444761 Hs.44565 ESTs 2.73 

427670 BE612888 Hs.180224 myosin regutatory^lchafri fL** 

65 Sm21 AB012113 Ks.16530 smdllndiicWecyteWnesubfam% MJ-30 
4^^1 aS^2256 Hs.91011 

70 IS = ""^ S5»«asa.- 'Is 

41M84 AW149266 Hs.25130 Hon» sapiens cWMFU14923fis. done PL 11|W 

452355 N54926 Hs.29202 GproteiiHWupted receptor 34 "^J" 

419481 AI879195 Hs.906C6 15 ld)a selenoprotein 

407230 AA157857 Hs.182265 I«ralin19 ^ ^ 

75 S Sifg^ HS35838 ^^-^^^^^TOfSSS^ ^210 

427585 D31152 Hs.179729 collagen, type X. al^ 1 (SJmri melaph 582.10 

411498 NM 014210 Hs.70499 ecolropic viral inteprafion site 2A '^"-J" 

445517 AFX)8855 Hs.12830 hypothetical proidn . ^, ^ ^, V-5 

446619 AU076643 HsJ13 secreted phosphoprotan 1(cste3pont»n. 

80 42S38S AF112213 Ks,184052 V^^^^^^^^jSl^ m20 

448663 BE614599 Hs.106823 hypothetical protein MGC14797 13^» 

406867 AA157857 H8.1B2265 J«Sl^l^. 406.20 

417426 MMJD02291 Hs.82124 lartinln. bete 1 
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15 
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406366 


AF026692 


Hs.1 05700 


401201 


#{NOCAT) 




420767 


AF07271 1 


Hs,99918 


405556 


Y09306 


Hs^14d 


442776 


AW959498 


HsJ709 


405555 


Y09306 


HsJ0148 


403207 


#(NOCAT) 




427656 


NM_001971 


Hs.21 


426004 


AW600300 


Ks.124123 


401541 


NA 




429793 


AI417638 


Hs.1 14648 


423086 


M25629 


Hs.123ia7 


433110 


056494 


HsJ191 


425988 


BE045897 


HSJZ74454 


416768 


AA363733 


Hs.1032 


412470 


M93283 


Hs.73923 


431969 


M366217 


HS.2B79 


419219 


AW583139 


Hs.89717 


412686 


AWS83062 


Hs.74502 


427811 


M810S7 


H5.180884 


420937 


AVV966719 


Hs.1340 


418088 


AW971155 


Hs^902 


410839 


NM.006849 


Hs.66581 


437986 


AA774575 


Hs.121776 


415934 


NM.000928 


Hs.992 


427965 


D00306 


Hs.161289 


406399 


#(NOCAT) 




426230 


AA367019 


Hs.241395 


414061 


NM_00D699 


Hs.300280 


421243 


AW873803 


Hs.102876 


419263 


AW583874 


Hs.69832 


424208 


AW583123 


Ks.143113 


408983 


NM^000492 


Hs.663 


436217 


T53925 


Hs,107 


435975 


ALII 8990 


Hs.41997 


431330 


X69532 


HsJZm 


414463 


T69078 


Hs.76177 


415003 


M11437 


Hs.77741 


422281 


M36803 


Hs.1504 


414910 


X12662 


Hs.289057 


417296 


L36196 


HsA1884 


400836 


#(NOCAT) 




452983 


L32140 


Hs.531 


419768 


T72104 


Hs.93194 


413841 


M34276 


H8-75576 


400560 


#(NOCAT) 




419502 


AU076704 


Hs.90765 


425746 


NM-.001701 


Hs.159440 


426205 


D63S21 


Hs,167877 


414590 


NM_000SO6 


Hs.76530 


443614 


AV655386 


Hs.7645 


429023 


NM_000312 


Hs.2351 


428311 


NM.005651 


Hs.183671 


425260 


L47726 


Hs.1870 


443316 


At478463 


Hs.18443 


413318 


AU076607 


HS.7528S 


413829 


NI^001872 


H5.75572 


421126 


M74587 


Ks.102122 


407731 


NM_000066 


Ks.38069 


413585 


AI133452 


Hs.75431 


452824 


AU076606 


Hs.30054 


416402 


NM_000715 


Ks.1012 


425573 


AB006423 


Hs.158308 


421905 


AI660247 


Hs.32699 


406672 


M26041 


Hs.198253 


431369 


BE164455 


Hs^51754 


421712 


AK000140 


Ks.107139 


417233 


W25005 


Hs^4395 


442896 


R37725 


Hs^llOS 


410566 


AA373210 


Hs.43047 


428486 


AW5e3497 


Hs.184604 


457489 


AI693815 


Hs.l27i79 


404866 


NA 




432874 


W94322 


Ks^SI 


445891 


AW391342 


Hs.199460 


404662 


NA 




429547 


AWQ09166 


Hs.99376 


441085 


AW136551 


Hs.181245 


422397 


AJ223366 


Hs.116051 


446868 


AV660737 


HS.1351X 


404287 


NA 




443267 


AW450630 


Hs.133851 


451635 


AA016899 


Hs.127179 



secreted frizzled-related protdn 4 


a62 


Tar^getExon 


0.75 


carboxyl ester lipase (bOe salktimuta 


0.63 


homaodomaln^nleracOng protein kinase 3 


a75 


ciiymotiyp^ C (caldecffn) 


a67 


homeodoman-interacOnQ protein kinase 3 


0.83 


C2000960:gil131432|sp|P23132|UTHJOVIN 


0.80 


e!aslase1»pancraalfc 


a98 


ESTs. Moderately sbnBar to SYNL RAT 5YN 


aes 


Target Exon 


ast 


estrogen regulated gene 1 


a85 


kaHDoein 1, lenal/pancFeasfeaOvary 


asi 


rat regeneraOng tstet-derived^ite, hum 


a72 


ESTs. Weakly similar to 138022 hypotheS 


ass 


regeneraOng jsletKierrved 1 alpha (pane 


a87 


pancreaQc llpas&related protein 1 


0.89 


carboxypepadase A1 (pancreatic} 


0.97 


carlxvTpept^e A2 (pancreatic) 


0.95 


chymotrypslnogen B1 


ass 


cartxncypepGdase B1 (Qssue) 


1.07 


coTipase, pancreatic 


0.99 


ESTs. Wealdy similar to ISHUSS protein d 


1.02 


protein disuliide bomerase 


1.00 


testis expressed sequence 11 


1.02 


phospholipase A2, group IB (pancreas) 


1.06 


elastase 3. pancreatic (protease E) 


1.22 


NM.0031 22*:Homo sapiens serine protease 


1.08 


protease, serine. 1 (trypsin 1) 


1.11 


amylase, alpha 2A; pancreatic 


1.22 


pancreatic Gpase 


1.13 


insiAn 


1.12 


pancreaQc l^)ase'felated protdn 2 


1.13 


cystic fibrosis transmembrene oondudanc 


1.32 


fibdnogen-Gke 1 


1.72 


a)pha-1-B gl/coprotein 


1.60 


biter-alpha (globuGn) inhibitor, HI pal 


Z02 


a)pha-1-fracrogk)buiin/bikunIn precursor 


1.82 


kininogen 


3.83 


hemopexin 


2.14 


erglnase, liver 


97.90 


sulfotrasfiBFase family, cytosdic, 2A. 


23&70 


Target Exon 


ZA7 


afamtn 


117.10 


apoIipoproteinA-l 


4.87 


plasminogen 


374.00 


NM_030878*:Homo sapiens cytochrome P450. 


144.50 


fibrinogen. A alpha polypeptkle 


26&50 


bile add Coen^e A: amino add N«ytt 


77.80 


teukocyte ceMerived chemotaxln 2 


169.80 


coagulation factor 11 (thrombin) 


3.60 


dbdnogen. B bets polypeptide 


400.40 


protein C (inacCvator of coagulation fa 


4.72 


tryptophan 2.3dIoxygenase 


&26 


phenylalanhiB hydrate 


73.78 


akiehyde dehy(^enase 8 family, menter 


182.20 


tnter^pha (ok)burin) inhibitor. H2 pd 


335.00 


carboxypeptidase 82 (plasma) 


173.40 


InsuQn-Qce growth factor binding proto 


565.30 


comptement component 6. bete pdypepOde 


88.20 


fbftoogen, gamma polypepQde 


477.20 


coagulation factor V (pioaccelerta labi 


201.50 


comptement component 44)indlng (notein, 


426.10 


serine (or cysteine) proteinase inhlbito 


1.10 


ESTs. WesMy sirrinar to UV-1 protdn [H 


a62 


major histocompatibility comptex. class 


4.02 


secretory leukocyte protease biiiffiitor ( 


S.34 


liypofheltcal protein 


5.62 


small Indudbb qftoMne sublamOy B (Cy 


aB5 


ESTs 


157.70 


Homo saptens cDNA FU13S85 Us, done PL 


137.70 


pancreatic pcdj^epfide 


2.59 


cryptic gene 


3.23 


ENSR}0000251112':Sodium/potessiurNr8nsp 


2.84 


metenoma inMbitory activity 


2.48 


ESTs 


7038 


C9001188*:flqi2738842|ief|NP.073725.1| p 


1.38 


ESTs 


6.85 


Konno sapiens cONA FU1 2532 lis, done NT 


5.21 


Homo saptens cONA: fU2249S fis, done H 


1.74 


ESTs 


102.10 


C6001909:giI704441|dl^|BAA18909Ll| {D298 


242.70 


ESTs 


98.90 


crypGcgene 


116 
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417801 
414142 
425921 
410309 
425842 
431938 
449592 
414259 
406685 



AA417383 
AW368397 



Hs.82582 
Hs.150042 



NM_007231 Hs.162211 
BE043077 Hs.278153 



A1587490 

AA938471 

At655494 

W44633 

M18728 



411573 AB029000 
429201 XD3178 



418318 



444754 



U47732 

AAB52773 

T83911 



432596 AJ224741 
W23624 



444006 
424971 
418394 
446844 
420908 
423685 
428392 
429597 
452571 
443646 
436032 
448030 
422109 
430407 
419235 
449048 
444301 



Hs.159623 
Hs.54431 
Hs.195718 
Hs^01296 

Hs.70823 
Hs.198246 
Hs.84072 
Hs.334838 
Hs.11881 
Hs.278461 
Hs.173059 
Ks.10086 
Hs.154038 
Hs.84728 
Hs.177164 
Hs.100261 
Hs.49753 
HSJ2265 



AM79005 
AF132818 
A15ai519 
AUD49974 
BE350494 
H10233 
NM^003816 H3.2442 
W31518 Hs^4665 



AI085198 

AA150797 

N30714 

S73265 

H23551 

AW470411 

Z45051 

AK000136 



427333 AF067797 
417931 VW5642 



407777 
435652 
421341 



AA161071 
N3238a 
AJ243212 



40 

45 

50 

55 

60 

65 
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75 

80 



453935 A1633770 
431629 AU07702S 



439737 
426227 
413554 



AI751438 

U67058 
AA319146 



412104 AW205197 

410310 J02931 

440484 BE328156 

447395 A1418412 

440099 AL080058 

434665 AA642125 



Hs.164226 
Hs.109276 
Hs.325960 
Hs.1473 
H8.30g74 
Hs.288433 
Hs^920 
Hs.10760 
Hs.176658 
Hs.82961 
Hs.71465 
Hs.334370 
Hs.279611 
Hs.42572 
Hsl65827 
Hs.41271 
Hs.168102 
Hs.75426 
Hs.240951 
Hs.62192 
Hs.150358 
HS.1B4793 



Integrin. beta-like 1 (with EGF-like rep 
Homo sapiens cDNA RJ 1 4438 fis. clone HE 
solute carrier fanBy 6 (neuiotransmitte 
ESTs 

NK-2(Drosaphila}hainologB 
specific granule protein (28 kOa); cyste 
ESTs 

Homo saidens cONA: FU23131 fis. done L 
gb:Human nonspecific crossreacUng anSg 
KIAA1077protrin 

group^pedfic componenl {vllamln D bind 
transmembrane 4 supertaniily member 3 
KIAA1866 protein 

transmembrane 4 superfanflly member 4 

rnatri!in3 
ESTs 

type I transmembrane protein Fn14 
tumor suppressing subtransfardWe candid 
KruppeMBffi factor 5 finlestinal) 
ESTs 

Homo sapiens mlV^A; cONA DKF2p564B222 (fr 
uveal Butoantigen with coiled coil domai 
secretory granule, neuroendocrine pmtal 
a dlslntegnn and metallopnMase doma 
ESTs 
ESTs 

lalBxin protein 

membrane-spanning 4-domains, subfianMly A 

gastfin-releasing peptide 

ESTs 

neuFotrimin 

similar to S88401 (cattle) glucose indue 
asporin(LRR class 1) 
aquapoHnS 

trefdl factor 3 (intestinal) 



452194 
408915 
424411 
426575 
445417 
428322 
429010 
414420 
422565 
414004 
441350 
406173 



A1694413 Hs.332649 

m 016651 H5.48950 

NM_005209 Hs.146549 

M74826 Hs.170808 



AK0010S8 
J05068 
Y18198 
AA043424 
6E259035 
AA737033 
AB020690 
#(NOCAT) 



403776 #(NOCAT) 
403574 NA 

AA578229 
H04482 



458449 
409958 
437100 
451181 
440508 
429636 
419570 
431779 
431723 
428330 
423961 
414359 
440482 
414602 
423401 
452239 



HS.126B0 

H8^012 

Hs.194725 

Hs.76095 

Hs.1 18400 

Hs.7155 

Hs.7782 



Hs.324239 
Ks.29019 



undiaraderiad hypothalamus protein HBE 
deleted in maliBnanl brain tumors 1 
ESTs 

inteifiaran, alptia^nducible protein (do 
Homosapiens mi^NAfuD length insert cON 
Human proteinase acfivated receptDr-2 mR 
secretogranin 11 (chromogranin C) 
Homo sapiens, SimHar to RIKEN cONA 2210 
co^^ factor ill (thromboplastin. 
ESTs . 
Homo sapiens cONA: FIJ21880 fis, done H 
DKFZP564G202 protein 
gb:nr60d)U1 Na.CGAPj.ym3 Homo sapfens 
otbdbry receptor, (amity 2, sublamity 
lieptaceliaiarcaidnoma novel gene^ pro 
cryst3nin.betaA2 

glutamale decarboxylase 2 (pancreabc Is 
Homo sapiens cONA FLJ10196 fis. done HE 
IraBCobalamin I (vita min B12 bi nding pr 
one outdomatn, tairilly member 2 
hnmedl^ early response 3 



NJiL001523 Hs.57697 
A1761073 Hs.14535 



AI796330 
BE287911 
AA455692 
W6873B 

AW971178 Hs.268571 



Hs.207461 
Hs.198970 
Hs.163232 



AW058350 
1^24 
013666 
M62194 



Hs,16762 
Hs.2256 
Hs.136348 
Hs75929 
Hs.50873 
HS76550 



AWB30088 

NM.001992 Hs.128087 

AVV379378 K3.170121 

433364 AI075407 Hs^96083 

409335 N1UL0015Q2 Hs.53985 

420676 AAgiB425 Hs.177744 



ESTs. Moderately similar to 21 1 5357A TYK 
paraneoplastic antigen MA2 
ENSP000002SOl48':Growth homione vaiianl 
ENSP00000226542':Sman Indialble cytddn 
Target Exon 

ESTs. Moderately similar to ZN91 JiUMAN Z 
ESTs 

hyahironansynftiasel 

Homo sapiens cIDNA: FU22314 fe, done H 

ESTs 

ESTs 

ESTs 

gb3d37g06.s1 Soare8.«ai.heaiLNbHH19W 
apoIipoprotsinC4 

Homosapiens mRNA; d)NA DKFZp564B2Q62 (f 
matrix metalloproteinase 7 (MMP7; uterin 
osteoblast spa:tfic fador 2 (fasddin 
cadherin 11. type 2, 0&«dherfa (osteob 
ESTs 

Homosapiens mRNA; cONAOKFZp564B1 264 (f 
coaguldlion fador II (thrombin) recepto 
protein tyrosine jrfiosphalase, receptor t 
ESTs. Moderately simaar to 154374 gene 
gtycQproldn 2 (zymogen granule membrane 

ESTs 
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131.70 
128.70 
92.90 

loaeo 

170.10 
75.70 

isaso 

1123J60 

S95.60 

1132 

6.38 

682.00 

4.00 

283.50 

4.55 

3.01 

421 

4.80 

382.80 

133.90 

128.20 

13.83 

316.00 

245.50 

189.40 

291.10 

252.20 

278.20 

6.20 

423.50 

4.01 

499.90 

1.05 

4.33 

3.64 

1.47 

3.98 

Z08 

3.84 

14.21 

315,70 

a53 

3.13 

9.33 

1.03 

1.09 

14.74 

0.98 

2.23 

329.40 

1.71 

2.69 

1.70 

3.19 

1.96 

Z54 

3.30 

31Z80 

177.80 

1.46 

121.60 

16.12 

3.94 

71.60 

1.77 

3.13 

68.00 

38.00 

30.70 

1.02 

3.36 

1010 

3.94 

1171.10 

809.50 

9.95 

30.70 

82.90 

26.01 

Sl38 

0.54 
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430154 
401732 
404142 
424165 
413880 
407007 
426300 
432855 
424503 
445730 



AW5B3058 
«(NOCAT) 
NA 

AI650842 
U22961 
U15979 
AFORGSa 



Hs.234726 



HS.1422S5 
Hs.110915 

HS.16922B 
Hs^9565 



NM.002205 H5.149609 
A1824342 H&170042 



seiira (or cystdne) piotelnsse InMbito 

NM-001176*M3mo sapiens Rho GOPdissoda 

Target Exon 

islet amytoid polypeptide 

tntarieidon 22 receptor 

flbiHuman niTOIA clone wOh simBeri^ to I 

delta^ite bomotag (OnsopNIa) 

secreted bizzled-relsted prod^ 5 

jntegifn, alpha 5 (tanedin receptor, 

ESTs 



435849 
426784 
430272 
412374 
419276 
415448 
423541 
428355 
425551 
455630 
428786 
420726 
451253 
420923 
413881 
431930 
421379 
419354 
422237 
437145 
414386 
425247 
452689 
436624 
409187 
428874 
405849 
405281 
419078 
422095 
425834 
452304 
407244 
450400 
413916 
444632 
415906 
410197 
417366 
438961 
446319 
427899 
419092 
421515 
452340 
406319 
404286 
419183 
406293 
431912 
409327 
425200 
418736 
416661 
434699 
429921 
428758 
446998 
418478 
420001 
449038 
423184 



V00495 

BE305242 

U03749 

XD4898 

X01388 

BE165909 

T68645 

AA296922 

BE256452 

AA359252 

AV655701 

Y16577 

KQ2402 

H48299 

AF097021 

L00190 

AB035301 

Y1S221 

M62839 

M13149 

AF007215 

X00442 



Hs.164411 

Hs.16098 

Hs.172216 

Hs^7658 

Hs.73849 

Hs.306881 

Hs.952 

85.129778 

Hs.2257 

Hs.126485 

Hs.75183 

Hs.2314 

Hs.1330 

Hs.26126 

Hs.273321 

Hs.75599 

Hs.272211 

Hs.103982 

HS.12S2 

Hs.1498 

Hs.5462 

Hs.75990 



NML005940 Hs.155324 
Hs.284176 

Hs.5241 
Hs.50966 
Hs.194366 



T64297 
AF154830 
W32133 
#(N0CA7) 
#(NOCAT) 
M93119 
A1888672 



Hs.89584 
H&282804 



NlyL001639 Hs.1957 
AA025386 Hs.61311 



M10014 

AI694722 

N49813 

A1184027 

AI751357 



H3.75431 

Hs.279744 

Hs.75615 

Hs.146986 

HS.28B741 



NM.005518 H3^9889 

BE185289 H$.1076 

AW375974 Hs.156704 

AW207590 Hs.160711 



AA829266 

405581 

Y11339 



Hs.332053 
H3.89603 
Hs.105352 



HUUOma H8.505 

NA 

NA 

U60669 Hs.89663 
NA 

AI660552 Hs.154g03 

L41162 Hs.53563 

BE255203 Hs,155101 

AW388633 Hs.6682 

AA634543 Hs.79440 



AA6436S7 

AA526911 

AA433988 

NS9013 

U38945 

J05084 

AL133084 



428505 AU)35461 
444783 AK001468 



NM.004428 Hs.1624 
H3.228t 



claudln2 ^ 
duomogrentn A (parathyrati secretory pr 
apoBpoprotsinA^I 
apoGpoprotein C-lll 
MSTP043prot^ 

sotute carrier family 10 (sodiuni/tDe ac 
gastrointestinal peptide 
vitronectin (senjm spreading factor, som 
Ivpolhetical protrfn aJ12604; K1AA1692 
cytoduoma P450. sut>family HE (ethanol- 
mannose>binding lectin (protein C) 2. so 
coaguIaOon factor IX (plasma thromtufda 
daudlnlO 

differentially expressed In hematopoleti 
serine (or cysteine) proteinase intdliito 
cadhertn7.type2 

sniaS tndudtile cytokine subfantily B (Cy 

apolipoprolein H (beta-2-4tycQprotdn 0 

lti5tidin»^tt glycoprotein 

sohite canter famOy 4, sodium fatoartnn 

haptoglotjin 

matrix ntitdtoprotdnase 11 (MMP1 1; stro 



Hs.149425 

Hs.82772 

Hs.g8502 

Hs.16762 

Hs.1174 

Hs.1282 

Hs.22908 



445593 
450701 
424420 
408660 
417940 
434208 



AW203963 

H39960 

BE614743 

AA525775 

R28205 

AW136973 

H0S430 



Hs.62180 

Hs.150896 

Hs.288467 

Ks.146688 

Hs.29^ 

Ks.24230 

HS.288S16 

Hs.288433 



432542 AW083920 Hs.16098 



fatty add tiinding protein 1. liver 
caibamoyH)liosptiate synthetase 1. nvtod) 
transthyretin (prealbumin, amyloidosis t 
TogetExon 

NM.002864:Homo sapiens pregnanc]^2one pr 

insurtnoma-assoclaled 1 
tiypothetical protein FU22704 
m^oW P component, serum 
ESTs, Weakly similar to S10S90 cystolns 
fibrinogen, gamma polypeptide 
ESTs 

apolipoproteln Oil 

ESTs, WeaWy similar to FATH.HUMAN CADHE 
Homo salens cDNA: aJ222S6 fis, done H 
^ydroxy-3-methylgtutaiyM:oenzyme A sy 
smdl proIinMlch protein IB (comtlin) 
ESTs 
ESTs 

semm amytold A1 
mucin 1, transmembrane 
GalNAc aIptta-2, &^trBnsferas8 1, 1 
ISL1 transcripfion fador, UM/homeodoma 
CX000780:gl|6679197|ref|NP-032800.1 1 pol 
C6001909:gl|704441|dhi|BAA18909.1| (D298 
cytDdvome P450. subfamHy XXIV (vitamin 
Target Exon 

ESTs.WeaklyslmlartoAS6154Abl6Ubst 

coOagen.typelX.a}pba3 

ATP synthase, H transporting, mitochondr 

solute canier tamOy 7, (caOonto amino 

16F-llmRNA4)inding protein 3 

Homo sapiens CDNA FU11980 fis. dona HE 

collagen, type XI. alpha 1 

hypothetical protdnFU14303 

Homo ssf&Bns mRNA; cDNA OKFZp564B2052 (f 

cydt(Kl6pendent kinase Wdbltor 2^ (me 

complonenl component 6 

Homo sa^sens mRNA; d)NA DKFZp434J1(»27 (f 

ephrifrAI 

ch r omo g ranin B (secretogranin 1) 
anlllin (DiosophUa Scraps homdog). act 
ESTs 

Homo sapiens cONA FIJ12280 fis, done MA 

prostagtandlnE synthase 

ESTs, Moderately similar to PC4259 feni 

ESTs 

ESTs. WeaMy sinflar to 869890 nitagen 1 
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d3udin2 



a94 

1.13 

1.33 

2^ 

1.34 

1.57 

1.48 

1.28 

U1 

114 

195 

1.96 

2.49 

^29 

Z42 

83.40 

352 

3.16 

6.24 

14.67 

4.30 

92.10 

203.30 

1.37 

3.38 

7.04 

S.84 

Z65 

9.28 

34.26 

1.92 

8.32 

1.74 

a51 

35.08 

170.30 

254 

103.10 

31.20 

6.28 

Z89 

3.60 

1.82 

13.15 

5.22 

8.60 

71.30 

1.70 

4.65 

3.01 

164.60 

1.86 

a98 

112 

13Z20 

6.23 

51.50 

1.75 

52.90 

68.30 

10Z43 

208.30 

5.78 

200.10 

97.70 

3.96 

30.00 

4.66 

19a80 

3.05 

159.00 

39.10 

239 

327.90 

90.S0 

49.20 

3.12 

1.93 

39.90 

57.20 

151 

1.91 

147 
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410418 
415989 
414987 
400024 
S 418067 
424687 
405909 
44B811 
430044 
10 406690 
418245 
423733 
450154 
422487 
424902 
422330 
436749 
423634 
430891 
401682 
422440 
431441 
442560 
414812 
425211 
421430 
419893 
409420 
448437 
406671 
411558 
424586 
428227 
438746 
456032 
431808 
423472 
439759 
442295 



D31382 Hs.63325 
AI267700 Hs^17584 
AAS24394 Hsi94022 
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AI127958 
J06070 
NA 

A1590371 

AM64510 

M29540 

AA088767 

AA330281 

R15891 

AJ010901 

N^/L003866 

D30783 

AA584890 

AW959908 

C14187 

NA 

NM_004812 

U81961 

AA365042 

X72755 

M18667 

AW207555 

AA133749 

Z15008 

AW470125 

AA129547 

AA102670 

NM.003401 

AA321649 

AI885815 

AW957446 

mm 

AF041260 
ALa59055 
A1827248 



437157 

404285 

424036 

422026 

428664 

437935 

423575 

422956 

406722 

413278 

439750 

434377 

425428 

421298 

422424 

421582 

401480 

409269 

409757 

449722 

452240 

415155 

423673 

428450 

409041 

453331 



453160 
444015 
421308 
448045 
422426 
450737 
429504 
456553 
413281 
417866 
431630 
400296 
431753 
428651 
424905 
433132 



BE048860 
NA 

AA770688 
U80736 
AK001666 
AW939591 
C18863 
BE545072 
H27498 
BE563085 
AL359053 
AW137148 
AL110261 
AW172431 
A1186431 
A1910275 
NA 

AA576953 
NM_001898 
BE2BQ074 
AI591147 
AW887604 
BE003054 
NM.014791 
AB033025 
AI240665 
XD6256 
AI263307 
AI472B85 
AA687322 
AJ297436 
W79117 
AW007152 
Xg9133 
AA721325 
AAfl81271 
AW067903 
NM_002204 
AA032279 
X76029 
AF196478 
NK.002497 
ABQ2&264 



Hs.83393 
Hs.151738 

H5.174759 
Hs.152ai2 
Hs^29 
HS.B3B83 

Hs^81587 

Hs.198267 

Hs.153687 

Hs.115263 

Hs.5302 

H3.1690 

Hs.103538 

Hs.1 16724 

Hs.2794 

Hs^2B598 

Hs.77367 

Hs.1867 

Hs,97093 

H$.3013S0 

Ks.54451 

KS.2BS7S4 
Hs.70725 
Hs.150930 
Hs^4a 
Hs.184727 
Hs^lTIl 
Hs.270833 
Hs.129057 
Hs.67709 
Hs.224398 
HS.1946S7 
Hs.120655 



transmembrane protease, serine 4 

ESTs _ 
hypottieficd protein FU14990 
AFFXcontr6l-HUMRGEM10098.5 
cystaBn E/M „ 
matrix metdllopnjiBlnase 9 (gelalinase B 
Target Exon 
ESTs 
ESTs 

cardnoembfyonic anfigen-retaled cell ad 

transmembrane, prostate androgen induced 

gb:EST33985 Enibiyo. 12 weeic 11 Homo sapl 

Human (done CTGA4) mRNA sequence 

mucin4.traclieobw»u*lai 

b^osltol polyplJosphale-4-phosptialase, ty 

epiregufin 

lecQn. gdactoside-blnding. soluble, 4 
heparin-btnding growth factor binding pr 
ESTs 

Target Exon 

ddo-keto reductase family 1, member BIO 
sodium channel, nonvollage^aled 1 alpha 
ESTs. Weakly sWlar to 20043 99Achi« nos 
monokine Induced by gamma Interferon 
progastrfcsin (pepsinogen C) 
Homo salens cDNA: aJ23004 fis. done L 
FXVD domainwtaining ton transport reg 
lamlmn,ganTOa2(niceln(100kD).l(aririi 
gb:xw60c04jt1 NCLCGAPJ»8n1 Homo sapiens 
met proto-oncogene (hepatocyle growth fa 
gammMminobutyric add (GABA) A recepto 
X-ray repair complementing defective rep 
small inducible cytddne subfamiy B {CK 
ESTs 

ESTs ^ ^. 

amphlregulin (schwrannoma^erwed gnwrtn 
breast carcinoma ampfiiied sequence 1 
Homo sapiens mRNA full lenglh Insert cON 
Homo sapiens cDNA FU11469 fo, done HE 
cadherin 1, type 1, E^adherin (eprthdi 
ESTs 



Hsi8777 
Hs.110826 
Hs.189095 
Hs.5940 
Hs.163443 
Hs.122579 
Hs.293441 
HS.B33 
HS57664 
Hs^593 
Hs,157211 
Hs.13012 
HS.29G638 
Hs.1406 

H8.22972 
Hs.123114 
Hs.23960 
Hs.81232 
Hs.78085 
Hs.1695 
Hs.184339 
Hs.50081 
Hs.8895 
Hs.149609 
Hs.239884 
Hs.135534 
Hs.192843 
Hs.20166 
Hs^8559 
Hs.203330 
Hs^04238 
Hs.189058 
Hs.222)24 
Hs^2772 
Hs.265829 
Hs.61635 
Hs.2841 
Hs.188401 
Hs.153704 
H&2B4245 



H2A histone family, mendier L 
Irinudeotide repeal containing 9 
sbrilar to SAlil (sal (Drosophna)-l1ke 
mudn 13. epilhelial transmembrane 
Homo sapiens cDNA FU1 1576 fis. done HE 
hypothetical protein aJ10461 
Homo sapiens SNC73 protein (SNC73) mRNA, 
interferon-stimulatsd protein. 15 kOa 
Homo sapiens mRNA fdl length Insert d)H 
Homo sapiens cDNA FU 11382 (is. done HE 
DKFZP5a6B0621 protein 
ESTs 

prostate difterenfiation factor 
1refbIlfador1(pS2) 
Target Exon 

hypothetical protein FU13352 

cystaSnSN 

cydinBI 

ESTs 

complement component 7 

matrix metaRoprotBinase 12 (macrophage 
KIAA0175 gene product 
KIAA1199 protein 

ESTs ^ 
integiln, dpha 5 (Rbronedin receptor, 
H2B histone fatiAy, member L 
ESTs 

leudne ispper protdn FKSG14 
prostate stem ceil antigen 
ESTs 
ESTs 

llpocaRn 2 (oncogene 24p3) 

ESTs. Highly simDar to Similar to a Cb 

transc(^6onfadorBMAL2 

collagen, type ». alpha! 

Inlegrtn. alpha 3 (anCgen CD49C alpha 

sU transmembrane eplthefial anSgen of 

neuromedin U 

annednAlO 

NIMA (never in mitosis gene a)-relaled k 
liypOlh^protan IMPACT 



3^ 

182.50 

Z84 

4.82 

4.19 

192 

71.80 

6.74 

14.91 

757.80 

1.65 

104.70 

143.00 

311i0 

63.00 

141.70 

ZS9 

181.90 

95.80 

6.17 

318.60 

Z51 

3.90 

434.60 

6.58 

35.10 

2.45 

8.56 

79.80 

147.30 

30.07 

55.10 

405.20 

3.57 

136.80 

36.10 

9.93 

14&40 

20.60 

1.58 

91.80 

123.80 

5.26 

130.40 

48.80 

3.15 

25120 

80.00 

3.05 

1.66 

ao2 

78.10 

1.74 

133.10 

165 . 

5.17 

73.70 

137.70 

9.36 

162.70 

151.90 

185 

290.30 

6.89 

334.10 

1185 

12.42 

15a40 

14.60 

87.20 

526.20 

58.30 

281.W 

31.25 

78.00 

21110 

3.4D 

3.48 

2B1i0 

60i0 

508.30 

85.80 

55.30 
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435039 


AmM3321 


Hs.t30526 


447033 


AI357412 


Hs.157601 


433578 


8k335Bw 


Hs.3416 


422511 


Au07b442 


Hs.1 17938 


411274 


NM-002776 


Ks.q9423 


452705 


H498(K 


Hs^46005 


428479 


Y00272 


Urn *OMcy% 
Ks. 184572 


425397 


404088 


Lin 4 CC^Ati 


422562 






428579 


NM_00575o 


Hs. 104942 


428242 


H55709 


Hs^SO 


440868 


R79707 


Hs.263339 


421493 


BE3w341 


Ks.1 04925 


410199 


AW377424 


Ks.205126 


426320 


W47595 


Hs. 169300 


419290 


AI128114 


Hs.1 12885 


459309 


AA040620 


Hs.5672 


415138 


C18356 


Hs^95944 


42S53 


AI697720 


Hs.171455 


432375 


BE536069 


Hs.2962 


400534 


#{MOCAT) 




428970 


BE276891 


Hs.1 94691 


423739 


AA3881S5 


Hs.97600 


450375 


AA009647 


Ks.8850 


423554 


M9Q516 


Hs.1674 


407001 


U12471 


Hs.247s54 


419261 


X07876 


Hs.89791 


419946 


AB041035 


tj_ tvutin 

ns.93847 


428471 


XS7348 


H&1 84510 


427051 


BE1781iO 


HS.173j74 


425234 






419842 


M765489 


Hs.104350 


418007 


M13509 


Hs^169 


444207 


Ai565004 


Hs.79572 


442432 


BE093S89 


Hs.38178 


413753 


U17760 


Hs.75517 


441384 


AM47B49 


Hs^88660 


418327 


U70370 


Hs.84136 


452401 


NW_007115 


Hs.29352 


438199 


AW016531 


Hs.1 22147 


422420 


U03398 


Hs.1524 


431183 


NM-006855 


Hs.250696 


417389 


BE2&0964 


Hs.82045 



421937 AI878857 
427961 AW293165 
422043 AL1 33649 



426711 
450983 



AA383471 
AA3053&4 



410268 AA3161B1 

433001 AF217513 

424086 A1351010 

432731 R31178 

416209 AA236776 

414085 AA114016 



417308 
438148 

424800 
416143 
408380 



H60720 
Z36842 

AL035586 
AI955650 
AF123050 



412140 AA219691 

422983 M79141 

409956 AW103364 

407756 AA116021 

424897 D63216 

421110 M250717 

411789 AF245505 

421485 AA243499 



409632 
406837 



W74001 
R70292 



426440 BE3d2756 

421470 R27498 

407242 M18728 

432101 Ar918950 



406687 
429170 

408308 AL033377 

435202 AI971313 

407216 N91773 

409231 AA446&44 



Hs.109706 

Hs.143134 

Hs.110953 

Hs.180669 

Hs.25740 

Hs.61635 

Hs^79905 

Hs.102267 

Hs.287820 

Hs.79078 

Hs.75746 

HS.B1892 

Hs^546 

Hs.153203 

Hs.79033 

Hs.44532 

Ks.73825 

Hs.13234 

Hs727 

Hs.38260 

Hs.153684 

HS.13S5 

Hs.72157 

Hs.104800 

Hs^279 

HS.1S6110 

Hs.169g02 

Hs.1378 

Hs.123842 
Hs.272620 



M31126 

NJyL001394 Hs.2359 
Hs.44197 
Hs.170204 
Hs.102267 
Hs.692 
Hs.40968 
Ks.40098 



407881 AW072003 

407811 AW190902 

420899 NM.0D1629 Hs.100194 

441020 W79283 H&3Sg62 



ESTs 
EST8 

adipose di^BfentiatioiH^ated protein 
coliag8n,typeXyil.8Jpha1 
kalSkrein 10 (KIXIO) (PRSSLI) (nesi) 
ESTs 

ceO dMsibn cyde 2. G1 to S and G2 to 

tDpoisoroerase (DMA) U Bipha (ITOkO) 

AE-faindlng protein 1 

G protehvcoupled receptor 64 

leukenda inliiUl07 fsctar (choOnergIc 

ESTs. ModeratBty simSar to 138022 hypo! 

ectodsrmal-neural cortex (with BTB^ 

Homo sapiens cONA: FU226671is,clor«H 

trsnsfonning growth factor, beta 2 

spb»l cortkteiived gnMth factor-6 

hypoih8licalprot^AF140225 

tissue factor pathway Intiiliilor 2 

ESTs. Weaiiiy sImOar to T31613 hypotheS 

8100 cab'unvblnding prot^ P 

C2200001 5:gqi 2741 327lrBjpCPjOOB833L2| z 

r8tinolcacidMuced3 

ESTs 

a dlsintegrin and metaflopioteinase doma 
gtutamine-fnictose^phosphate Iransamin 
Human thrombospondin-l gene, partial cds 
wingless^ MMTV integraSon site (and 
NIWL016931:Homo sapiens NADPH oxidase 4 ( 
stra&fin 

Homo sapiens cONA FU10500 lis, ctone NT 
ESTs, WesMy simitar to 138022 hypolheQ 
ESTs 

mdlilx tnetalloprotetoasa 1 (MMP1; intsis 
calhepsln 0 (lysosonud aspartyt protease 
hypothetical protein FU23468 
lanWn. beta 3 (nicein (125kD), Icalinin 
Homo sapiens cDNA: FU22182 fis, done H 
pairetMike homeodomato tianscriptton b 
tumor necrosis factor, alpha^nduoed pio 
ESTs 

tumor necrosis factor (Tigand) superfami 
KDEL (Lys-Asp^slu-Leu) endoptasmic retic 
midlune (neurite growthHHomoiing factor 
hematological and neurOtogical expressed 
ESTs 

reSnoic acul induced 1 

conserved gene amplified In osteosarcoma 

ER01 (S.cerevislaeHn» 

six transmentrane epithelial antigen of 

don6HQ0310PRO0310p1 

lysyi oxidase 

iituonectini 

MAD2 {mitotic arrest defident. yeast, h 
ddehyde dehydrogenase 1 family, memt)er 
KiAAOIOIgeneprodud 
ESTs 

MyoDfamBybihitdtor 
glutaminyl^de cydolransferase isfo 
diubiqultin 

RAB6 interacting. Idnesin^ (rabidnes 
ESTs 

inhibin. beta A (activtn A. activin AB a 
ubiquitin spediic protease 18 
faizzled^taled pnotein 
calhepsui E 

0KFZPS64l1922prot^ 
hypothetic^ protein RJ10134 
sedne (or cysteine] proteinase inMbito 
inimunogiobuiin Itappa constant 
solute carrier faniily 2 (fadBatod glu 
anne}dnA3 

gbiHuman nonspedfic crossreacSng antig 
EphA3 

matrtcmetaBoproteinase 11 (MMP11;8ln) 
dual specffidty phosphatase 4 
hypothetic^ protein DKFZp564D04S2 
K1AA0551 priatdn 
tysylooddase 

GA733-2 anOgen; epithelial gtyooprotein 
heparan suifato (gtocosamine) 3^>8alfbt 
cysteine knot superfamHy 1. BMP aniagon 
arachhtonate S^ipoxygenasMdivafiDg p 
ESTs 



64.00 

123.20 

122 

S2&70 

44^ 

12ai0 

92^ 

29^ 

3.84 

27i0 

4.09 

76.30 

2.37 

a44 

138.10 

a45 

127.80 

361.20 

138.60 

6.87 

89J00 

4.78 

13&60 

148.50 

87.70 

76.80 

110.60 

234.60 

3.72 

437.90 

219.20 

3.80 

606.80 

Z62 

258.70 

304.80 

a78 

10.95 

199.70 

67.70 

107.20 

3.59 

a4S 

3.17 

109.30 

2.98 

276.50 

5.28 

27.85 

342.30 

2ia50 

185.10 

106.10 

227 

405.30 

a38 

17Z10 

45.70 

11.18 

149.10 

33.60 

6.73 

a96 

31Z40 

790.80 

ai7 

a52 

ssaoo 

4.36 

2.83 

24Z90 

36.91 

221.S} 

5.34 

29Z00 

184.90 

64.80 

73.70 

3.20 

28&70 

50160 

ai3 

178^90 
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453857 AL080235 
AF059214 



413435 X51405 

436476 AA326108 

406747 AI925153 

455800 R2247g 
431211 
431B90 



X17033 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



431958 X63629 
444665 
437763 



Hs.35861 

Hs.194687 

Hs.75360 

HS33629 

Hs.217493 

Hs.167073 

Hs^23733 

Hs.271986 

Hs.2877 



BE613126 HS.477B3 
Hsi831 
Hs.89414 
Hs.150555 
Hs.162213 



41BB70 AF147204 

424560 AA158727 

436396 A16834B7 

407137 T97307 

410668 BE379794 

427660 AI741320 



Hs.65403 
Hs.114121 
Hs.48376 
Hs.163900 
Hs.79351 
Hs.236894 
Hs.26i7B 



AF216077 

442577 AA292998 

416498 U33632 

447343 AA256641 

451277 AK001123 

445133 AW157646 Hs.153506 

414799 AI752416 Hs.77326 

431806 AF186114 Hs.270737 

437330 AL353944 Hs.50115 

410687 U24389 HS.B5436 

417409 BE272505 Hs.82109 

426471 M22440 Hs.170009 

458809 AW972512 Hs^5 

448625 AW970786 Hs.178470 

450506 N1VL004460 Hs.418 

433336 AF017986 Hs.31386 
408491 AI088063 
437802 AI475995 
408296 AU 17452 



421155 H87879 

451310 AW250651 

439867 AA847510 

417771 AA804698 

410763 AF279145 

431385 BE178536 



Hs.7882 
Hs.122910 
Ks.44155 
Hs.102267 
Hs.26213 
Hs.161292 
Ks.82547 
Hs.8966 
Hs.11090 
Hs.194662 
Hs.146428 
Hs.83883 



457180 R26022 

424408 AI754813 

452679 Z42387 

425139 AW630488 Hs.325820 

432978 AF126743 Hs.279884 

406B50 Ai624300 Hs.172928 

421991 NM 014918 Hs.1 10488 

421814 L12350 Hs.108623 

409703 NM^006187 Hs^6009 

452281 T93500 Hs.28792 

413048 M93221 Hs.75182 
404210 #{NOCAT) 

452862 AW378065 H3.8687 

447072 D61594 Hs.17279 

426935 NM.00W88 Hs.172928 

427390 A1432163 Hs.268231 

417259 AW903838 Hs.81800 

451295 AI557212 Hs.17132 
448569 BE382657 Hs21486 
417148 AA359896 Hs.293885 
432359 AA076049 Hs^4415 
422278 AF072873 Hs.114218 
XD2761 Hs.287820 



422545 
442379 



417412 X16896 
422110 AI37673S 



NWL004613 Hs.8265 
Hs.82112 
Hs.111779 



'431512 
417433 



BE270734 Hs.2795 
BE270266 Hs.82128 



AF134157 Hs.169487 

AL390147 Hs.134742 
Hs.82g85 

_ Hs.193700 

434423 NM_006769 HsJ844 

426125 XB7241 Hs.166994 

422573 AW29798S H&29S726 

4215S2 AF026692 Hs.105700 

424730 Nl^003358 Hs.23703 
400133 m 

444381 BE387335 Hs.283713 

422048 NM-012445 Hs^a8126 



437470 
417944 AU077196 
428797 AA496205 



446019 AI362520 Hs.279789 



DKFZP586E1621 protein 
choleslerol254iydKaylase 
cartjoxypepWaseE 
bHLH protein DEC2 
annexinA2 

Homo sapiens cONA FU13047 fis, cbne NT 
gap iunction protein, beta 2. 26kD (conn 
integrfn. alpha 2 {C049B. alplia 2 subunl 
cadlierin 3. l/pe 1. P-cadherin (placenta 
B aggressive lymphoma gene 
tissue inhibitor of melalloprotanase 1 
chemokine (OX-C moliO, receptor 4 {fus 
protein predicted by done 23733 
wingless-l^e MMTV Integration site fam 
gb:ye53h05,s1 Soares fetal llvef spleen 
hypolheficai protein 

Homo sapiens cDNA: RJ23228 Us, done C 
Homo sapiens done HB.2inRNA sequence 

ESTs . _u , 

potassium channel, subfamily K, member 1 
ESTs, Highly similar to S02392 a«pha-2-m 
hypothetical protein FU10261 
ESTs 

Insulin-like growth factor binding prote 
tumor necrosis factor (llgand) sttpwfatrf 
Homo sapiens mRNA; cONA 0KFZp761J1112 (f 
lysyi oxtdase-Hke 1 
syndecani 

transforming growth factor, alpha 
sinS-assodatod polypeptide. 30kO 
tvpolheGcal protein FU22662 
fibroblast activation protein, alpha 
secreted frlzzled^elated pratein 2 
ESTs 
ESTs 

DKFZP586G1517protdn 
tysyl 09ddas6 

Human DMA sequence Iran done RPM47F3 
ESTs 

reOndc add receptor responder (lazaro 
hypottwlical protein FU21776 
men*ranfr«panning ^domains, subfamily A 
calponin 3, addic 
collagen, type V.dphal 
transmenibrane, prostate androgen induced 
pmtease, serine. 23 
DNAJ domaiivcontaining 
collagen, type 1. alpha 1 
K1AAD990 protein 
thrombospondin 2 

Z-5*K)ligoadenylate synthetase 3 (100 k 
Homo sapiens cONA FU11041 fis, done PL 
mannose receptor, C type 1 
NM„005936*iomo sapiens myeloid/lymphotd 
ESTs 

tyrosyiprotein suifblransfBrase 1 
collagen, type I, dphal 
Homo saptens cDNA: FU231 1 1 tis. done L 
chondroitin sUfatfi pioleoglycan 2 (vers 
ESTs. Moderdlely sinulartDl54374gene 
signal transducer and activator of trans 
hypothetica) protein FU14902 
Homo sapiens cim FU10229 fis. done HE 
frizzled (Drosophila) homdog 6 
ftironectini 

transglutaminase 2 (C pdypepflde, prate 
intedeuklnl receptor, type I 
secreted protein, acidic, cysteine^ich 
lact^ dehydrogenase A 
5T4 oncofetal trophdjlastglyooprotfih 
Ki^sler (mouse) maf^elated teudne zip 
hypoiheScal protein DKFZp547D065 
cdlagen, type V. alpha 2 
Homo sapiens mRNA: cDNA DKFZp586l0324 (f 

UMdomainonly4 

FAT tumor suppressor (Drosophila) homo© 
irite^rin. dpha V (vitronecfin receptor 
secreted frtzzled-reteted protein 4 
ESTs. Moderately snrular to CEGT.HUMAN C 
EosConbd 

ESTs. Weddy siraBar to S64054 hypotheB 
spondin 2, extracellular mabK protein 
MstonedeacdylaseS 



504.30 
24Z10 
7.30 
247.20 
110.00 
11Z10 
583.90 
6.56 
460.90 
204.40 
7.75 
14.61 
99.80 
24Z20 
17.88 
4.18 
116.40 
60.30 
4.1B 
334.20 
8.16 
375.30 
292.40 
4.38 
89.00 
32Z10 
9.10 
4.05 
138.60 
250.50 
4.89 
11.76 
4.79 
a25 
4.54 
175.10 
170.10 
Z91 
261.60 
723.00 
251.70 
155.50 
68.00 
17.19 
5.32 
371.90 
7.27 
19^ 
190.50 
' 15.02 
28.57 
519.20 
240.60 
404.60 
364.20 
226.20 
4.31 
10.41 
22.46 
23.74 
5.68 
190.80 
230.50 
361.90 
8.81 
7.30 
267.20 
5.07 
270.10 
504.60 
10.62 
2.80 
14.01 
9.15 
297.30 
48&20 
9.73 
762.90 
7.81 
357.00 
1150.30 
4.50 
11.26 
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426490 NKL001621 Hs.170O87 

4226B7 AW068823 Hs.119206 

432401 NML013330 K&274479 

437223 C1S10S Hs^16 

Table 41B 



arylhydrocabon receptor 
InsuGn^ growfit factor binding prats 
NME7 

Homo sapiens cONA FU14386 Us. done HE 



459,50 
Z68 
4.99 
7.65 



Ptey: Unlqua Eos probeset Identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 



Pkey 

416913 
419570 
423733 
434665 
448437 

Table 41C 



CAT Number Accessions 

163001 1 AW934714 BE161007 BE162500 AW749902 AW749864 BE162498 BE161005 AA190449 AVW13465 BE161006 BEfl52499 

1B60G04J W68738 W68831 

231476 1 AA330281 QAA330232AW962521 

390530 1 AA642125AA654516 

763310J AW470125 AI734872 AI749559 AW856504 Ai583942 AW779038 AWB43429 AW844876 Ai520713 AW847235 



PIcey: Unique number corresponding to an Eos probeset ....... ^„ , .... t 

Reh Sequence source. The 7 digH numbers Inlhls column are GenbanJcldenHfier(a)numbeis. T)unham I. el al' refers to the publlcafion entitled "The DNAsequenw 

iiwnan chromosome 22." Dunham I. et Nature (1939) 402:489^95. 
Strand: indicates DMA strand from which exons were predicted. 
NLposUon: Indicates nudeoGdeposlfons of predicted axons. 



Pkey 




Strand 


Ntposttion 


400534 


6981626 


Minus 


278637-279292 


400560 


9B4359& 


Rus 


94182-94323,97056-g7243,101095'101236.102824-103005 


400836 


8954179 


Pius 


677-1188 


401201 


9743387 


Minus 


138534-138629.139234-139294,140121-140335,142033-142479 


401480 


7321503 


Pius 


165120-166347.166451-166557.169651-169832 


401541 


8072607 


Minus 


5001&^158 


401682 


4755167 


Pius 


13022-13473 


401732 


1200312 


Rus 


19346-19525,19625-19708,19897-19973^7-20130,20215-20414 


403207 


7630829 


Phis 


89914-90033,90729-90855,91131-91198 


403574 


8101156 


Pius 


5542-6176 


403776 


7770611 


Minus 


1414-1513,1624.1756 


404142 


9856692 


Minus 


80316-80459 


404210 


5006246 


Rus 


169926-170121 


404285 


2326514 


Plus 


32282-32416 


404286 


2326514 


Rus 


5108&^1301 


404287 


2326514 


Rus 


53134-53281 


404682 


9797231 


Minus 


40977-41150 
1174^11929 

34202.34351.35194^336.45412.45475.45731-4595B,4729647457.4954W9658.4979(M99M^ 


404866 
405281 


9366919 
6139075 


^^nus 
Minus 


405849 


7651817 


Minus 


17705-18287 


405909 


7705180 


Minus 


88985.87233 


406173 


72X224 


Rus 


12925-13213 


406293 


5586274 


^finus 


17646-17953 


406319 


9211730 


Minus 


82320^2561 


406399 


9256288 


Minus 


63448-63554 



TAB1£ 42A: 574 genes upreguiated In pancreatic cancer relative to nonnal body tissues 
Tdbte42A lists abmit 574 genes upreoidaled in pancreatic cancer relaliw to 

peptides, or antibodies. These genes were selected from 59680 probesets on the Eos/Aflymetrix Hu03 Genediip array. Gene eyresstondria far each prob^t ob^Jjed firom ttib 

Salysis was expressed as average intensity (Al). a nomidl^ 

SreindltSIe of have oncogenic functoiT^ 

7tm, phosphatase, or lonLtransportei}. Certain predicted protein domains are noted. 

ptcey: Unique Eos probeset Identifier number 

ExAccn: Exemplar accession number. GenBanlc accession number 

R^dploL^ toSjpreSSSprelrindom^Abbreviai^ 

protein doma&t abbreviations are firom PFAM (Nudete Adds f^earch. 20O2. 30-.276^. 
IMGene Title: UniGenegenefitlo 

R1 90th percentile of pancreatic cancer Ab divided by the 50th pen»nlitednom»al tissue *u««.«*»r«a«i 

R2 9othpeieenlileofpancreaticcancerAbdlvfdedbythe90thpercent^ 
from bo0i the numerator and denominator 

Pkey: ExAccn: UnigeneiD: Unigene Tille; Pred.ProlDomalns; R1: R2 

426230; AA367019: Hs.241395; protease, serine. 1 (trypsin 1); tfypsin.loxirL4;SS=M; 107.29; 1i)7 
415934; NM-000928; Hs.99i phospholipase A2, group IB (pancreas); phosnp;SS=ft* 83.67: 1.06 
421996; AW5B3807: Hs.1460; glucagon; honnone2;SSsM; 59.35; 1.61 

406399; :;NMJK012r«Jn» sapiens sertne protease ;kaa!;SS»M; 5149; 1.08 

444381; BE387335: Hs.2B3713; hypoOwflcal protein BC014245; Collagen;TM=M;SS=M; 53.65; 43.61 

528 



wo 03/042661 



PCT/US02/36810 



406685; Mt8728; ; gbiHuman nonspecific crossreadlng anUg; lg:TM-M;SS=l^ 52.73; 2Z83 
428698: AA852773: Hs.33483a: KIAA1866 protein; "W5NA:IJi\^44; «,,«,.„.tm=Y" 29 80: 1 46 
437145; AF007216:Hs.5462; solute carrier family *. sod.«^^ 
428B74: W32133; Hs.194366; translhyreUn (prealbumm. anyWdosis t TransftyreJ^.SS-^^^^^ 
5 444754; T83911: Hs.374341; transmembrane 4 superf^r^y "«"*er 4; ^^^^'^^^f^Y'SS-^^^ 

4180Sft AW971155; Hs.293902; ESTs. Weakly similar to ISHUSS protein d; '^"^^J'^'^^-l^^S^^^^^ ^ 
438091: AW373062; Hs.351546; nuclear receptor subfamily 1- W)- 25.38; 3.63 
413719; BE4395B0; Hs.75498; smafl inducWe cytokine subfamily A {Cy; lL8;SSsM: 24.64. 7.21 
417771; AA804698; Hs.82547; retinolc acid receptor r^ponder (taaro; ^l^^J^^^^^^ ^. . 
10 414998; NML00K43; Hs.77729: oxidised tow density fiW^t^h MnMectfn_c:TM=Y^^^ 
41831?U4m2:Hs.84072;lransmenfl)rane4supeif^^^ 

425573; AB006423; Hs.1 58308; serine (or cysteN pn^emase ^tiibito; s^JS^-";^^.^^ ^ '^^ 

433110; D56494; Hs.3l91: rat regenerating islel^rived-like, to; la^^^^^ 
426490; NNL001621; Hs.170087; aryl hydrocarbon receptor. PAC,PAS:™=jy. Zl A^. 19^9 

15 4M^X0M44;Hs;572:o«»omu^ l'«P«^"*^'^^*^'f ^^^^^^^^ 

421126; M74587; Hs.102122; Insulin-like growth factor binding prote; lhyroglobiiRnJ,IGreP:SS-Y. 20.60; 8.48 

451035; AU076785; Hs.430: plasfin 1 0 Isofbmi); eft'and.ai/*d8ptin_NjSS=M;^1^^ 

413859; AW992356; Hs.8364: Homo sapiens pymvate dehydiogenffie kinEt ^^^^^ll^'^'^ 

420332; NM^001756; Hs.1305; serine (or cysteine) protanase inhibito; fn)ln:TM=JJSS4U8^^^^^ 
20 43808Sv«05391;H8J5154B:nucl8arreoeptorsubfar^ 

417426;NM.002291;Hs.82124;!8rnlnin,heta1;lan^n_EOTa^^ 

427509: M62505: Hs.2161: complement componenl 5 r^plofl (C5a /Un JJM-Y^ 16^ 7J5 

441031; All 10684; Hs.7645; fibrinogen, B beta polypepfide; fibnnogen C.G^lpha^JM^^ 16.59; 7.74 

445033; AV652402; Hs.72901; cyc&Hlependenl kinase Inhibitor 28 (pi; an^. ^^^^ «^^™b=M.«JS=M. 2^ 

408243: Y00787; Hs.624; WerieuMn 8; »1>^.PAS 1 W3; 4^^^^ 

419355- AA428520: Hs.90061; progesterone binding protein; hemBj;TM=Y.SS-M; 15.45, iu.»i 
426006; R49031: Hs.22627; ESTs; pkinaseJBC; 15.17; 0.58 -..onirc nininc nOn-SSdUl- 1484- 104 

3 0 433376; AI249361; Hs.74122: caspase 4. apoptosis^elated .^^ine pn WRD.rc^0JCEj)a0;^^^ 14.84. a04 
422260; AA31 5993; Hs.105484; regenerating gene type IV; tectin 5;SS=M; 14.71. ZB9 

429556; AW139399; Hs.98988: ESTs; none:TM=M;; 13.20; 116 

417079; U65590; Hs.81 1 34; interleiiWn 1 receptor antagonisj IL1;SS=M; i2.83, 7. i ? 79. o m 

40 427286* AW732802:Hs.2132:epldemialgrowth1actDrreceptorpalhway;SH3JonB m.«7>R72 

412116; AW402166; HsJ84; Epstein-Barr vims Induced gene 2 (lymph: 7^m_1J^^Y.SS-M. 12.71. i? 4 92 

S ?0408B: HS.156346 S^somerase (DNA) II alpha (170kD); DNMy^^^^KKo^^^^ 

40914^ AI.136877: HsOT58; SliAC4 (stnictural maintenance of chromoso; ABC_tran.M SMC_N.SMC.C.DUF164jione; i^. 
45 428157; A1738719; Hs.198427: hexokinase 2; hexokinase.hK»Wnae2^^^ 1. ^'J^Trn 

424273; W40460; Hs.144442; phosphofipase ^ S^^.f^f "P^I^^'^^^ 3. 

414821: M63835; Hs.77424; Fc fragment of IgG. high affinity la. r^. . . 

' 415323; BE269352; Hs.949; n«itrophil cylosofcfaclor 2 (65kD. chr, SH3^^TM-4^ o phosDhodiesLEndonuctease:TM=M;SS=Y; 1 1.97; 5.93 

427283; AL119796; Hs.174185: ectonudeotWe pyrophosphatase/phwphoA; Sufeta^^ 
50 434779; AF153815; Hs.50151; potassium InwaidVjd^ng ^^laj;!^^ «; J^g^?^^ - 75. 3 5c 

4113^ NM.002890; Hs.758; RAS p21 proWn arthratof (GTPase acSva SH2.SH3.C2.PH,tesG«>iT»Wt8S=M; IIX 195 
447343; AA256641; Hs.236894; ESTs, WghV tWIar to S023M 'ff^l^'^^S^ • * 

42770o! AA262294; Hs.180383: dual spedficay phosphatase 6; Rhodanese.DSPc;TM=M.; 1 1.05. 4.70 
65 44881i;AI590371;Hs.199460;ESTs;non8;TM=Yr.10.852a69 ^^^^^^^.j^^.^T^as. 

424321; W74048; Hs.1765; tymphocytfr«pecHte protein tyrosine Wn; sra.8J^I«naS8;TM4«;^ 10.72; 8.65 

429083: Y09397:Hs.227817;BCU^elatedprolelnAl;Bcl^^ floldn««SS.M: 10.37- 6.35 

424247; X14008: Ks.234734; lysozyme (renal amytoidosis); lys,ig.FAD_SyrthJdh>lh.C;pldnase:S5»M: 10.37. B.35 

436856; AI469355;Hs.l27310: ESTs; pkin8se.mn:T»^;10£6; 274 
70 427337:246223; Hs.t76663:Fclragrnenldlg(ilowaffimlylllb,r:ig;TM=Y:^^^ 

4im M1^ Hs.80887: Vyes^YamagiSia sarcoma viral related ; SHtSH3.i^a««™N^^ ia34: 4.47 

4lS9SMZ79Ka.Hs.839b;lntegrin.bS2( 

45182QtAW05B357;Hs.199248;ESTs:7b7u1;TW=Y;SS=M:10/^ Yn„^TM=YQq=Kft 10.17. 8^ 

41304$ iyi93221; Hs,75182; mannose receptor. C type 1; fa2,lec5a.cRtcm_BJedin.XBnk;TM=:Y.SS-M, 10.17. 8.35 
75 429752; H52348;Hs.36636; ESTs; pkinase.p!dnase; 10.13; 12.35 ,.T«-v.cQ=u.ini«-fi74 

452721; W269529: HS.301B71; solute earner fanlly 37 (glycerol^o: MORN.sugar.lnTM=Y;SS=M: 10X8; 8.74 

421462: AF016495; Hs.104624; aquaporin 9; MIP:TM=Y;SS=M: ^O-^^ 6.06 

452898; NhL001295; Hs.301921; chemoWne {OC motiO receptor 1; 7tm.1;TM=Y,SS-M; aSB, 3.1B 

416389:AA180072:Hs.149846;lntearin, beta 5; lnlegrin3,none; 9.85; 9,59 «»^.«i_.4.«B_»j.ft-«i. coc 

80 S^* AF05rS7V Ite 101 302! Hu^J ONA sequence from done RP1-238D15; fn3.vw8.Coltag8n.TSPN;TM=M;SS=M: 9.78; 5.96 

446620;AA128808; Hs.179902; transporterJte protein; w>neiT»^Y;S&4t 9^ra^M 

405102:;;C15001220':gil44e95S81flblAAD2131U|(AF;OAGJ^ 

418693: AI75087B:Hs.W4£:thrombospo^^ 
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426535: AU077O12: H8^582; EST8. WedWy shnBar to utAiuitous TPR m; Kunitt^BPTl J(unnt.BPU7tnL.2.HRM; &6^ 1058 

448105; AW591433; Hs.29824t; Transnwnhrane protease, serine 3; WLF8C8pLabypdn:Tf*=Y;SS=M; ^67; 4.06 

456256; L29073; Hs.198726; coJd shock doman prolan A; 7lnuiHRM.CS0;TM:«Y;SS=M; 9.62; 136 

410240; AL157424: Hs.61289; synaptotanin 2; Exo.endojiios,Syia_N,rTin.Gran>vej)orins;TM=M: 9.62; 3.77 

457001 ; J03258; Hs.2062; vitamin D (1^ dihydroxyvitambi 03) re; hgnncme Jec^>teta!tothlo.S;T^*=M;; 9.60; a05 

456373; BE247706: Hs£9751; nien*rane<pannino 4doroate. subfamily A; nona;'m»Y;; 9.57; 3.77 

416847; L43821: H5.80261; enhancer of iilamentaBoo 1 (cas4ike do; SH3:TM«M;: 956; 1050 

437158; AW090198; H5.348709; K1AA1150 protein; non8;NA;NA; 9.55; 8.87 

426108; AA622037; Hs.166468; programmed ceO dealh 5; OUF122:TM=M;; 9.47; 5.67 

403344; ;; NM.000341:Homo sapiens solute carrier fa; dpha<n^|tese;TM=Yr. 9.47^ 

449543; AF070532; Hs.23729; Homo sapiens done 24405 mRNA sequence; K-WraJoiLlransjione: 9,46; 3.12 

433233; AB040927; Hs.301804; KIAA1494 protein; SH3,2K3HC4;TM=M;; 9.42; 4.01 

444838; AV651680; Hs.208558; ESTs; lntBgrtaJV,FG^,none; 9.42; 1.87 

439803: AA001021; Hs.6685; Ihyrold homwae receptor Interactor 8; none,none; 9.41; 5.55 

428505; AL035461; Hs.22B1; chromogranin B (secretogranin 1); Granln;SS=M; 9.40; 3.46 

411213; AA676939; Hs.69285; neuropffin 1; MAM.F5_F8_typ8_C.CUB.CU8.MAfciF5_FB_lype_C; 038; 6.32 

432810; AA863400; HS.3744B9; ESTs: none.Skp1 AAA; 9.38; 4.38 

427581; NIUL014788: Hs.179703; K1AA0129 gene product; SPRY;EW_box;TM=M;; 9.34; a26 

413109; AW389845; Hs.110855; ESTs. simitartoleuJcemJa vims receptor PH04.none; 9.34; 4.67 

428450; NM-014791; Hs.184339: K1AA0175 gene product; KA1.pkinase;TM=M;: 9.31; 4.24 

408113; T82427; Hs.194101; Homo sapiens cDNA: FU20889 6s, done A; 7tnx.3,cu)na: 9,24; 7.12 

448030; N30714; Hs.325960; mentrane-spanning 4^omalns. subfamily A; none;TM=Y;SS=M; 9.23; 6.03 

437672: AW748265; Hs.5741; flavohemopiotein t)5?; heme^1,NAO^blndlng.npoxygenase,FAD_blndIngJ;TM=M;; 9.22; 1072 

416498; U33632; Hs.79351; potassium channel, sutrfamily K. member 1; lOfLtrans:TMsY;SS=M; 9.20; 4.46 

409956; AW103364; Hs.727; Inhlbcn, beta A (actlvin A. acOvin AB a; TGF-beta,TGFbj)ropepWe.Tub:SS=M; 9.19; 16.46 

413095; AM94359: Hs.30715; potassium voltag^gated channel, tsk-iel; none,START; 9.15; 2.18 

418838; AW385224; Hs.35198; ectonudeotido pyiophosphalase/phosphodi; Phosphodlest;TM=Y;SS=M; 9,14; 3.03 

452980; AK001335: Hs.31137: protein tyrosine phosphatase, receptor!; Y.^phat8se.none; 9.14; 11.75 

417821; BE245149; Hs.82643; protein tyrosine Idnase 9; cofiIbLADF;SS=M; 9.1 1; 4.29 

427157; U51166; Hs.173824; thymine-DNAglycosylase; UDG;TI^=M;; 9,06; 9,68 

431341; AA307211: Hs.251531; proteasome (prosome, macropain) subunit,; pfde3some;TM=M;; 005; 5.61 

41 3367; NWL00B517; Hs.75317; sdute carrier fanwly 16 (monocarboxyTic; sugar Jr.TM=Y;; 9.04; 5.79 

437296; AA350994: K5.20281: K1AA170QC Rhodanese,DSPto:TM=Mn 9.02; 5.75 

418888; AU076801; Hs.89436; cadherin 17, U cadherfn (liVBr^rtestln; cadherin:TM=Y;SS=M; 8.94; 5.01 

44W06; AI5536B1; Hs.348490; Arg/Abl-lnterading protein ArgBP2; SoiUnone; 8.91; 1.77 « ^ ,^ 

428820; AA436187: Hs.172631: Integrin, alpha M (complement component ; vwa.integrin^FG-GAP;TM=Y;SSaR« B.8S; 4.74 
434398; AA121098; Hs.3838: serum-lndudble Wnase (SNK); pJ{inase,POLO,box:TM=M;; 078; 4.54 
453902; BE502341; Hs.3402: ESTs; none.none: 07% 071 

433334; AI927208; Hs.231958: matrix melalloprotrfnase 28; PBpfidase.M10.none; 8.71; 4.28 

446488; AB037782; Hs.151l9: K1AA1361 protein; pklnase;SS=M; 8.70; 3.71 

450247; AF123303; Hs.24713; hypothetical protein; eihand.mltojcaiT;TM=Y:SS=M; 068; 3.40 

432101: A1918950; Hs.123642; EphA3; fn3,pklnase.SAM.EPH„lbd;TM=Y;SS=M: 062; 5.62 

410753; AF279145; H5.8965; hypothetical protein FU21776; none,nflnB; 061; 1053 

422278; AF072873: Hs.l 14218; frizzted (Drosophlia) homolog 6; F2.Frfzzled,7tnL2:TM»Y;SS=M: 055; 452 

425465; L18964; H5.1904; protein Idnase C, lota; pldnase.DAGJ'E-blnd.pldnase_C.OPR;TM=M;; 050; 018 

41911 1; AA234172; Hs.137418; ESTs; none.lRK; 8.47; 7.51 

430024; AI808780; Hs.227730: Integrin. alpha 6; lntegrin_A.FG43AP;TM=Y;SS=M; 8.45; 046 

447574: AF162666; Hs.1B895; tousled^ike kinase 1; plcinasB;TM=M;; 8.45; 5.30 

447217; BE465754; Hs.l7778; neuropain 2; CUB.MAlW.F5,F8_lypo^C;TM=M;SSsl* 044; O30 

419034; NM.002110; Hs.89555; heniopoietic cell Idnase; SH2,SH3,pldnase;TM=M;; 8.43; 4.87 

405555; ; ; homaodomain-interacfing protein Idnase 3; tfypsln:TM=Mn 8.39; 0.68 

417412; X16896; Ks.821 12; InterieuWn 1 receptor, type 1; lg.TlR:TM=M;SS=M: 035; 4.74 

405556; ; ; homeodomaiivJnteracting protein Hnase 3; lrypsin;TM=Mn 8.31; 0.87 , . „ ' 

407687; AK002011; Hs.376S8; hypothetical protein FU11149; ly8.lg.FAD_Syn&i,idh,ldh_C,pWnase;SS=M; 8.28; 012 

408051; AI623351; Hs.172148: ESTs; PH,RhoGAPjione; 027; 065 

449523; NNL000579: Hs,54443; chemoWne (C^ motif) receptor 5; 7tm..1;TM=Y;SS=M; 026; 5.49 

429732; U20158; Hs.2480- lymphocyte cytosdic protein 2 (SH2 doma; SH2;SS=M; 024; 091 

405204; ; ; NM 002086':Homo sapiens growth factor re; SH2,SH3iTW=M;; 023; 043 

426806; T19228; H5.172572; hypothetical protein FU20093; 8nJt,pklnase,UPRW73;SS=M: 8.20; 6.1 1 

428428; Al537544:Hs.1B4298;<v*wtependent Idnase 7 {hom^ ui™ ««.««*ei«fn«Arfti7.i234 

450375; AA009647; Hs.352537; a disintegrin and metalloproteinase doma; R8proly5in,PepJ^12B j>ropep4slntegrtn,fleprolysin,Pep«M12BjTOpep^ 017. 1Z.Z4 

443303: U67319; Hs,9216: caspase 7. apoptosis^Blated cysteine pr. p!dn3seJC£j>10.lCEj)20;TM=M;SS=M; 015; 451 

413132; NM_006823: Hs,75209; protein Idnase {cAMP^ependent calalyti; PKI;SS=M; 015; 11.12 

428513; BE220806; Hs.l84697; Homo sapiens done 23785 ml^ sequence; PSLnone; 013; 13.28 

429345;Rl1141;Hs.l99695:hypo!helicalproteIn;K.telra.SAM;8.l3;l.15 

425838; NM14071; Hs.l59613; nudear receptor ooactivator RAP250; per, none;TM=M;; 012; 4.54 

425036; AW955696; Hs.90960; ESTs; CbLN,CtlN2.CblJJ3,UBA.2f^HC4.none; Oil; 7.47 

405366; ; ; secreted frizzted-reiated protein 4; trypsin;S&=M; O05; 0.69 

429663: M68874: Hs.21 1 587; phosphdipase A2, group IVA (cylosdlc. ; C2.PLA2.B;TM=M;; 8.04; 5.20 
458946; AA009716; Hs.4231 1; ESTs; none.OSPcY j)hosphatesc; 002; 1.93 
425280; U31519; Hs,1872; phosphoendpyiuvate carboxyHnase 1 (sol; PEPCK:TM=M:; 7.97; 1033 
445800; AA126419; Hs.32944: inositol po^phosphalfr4-phosphatase, ty; none,none; 7.90; 1 1.44 
449444; AW818436: Hs,351306; sdute carrier family 16 (monocaiboxytic; noae;TM=Y;SS=M; 7.89; 7.00 
426167; AF039023; Hs.167495; RAN binding protdn 6; Aimadiao^Bg.HEAT_PBSr. 7.83; 11.16 

400400 S75765: ; Homo sapiens delta CCK* gene, parflal c; 7!nt.1 we; 751; 078 

448362; AA541767; Hs.21015; hypothetical protein OKFZp564LD8648lrail; S0gar.tr;TM»Y;S8=M; 7.78; 7.02 

4576705 AF1 19666; Hs.23449; insuDn receptor tyiosmo idnase substra; SH3;TM=M;; 7.75; Z63 

409799; 011928; H8.76845; phosphoserine phosphatase ^Sncn-rti-t.- 7 «. o 

447887; AA114050; Hs.19949; caspase 8, apoptosis^etated cysldne pr; IC^10.ICtj)20.OED:TM=M;; 7.68; Z40 

421684; BE281591; Hs.106768; hypothetical protein FU10511:ArmadlIto.seg:8S«M; 7.4ft 657 

434699; AA6436a7;Hs.149425;Homo8aplensd)NAFUl1980fis.doneHE;Nud^ 

417880; BE241 595; Hs.82848: selectin L flymphocyto adhcsfen mdecuto: EGFJaj^-^K^fT^^ 758; 550 

436729; BE621807; H8.351316; tr an sm e m b ran e 4 supeifamBy member 1; flone;TM=Y;SSeM; 7,29; 5.78 
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428970; BE276891; Hs.194691 : refinoic add Induced 3: 7tnL3:TM=Y:SS=M: 7^6; 11 -00 
426761: AJ015709: Hs.172089; PORIMIN P«>oncosis rcceptormducinQ tro: non^T^^ 7.22 
413880: AI660842; Hs.110915; InlerieuWn 22 receptor; ""ssue fac:TM=Y;S&-M; 7^4; 0 98 
418945; BE246762; Hs.89499; arachidonate lipoxygenase; lipoxyfleR^e,PlAT;TM=M;: 7^2; 6.45 

428474! AB0M182:Hs.184523;KIAA0965 protein; pkinase:TM=^^^^ .oc^u. 7 nft- 91 fil 

421582; AI910275; Hs.350470; trefoil factor 1 (breas cancer estroge; ^v^^^-fS^T ^^^^^ 
449843;RB5337;Hs.24030;solutecafrlerfarr»ly31 coppertranspo;non^^^ 
SSHs.28005 HoTno sapiens cDNAFU11309fe. clone PL: p^^ 

«1^S- A15CT2 2; Hs.17132: ESTs. Moderately similar to 154374 gene : Pl^^stD^^i^^-^-S'S^^^^^ q4 
SS4;Hs.l68974;EST^^ 

441600; AA939347; Hs.127223; Homo sa;^ens cysteine knot protein (ZSIG; 7lm_1 JdtjecepLalWSSaM, 6.86. o.Sf 
410687; U24389;Hs.65436;lysyloxidaseto ^•^■y^Jf!:^?^???^?!^^^ 11 43 

425009! X58288; Hs.1541 51; protein tyrosine phospti^. reoapJor t fr*3.lg,Yj>liosphaIase.MAM.'n*«Y.SS=M. 6.83. 11.43 
400539! ; ; Taigal Exon; none;T^A=M;; 6.70; 1 .19 o* 
431113; AK000673: Hs.274337; hypothetical protein P^^^O^ee; pWnase:TM=Mj; 6.65^^^^^ 
445280: AW055063:Hs.343220; v-crk avian sarcoma virus ^ oncogene SH2,Sm.n«»^ 6^1, 10.65 
425834- NM.001639; Hs.1957; amyloid P component, serum; penlaxin;TM=M;SS-M; 6.57, Z.20 
435706! W31254; Hs.7045; GL004 protein; PDEase,GAF,none; 6.55; 11.44 - iic c oe 

415906; At751357; Hs.288741: Homo sapiens cDNA: FLJ22256 fis. done H; Ephnn none; 6 45; 5.25 
408308; AL033377; Hs.44197: hypofteBcal P^te^" DIJZp564p04M; none^^ 
432336; NM_00275g: Hs.274382: protein kinase, interferowndudlte ^o": dsrn^kinase.Tk^„ 
417874; BE616160; Hs.82829; protein tyrosine ptxjsptetee. "0";^£Y-P»Jf 2.26 
; 446872; X97058; Hs.1 6362; pyrimHinergic receptor P2Y, G-protefri ^: Ttni J JM=Y SS-^^^ 
444006; BE395085: Hs. 10086; type t transmembrane protein Fn1«^ 
412970; AB026436: H8.177534: dual spedficayirtuaphalase 10. Rhodan^.DSPc.SS-iyi. 6,35, 4.95 
422583; AM10506;Hs.27973: KIAA0874pn)Wn:ank,(^phajTI«^ 
452355; N54926; Hs.29202; G protei^coupled ^ceptor 34; Jtm^l.OA'n' C>.T^^^^ a32, 11,02 
30 42228^ AF019225; Hs.l14309; apoBpcprotein U MolA^bB;TM=Y;SS=M; 5.15 ^^utrA. b ao- 

40723& D2M69: Hs.169407; SAC2 (suppressor of adin mutations Z y; none Rftx^omal SiaGaladosyU,^^^^ 6.30; 8.35 

428486; AW583497: Hs.184604; pancreatte pdypeplide; honnone3;TM=M;SS=Y: 6.29; 3.51 
408847; AW290997; Hs.30348; ESTs: pWnase.tg,none; 6.28; 3.63 

428179! AI127772 Hs.279696; senim/^lucocorticold regulated kinase^l; pkinase.PX.pkinase_C;SS-M, 8.28. 3,50 
35 443614! AV655386; Hs.754S; fibrinogen. B beta polypeptide: none.none; ^-^J-^ 

425354; U62027; Hs.155935; complement component 3a receptor 1 ; ^tmJ^I^ J;^^ 

448888; AW196663; Hs.200242; caspasereouibnMltaaiy^ ^^2Ll*t^^ a 65 

428180: A!129767; Hs.182874; guanine nucteoiae hfn«ng^pK^ 

409245- AA361037; Hs.356436: tRNA isopentenylpyrophosphate transferas; Armadiito^JM^VI., 6.17. i via 
40 417952; A1192838; Hs.372643; dual^pedfldly lyrodne^tiosphoryi; PWn^-W'Jf^-": 

445701; AF055581; Hs.13131; lymphocyte adaptor protein; SHZPHjTM=M;; 6.16; 11,90 

425910: AA830797: H3.184750: CCAAT4x)x-Wndlng ^^^^^^1^^^^ 

425797; AW936258; Hs.342849; ADP-ribosylalion lador-Iike 5: ffl^.^channeLB.SH3. 6.03, 3.17 

40B33V NM 007240; Hs.44229; dual spedfidty phosphatase 12; DSPc:TM=M;; 5-99; 2.55 
45 441384! AA447849; Hs.288660; Homo sapiens cONA: FU22182 fis. done H; 7tnL^.noTOJ ^.^^ J jj^ 

414217; AI309298; Hs.279898; Homo sapiens cONA: FU23165 lis, done 1^ none;H^NA; 5.92; 6.47 

431385; BE178536; Hs.11090; membrane-spanning ^^on^'Si"^'^!^^^,^^^^ c 7.. 3 03 

427557; NM.002659; Hs.179657: plasirinogen adh^ator. urokb^^ 
414171; AA360328; Hs.865: RAP1A, member of RAS oncogenel^ 

418870; AF147204; Hs.89414: chemokine (C-X-C moBf). receptor 4 (fus; 7tnu1.7ltnJ^TM=Y;SS-M: 5.68, 12.92 
55 425317; AW2051t8; Hs.210546; intertaUHn 21 recepton ^^'^^'i^^^'!^'^^ 

417863; AB000450; Hs.a2771: vacdnia related Wnase 2; pWnas^TM^M;^^. 4.19 

400151: : ; Eos Control; AT_hook.DNAjnls_repairMTPas8jc.UCU»n;TI**te 

450139; AK001838; Hs.355608; seium/glucocortkx)id regiiated kinase; none,none; 5.52; B.ei 

418203; X54942: Hs.83758: CDC28 protein kinase 2; CKSn 5.52; 10.04 1= « c « 

60 433556; W56321:Hs.111460;ca!dumfca!moduIWependentprote!nkln; 1^0^ 

424701; NM-005923; Hs.151988; mltogen^cfivated P«*5" '^^^."'^riSJSSJ^^^ 

415875; AA894876: Hs.5687; protein phosphatase IB (fbmieriy 20). ma; P^^"^' ^tvi 

408761; AA057264: Hs.238936; ESTs. Weakly simRar to ('JeflJ^/W^^-^^'fJ^ ^ 

415444; BE247295; Hs.78452; solute carrier famly 20 (P»>«pha^fran; P^ 
65 444184* T87841: Hs.282990; Human DNA sequence from done RP1.28H20 ; pkmase.RI01.APH.K0W:TMFMn 5.36. 132 

410434!AF051152:Hs.63668;to^^fecepto^^LR^^LRRCTJ^^^ 

429023; NWL000312; Hs.2351 ; protein C Onactivator of coagulalion fa; EGf^yP«««^lJ.^^^^^^ 

421559: NiyL014720; Hs,1057S1; Ste204elaled seime/lhreomna kinase; pkinase.W2TM=Mn s.3i, A/o 

429922; Z97630; H8.2261 17; HI Wslone family, member 0; linker Jlstoc»e:TM=M:; 5.Z7: ai2 
70 440682:AW362152:Hs.27l81;nudearfBC8ptofbindlngfartor-2;cydin.ba^^ ,^«K.TM=v.Qfi=M-«;9S-ii 26 

41155^. AA102670; H5.70725: gamma-amlnobutyric add (GABA) Arecepto; ^teur_chanJ^D^l^^^^ 5.25. 11.26 

428234; U93553; H3.183123; nudear receptor subfamily 5, group A. ni; 

408683: R58665; Hs.46847: TRAP and TNF receptor-assodaled protein; EwJ_endojihos;TM=M:; 5.19; 6.a 

408657; AA782601; Hs.173328: ESTs; B56.none: 5.18; 5.47 c 17. i(» 

75 438746 A1885B15; Hs.184727; Human melancma-assodated anfigen p97 (m; trarisfemn.Guanylate^kin.PD^^^ 5.17. 4.02 

438698; AW297855; Hs.361 171: ESTs. WeaWy similar to 138022 hypoftetr. npoxygenase,PLAT.none; 5.16; 2.91 

442200! AW590572; Hs.235768; ESTs; none.none; 5.1 1; 4.22 ^ •o. o 7* 

418738' AW388633; Hs 6682; solute carrier family 7, (catfonic amino; none^ione; 5.08; Z.71 

419088; AI538323! H8.367688; integrin. bete 8; integrin_P.none; 5X)7; 3 53 „ „ . „ . 
80 414555: N98569: Hs.76422: phosphdipase Ai group IIA {platelets, ; PhosB^T^^^J^Y; 5.0o 3.42 

408414; AI114688; Hs,193400; ESTs. WeaWy sinnlar to 2109260A B ceH ; fn3,ig:TM=Y:SS=M; 5.05; 3.41 

430407; H23551:Hs.30974; ESTs; pkinas8.PBO.none: 5.03; 1.63 ciwi.c<i 

427127; AW802282; Hsji2265; pyruvate dehydrogenase phosphatase; PP2C,none; 54W! 5.14 

531 



wo 03/042661 



PCTAJS02/36810 



452194; AI634413; Hs.373599; UbIquilBvnte protein FAT1077? - dhiWq; non8,none; 4.98; 2.65 
410073; AW408163; Hs.58488; catenbi (cadheriivassodated protein), a; SbUimln.Vlncunn;SS=** 4.97i lOiO 
409430: R21945; Hs.346735: spQdng factor, a^g^nine/feerin8^fch 5; DSPcRhodanes8.non8; 4.98; 187 
432841; M93425: Hs.62; protein tyrosine phosphatase, non^ecept Yj)h05phalase;SS=M: 4.88; 21.69 
433470: AW960564; Hs,351316; transmembiane 4 superfamDy member 1; nona;TM=Y;SS=M; 4.88; 4.60 

4185M; AW005895: Hs.250897: TRWused gene; B8ndL41,ERM.pkinasoW4J«W?r>l!AM.Nucteopl^^ 4-7* 
5.47 

421425; Aia)01S64; Hs.10422i hypolhefical protein FU10702: eftiand.kazd,arf.r8s.7lm_1;TW=M;; 4.75; 5.41 

414135: NIUL0M419: Hs.2128; dual spedlicfty phosphatase 5: Rhodane58.DSPcYj)hosphatase;TM=Ms 4.74; 9.76 

417640; D30857; Hs.82353: protein C receptor, endothelial (EPCR); none;TM=M;SS=M; 4.73; 4.6fl 

430630: AW269920; Hs.2621: cystafin A (stefin A); cysta8n;TM=M;: 4.66; 5.61 

452239: AW379378; Hs,356289; protein tyrosine phosphatase, receptor C nons.non0: 4.63; 6.62 

427333; AF067797:Hs.176658;Bquaportn 8; MIP:T»A=Y;SS=M; 4.63; 0.80 

431890; X17033; Hs771986; Integrin. alpha 2 (C049B, alpha 2 subunl; vwa,InleQrin_A.F&GAP;TM=Y;SS=J* 4.58; 1 1.38 
428085; AI634046; Hs.157313: ESTs; lCEj>20.OH),ICEj>10,ICej)20,OeD; 4.55; 4.51 
428582; BE336699; Hs.l85055: BENE protein; none;TM=Y;SS=M; 4.64; 8.76 

416224; Nht002902:Hs.730a8;relicuIoca]t)in 2, EF-hand calcium bindln;elhand;^^ 

450056; BE047394: Hs.8208; ESTs. VfeaWy simibr to 871512 hypolhelfcABCJraaABCjnBmbraneJgJi^^ 4.49; 10.47 

414987; AAS24394; Hs.294022; hypolhetica) protein HJ149S0; SH2:TM»M;: 4.41; 7.27 
447232; AW499834; Hs.327; intertetildn 10 receptor, alphac none;TM^SS4lt 4.41; 1025 
433208; AW002834: Hs.24095; ESTs; arf.Ca.channel_B,SH3; 439; 12.14 
403208; ; ; Target Exon; lecfln_cnone; 4.37; 0.76 

440486; BE243S13; Hs.7212; hypothetic^ protein PP1044: LRR.PAADJiAPiaAAA.CARaNB^C;NA;NA: 4.36; 10^ 

414278; AA3301 16; Hs.355877; Human glucose transporter pseudogene; none,none; 4.35; 7.95 

424833; NWL003894; Hs.l53405; period (DrosophBa) homobg 2; PAS;SS=M: 4.34; 6.23 

422573: AW297985: Hs.295726; integrin, alpha V (vitronectin recepton FG-GAP.mtegrfn^none; 4.32; 5.85 

418721; NM_002731: Hs.87773: protein lonase. cAMP-dependent. catalyO; pklnase.pWnasa_C;SS=M: 431; 3.09 

412330; hflyLOOSlOO; Hs.788: A kinase (PRKA) anchor protein (gravin) ; none;TM=M;; 4.25; 1Z74 

421939; BE169531: Hs.109727; TAKl-tjinding protein Z KIAA0733 protein; zJ.R8nBP,CUE;TM=Mn 4.25; 1154 

414774; XD2419: Hs.77274; plasminogen acthrator, uroldnase; laingla.trypsin.planLthionlns;SS=M: 4.24; 6.91 

418526; BE019020: H8.85B38; solute carrier famfly 16 (monocariJOxyTic; none;TM=Y:SS=M; 4.22; 52! 

415801; R24219; Hs.278443: Fc fragment of IgG. low affinity lib, re; ig:TM=Y;; 4.16; 7.22 

417866; AW067903; Hs.82772; collagen, type XI, alpha 1; Co!lagen,COLH,TSPN,lamlnin_G.CorA;SS=M; 4.16; 9.27 

445496; AB007860: Hs.12802: developmeni and difrerenfiation enhandn; SH3,ank.PHM3ap:TM=M;; 4.15; 23.43 

436075; BE090176; Hs.179g02; transporter-tike protein; none;TM=Y:SS=M: 4.14; 3.76 

414462; 6E622743; Hs.301064; arfapQn 1; none,none; 4.08; 13.43 

435730; AB020635; H8.4984: K1AA0828 protein; AdoHcyase,TritA-N,2-HaddJDH_C;TM=*A;: 4.06; 9.12 

431681; AK000378; Hs.267566: hypothetical protein nJ20371; 5ugar.ti;TM=Y:; 4.04; 10.05 

429379; NM.014840: Hs.200598: KIAA0537 gene product; pWnase.RI01;TM=M;: 4.00; 6.35 

429061; Y14039; Hs.195175; CASP8 and FADMkB apoptosis regulaton lCe_p20,DED;TM=M;; 198; 5.66 

405203; ; ; NM 002086*:HomD sapfens growth factor re: SH1SH3;TM=M:; 195: 17.71 

409335; NI\1.00150?, Hs.53985; glycoprotein 2 (zymogen granute membrane; zonaj)eliudda;TM=M;SS=M: 194: 0.58 

445006: NlyL004403: Hs.13530: dealness, autosomal dominants; none:TM=M;SS=M; 189; 7.59 

413899; AF083892: Hs.75608; tight junction protehi 2 {zonaocdudens; SH3,P0Z,GuanylateJdn;TM=M:; 184; 8.89 

438000; A1825880: Hs,5985; nofvWnase Cdo42 effector protein SPEC2; non8;TR4=M;; 3.83; 4.22 

418054: NM.002318: Hs.83354; tysyloddasotol 8RCR,LysyLoxldase;TM=M:SS=M; 181; 6.45 

450285; AW383256; Hs.24752: spectrin SH3 domain binding protein 1; SH3;TM=M:; 178; 8.49 

417141; U22662; Hs.347353; nuctear receptor subfamily 1. group H, m; hormone_fec,zf'C4;SS=M: 177; 4.22 

456376; AA663904: 1^.89862; TNFRSFIA-assodated via death domain; dealh;TM=M:: 3.68; 4.92 

438113: AI467908; 88.8882; ESTs; 7trrLl,none; 3.59; 1112 

4l4883;AA926960:Hs.348669;COC28 protein kinase 1;CKS;: 3.58; 10.93 ... o« c.n 

429952; AF080158; Hs.226573; Inhibitor of kappa light polypepfide gen; pklnase.ublquitin.Enteroto)drLA,PH04,pHnase.ubiquitin; 157; 5.10 

415088; AI077288; Hs.374374: senim/yuoocorlfcold regulated kinase: nonejwne; 156: 4.60 

418478;U38945;H3.1174;cycrBKtependenlklnasehhIbitor2A(me;anksl55;4.52 ^^^^^ „ 

448569; BE382657; Hs.21486: signal transducer and activator of trans; SH2.8TAT,STAT.«nd,STATjirot:TR*:W:; 154; 119 

434608: AA805443; Hs.179909; hypolhetfcal protein FU22995; none;TM=ftte 152; 9.70 

400288; X06256; Hs.149609: Integrin. alpha 5 (fibronectin receptor.; lntegrirLA.F&GAP;TM»Ys 145; 6.44 

445350: AF052112; H3.12540; lysophospholipase 1; abhydrolase_2;TM=Mn 141; 8.03 

418255: AW135405: Hs.37251: ESTs; pkinase.none; 141; 1197 . «^ 

408822; AW500715; Hs.57079: Homo sai»ens cONA FU13267 fis. done OV; PIP5K.non8; 3.40; 197 » 

426432; AF001601: Hs.169857: paraoxonase 2; Aiylesterase:TM=M;: 139; 1U4 

431529; AU077025; Hs.265827: interferon, aJpha^ndudWe protein (do; none:TM=^tSS»Y; 139; 5.10 

414291; A1289619; Hs.13040; G proteifroouplad receptor 86; 7tm_1:TM=Y:SS=^4 138; 10.25 

457329; AI634860; Hs.247043: type 1 tumor necrosb factor receptor sh; PBptidase_M1;SS=M; 138; 1178 

411125; AA151647: Hs.68877; cytochrome b-245. alpha polypeptide: none;TM=Y;SS=M; 3.36; 4.17 

443710; AI928136; Hs.9e91; Homo sapiens cONA: FLI23249 fis, done C; Galphajione; 132; 2033 

454294; AB000734; Hs.50840; JAK binding protein; SK2;TM=M:; 131 ; 6.94 

408912: AB011084: Hs.48924; KIAA0S12gene product; ALEX2: Armadilto_seg;TM=M;SS=M; 129: 3.07 ^ „ ^ 

426728: NiyL007118: Hs.367689; triple fundtonal domain (PTPRF Interact; SH3 jg.pkinase,PH.6pedrtn.RhoGEF;TM=M;; 3.27; 14.90 
427202; BE272922: Hs.173936; InterieuWn 10 receptor, beta; TTssue,fac:TM=Y;SS=M; 124; 4.49 
413076; U10564; Hs.75188: weel (S. porabe) homotog; pidnase;TM=M;; 124; 1127 
425976; C75094; Hs.334514; N622 protein: vdtage.aC;TM»Y;SS»M; 123; 1140 
417534; NIWL004998; Hs.82251; myosin E; SH3,myoslnJiead.lQ;TM=Mr. 121; 15.21 

458097;AW341135;Hs.58104;ESTs;none.SH3.PiD:121:7.34 .^,^o« 

437928; NIUL005476: Hs.5920; UOP-N-acetylglucosaTAw-2-cpimerase/N-ac: hexokinaso,FGGY,ROK.EplmBrasa.25S»M; 120; 138 
425177; AF127577; H8.155017; nudear receptor Interading protehi 1; none:SS=M; 119; 5.09 

416094; AVV995512:Hs.225977;nudearrec8ptorcoadivator 3; none,non8; 118; 4.17 ^ „ c^^^-roo 
45348% AA300067; H5.102000: hypoMcd p«ldn 0KFZp434N185; F5.F8.type.(;pkinase.Ets.F5.F8.type.C.pJdnase.Ets; 117; 7.88 
414914- U49844- Hs.77613; ataxia tatenotectasia and R8d3 related; FAT,FATC;PI3J'l4_Wnase;T»A=M;; 116; 4.71 

7.19 

415662; AW972481; Hs.170610: ESTs. Highly aimlter to 601887 MEK Unas; pkln8S8.nQne; 116; 7.21 
407788: AA68753B; H8.38972; tetraspan 1; lransn»Bbrane4;TM»Y;SS4* 115; 2166 
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437175; AW968078; Hs.87773: pcotdn kinase. cAMP^te^ 

409270; BE090051; Hs.23120; PIST; fn3.pklnas6.PDZ.DUF139;TM«Y;S^; m 7^^^^ 

4^9591 AF090900;Hs.91393;HomosaplenscDNA:FU21887fe.cto^^ 

447225; R62B76; HS.17B20: RhMSSOdated. cd^eM oontoning p; P^^P'S^^^"^^^ ^ 
5 41269i AF0442B8; Hs.74515: aiyl Mrocarbon leoeptorm^ 2-95. 12.28 

409274; NM.003930: Hs.52644; SKAP55 homologuc? SH3.PH:SS=M: 2.9 ft 14.62 
417707; AIJ0357B6; Hs.82425; acfin related protein 2^ complex, subun; "J"^]^^", • ^^^^ 
427045; H86504; Hs.173328: protein phosphatase 2. regulatory subuni; !f 6;T^^^^2^°S^^^^^ ... .53 
431177; NM_003304; Hs.250687; transient receptor potenfial channel 1; «"-'rans.anl^TM-Y 2.89. 6.53 
1 0 44342B; AF09B158; Hs.9329; chromosome 20 open reading frame 1; none;TM=M;; Z-BJ, 9.1 b , qr. q qa 
418546- AA224827' ' Qb nc32Q04.s1 NO.CGAP.PrS Homosaplens I waMegnn J^FG^P^none. 2.86 9 94 

454080; AI19971 1; Hs.576; fucosidase. alpha-L- 1. tissue; AIpha_Uuaw:T^^^f^^^^^ 28.84 
4^^W94322;Hs.27965l;melanomalnhibitDiyacU«^^ ^r^^o-n.^na^ 
1 5 4^0I>: U26710; Hs.3144; Cas-Br-M (murine) ecbopfcrelrovird tr;rf.C3HW,UB^(X.I^^W^ 2.77. 10.93 
444488; AW192879; Hs.355660; andenl conserved domain ppoleta 4; none^none; 2^12^?. , 
417904- AI7S0762; Hs.82911; protein tyrosine phosphatase type IV\ m; Yj*05Ph55e.J^^Pc;TJ^Mj. ^^^^ 12.78 
SS2^36;Hs.1^^^^ 

419262; AA834564; Hs.29131; nuclear receptor coactivator 2: PAS^-^H2.SET^73. 1ZW 
20 410793- AW581906; Hs.66392; Intersedln 1 (SH3domain Prote8n);SH3.e5»d.WH.RhoGEFMp-W 
S:AA972^^^^^^ 

414443: AU07726B; Hs.76144; platelet-^lerived growth factor receplor.; ^g.pldnasB:T^A=Y.. 2.71 . lOjM 
4S268? Ai089575; Hs.374574: progesterone membrane binding protein; homwboYone; Z69; 1253 

453915; AA588721; Hs.12284; ribosomal P"*^;?}^^; 

416810; AF035606; Hs.80019; programnved cell death 6; efhand;TM-M.. f 61. 13^9 

AA332057 Hs.6639; hypothetical protein MGC1 5440; non^TM=M;SS=M; 2.58; 1019 
Sw30681;Hs.146233:HomosaptenscDr^^^ 

409098^ AAl32672:Hs.7984;,tecteWnhon»logy.^^ 

413040; AA193338: Hs.12321: sodium calcium ejxhangen Nj-^;fjT^SS-^^ 

422070; AF149785; Hs.1 11126; pituitary tumor-transfoimmg 1 1nteract); ^^TP-Th^M^SS-Y, Z^^^ 

35 452289- BH568205; Hs.2a827; mitogen^tivated protein kinase l«nase 'jP^^^ff^^^^ 
427657; AV652249; Hs.180107; Polymerase (ONAdirecled)>^ 
446287; BE247683: Hs.1461 1; dual spedfidty phosphatase 1 1 (IWRNP; DSPc;SS-M. 2.41. 9.51 
410017 AW952426:Hs.109438; Homosaplens cloneM^^^^^ 
424756; AW504657; Hs.152931; lanin B receptor; ERG4_ERG24.FKBP;BA=Y;; 2.40. 5.98 

40 447580; AI953360: Hs.88201; ESTs; none.none; Z36; 1 1 .63 
r26276;AVV881411;H5.169078;hypotheticalproteInFU 
424441 X14850;Hs.147097:H2Ahi8bnefamiIy.|^^ 

429623; NM.005308; Hs.21 1569; G protalnK»upled rector k,n»e || 
439866- AA280717; Hs.6727; Ras-GTPase acOvafing protem SH3 domain, frm.mT2;TM-M., 
45 453648! W21493; Ks.28329; hypothetical protein FIJI 4005; none.non9; 2.31; 1319 

443951; F13272; Hs.356835: ferritin, light polypeptide; PMW2_Cbudin.none;^1 . 8.^^ 
453327; AW500180; Hs.356109; tryptOfihanyHRNA synthetase; "m-vwa^F^GAP. 2.30; 13.02 
439256; AA322302; Hs.183302; PCTAIRE protein Mnase 2; nonejione; 126; 10.36 
S?f67 5u929392;Hs.350026;OnaJ(fe^ 

426440; BE382756; Hs.169902; sohite carrier fanjiy 2 (ffj^,^^;;i"?^^^^ 
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456607; A(660190; Hs.106070; cycTuvdependenl kinase Inhibitor 1C (p5; WMMW.. 2.25, 13.11 
423960;AA164516;Hs.l36309;SH3<»nfaim-nopn>telnS^^ 

424058; AL121516; Hs.138617; thyroid homwne receptor toactor 1^ HECT ^ 
446644; NM_003272; Hs.15791 ; transmembrane 7 superfamily member 1 wn8.B^Y,SS-M. Z1B. 15.58 



55 411218; H46440: Hs.180628; dynamin l-Bke; dynamm.2.dynamin,GEp^. Z18; crp.TifcU:SS=lA 2 14* 11 24 

414721; X90392; Hs.77091; ribosomal protein L10; Exo.endoj)hM.R.teon^.L OeA^^ 2.". 11.24 

SSlS^^^^ 

60 SS^^fflit?^ 

2.12; 14 05 

453064; f^40334; Hs.89463; potassium large coydw^oecaWum^ '^tlS^i, el^ri^nnnA. 9 08: IIjBO 

409223; AA312572; Hs,362852; phospholnost8de.34dn8S9.fegitetojM: 11-W» 

414482; S57498: Ks.78252; endothein receptor type A; 7tm_1:TM=Y;SS=M; ^05: 
65 414496; W73853; Hs.355424; ESTs; pWnase.F5,F8.lype^C,adh^hort^e; 2.05; 13.« 

450455; AL1 17424; Hs.25035; chtoride inbaceyar channel 4; rone.Tfg2.M; 19.M 

449906; NM_005638; Hs.24167; synaptobrevlivflke 1:8ynaptohrevlnJ*TF2;TM=Yn Z04. 13.34 

422112; BE540240; HS.1117B3; Uml protein; Sm.BAG:S&=M; 2.03; 12.60 

434935; BE561824: Hs,273369; uncharacterized hematopocetic stenVproy ; ^^<^}!^J;^. )Jf f 
70 433427- A1816449: Hs.171889; cholinephospholransfBrase 1; SH2,CI)P-0H_P-trBnsf:TM=M^ 2.0? 16.87 
aS7; Hs.302738; HoTS^i^cDNA: FU214251i8 ctoneC; Sj^^^ 

440481 M182907:Hs.7200:Homo8aptens, done MGaiB7^^^ 

434545 AF255303; Hs.112227; membrane-assodaled nuctete arid binding; 2K^.flpdh.AdeM^^^^ Z.W;ai5 
41011^ AW996564; Hs,250824; Homo sapiens CONA: FU23435fis.cloneH; pkinase,none; 1.99; 10.64 

75 414636; AL120259;Ks.76691;stannin;none;TM=M;SS=Y: 1.95; 7.72 

408176; AK001 553; Hs.43436; adenylate kinase 3 alpha Hka; atenylateWnffiejrion^ 1.9^^ 

422690; AU077275; Hs.1 19222; suppressten of hJmorigenfcay 13 (ooton : JJWft^Jfcjl-W; 10.91 

427881; BE538296; Hs.323834: cytochrome c o»dase suburtt\ta; none.Q<AP; 1.9ja-57 . o> 19 « 

433387; L76528; Hs,3280; presenliin 1 (Alzhehner disease 3); Preseriin.7tn\_3,a»dored_q5_N;TM=Y„ i.a^ i^w 

80 453938; AF0a2S69; Hs.36794; CWype cycTHvinteracfing protein 1; B56:TM=Ms 1;S J12.74 

433592; NH,0M642; Hs.3436: deleted in oral cancer (mouse, homotog) : "wejlj^^^ ^ 

447791; BE241859;Hs.19575;CG|.11 protein; V-ATP8seJ1^madlIto^;TM=*te 1J8; 

426359; AA376409; Hs.10882; Homo sapiens cDNA: FU23313 lis, done H; adenylalBHnase.nonfi: 1.88: 14.95 
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432650; D00860; Hs.56; phosphoribosyl pyrophosphatB synthetase ; iume,non8: 1^ 12.70 
424250; AF073310: Hs.143648: InsuDn receptor substrate Z PH,IRS;TM=Mn 1.86; 19.50 
42448% BE268621; HS.14915S; v6Uage<lependent snlcn channe) 1: EuU»r1ii;SS=M: 1.85; 1 1.29 
42S33S; BE394327: HS.2962S7: foOistaOivlite 1; efli3nttkazal,af,rasJtin_1;TM^; 1.85; 13.62 
5 426122; NML006925; Hs.166975; spfidng tactor, a^glnInefeerin8^teh 5; inn;SS=M; 1,83; 10.88 

451579; AW607731; Hs.26670; Human PAC cione RP«15N1 from 22q11.2-(|; kringle:TM=Y;SS=M; 1i3; 2035 
428901; A1929568: Hs.146668; K1AA12S3 protein; 7lnLZUPF00ATMS.TOE;TM=Y;SS=M; 1.83; 19.00 
453963; AA040311; HsJ2B959; ESTs: pMnaseAArblJecpma: m 15.25 
417414;AA434589;Hs.367676;dUTPpyrophosphaiase;dim>ase.KRAB; 1.81; 14.20 
10 414521; 028124; Hs.76307; neuroblastoma, suppiesston of tumongeni; OAN;THA=M;SS=M; 1.81; 2UB 

425356; BE244879; Hs.155939; Inosftol poJyphosphalB-5f hosplatase. 14; Exo_endoj>lK)s.SH2:TM=M;; 1.80; 1830 
417733; AL048678; HS.82S03; Rsapiens mlWA lor SrUTRof untawwn prol; non8;NA;NA; 1.80; 6.28 
424805; AF230904; Hs.153260; c^nleracfing pioleh; SH3:TM=Mk liO; 11.99 
420747; BE294407; Hs.99910; phosphofructoHnase, platelet Pf=K:TM=Mr. 1.79; 25.25 
1 5 416819; U77735; Hs.80205: piro-2 onoogene; pklnase;SS=M; 1.78; 15.25 

437708; AB033020; Hs.5B01; WAA1194 protein; LRR.Exo_endo_phos;TM=M;; 1.77; 11.11 
439877; H39685; Hs.258730; tryptase beta 1; pWnase;SS=M; 1.77; 21.91 
440256; U23&41; Hs.188S1; hypothe8cal protein FIJ10875; none,UBA.UBX: 1.76; 1Z9S 
425367; BE271188; Hs.155975; protein tyrosine phosphatase, receptor!; none;TM=M;SS=y; 1.76; 21.01 
20 414703; BE243877; Hs.374366; ATPase, Na? transporeng. beta 3 pdypep: Na_K-ATPase:TM=Y;SS=M; 1.75; 20,03 
443633; AI344782; Hs,349261; DnaJ (Hsp4Q) homdog. subfamily C membe; nTn.DnaJ.TPR;TM=M;; 1.75; 13.29 

437412; BE069288; Hs.34744; Homo sajfens mRNA; cDNA DKFZp547C138 (fr, ABC_lran.GTP.EFTU^Cjnembran8jion8: 1.75; a75 

413796; AW40B094; Hs.75545: tnlerieuWn 4 receptor, fn3,granunn;TM=M;SS=M; 1.74; 14.73 

438438; AA257992; Hs.50651; Janus Itinaso 1 (a protein lyrosbe Wnas; pWnasB,SH2.adenylatekinase;ione; 1.73: 24.10 
25 429655; U48959; Hs.211582: myosin, light polypepfideWnase; P'?5SS?te2*l^^^ r vt»^ i t* ir«7 

421456; AW579842; Hs.104557; hypothetical protein FU10697; 2f.C2H^0UF18.8lha^d.C2^^aC.Y,P^PlJCK;T^*4*; 1.73: 1M7 

444252; R21135; Hs.54985; ESTs; none,none; 1.71; 10.40 . , ^ 

442B19; BE622721; Hs.284275; Homo safdens PAK2 mRNA. complete cds; none,pklnase,PBO: 1.69; 14.02 

447918; AI129320; Hs.1 15175; ESTs. Highly slnylar to JC5818 gamma«t; pJdnase.SAM.none; 1.69; 17.14 
30 429279; AB018271: Hs.198689! KIAA0728 protein; Myosln_tffll.elhand,8pectrin.GA82,MyosliLtail; 1.68; 14.21 

450440; AB024334; Hs.25001; lyrosin© l^monooxygenase/tiyplDphan S^no; 14^TM=M;: 1.67; 24.67 

413423; AU0766a4: Hs.75350; vincuHn; VincuIin,none: 1.65; 29.28 

420972; AW814616; Hs.31431; hypothetical protein RJ12171; FroctosamInJdn;SS=M; 1.65; 10.75 
416884; M60484; Hs.80350; protein phosphatase 2 {fbmierty 2A). cat; Met8llophos;SS=M; 1.63; 24.55 
3 5 436719: Y11192: Hs.5299; aWehyde dehydrogenase 5 family, member ; lipocarnvaIdedh.ublqui8n,IRJ<;SS=M; 1.61; 1U0 
419223; X60111: Hs.1244; C09 antigen (p24): transmembrBno4;TM=Y;SS=M; 1.61; 14.93 
414176: BE140638; Hs.75794; £00-2 (endothelial dUferentialion. lys; 7tmJ,CRCB;TM=Yn 1.61; a03 
431476; BE612705; Hs.256697; histidlne triad nucleotlde^)tnding prote; HrT;SS=M; 1.60; 24.37 
412347; AW970026; Hs.73818; ubiqulnokytochrome c reductase Wnge p; UCIl.hlnge.fralph8.arf;TfA=M;; 1.59; 18.ra 
40 423804: AW403448; Hs.l706; InlerfMWVstlmulaled transcription fact; IRF,zW3HC4.IBR^-RanBP:TM=M;: 1.59; 10^ ,«fiA,Tu=u.. i 91; Q7 

4265521 BE297660; Hs.170328: moesin; Band 41.ERM.pMnase.lJW.IJW«:T,MAM,Nucleoplasmln,Troporoyosb^^ tSB. 25.97 

428216; M18458; Hs.183037; protein Wnase, cAMP-dependenl regulato; cNMP.bindlng,RIla;SS=M; 1.56; 10.58 
421251; Z28913; Hs.102948; enigma (UM domain protein); UM,PD2;SS=M; 1.56; 13.51 
448581: NM 002709; Hs.21537; protein phosphatase 1, catalytic subunlt; none.none: 1.55; 12J3 ^ , „ „ „ 
45 417098- AB017355; Hs.173859; frizzled (DrosopWIa) homolog 7; Frtzzled.Fz,7UnJ,taxirL2;TM=Y;SS=M; 1.55; 13.77 
437076; AA951260: Hs.5443; BCL2.assodaled athanogene 5; BAG.Hantajnicteocap;TM=M;; 1^: 10.93 
426653; AA530892; Hs.171695; dudi spedlidty phosphatase 1; Rhodanese,D$PcYjhosphatase;TM^: 1.54; 1 1£8 
421143; AB024536; Hs.10217l; Immunogtobufin superfamBy containing le; lg.UW,LRRMT,LRRCT:TM=M;SS=M: 1.63; 23,05 
414457; AW514320; Hs.76159: ATPase. H transporfng, lysosomal (vacuo; pWnaseATP-synLCwe; 1,53; 3Z59 
50 414382; AW380339; Hs.8058; hematopdatic PBX^inleractlng protein; M;TM=Mn 1^2; a66 
450998; BE387614: Hs.25797; splicing factor 3b. subunlt 4, 49kl>, mn;TM=M:; 1.52; 11.74 
402705; ; ; acfivator of S phase Wnase; AhpOTSA;TM=M;SS=M; 1.51; 26,85 _ _ 

426268; AF083420: Hs.168913; seAieAhreonlne Wnase 24 {Sle20. yeast pldnase:SS=M; 1.50; 24.04 
414604; AU076649; Hs.76556; growth arrest and DNAKJamago-induclble 3; nonB:TM=M;: 1.50; 14.35 
55 445584; AF217518, Hs.8360; PTO012 protein; none;SS=M; 1.49; 12.00 

407232:X04526:;gb:HumanlhrermRNAforbetMubunlt8Jg;WD40;TM=M;:1.49^^ . ,,^™^.«s=m.izii.«91 

424208: N1UL003734: Hs.198241; amine oxldase.copper containing 3 (vase; C".an<ne_fl^.Cu.arnlne_«d^ 13.21 
458761- AF090922; H5.152738; mitochondrial ribosomal protein L11; ERJumenjwept,R2x)somaU11.RibosomaLLl1 JJ.TM=Y:SS=M: W iz.a) 
426340; Z97989; Hs.169370; FYN oncogene related to SRC. FGR. YES; BNR.SH2.SH3j)WnaM;TM=Y;SS=M; 1.48; ipj 
60 414166; AW888941; Hs.75789; hknyc downstream regulated: 0EADJieiicase„C.mn.Mdr,QfOw>«.TlUW,viyc.^^ 
betaDUF139,TPR,OSPc,tspJ.Ribosomal.S21,ryp;TM=M:; 1.46; 2a47 
452516; AA058630; H5.29759; RHA POLYMERASE I AND TRANSCRIPT RELEASE ; none;SS=M; 1.46; 1Z72 
414240; AU)46742: H8.76842; dual-specificity tyrosine^YHihosphoryn pklnase;SS=M; 1 .45; 14.38 
420532; AA248016; Hs.194110: hypoftetted protein PRO2730: pWnase,WD40:SS=M: 1.43; 13.92 
65 402575; ; ; Rho GTPase actlvaling protein 1; PAP2;TM:»Y;8S=M; 1.43: 13.71 

414765; X07854; Hs.77269; guanine nucleotide binding protein (G pn fraJphaMTW^M." 1.41; 24.62 
44842% BE390905; Hs.21198; translocase of outer mitochondrial membr; TPR;TM3M;SSsM; 1.41; 10.70 
422587: AI879352: Hs.1 18625; hcxoWnase 1;h9XDMnaseJ»exoWnase2;TM3M:: 1.41; 19.31 
415995: NWL004573: Hs.355888: phosphollpasa C, beta 2; C2.PWL0.Y.PM'LCX;TM=M.-; 1.40; 1 1.21 
70 446108; AU)36596:Hs.42322; A Wnase (PRKA)andujr protein 2; Paralemmln;TM=M:;t^^^^^ 

427721; A1582843; Hs.1B0455: RAD23 (S. cerevbiae) homolog A; ubiquifin.UBMntBgrfn_3;SS=M; 1.3% 15.01 
417891: W79410; Hs.82B87: protein phosphatase 1, regulatofy (Inhib; nona;TM4te 1^ 15.97 
427373: AB007972: Hs.130760: myosin phosphatase, target submill 2: ank:TW=M:: U9; 14.49 
446334; U52427; Hs.14839: potymarase (RNA) U PNA directed) polyp: 
75 COX8,SHMT,MIF,(3ST.C.EFt(5,domaIn.GST.N.Sl.Fz.Frizzled.c*et^ 

447042; AB035863; Hs 182217; 8UCCinaie.CoA Ogase, ADP.(omiing. beta ; ligasftCoA.ATP-graspACPSase_l^D2,GARS.B;TM=Y;SS=M; 1.37. 11.37 
427705; A1870421; Hs.180394; signal recogrtBion pallida 14kD Qiomalo; SRP14.TNFfLc6;SS=M: 1.37: 22.05 
425969; AW576265: Hs.301763; K1AA0554 protein; SH3 WHR1;TM=Ms 1.37; 13.68 

433572; AL046859;Hs.3407; protein kinase (cAlyPKlependent.calal^ „._x/or ... . « 

80 410597; W16518; Hs.279518- amyloid beta (M) precarsor.6te protein; Kunit2^BPTVA4„EXTRA.Coprogen.axJda5:TM=Y;SS=M: 135; 22.54 
418424; Y13822; HS.8S0S7; latent transforming growth factor beta b; EGF,TB.fipldertO)dn.granuQn.ANFjoceplonSS=M: 1.34; 1Z09 
442603; AL035719; Hs.303091; pleckstrin honiDlogy. Sec7 and eoaedto* PH,Sec7:TM=M:; 1.34; 11.40 
418043; AW377752; Hs.83341 : AXL receptor tyrosine Unase: fe34g4>Wnase;TM=Y;SS«M; 1.31; ia79 
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439278; AF077IM6; Hs.651 8; gangllosJde expressran f^^^^ 

425875: AU077333; Hs,160483; erythfocyle membrane P[^ein band 7 2 s; ^^^^^^ 

407744: AB020629: Hs.38095: ATP-binding cassette. sub.fatT% A (ABC ; ABC.toPRK.TM-Y.8S=M. 1^ 10.95 
420679; X57152; Hs.99853; fibriHarin; CKJLbe!a.RbiiIlann.Wp40;TM=Kt: 12^^ 
5 427397; AI929685; Hs.177656: calmodulin 1 (phosphocylase kii^. «tod.Rma^ 
424661; M29551; Hs,151531; protein phosphatase 3 (fennerly 2B), Metetophos.^^^^ 
428950; BE311B79: Hs.194673; phosphoprotein enridied in astrocytes 15; DED;TM-M„ 1.^7. n.is 
4W820! AIJD31B46; Hs.356416: plakophilin 4; none.none; 1.26; 10.65 
^ 448153; Y10805;Hs.20521; HMT1 (hnRNPm^tef«feraM S ^g^^^ 
10 447386- NM 006289; Hs.375001; KIAA1027 protein: Ban(L41UVVEQ;ipoHpyrotehJRS.SS-^^^^ 
SBEMT909;Hs.27995^gl^^^^^ 

1 18' 1691 

1 5 402559;'; ; Rho GTPase activating protein 1; PAP2;TM=Y;SS=M: UB; 1M9 ' . . „ 

426636- BE242634; Hs.2055; ubiquiUn-adJvating enzyme El (A1S9Tan;-nyF.UBACT;TM=M.. 1.14. 1099 

42577^ BE256238; Hs.193153; bridging tnlegralor 1; BAR,SH3;SS=M; 1.14; 11.38 

406906' Z25424; : gbiRsapiens proleln-serine/lhreoninc W; none,none: 1.13; 12.87 

44393^ AW888222; H5.9973; lensin; SH2.WW.P!D.none; 1.07; 15.41 
20 421996; AW583807: Hs.1460; glucagon; homMne2;SS=M; 59.35; 161 ^«fcv.cs5=M. W 9fi- 4 S7 

41499& NM 002543; H5.77729; oxidised low density Hpoprolein (ledm; le|*^.c;TI*=Y.SS-M; 22.96 4.57 

442573: H93356; Hs.7567; branched chain ^^^^^^f^^'^^.-^^^S^^ 

451035' AU076785: Hs.430; plastin 1 (I isoform); emand.CHAiaphn»N;SS-M, 19.Z5; 3A» 

408243! Y00787; Ks.624; tnterteukin 8; HLH.PAS.iL8;TM=M;; 15.53; 4.34 
25 421340; F07783; Hs.1359; decay accelerafing factor for complwiient sudii;^!* 14J4. 19.59 

422260: AA315993; Hs.105484; regeneraOng gene type IV; l«*n-C:SS=M: 14.71; 2.ra 

430280: AA361258: Hs.237868; interteuWn 7 «*ieP»onfti3,none; 14^2^^ 

412116" AW402166' Hs.784: Epsteiiv-Barr vfrus induced gene 2 (lymph; 7tm.1JM=Y,5S=M. lin, iz.oo 
45182^; AW058357: Hs.199248; ESTs; 7tm J;TM=Y:SS=M; 10.18; 167 
30 418693; A1750878; Hs.87409: thrombospondin 1; EG^^'^P-l'^'Tf N'^P-^f J^I^S^^^^ a gr- 4 qr 
448105 AW591433;Hs.298241:Transn«mbraneprolK«e s^^^^^^^ 
456266: 129073: Hs.198726; cold shockdomain protern^- 7^^^^^^ 
413095: AA494359:Hs.30715: potassium vollage^atedchan^^^^^ 

417933- X02308: Hs.82962; thymidylale synthetase; ihymldylaLsyntMR.Kft£,MIUtt£.N.^ B.97. 5.01 
35 433334I AI927208; Hs,231958; matrix metaUoproteinase 28; Pepti^-MlO.none; 8.71: 4.28 
418030; BE207573: Hs.83321; neuromedin B; ?om^est";T^NM;SS=Y^^^^ 
433437: U20536; Hs.3280: caspase 6. apopK^s-rela^ed ' 
449523; NM_000579: Hs.54443: chemokine (OC >™>llJj«i^P^;?i 

428513; BE220806; Hs.184697; Homo sapiens ctone 23785 mRNA sej^nce; ^^If^^'.^l^^ ^ 
44M44' AW818436: Hs.351306; solute canter family 16 (monocartwxylie;none;TM=Y;SS=M: 7.89; 7.00 
453459; BE047032; HS.2S7789; ESTs; none.none; 7.40; 0.60 „,„,.tm=yc<?=M- 7 39- 5 78 

436729: BE621807: Hs.351316; transmembrane 4 superfamily member 1 . "<>"^^J:^^^^ 

419968! X04430; Hs.93913; interleukin 6 {Inlefferon. beta 2); ll£;SS=Y; 5.93; 3.« 
457133; M54968; Hs.351221; v.KHras2Klrsten ralsarcoma 2 viral 3 
420344; BE463721: Hs.97101: puiaBveGproteinKXJupled f^^P^^iM^^^^^ 

417874: BE6161 50; Hs.82829; protein tyrosine phosphate. non^«^ ^7?J^P'^'l k^tiI^^^^^ 6 37* 1 07 

427557; NM002559: Hs. 179657; plasminogen acthralor. u«)tei»8 ^^epto; UPmY5^^LA2.mh.SS-M: 5.71. 3.83 
418283; S79895: Hs.83942: cathepsinK(pycnodysostosis): Peptidase_C1;SS=M. 559; 38.68 
458471; AV648609;H5.194240; ESTs; none.none; 5.23: 1.05 „«„o.TLfcY'C:cfeM-4aa:460 
433470; AW960564; Hs.351316; transmembraria 4 superfaniy memtoM, nOTeJl*=Y.SS-M^ 4,88. 4.ou 
55 433293; AF007835; Hs.32417; hypolhflticd protein W?C4309; none^ 



40 
45 
50 



60 



410867: X63555: HS.7KJ; nonmn 1 ^wanar 5y.w1u.nc;. ™r.. "•""^:rrr^<5:^'7 

417512: X76534:Hs.82226; glycoprotein (transrner*rane)mnb:PKD:TW«Y;SS-W tii-u.cc-u. <» qa. 1 ir 

436576; AI458213: Hs.77542: ESTs: 7tnLl.0na); 3.15; 357 



428093; AW594506; Hs.104830: ESTs; noneAJoe: 2.81; 3.40 t.* v . •> 77. 1 ^ 

459583 AI674OT6; Hs.199460; gb:v«:73fD2j(1 Na.CGAP.PanI Homo sapiens; "OJ^J^f ".2-77^1'36 
65 414443; AU077268;Hs.76144: plaleleWerWedgnwrthfadof receptor.; Ig.pki^^^^ 

70 414521; D28124: Hs.76307; neuroUastDma. suppression oj^^'^'^^^'S^fi^^,^ ^ 
419452; U33635; Hs.90572; PTK7 pfotein tyrosine kinasB 7; ia.pWnase:™=Y;SS=M, iff 8-^ 
S AVW92555; Hs.18878; hy^olhelicd protein FU21620: 20&f eILOxy;TM=M:; 1.49; 3.29 
432199; AI693815; Hs.127179; ciypBcgene; "««:TM=M:S&=M: 1^.60 ^ ^ . ^ . 
453966- BE148734; Hs.63325: transmembrane protease, salne 4; trypsln.ldLrec8pLa4wne. \m, 

75 44541fr.AW139377;Hs.127179; cryptic gene: ncne.none;1.(»: 2.45 

451106' BE382701; HS.2S960; N-MYC oncogene; HLH,Myc_NJteini:TM=M;: 1.00; 1.87 
447993; AW139525: Hs.170362: ESTs; none^ncne: 1.00; 1.30 
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TABLE 42B 

Pkey: Unique Eos probeset Ideniifier number 
CAT number. Gene duster number 
Accession: Genbank accession numbeis 
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Ptey CAT Number Accession 

40G685 0.0 M18728 

414087 1632850J W19712BE247277 

400151 9575 21 80006850 U07418NiyL000249U07343Ai574783BI0904826G684481AA3B5302BG 19616761^^ 

BG249688 AA347119 BG755996 BG822578 
418546 242836L1 TS9708AA224827T59843BE1 56903 

TABLE 42C 



Pkey: Unique number correspondlag to an Eos probeset 

Rafc Sequence source. The7d^llnumbef8lnltocohitmarBG8nbankldeniaier(GI)mimb^ 1)unhamLelaL*f8fe«tefliepuMlcatoenJilted'ThoDNA 

sequence of human chromosome 22.' Dunham I. el ai., Nahire (1999) 402489495. 
Sband tndkstes DMA strand linom which exons were predicted. 
NtjnsiQon: Indicates midedfide positions of pradtoledexons. 



Pkey 


f» 


Strand 


NLposiHon 


406399 


9256268 


Minus 


63448-63554 


405102 


8076881 


Minus 


120922-121296 


403344 


8569726 


Plus 


70823-70990 


405555 


1552511 


Plus 


153405-1S3564.154623-154876.1S5Z72-15540 


405556 


1552511 


Plus 


163497-163623.164715.164968,165369-16550 


405204 


7230116 


Plus 


126569-128754 


406366 


9256126 


Minus 


10639-10800.10890-11023.11113-11293 


400539 


7574902 


Phjs 


8559^721 


403208 


7630829 


Minus 


147706-147903,148667-148804 


405203 


7230116 


Plus 


125295.125463 


402705 


8782736 


Rus 


89961-90114.90773.90895.91131-91261 


402575 


9884830 


Minus 


109742.109883 


402559 


9864273 


Rus 


3353943715 



TABLE 43A: 43 genes upregulaled in panaeatic cancer relaSve to nomia) body tissues 

Table 43A lists about 43 genes upregulated In pancreatic cancer relative to normal body tissues Qiat are Gkely to encode proteins par^arty useful for diagnostic or prognostic 
sppiicaBons. These genes were selected from 59680 pnbesets on the Eos/Af^metrix Hu03 Genechlp array. Gene expression data for each pnobeset obtained trom this analysis 
was expressed as average intensity (Ai). a norm^Qzsd value reftocOng the relaOve level of mRNA expression. The protein products of these genes often contain one or more domains 
indicative of have oncogenic fiinctioo or of transducfcig intracelhdar signals, or of being modulatable by sm^ molecules, peptides, or antibodies (e.g. pUnase, death<lomain. Ttm, 
phosphatase, or lonjtransporter). Certdn predicted protein domains are noted. 

Pkey: Unique Eos probeselidenfilter number 

ExAocn: Exemplar accession number, GenBank aocesskm number 

UrdGenelD: UniGene number 

PiBd.PK>LDomdns: Certain predicted protein domains. Abbrevlalions used: TM, transmembrane domain; SS. signal sequence; *Y, veiy likeiy to contain; «*M, Holy to contain; other 

protein doman abbrevlaGons ere from PFAM (Nudeic Adds Research. 2002. 30:276-280). 
UniGene Tlile: UniGene gene title 

R1 90th percenble of pancreatic cancer Alsdivftted by the 50th percentile of nomislfissue^ 

R2 90ttipercentiteofpancreatIccanoerAlsdhridedbythe90thpeicenti1eofnamialp 
fram both the numerator and denominator 

Pkey; ExAcsn; UnigenetD; UnigeneTitle; Pred-PmOomains; Rl; R2 

446619; AU075643; Hs.313; secreted phosphoproteb 1 (osteopontin, ; Osteopontin;SS=ft*; 44*95; Z17 

421552; AF026692; Hs.105700; secreted ftizzled-reiated protein 4; Fz,NTR;SS=M; 35.40; 29.13 

411274; NM_002778; Hs.69423; kalHoein 10; lrypsin;TW=M:; 3ai0; 1X59 

446921; AB01 21 1 3; Hs.16530; small Inducible cytokine subfamiiy A (Cy; IL8;SS°Y; 29.33; 16.08 

413719; BE439560; Hs.75498; small inducible cytokine subfamily A (Cy: iL8;SS=M; 24.64; 7.21 

452281; T93500: Hs.2B79% Homo sapiens cDNA FU11041 Us. done PL; TGFb_pn)peptkle.TGF4)ete.none; 23.81; 1(174 

407811; AW190902: Hs.4O098; cysteine knolsuperfamily 1. BMP antegon; TGfM»ta4)AN:SS«Y; 22.3% 10.20 

404682; ; ; C9001188':gi|127388421rBfiNPJ73725.1| p; none;TM=M,-; 17.72; 1.40 

413554; AA319146; Hs.75426; secretogranin 11 (chremogranln Q; GranIn;TM=M;SS=Y; 17.35; Z01 

428392; H10233; HS.226S; secreioiy granule, neuroendocrine protel; none;TM=M;SS=M; 16.82; 1.70 

408243; Y00787:Hs.624;intorleukin 8: HIKPAS^ILSETMNM;: 15.53:4.34 

419216; AU078718: Hs.164021: small indudbla cytokine subfamily B (Cy; IL8;SS=:M; 15.40; 3.70 

428242; H55709: Hs.2250: leukemia tohibitory factor (dwUnergte ; UF.OSIi*;SS=M; 14.85; 6.56 

421340; F07783; Hs.1369; decay acceierafing factor for coraptement; 8Ushl;SS=M; 1434; 19.59 

409757; NM.001898: Hs.123114: cysteOn SN; cystaQn:SS=M; 14.61: 1Z75 

425071; NiyL013989E Hs.154424: delodlnase, todothyronine. tjTpe »: T4jte»dinase;TM=M:SS»Y; 14.35; 17.22 
414812; X72755; Hs.77367: monokine induced by gamma hterfefon; ILB;TM=M;SS=Y; 13.81; 7i9 
409420; Z1S008: Hs54451; laminln. gamma2 (nteein (lOOkD), kaOni; lamlnkt_BJamlnIn.EGF;SS=M: 13.05: 7.72 
432596: AJ224741; KS.27B461; matnlln 3; EGF.vwa;SS»M; 1Z80; 9.91 

422109; S73265; Hs.1473; gastrin^irfeasing peptWe;Bombesin.DefensJnj)ropep;TM=M;SS=M; 1Z79; 4.69 

421379: Y15221; Hs.103982; smaD Indudble cytokine subfamily B (Qr; ILfl;TM=M:SSaY; 11.36; Z22 

429S47: AW009166: Hs.99376; FGENESH predteted novel secreted pratdn; none.none; 10.25; 562 

422424; A1186431 ; Hs.29663a; prostate differenliatton factor; TGF-bela:SS=M; 9.96; 1.88 

428505; AL035461; Hs.2281; chromogranln B (secretogranh 1): GrBnto,-8S=M: 9.40; 3.46 

409956; AW103364; Hs.727; Inhibln. beta A (adivin A. edivin AB a; TGF-bctaTGFbjm)peptlde.Tub;SS=M: 9.19; 16.46 

418030; 8E2D7573: Hs.83321: neuromedin B; 6ombesto;TM^SS»Y: 8.38: 1.55 

452401; NML007115; H8.29352; hmnr necrosis fador, dpha^nduoed pro; )ahk.CUB:SS=M; 7.46; 4 J6 
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421582; AI9tOZ75: Hs.350470; UefeB factor 1 (breasl (ancer ^Uoge: t^ol-Gf Jl'J^ 

423534; AW959908; Hs.1690-. heparifrbinding growth factor txiKTing pr. "^n^^^f "gS-t* 6 

428486; AW583497; Hs.184604; pancreatic polypeptide; horTnor\e3;TM=f^.SS=Y; aai 

443646; AI085198; Hs.l64226; ESTs; EGF.bp J,m JSPJltsp J.none; 6.U; 4.25 

457489:AI693fll5:Hs.l27179;ciypBcgene;nowTW=M^^^^ 

450983; AA305384; Hs.25740: EROl (S. cefCvis!aeK*« none;SS=M; 5.01: 7.43 

422867; 132137; Hs.l564; cartilage oUgomeric matnx prpteinjpse; '^M^EGF.SS-fJ 4^^^^^ 

428322; J0506B; Hs.2012; Iranscobalaniin I (vilamn ""'f^a P^' ^obalamtOmd^-^^^^^^ 

414774; X02419; Hs.77274; plasminogen activator, urokinase; knngle.tiypsm.planLlhionins.SS-M; 4.ZA. b.8i 

428758; AA4339B8; Hs.98502; CA125 anfigen; mucin 16; SBPjTM=Y;; 3.52; 8 « 

422048: NWL012445; Hs.2fl8126: spondln 2. extracefiular matrix P^o* ^^^^^^^.S^-^ 3^^^^^^^^^^ 

424687: J05070; Hs.1 51738; matrix melaltoproleinase 9 (gdalinase B; fn2.hemopexin.Pep1Idase.M10;SS-M; 3.43; 10.37 

417931; W95642;Hs.82961;trefiD8 factor 3 intestinal); trefoii;SS=M; 2.98; 9^^^ ^ . i*4^ «^«*«««.9a7.«74 

Xl7AK^1058;Hs.1268ft ' 

432874; W94322; Hs.279651 ; melanoma InhiWtory acfivity: SH3;TW=M;SS==Y; 2.80; 1053 

431462; AW5B3672: Hs.256311; granln-lke neutoendocrfne pepDde prectr, none.none: Z.7U; i.s» 

TABLE 43C 



Pkey: Unique number corresponding to an Eos piobesel ^ ^ , ... -nnnhami rid' 

rbT Sequence source. The? digit numbers In this column are Genbankldenjer^^^^^^^ DunhamUld. 

^uen^ofhumanchromSome2Z- Dunham l.etal.. Nature (1999) 402:489495. 
Strand: Indicates DNA strand from which exons were predictBd. 
NtjMsition: Indicates nucleotide posHfons of predicted exons. 

Ptey Ret SIrand NLposiBon 



refers to the pubiteatkm entitled The DNA 



404682 9797231 Minus 



40977-41160 
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Pkey: Unk^ue Eos prubeselidenlifier number 

ExAccn: Exemplar Accession nurnber. Genbank accesston number 

UnlgenelD: Unigene number 

Un^ene Tit!e:Unlgene gene title 



Pkey 

100042 

101577 

103353 

104743 

104996 

105437 

108258 

109086 

109Z79 

109779 

111794 

112531 

112784 

113293 

115416 

116548 

116565 

118104 

119243 

119336 

120101 

120715 

120872 

121010 

121509 

121722 

122265 

123205 

123490 

124198 

124294 

125067 

125153 

125330 

125335 

125361 

125439 

125535 

125583 

125590 

125742 



ExAccn 
M10098 
M34353 



AA021157 

AA1 12307 

AA252191 

AA063269 

AA166695 

AA19662S 

F10527 

R32647 

R69798 

R96306 

T67026 

AA283893 

D20433 

D45533 

N5S332 

T12603 

T55340 

WgS414 

AA292700 

AA357993 



UnlgenelD 

Hs.1041 

Hs.119274 

Hs.33619 

H$.1058S4 

Hs.25ig9 

Hs.270737 

Ks.86080 

Hs.3353 

HS.23S45 

Hs.29036 

Hs.1912g0 

Hs.187403 

Hs.337079 

Hs.129891 
Hs.39785 

H&20823a 
Hs.554g7 



AA412092 

AA4ig482 

AM38638 

AA489661 

AA599723 

H53089 

H90573 

T86429 

W38294 

AA401804 

TB6&20 

T90348 

AA826305 

R17430 

R22272 

R238S8 

H81181 



H3.97330 
Hs.97888 
Hs.98874 
Hs.98g06 
Hs.102248 

Hs.198271 
Hs,102298 
Hs,111725 

Hs.114574 
Hs.16230 
Hs.183404 

H3.22215 
Hs.86022 
Hs.t43375 
Hs.281023 



Unigene Title 

AFFX control - HUMRGBM10098_3 
v-ros avian UR2 sarcoma vims oncogene h 
RAS p21 protein acGvator (GTPase adiva 
Homo sapiens cDNA FU20096 fis. ctone 00 
hypothetical pmlein FU21919 
hypothetic^ protein 

gb2m02a09x1 Stratagene oomeai stroma 
tomor necrosis factor (Bgand) supeitari 
ESTs 

beto-1.3filucunnynransfeiase 1 (dlucur 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

gb:HUMGS01407 Human promyekwyte Homo sa 

hypothetk:al protein HJ21603 

ESTs 

gb:CHR90123 Chramosome 9 exon II Homo sa 

ESTs 

EST 

gbas59a06.s1 Na_CGAP_GCB1 Homosapfens 

ESTs 

ESTs 

ESTs 

similar to proBna-ilch protein 48 
EST 

Homo sapiens cONA: FU22105 fis. done H 
gb:ag1 1c07.s1 Gesster Wilms tumor Homo s 
NAOH dehydngenase (ubiquinone) 1 alpha 
EST 
ESTs 

ESTs 

hypothetical protein FU20619 
ESTs 

gb:PMMT0017-03129W)01-c07 LT0017 Homo 

secreii^ran&tUl 

ESTs 

Homo sapiens, dons IMAGE'^0937, mRNA. 
hypolheScal proldn FU209S8 
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25795 
2S85B 
25865 
126039 
28143 
26177 
26219 
126221 
26262 
26277 
126292 
126293 
26353 
126556 
126559 



126616 
126628 
26636 
126861 



127017 
27049 
27209 
27331 
27357 
127368 
27374 
27429 
27490 
27502 
27647 
27650 
27676 
127746 
127812 
127824 
127933 
128X6 
128011 
128038 
128058 
128199 
I2B308 
28389 
28410 
29199 
130998 
134409 
34578 
134644 
00262 
00676 
00704 
00787 
00873 
100943 



101045 
01371 
01461 
01697 
01909 
02199 
02275 
02295 
02319 
102383 
102470 
102544 
102649 
102798 
102804 
102851 
102852 
I02B60 
103262 
103484 
103559 
I0365B 
103719 
03876 
03897 



T98190 

H11549 

H12876 

AA160575 

N23315 

H93164 

N36368 

AI248169 

C75147 

N39132 

AA491328 

Z18870 

AI243114 

AA491325 

R15866 

W67435 

AA346581 

At357886 

AA001527 

AA742428 

AA215S10 

AA740146 

AA235966 

AA30S023 

F20186 

AA452788 

AA434362 

AA448728 

AA961490 

W52891 

AA614422 

AI087279 

AA873776 

D31237 

A12394g5 

AA749094 

AI208365 

AA811102 

AA0S8693 

AI347067 

AA868782 

AI126617 

AI073548 

AI079496 

AI142639 

AA452788 

H90914 

000810 

AA281600 

AA194724 

S83308 

D36500 

HG30444m742 

HG3242-HT3419 

HG3872.HT4142 

HG4333-HT4603 

HG86(m880 

J03909 

K01160 

M13232 

M22430 

M64358 

869265 

U21128 



U32581 
U34587 
U40622 
U49835 
U57721 
U68133 



U89942 

V00532 

V00571 

XD0388 

X78565 

Y08374 

319585 

Z74615 

AA064109 

AA226865 

AA248870 



Hs.7756 

HsJ1066 

Hs.283078 

Hs.181102 

K5.266331 

Hs.129750 

Hs.293483 

Hs.172965 

Hs.143764 

Hs.15441 

Hs.248121 

Hs.94031 

Hs.1 12227 

H$.170263 

Hs.188802 

Hs.134805 

Hs.170994 

Hs.144432 
Hs.191650 
Hs.251946 
Hs.291811 
H5.81964 



Hs.193328 

Hs.312110 

Hs.293751 

H3.7278 

Hs.183502 

Hs.148410 

Hs.251957 

Hs.279938 

Hs.120169 

Hs.291434 

Hs,127811 

H8.303581 

Hs.12g908 

Hs.124636 

Hs.137024 

Hs.132449 

HS.1645S7 

Hs.134tG9 

Hs.146662 

Hs.200332 

Hs^81 

HS.1&4915 

Hs.224137 

Hs.87224 

Hs.278468 

Hs.287820 

Hs.166110 

H5.302063 

H5.17364 

Hs.14623 

Hs.36989 
Hb.76422 



Ks.79914 

Ks.17752 

Hs.168052 

Hs.65578 

Hs.150930 

H5.1&4138 

Hs.169139 



Hs.83354 
Hs.93907 
Hs.75294 

Hs^89114 

Hs.75184 

Hs.75774 

^.172928 

K14273 

Ks^203 

Hs55058 



protessoms (prasoms, (nacrapsm) 26S sutRi 

EST8 

hOAT4 

p300BC protein 
hypdhetica) protein MGC4595 
hypoMcalpratefaiFU10546 
ESTs. We^ similar to similar to a el 
ESTs 

ESTs. Weakly slmOar to urtknown {(isapi 

Cnn (Cramped DrosophilaHike 

gb:aa65d09.r1 Na.CGAP.GCB1 Homosaptens 

G proleirvcoupted receptor 22 

ESTs 

menibrsne-assodated nudete add bindino 
tumor protein p534)inding prctdn, 1 
ESTs 
ESTs 

hypo(hel]cfl! prototo MGC10946 
gb:zf56g09/1 Scares reSna N2b4HR Homo 
ESTs 
ESTs 

poMA)-binding protein, cyloplasrnic 1-1 
ESTs 

SEC24 (S. oerevisiae) related gene fami) 

gb:MSPO05873 HM3 Homo sapiens cDNA done 

gb2v80d10.r1 Soares_tolalJetiis_Nb2HFB„ 

librobiast growth factor receptor-like 1 

ESTs. Weakly similar to 138022 hypothet 

ESTs. Moderately similar to TPT^HUMAN P 

cryptochrome 2 (phototyas&Ake) 

ESTs 

ESTs 

ESTs 

HSPO067 protein 

ESTs 

ESTs 

ESTs 

ESTs. Moderately simlter to ALUIjnJMAN A 

K1AA0591 protein 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

gbzvSOdlO.rl Soares^tolal fetusJ^2HF8 
hypothetical protein FU20651 
guanine nudeofide binding protein (G pr 
small nudear RNA activating complex, p 
hyppthetical protein 
SRY (sex determining region Y)-box 5 
postmelotic segregation increased 2-like 
fibronectini 

caldum channel, niltag&^lependenl, alph 
immunoglobulin heavy constant mu 
zinc finger pnstein 79 (pT7) 
gb:PMO.SN0019^803004KI1-011 SN0019 Homo 
tnteiferon. ganm^fnducibto protein 30 

coagidatton factor VII (serum prohrombl 
phosphodpase A2i group HA (platetets, 
gb:Huroan rhom^ gene. exon. 

hmdcan 

phosphaiidylserin»«pedfic phosphoGpas 
KIAA0421 protebi 

oonk:otropin releasing hoimone receptor 
X-ray repair complementino defecUve rep 
chitina5e3-iike2 

{(ynureninase (Uynurenlne hydrolase) 
gb:U68133 Human cell One Pa06A Homo 8 
gb:Human endogenous rebovfaus H proteas 
lysyloxld3se-like2 
Weiferon, aipha 14 
cortkxitropin releasing hormone 
gb:Human prolactjn gene 5" regton. 
hexabrachion (tenasdn C cytotedifl) 
chi&nase 3^ike 1 (cartilage glycoprote 
(hrombospondin 4 
coOagen. type I. alpha 1 
hypoUietical protein FU13159 
endomembrane protein empTO precuisor iso 
EH4omabioonteinto94 
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103906 

103985 

104056 

104209 

104386 

104398 

104422 

104561 

104593 

104643 

104673 

104681 

104711 

104812 

104877 



AA249437 

AA3138B0 

AA397529 

AB000221 

H41895 

H53555 
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104924 
105071 
105105 
105203 
105317 
105617 
105707 
105754 
105770 
105882 
105B83 
105890 
106080 
106090 
106096 
106124 
106308 
106438 
106660 
106731 
106680 
107055 
107151 
107183 
107231 
107490 
107572 
107620 
107801 
107817 
107823 
107857 
107882 
108005 
108092 
108115 
108214 
108382 
108409 
108436 
108625 
108631 
108763 



R60100 

R81267 

AA004701 

AA007633 

AA009832 

AA017254 

AA034111 

AA047437 

M053348 

AA058532 

AA138532 

AA151872 

AA195660 

AA233g26 

AA280687 

AA291012 

AA302657 

AA347964 

AA400292 

AA400490 

AA400766 

AA418046 

AA418909 

AA419609 

AA423987 

AA436186 

M449199 

AA460936 

AA465657 



108931 

108976 

109026 

109170 

109303 

109326 

109345 

109404 

109473 

109725 

109794 

109835 



80 



109918 
1099S0 
110078 
110182 
110213 
110310 
110354 
110413 
110422 
110433 



AA6001S2 

AA621t69 

C20974 

D59299 

W74158 

AA001903 

AA005039 

AA019433 

AA020781 

AA021057 

AA0246S7 

AA025630 

AA037769 

AA045961 

AA047291 

AA058661 

AA074885 

AA075578 

AA078801 

M101983 

AA102553 

M127539 

AA133131 

AA147186 

M151480 

AA157811 

AA1B0352 

AA206126 

AA210719 

AA213774 

AA224594 

AA233151 

F10003 

F10684 

H00615 

H04794 

H05641 

H08200 

H15054 

H20402 

H23216 

H38209 

H41280 

H4B124 

H48467 

H49425 



Hs.317403 

Hs.99872 

Hs.58297 

Hs.16530 

Hs.144164 

Hs.36790 

Hs.132909 

Hs.323817 

Hs.98640 

HS.1897B 

Hs^OOlO 

Hs.34500 

Hs.32794 

HS.1241B7 

Ks.22968 

Hs.339699 

Hs.28774 

Hs.29475 

Hs.87016 

Hs.7882 

Hs.52620 

Hs.4069 

Hs.37617 

Hs.192028 

Hs.269873 

Hs.8198a 

Hs.334907 

Hs.30512 

Hs.35124 

Hs.169333 

H5.170121 

Hs.7567 

Ks.30662 

Hs.21342 

Hs.27056 

Hs^205 

Hs.32425 

Hs^19 

Hs.8687 

Hs.12114 

Hs^727 

Hs.103189 

Hs^9962 

Hs.60171 

Hs.285803 

Hs.60847 

Hs.e083S 

Hs.61208 

Hs.231967 

Hs.194293 

Hs.184029 

HS.16S216 

Hs.6a764 

Hs.67726 



Hs^3Q22 
H5.334337 
H5281397 



HSJ91202 

Hs.191472 
H3.269291 

Hs.203396 

H8.B6941 

Hs.81798 

Hs.79658 

Hs.23687 

Hs.170044 

Hs.30489 

Hs.216701 

Hs.268770 

Hs.318773 

Hs.31746 

Hs.88905 

Hs32728 

Hs.22586 

Hs.279454 

Hs.36a84 

Hs^Q62 



hypolhelicaIpf<«elnM6C2744 
fetal Alzheimer antigen 
aiU protein 

small inductbte cytokine subfamOy A (Cy 
ESTs. Moderately smilar to A1.U8.HUMAN A 
ESTs, Weakly siirilar to pulafi« pi 50 [H 
ESTs 

OKFZP547E1010 protein 

hypotljettealprol^FU21069 

Homo sapiens cDNA: FU22B22 fis, done K 

ESTs 
ESTs 
ESTs 
ESTs 

Homo sapiens done IMAGE:451939. mRNA &e 

gfovvlh dirrerenMn factor 1 1 

ESTs. Weddy similar to 138022 liypoUieD 

ESTs 

hypolhetted protein FU22938 
ESTs 

integrin.t)eta8 

glucocoilicoid modulatory elamenl bindin 
ESTs. We^ Shi ar to A53933 msfosln I 
ESTs 

Homo sapiens clone iMAGE:297403. mRNAse 
disabled (prosopliila) homolog 2 (mitogen 
Homo sapiens, done MGC:17333, mRNA. com 
Homo sapiens mRNA tor WAA0556 protein. 
ESTs 

tiypothetical protein DKFZp751E2110 
protein tyrosine phosphatase, receptor 1 
Homo sapiens cOHA: FU21962 lis. done H 
ESTs 
ESTs 

KIAA12&4 protein 

alpha integrin binding protein 63 

ESTs 

ESTs 

ESTs 

vaninl 

ESTs. Moderately similar to 138759 2lnc 
ilpopotysaodiaride spedfic response^ 
ESTs 
ESTs 

Homo sapiens d)NA FU10674 lis. done NT 

ESTs 

ESTs 

ESTs 

ALII fused gene from 5<i31 

ESTs, WeaWy similar to 154374 gene NF2 

hypc^etical protein OKFZp761A052 

ESTs 

ESTs 

macrophage receptor with collagenous str 
gb2m88h03.rl Stratagane ovarian cancer 
flb-^94309.s1 Stratagane colon HT29 (937 
triggering receptor expressed on myeknd 
ESTs 

hypothetfcal protein AD034 
gb2m25d03^1 Stratagene pancreas (93720 
gb3o38d01j1 Stratagene endothelial eel 
ESTs 

gh2o35d07.s1 Stratagene colon (937204) 
ESTs. Wealdy similar to ALULHUMAN ALU 
ESTs 

gb2r88e04^1 NQ^CGAP^GCBI Homo sapiens 

ESTs 

ESTs 

ESTs 

caseui kinase I.epsflon 

ESTs 

ESTs 

ESTs 

Homo sapiens mRNA; cDNA DKFZp564l0816 (f 
ESTs, We^y similar to 2004399Achromos 
K1AA1836 protein 

hypotheficd protein DKFZpS47F072 
ATPese. H* transporting, lysosomal (vacu 

EST 
ESTs 
ESTs 
EST 

UDP4««elyl8lpha-IHalactosamine:pQlyp 
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110434 

110553 

110750 

110827 

110829 

110917 

111100 

111112 

111179 

111185 

111223 

111275 

111443 

111573 

111590 

111671 

111732 

111609 

111829 

111944 

112015 

112023 

112055 

112334 

112340 

112353 

112467 

112478 

112533 

112588 

112595. 

112676 

112744 

112777 

112817 

112902 

113009 

113151 

113297 

113398 

113484 

113769 

113794 

113971 

114086 

114176 

114206 

114371 

114428 

114466 

114625 

114862 

114908 

114973 

115009 

115055 

115098 

115321 

115385 

115466 

115479 

115663 

115689 

115748 

115810 

115827 

115881 

116148 

116257 

116365 

116941 

116982 

116895 

116997 

117016 

117097 

117101 

117238 

117303 

117399 

117503 

117544 

117594 



H49446 

H58934 

N20522 

N300n 

N30198 

N46363 

N62522 

N63281 

N67239 

N67551 

N68921 

N70970 

R01901 

R10305 

R11157 

R19368 

R25153 

R33816 

R36070 

R40806 

R42836 

R43020 

R43621 

R56239 

R56602 

R58986 

R65706 , 

R66067 

R69886 

R77302 

R77783 

R86976 

R93206 



R9B491 

T09262 

T23699 

T51620 

T67161 

T82280 

T87795 

U55986 

W37382 

W86760 

Z38152 

Z39063 

Z39294 

Z41835 

AA017130 

AA026970 

AA084362 

AA235174 

AA236545 

AA250845 

AA251561 

AA25300S 

AA256161 

AA280805 

AA282540 

AA287008 

AA287596 

AA405838 

AA410645 

AA418635 

AA426026 

AA427890 

AM3S577 

AM60708 

AA481493 

AA521080 

H77395 

H81933 

H83928 

H84214 

H87171 

H93608 

H94043 

rl20815 

N22776 

N26480 

N31983 

N33222 

N34929 



Hs^6299 

Hs.124990 

HS.30S61 

Hs.14855 

HS.288K 

Hs.5170 

Hs.20450 

Hs.35452 

Hs.10760 

Hs.12844 

Hs.334838 

Ks.35006 

HS.18S683 

Hs.75425 

Hs.229084 

Ks.163813 

Hs.24688 

Hs.21263 

Hs.23198 

Hs.236223 

Hs^6139 

Hs.206469 

Hs^904 

Hs^13 

HS28664 



Hs.22404 

Hs.34060 

Hs^93762 

Hs.35467 

Hs.14584 

Hs.129190 

H3.7246 

Hs.9326 

Hs.13059 

Hs.87016 

H8.187543 

Hs.22985 

H3.11090 

Hs.269172 

Hs.2e920 

H8.17930 

Hs^39 

Hs.27810 

Hs.84790 

H$.1351S0 

Hs.106432 

Hs.54973 

Hs.87762 

Ms.48689 

H3.61753 

Hs.161729 

Hs.191540 

Hs.109694 

Hs^e5655 

Hs.278188 

H8.40507 

Hs.199014 

Hs.90266 

H5.187615 

Ks.83583 

Hs.184942 

HS.6290S 

K$.88537 

Hs.46765 

Hs.39749 

Hs^12582 

Hs.40594 

Hs^l70 

Hs.41919 

Hs^4341 

Hs.173337 

Hs^79 

Hs.43805 

Hs.44288 

Hs.44451 

H5.171984 



ESTa 
ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

BCM^ mentrane protein precursor 
ESTs 

asporin (U^dassl) 
EGF-Dcfrdomain, multiple 6 
KIAA1868 protein 
ESTs 

gb:HomosapiefB endogenous retrovirus W 
ESTs 

ut)lquiiln assodaled protein 

Homo sapiens cDNA FU 1 1668 lis. done H 

ESTs 

EST 

gtKHomo sapiens ftiQ bnglh Insert cDNA 

suppressor of potassfcim transport defect 

ESTs 

EST 

ESTs 

ESTs. WeaMy siirilar ta AIU6_HUMAN ALU S 
Igsuperfenvly protein 

Homo sapiens mRNA; cONA DKI^p586F1323 (f 
^7i16gl2^1 Sosres placenta Nb2KP Homo 
ESTs 

gb:yi47f03^1 Soares placenta Nti2HP Homo 
9b:yi75h08^1 Soares placenta NI)2HP Homo 
protease, serine, 12 (neurotrypsln, moto 
ESTs 

ESTs, Weakly shrilar to 136022 hypoIheB 

EST 

ESTs 

Human DMA sequence from clone RP5-1046G1 

ESTs 

EST 

ESTs 

hypotheiica) protein FU22938 
ESTs 

alpi)a23«ialyitransferase 
memliranMpannIng ^domains. sutMy A 
ESTs 
ESTs 

ctnomosome 6 open reading frame 11 

EST 

ESTs 

KIAA0225 protein 

(ung lypfr^ ceBmembrane-assodated gly 

gb2n05biar1 Straiagene hPfT neuron (837 

Homo sapiens cONA FU13410 lis, clone PL 

cadtierln^ protein VR20 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

K1AA1451 protein 
ESTs 

ESTs. Moderately simUar to 154374gene 
ESTb 

ESTs. IModerateiy similar to ALU7J11MAN A 

ESTs 

ESTs 

acHn related protein 2f3 complex. sUlnin 

G proAeln^oupled receptor 64 

hypothetical protein FU14834 

ESTs 

ESTs 

ESTs 

ESTs 

gb.7s64fa03j1 Soares reOnaN2)4HR Homo 

ESTs 

ESTs 

EST 

transcripllonal oo<actnrator with POZ-U 

ESTs 

ESTs 

Qpcxna HMQCfiston partner-GkaS 

ESTs 

ESTs 

ESTs 
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117627 
117653 
117695 
117B97 
117766 
117807 
117816 
117882 
117987 
118074 
118114 
118151 
118270 
118291 
118358 
118383 
118412 
118433 
118500 
118641 
118643 
118695 
118915 
119041 
119069 
119105 
119154 
119241 
119269 
119310 
119345 
119353 
119390 
119423 
119428 
119529 
119795 
119817 
119831 
119930 
120039 
12Q25S 
120284 
120350 
120379 
120383 
120420 
120437 
120461 
120594 
120611 
120626 
120696 
120747 
120749 
120752 
120851 
120866 
120949 
120998 
121038 
121065 
121067 
121071 
121082 
121172 
121191 
121354 
121393 
121399 
121479 
121498 
121704 
121736 
122198 
122220 
122250 
122279 
122286 
122330 
122338 
122355 
122590 



N36113 
N38970 
m09S3 
m0976 
m7807 
N48701 
N48872 
N50101 
N51935 
N54188 
N56875 
NS8276 



N63076 
N64017 
N64529 
N64856 
N6624a 
N69222 
N7029B 
N70324 
N71781 
N91481 
R02591 
R27619 
R42357 
R61293 
T12559 
T16367 
T40427 
T63474 
T66867 
T89122 
T99544 
W02129 
W38053 
W73370 
W74257 
W78050 
W86471 
WS2548 
M1G98D1 
AA182626 
AA211300 
AA227849 
AA228030 
AA236031 
AA243427 
AA251301 
AA2B2054 
AA284178 
AA285064 
AA291503 
AA302976 
AA303235 
AA311972 
AA349662 
AA350718 
AA397830 
AA398281 
AA398536 
AA398658 
AA398862 
AA398678 
AA398722 
AA4Q0013 
M400205 
AA40S384 
AA405981 
AM06059 
AA411911 
AM12033 
AA418743 
AA421131 
AA435692 
AA436011 
AA436692 
AA437209 
AA437259 
AA442870 
AM43311 
AA4437B9 
AM53264 



H5.44789 ESTs,WedklyshnnartoB34087hyprthe4 

Hs.194214 ESTs 

Hs.45093 EST . ^ . 

9b:yy80b06.s1 Soares.mulOple_sderosis_ 

Hs.46767 EST 

Hs 46523 EST 

gb:yy77a05.s1 Soares^muHiple_scIerosIs_ 

Hs 301406 hypothefical protein PP3501 

Hs 47374 Homo sa?)iens cDNA RJ13561 lis, done PL 

H5!l30323 Honw sapiens, done 1MA(3E3960432,mlWA 

Ks.143212 cystafin F (leul«ocystatin) 

Hs^29119 EST 

Hs.48653 ESTs 

Hs,138746 EST 

Hs.144633 * hypoHisticsl protein DKFZp434F2322 

Hs.49001 EST 

Hs.97437 cenlrosomal prolein 1 

Hs.141609 EST 

Hs.23e936 ESTs. WeaWy similar to (defTine not av 

Hs,49829 ESTs 

Hs.49840 ESTs 

Hs.50081 KIAA1 199 protein 

Hs.54713 ESTs 

Hs^84294 Breakpoinl duster region protein, uten 

Hs^1046 EST 

Hs^1453 ESTs 

gb^WaOS^I Scares hm brain INIB H 
gb:CHR90079 Chromosome 9 exon II Homo sa 

Hs.65327 EST .^^^u 
(Ib:yai0ia06^ StrsAagene tung (937210) H 

Hs.90696 EST 

Hs 249712 ESTs, Wealdy stmilar to ALU1_HUMAN ALU 

Hs.173734 ESTs. WeaWy similar to ALU1.HUMAN ALU 

Hs.55242 EST 

H8^9722 ESTs, Highly similar to S03917 fibfonec 

Hs.159690 ESTs 

Hs.58419 DKFZP586L2024 protein 

Hs.151624 hypocrelm(oraidn)feoeptor2 

Hs.94985 ESTs 

Hs.98710 hypoOielicai protein 

flb:zp54e1U1 Stratagene NT2 neuronal pr 

Hs 108614 KIAA0627 pratan; Orosophila multiple as 

gb:DKFZp434B1822Lr1 434 (synonym: htesS) 

Hs 1231 22 FSH primary response (LRPRI, raQ homdo 

H&1 12885 spinal cord^lerived growth fector-B 

Hs.10431 1 novel protein with MAM domain 

Hs.293369 ESTs 

Hs^94 ring finger prolein 10 

Hs.l 10637 homeoboxAlO 

H8.104485 EST 

Hs57249 ESTs 

Hs 96672 ESTs 

gb:EST14544 Testis tumor Homo sapiens cD 

Hs52895 hypothefical protein aJ23548 

H8.174248 ESTs 

Hs.291272 ESTs 

Hs.98347 ESTs.WeddydmilartoJ(5308testls^ 

Hs!308114 ESTs 

Hs.97365 ESTs 

Hs.97300 ESTs 

Hs.97302 ESTs 

Hs.139355 ESTs 

gb2l75h07^1 Soares_lBsfis_NHT Honio sap 

HS57750 EST. Weakly similar to MPL3 RAT MI(3«)TUB 

HS.104M7 ESTs 

Hs.193737 ESTs 

Hs562643 ESTs 

Hs.332700 EST 

Hs^llO ESTs 

Hs.178045 ESTs 

Hs.98306 KIAA1862 protein 

Hs.148515 Human done 23564 mRNA sequence 

Hs!97541 ESTs 

Hs^187 ESTs 

HsJ88g2 EST 

Hs^16 ESTs 

Hs 104944 ESTs 

Hs!98628 Homo s^aens. done IMAGE:4214431, mTOjA. 

HS.8B998 ESTs 

Hs.19978 CGI^ protein 

Hs.99310 ESTs 
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12Z7<B 


AA458791 




122805 


AA460702 


Hs.82772 


122841 


AM61538 


H8.288908 


122899 


AA469960 


Hs.178420 


122933 


AA476728 


Hs.107537 


123005 


AA479726 


Hs^620 


123142 


AA487504 


Hs.105718 


123153 


AA488349 


HSJ34808 


123168 


AA488881 


KS.10S218 


123188 


AA489092 


Hs.177726 


123276 


AA491270 


Hs.ie7946 


12330S 


AA496133 




123328 


AA496968 




123450 


AA598913 


Hs.111207 


123464 


AAS99014 


Hs.153321 


123650 


AA609332 


Hs.180696 


123700 


AA609606 


Hs.191956 


123858 


AA620821 


Hs.112911 


123863 


AA6^73 


Hs.1 12916 


124046 


F10243 




124059 


F13673 


Hs^83713 


124196 


H52617 


Hs.1 44167 


124197 


H52921 




124229 


H62793 


Hs.266945 


124230 


H63111 


Hs.6655 


124241 


H65947 


Hs.165355 


124251 


H68286 


Ks.107924 


124400 


N30597 


Hs.179152 


124416 


N34042 


Hs.271674 


124570 


N67117 


Hs.102808 


124575 


N68168 




124588 


N69197 


Hs.191361 


124598 


N70294 


H5JZ69137 


124655 


N93176 


HS.1029U 


124706 


R074g9 


Hs.193612 


124848 


RS0135 


Hs^98 


124882 


R74041 


Hs.101539 


124898 


R82846 


Hs.273789 


125086 


T91161 


Hs,173880 


125145 


W38001 




125216 


W73409 


Hs.103185 


125342 


A1055916 


Hs.133552 


125351 


T96520 


Hs^24746 


125419 


AI076822 


Hs.134544 


125424 


T99667 


Ks.18564 


125526 


R14487 


Hs.17110 


125539 


R17670 


K5.248120 


125633 


AA908225 


KS.1S463 


125689 


R4B940 


Hs.108043 


125707 


C14616 


Hs^122 


125790 


AA868325 


Hs.99962 


125876 


AA324967 


H5.7298 


125969 


R94247 


Ks^14 


125970 


A1400964 


Hs.177516 


125975 


AA49S691 


Hs.152290 


125985 


H54857 


H&3S981 


126018 


K54866 


Hs.167583 


126032 


H59735 


Hs.269065 


126059 


K66SB2 


Hs.308486 


126107 


H79155 


Hs.93361 


126154 


AI004105 


Hs.190488 


126199 


AI000492 


K8.125629 


126207 


W77936 


Hs.83583 


125227 


N27236 


Hsi69034 


126269 


AA830432 


Hs.44701 


126373 


F11606 


Hs.6079 


126378 


AA347842 






AA8^94 


Hs£298 


126403 


N73388 


Hs.1 25976 


126525 


AAB84833 


Hs.1 66432 


126527 


AA548559 


HS.1038S3 


126566 


W67245 


Hs.103142 


126583 


W92895 


Hs.279748 


126610 


AA460338 


Hs.191391 


126622 


AA699443 


Hs.193213 


126633 


AA206993 


Hs.315367 


126727 


AA037230 


H8.13S084 


126762 


AA064671 




126775 


S86382 


H3.957 


126783 


AA126047 




126882 


AA761143 


Hs.250581 


125945 


R51877 


HS.2S845 


126968 


A1311457 


Hs.99472 



gb:aa88c02.s1 Stratagene fetal reSna 93 

coDagen. type XI. alpha 1 

WAS protein faniay. number 2 

ESTs. Highly sImDar to WASP interacting 

chromosome 7 open reading frame 2 

Integrin.b6!a8 

EST 

hypothetical praleinMGC4189 

EST 

ESTs 

ESTs 

gb:zv5l6l2^1 Soares_tssOs_NHT Homo sap 
^»a42g0l8l SoaresJ4hHMPu.S1 Homosapi 
ESTs 

Homo sapiens cOHA FIJ10577 fis, done NT 

ESTs 

ESTs 

EST 

ESTs 

gb:HSC3CC122 normalized infant brain cON 
ESTs, Waaldy simOar to S64054 hypolheS 
ESTs 

gb7q76c09.s1 Soares fetal iiver spleen 
ESTs 

Homo sapiens EST from done 208499, fiill 
ESTs. lUtoderately similar to ZN91JIUMAN Z 

ESTs 

ton-Uke receptor 7 

ESTs 

ESTs 

gb2a11c01.8l Soares fetal tivar spleen 
ESTs, Wealdy similar to 138022 hypothetl 
ESTs. We^y similar to AS6194 (hromboxa 
ESTs 

ESTs, Wealdy similar to ALUS JfUMAN ALU 

EST 

ESTs 

ESTs 

interieuldn 1 receptor accessoiy protein 

ESTs 
ESTs 

alph&'241&glyoopretBto 

ESTs 

ESTs 

Homo sapiens mRl^ cDNA OKFZp434C2016 (f 

G protebHXJUpled receptor 21 

Homo sapiens, done iMA6E:2959994, mRNA 

Friend leuliemia virus integration 1 

Wnt inhibitory fador-l 

proteoglycan 2. bone manow (natural Id! 

biphenyl hydrolas&4]i« (serine hydrolas 

BTB and CNC homology 1. basic ieudne zi 

tdgh density lipoprotein binding protein 

ESTs, Highly slrnIlartoJC2463vasoacfiv 

ESTs 

ESTs 

ESTs. HigMy similar to KtAA0349 

ESTs 

ESTs 

Homo sapiens, Similar to nuclear iocallz 
ESTs 

ac6n rdated protein 2/3oompte)(, subun 

ESTs 
ESTs 

B cell RAG assodated protein 
gb9y62BlU1 SoaresjnAplejBdero^^ 
KIAA1151 protein 

ESTs. WeaUy simBar to S71949 metaltopr 
ESTs 

hypothetical protein FU20043 
ESTs 

vardloid receptOT'QQe protein 1 

ESTs 

ESTs 

Homo sapiens. Similar to hypothetical pr 
qfstafln C (amyUd angtapathy and C OTb^^ 
gb2m13b04.8l Stretagene pancreas ($3720 
putative optoid receptor, neuromedin K ( 
gb2n09d10^1 Stratagene hNT neuron (937 
SWI/SNF related, matrix assodated. ac6 
ESTs 
ESTs 
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127070 

127087 

127187 

127215 

127229 

127278 

1Z7299 

127325 

127347 

127401 

127420 

127438 

127441 

127449 

127493 

127505 

127620 

127623 

127633 

127701 

127713 

127722 

127733 

127816 

127966 

127973 

127989 

127997 

128016 

128037 

128053 



AA641812 

AA380418 

AA297138 

A1246377 

AA316181 

AA342715 

AA360710 

AA393073 

AA428350 

AA921944 

AA6g9582 

A)224421 

AAfl3S684 

AI421856 

AA808081 

AA594244 



AA773234 



128071 
128091 
128113 
128145 
128167 
128195 
128265 
128283 
126309 
126313 
128346 
128359 
128369 
128371 
128421 
128453 
128496 
128514 
128551 
128683 
128731 
128843 
128988 
129016 
129021 
129095 
129171 
129188 
129410 
129467 
129518 
129534 
129832 
129891 
129881 
129990 
130049 
130171 
130411 
130479 
130511 
130521 
130645 
130655 
130656 
130889 
131054 
131070 
131189 
131318 
131506 



AA935466 
AA688322 
AA7D0444 
AA704680 
AA743646 
A1493406 
At336794 
AA909267 
AI2B1549 
N92597 
AA868394 
T65605 
AAS&4838 
AA889398 
AA904559 
AI341423 
AI498467 
AAS32961 
A1143866 
T95851 
A1076570 
AI457235 
AI051250 
AIOe8907 
A1096526 
F12681 
H12876 
T77876 
X02761 
T83496 
H84261 
H09058 
AA316862 
AF005271 
AA234141 
AA411040 
WB4524 
AA426406 
L12350 
AA234048 
M30257 
U25987 
AA410311 
AA369807 
R73640 
127213 
X0670Q 
AA458952 
N30316 
V01515 
AA454177 
AA505009 
R44163 
U2137 
U92971 
AA020942 
N92934 
Z20481 
D57622 
A^598441 
F13S94 
L16782 

xsiegg 

W47579 



Hs.190037 ESTs ^ »i . 

HS.8B01 2 SHP2 Interacting Iransmembrane adaptor 

Hs 207422 ESTs. WeaWy similar to S71949 metaOopr 

Hs 127675 araid-ripofuscinosis, neuronal 8 (epile 

Hs6163S sIxUansinembraneepilhaBalanllgenof 

gb:EST48309 Fete) spleen Homo sapiens cD 

HS.15M80 ESTs 

Hs.1 26099 ESTs 

Hs.58389 hypothetical protein M6C4090 

Hs.127639 ESTs 

Hs 82171 Homo sajaens done 191B7 placenta expres 

Hs 77100 general Iranscrlpton factor HE, polype 

Hs^87601 Homo sapiens cDNA FU13830 fis. done TH 

Hs.75722 ribopliorinll 

Jtei92245 eItI. WfeaMy similar to ALU1.HUMAM ALU S 

Hs.l 16200 ESTs 

Hs.271877 angiopoietiivi»e2 

Hs 2B8538 potassium voltage^aled cliannel, IsK-rei , 
ib-jJ84c0as1Soares_pineaUland„N3HP6 

tte*.1 891 M ESTs. WeaWy similar to ALUD^HUMAN llll 

H^'. 1 206M ESTs. WeaMy amilar to YA02.HUMAN HYPOT 

Hs.292514 ESTs 

Hs.129117 ESTs 

Hs 132413 ESTs 

Hs!311054 Homo sapiens mRNA fall lenglli Insert cDN 

Hs.82689 tumor rejection antigen (gp95) 1 

HsiB1129 ESTs, Weakly similar to S1896Bcyftte58 

[^'.65377 ESTs. Moderdleiy similar to KIAA1399 pro 

HS.1B9171 ESTs 

Hs.189241 ESTs 

Hs.1 29329 ESTs 

Hs.288433 neurotrimin 

Hs 166669 solule carrier family 4, sodium hfcatwn 

HS85752 uncharacteiizedhematopoleficslara/tiroge 

Hs.127778 ESTs 

H5.17691 ESTs 

Hs.134053 ESTs 

Hs.166479 ESTs 

Hs.157775 ESTs 

Ite'^TolS ESTs, WtedMy similar to 138022 hypotlieti 

[£;i0445 HoinosapienscDNAFU146ff7fis.doc«NT 

Hs,28307B hOAT4 

H8i68589 ESTs 

Hs.287820 fibronectin 1 

Hs 32944 inositol polypliosptiale^phosphatese, ty 

Hs 301693 Homo sajMsns. done IMAGEi3638994, mRNA. 

Hsl278398 KlAA1117proteh 

Hs.9605 cleavage and polyadenylalionspeaticta 

H8,i04555 neuropeptide FF-amlde peptide precursor 

Hs^75675 l^in p80 (WD4(k»ntainin9) fiubunit B 

Hs^4140 ESTs ^ 

Hs.184194 transmcmt3rane4superf8mllymemoer& 

Hs.173081 t<IAA0530 protein 

Hs.108623 throml}Ospondin2 

Hs.7753 califlnenin 

Hs.109225 vascularcen adhesion molecule 1 

Hs 272620 pregnancy spedfic beta-1-glycoprotein 9 

HS.442D8 hypothetical prol^ FU23153 

Hs.112238 ESTs 

Hs.112e0 hypothetical protein FU11264 

Hs.i 175 solute canter family 4, anion exchanger 

Hs!l 19571 collagen, type III, alpha 1 (EhtewJJanI 

H3.181406 hypoUwficalpretelnFU22301 

^75b05AlSoaresj)lacenMto&^ 

Hs.1460 glucagon 

Hs^45257 ESTs.Wea!dydmil3rtoA46010XJnted 

Hs.ie9910 KIAA0173 gene product 

Hs,12457 hypothetical protein FU108U 

Hs.1584 carriage oBgomeric matrix prolan (pse 

Hs 1 94351 coagulation factor II phromKn) recepto 

Hs 17200 STAWfike protein containing SH3 and ITA 

Hs!l7409 cystebifrridi protein 1 (IntestinaO 

Hs.330988 Homo sapiens. Similar to BicaudalO{0TO 

Hs50985 sin3«socialed polypeptide, 30kD 

Hs^583 OKFZP434K2235 protein 

Hs.22607 ESTs 

Hs^40 M-phasephosphoproteml 

Hs5558 bonBgammaKart)oxyglutamate(gla)piotel 

Hs^ KIAA1194 protein 
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131551 

131563 

131830 

131B79 

132017 

132025 

13209& 

132159 

132164 

1321B0 

132223 

132238 

132406 

132945 

133185 

133193 

133370 

133406 

133409 

133591 

133899 

134137 

134339 

134421 

134462 

13451S 

134527 

134711 

134824 

134854 

134921 

135003 

135210 

135348 

100547 

100572 

100587 

100695 

101447 

102329 

102892 

103036 

103206 

103260 

103751 

104113 

104316 

104453 

104668 

104916 

106151 



107379 
107412 
107652 
107754 
107897 
108238 
108497 
108710 
109012 
109043 



110572 
110687 
111418 
111S07 
111644 
111919 
112102 
112229 
112309 
112368 
112397 
112532 
112858 
113170 
113321 
113404 
113420 
113813 
113863 
113790 



M127867 

C20547 

U33054 

AA017161 

WS7251 

U58516 

AA131410 

D76435 

U84573 

AA405S69 

R77451 

AM53446 

P09979 

N40559 

AA481404 

C14015 

AA156897 

U22172 

U5591B 

T82292 

X00588 

F10045 

AM78971 

AA122386 

U11037 

C20737 

T40835 

X04011 

S78723 

J03464 

W60186 

H42S27 

W90522 

AA442054 

HG21494{T2219 

HG2271>Hr2367 

HG3115'HT3291 

HG315-HT315 

M21305 

U35407 

X05232 

X54925 

X72755 

X78416 

AA082824 

AA427510 

D61871 

M19169 

AA007312 

AA056588 

AA424958 

AA490107 

1193866 

W26105 

AA010195 

AA017462 

AAQ26240 

AAD59473 

AA0B3070 

AA121980 

AA156576 

AA1S9605 

F01778 

H60523 

H93005 

R01084 

R07728 

R16S39 

R39926 

R44840 

R5G938 

RS5021 

RS9371 

R60822 

R69824 

T02963 

T54342 

T70580 

T82323 

T83964 

T93337 

795909 

W33178 



H5^6608 

HsJ02810 

Hs^2959 

Hs.33792 

HsJ67659 

Hs.3745 

Hs.3964 

Hs.41154 

Hs.41270 

Hs.418 

Hs.4245 

Hs.42673 

Hs.4774 

Hs.6129 

Hs.6686 

Hs.303075 

Hs.72157 

Hs.179697 

Hs.73078 

Hs.75111 

Hs.77432 

Hs.79347 

HS.B1988 

HS.829S5 

Hs.181300 

Hs.e4469 

HsJ22978 

Hs.68974 

Ks.298623 

Hs.179573 

Hs.126511 

Hs.26102 

H8.93589 

Ks.268177 

Hs.73995 

Hs.272620 

Hs.158084 
Hs.83326 
Hs.83169 
Hs,77367 
Hs.3155 

H$.181202 
Ks^21 
H3.123114 

Hs.155489 

Hs.294132 

Hs.21753 

Ks.333861 

Hs,287797 

Hs.52642 

Hs.269244 

Hs£6783 



Hs.5947 

Hs.72580 

Hs.131740 

H8^7844 

H8.177311 

H8.19081 

Hs.268668 

Hs.223849 

Hs.21031 

HSJ26475 

Hs^4949 

Hs.26653 

Hs.26805 

Hs.28313 

Hs.4454 

Hs.270373 

Hs.13759 

Hs.70337 

H5.15400 

Hs.17167 



Homo sapiens cDNA: FU221 1 5 6s. done H 
ttovel hunian gene mapping to chomosome 20 
6 prateiiKOupied recqpAor Unase 2 (Oro 
ESTs 

vav 3 oncogene . 
milk fal globut»€GF (actor 8 protein 
Homo sapiens done 24677 mRNA sequence 
ZlcfanBy mennber 1 (odd-p^ OrasofM 
prooaDagealysine, 2'Oxoglutarata frdio 
fiboblast adhraGon protdn, alpha 
ditDnx)some 11 hypotheScal pnl^ 0RF3 
ESTs 

Homo iafiam mRNA: cDNA DKFZt>761C1712 (f 
ATP-bimSng cassette, sub-family B (MOW 
hypotheScal protein DKFZp56401664 
EST 

DKFZP56411922 protein 

Human DNA damage repair and leoontlnafio 

ddeled in azflospenni»lite 

protease, seiina. 11 (IGF binding) 

epidenna) growth factor receptor (avian 

KIAA0211geneprodud 

disabled (OrosophOa) homolog 2 (mOogen 

ooilagen. type V, alpha 2 

sel-l (suppressor of tin-12. CelegansV 

ESTs 

EST 

cytochrome b-24S, beta polypeptide (chro 
S-hydroxytryptannne (serotonin) receptor 
coOagen, type I, alpha 2 

Homo sapiens mRNA; cDNA OKFZp434PlS30 p 
trichofhinophalangeal syndrome I 
hypothetical protein 0KFZp564Bl 162 
phospholipase C. gamma 1 (fomierty subty 
gb:Homo safte mudn (mucin) mRNA. pKart 
filaggrtn 

gbiKuman GoQlHnbp gene, exon 2. 
pregnancy spedfic beta-1 -glycoprotein 9 
gbiHuman alpha satelltts and satal&te 3 



Hs^912 



treUfy, metaOoprdtelnase 3 (sbomelysin 
maliix metalloprDteinase 1 (jntaistifial 
monokine induced by gamma InterfBfon 
casein, dpha 

gb2o08b08^1 Stratagene neuroepithellum 
. hypothetical protein RJ10038 
EST 

cystatinSN 

gb:EST376458 MAGE resequences, MAGH Homo 

NSI-assodated protein 1 

ESTs 

JM5 protein 

pdymerase (RNA) III (DNA dlroded) 02k 
Inl^rin. beta 1 (fibronecQn receptor, 
£ST8.WtaUyslmBartoALUFJ1UMANlin 
ESTs 

gb3io77a05.5l Na CXSAP^l Homo sapiens 
EST 

gb2m85a05j1 Stratagene ovarian cancer 
gb2m24g09 Jl Stratagene pancreas (93720 
mel transfomnng oncogene (derived from 
ESTs 

Homo sapiens dDNA: FU22562fis. done H 

EST 

ESTs 

ESTs 

ESTs 

EST. Moderately similar Id Cd-7 MetaUo 
ESTs, WbaMy similar to 178885 sertne/th 
ESTs 
ESTs 

gb.-yPdOS£l Soares breast 2NbHBst Homo 
ESTs 

ESTs. WeaUy simllar Id putative pi 50 1 

ESTs 

ESTs 

ESTs. siinBar to S6S657 dpha-IC 
RAB3Ainteradino protein (rabfaCHDe 
immunogtotni&n superfamDy, member 4 
ESTs, Weekly slmSar to S65824 reverse 
ESTs. H^hly siraBar to LRR FI>1 intera 
gbye47g07£l Soares fetd fiver spleen 
ESTs 
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10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



60 



65 



70 



113869 
114016 
114251 
115187 
115722 
115775 
116380 
116S51 
117009 
117329 
117523 
118387 
118456 
118741 
118771 
119075 
119217 
119306 
119347 
120006 
120441 
120651 
120811 
121186 
121599 
122146 
122261 
122352 
122433 
122489 
122554 
122857 
122889 
123399 
123662 
123762 
123792 
123900 
123981 
124126 
124404 
124557 
124703 
124857 
125092 
125111 
125331 
125349 
125426 
125436 
125465 
125515 
125626 
125656 
125743 
125757 
125750 
125804 
125967 
126068 
126081 
126150 
126171 
126198 
126224 
126289 
126343 
126406 
126419 
126479 
126500 
126520 
126701 



75 



80 



126718 
128739 
126745 
126846 
126872 
126952 
1Z7036 
127039 
127067 
127083 



W72720 
W90671 
Z39898 
AA261805 
M417297 
M424030 
AASg8455 
D2045B 
H85422 
N23680 
N32626 
N84579 
N66560 
N74042 
N74590 
R3&451 
R95776 
126914 
T64349 
W9010B 
AA243588 
AA287286 
AA348854 
AA400156 
AM16770 
AA435584 
AM36830 
AA44372S 
AA447417 
AA448342 
AA4518B6 
AA463879 
AA465704 
AA521274 
M609385 
AA610013 
AA62Q333 
AA621223 
C20797 
H18517 
N31998 
N66025 
R07294 
R68971 
T92544 
T96240 
A)422996 
T87826 
R43963 
R64472 
AI375276 
R13353 
Ai038854 
AA040118 
H17151 
AI274906 
W03020 
R79519 
AI341206 
AI190171 
AI346024 
M018427 
M704771 
AI469355 
AI097280 
M194603 
AA628890 
AA0340^ 
AA451775 
T78141 
AA88S306 
AA292988 
AA515212 
AA322718 
AI160709 
AA057506 
AA663527 
AA136653 
AA195575 
A)4665S8 
AA233366 
F06732 
Z44079 



Hs.11087 
Hs.21948 
Hs.44021 



Hs.46527 

Hs.66817 

Hs.229071 

HS.10B555 

Hs.93670 

Hs,145532 



Hs.50421 

Hs.50547 

Hs.287820 

H3.237309 

HS.13278S 

HS.10B48 

Hs.190035 

Hs59657 

Hs.52788 

Hs.339808 

Hs.96255 

Hs.250173 

Hs.98902 

Hs.159677 

Hs^5491 

Hs.178551 

Hs.154654 

Hs.99606 

Hs^87687 

Hs.105516 

Hs.1 12703 

Hs,112857 

Ms.1 12953 

Hs.95481 

Hs.164568 

Hs.164256 

H5.141604 

Hs.300076 

Hs.168500 

Hs.137548 

H5.1786S8 

Hs.161378 

Hs.164480 

Hs.184029 

Hs.16131 

Hs.158732 

HS.1B0789 
Hs.78687 

H3.166835 
Hsj4O300 
'Hs.16899 
Hs.173770 
Hs.144413 
Hs^835 
Hs.64616 
Hs.191942 
Hs.127310 
Hs.44493 
Hs.73451 
HS.1SB701 

Hs.12g064 

Hs.12285 

Hs.184376 

Hs.72071 

HsJ39670 

Hs.309435 

Hs.289047 

Hs.116910 

Hs.85962 

H5:276916 

Hs.168103 

Hs.91608 



^zd61c035l Soares.felal_heari.NbHH19W 
ESTs 

ESTs _ . 

Homo sapiens mRNA fer FU00065 protein. 

ESTs 

ESTs 

ESTs 

EST 

ESTs , 
Homo sapiens cOMA: FU22654 fis. done H 
ESTs. Weddy similar to I=V1 MOUSE FRIEND 
gb:y251d11.sl Morton Fetal Cochlea Homo 
gb:yy69f0Ul SoaresjnulfiptejBderasis. 
KIAA0203 gene product 
ESTs 

fibfonecBn 1 
EST 

EAP30 sutwnil of ELL complex 

flb:yc10d085l Straiagene lung (937210) H 

KIAA0187 gene product 

ESTs 

ESTs 

fragile X mentei relardalion. sutosomal 
hypothetical protein FU10120 
EST 

hypothetical protein FU13158 

ESTs 
ESTs 
ESTs 

ribosomal pratem LB 

cytochrome P450. suMamiy I (dioxbvind 

EST. Weddy sImBar to STK2_HUMAN SERIN 

Homo sapiens cDNA: FU21960 fis. done H 

EST 

ESTs. Moderately similartoAF171102 1 r 

gb:af18d04x1 Soar8s.testlsJIHr Homo sap 

ESTs 

EST 

ESTs 

fibroblast gtwth factor7(karalinocyte 

hypothetical protein FLJ20657 

ESTs. Moderately dmnartoALULHUMAN A 

sohitBcarriarfatriiy 22 (organic cation 

ESTs 

CD84 antigen (teukocyte antigen) 
RAD23 (S, cerevisiae) homolog B 
ESTs 

ESTs. Weakly similar to T50609 hypothell 
hypottietical protein DKFZp761A052 
hypotheBcal protein FU12876 
ESTs 

gb:yf76c04.rl Scares infant brain INIB H 
S164 protein 

neutrd sphingomyelinase (N-SMase) aciiv 

gb:ym37a05/l Scares Infant brain INIB H 

ESTs. Highly slmUar to 181 4460A p5 J«8 

catpaln3.ti)94) 

ESTs 

ESTs 

ESTs 

KIAA1049 protein 

diromosome 12 open readaig (rame 3 

ESTs 

ESTs 

Human ONA sequence ftom dons 462023 on 
ESTs, WesWy sintilar to S55024 nebuBn, 
ESTs 

gb.'yv41b02j1 Soares fetal liver spleen 
Homo sapiens chromosonoe 19, cosnW F2216 
ESTs. Weakly similar to 155214 salivary 
synaptosomal-assodated protein, 23kO 
hypothetical prritdn FU20038 
ESTs. Weakly sin^lar to AF147790 1 trans 
ESTs. WeaWy similar to KIAA0927 protein 
Homo sapiens cONA FU14059 fis, done HE 
gb2f49g04j1 Soares reSna N2b4HR Homo 
ESTs 

gteUI-H«a-da*12-(WJlAl NCLCGAP^Su 

hyduronan synthase 3 

nuctetf receptor subfamSy 1. group 0. m 

prp28. U5 snRNP 100 kd protein 

gb:HSCl JA051 noimaDzed intent brain cON 

ototerfin 
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127116 


AA276492 


Hs;S8304 


127282 


AA347547 


Hs.185780 


127349 


AA412108 


H&2G93S0 


127352 


AM16577 


Hs.189105 


127482 


AI337294 


HS.10S352 


127543 


A)364367 


Ks.1 57392 


127553 


AA282433 




127556 


AA679B31 


Hs,190228 


127859 


AA806837 


HS.2915S9 


127993 


AA847656 


Hs.124565 


128277 


AI018275 


Ks.269791 


128285 


AA634569 


Hs.13351 


128317 


A)051980 


Hs.303754 


128334 


AI080130 


Hs.134207 


128428 


Ai185718 


Hs.143900 


128582 


U22963 


Ks.101840 


128592 


AA470056 


Hs.1 13994 


128751 


M442274 


Hs.183176 


129105 


AA2243S1 


Hs.10d6ai 


129161 


N27334 


Hs.181780 


129246 


N99174 


Hs.206063 


129361 


X64229 


H3.1 10713 


129577 


AA424952 


Hs.82906 


129600 


N78980 


Hs.271599 


129989 


AR)05887 


Hs^47433 


130024 


U15197 


Hs.113271 


130292 


U70t36 


Hs.218791 


130589 


AA234308 


Hs.16441 


130736 


T99385 




131238 


R82327 


Hs.24625 


131378 


AA463886 


Hs^lO 


131601 


M31165 


H5^352 


131605 


AA256220 


Hs.29383 


131676 


C20785 


Hs.30514 


131881 


D11925 


Hs.184245 


131873 


H39997 


HsJ66852 


132023 


R)1927 


Hs.3743 


132273 


AA489716 


Hs.43658 


132770 


AA425647 


Hs.56406 


132859 


D20925 


H3.69235 


133052 


R40166 


Hs.106826 


133373 


S72487 


Hs.73946 


133446 


M25322 


Hs.73800 


134693 


mm\ 


Hs.8854 


134733 


U03644 


Hs^9421 


134965 


J05480 


Hs^72458 


135327 


AA477989 


Ks^8800 


1353n 


C21382 


Hs.99766 


135398 


AA194075 


Hsi87270 



Homo sapiens cDNA aj11529 lis. done HE 

ESTs 

ESTs 

ESTs. V\tesMy simflar to NBR13 (Rsaplens 

GbINAc dpha-2. &«ialyItransfefBS8 1.1 

Homo sapiens cONA RJ20780 fis, done CO 

gtKaa630D2j1 Na.CGAP.GCB1 Homo sapiens 

ESTs 

ESTs 

ESTs 

ESTs 

LanC (bacterid lantibtoSc synlhetase c 

ESTs 

ESTs 

ESTs 

major hIstocompatiUSty oomptex, dass 
Homo sapiens cDNARJ20796fis. done CO 
ESTs 

Homo sapiens brain tumor assodaled prol 

bypottellcd prot^ FU20241 

ESTs 

DEK oncogene (DNA binding) 

CDC20 (cell division cyde 20. S. cerevi 

hypolhelicsl protein MGC10500 

activating transcriplion factor 6 

ABO blood group (transferase A, alpha 1- 

proteoglycan 4. (megakaryocyte stimulatl 

DKFZP434H204 protein 

gb»w89g07^1 Soaresjelaljver.spleen. 

ESTs 

smaO glutamlne-ridi letratrioopeplide r 
tumor necnsis factor, dpha^nducad pro 
Homo sapiens mRNA; cDNA DKFZp434E232 1 (f 
ESTs 

KIAA0929 protein Msx2Meradino nudea 
KIAA1683 protein 

matrix metaHoproteinase 24 (men^jrane^ 

DKFZP5B6L151 protein 

Homo sapiens cONA FU13549 lis. done PL 

transportln-SR 

KIAA1696pratdn 

endothelial cell growth factor 1 (piatei 
seiecSn P (granule membrane prol^ 140 
Human transcrtpOon unit PVT gene, exons 
CBF1 interacting corepressor 
protein phosphatase 3 (fbnnerty 26], cat 
ESTs 

Homo sapiens mRNA; cDI^ DKFZp564J0323 (f 
ret protMmoogene (multiple endocrine 



TABLE 44B 



Pkey. Unique Eos probeset Identifier number 
CAT number. Gene duster number 
Accession: Genbank accession numbers 



Pkey 
108497 



107897 
130736 
108710 
100943 
124575 
125439 
117597 
125515 
118387 
126292 
102798 
126378 
125743 
126406 



CAT number 
110079.2 



91776.1 
611414.1 
133560J 
45976.1 



.1 

465590.1 

499877_1 

181^2 

65061.-5 

32751 ?.1 

34624J 

244444 1 

5025J 

95703.1 



Accessions 

AA074897 AA1 13914 AA084871 AA079329 AA071309 AA084710 AA1 29030 AA075042 AA074794 AA071453 AA078803 AA148828 

AA122204 AA074159 AA126ie5 AA0791 17 AA127089 AA070912 AA079280 AA131372 AA078833 AA071087 AA076131 AA071047 

AAD79401 AA083070 AA102076AA115163 AA074188 AA134725AA113889AA121103AA075041 AAfl55148AA071310AA10l144 

AA079659 AA078931 AA079209 AA070928 AA068994 AA069817 AA076187 AA089053 AA1314e9 AA071308 AA063317 AA070166 

AAfl71430 AA076056 AA075684 AA070053 AA126283 AAim8 AAD75895 AA079208 AA0745B3 AA071086 AAfl79623 AA070627 

AAD78802AAO76622AA065051AAO79143AA071110AA079434AA148748AAO79230AA085188AA07448^ 

AA083166AA08511BAA079450AA08S044AA120938AA079200AA100188AA081472AA122355AA12g031AAIS^ 

AA070940 AA075968 AA074563 AA084027 AA115929 

AA604872AA026240 

AI168326 T99385 

AA121959AA121980 

AW864944U)7517AW869606 

N68168N69188 N90450 

AW835829AA826305 R017S9 

N40976AAg02795 

R133S3R13890H11359 

N84579 

AM91328N42312 

U88896 U88898AA916056T03285AI341594AI359534A1834031Ua8897 

K58924AA347842 

H17151 HI 1956 

N76683AA034096AAO34082 
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127087 
119243 
111443 



10 

15 

20 

25 

,30 
35 
40 
45 
50 
55 
60 
65 
70 



127278 
103751 
126636 
127331 
127357 
126745 
126762 
125783 
112309 
126872 

120284 
111829 
104668 
127553 
120379 



1534978J 
1774795,1 
31528.18 



240640J 

11B557_1 

80804.1 

379388J 

288073J 

104479J 

110350J 

113388J 

1576900J 

142B96J 

158963J 

46638J 

82752.1 

202308J 

34624J 



127701 

128410 

114625 

109026 

108409 

100687 

109326 

123762 

116548 

125145 

125153 

116995 

102649 

118456 

102860 

120715 

120749 

113663 

113889 

108258 

101046 

129990 

122746 

124046 

108436 

124197 

101447 

108852 

101697 

106931 

101909 

117816 

119154 

119241 

119310 

119347 

119529 

112467 

112533 

112588 

121082 

123305 

123328 

100547 

123490 



F06732Z43705 

IroS^8161M61323BH12439N76991D78692BE019603M^^^^ 

AA860368 AA729556 H04137 T87297 C1742D AA293243 AM19144 

AA342715AA367634 

AA131367AA082824 

AAQ57531 AA001527 

F20186AA622352 

AA424107 M452788 

AA047854 AA057508 AA053841 

MO64613AA064671 

AA083531 M126047 AA07491S M148649 

S7fM?36653M136656AW419381AA984358^^^ 
BE01 1368 BE011362 BE011215 BEO1 1365 BE011363 
AA179656 AA182626 AA182603 

AF074991 R36070 ^ 

AW964385 AA007312 A1081711 AA318253 AW891655 T99192 

lfSf?^^Sl6ASJ AA457591 BE062092 A1555202 AA714296 AI267264/^075321 AA223286 AA071122 M22^^ 
AL042725BE06^16AVy9(&biu/w«(Dai^D^ BE165757 



405284J 

288073.1 

111686.1 

15043U 

113869 J 

«gr„HT3291 

genbanIU\A210719 

genbanKM610013 

genbank^D20433 

enirez^W38001 

entrBZjV38294 

genbanK.H83928 

9enbank-U68133 

genbanK_N66S80 

entrezj^00368 

genban!eAA292700 

9enbanlLAA303235 

genbanleT95909 

genbanK_W72720 

genbankj^063269 

entrez_K01160 

genbanK_N30316 

genbanlLAA458791 

genbanlLF10243 

genbanMA078801 

genbanK.H52921 

entrezjffi1305 

genbanlLAA133131 

enbBzJ<64358 

genbanlLAA147186 

entrez^S69265 

genbanleN4B872 

genbanK_R61293 

genbanU12559 

genbanU"40427 

genbankJ64349 

entrez^W38053 

genbanKJ^5706 

genbanK,R59886 

genbanK-R77302 

genbanKjAA398722 

genbanlLAA496133 

genbaniLAA496968 

ligr.HT2219 

genbatlLAAS99723 



AW818104 AW392888 AA584918 AA099408 AW856396 AW861859 AA053045 
AAfi79064AA935466 
AA424107AA452788 

AA081507 AA070071 AA070840AA084362 
AA157811AA836869 
AA075631 AA075578 
L18862 
AA210719 
AA610013 
D20433 
W38001 
W38294 
HB3928 
U68133 
N66580 
X00368 
AA292700 
AA303235 
T95909 
W72720 
AA063269 
KOI 160 

N30316 

AA4587gi 

F10243 

AAa78801 

H52921 

M2130S 

AA133131 

M64358 

AA147186 



N48S72 
Rfi1293 
T12559 
T40427 
T64349 
W38053 
R657Q6 



R77302 

AA398722 

AA496133 



M57417 
AA599723 



75 TABLE45A: gOGEI^SDOVVIWlEGUlATEDINIWEUMATaDARTHOT 

TaUe45Afcb*oul90g«esdo«Hegrf^inrt«^ 

Pkey. Unique Eos probeset ideneSer number 
80 ExAccn: EttnipJ» Accession nimiber.Genbankaocessk^ 
UnigendO: Unigene nuiAber 
Urilgene Title: IWaene gene title 
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Pkey ExAccn 

100137 013627 

100240 D31767 

S 100289 D45248 

100658 HG2855-Kr2995 

100763 HG3Sg7-HT3800 

100779 HG3731-Hr4001 

101091 106132 

10 101155 L13972 

102223 U24685 

102282 U31383 

102378 U40369 

102386 U40998 

IS 102389 U41371 

102480 US0327 

102566 U59752 

102605 U64444 

102693 U73824 

20 102710 U77827 

102920 X12451 

102929 X13238 

103166 X67951 

103283 XB0199 

25 103463 Y00281 

103835 AA17221S 

104796 AA029368 

105714 AA291429 

105927 AM02968 

30 105945 AM04512 

108001 AA410986 

106027 AM12119 

106227 AA429262 

106295 AA435664 

35 106417 AA448008 

107391 W02B77 

109107 AA169180 

109685 F0932S 

110021 H11252 

40 110738 H99370 

112746 R93237 

113059 T26925 

113822 W47350 

113859 W672K 

45 113909 W78127 

114693 AA122156 

115399 AA2831B2 

116606 D80217 

116633 F02702 

50 119254 T15837 

119493 W35384 

120108 W9S696 

120886 AA365585 

120953 AA397911 

55 121303 AM02441 

121547 AA412448 

123495 AAS998S0 

123608 AA609144 

123749 AA609949 

60 124763 R39610 

125366 K60192 

125657 AA4S1719 

12S670 AI432621 

125882 H45538 

65 126541 AA204913 

126715 R70160 

126817 AA478642 

127112 A1143906 

127273 AA335263 

70 127615 AA718919 

127635 AA766903 

128528 R39234 

129398 AA437374 

129821 AA489459 

75 131037 AA^171 

131328 V01512 

131631 AA486868 

132079 H67964 

132455 T15774 

80 132582 AA318547 

132610 AA443114 

132755 AA609201 

133192 AA393804 



UidgenelD IMgeneTiOB 

Hs.15071 chapennin containing TCPl.subuna 80 

H&75416 DAZassQciatBdpret^2 

Ks.179774 proteasoms (pn^ome, macropain} acQvato 

Hs.75452 heat shock TOkO protein 2 

gb:Kuman major histxonipaSt^nty cximplG 

Hs302063 inmunogMiultn heavy constant mu 

Hs.1491 55 vollaga^lependent ankm channel 1 

Hs.301698 siatyttransferese 4A (bet&^atactosUase 

gb:Homo s^ns immunoglobulin heavy cha 

Hs.79126 guanine nudeotida binding protein 10 

Hs28491 spemildine/spermine Nl-acetyttransfeiase 

Hs.81728 unc119(Cel6gans)hGinolog 

Hs.75916 sptidng (actor 3b. subunit 2. 1 45kO 

Hs.1 432 pmlein kinase C substrate 80K41 

Hs.303091 pteckstiin homology. Sec7 and ooaed/bd 

H$.181369 ubiquithi fusion degradaOon 1-like 

Hs.183684 eukaryofictranstaSonlnBlaBon factor 

Hs.l 13207 6 protein^upled receptor 30 

H5.78056 calhepsin L 

HS.74&49 cytochrome c oxMase subunit Vic 

Hs.180909 peraxkedoxin 1 

Ks.83422 MLN51 protein 

Hs^80 ribophorini 

Hs.93748 Homo sapiens cOI^ FU14676 fs. done NT 

Hs^25 hypolhetfcal protein PP2447 

Hs.1 221 1 GOP-fucose transporter 1 

Hs.332040 hypothetical protein MGC13010 

Hs.14453 Interferon consensus sequence binding pr 

Hs.8963 Homo sapiens mFtNAtuH length insert cON 

Hs.234799 breakpoint duster regbn 

Hs.19813 ESTs 

Hs.8583 similar to AP0BEC1 

Hs.261828 G praleitMOUpled receptor kinase 7 

Hs.284294 Bredcpdint duster regton protein, uteri 

Hs.269280 ESTs 

Hs.28102 ESTs 

H5.31037 ESTs 

H8.139648 Unesbifami^ member 1C 

Hs.74170 metdtoMondn IE ^netionai) 

Hs.172684 veslde-assodated membrane pretoin 8 (a 

Hs.17466 retinoic ackl receptor responder (tazaro 

H5.13273 K1AA0592 protein 

Hs.9956 hypothetical protdn FIJ20259 

H&3006B3 Homo sa(^cDNAFU12825 lis. done NT 

Hs.92023 oQreNstonemacrDH2AZ2 

Hs.259842 protein kinase, AMP-actlvated, gamma 2 n 

Hs.268726 ESTs, Highly sknHar to ZN91_HU1WAN ZINC 

Hs.27g009 matrix Gia protein 

Hs.50477 RAB27A. member RAS oncogene famSy 

Hs.16803 LUC7 (S. cerevisiae)^ 

Hs.301 342 hypotheiteal protein MGC4342 

Hs.97499 ESTs, Wadkly similar to unknown (H^apie 

H&303ig7 Ml OUymphoma 7C 

H3.104777 ESTs 

Hs.106747 serine carboxypeplMase 1 precursor pnt 

Hs.112651 ESTs 

Hs.112790 EST 

Hs.76288 calpain 2. (m/li) large subunit 

HS.768S3 Homo sapiens mRNA;cDNADKFZp434N1726(f 

HS.1S0540 Homo sapiens, done lMAGE:3954g61.miV4A. 

HS.B2685 C047 antigen (Rh-reiated anDgen, int^ 

H$.101448 metastasis assodatod 1 

HS.78S4 zinc/iron regulated transporter-like 

H5i41552 KIAA0268 proton 

Hs J91623 ESTs. WeaUy similar to unnamed protein 

Hs.125103 ESTs 

Hs.144950 ESTs 

gb:zv88a04^1 So3res_NhHMPu.S1 Homosapl 

Hs.1 16346 ESTs. Highly simOar to A46297 beta-1,6- 

H&251699 ESTs.WeaklyslmlartotDN4-GGTR14IHj 

Hs.234573 Homo sapiens mRNA for TL132 

H$.301005 purine^ element binding protein 6 

Hsi2391 chromosome 20open reading frame 3 

Ks^5647 v4os F8J murine osteosarcoma virai onco 

Hs.2g802 6St{DrosophBa)homotog2 

H&38894 ESTs 

Hs.4892 Homo sapiens dona 24841 mRNA sequence 

Hsi78712 eUkaryoltotranstatkxitoi&atnn factor 

Hs.5326 ' amino add system Ntjansparter 2: porcu 

Hs.162635 ESTs 

Hs.67052 vacuolar protein sai6ng 28 (yeast homd 
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133437 
133449 
133649 
133814 
134378 
134419 
134548 
134776 
135032 



R57419 

AA094989 

AA479139 

M33882 

AF006088 

108044 

U41515 

J05S82 

AA243497 



Hs 7370 phosphoBdylinositol transfer protein, b 

^3*738^ vdtage^apendent anion ctiamte! 3 

Hs 75393 acid phosphatase 1 , soluble 

Hs 76391 myxovinis (Wluenza) resistance 1, homo 

Hs'82425 acfin ^ com^:^, siibun 

Hs.82961 treloa factor 3 (Intestinal) 

H5.333495 Deleted In spBl-hand/spBl-foot 1 regio 

Hs 89603 niucin 1, transmembrane 

H&173685 hypothetical protein FU12519 



TABLE 456 



15 



20 



25 



30 



35 



Pkey: Unique Eos probesel idenBrier number 
CAT numlwn Gene duster number 
Accession: Genbank accession numbeis 



Ptcey 

127615 
100763 
102223 



CAT number Accessions 



380951.1 

tlgr.HT3800 

221.^5 



AA626215AA718919 

Z46342 /U244931 AJ244935 AJ244937 aJ2«990 AJ244988 AJ244987 X87440 

AJ244985AF174088/U279S19W2reS1^H^6^K«TO 



40 



45 



50 



55 



mRNA expression. 

ntRNA expression. n-* 
niRNA expression. 



60 TABLE 46A; 



70 



75 



80 



Pkey: Unk^ue Bos probesel identifier number 
ExAocn: Exemplar Accession mmber, Genbank accession number 
UnigenetO: Unigene number 
65 UniBenerme:Unlgefle gene fine m -r ■^^h«»h<»7fWt 

Rir SOIhpercenlileolesophageaitunwAIsdivutedbytheTOth 

ttie numerator and denonMor. 



both 



-pjlSj Sacoi Unigeneiu unigene litle 



413808 J00287 

411243 AB039888 

422168 .AA586894 
401781 

424098 AF077374 

425211 M18667 

417366 BE185289 
401780 

421948 L42583 

400289 XD7820 

429538 BE182592 
400666 

418007 M13509 



Hs.69319 
Hs.112408 

Hs.139322 

Hs.1867 

Hs.1076 

Hs.334309 

Hs^SB 

Hs.11261 

H5.83169 



Homo sapiens mRNA tor caMesmon. 7 UTR 
CA11 

S100 caldunv^inding protein A7 (psonas 
Target Exon 

small proline-nrii protein 3 



sm^ pccrme^ protein IB (condfin) 
NM.00555r:Homo sapiens Iterafin 16 (taca 
keratIn6A 

matrfat metaDoproteinase 10 (stromelifsin 
sm^ prcdine-rich protein 2A 
NM_002425:Homo sapiens malrbc met^Qopra 
matrix metaOoproleinase 1 Cinteisiitial 



■r^ — 

31.57 
26.C6 
25.65 
23^3 
21.35 
20.37 
20.33 
18.94 
18.13 
18.01 
17.31 
17.28 
16.96 
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430520 NM.016190 Ks.242057 ctuoroosome 1 open reading frame 10 16^ 

408522 AI541214 Hs.46320 SmaQprafine^ protein SPRK (human. 16^ 

41327B BE563085 Hs^ fntBrferaiHOmulatedproleliv ISItOa 15^ 

421582 AI910275 trefbafactorl (breast caxer.estroge 14^ 

5 425679 X05997 Hs.159177 Dpase, gastric 1453 

421773 W69233 Hs.112457 ESTs 14J26 

433091 Y12642 Hs.3185 (ymphocyte antigen 6 complex, locus 0 14^ 

422158 L10343 Hs.112341 protease inhibOor 3. s)d(HleiM(SKAL laSS 

444325 AW152618 Hs.16757 ESTs 13.24 

10 431723 AW058350 Hs.16762 Homo sapiens mRNA; cDNA DKFZp554B2062 (T 13.19 

420783 A1659838 Hs.99923 lectin, gatactosWe-hindlng. soluble. 7 11.98 

423673 BE003054 Ks.1695 matrix metaDoprotelnase 12 (nmophage 10.99 

426350 NM.003245 trensfllotembiase 3 (E polypeptide, prate 10.77 

432239 X81334 Hs.2936 mdbb(meteDoproteinase13(coIlagenas8 10.31 

IS 446292 AF081497 Hs.279682 RhIypeCglyoopfoteIn 9.69 

421978 AJ243662 Hs.110ig6 NICB-lproMn 9.68 

448811 AI590371 Hs.199460 ESTs 9.38 

453331 AI240665 ESTs 9.37 

423634 AW9S9908 Hs.1690 h8par1n4)inding growth fsctor binding pr 9.28 

20 413719 BE439580 Hs.75498 smaillndudbie cytokine subfamBy A (Cy 9.18 

406687 M3112& matrix melaltoproteinasa 11 (strtvrelysin 9.13 

454034 m 000691 Hs.575 aldehyde dehydrogenase 3 Miy, member 9.04 

450701 H39960 Hs.28B467 hypothetical protein XP.098151 8.77 

418886 Z36830 Hs.87268 annexinAS 176 

25 421110 AJ250717 Ks.1355 cathepsinE 142 

407788 BE514982 Hs.38991 8100 cddunv^Inding protein A2 8.42 

424012 AW368377 Hs.137569 tumor protein 63 kOa with stiorig homolog 8.36 

423217 NNt000094 Hs.1640 collagen, type Vll, alpha 1 (epidermolys ai8 

427666 At791495 Hs.180142 calmodi£n-like skin protein (OSP) ail 

30 450375 AA009647 adisinteorinandRietalloproielnasedoma a03 

401785 NM-002275*:Homo sapiens keratin 15 (KRT1 7.97 

445891 AW391342 Hs.ig9460 DPCR1 protein 7.95 

437053 AU077018 Hs,3235 keratin 4 7.93 

423271 W47225 Hs.1262S6 inteileUkin 1. beta 7.80 

35 409757 NM_001698 Hs.123114 cystetinSN 7.74 

444342 NM-014398 Hs.10887 similar to lysosom&-3ssodated membrane 7.64 

452838 1165011 Ks.30743 prererentiatly expressed antigen In mela 7.58 

429211 AF052693 Hs.1 98249 gapjunctlon protein, beta 5 (connexin 3 7.55 

428330 L22524 Hs.2256 matrix roetaIloprot«nase 7 (malrilysin. 7.26 

40 448045 AJ297436 Hs.20166 prostete stem ceO antigen 7.14 

408243 YW767 Hs.624 InterletMnB 7.13 

429359 W00482 Hs.2399 matrix metdlloproteinase 14 (membran&ln 7.08 

437191 NM_006846 Hs.331555 serine protease Inhibitor, Kazal type, 5 7.04 

407366 AF026942 Hs,17518 gbiHomo sapiens cig33 mRNA, partial sequ 7.04 

45 424687 J05070 Hs.151738 matrix metalloproteinase 9 (gelalinase B 6.98 

421379 Y15221 Hs. 103382 smaltlnducible cytokine subfamBy B(Cy 6.83 

414774 X02419 Hs.77274 plasminogen acBvalor. urokinase 6.85 

439926 AW014875 Hs.137007 ESTs 6.B4 

446921 AB012113 Hs.16530 smaninduciWe cytokine subfamily A (Cy 6.82 

50 429259 AA420450 Hs.292911 Plakophflin 6.77 

419741 NiyL007019 Hs.93002 ubIquiSn carrier protein E2-C 6.71 

424634 Al^1432. Ks.153408 Homo sapiens cDNAaJ10570fis,cbne NT 6.67 

429228 AI553633 Hs.326447 ESTs 5.61 

426312 AF026939 Hs.l81874 Inlerfero^Wuced protein with tetratri 6.60 

55 431211 1^6849 Hs.323733 gapjunctton protein, beta 2, 26kO (conn &58 

441362 BE614410 Hs.23044 RA051 (S.cerevlslae)honx)log(EcQa IRe 6.55 

414987 AAS24394 Hs.294022 hypotheUca) protein FU14950 6.54 

446989 AK001898 Hs.16740 hypolheflcal protein FU1 1036 6.S3 

409632 W74001 Hs.55279 serine (or cysteine) proteinase InhlbHo 6.51 

60 422166 W72424 Hs.112405 S 1 00 caldunvbinding protein A9{ca)gren 6.49 

417515 L24203 Hs.62237 atexia^elangiectesia group D-associated 6.48 

428471 X57348 Hs.l84510 straSfin 6.46 

422511 AU076442 Hs.117S38 ooSagen, type Xy/II. flipba 1 6.45 

444381 BE387335 Hs.283713 ESTs. WeaMy similar to S64054hypolhell 6.44 

65 401747 Homo sapiens keratin 17 (KRT17) 6.42 

421508 Nhl.004833 HS.10S115 absent in melanoma 2 6.42 

416768 AA36a733 Hs.1032 legeneraBngistetKleiivedl alpha (pane a42 

417079 U85S90 Hs.81134 interieuk&il receptor antegonist &41 

432374 W68815 Hs.301885 Homo sapiens CONAFU11346 lis. done PL 638 

70 422596 AF063611 Hs.l18633 2'-5'-ol^denylate synthetase^ 6.38 

409601 AF237621 Hs.80828 keraSn 1 (epidermdytichypericeratosls) 6.36 

444761 NiyL014400 Hs.11950 GPI-anchored metastasis-associated prote 6.35 

407811 AW190902 Hs.4O098 cysteine knot superfamSy 1, BMP antagon &33 

425415 M13903 Hs.157091 tnvducrin 6.32 

75 431956 X63629 Hs.2677 cadherin3.type1,P'C8dherin(ptecenta 6.30 

415989 • AI267700 ESTs 6.23 

406673 M34996 Hs.1 98253 m^hbtocompalibiiilyoom|dex.dass &21 

449228 AJ403107 Hs.14B590 protein related with psoriasis 6.21 

436749 AA584890 Hs.5302 tectin. galactoslde^ilwBng. sotabb, 4 6.18 

80 444527 KM.005408 Hs.11383 smsBlnducIbte cytokine St^amBy A (Qf 6.06 

418683 AKOOIICn Hs.41690 desmocoQin3 &04 

428388 BE440042 Hs.83326 matrix metalkiproteinase 3 (stromeiysin S.98 

414915 N1WL002462 Hs.76391 myxovms ftnfluenza) resistance 1. homo 5.96 
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452401 
452304 
418004 
424620 
425650 
400665 
427747 
425247 
414004 
422765 
439606 
445417 
433447 
428227 
408000 
413219 
4284S0 
424408 
416250 
447164 
412326 
439223 
431629 
402994 
447333 
426991 
454241 
408716 
449722 
428434 
426283 
418941 
417720 
424008 
419216 
431620 



422627 
402075 
413753 
445537 
446619 
418558 
422440 
428188 
406663 
409178 
443426 
410700 
418054 
452281 
412471 
411274 
407756 



NM_007115 
AA025386 
U37519 
AA101043 
NlyL001944 

AW411425 
NM_005940 
AA737033 
AW409701 
W79123 
AK0010S8 
U29195 
AA321649 
L11690 
AAB7B200 
NM„014791 
AI754813 
AA581386 
Af=026941 
R07566 
AW2382g9 
AUO77025 

BE090580 
AK001536 
BE144666 
AIS67839 
BE280074 
AW363590 
NM.003937 
AA452970 
AA205625 
R02740 
AU07671B 
AA126109 
AA3612S8 
BE336857 



Hs.29352 
Hs.61311 
Hs.87539 
HS.1S1254 
Hs.1925 

Hs,180855 
H3.155324 
Hs.7155 
Hs.1578 
Hsi8561 
Hs.12680 
Hs.3281 
Hs.2248 
HS.1986B9 
Hs.118727 
Hs.184339 
Hs.146428 
Hs.73452 
Hs.17518 
Hs.73817 
H&2S061B 
Hs265a27 

H5.70704 



Hs.151714 
Hs.23950 
Hs.65551 
Hs.169139 
Hs.239527 
Hs.208067 
HS.137S55 
Hs.164021 
Hik264981 
H&237868 
Hs.118787 



433800 

412755 

416530 

429058 

442117 

426711 

405770 

444783 

420859 

426866 

423017 

45S601 

409956 

427786 

409420 

444371 

431009 

434826 



409402 
408202 
401994 
425292 
421574 
42S299 
^109 
439453 
407944 



U17760 

AJ245671 

Al)076643 

AWD82266 

NM 004812 

M98447 

U24683 

BEa93948 

AF098158 

AA352335 

NM_002318 

T93500 

M63193 

NM-002776 

AA116021 

AW247090 

A1034361 

BE144306 

U82801 

AF138883 

AW664964 

AA383471 

AK001488 
AW46B397 
U02330 
AW17e761 
AI36B680 
AW103364 
BE407B63 
Z1S008 
BE540274 
BE149762 
AF155661 
M29540 
AF208234 
AA227710 



NM_005824 

AJ000152 

AI620463 

373265 

BE2fi4974 

R34008 



ftimor necrosis factor, atpha-tnduced pro 
ESTs, Weakly similar to S10590 cysteine 
aldehyde dehydrogenase 3 famay, member 
MGkrein 7 (chymoliypfic. stratum com 
desmogi^ 3 (pemphigus vulgaris anilgen 
NML002425«omo sapiens mam metaDopro 
serine/threonine Idnase 12 
malnx metalloproieinase 1 1 (stromelysln 
ESTs. Moderately simDar to 21 15357 A TYK 
bacutoviraJ lAP repeal-containing 5 (sur 
G protebHX)upted receptor 87 
Homo sapiens cDNA RJ10196 fe. clone HE 
neuronal pentraxin )1 
small Inducible cytokine subfamily B (Cy 
bultous pemphigQid anGgen 1 (23Q/240kO) 
Homo sapiens cDNA aJ13692 fis. done PL 
K1AA0175 gene product 
coBagen.^V. alpha 1 
hypothe0cal protein MGC10791 
Homo sapiens cig5 mRNA. partial sequence 
smdl Inducible cytokhte A3 (homotogous 
UL16bindingproteb2 
inlerferon. alpha^duciWe prolein (do 
mi 00246y:Homo sapiens myxovifusCinllu 
hypothetical protetadl616B8.3 
Homo sapiens cDNA aJ10574 fis. ctona NT 
gb:CM2-HT017W)410994)17^:02 Hr0176 Homo 
Homo sapiens mRNA for K1AA1769 protoiB. 
cf&n B1 

Homo sapiens. Similar to DNA segment, Ch 
kynureninase (L-kynurenine hydrolase) 
E1B-55kDa-associaled protein 5 
ESTs . . 

putative chemokine receptor. GTP-Wnding 
small Indudble cytokine subfamHy B (Cy 
Z-5-oligoadenylate synthetase 2 (69-71 
InterteuWn 7 receptor 
transfomiing growth factor, beta^nduced 
ENSP00000251056':Plasma membrane cateium 
lamlnln, beta 3 (nicein (125kD). kaiinin 
EGF-like-domaln, multiple 6 
secreted phosphopiotein 1 (osteopontln, 
Fas (TNFRSF6}-associated via death dbmai 
akJo-keto reductase family 1, member BIO 
transglutaminase 1 (KpolypeptidftepWer 
immunogtobuOn heavy constant mu 
kanikrelnS 

chromosome 20 open reading frame 1 
hypotheifcal protein FLJ20073 
tysyloxidas^Iike2 , ^ 

Homo sapiens cONA FU11041 Rs. done PL 
endolhertal cell growth fador 1 (platel 
kaDikreinlO 

ubh^ultin spedEc protease 18 
irtnichromosome maSntenance delfclenl (S. 
lung typo-l cell membrane-associated gly 
ESTs. Weakly similar to P4HA^HUMAN PROLY 
kaIlikrBin6(neurosln,zyme) 
hypotheflcal protein FLB6421 
ESTs; hypolhetk:^ protein for IMA6E:447 
conserved gene ampfified in osteosarcoma 
NM J)0236iHomo sapiens melanoma anfigen, 
anilin (Drosophila Scriaps homdog], act 
8100 calchinv*Indlng protein AB (calgran 
neureguiin 1 

serine (or cysteine) proteinase mWwto 
SRY (sex detemrtining rerfdo Y)*ox 2 
Inhibtn* beta A (adhrin ^ adhfin AB a 
ESTs 

laminln, gamma 2 (nfeein (lOOkD), kalW 
forkheadboxMI 

gap )unc6on protein, beta 6 (oonne»n 3 
pyrovate deMfogenase phosphatase 
cardnoembfyonlc anBgefrfdated cdl ad 
cystatlnB(ste1inB) 
DKFZre86L151 protein 
TaigelExDn 

Hs.155545 37 kDa teudne^ich repeal (LRR) prot« 

Hs.105924 de1ensin,bete2 

Hs,347408 hypotheScd protein WGC13102 

Hs.1473 gastiuHcleasingpepede^^ 

Hs.6566 IhynftI hormone reoeptor inleiaciDr 13 
Hs^g727 desmcxx]inn2 



HSJ5517 

HS.12B44 

Hs.313 

Hs.86131 

Hs.1 16724 

Hs.22 

H$.293441 

Hs^91S 

Hs.9329 

Hs.65641 

Hs.83354 

Hs^8792 

Hs.73946 

^.69423 
Hs.38260 
Hs.57101 
Hs.135150 
Hs.179891 
Hs.79361 
Hs.35254 
Hs.128899 
HsJ43800 

Hs.62180 
K5.100000 
Hs.l72ai6 
Hs^948 
Hs.816 
Hs.727 
Hs^6871 
Hs.54451 
Hs.239 
Hs.48956 
Hs.22265 
Hs.220529 
Hs.695 
Hs.43658 



5.93 

5.92 

5.92 

5.84 

5.76 

5.75 

5.72 

S.72 

5.71 

5.70 

5.70 

5.68 

5.67 

5.64 

5.62 

5.60 

5.53 

5J0 

5.48 

5.47 

5.44 

Sl44 

5.42 

5.40 

5.40 

5.38 

S.33 

5.32 

5.31 

5.30 

5.29 

5.29 

5.29 

5.28 

5.27 

5.26 

5.25 

5.24 

5.24 

5.24 

5.22 

5.22 

5.21 

5.20 

5.20 

5.19 

&15 

5.14 

5.10 

5.09 

5.09 

5.08 

5.07 

5.03 

5.03 

5.02 

5.02 

5.02 

5.00 

5.00 

4.97 

4.96 

4.94 

4.94 

4.93 

4.92 

4.91 

4.90 

4.87 

4.86 

4.88 

485 

4.84 

4.83 

4.81 

4.79 

4.77 

4.74 

4.69 

4.69 

4.68 

4.68 

4.67 
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411298 

433364 

425234 

421335 

422515 

453779 

423575 

417308 

428651 

424354 

404996 

404240 

4S3095 

410407 

418678 

450685 

425483 

425397 

408380 

443859 

411773 

412140 

421777 

408908 

408122 

422487 

400419 

452571 

430044 

414732 

448111 

443347 

453884 

438481 

417S00 

424046 

427983 

448357 

409041 

439999 

410361 

409703 

402447 

426514 

432731 

422397 

413670 

425580 

421506 

409433 

430630 

447343 

407047 

432375 

434449 

417866 

436291 

418140 

410286 

448844 

.432680 

417599 

402992 

429500 

422100 

409512 

446985 

407137 

411263 

439979 

423905 

427337 

417933 

418589 

417678 

451541 

433848 

418113 

429599 

450823 

423787 

431250 

416091 



BE207307 

AI075407 

AW1S2225 

X99977 

AW500470 

N35187 

C18863 

Ke0720 

AF196478 

NM_014314 



AW295660 



NM.001327 

L15533 

AF231022 

J04088 

AF123050 

NM»013409 

NM.006799 

AA219691 

BE562088 

BE296227 

AI432652 

AJ010901 

AF084545 

W31518 

AM64S10 

AW410976 

AA053486 

AI052543 

AA355925 

AA379597 

BE2S0127 

AF027866 

M17706 

N20169 

A8033025 

AA11S611 

BE391804 

NM_0061B7 

6E616633 

R31178 

AJ223366 

AB000115 

L1 1144 

BE302796 

AA074382 

AW269920 

AA256641 

X65965 

BE536069 

AW953484 

AW067903 

BE568452 

BE613d36 

AI739159 

AI5ei519 

T47364 

AA204688 

X78565 

AI0969B6 

AW979187 

AU)38704 

T97307 

6E297802 

AW600291 

AW579960 

Z46223 

XD2308 

AI360883 

X06560 

BE279383 

AF09$719 

AI272141 

AA606106 

T81223 

AJ295745 

BE264649 

AF295370 



Hs.10114 growth suppressor 1 4.65 

Hs.296083 ESTs. Moderately simitar to 154374 gene 4.65 

HS.16S909 ESTs, Weakly stmOar to 138022 hypothsQ 4.61 

Hs.103505 ARS component 8 4.60 

Ks.1 17950 muttifuncQonal polypeptide similar to S 4.S9 

Hs.43388 28kD inteiferon responsive protein 4.S9 

Hs.163443 pefio66n(OSF-2os} 4.59 

Hs.81892 KIAA0101 gene pnxlxt 4.58 

Hs.188401 annsxfaiAlO 4.58 

HS.14S612 RNAheOcase 4.58 

Target Exon 4.56 

NM.0189S0:HQmo sapiens major histocompal 4.56 

Hs.252756 ESTs 4.55 

cartsonic anhydrase IX 4.55 

caimftestis antigen (NY.ESO-1) 4.55 

pancreatitis-associated protein 4.54 

Hs.1581 59 FAT tumor suppressor (Drosophlla) homoio 453 

HS.1S6346 topoisomerase (DMA) n alpha (ITOkD) 452 

HS.44S32 diubiquitin 4.47 

fonistatin 4.46 

protease, serine. 21 (testisin) 4.44 

RAB6 Interacting. klnesin-Gke (rabklnes 4.44 

Hs.108196 HSPC037 protein 4.44 

HS.2S0822 serinfi/threonlne kinase IS 4.43 

Hs.42824 hypothetical protein nJ10718 4.42 

H3.198267 mucin4.lracheot)iQnchial 4.42 

Target 4.42 

H5.34665 ESTs 4.41 

Hs.152812 ESTs 4.41 

Hs,771 52 minldiroinosome malntenanoe ddfcienl (S. 4.39 

Hs.20315 Interferon^xed prot^ with tetratri 4.39 

Hs.1 33244 melanomaKleflved texine zipper, extras 43 

Hs.36232 KIAA0186 gene product 4.38 

HSPC1S0 protein similar to ubiquitin^ 4.37 

COC20{cefi division cyde 20. S.C8revi 4.37 

Hs.138202 serine (or cysteine) proteinase inhibito 4.37 

Ks.2233 odtonysfimuiating factor 3 (granulocyte 4.36 

Hs.108923 RAB38tmemt)erRAS oncogene family 4.38 

Hypothetical protein. XPJ)51860 (K1AA1 1 9 4.34 

rashomotoggenefan^.meaiberE 4.34 

gusnyiate hiring protdnl I interferon- 4.34 

7-S'-digoadenylate synthetase 3 (100 k 432 

C1000201:gil204416|gt)|AAA02627.1| (L0519 4.31 

Hs.1701 95 bone morphogenefic protein 7 (osteogenic 428 

HS.287B2D fibronecOn 1 417 

Hs.116051 Homo sapiens cONA*FU22495fis. done H 4.27 

hypothetical protein, expressed in oslfio 4.25 

galanin 4.25 

Uiymkllne kinase 1. soluble 4.23 

Hs.135255 ESTs 4J3 

Hs.2621 cy8lat!nA(stefinA) 4.22 

Hs.236894 ESTs. Highly shnilar to S023928!pha-2-in 4.21 

gb:asaplens SOD-2 gene for manganese su 4.20 

SlOOcalciunvblnding protein P 420 

hypotheOcal protein FU2204l8imaar to 419 

collagen, type XI, alpha 1 4.19 

Hs.344037 protein regulator of cytokinesis 1 418 

HS.83S51 mtcrofibrHlar^assodated protehi 2 417 

Hs.61898 ' DKFZP586N2124 protein 416 

Hs.177164 ESTs 416 

Hs.276813 interferon, al^a^ndudble protein 27 416 

H5.62954 ESTs 416 

Taiget Exon 4.15 

Hs.289114 hexafarachton(tenasdnC.cytotacQn) 414 

Hs.1 11554 ADPwtbosylaDon factor-like 7 413 

Ks.293591 melanoma differentiation associated prot 4.12 

HS.1S6827 ESTs. WeaMy similar toALUIJIUMAN ALUS 411 

gb:ya53h05.8l Soares fetal Rver s^een 410 

Hs.69360 kinesIn4ike6(milDQccentromere4ssoc 410 

Hs.6823 hypotheScal protein FU10430 410 

H$.135150 lung type^ eel membrane^ssodated giy 4.09 

Hs.176653 FcfirBgmBntofloG.towaflin!^IUb,r 4.08 

HS52962 thyml^lale synthetase 408 

HSJ74448 hypothetbalprot^iaJ11029 406 

Hs.82^6 r.S'-oQgoadenytato synthetase 1 (4046 4.06 

plakDphllin3 4.06 

cartxutnnpfidaseM 4.06 

SRY (sex determining regtonYVfaox 4 404 

Hs.123664 ESTs 4.03 

Hs.22011 oompIemenUlq tumor necrosis (actflr-4d 402 

nudearporeoornptexprotdn 400 

taxolresistancaassodat8dgene3 4.00 

3.97 



Hs.63287 
Hs.87225 
Hs.423 



Hs.9914 

Hs.72026 

Hs.73625 



HS.S199 
HS52906 



HS.S0081 
Hs.6838 
Hs.62661 

Hs.56009 



Hs.75470 

Hs.1907 

Hs.105097 



Hs.2962 
Hs.3849 
Ks.82772 



Hs.26557 
KSJ93764 
Hs53484 



Hs.238204 
Hs.251377 



Hs.283082 defensin.bela3 
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419693 
420596 
422094 
414945 
404286 
423961 
426075 
447377 
435066 
446998 
421904 
441553 
428093 
441020 
447078 
437044 
417621 
424905 
426059 
419833 
451807 
422530 
452203 
414020 
414809 
442599 
405387 
449539 
419079 
410434 
408660 
409142 
435099 
444006 
426761 
444665 
427528 
414561 
411789 
428311 
449378 
449961 
443378 
407242 
414416 
422283 
422675 
422899 
441954 
410290 
422648 
428953 
443883 
428728 
400245 
442432 
428484 



NNU)026Sg 
AB0329S3 

AW973666 
)C90725 
AW955454 
AW4683S7 
AA305384 
AA133749 
NM_002692 
AF129535 



013666 
AW513591 
X77343 
BE2617S0 
N99013 
BE143533 
AA281219 
AW594506 
W79283 
AW8B5727 
A1J035864 
AV654694 
NM_002497 



AA251131 
W52854 
AW972300 
X57522 
NML002984 
AI434699 
AF078037 

W80363 
AW014636 
AF051152 
AA525n5 
AL136877 
AC004770 



A1015709 
BE613126 
AU077143 
A1064813 
AF245505 
NWL005651 
AW664026 
AW265634 
AW392550 
M18728 
AW409985 
AW411307 
BEOIBSU 
BE410590 
A1744935 
AA402307 
D86983 
AA306610 
AA114212 
NM.016625 



440659 
414821 
413053 
425081 
409432 
428291 
414883 



428479 
408482 
404287 
431941 
414110 
427857 
419968 
430413 
416209 



Hs 179657 plasirinogen acfivatof, urokinase recepto 
Hs 173560 oddOz/tefHnhomotog2(DrosopWla,mqus 
NM_030920*:Homo sapiens hypoBwBcaa pro 
Hs 1 53850 hypolhelica! prdein C321 D2.4 
H8!77597 poto (DrosopWapce kinase 
Hs.30942 ephrin-B2 ^ j ^ 

Hs 100000 S100 caWum-binding prolem A8 (cagran 
Hs.25740 ER01 (S. cerevls1ae)-liKe 
Hs 301350 F)CfD domain-conlaining Ion Iransport reg 
Hs.991 85 polymerase (DNAdircdBd). epsikm 2 
Hs.272027 F-box only protein 5 
Hs.77667 lymphocyte antigen 6 ^»tmif,^^ 

C6001909:gli7044411db|18AAl8909.1i (D298 
HS.13634B- periostin(OSF«2os) _ 
Hs.270149 ESTs.WeaWysimilart021O926OABcell 
H5.334334 transcription (actor AP-2 alpha 
Hs.4747 dyskeratosis congerala 1. dyskerin 
Hs 16762 Homo sapiens mRNA; cONA DKFZp564B2062 (I 

Hs!l09309 hypothetical protein aJ20035 

Hs.121296 ESTs 

Hs.104830 ESTs 

Hs3S962 ESTs 

Hs.9914 ESTs 

Hs.69517 differenlialty expressed m Fanoonj s an 
Hs!82316 interferon-lnduced, hepatitis C-assodsd 
Hs.1 53704 NIMA (never in mitosis gene a)^lated k 
Hs!l66120 Interferon regulatory factor 7 
Hs.22Qe97 ESTs „ ^ 

Hs^099 hypothetteal protein FU23293 swrilar to 
Hs.1181 10 bone marrow stromal celt antigen 2 

transporter 1 , ATP-blndIng cassette, sub 
small inducible cytokine M (homotogous 
n5,f f transferrin receptor (p90. CD71) 
Hs.324051 RelA-associated Inhibitor 

NWL022170'-itemosa|feisWllliains-8euren 

Hs,58446 ESTs 
Hs.18844 ESTs 

Hs.63e68 tol!^ receptor 2 ^^.^^^^ . 

ESTs, Moderately similar to PC4259 fern 
SMC4 {structural maintenance of chromoso 
flap stnicturMpeciRc endonudease 1 
Hs,10086 type I transmembrane protein Fn14 
Hs.172089 HomosapiensraRNA:cDNADKFZp586l2022tf 
Hs.47783 B aggressive lymphoma gene 
Hs.179565 mintehrortwsome roahtenance defidenl (S. 
Hs.195155 Homosapiensairinoackltransportsystem 
Hs.72157 Ad&an 
Hs,183671 tryptophan 2.Mkwygenasa 
H8.59892 ESTs 

Hs.133100 ESTs > k ii 

Hs.9280 proleasome (prosoma, macropain) suburtl. 

gb:Human nonspedffc crossreacOng anfig 
HsJ6084 hyp(^flcalproisnMGC2721 
Hs.114311 CDC45 (cell diviston cyde 45, S.cerevis 
Hs 1 19140 eukaryolic translation InitiaBon factor 
Hs.119257 emsl sequence (mammary tumor and squamou 
Hs.8047 Fanconl anemia, ooinplenwrtaiion group G 
Hs^22844 hypcilheticail protein DKF2p564A176 
Hs.118893 Melanoma associated gene 
Ks,3481 83 tumor necrosis factor receptor superfami 
Hs.9930 serine (or cysteine) proteinase Inhiblto 
Hs^WlSBI hypoawSical prolan 

Eos Control 
Hs,38178 hypothetical prol*FU2346B 
H$.1 84801 soJute carrier famBy 7 (cafionte amino 
Hs.153479 extra spindle poles, S. cerB\fisiaB. homo 
Hs.7327 ctaKflnl 

Hs.77424 Fc fragment of IgG, high affinity la, re 
Hs.75184 cWtlnase 3^ 1 (carfilage glycoprote 
Hs.154443 minichromosonieriiaintenancedBficlajtlS. 
HS54460 smallinducIbtecytoWnesubfamllyAlCy 
HS.1B34B7 MBfferonsthTHilaledgene(20kD) 
CDC28 protein kinase 1 

Hs.98558 ESTs „ 
Hs.334562 cell division cyde ZG1 to Sand G2 to 
Hs.45743 adenosine A2b receptor 



Hs.7S70a 
Hs,77356 



Hs.50758 
Hs.4756 
Hs.10086 



AF1O4032 
D799B7 
AF134160 
M63835 
AL035737 
)C74794 
D49372 
AA534009 
AA926960 
AI249368 
Y00272 
NM_000676 

AK000105 Hs:272227 Homo sapiens cDNA FlJ20099 fe^ 
BE251752 gb«)1112444F1 NIILMGCL16 Homo sapiens c 

AL133017 Hs^lO hypoiheticai prolan FU22865 
X04430 Hs^913 Intertaddn 6 fmterferon. ^^^^^^ 
AWB42182 Hs.241392 srnallridurilto cytokine /6(RAKTE^ 
AA236776 Hs.7907B MAD2 (mitDfic arresldelfcient. yeast, h 
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3.91 
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433001 AF217513 

430994 AA490346 

456534 X91195 

437340 AL3S3935 

435793 AB037734 

437016 AUG76916 

420247 AA256930 

424308 AW975531 

4222B2 AF01S225 

424635 AA420687 

421044 AP061871 

408015 AW136771 

422SS6 BE545072 

449039 AI962602 

446269 AW2S3155 

400297 AI127076 

428977 AK001404 
402995 

416065 BE267931 
432917 

439750 AU59053 

445411 AL137255 

438113 AM67908 

414420 AA043424 

419682 H13139 

447208 BE315291 

432543 AA552690 

442295 A1827248 

426440 BE382756 

429249 X81479 

413900 AW409747 

424242 AA337476 

414761 AII077228 



Hs^799(S ckxtaHQ031OPRClO310p1 

Hs.40530 Homo sapiens, done MGC:17624. mRNA. com 

Hs.100623 pttosphoGpaseC. beta 3, neighbor pseudo 

Hs.135917 hyp^Bcai protein DKFZp76101823 

Hs.4993 KlAA1313pretBbi 

Hs.5398 guanine monphosphate synthetase 

Hs.44680 hypothetical prote in FU2 D979 

Ks.1 54443 nuiichnxnosome maintenance defidonl (S. 

Hs.114309 apofipoprolBinL 

Hs-1 15455 Homo sapiens cDNA FU142S9 lis, done PL 

Hs.101302 HumaiONA sequence from done RP1-238015 

Hs.244349 epUemtal differentiation complex protBi 

H5.1 22579 ECT2 protein (EpilheHal ceil transformi 

HS74284 hypottstica] fsotein MGC2714 

Hs.14559 hypotheScal protein aJ10540 

Hs.305201 hypothelicalproleh0KFZp564O1278 

Hs.194696 cydin62 

NW-.002453':Homo sapiens myxovinis (failiu 

Hs.78996 profiferating cell nudear antigen 

NM.Q1412S HsjZ41517 PRO0327 protein 

Hs^7664 Homo sapiens mRNA full length insert cDN 
Hs.12645 hypothefical protein nj22693 
Hs.8882 ESTs 

Hs.76095 immetSate eariy response 3 
Hs.92282 paMtlehameodomaIn transcrtpUdn la 
H5^971 hypothetical protein MGCS627 
Hs.152423 Homo sapiens cDNA: FU21274 tis, done C 
Hs.224398 Homo sapiens cONAFUl 1469 ns, done HE 
Hs.169902 sohitecamer family 2 (fadniated glu 
H&2375 egf-AkBmodtilaoofltaMng.fnudn^ . 
Hs.75612 stress^Rducedfhosphoproleln 1 (HspTQM 
Ks.347408 hypothefical protein MGC1 3102 
H3.77K6 enhancer of zeste (Orosophila) homdog 2 



446480 


NM-014578 


Hs.15114 


ras homdog gene famOy. memt)er 


414825 


X05370 


Hs.77432 


epidermal growth factor receptor (avian 


428665 


BE544095 


Hs.164980 


BarH4D(ehomeobox1 


449003 


X76342 


Hs.389 


dcohd dehydrogenase 7 (dass IV). mu o 


450506 


NM_004460 




fit}rot)last activation protein, alpha 


421307 


6E539976 


Hs.103305 


Homo sapiens mRNA; cONA DICF2:p434B042S (T 


422938 


Nlil.001809 


Hs.1594 


centromere protein A (171(D) 


405545 






Taiget Exon 


418322 


AA284166 


Hs.84113 


cydirHtependent Mnase inhibitor 3 (COK 


441703 


AW390054 


HS.192B43 


leudne zipper protein FKS614 


417944 


AU077196 


Hs.82985 


collagen, type V, dpha 2 


417924 


AU077231 


H5.82932 


cycTin D1 (PRAD1: parathyroid adenomate 


431228 


AB006746 


Hs.198282 


phospholipid scramblase 1 


422363 


T55979 


Hs.115474 


replicalion fador C (adivator 1} 3 (38 


440S02 


A1B24113 


Hs.78281 


regulator of Gf rotstn signalling 1 2 


448741 


BE614567 


Hs.19574 


hypothetica] protein lUlGCS46g 


453922 


AF053306 


Hs.38708 


budding uninhibited by benztmldazoles 1 


406646 


M33600 


Hs.308026 


histocompaOillity complex, dass 


413281 


AAB61271 


H3.222024 


transo^on factor BMAU 


449101 


AA205847 


Hs.23016 


G prelein^upled receptor 


430890 


X&4232 


H5^699 


gtyplcani 


422809 


AK001379 


Hs.121028 


hypothetlcai protein RJ10549 


412429 


AV650262 


Hs.75765 


GR02 oncogene 


443211 


AI128388 


Hs.143655 


ESTs 


422209 


AR)05210 


H5.113222 


chemddne (OC mo60 receptor 8 


428303 


AW974476 


Hs.183601 


regulator of (>pn)tein signalling 16 


421817 


AF145074 


Hs.108660 


ATP-blnding cassette, sub-fantily C (CFTR 


428664 


AK001666 


Hs.18g095 


similar to SAUI (sd (Drosophila)-Iil(B 


422101 


AW404176 


Hs.111611 


rSxjsoma) protein L27 


457670 


AF1ig666 


Hsj»449 


insulm receptor tyrosine tdnase substra 


437033 


AW248364 


Hs.5409 


RNA pdymerase 1 subunit 


425322 


U63630 


Hs.155637 


protein kinase, DNAractlvated. catalylio 


417059 


AL037672 


Hs.81071 


extraoellutar mablx protein 1 


400298 


AA032279 


HS.6163S 


six transmembrane epitheilal anfigen or 


414812 


X72755 


Hs.77367 


monddne Nuoed by gamma interferon 


436748 


BE159107 


Hs.159263 


cdIagen.typeVl,aipha2 


401797 






Target Exon 


428309 


M97615 


Hs.183650 


cellular retlnoic add-binding protein 2 



421563 
402294 

414024 AA134712 
401961 

418462 BE001596 

4188S7 031771 

424600 AU035588 

412420 AL03S668 
404440 

432398 AA307808 

4216n H84092 

407792 AI077715 



NM.006433 Hs.105806 grandysin 
Target Exon 

Hs.22410 



gb3m78g08.r1 StiatageneneuioepQheOum 
NM.021626:Homo sapiens serine carboxypep 
Hs.85266 In)eg(tn.beta4 
HSJ9404 msh(OrosQphaa^hom80 box homdog 2 
HS.153203 mtyoOfamiiy inhibitor 
Hs.73853 bonemorphogeneilcprotdn2 

NM-Q21048:Homo sapiens melanoma anOgen. 
H3.2979 trefofl factor 2 (spasmolytic protein 1) 
Hs.38282 ESTs 

Hs.39384 putative secreted Dgand homologous to f 
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449048 


Z45051 




417197 


AW994561 




429669 


8E185499 




409636 


AA30S729 




429415 


Nli/L002593 




405386 






410274 


AA38t807 




44827S 


BE514434 


10 


418245 


AA088767 


452291 


AF015S92 


431830 


Y16645 




422575 


AK000546 




404171 




15 


418464 


R875B0 


425566 


AW162943 


410226 


AI831958 




4322B1 


AK001239 




443247 


BE614387 




449717 


ABO4093S 


20 


428336 


AA503115 


416111 


AA033813 




420759 


T11832 




432336 


NM.002759 




405778 




25 


419488 


AA316241 


421150 


A)913562 




406400 
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Hs 22920 similar to S68401 (caHle) glucose faduc 

Hs.151777 eiikaryofic {ranslaOon WOation factor 

Hs.2471 K1AA0020 gene product 

Hs.18272 amino add banspoiter system A1 

Hs.202097 procollagen OendopepWase enhancer 

Target Exon 

Hs.61762 hypoxia^nducible protein 2 

H$.20830 Idnesln-rike2 

Hs.83883 transmembrane, prostate androgen Induced 

Hs.28853 C0C7 (cell division cycle 7. S. cerewsl 

Hs!271387 small inducible cytoWne sulrfamBy A (Cy 

H&118552 hypothetical protein FU20539 

NM„000636':HQmo sapiens superoxide dismu 

Hs.144531 gb:ym89h07.r1 Scares adult brain N2b4HB5 

Hs.250618 UL16 bidding protein 2 
Hs.61053 hi^olhelicd protein 



Hs.183752 microsenwoprotein.beta- 
HsJ901 8 chromaBn assembly factor 1 , subunit A { 
Hs.127797 Homo sapiens cDNA RJl 1381 fis, done HE 
Hs^4382 protein l<inasa.lnleifBron4nducibledou 

N^A.005361^^omo sapiens melanoma antigen. 
Hs.90691 nucleophosmin/nudeoplasniln 3 
Hs.189902 ESTs 

kallilaein 8 (neuropslnfovasin) (KU<8) 
gb:QV2.HT00834)712994)18^11 HT0083Homo 

Hs.166146 Homer, neuronai ^J^^^aiP ^aJJSS^ J!.,- 

Hs.170861 ESTs. WeaMy similar to Z195JHUMAN ZINC 

Hs.346509 dedicator of cytfrWnesIs 1 

419551 AW5BZioe Hs.91011 anterior gradient 2 (Xenepuslaevls) horn 

429002 AW248439 Hs.2340 Iw«*>"j'*°9'°*'!" ,0,7^0 
450000 A1952797 Hs.10888 hypothetical prolem FU21 709 
407777 AA161071 Hs.71465 squalene epoxidase 
419485 AA489023 Hs.99807 ESTs. Weakly similar to unnamed ^teki 
426437 BE076537 Hs.169895 uWquili^coniugallng enzyme E2L 6 
415701 KM_003878 HsJB619 gammafllutanyi!iydrolase(co^K6^ W 
412817 AL037159 Hs.74619 proleasome (prosome, macropam) 26S subu 
447519 U46258 Hs^65 ESTs 
412561 NM 002286 Hs.74011 lymphocyte-adivalw^^ 
446528 AU076640 Hs.15243 nudeolaf protein 1 (120ltD) 
423198 M81933 Hs.1634 celldivistoncycle2SA 
415091 AliM4872 Hs.77910 S^droxy-S^thylglulaiyWJoenzyme A sy 
SilSs aSi Hs.181245 HoJno sapiens cONAFU12532fe. done NT 
443071 AL080021 Hs.8985 cornplement component l.q subcomponent 
408901 AK001330 Hs.48855 hypothetical protein mi0468 

Hs.296323 serom/glucocorlicold regulated lanase 

Hs.61796 transcription factor AP-2 gamma (acfivat 
HS.78B67 protein tyrosine phosphartase, receptor-t 
Hs.303025 chromosome 1 1 open reading frame 24 
suuH. .«.»wv Hs.74335 heatshodtSOkDprolfiiftl.beta 
413436 AF238083 Hs.68061 sphlngoslne kinase 1 
408638 BE294925 Hs.46680 CGI.12 protein 
412115 AK001763 Hs.73239 hypottietical protein iaJ10901 
413142 ft/181740 Hs75212 ornithine decarboxylase 1 
411573 AB029000 Hs.70823 KIAA1077 protein ^^^^ . 
42ffi42 H55709 Hs.2250 leukenteinhibaoryfactor(^K)ta^ 
409361 KWL005982 Hs^16 sineocufehomeoboxlDrwghlaJhomtilo 
435014 BE560898 Hs.l0026 mitochondnalrihQSflmalproWnLU 
^117R TagetExon 
S455I BE387162 Hs^80858 ESTs. Highly simi!artDA3S66ipNAexcis 
410310 J02931 Hs.62192 coagulafion factor III (Ihrombjitastm^ 
427584 BE410293 Hs.17971B v^nyb arian myelobte^^ oncogen 
423725 AJ403108 Hs.l32127 hypothetical protein LOC57822 
452012 AA307703 Hs,279766 Wnesin family member 4A 
407289 AA1351S9 Hs.203349 Homo sapiens cDMAFU12149«s. done MA • 
409461 AA382169 Hs.54483 N-myc (and STAT) interactor 
433020 AI375726 Hs.279918 hypothetical protein 
437915 A1637993 Hs.202312 Homo sapiens done Nl 1 NTBra2DlteraIoca 
426997 BE620738 Hs.173125 pepQdylproIyi isomerasa F (cydophlBn 
420005 AW271106 Hs.133294 ESTs 
426935 NWL000088 Hs.17:S2B coflagen. typel. dptel 
412270 AO005262 Hs.73797 guantnenudeoBde binding protein (Gpr 
421975 AW961017 Hs.6459 hypolhefical protein FU1 1856 
427585 D31152 Hs.179729 collagen, type X. alpha 1 (Sdimldroelaph 
448140 AF146761 Hs^50 BChMke membrane protein preearsor 
431722 AF16152B Hs^8049 hypolh^ protein 
427239 BEZ70447 Hs.174070 ubiquHin canier protein 
413385 M34455 HsM) inddeamlne^jyrrole 2.3 dtoxygenase 
439780 AL109688 gb:Homo sapiens mRNA M length insert 

422885 BE244068 Hs.121544 inlerteuWn 12 receptor, beta 1 
418090 U57059 Hs^3429 tumor necrosis factor {rigand)supcftami 



425849 AJ000512 

410275 U85658 

415817 U88967 

409197 N54706 

412641 M16660 



3.32 
3.32 
3.32 
3.32 
3.32 
3.32 
3.31 
a31 
3.31 
3.31 
3.31 
3.31 
3.31 
3.31 

a3i 

3.30 

3.30 

3.30 

3.30 

3.29 

3.29 

3.28 

3.28 

378 

3.27 

3.27 

3.27 

3.27 

a27 

127 

3.27 

3.26 

a26 

3.25 

3.25 

3.25 

3.24 

3.24 

a24 

124 

3.24 

m 

123 

3.23 

122 

122 

122 

122 

3.22 

121 

121 

121 

121 

121 

121 

121 

120 

119 

119 

118 

118 

117 

116 

116 

116 

116 

115 

115 

114 

114 

114 

114 

113 

113 

113 

112 

111 

111 

111 

110 

110 

110 

110 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



439755 

404170 

417370 

410006 

446291 

421155 

441224 

424326 

429413 

436251 

446510 

442620 

409637 

426682 

448853 

453775 

408915 

435505 

412577 
410575 
416034 
430393 
447342 
451578 
444726 
447733 . 
437741 
442643 
429358 
41006B 
426746 
409154 
442173 
447400 
450962 
407634 
411387 
438662 
459107 
430287 
416110 
435523 
448569 
410268 
400200 
403330 
413833 
403416 
403438 
447942 
427722 
414806 



AW748482 Hs.77873 B7honiol093 

NM.000636*:Homo sapiens supenudde dtsmu 

Hs.82030 tryptophanyMRNA synthetase 

Hs.57783 eukanfoOc bandaOon MOaOon factor 

Hs. 1 4623 intsfferon, ganvna-inducltto pratin 30 

Hs.102267 lysyl oxidase 

H5.7753 calumenin 

NhiL014479 Hs.145296 disintegrin pntease 

NM.0140S8 H5^1B77 0ESC1 protein 

BE51S085 Hs.296585 nucleolar protein (KKE/D lepeaQ 

Hs.15165 reUnoic acid induced 14 

Hs.8535 Homo sapiens mRNA for KiAA1668 protein, 

Ks^5407 Homos8pien5mRNA:cONADKFZp434K0621(f 

Hs.2056 UOP giyoosyttransferase 1 famDy, polype 

NM.012204 Hs,22302 general transcription factor UlC. polyp 

NIVL002916 Hs^5120 replication factor C (activator 1) 4 (37 

NM 016651 Hs.46950 t\ept3celtutar carcinoma novel gene-3 pro 

AF200432 Hs^11238 lnterleukln-1 homolog 1 

Hs74076 CD163 antigen 

Hs.6994 Homo sapiens cDNA:HJ22044fis. clone H 

Hs.79006 deoxyfliymidytateidnasetthymidyiatBMn 

Ks.241 305 estrogen-responsive B l»x protein 

Hs.19322 Homo sapiens, Similar to RIKEN cONA 2010 



T28651 

AW732308 

BE397753 

H87879 

AUQ76984 



H58306 
C00138 
AA323946 
AV660038 



Z22968 

BE2074aO 

L16991 

BE1&5030 

AI199268 



Nl^01 6323 Hs.26663 cycTin-E tending proletn 1 
NM.006147 Hs.84981 interferon regutatofy factor 6 



AF157482 Hs.19400 MAD2 (mitotic arrest deficient, yeast, h 
BES61610 H3.5809 putative transmemtirane protebi; homolog 
U82756 Hs.3991 PRP4/STKWD splicing factor 
AB03782S Hs.200317 KIAA1404 protein 
AI633888 Hs.56435 FYN4)inding protein (FYB-12Qn30) 
J03626 Hs.2057 uHdIne monophosphate synthetase (orotal 
U72882 HS.5C842 interferon^duoed protdn 35 
N76101 Hs.6127 K1AA0144 gens product 
AK000322 Hs.18457 hypothetlcai protein FU20315 
BES35647 Hs.2S723 ^ogreifSsyndramabclerodennaautoanllg 
AW016569 Hs.136414 UDP-<acNAcbeta(3all)eta-1,34«-acetylg)uc 
HS.13081S hypothetical protein aJ21870 
Hs.6351 cleavage and pc^adenytatlon specific fa 
Hs^8505 utNquilin^jugating enzyme E2H(ho{nolo 
mmsd HS.1257S9 ESTft,Weetdysimilartol£U5J4UMANLEUKE 
Z42262 Hs.322844 hypolhetica] protein 0KFZp564A176 

Hs.1 1 090 memtwan^spannlng 4^omaIns, sutrfamily A 
Hs.214d8 signal transducer and activator of trans 
Hs.61635 six transmembrane epHheGal antigen of 

NM.00278B*:Homo sapiens proteasome (pros 
Target Exon 
Hs.75573 centromere protein E (3121(D) 
K1AA0564 protein 

NM-.031419*:Homo sapiens roolecula possess 
Hs.155470 hypothetical protein MGC16040 
Hs.180479 hypotheecal protein Fy20116 
Hs.77329 phosphatidylseflne synthase 1 
Nl^005402 Hs^8757 v-ral simian teutente viral oncogene horn 
AWD09166 Hs.99376 ESTs 

HS.89&26 parathyrdd honnone^Hce honnone 
H8.271986 Integiln, alpha 2 (C049B. alpha 2 sutHjni 
AW903838 Hs^lSOO chondroltin sulfate proteoglycan 2 (vers 
X54942 Hs.83758 COC28 protein kinase 2 

Hs.1 12242 nonnal mucosa of esophagus Specific 1 
Hs.14449 KIAA1609 protein 
Hs.106149 ESTs 

NKA.002425:Homo sapiens matrix metallopro 
Hs.41793 hypotheOcal protein FLJ10474 
Hs^83532 uncharactertzed trane mamw protein BM03 
Hs.1 01850 refinoMilnding protein 1. celtular 
KMJ)02980 Hs.2961 S100 caldunvbindlng protein A3 
H1B283 HS.1327S3 F-txK only protein 2 
U2S649 Hs.75393 acM phosphatase 1, soluble 
AW24Z799 Hs.86366 ESTs 
AW953575 Hs.303125 p5^*uluced protein PIGPC1 
Y07909 H$.79368 epithelial membrane protein 1 
AF100779 Hs.194680 WNTIindudbtes^nafing pathway protein 
422947 AA306782 Hs.122S52 &2 and Sybase expressed 1 
417849 AW29t587 H5.82733 n)dogen2 
450434 AA186950 Hs.195870 hypothsticad protein FU 14991 
430466 AF052S73 Hs.241517 polymerase (DMA directed), thela 
431448 AL137517 Hs.306201 hypotheOcal proteiflOKFZpS6401 278 
424874 AA3479S1 Hs.326413 Homo sapiens GONAnJ20&1 2 (is. done AO 
453633 AA357001 Hs.3404S hypotheBcal protefai FU20764 
447854 AW1384S4 Hs.1 1 594 ESTs 
427581 NM_014788 Hs.179703 K1AA0129 gene product 
41 2636 NML004415 desmoplakin pPl. 0P«) 

420576 AA297634 Hs.54925 KIAA185B protein 



429547 
419121 
431890 
417259 
418203 
441633 
423425 
412851 
400664 
454140 
435602 
421116 
432343 
423767 
413476 
441601 
441565 
416539 



AW842339 
AA223599 
AA811881 



T62849 

BE382657 

AA316181 



Z1S005 
AI744626 

F12628 

AK000123 

014694 



AA374372 
X17033 



AW958544 
AA375756 
AI826502 

AB040888 
AF217515 
T19132 



3l10 
3.09 
3.09 
3.09 

aoB 

3L08 
3L06 
aQ6 

ao8 

108 
3.08 

ao7 

3.07 

ao7 

107 

107 

106 

106 

106 

106 

105 

105 

104 

3.04 

104 

3.04 

104 

104 

103 

103 

3.03 

102 

3.02 

3.01 

3.01 

101 

101 

101 

100 

100 

100 

100 

100 

100 

100 

199 

Z99 

2.97 

2.96 

2.96 

2.96 

2.94 

2.94 

2.93 

190 

2^9 

2.89 

2i6 

2.88 

2.86 

2.88 

Z86 

285 

ZB5 

Z84 

2.83 

2.82 

282 

Z60 

m 

2.79 
2.79 
2.75 
Z74 
172 
2.72 
Z71 
Z71 
Z71 
Z71 
Z70 
Z69 
Z68 
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442932 AA457211 Hs.8858 bronwxlomainarpcenltoZB^^ 
425071 NM 013989 Hs.154424 delodinasB Jo(k)lhyto«iw, 
410491 M465131 Hs,64001 Homo sapiens done 25218 mRNA sequence 
428698 AAB52773 Hs.334838 KIAAlBBeprolein 
5 451277 AK001123 Hs.26176 IW>3«»J<^P?f^,»^102^^^^ 

447347 AA570056 Hs.122730 ESTs, Moderately sImJIar to KIAA121S pro 
429505 AW82003S Hs.278679 a dlslnlegfin and melaltoprotemase doma 
JJj^^ NM_000179*:Homo sapiens mulS (E. coH) h 

419594 AAO13051 Hs.91417 topoisomerase (DMA) II bindng protein 
10 443054 AI745185 Hs.8939 yes-osociated protein 65 kDa 
452620 AA43B504 Hs.119286 ESTs 
420552 AK000492 Hs.98806 hypotheflcal protein ^ 
420931 AF044197 Hs.100431 small Inducible cytokine Bsubfamaytcy 
434517 AA635890 Hs^7251 hypothetical protein MGC2487 
15 448454 NM_005879 Hs.212S4 TRAF InteracBng protein 

425776 U25128 Hs.159499 paraUiyroMhofmone receptor 2 
436238 AK002163 Hs.3Q1724 hypothetical protein FU1 1301 
440676 NML0049B7 Hs.1 12378 UM and senescent eel antigen-Rite doma 
425811 AU)39104 Hs.l59557 icaryopherin alpha 2 (RAG cohort l.mtpor 
20 429113 D28235 Hs.196384 prostaglandin^ndoperowdB8ynlhasB2(p 
407804 AF228603 H5.39957 pledtttrin 2 (mouse) homoltig 
452679 Z42387 Hs.83883 transmembrane, prostate androgen hflucea 
411908 L27943 Hs.72924 cytfdinedeaminffie 
449230 BE613348 Hs.211579 melanoma cell adheswn molecule 
25 430024 AI808780 Hs.227730 integrin. alpha 6 

458079 3796870 Hs.54277 DNA segment on chromosome X(imiqiie) 992 
425345 AU077297 Hs.i55894 protein tyrosine phosphatase, non^ecepl 
423881 AK001720 Hs.134403 hypothetical protein FU1W58 
407853 AA336797 Hs.40499 dIclAopf (Xenopus laevis) homolog 1 
30 457819 AA057484 Hs.35406 ESTs. Highly similar to unnamed protem 
S AL117452 Hs.44155 DKFZP586G1 517 protein 
413048 M93221 H8.75182 mannose receptor. C type 1 
4038^ C5002l54*:gil7299015lgblAAF54217.1|{AE0 
433745 AF075320 Hs58980 hypothetical protein FU14540 
35 423903 M57765 Hs.1721 interteuHnll 

427700 AA262294 Hs.180383 dual speafidty phosphatase 6 
419^ NiyL003244 Hs,90077 TGJnleracting factor r^ALEfamJ^lKjmeo 
40827 Av5d67805 Hs.172665 meNaietelrahydrofolatedehy(frogenasa 
440282 BE26238B Hs.7137 clones 23667 and 23775 zinc ttng^prote 
40 406S74 1457293 gb:Human parathyroid homMne|j*tol^^ 

401924 ENSP00000246632':CDNAFU20261lis.don 
444190 AI878918 Hs.10525 cysteine and glydne-rich protein 2 
420923 AF097021 Hs.273321 dilferenlially expro^ed inh^ . 
436608 AAB28980 down syndrome cnfical [^IlPI^y,"^^, 

45 427509 M62505 Hs^161 complement component 5 receptwucsa I 
434398 AA121098 Hs^83a senmvinducUe kinase 
419490 N1WL006144 H5.90708 granzymeA(gfanzyme1,qftota«!T-lymp 
418030 BE207S73 Hs.83321 neuromedin 8 
404927 Target Exon 

50 438549 BE3B6801 Hs.21858 trfnudeoOde repeal contahiingS 

409038 T97490 Hs.50002 small Inducible cytoldnB subfamily A (Cy 

411388 )C72925 Hs.69752 desmooollini 

44S757 AW449065 Hs.13264 KIAAjD856 protein 

4«757 AWAAggw N>L006212-itomo8aptens6H>hosphofructo- 

55 414035 Y00630 Hs.75716 serine (or cysWhe) proteinase InWbito 

443168 A1038653 Hs-SOSOO ESTs 

444301 AKD00136 H5.10760 «ponn (IKRdaj 1) 

433345 A1681545 Hs.152982 hypothetical protein FU1 31 17 

426471 M22440 Hs.170009 transfbmtfng growth factor, alpha 

60 445019 AI205540 HS.2B1295 ESTs ^ . «« v 

40M21 NiyL031891:Homo sapiens cadhenn 20. type 

431886 NWL012098. Hs.8025 8n^fV^f«!i3i^^ 

454219 X75042 Hs.44313 welawiani^outeandolheliosisvtai 

409571 AA504249 Hs.187585 ESTs 

65 450831 R37974 Hs^5255 ESTs ^ 

408353 BE439B38 Hs.44298 mitochoodrial ribosomal prokmt S17 

445950 AI268399 H5.140489 ESTs.We*!y8imi!artoUNHWMANUNE. 

448356 AL120837 Hs^0993 »WuooswegUlated potein 8^^^ 

429732 U20158 Hs.2488 lymphocyte cytosoDc protein 2 ($H2 doma 

70 426850 BE247670 Hs.172766 MAP/microlubulealllnfl^regiiaBngWna 

427335 AA448542 Hs^l677 G antigen 7B 

450649 NM.001429 Hs^ ««..Mrn 

418460 M26315 Hs.85258 CD8 antigen. a^)ha polypeptide 0>32) 

449523 NIA_00C579 Hs.544« chemddne (C-C moii!) reoepjof 5^ ^ ^ 

75 416975 NIWL004131 Hs.1051 gran2ymeB(gran2yme2.cytotD0dcT-lymp 

433226 AWS03733 Hs.9414 K1AA1488 protein 

413129 AF292100 Hs.104613 RP42homfltog 

432606 NM_002104 Hs^086 granzymeK (serine protease, granzyme 3; 

446620 AA128808 Hs.179902 Iransporter-liKe protein 
80 449008 AW578003 Hs^6 tropomoduBn 3 (ubiquitDus) 

433160 AW207002 Hs.134342 TASP for testjs-spedficadrian^jan sens 

420802 U22376 Hs.l334 v^^yb avian fnyeita«aslDSjsviral oncogen 

423482 BE280172 Hs.129228 g^actokinase2 
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434370 


AF130988 


Hs.58346 


eciodysptasin 1, anhidrolk: receptor 


419125 


AA642452 


HS.130B81 


B^ CUL/lyinphoma 11A(zinc Bnger pro 


425545 


N98S29 


Hs.1582ffi 


Homo sapiens, done MGC:12401, mRNA. com 


405102 






C15001220*:9i|4469558]gb|AAO21311.1| (AF 


433201 


AB040898 


Hs^n04 


KIAA1463prot^ 


420798 


W93774 


H559936 


teratin 10 (epidennolytlc hypeilceratosis 


437860 


AA333063 


Hs^79898 


Homo sapiens cONA: FU23165 lis. dons L 


414361 


U27266 


Hs327 


myosbvtiniflng protein H 


423405 


Y00762 


Hs^ 


dioQneigte receptor, nicotinic Slpha p 


422170 


AI791949 


Hs.1 12432 


anti-Mufierian twrmons 


431846 


BE019924 


Hs^lSSO 


uroplakin IB 


404468 






C3000442*:8ilt1120696lfBflNP_06851B.1|c 


405779 






NM.005367:Komo sapiens melanoma anBgen, 


441129 


AA074904 


Hs^6420 


ESTs. WeaWy sWlar tDT18651 hypotheB 


427244 


AA402400 


Hs.178045 


ESTs 


411411 


AA345241 


Hs.55950 


ESTs. Wealdy similar to iaAA1330 pfotdn 


417777 


AI823763 


Hs.7055 


ESTs. We^ simaar Id 178885 seilneAh 


418367 


AA326035 


Hs^9236 


hypotheGcal protein OKFZp434L0718 


440340 


AW895503 


Hs.1 25276 


ESTs 


437162 


AW005505 


H3.5464 


thyroid homtone receptor coacthraling pr 


424750 


D29956 


Hs.152818 


ut^iqultin sped&c protease 8 


429469 


M64590 


Hs.27 


glydna dehydrogenase (decartwxylaOngi 


406374 






C160Q1364:gi|11067373treflNP.087669.1| C 


430606 


BE266026 


Hs.31476 


Homo sapiens cDNA FLt13872 lis, dona TH 


404405 






Target Exon 


401258 






NM 030932*:Homo sapiens diaphanous (Dros 


433323 


AA805132 


Hs.159142 


ESTs 


427441 


AA412605 


Hs.343879 


SPANXfaiT^.memtKrC 


444707 


A1188613 


Hs.416g0 


desmocdlin3 


409103 


AF2S1237 


Hs.112208 


XAGE-lprotdn 


451106 


BE382701 


H&25g60 


N-MYC oncogene 


434604 


AA649530 


Hs.348148 


gb:ns44fD53l NCLCGAP^I Homo sapiens 


430686 


NM_001942 


Hs.2633 


desmoglelnl 


429325 


AWQ88739 


Hs.243770 


ESTs 


406703 


X13100 


Hs.173084 


myosin, heavy pdypepfide 3, slieletal mu 


41B827 


BE327311 


H5.47166 


HT021 


404104 






C600137B^il1171748|spIP465301NOTC.BlWl 



1.76 

1.75 

174 

1.74 

1.73 

1.65 

1.62 

1.61 

1.61 

1.61 

1.58 

1.57 

1.55 

1.55 

1.52 

1.52 

1.51 

1.51 

1.48 

1.47 

1.46 , 

1.44 

1.43 

1.40 

1.39 

1^ 

1.36 

1.33 

1.31 

1.27 

1.27 

1.23 

1.21 

1.19 

1.03 

1.01 

1.00 



TABLE 466 



Pkey. Unique Eos probeset Uenlifier number 
CAT numben Gene duster number 
Accession: Genbank accession numbers 



413808 



ar (dumber 
2905J 



421582 



13356.1 



453331 16559.1 



406687 
450375 

415989 



0.0 

16559.3 
10194.1 



426991 29771.1 



454241 685806.1 



AI570199 AI888812 AW867550 Ai921557 AW469096 AI9255B1 A1679986 AW473623 BE841640 BF061525 A144570a AI925072 AW863188 

AW863076 BE841731 AW863167 BE841390 BE841365 BF374078 BE8417eO BE841694 BE841769 AA335110 BE841692 BF374073 AA335204 

BF374079BE841713AA335167BE841584AW868103BE841645BE841765A1076338AW867433BF373831 BE841758AW868911 AW863155 

AW868847 BE841651 AA335145 BE841670 BF374260 BF374088 BE841661 BE841728 61335729 BE841739 BEe41663 AW863104 AA335201 

AA335143 8F906965 AW867493 BE841 505 BF374250 BE841766 BF373837 AVV863191 BE841705 AVV863154 AV^ 

BE841763 AW863407 BE937102 BF374252 BF374247BF374255BE841785AW029590AW131278AI801021 AW>58240AVW)58400iVW029230 

AVV029432AW130609AVV029128AW130469AI570155A!620272AVV029259AI801389A»88662^^ 

AW131174 AIS81069 AI225028 AI446689 A1923321 AI439430 AI801502 AI679707 AW028944 AI933684 AI801724 AI537779 AI354652 AI470250 
AI536872 AI891 151 AW86801 9 AW006034 Ai702599 AA335ig2 AA335165 AA335189 AI933725 AW044393 A1888797 BE841677 BE841681 
AA335141 AW008176 AA335223AI888837AW868822AI803901 AW005718AI538fl62/JM^AI580878AI^M^^ 

AA335144 AJ926349 AA335210 AA334919 AA335153 AA335216 A1678342 BF374135 AI932922AA335214 AA335109AI570325 AI452619 AI926109 
AI45348B AI678606 AW889289 AW88921 1 BE841580 AI679368 AI888882 AI926170 BF50B305 AW869315 AA334926 BE841712 AW026584 
AA335200 BE841764 AV730339 AW474979 AI286344 A1446430 AI537612 AA335166 AW868051 AI679133 AI949520 BE841652 AI949532 
BE937113 BE841789 BE841643 AW130556 BE841761 AW868716AW868698 BEW1669 BE937108AA335158 AA335t53 AA335159 AW867404 
AW868692 BE841742 AW868711 AW867546 BE841699 AA335198 AA335146 AW868150 BE841660T99129 BE841740 BE841714 A^5154 
AW868815 BF373812 BEB41657 BE841780 AI440394 AA335215 AA335202 AA335162 AA335160 AI801656 AI678499 BF374019 AW130236 
AI826057AI572459AI932773AA335197A1611752AA335224A1452592AA335147AA335149AA334928AA335114AA335111^ 
AWQ29395 AI570326 BF373838 BE841691 BE841776 AW863485 BF374093 AW130376 BE&41732 AI446393 AI446781 AW867547 AW029012 
AA335227 AW869307 AW869350 AW868709 AW869407 AW00501 7 AI679252 A1925523 AW1 51553 AW863109 AI445917 AI799620 A1921607 
AVV008153AI520957AI610620AI679828A1868151AI537839AI679547T28354AI2B2567AA3352D7R^ 
AVV029396AW02B445AW008410AW1525B6AVra08476A1801040AI453669AI621200AA334925B 

AW868723 BE937150 AA955002 AW883338 BE841767 ^ 
XD0474 NM_003225 XS2a03 11412075 B1765761 AW950155 AI571948 BI760569 AA308400 AA568312 BI761955 AAS07595 AA614579 AA614409 
BF747698BM142326 AA307578 AI9255S2 AA578674 AA582084 AW009769 AA514776 AA588034 BG271505 AAB58276 BM142503 AW0SO700 
AI307407 AI202532 AA524242 AI909772 Ar970839 BG236516 AW50216 AA58761 3 AI909749 AI909751 ^ 

BG571303 AM105a6 AA03501B BG5721 17 BG620022 AAU7247 BG005785 BG014448 R31981 H02668 H12498 R36203BF9920M RraM9 
T49904 R75732 BI057974T53681 AA147933 N50895 R68588 R2S671 R31935 R25110 R36105 AK05562a BE157457 jS!!66367mi90W 
H01642BF510304AA626915AA746952AI161014AA099554B6572534Ai803329AI809932AI80B7^ 

AAg09684 R75632 AI360919 AI350463 AW069127 AA411621 AA742532H12451 BE2D8298 H03612 H12839 N58781 R78957 BF99S484 AI240665 

BF989591 BI056086 BG001S90 BF107035 

BG57W06 BG572749 AW6062B4 H04021 AA151166 AW954405 AA131254 BG056461 W46291 H01532 H04384 H03231 AAB52876 H04410 

BoS^^B™ 3» i^S^ AA191424 AI26n00 A1469633 AVW58465 AW953397 AA172056 BE940298 BF909208 BF909980 BF095153 

BG2B5837A1720344BF541715AA355086AA172236 

AKD01535 AK056135 BM474813 BE887303 AK022914 AW581996 AW812945 BE882302 AA134266 B1043873 AA019433 B1862068 BM468657 
AU128438 BE384458 A1353967 B1857117 BF686525 BI465223 Biyt460132 AU1 29877 B1222283 BG171592 BI043544 BG495295 BG750710 
BI256542 BG108520 AU150719 AW510354 A15S4256 A135396B AA191092 BF132635 
BE184942 BE184g46 AW238414 BE144666 

558 
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PCTAJS02/36810 



4S2203 2630_1 



^.^^ I 'M'lnD I 'iiwr I oionR 1 915Q5 L21204 AL561404 AL546423 AL560492 AL556882 AL541576 ALS50654 BI823519 



10 



15 



408660 
400245 



105529J 
12188_1 



20 

25 414883 



30 414110 
450506 

455813 
439780 
35 400200 



B371J2 



1634167J 
1529.1 

1S1SS90J 
49082.1 
3806 1 



40 

45 

50 

55 

60 

65 

70 



412636 1438J 



A1682923 BE696559 AVW70M AWWffl^^ 
BEl415nBE1415B5BE141587 



.3BE184941 BF749421 
BG986845 



BG005197BF3S0086 



b^im^b"^^?ikb™ 



A1439t01 



5ft1905MASo573Al304772AI27^ 



A!346078 W95070 AA149191 AAD26864 AI830049 AW780435 

T77861 AI927207 

T871B1 



438608 32229J 



inM1MBE931637rei67181 BE713S79BF3M008BF678726H908»AVy365MSW383B2AI49B487 
BC0159B1AJM1615AA628980A1126603BF184719 



75 



80 



TABl£«C . . 5—- — ■ 

huma chromosome 22* Dunham, et at (1999) IjsbQ 402:48W95. 
Strawt inifiMlBsONA strand from wWchexonsw^ 
NLposiGon: MicstesniideoGde positions (rf predicted 



pUbficaBonenSaed The DMA sequence of 



Ploey 
401781 



Ref Strand 
7249190 Minus 



NLposition 

6321&^3435.83531-836S6^4&e39013423 



559 
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401780 


7249190 


Minus 


28397-2861 7«28920-2^}45^13S>2929$^1 


400666 


8116496 


Phis 


17982*181 15^297-20456 


401785 


7249190 


Minus 


16S77&1 65^166169-166314,166408-16656 


401747 


9789672 


Minus 


118596-1 18616^119119-119244.119609-11976 


400665 


8118496 


Plus 


16879-17023 


402994 


2996643 


Minus 


4727-4969 


402075 


8117407 


Phis 


121907-122035.122804-122921,124019-12416 


405770 


2735037 


Rus 


61057-62075 


401994 


4153858 


Minus 


42904-43124.4321 1-43336.44607-44763,4519 


404998 


6007890 


Rus 


37999-38145,38652-38998,39727-3^72.4055 


404240 


5002624 


Minus 


116132-116407,116653-116922 


402447 


9796640 


Plus 


47605-47729,51696-51821 ,52070^57,5330 


402992 


7767907 


Minus 


42137-4251S 


402408 


9798239 


Minus 


110326-110491 


404286 


2326514 


Rus 


51086^1301 


405387 


6587915 


Minus 


3769^3,5708-5895 


404287 


2326514 


Rus 


53134-53281 


402995 


2996643 


Minus 


5962-6216 


405545 


1054740 


Rus 


118677-118807.1190914ig298,121626-12182 


401797 


6730720 


Rus 


5973-7118 


402294 


2282012 


Minus 


2575-3000 


4019S1 


4581193 


Minus 


124054-124209 


404440 


7528051 


Plus 


6043O41581 


405386 


6579238 


Minus 


4095941297 


404171 


9930793 


Phis 


173667-173783,176876-177055 


405778 


7280331 


Pius 


18748-19757 


406400 


9256298 


Rus 


1553-1712.1878-2140.4252-4385.5922-«077 


401176 


9438469 


Minus 


20475-20734 


404170 


9930793 


Rus 


166836-169248 



TABLE 47A: 

Pkey. Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession nunfter 

UnigenelD: Unigene number 

Unlgene Title: Unigene gene tifle 

R1^ Maximum of esopiiageal tumor Ais divided by the 96lh peicentile of the normai esophaaus Ab 



Rey ExAocn UnigenelD UrfigeneTllIe R1 

400289 X0782O Hs.2258 matrix melaOoproteinase 10 (stromelysin 31.70 

411243 AB039886 Hs.69319 CA11 30.12 

418007 M13S09 Hs.83169 malrlxmetaUQpn)tBinase1(intBislIilal ia46 

444325 AW1S2618 Hs.16757 ESTs 18.22 

444381 BE387335 Hs^13 ESTs, WeaMy similar to S64054hypofiiet] 17.52 

421379 Y15221 Hs.103g82 smaH inducible cytoldnesubfamiiyB(Cy 16.28 

400666 NM.002425:Homo sapiens matrix metaiiopro 1&59 

425211 M18667 Hs.1867 piogaslricsin (pepsinogen C) 15.22 

425679 X05997 Hs.159177 lipase, gastric 14.60 

432239 XB1334 lis.2936 matrix metaiioproteinase 13 (coiiagenase 13.14 

431723 AW058350 Hs.16762 Homo SGpans mRNA; cONA DKFZp564B2062 (f 1160 

446619 AU076643 Hs.313 secreted pliosptnprotain 1 (osteopontin, 12.00 

453331 A1240665 ESTs 11.20 

431620 AA126109 Hs.264981 ?4'-oi!go3denyiate synthetase 2 (69-71 ia77 

408380 AF123050 Hs.44532 diubiquilln 10.32 

423673 BE003054 Hs.1695 matrix metanoproteinase 12 (macroptiage 10^2 

412326 Rfi7566 Hs.73817 small Indudbte cytokine A3 (homologoos 1022 

419216 AU076718 Hs.164021 smaIiInducn]lacytoMne8ubtemHyB(Cy 10l18 

408243 Y00767 Hs.624 tntei1eu1dn8 ftBO 

414359 M62194 Hs.75929 cadiierin11.^2.0B^lierin(ostBob 9.75 

450375 AA009647 a disintegdn and metdtoproteinase doma 9.12 

407366 AF026942 H&.17518 gb:Komo sapiens cig33mraM, partial sequ 8.88 

433447 U29195 Hs.3281 neuronal pentradn ii &04 

421508 NM.004833 H5.105115 absent In melanoma 2 a46 

452862 AW378065 Hs.8687 ESTs 8.34 

432828 AB042326 Hs.287402 dttndroitin ^suilbtransferase 7.92 

452281 T93500 Hs.28792 Homo sapiens cONAaJ11041fis, done PL 7.86 

409757 NM.0018g8 Hs.123114 cystatinSN 7.62 

452838 U65011 Hs.30743 preferentially expressed antigen in mela 7.60 

413670 AB00011S Hs.75470 hypothefkniprotdn, expressed in osteo 7.58 

452410 AL133619 Homo sapiens mRNA; cONA DKFZp434E2321 [f 7.46 

437330 AL353944 Hs.50115 Homo sapiens mRNA;cONAOKFZp761J11 12 (f 7.44 

406687 M31126 matrix metallopiotsinase 11 (stronelysin 7.24 

430280 AA36125e Hs.237868 interieuMn 7 receptor 7.16 

439343 AR)86161 Hs.114611 tiypoQielical protein FUl 1808 7.13 

429228 AI553533 Hs.326447 ESTs 7.04 

421110 AJ250717 Hs.1355 calhepsinE 6lS8 

414004 AA737033 Hs.7155 ESTs, Moderately similar to 21 15357ATYK 6.88 

424321 W74048 Hs.1765 lymfdncyte^pedSc protein tyrosine kin BXS 

406673 M34996 Hs.198253 major MstooompaCbaily complex, dass &72 

421S82 Ai910Z75 tmCoa fador 1 0xeast cancer, estroge 6l52 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 



447164 
409403 
439926 
418460 
411296 
426312 
413441 
427337 
417715 
413808 
400665 
424408 
418299 
444527 
428368 
416768 
430413 
427509 
422530 
413278 
436856 
426711 
421362 
452401 
404240 
435523 
437763 
425139 
415989 
408202 
450701 
423271 
414774 
443907 
424687 
444006 
414915 
408122 
408049 
431629 
435370 
443378 
443071 
409154 
445417 
413142 
406646 
402992 
452304 
418245 
413945 
4232% 
443883 
415149 
425247 
410422 
413936 
409202 
422562 
443639 
444652 
412471 
449717 
417389 
428981 
445109 
406778 
408716 
412773 
414024 
426530 
414945 



AF026941 

AA66B224 
AW014875 
M26315 
BE207307 
AF026939 
AI929374 
Z48223 
AW969587 
J00287 



Hs.17518 
Ks.6634 
Hs.137007 
Hs.85258 
Hs.10114 
Hs.181874 
Hs.75367 
Hs.176663 
Hs.86366 



A1754813 
AA279530 
NM_005408 
BE440042 
AA363733 
AW842182 
M62505 
AW972300 
BE553085 
AI469355 
AA383471 
AK000050 
NM.007115 

T62849 
AA469369 
AW630488 
AI257700 
AA227710 
H39960 
W47225 
X02419 
AU076484 
J05070 
BE395085 
NML002462 
A)432652 
AW076098 
AU077025 
AI964074 
AW392SS0 
AL080021 
U728B2 
AK001058 
M81740 
M33600 



AA025386 

AAD88767 

NM.000691 

AA852G04 

AA114212 

X12451 

NM-005940 

A1042014 

AP113676 

AA236881 

AI962060 

6E26g042 

BE513613 

MS3193 

AB040935 

BE260964 

BE313077 

AF039916 

H06273 

A1567B39 

H157B5 

AA134712 

U24578 



Homo sapiens dgS tnRNA, partial sequence 
Homo sapiens cDNA: FU22547 fis. done H 
ESTs 

COS anligen. alpha polypeptide (p32) 
gnmfli suppressor 1 
interferon-biducad prot^ wiUi tetr^ 
Sic-SkMdapter 

Fc fragment oF IgG, low sRinily nib, r 
ESTs 

Homo sapiens mRNA for caldesmon. 7 UTR 
NM.002425:Homo sapiens maMx meldtopfo 
collagen, type V, alpha 1 
Integrln. beta 2 (anfigen CD18 {p95). ly 
small indudbte cytokine subfamily A (Cy 
ntilrix melanoproteinase 3 (slrofnelysin 
regenerating isleWerived 1 alpha (pane 
smaD tndudble cytokine A5 (RANTES) 
complement component 5 receptor 1 (C5a I 
bone marrow stromal c^ aifigen 2 
{nteffenm-stimui^ protdn. 15 kDa 
ESTs 

conserved gene amplified b osteosarcoma 
hypothetical protein FU20043 
tumor necrosis factor, alpha^nduced pro 
N1018950:Homo sapiens major histocompal 
membranMpanning A4mAa, siAfaniDy A 
tissue tnhit)itor of meteHopFoteinase 1 
protease, serine, 23 
ESTs 

DKFZP586L151 protein 
hypothetical protein XPJDSaiSI 
Interieukin l.bela 
plasminogen activator, uroWnase 
TYRO protein tyrosine kinase landing pro 
matrw metSlloproteinase 9 {gelatinase B 
type I transmemljrane protein FnU 
myxovirus (influenza) resistance 1, homo 
hypothetfcal protein FU10718 
desmoplakln(pPI.ORI) 
interferon. sdphwtdudWa protein {do 
ESTs 

prateasome {prosome, macropain) subuntt. 
complement component 1, q subcomponent, 
interferon-induced protein 35 
Homo sapiens cONA FU10196 lis, dona HE 
ornithine decarboxylase 1 
major WstocompafiblDly complex, dass 
Target Exon 

Hs,61311 ESTs, Weakly shnaar to S10590 cysteine 

Hs.83883 transmembrane, prostata androflen IndiBed 

H8.75627 0014 antigen 

H8.125359 Thy-1 celt surface antigen 

Hs.9930 serine (or cysteine) proteinase InhiWtD 

Hs.78056 cathepsinL 

Hs 155324 matrix metalloprcrtebase 11 (stromelysin 
Hs*.63348 Homo sapiens, done MGai5203, mRNA, com 
HsJ97681 serine (or cysteine) proteinase bihlbitD 
Hs.51043 hexosaminidase B (beta pdypeptide) 
Hs.118397 AE^lng protein 1 . , ^ 

Hs.9661 prateasome (prosome, macropain) subunil, 
Hs 11538 acfln related protein 2/3 complex, subun 
Hs J3948 endolhdial ceB growth fador 1 (platel 
Hs.23954 cerebral ceil adhesion motecute 
Hs J2045 rnkfidne (neurite growft-promoling factor 
Hs.93135 ESTs, WeaWyslmHarto ALU2_HUMAN ALU S 
Hs.1 2330 edonudeosWe trtphosphate diphosphohyd 
Hs.101651 Homo sapiens mRNA; cDMA DKFZp434C107 (fr 
Hs.151714 Homo sapiens mRNA for KIAA1769 protein. 
Hs.74573 sinflar to vacdma vinis Hindlll K4L OR 
Hs^2410 gb2m79g08.r1 Stratagene neuroepfflieRuro 
Hs^78625 complemenl component 4A 
Hs.n667 lymphocyteanIigen6complex.tociisE 



H5.146428 
Hs.83968 
Hs.11383 
HS.B3326 
Hs.1032 
Hs.241392 
Hs.2161 
Hs.118110 
Hs.833 
Hs.127310 
Hs^3800 
Hs.103853 
Hs.29352 

Hs.11090 
Hs^31 
Hs.25336 

Hs.43658 
Hs.288467 
Hs.126256 
Hs.77274 
Hs.9963 
Hs.151738 
Hs.10086 
Hs.76391 
Hs.42824 
Hs.345588 
Hs.265827 
Hs.225838 
Hs.9260 
KS.B986 
Hs.50842 
Hs.12680 
Hs.75212 
Hs.308026 



6.40 

6.32 

&32 

6.12 

6.03 

5.86 

5.86 

S.81 

5.76 

5.63 

5.60 

5.53 

5.44 

5.42 

5.40 

5.38 

5.08 

5.08 

5.04 

4.92 

4.80 

4.60 

4.53 

4.48 

4.36 

4.34 

4.29 

4.24 

4.20 

4.11 

4.06 

4.02 

3.96 

3.90 

3.86 

3.86 

3.76 

3.49 

3.44 

3.37 

3.29 

3.19 

3.18 

3.13 

ai2 
aoo 

2.76 
2.57 

^s4 

2.51 
2.S0 
2.48 
. 2.47 
2.48 
2.45 
Z45 
Z39 
2^ 
2.28 
Z19 
Z\B 
Z03 
Z03 
183 
1.79 
1,70 
1.69 
1.66 
1.65 
1.58 
1J2 
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TAB1,E47B _ 

Roey: Unique Eos probeset IdentHier number 
CAT number Gene duster nunriier 
Aooe^kn: Genbank aooesskm numbos 



CRT 

453331 16559.1 



BGS71303 AM10586 AA035018 BG572117 BG620022 AA147247 BG005785BG014448 R319B1 H02668H124Mroero BraMM 
?^ wS^Kira^ R31935 R25110 R36105AKD55628 BE157467 AW563674 AA190993 
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H01642 BF51 0304 AA626915 AA7469S2 AltGlOU AA099554 B6572534 AI803329 AI809932 AI8G8765 AM1 1449 AI3787G0 AA976929 AI378620 
AA9096B4 R75632AI360919AI350463AW069127 AM1 1621 AA742S32H12451 BE208298KQ3812H12839 H58781 R7S9S76F996484AI240665 
BF989S91 B1056086 BG001 S90 BF107035 

450375 16559J BG570708BG57Z749 AW606284 H04021 M15116BAW954405 AA131254 BG056461 W46291 H01S32 H04384 H03231 AAB52876 H04410 
H59605BE157601 AA1 13758 

4S2410 59661 1 AL133619AI435410AA622747AW272464A1215S94AI673758AI476447Ai804128AI581345Al026826AI30082^ 

A149338BAA614641 A1125754 AI214351 AIS6708DAI200813 AM76629At665732 AA602400AA730140AIS65082AI269803A180709^ 

AAS05909A1204595AI582930At686O77AA757883AA73O154AA664O4BBlB31663AI734138AI7341^ 

BF1 1 1446 6E677727 AA4373e9 AM262B4 AA433997 AM25820 

408687 0.0 M31126 

421582 13358 1 XD0474hUA-003225 X52003M12075BI765761 AW9SD155AI571948BI760569AA308400AA568312BI^^^ 

81747698 6M142328 AA307578 AB255S2 AA578874 AA5820B4 AW009769 AA514776 AA588034 BGZ71505 AA858276 6M142503 AW0S0700 
A1307407AI202S32AAS24242Aig09n2AI970839BG236516AVV750216AAS87613AI909749Al909751AI910^ 

413808 2905 1 A1570199AI888812AVV867550A19215S7AW469096AI92SS81 AIS79988AW473623BB41640Bro^ 

AW863076 BE841731 AW863167 8E841390 BE641365 BF374078 6E841760 BE641694 BEB41769 AA335110 BEB41692 BF374073 AA335204 
BF374079BEB41713AA335167BE841584AW868103BE841645BE841765AI076336AW867433BF373831 BEB41758AW868911 AW863155 
AW888&47BE841651 AA33S14SBE8416706F374260BF374088BE841661 BE841 728 8)335729 BE841739BE841663AW863104AA335201 
AA33S143 BFg06985 AW867493 BE84t50S BF374250 BE841766 BF373837 AW863191 BE841705 AW8631S4 AW868673 AW88731 1 AA33S898 
BE841753 AW863407 86937102 8F374:S2 BF374247 8F374255 BE841785 AW029590 AW131278 A)801021 A\AI0S8240 AWD5840O AW029230 
AW029432 AW130509 AW0291 28 AW130469 AIS7Q155 AI620272 AW0292S9 AI80138g AI888662 AI926902 AI601799 AI610344 AI452852 
AW131 174 AI581 069 A)225028 AI446589 AI923321 AI439430 AI801502 AI679707 AW028944 AI933884 AI801724 A1537779 AI354552 AI470250 
AI536872 AI891 151 AW888019 AW006034 A)7025g9 AA33S192 AA335165 AA335189 AI933725 AW044393 AI888797 BE841677 BE841681 
AA335141 AW008176 AA335223 AI888B37 AW868622At803801 AW005718A1538062 AI2822S8 AI580678 AI44S803AI445394 AI868168 
AA335144 AI926349 AA33S210 AA334919 AA335163 AA335216 AI876342 BF374135 AI932922 AA335214 AA335109 AIS70325 AI452619 Aig281 09 
AI45348a A)678606AW869289 AW869211 BE841580 A]679368Ai8B6B82 AI926170BF508305 AW869315AA334926 BE841712 AW0265B4 
AA335200BE841764 AW30339 AW474979 AI286344 AI445430 Ai537612AA335166 AW888051 A1679133AI949520 BE841652Ai949532 
BEg371 13 6E841789 BEB4 1 643 AW1 30556 BEB41761 AW868716 AW866698 BE841669 BE937108 AA335158 AA335153 AA335159 AW667404 
AW868692 BEB41742 AW868711 AW867546 BE841699 AA335198 AA335146 AW868150 BE8416G0 T99129 BE841740 BE841714 AA335154 
AW868815 BF373812 BEe41657 BE841780 AI440394 AA335215 AA335202 AA335162 AA335160 AI801656A1678499 BF374019 AW130236 
AI826057 A1572459 AI932773 AA335197 AI61 1752 AA335224 A)452592 AA335147 AA335149 AA33492B AA3351 14 AA3351 1 1 Ai567048 
AW029395A1570326BF373838BE841691 BEB41776AWB63485BF374093AW130376BE841732AM48393AI448781 AW867547 AW029012 
AA335227 AW859307 AW869350 AW868709 AW869407 AW005017 A1679252 AI925523 AW151 553 AW863109 AI445917 AI799620 A1921607 
AW008153 AI520957 AI810520 AI679828 AI888151 A1537839 AI679547 T283S4 A1282567 AA335207 R83655 BF906963 AW131160 AI92S626 
AVVO29396AW028445AW008410AW152566AVV008476A]801O40AI453669AI621200AA334925BF374^ 
AW868723 BE937150 AA9SS002 AW86333B BE841767 
41S989 10194 1 BC013389 60017398 AI023543AA191424A1267700AI46g633AVV958465AVVg53397AA172056BE9402g8BF9092^ 
BG285837AI720344BF541715AA355088AA172236 



TABLE 47C 



Ref:' Sequence source, llie 7 digit numbers In IhlscoluTm are GenbanktdenGlier 1)unham.etaL- refers to the publteaBonenUIedniieONA sequence of 

human chroniosonw 22" Dunham, et sL (1999) Nature 402:489495. 
Strand: Indicates DMA strand fium which exons were predicted. 
NLposiflon: Indicates nucleotide positions of predidfidexons. 



PIcey 
400666 
400665 
404240 
402992 



8118496 
8118496 
5002624 
7767907 



Ptus 
Ph6 

Minus 
Minus 



NLposHion 
17382-iai1S,202g7'20456 
16679-17023 

116132-116407,116653.116922 
4213742515 



TABLE 48A: . 

Pkey: Unique Eos prot)eset Identifier number 

ExAccir Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Tme:llid8ene gene CQe 

R1: 90th percentile of nonrial esophagus AIs divided by (he 90lhpefcenfiie of esophageal t^ 



Plcey ExAccn UnigenelD Unigene Tills R1 

407245 X90568 Hs.172004 ti&n 37.43 

428752 XB9490 Hs.172004 titin 30.23 

425545 N98529 Hs.156295 Homo sapiens, done MGC:12401. mRN^ com 23.69 

407013 U35637 gb:HumannebianmRNA,parfiaiods 17.09 

400440 X83957 HS.83B70 nebuSn 15.5$ 

406704 M21665 HsS29 myosiiu heavy polypeptide 7. cardiac mus 14.21 

428087 M100S73 Hs.162421 trQpoflinC2.tel 13.03 

417070 Z19077 H5.172004 fitin 13.02 

406707 S73M0 Hs.931 myosin, heavy pdypeptidB 2, skelalal mu 12.61 

405001 U58196 tntsiteutdn enhancer binding factor 1 1Z53 

418391 Nli^003281 Hs.84673 troponin I. skeletal, slow 12.46 

418205 L21715 Hs.83760 troponin 1. skeletal, fast 12.40 

422633 X56832 Hs.1 18804 enolase 3. (beta, musde) 12.21 

400499 C10001858:giI6579124lreflNP.03275ai|ne 11.99 

418390 AF133820 Hs.84665 HQn bnmunogtobu&n dom^ piolein (myo 10.53 

412519 AA196241 Hs.73980 troponin T1,skBletd.skw 10.21 

417435 NM.005181 Hs.82129 carbonteanhydiBse III. musds specific 10.14 

413778 AA090235 Hs.75535 myosin, tight ptdypeptkle 2. regUlalory. 10.13 

408493 BE206854 Hs.46039 phosphoglyoerda mutase 2 (musde] 10.00 

416373 AA1S5845 Hs.73580 ESTs.WesUysiniiiarto SI 2658 cysteine- 9.65 

415672 N53097 Hs.193579 ESTs 9.57 

409098 AA194412 HS.S0550 saRxnBftcmusdeprotBfai 9.48 
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5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 



431360 NM.000427 Hs551680 Vjrioh 

416982 J05401 Hs.80691 creatine kHias8,miU)chondna* 2 (sarcom 

426429 X73114 Hs.169849 myosln-Wnding proleln C skw-^ifpe 

422069 AJ010063 Hs.343603 iaitMap(teleUionin) 

409028 AB0U513 Hs.49998 Z-bandaltemaliveJy spited TO 

437208 AW975934 Hs.283382 ESTs. Weakly similar to l3B344tllin.ca 

421296 NM_002666 Hs.103253 perinpin 

412129 M21984 Hs73454 troponin T3. skeletal, fasl 

434352 AF129505 Hs.86492 small muscle protein. X^inked 

418026 BE379727 Hs.83213 feliy add bindmg protein 4. adipocyte 

408591 AF015224 HS.464S2 mammagtetilnl 

435124 AA725362 Hs.120456 ESTs 

430681 AW969675 Hs.291232 ESTs 

454229 AW957744 HS.27B469 lacrimal proDnerfch protein 

424734 AI217685 Hs.96B44 ESTs ^ ^ 

428221 U96781 Hs.183075 ATPase.Ca transporting, cardiac musde. 

431204 F28841 Hs.250760 cytochrome c oxidase subunit Via polypep 

443727 Z25389 Hs.18459 ESTs 

408753 AI337192 Hs,47438 SH3 domain t)lnding glutamic add^ichpr 

413132 NM 006823 Hs.75209 protein kinase (cAMP-dependent,calalyli 

424485 AI685069 Hs.272556 peptidylarglnine deimlnase type I 

403805 Taffget Exon 

429997 NM.0057B9 Hs.227457 apolipoproieinBmRNAedifing enzyme, ca 

418532 F00797 Hs.85844 neurotropi^ic tyrosine kinase, receptor. 

419711 C02621 Hs.159282 ESTs 

422640 M37984 Hs.1 18845 troponin C. stow 

S ^4^ Hs.146070 ESTs.WeakIyslmtiartoALU1.HUHMNAUJS 

40S703 X13100 Hs.173084 myosin, heavy polypeptWe 3. skeletal mu 

451621 A1879148 Hs.26770 fatty acW landing protein 7, l)rain 

446962 A1351421 Hs.279709 musctespedfic ring finger protein 1 

411102 AA401295 Hs.23926 triadin 

411852 AA528140 H8.107515 ESTs. Weakly simUar to T00329hypothefl 

454059 NM_003154 Hs.37048 stalherin 

451957 AI796320 Hs.10299 Homo sapiens cDNAFU13545fis. done PL 

434360 AW015415 Hs.127780 ESTs 

420813 X51501 Hs.99949 prolacfin-lnduced protein 

417376 AA253314 Hs.154103 UM protein (similar to ral protein Wna 

424688 AA216287 H5.1815 myosin, light pdypepdde 3. alkali; wn 

446523 NiyL003063 Hs.334629 saR»lipln 

402270 Target Exon 

437846 AA773866 HsJf44569 esophagus cancer^elaled gene^ 



424982 U94777 phosphorylasa. glycogen; musde (McArdle 

414657 AA424074 Hs.76780 protein phosphatase 1, regulatory fmhib 

410621 AA194329 Hs.172004 tifin 

429134 AA446953 Hs.99004 ESTs 

436519 AJ278124 Hs.238756 myozenln 

447023 AA356764 Hs.17109 integral membrane protein 2A 

427639 AW444530 Hs.105362 Homo sapiens, done MGC:18257,mRNA. com 

426451 A1908165 Hs.169946 GATA4)indlngproteki 3 (T-cefi receptor 

433835 A1074502 Hs.134292 hypothetical protein M6C1 2921 

429892 NMJ)03803 Hs.2504 myomesini (skelemin)(185kD) 

411021 RXMBS HS.172Q04 lifin ^..,.cb^ 
Hs.7g227 inyomesin(M-protetn)2(165kD) 
Hs.153684 fiizzled-related protein 
Hs.74466 caicinoembryorifcanllgen-rdatedcellad 

^ H8.173059 ESTs 

418692 AK000268 Hs.87383 hypotheBcal protein 

448406 AW772298 Hs.21103 HomosapfensmRNA;cDNADKF2p564B076{fr 

432306 Y18207 Hs.303090 protein phosphatase 1, regulatory Cmhib 

60 424049 AB014524 Hs.138380 K1AA0624 proteto 

439609 AW971945 Hs.293236 ESTs 

433122 AB019391 Hs.58049 ESTs ^ 

415447 237171 Hs.78454 rayodlin,lral)ecutermeslwB)rislndudbte 

415655 W05433 ESTs , 

65 442376 W955B8 Hs.129982 Homo sapiens cDNAFU1222Bte, done MA 

452308 A1167560 Hs.61297 ESTs ««,™4, 

418072 F35210 Hs^507 Human DMA sequence from done RP3^3C17 

429413 NM_014058 HsJl01877 DE5C1 protein 

423725 AJ403108 H5,132127 hypotheficd protein LOC57822 

70 438704 AI435060 Hs.32825 ESTs 

413391 AI223328 Hs.75335 tfye^nfi an*fi™*ansferas^^ 

430699 AW969847 Hs^18 ESTs.WteMysIiitotoRETtJWMANR^^^ 

419050 NM 000036 Hs.89570 adenosine monophosphate deaminase niso 

422313 AF645941 Hs.1 15166 sdelfin 

75 417045 F01180 Hs.332030 Homo sapiens 0RF1 

426158 NM»001982 Hs.199067 v^iW)2 avian erythniblasticteukemlav 

435101 AI743156 H8.131064 ESTs 

432408 N39127 ESTs.WbddysimitertoA46010X-linked 

439706 AW872527 Hs.59761 ESTs. Weddy similar to DAP1_HUMAN DEATH 

80 429930 AI5a0809 Hs.99569 ESTs 4 

429624 AA45864a Hs59476 ESTs, Wteakly similar to 1 31 3184Balpha1 

429454 AIJD39940 Hs.202949 MAAl 102 protein 

411000 N40449 Hsi01619 ESTs, WeaMy dmiter to S38383SEB4B pro 



416349 X6gQ89 

424897 063216 

406741 AA058357 

428824 W23624 



9.42 

9.20 

9.15 

8.96 

8.64 

8.48 

a47 

&39 

a28 

7.93 

7^ 

7.76 

7.70 

7.6B 

7.59 

7.57 

7.41 

7.21 

7.04 

6.98 

6.93 

6.87 

6.72 

&70 

6.70 

6.68 

6w5S 

634 

6.27 

6.20 

6,17 

6.15 

&95 

5.85 

5.57 

S.S2 

5.46 

5.42 

5.41 

S.25 

5.24 

5,17 

5.14 

5.10 

S.06 

5.04 

5.03 

5.02 

5.00 

4.98 

4.96 

4.95 

4.93 

4.92 

4:92 

4,78 

4.74 

4,73 

4.66 

4.65 

4.65 

4.62 

4.59 

4.59 

458 

4.57 

4.56 

4.53 

4.53 

Ajsa 

4.49 
4.48 
4.46 
4.43 
4.41 
4.39 
437 
435 
A2S 
430 
4,26 
420 
411 
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429852 


AB010445 


Ks.225948 


small inducible cytokine subfamily A (Cy 


428560 


AI243209 


H$38669 


ESTs. weakly similar to B4741 1 AOPribosy 


438328 


AI492261 


Hs^4S0 


ESTb 


451917 


AW391351 


HS50820 


Homossptens unknown mRNA 


453876 


AW021748 


Hs.1 10406 


ESTs. WeaUy Mar to 138022 hypotheti 


414807 


AI738616 


Hs.77348 


hydroxyprostaglaufin dehydrogenase 1S<N 


430171 


AF086289 


H&234766 


skin<6peCific protein 


422287 


F16365 


Hs.114346 


cytodnme c oxidase sutwnlt VUa polype 


448082 


AI274139 


Hs.156452 


ESTs 


449003 


X76342 




tdoM dehydrogenase 7 (class IV). mu o 


431205 


AA194560 


Hs^50763 


trQpomoduiin4(musc)e) 


443265 


AI916207 


Hs.9167 


SH3 domato bittdbg gtutamic ackkich pr 


424747 


AA346241 


H5^1887 


EST 


410223 


S73775 


Hs.60708 


caisequestiln 1 (fasUwftch. skeleld m 


423024 


AA593731 


HSJ25823 


ESTs. Moderately similartoALjUSJtUMAN A 


453817 


AW755253 


H5.61920 


ESTs 


416431 


AW384459 


Hs.172004 


GOn 


425971 


AF135024 


Hs.165296 


kanikrein13 


412452 


AA215731 


Hs.79265 


suppoesston of tumodgenidty 5 


421512 


AB007923 


Ksi65848 


myomegalln 


413922 


AI535895 


Hs.221024 


ESTs 


419648 


T73651 


Hs.91877 


thyroid honnone responsive SP0T14 (ral) 


418067 


A]127958 


Hs.83393 


cystafinEyM 


428666 


AL080190 


Hs.189242 


Homo sapiens mRNA; cDNA DKFZp434A202 (fr 


451681 


Z28564 


Hs.255950 


ESTs. WeaWy simaar to AA64_HUMAN 64 KD 


420197 


AW139647 


Ks^134 


ESTs. W^aMy skititar to A57291 cytoldne 


425869 


AAS24547 


Hs.160318 


FXYD domain-containing ton transport reg 


404270 






NM.006061:Homo sapiens spedflc granule 


409169 


F00991 


Hsi0889 


(done PWHlC2-24)myo5in light chain 2 


426350 


NiyL003245 


Hsi022 


transgtutominsse 3 (E polype^, prote 


452023 


AB032993 


Hs.27566 


KIAA1173protdn 


417713 


D42047 


Ks.82432 


KIAA0089 protein 


435538 


AB011540 


Ks.4930 


tow density lipoprotein receptor-retated 


450300 


AL041440 


Hs^8210 


ESTs. Highly similar to ITH4_HUMAI4 It^fTER 


451814 


AA847992 


H5.137003 


ESTs 


452360 


AI742082 


HS.98S39 


ESTs 


431938 


AA938471 


Hs.54431 


spedftc granule protein (28 kOa); cyste 


408104 


AW972927 


Hs.293968 


ESTs 


444329 


W73753 


Hs.209637 


hypothetical protein FU12921 


439652 


W67826 


Hs.55412 


ESTs, Weakly similar to KICJ^HUMAN KERAT 


432191 


AA043193 


Ks.273186 


hypothetical protein, done Telethon(tta 


425855 


AF135025 


Hs.159679 


kallikran12 


430560 


Z28942 


Ks:243960 


N-rrryc downstreanwegulated gene 2 


410677 


NM^003278 


Hs.65424 


tetranectin (plasminogen-binding protein 


411388 


X72925 


H3.69752 


desmocoRin 1 


425721 


ACQ02115 


Hs.159309 


uroplakin 1A 


430520 


NM.015190 


Hs.242057 


chromosome 1 open reading frame 10 


429441 


AJ224172 


Hs.204096 


npophiHn B (uteroglobin (arrily member) 


417405 


W28657 


Hs^07 


ESTs 


434560 


R13052 


Hs.3964 


Homo sapiens dona 24877 mRNA sequence 


417074 


Z49878 


Hs.81131 


guanidinoacetate N-methyitransferase 


430513 


AJ012008 


HS.241S86 


G6C protein 


454478 


AW805749 


H&316885 


superoxUe dismutase 2« niitochondrial 


416559 


AI039195 


Ks.128060 


ESTs 


447205 


BE617015 


Hs.11006 


ESTs. Moderately similar to T17372 plasm 


415780 


U75698 


H&78846 


heat shock 27kO protein 2 


409702 


Ar752244 




eidtaryoflc translaSon etong^n factor 



X99 

X95 

184 

164 

183 

182 

180 

175 

174 

170 

168 

168 

167 

163 

162 

157 

152 

149 

148 

141 

137 

136 

132 

129 

3i6 

123 

121 

121 

117 

113 

108 

2.99 

2.97 

2.97 

283 

2.67 

ZSI 

Z67 

2.54 

150 

2.33 

Z32 

2.28 

2.25 

2.25 

Z12 

110 

102 

101 

1.95 

1.79 

1.68 

1.68 

1.66 

1.64 

1.SS 

1.80 



TABI^4eB 



Pkey: Unk)ue Eos probeset Mentifier number 
CAT number Gene duster nunter 
Aooesston: Genbank aooesslon numbers 



Pkey CAT Number Acoesston 

407013 2D73_7 U35637AA192323AA194508B6011583F25712AL596820BE185376 rocr«, 

424982 25362.1 AK057547 BG1 81248 AA883756 F25670 AA778128 F27657 F18914 F25171 AA178844 F21556 F25872 F204S7 F27617 F36059 F34817 F26^7 
F25922F31278F34666F01176F36333F01226 F27406F27130 F28742F24126 F29891AA195955AA086351W^^^ F25880F32791 I^ISII 
F32380F25216F19679F18656F29700 F24954 F32741 F30404F3S470 F33989 F33141 F36382 F34118Fini4AA176345 F24700AAraj940 
F18617 F16859 F15633 F34675 F16528 F17281 AA086388 F30859 F21852 C02644 F29425 F25286 C03553 F35259 W80691 F16457 F24094 
F16783 AA180319 F2B443 F17763 F17448 F00542 AA197179 AA193012 
415655 15499 1 AJ276240 N70563 F37502F29200F27903F18577F19683 F2D867 228857 F30994F31752F17375F1 5601 F17543 F174 
432408 2061 J8 AV724258 AA247153 BF736219 BF513744 AW058048 AI082691 AA865520 N39127 AV724549 F20776 AA249747 AW970392 AA535433 F36964 
F33894 

409702 38388 1 AK05e951 AKQ26458 81439120 BM021 106 F30243 BM055214 BM054962 BM069667 F37401 AA563821 Ar75K^ 

F35317 F3S258 F27772 H39537 AW445222 F19408 H2B557 F30608 F31797 F30950 BF837737 BF837688 ALS51046 B1758668 BI765038 BI837440 
BE392882 BI438801 AI093511 AI752244 AI784111 BG490221 BF338840 BF338974 BG895472 AL576843 AW965769 F25388 F37436 H28558 
A1025548 AA782333 F30929 F36002 F21229 AI720539AA719449F21231 F18924AA626886 F30774 F27704F31411 F31127 F33381 F36153 
F31793 F31 138 F31986 F33901 AA298244 Bn57347 AI810201 A1592843 F29441 H51409 F21804 AW973249 F18440 F17572 F32499 AA327152 
AA534140 AI1880B8 F18B93 F23362 AA010888 F18143 Z28S00 H27651 AI720790 F22425 H13178 H28677 F21098 F37777 F21466 F16598 
F23420At574723R7S610F34035F17845F18560F25902 R79117F35534F15713A!612800 n6563F15645F^ 
F17384 F18860 F17922 F1S523 AI093253 F18359 F314S2 F00232 A1583430 6M021353 AA284108 H27650 H29935 6E708208 AA010737 H51451 

564 
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Z19399 A!678418 A1952535 F17265 F17826 F37939 F35B39 F17367 W75962 R70189 Z28755 R7210B AA335915 R75700 R79116 W72887 
AI5B1552 R71403 F23388 C03913 B1756149 BI116109 BF790727 AL553994 R82966 W47487 AA456066 AW984608 BE708220 BG490537 W47419 



TABLE 48C 

Pker. Unique number corresponding lo an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this colunm are Genbank Identifier (Gl) numbers. tJunham, el al' refers to the publication enfiHed The DMA sequence of 

human chromosome 22" Dunham, et al. (1999) Nature 402:489-495. 
Strand: Indicates DMA strand from wtuch exons were prediclBd. 
Ntjxjsltion: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


Ntjnsilion 


40S001 


6015406 


Minus 


104646-104819 


400499 


9796071 


Minus 


148495-148806 


403805 


8140491 


Minus 


51483-51742.53429-53511 


402270 


310802D 


Plus 


117656-117822 


404270 


9828129 


Minus 


3649-3750,4161-4306,5962-6049,68494965 



Table 43A 1562 genes upregulatBd In lung cancer relative to normsd body tissues 

Table 43A shows 1562 genes upregulated in htng cancer relative to nomtal body tissues that are tiltely to encode proteins amenable to modutaOon by small molecules, peptides, or 
antibodies. These genes were selected from 59680 prabesels on the Eos/Affymetrix Hu03 Genechip array. Gene expression data for each probeset obtained from this analysis was 
expressed as average intensity (Al). a nonnalized value reflecting the relative level of mRNA expression. The protein products of these genes often contain one or more domains 
indicafive of have oncogenic function or of transducing inlracelluiar signals, or of being moddatkle by small molecules, peptides, of antibodies (e^. pMnase. death-domain, 7tm, 
phosphatase, or lon^lransporter). Certain predicted protein domains are noted. 

Plcey: Unique Eos probeset Idenfffier number 

ExAccn: Exemplar accession number, GenBaiik acoessiion number 

UnlGenelD: UniGene number 

Pr8d.ProLDom^ Certain predtoted protein domains. Abbreviations used: TM. transmembrane domain: SS, signd sequence; -Y, very likely to contain: ^M. likely to contain: other 

protein domain abbreviaSons are from PFAM (Nudeic Acids Resean:^ 2002. 30:276-280). 
UniGene Title: UitiGene gene S6e 

R1 90thpercenlitooflungtumorAbdivktodbytheSOthperoenti1ednormdtissueAls,w 
numerator and denominator. 

Pkey; ExAccn; UnigenelD; Untgene Tide; Pied.ProlDomahs; R1 

421502; AF111856; Hs.105039; solutecanter family 34 {sodium phosphate), member 2; Ribosomal_l-20.Na.PLOotrans;TM=Ys 24.06 

439335; AA742697; Hs.62492; ESTs. Weakly simPar to B39066 prorffwich protein 1 5 - rat IRnorvegicusl; none:SS:sM: 21.70 

406621; X57809; Hs.181 125; tmmunogtobulin lambda locus; ig.HSP70,Ppx-GppA;TM^; 19.36 

421341; A)243212; Hs.279611: deleted In maGgnant brain hmnrs 1; zona_peiIucida.CUB.SRCR;S&=M; 1&99 

452304; AA025386; Hs.6131 1; ESTs, Weakly similar to SI 0590 cystine proteinase {Rsapiens]: none,nane; 16.67 

429259; AA420450: Hs.292911; ESTs. Highly slmRar to S60712 band^tein [H^sapiensi; none.none: 16.50 

454034: NM.0OQ691; Hs.575; aldehyde dehydrogenase 3 farnOy, mendw Al; aldedh;; 16.24 

4O600Q; L11690: Ks.620: bultous pemphigcU antigen 1 (230/24QkD]: eflund,8pectitn.GAS2.SH3.Ptocito.RA;(ytose.isom.RiD.bZIP,Tropon^ 
14.75 

421798; N74880; Hs.2g877; N-acytsphlngosine amidohydrolase (add cer3mMase)-nke; SAPA.8urbctanLB.none: 14.18 

439706; AW872527; Hs.59761 ; ESTs, Weakly sknilar to DAP1_HUMAN DEATHASSOQATEO PROTEIN 1 pisaptensl; nonQ,none: 13.94 

431846; BE019924; Hs.Z71580; uroplakin IB; transmembrane4;TM=Y;SS=M; 13.54 

417079; U65590: Hs.81134; interleukin 1 receptor antagonist; IL1;SS=M; U97 

444381; BE3B7335; H3.283713; ESTs, WeaWy similar to S64064 hypothefical prolan YGLOSOw - yeast (Saccharomyces cerevisiae) (S.cerevisiaet Collagen;TMsM:SS«M: 1292 

408243; Y00787; Hs,624: interteukin 8; HIJH.PAS,ILB;TM=M;; 12.76 

448133; AA723157; Hs.73769: folate receptor 1 (adult); FolatejecMlP;TM=M;SS=:M; 1150 

414809; AI434e99; Hs.77356; transfenin receptor (p90. 0071); PA;TM=»Y;: 1Z12 

436553; AW407157: Hs.181 125; ImmunogtobuBn lambda tocus; i9,HSP70.Ppx-GppA;TM=Mn 1Z00 

418738; AW388833; Hs.6682; solute canter family 7, (caM: amino ackJ transporter, y system] member 11; none.none; 11.99 

419693; AA133749; Hs.301350; FXYD dom^frcontainlng Ion transport regulator 3; ATP1G1_PLM.MAT8;TM=Y;SS=M; 11.88 

417866; AW067903; Hs.82772; collagen, type XI, alpha 1; CoIiagen,COLn.TSPIibmlnln.G.CorA;SS=M; 1138 

414998; NWL002543; Hs.77729; oxidised tow density Spoprotan (lec&vtke) receptor 1; tecfin_c;TM=Y;SS=M; 11.21 

428970; BE276891; Hs.194691; refinclc add induced 3; 7tm_3;TM=Y;SS=M; 11.(J8 

418004; U37519: Hs.67539: ddehyde dehydrogenase 3 family, member B2; a(dedh:TM»M;SS::M; 1 1.01 

425397; J04088; Hs.1S6346; topoisomerase (DMA) II alpha (170kD); DNA^gyraseB.DNA.top(^soiV.HATPaseLC;SSsM: 10.69 

418478; U38945; Hs.1174; cydirHlependent kinase inhibitor 2A (melanoma, p16, InhfeHs C0K4); ank;; ia6S 

439223; AW23B299; HS.25C61B; UU6 binding protein 2; kll_receptja,PKD,MHCJ;TM=M;SS=Y; 10.52 

441835; AB036432; Ks.ia4; advanced glycosylation end producV^pedfto receptor; homeobQx.Acy{transferase,notch.EGF.ank/cynransferase: 1047 

451 558; NM^001089; Hs.26630; ATP-Wnding cassette, sub^amay A (ABC1). manber 3; ABC.tran.SRP54;TM=Y:SS=M; 10.33 

443426; AF098158; Hs.9329; chromosome 20 open reading frame 1; nooe;TM=M;; 10^1 

452747; BE153855; Hs.61460; Ig supeifamfly receptor LNiR; lg.Rhabd_glycop;n*=Y;SS=M; 10.14 

417389: BE260964; Hs.82045; midkine (neuifle growUniromofing factor 2); PTNJ4K;TM=M;SS=Y; 10.13 

433091; Y12642; Hs.31 85; lymphocyte aifigen 6 complex, tocus D; UPAR_LY6.toxin,Acfivto jBcp:TM=W;SS=Y; 10.12 

454098; W27953: Ks.29291 1 ; ESTs, Highly simBar to S60712 band-&protein [Rsapiens]; nQne,none; 10.05 

414812; X72755: Hs.77367; monokine biduced liy gamma interferon: IL8;TM=M;SS=Y; 9.98 

430832; AI073913: Hs.1 00686; ESTs. Weakly sknilar to JE03S0 Anteitor gradient-2 IH^aptens]; none.none; 9.79 

422310: AA316622; Hs.g8370; cytochrome P450. subfamily IIS, potypeptkfe 1; none,p»nase.fn3.ig; 9.60 

414987; AA524394; Hs.294022; hypolhclkal protein FU14950: SH2;Tt.W.: 9.54 

439453; BE264974: Hs.6566; fiiyroid hormone receptor nteractor 13; AAA.ABC_tran.CoaE;TM^;; 9.52 

430280; AA361258: Hs.237868; interteukin 7 leoepton th3.nane; 9.48 
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423217: NM.Q00094: H9.1640; coDaoen. type VU. djiha 1 (epidemnrysis twUasa. dyslropWc dominanl and reoessNe); Kiinl!^.Bmth3.waColaoefl.beta4actomM^ 
3.44 

418882; WyL004996; H5.89433: ATP^ttwCng casseHB. sub^rnOy C (CFTWMRP). moribw 1; ABCjnembrane>VBC.lran;TM=Y;SS=M; 032 

435472: AW972330; Hs.2B3022: triggeHng receptor expressed on mydoU cefls 1; lg;TM=M;SSs=M; 9.26 

447343; AA2S6641: Hs.236894: ESTs. Highly sinto to S02392 alpha-2-macrQg)obtlGn receptor precursor {H.saplens]; nonewe; 9.18 

419508: AW997938; Hs.90786; ATP-btodIng cassette. suWarrfJy C (CFTR/MRP), manner 3; ABC^»rarvABCjTierabr8ne;TM=Y;SS*M; a06 

441384: AA447849: Hs.288660: Homo sapiens cDNA: RJ22182 Us, done HRC009S3; 7tnL3^one; 8.98 

44629% AF081497; Ks.279682: Rh type C glyooprotetn; An«noidunUransp,FecCX>;TM=Y:SS=^ a74 

43697i/WV284679:Hs.2S640:daudto3:PMP22.aaudin;TMaY:SS=ftta^ ^ » 

421817; AF146074: Hs.108660: ATP4>lnding cassette, sut^fanfly C (CFTWMRP). memtw 5; F8SCicnn^C_lran^jnBinhrane.GTP.EFTU;TM=M:SS=M; 8.71 

423354; AB011130: Hs.127436: caWumdiannel vdlage^pendert. alpha 2/deitasuburift2: vwa,Cache;TM4fr,a66 

439606; W79123; HS.5B561: G proteawwipted receptor 87; 7tm_1;TM=Y;SS=M; a63 

438091; AW373062; ; nitde^ receptor siirfamOy 1, group I. member 3; hormQneuecz^C4,none; 060 

421506; BE302796; Hs.1D5097; Ihymldine kinase 1. soluWe; TK;TM=M;: 157 

413278; BES63085; Hs.633; interferon-stimulated protein. 15 kOa; ut)kiuitin;SS=M; 8.56 

408908; BE2g8227; H$.250822: senne/thieonine kinase 15; pkin3se:SS=M: 8.52 

414774: X02419; Hs.77274; plasminogen activatDr, urokinase; krinsla,ttypsin,pt3nLthk)nlns;SS«M; 8.49 

430630; AW269920; Hs.2621; cystalin A (stefin A); cystatln;TMsM; 142 

413011; AW068115; Hs.821; trfglycan; LRR.LRRNT:SS=M; 8.40 

446291; BE397753; Hs. 14623; Interferon, gamma^ndudbte protein 30; GILT;TM=M:SS=Y; a39 

411089; AA45S454: ; cell division cyde 2-^ 1 (PFTSLRE proteins): none,none: a37 

422765; AW409701; Hs.1578; tjacutovirai tAP repealK»ntaining 5 (sunrtvin); BIR;TM=M;; a34 

453922; AF053306: Hs.36708; Ixiddir^ unmhitiited bi t)enzimMazotes 1 (yeast twrnotog). tste; none;SS=M; a25 

449019; A194909S; Hs.67776; ESTs. Weakly similar to T22341 liypothetical protein F47Ba5 - Caenortial)dlll8 elegans (Ceiegans]; nonB,none; 8.24 
409799; D11928; Hs.76845; phosptwserine phosphatase^ke; Hydiolase;TM=M:: 8.22 
416819: U77735: Hs.80205: plnv2 oncogene; pkinas6;SS=M; ai9 

451541; BE279383: Hs.26557; pl^phiin 3; Aimadilk>.SBg:TM=M:; ai6 , „ 

409142; AL136877; Hs.50758; SMC4 (structural maintenance of ctuomosomes 4. yeaspte 1: ABC^tranMSMCJI,SMCLC.DUF164jionB; aiB 
429002: AW248439: Hs.2340: Junctton plakogtobin: Annadilto.seg:TM=M.i 8.14 
445033; AV652402: Hs.72901: mucin 13, epithelial transmenAvane; ank:; ai4 
421757; Z20897: Hs.296259: paraoxonase 3; Arytesterase:SS«Y: aiO 

414821; M63835; Hs.77424; Fc fragment of IgG, Itfgh affinity la. receptor for (C064): ig:TM=Y;SS=M; a03 

439285; AL133916;;iiypothBtk»l protein FU20093:lg.pkinase.LW^IJWT.LRRCT,^^^ o^.. . ot.. w 

439738; BE246502; Hs.9598: sema domain, Immunoglobiilin domain (Ig). transmembrane domain (TM) and stiort cytopiasmte domain, (semaptioiin) 48; Sema,PSUnlegrin>B;TM=Y;: 
7.86 

424905; NM-002497; Hs.153704: MIMA (never in mitosis gene aHelated Unase 2: pldnase;TM=M;: 7.85 

424779: AU)46851;Hs.153053:C»37 antigen; liansmembTane4:TM»Y:SS=W 7.85 « ^ . . « r^^rAT^o-.* B.h.KTi*-ii« 

409340; BE174629: Hs.321 130; tiypottiefcd protein MGCZ771; 8aj>emiBaBe8.pyiidoxaljleC»hn)modomdnmMBO/^TJiOG^ 
7.84 

41 5323; BE269352: Hs.949; neutrophP cytosofic factor 2 (65kD. dirorac granukxnatous disease, autosomal 2); SH3,TPR;TMsM;: 7,73 

427337; Z46223; Hs.176663: Fc fragment of IgG, tow afflnlly lllb. receptor for (C01 6); lg;TM=Y;SSBM: 7.72 

430378; 229572; Hs.2556: tumor necrosis factor receptor superfamDy, member 17; W^;SS=M: 7.71 

451253; H48299: Hs.26126: daudin 10; PMP22.a3udln.Peptidase_M1,ICtBtra:TM=Y:SS=M; 7.70 

435575; AF213457: Hs.44234: triggeitng receptor expressed on myeloid cells 2; lg:TW=Y;SS=M; 7.70 

427747: AW411425: H3.180655: serine/threonine kinase 12; pHnase:TM=M;; 7.70 

426251; M24283: Hs.168383; Intercellular adliesion mOtecute 1 ((X)54), human rWnoiflnis receptor; ig,tCAM_H;TM=M;SS»M; 7.67 
422282; AF019225; Hs.114309; apoJipoprotein U MotAuExbB;TM=Y;SS=M: 7.64 

413859; AW992356; Hs.B354; Homo sapiens pynwale dehydrogenase kinase 4 mRNA, y untranslated regton. partial sequence; SAMJWr,none: 7.54 

424008; R02740;Hs.137555: putative chemoktae receptor; 6TP.t»nding protein; 7tm_1: ^ 

418322; AA2841 66; Hs.841 1 3; cycO^dcpendenl kinase inhibitor 3 (COK2.associated dual spedfidty phosphatese); Y j)hosphatose,OSPc;TM=M; 7.46 

421071; Ai311238; Hs.l04476: ESTs, Weakly simBar to CGHU1E collagen alpha 1(XI) diain precursor [Ksaplensl; none:TM=Y;SSsM: 7.40 

421481: AW391972: Hs.104696: KIAA1324 protein; none;TM=M;S&=M: 7.39 

438089: W05391; : nudear receptor subfamily 1 , group I, member 3; honnone.rec.zMM.none; 7.38 

428484:AF104032;Hs.184601:sototecafrter(amily7(catonfc8minoaddtransporter.ysystem),men^ 

aa_permeases4)yrtdoxai dBC.bromodomain.PHD,MBD>^T Jiook.DDT,PI3J»14_kInase.FAT,FATC.BolA.RUN;TfcMte 7.36 
448988; Y09763; Hs.22785; gammMninobutyrfc add (GABA) A receptor. epsQon; Neurjdian_LBD,Neurjchanjnemb;TM=Y:SS=M; 7.38 
416178: AI808S27; Hs.1928^ serotoglCally defined breast cancer anSgen NY-BR41: non6:TM=M.': 7.31 
418506; AA084248; Hs.65339: G pnotdivcoupted receptor 39; none.none; 7.25 
441553; AA2B1219; Hs.121296: ESTs; none,FG^,intBgrinJ^ 7.25 
422311: AF073515; Hs.114948; cytokine receptor-like factor 1; fn3;TM=Mr. 7.21 

415817; U88967: Hs.78867: protein tyrosine phosphatase, receptor-type, Z pdypeptlde 1; fn3,Yj)hosphatase.carb.anhydiase:TM=Y:SS2t 7.20 

438746; AI885615; Hs.184727: Human fflelanomMSOdated antigen p97 (malanotransfenin) mRNA. 9 Bank; tr8nsfefrin,GuanylaleJdn,P0Z.SH% 7.20 

412723; AA648459; HS.33S951: liypofltefcd protdn AF301222: none:TM*M.-; 7.14 

418203; )C54942: Hs.83758: CDC28 protein kinase 2; CKS;; 7.14 

428582; BE336699; Hs.185055; BENE protdn; nonB:TM=Y;SSsM; 7.12 

418462; BE001596: Hs.85266: Integrln. beta 4; to3.lntBgi1iLB.CaIx-tete.EGF;BH^SS°M: 7.08 

420344; BE463721: H8.97101: putOUve G protein^xHipled receptor; nMiyllFBnsfJ5:ThNY;SS»N^ 7.02 

428450; NM.014791: H8.184339; KIAA0175 gene product; KAl.pWnase:TM=Mn 7.00 

449230: BE613348; Hs.211579: meJanomacell adhesion motecule; igJso<ft,Ribosom^L6.F-box:TM=Y^S=ft4a98 

439237; AW408158; H5.318893; ESTs, Weakly similar to A47682 &«en growth factor precursor IHMpIeRS]: Furftvake,pkfnasa,RBcepJLdomain,YlP,none: 637 

421508; NM.004833; Hs.105115; absent In melanoma 2; PAAD.DAPIN.H1N:TM=M:: a96 

41034^ R31 350; Hs.743; Fc fragment of IgE, Ngh afOidly I, reoeptorfw; gamma polypeptide; ITAM;TMaY;SS=M; a93 

428479: Y00272; Hs.334562: cell dhrtsion cycte2.G1toSandG2toM: pWnase.lC^10.IC^20:Tf*iM:SSsM: 193 

421532; AW1 38207; Hs.146170; hypothefical protein FU22969: AnnadHto^.HEAT;TM=Mn 6.91 

451035:AU076785;Hs.430;ptastin1(llsofomi);emand.CHAIapav.N:SS=M;a86 o^ivMnmu. mOMA 

432407; AA221036: ; gl)ai03f12.r1 Stralagene ^fT2 neurond precursor 937230 Homo sapiew 

sequence: OEA0,heItoase_C,nm,Ndr.Cy8jawt,TlL.vwa.vwc,v«id,iaRlla.^^ 

l)ela.DUF139.TPaDSPc.tsp_1.RibosomaLS21.nfp:TM=M:: 6.84 
442599. AF078037; Hs.324051: RelArassociated inhibitor; SH3.ank;TM=M: a77 
448243; AW369771; Hs.52620; integiin, beta 8; totegrin.B,none; a76 

427557; NfyL002659; Hs.179657; ptasnJnogen activator, urokinase receptor; UPAK.LY6,ET,Pi^2Jnh:SS^ 175 

418054; NM.002318: Hs.83354: lysyl ox«as&4ike 2; SRCR.LysyLoxklase:TM=M:SS=M: a74 

426440; BE382756: Ks.169902: solute carter family 2 (fadlitated gluoose transporter), meniber 1; sugar.fr;TM3Y$S=M; a73 
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430397; AI924533: Hs.105607: bicarbon^e transporter related protein 1; HC03j:otransp;TM=Y;; &71 

449523: tWL000579:Hs.54443;chemoWnB(C-C motif) recepto ^^ucrr^oo^^ -iu^w«,a» A.TM=Y-SS=M: fiu70 

431630i NWl002204- Hs.265829: Integrin, alpha 3 (antigen C049C. alpha 3 subunll of VIA3 receplof); FGW^abdjIycopWegil^ 6.70 
410434; AF051152; Hs.63668: ton41kfi receptor 2; LRR,IKRCT,T1R;TM=M;SS=M: 6.69 

424925; 002432: HsJ53837; myeloid can nudeardlffeienfiaBonw^^ „ 
431890; X17033: Hs.271986; integrin. dpha 2 (CD49B. alptia 2 subonft of VLA-2 receptor); vwajntfignnJ^F&GAP:TM«Y;SS»M; &65 
428157; AI738719; Hs,198427; hexokinase 2; hexokln3se,!iexoWnase2,none; 6.64 

430770; M765694;Hs.123296;ESTs;none,nore; 6.63 . . ^ ^ , . r ^ i^^^tu m-rm 

427700; AA262294; Hs.180383: dual specilicity phosphailase 6; Rhodaiiese.DSPc;TM=M;; 6.59 
413048; M93221; HS.7S182; mannose receptor. C type 1; fh2Jectin_c,Ricin_B.tecUn»k;TM=Y;SS=M; 6.58 
429345; R11141; Hs.199695: hypothellca! prot^ K_tetra,SAM; 6^ 

4161 10; Z42262: Hs.322844; hypothetical protein DKFZp564Al76; Sema,PSI.TIG,inlegnn_B:TM=Y:SS=M; 6.58 

418883;BE387036;Hs.1211;8cidphosphatas85.tartratereslstanl:Metalto^ . .^..o^^^t^fssj^M^^Ti^ 

426746- J03626: Hs.2057; uridine moiwphosphate synthetase (orotale phosphonbosyl transferase and orotidlne-S'^ecartoglase): Pnbosyttran.OhdPdecas8:TM4*, a57 
402260! ; ; NiyL001436*:Homo sapiens fibnllarin {FBL). mRNA. transcript) (F8A). mRNA.; PW'^,^^'5»!":2?'!«'?-^. «*,nonfttev nnna-TMsY- fi.S3 

456373- BE247706; Hs.89751 ; nSmbrane^panning 4^ain3. subfamily A. member 2 {Fc fragment of IgE, high affinity I. receptor ton bete pcrfypeptlde); none;TM=Y.. 6.53 
444006: BE395085; Hs.l0086; type I transmembrane protein Fn14: Wl_recepLa.PKD,MriCJ;TM=M;SS=Y; 6.53 
) 41 1 027; AF072099; Hs.67846; leutocyte tmmunog!obulin4ike feoeptor. sutMQy B (with TM and ITIM dom^s). member 4: inosHoLP4g:TM=M:: 652 
435523- T62849; Hs.1 1090; membrane-spanning 4-domatos. subfantily A, member?; none;TM=Y;SS=M; 6.S2 
432920 U37689; Hs.31 28; polymerase (RNA) II (DMA directed) polypeptide H; nore;TM=Mr, ^48 

412773;H15785;Hs.74573:slmilartDvacdniavirusHindlllK4LORF;PlDc;Tf^=M^^ . * • AcrrAcci^ 

. 409208! Y00093; Hs.51077; Inlegrin. alpha X (anbgen CD11C (p150). alpha polypeptide): vwa.FG.GAP,ntegnn^vwa.integnnJ^FGW. 6.43 
> 424441; X14850: Hs.147097: H2A Wstone family, member X; Wstone.CBFO.NFYB_HM2^43 

418918- X07871: Hs.89476; C02 antigen (p50), sheep red blood ceB receptor, lg;TM=Y:SS=M; 6.41 . ^ . . . « 

41»19;AW^820ftr/l^^^^^^ 

429170; NM_001394; Hs.2359; dual spedScIty phosphatase 4; RhodanesB.DSPc.Yj)hosphalase.Ribo8oenaLS3J<;TM«M:: 6.39 
453914; NNL000507; Hs.574: fructose-1,6-bisphosf^alase 1; FBPase;TM=M;: 6.37 
} 424273; W40460; Hs.l44442; phospholipase A2, group X; phosnp;TM=M;SS=Y; 6.37 
428385; AF112213; Hs.184062; putative RabS4nteracling protein; SH2,SH3;SS=M; 5.36 
43263^' AA340864; Hs.27856^ claudin 7; PMP22.aaudln;TM=Y;SS=M; 6.34 
409430; IC1945; Hs.348735; splicing factor, argWne/Serlne-rich 5; DSPc,Rhodanese.none: 6.34 
451734- NWL006176; Hs.26944: neurogranln (protain kinase C substrata. RC3): ia7lm_1;TM=M;; 6.34 
3 5 443907; AU076484; Hs .9963; TYRO protein tyrosine kinase bin(fing protsinc none;TM=M;SS='Y; 6.34 

integrin B.EGF,PSI;T1^Y;SS=M; 6.22 

429732; U20158; Hs.2488; lymphocyte cytosoRc protein 2 {SH2 domasn^anlaining leukocyte protein of 76kD); SH2:SS=M; 6.21 
40 408113; T82427;Hs.194101:HomosapienscDNA:FU20869fis,doneADKA02377;7b^^^ i.tan«™rfllQ 

40877V AW732573; Hs.47584; potassium voitag^ated channel, delayed^ecfifler. subfamily S, member 3; elhand,toiUran8,ieiBtFa.nonB; e.l9 

456534; X91 195; ft.100623; phospfwBpasa C, beta 3, neighbor pseudogane; UM.PDZ,pklna88;SS=M; 6.18 

408482; NiyL000676; Hs.45743: adenosine A2b receptor, 7bTLl;TM=Y;SS=M: 6.17 

426427; M86B99: Hs.169840; TTK protein kinase; pkhase;; ai7 
45 445019; A1205540:Hs.281295;ESTs;none.none; 6.16 

438552; AJ245820;Hs.6314; type I transmembrane receptor (sdzur&fflbted protein); none.none^ ^ — .^o^t^a^A 

4?^7;X90725;Hs.77597;X(DrosopW*«k8M^^^ 

425322; U63630; Hs.155537; protein Wnase, DNAflCtwatsd. catalytic potypepBde; P'3.PI4_kmy .FAT,FATC.TM=^^ 6.13 
417421; AL138201; Hs.82120: nudear receptor subfamDy 4, group A, member Z hormone jeczf^;SS=M: 6.13 
50 425776; U25128; Hs.159499; paralhyrold hormone receptor 2; 7lm_2,HRM;TM=Y;SS=M; ai2 

422278; AF072873; Hs.1 14218; frizzled (DrosopMa) homolog 6; Fz.Fiizzled,7tnv2;TMaY;SS=M; 6.12 
427490; Z95152: HS.17B895; mitogen-acthrated protein kinase 13; pWnaseiTM=Mr, 6.12 

421445: AA913059;Hs.104433: Homo sapiens, ckmelMA6E4054868.mRN^ evi»^f>«««^R in 

444143; AW747995; Hs.160999: ESTs, Moderately slmilaf to A56194 thromboxane A-2 reccptDT. enriotheTial IH.sapienst Bc»-2,none; 6.10 
55 423887; AIJ080207; Hs.134585; DKFZP434G232 protein; ABC_tran;TM=Y;; 6.10 

409636;AA305729;Hs.18272:amlnoackJlranspQrtersystemA1;A^trans;TM=Yrj^6,W 

41 1020; NM_005770: Hs.67726: macrophage receptornnth collagenous structure; SRCR,CoOagen;TM=Y;SS=M; 6.09 

425354; U62027;Hs,155935:compIementcomponert 3a receptor 1:7tmJ;TM=Y^^^ dac au iki-«^. ftnci.TM=jui" Rn? 

439963; AW247529; Hs.6793: platelet^cthrating factor acelylhydrolase, tsofbmi lb, gamma subuntt P>«'-AH>.Ij^b.OTS^ 6.07 
60 421753; BE31482B; Hs.10791 1; ATP-binding cassette, subfamily B (MDWTAP), menter 6; ABC_tran,ABCjnBmbrane:TM=Y;55=M; 6.07 

406908; Z25437: ; gbiH^aplens proleln-tyroshe kinase gene, comptele COS.; nojw,none; 6.07 

425849; AJ000512; Hs.296323; semm/^hicocor&old regulated Idnase; pfckwse4)Wnase^C;TM=M.-SS=I46il6 „^ ^oua m*- r in Odi»Hi£S=M: 

452363- Al582743;Hs.94953: Homo sapiens. Similartocomplemenlcompon^ 
6.05 

65 414883; AA926960;;COC28 protein kinase 1;CKS;; 6.05 

4141 66; AW888941; Hs.75789; ^i^nyc douwistream regulated: DEAD.hetee_Cjmi.Ndr,Cys>ot.TlUvwa,vw:.vvvdjaRlla.a^^^ 
beta,DUF139.TPR.C)SPe.lspJJ«bosomaLS21jvp!TM=M:;6.03 

452888; AW955454; Hs.30942; ephrin-B2; Ephrin,fh2;TM=Y;SS=M; 6.03 

448782: AL050295; Hs.22039; KtAA0758 protein; 7tm_2.ig,GPS.SEA;TM=Yn 6.03 
70 449101; AA20S847; Hs.23016; G protdn^XJupled receptor, 7lnLl;TM=Y;SS=M: 6.01 

445462; AA378776; Hs.288649; hypothetical protein MGC3077: none;; 6.00 

424381; AA285249: Hs,148329; protein kinase 0*2; pWnase,FHA.Dnal;TM=*te 6.00 

420162; BE378432: Hs.955n; cycTuwlependent kinase 4; pkinase;TM=Ms 5.99 

439310: AF086120; Hs.102793: ESTs: casein„kappa,pkinase.lg.none; 5,97 
75 414972; BE263782; Hs,7769S; K1AAD008 gene product; GKAP;TM=M;; 5.97 

425976; C75094; Hs.334514; N622 protein; voltage.aC;TM=Y;SS=M: 5.94 

444946: AW139205; Hs.156457; hypothetical protein FU22408; abhydiolBse.abhydnto 2:TM^^ 5.93 
41 1263; BE297802: Hs,69360: Wnesin-like 6 (nitotfc centranef&assodated Wnesm); wnesin:TM=M:; 5.93 
421462; AF01649S: Hs.104624: aquaporin 9; MIP.TM=Y;SS=M; 552 ^^^^^ „ ^.^^ ^ « 

80 426761; AI015709; Hs.172089; Homo sapiens mRNA; cDNA DKFZp586iaJ22 (lirom done DKFZpS86l2022); non8;TM=Y-,SS=M; 5.92 
407792; AI077715; Hs.39384; putefive secreted figand homotogous to ^1: none:TM=M;SS=Y; 5.91 
428771; AB028992: H3.193143; K1AA1059 protein; C2WUC.Y,PI-PLC.X;TM=Mn 5.91 
438564; AA381553; Hs.198253; major histDoompatibili^ complex, dass U, DQ alpha 1; lg,MHCJL^ha,none; 5.91 
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440006; AK000517: Hs.6844; hypothetical protein FU20510: AAA.N&^aPAADJ)ARN;NA;NA; 5.90 

443027; AJ27t216; Ks.22880: dipepSdytpepltdase Ul; Peptidase JM9.EGF.ig.Neuiegurin;TM=M: 5.90 

408790; AW580227; H&478G0; neuratrephic ^yrostaB Unase^ receptor, type Z lg.pMn8se^lMLimr.LRRCT;TMsY:SS=ME &69 

413186; AU077141; Hs.75231; sdute canter fantay 16 (monocartnxyOe add (lansportais). msmlier 1; sugar^tr;TM»Y;SS4^ 5.69 

430698; AA531276; Hs.59509: ESTs; pldnas8.PP2(;none: 5.88 

422609; Z46023: Hs.1 18721; sialldase 1 PysosomaJ slalidase); BNR.SH2,SH3.plQnase;TM=Y;SS=M; 5,88 

425367; BE271188; Hs.155975; protein tyrosine phosphatase, receptor type. Oassodated protein; nonB;TM=M:SS»Y; 5.88 

429619; AL120751: Hs.21 1568; eultaryofic trsnstaOon fnSiatlon iaOa 4 gammas 1; none.none; 5^86 

437429; H79981; Hs.5613; Homo sapiens mRNA; cONA DKFZp564E2222 (bom done DKFZp564E2222); SH2.SH33TB; 5.86 

436576: AI458213; Hs.77542; ESTs; 7lrTLl,l>»aJ; 5.85 

429663: M68874; Hs.21 1587; phcspholipase A2. group iVA (cytosdic. caidunKiependent}; C2nA2.B;TMsM;; 5.85 
419981; AA897S81; Hs.128773; ESTs; pIdnase,DAGLPE-t)ind.p]dnase_(;OP(Uione; 5.83 

428953; AA306610: Hs.3481B3: tumor necrosis Cactor receptor supeitamily» member 61). decoy: 603jitiosomal.Ra)06QmaLL10,TNFRjB6^0EAD;; S.83 
414806; D14694; Hs.77329; phosphaSdylserine synthase 1; PSS:TM:>Y;SS«M; 5.82 
451320; AW1 18072; ; dtacylgfyoerol kinase, zeta (1041d}}: none;TM^ 5.82 
400991; ; ; Target Exon; AmTcadilto 8^,lec6njC»none; 5.61 

456906; AF1 17646; Hs.156637; Cas-Br-M (murine) edro^A: retroviral transforming sequence q zK:3HC4,a)l_N.CbLN2.a)!JI3;TM*M;; 5.81 
434263; N34895: Hs.44648; ESTs: ig^: 5.81 

428293; BE250944; Hs.183556; sohrte carrier family 1 (neutral ammo add transporterl. memt)er 5; elF6,S0F;TM=M;; 5.78 
421959; AW751497; Hs-98370; cytodirome P450. sulrfamily IIS. polypeptide 1; p450;TM=Y;SS=M: 5.78 
449539; W80363; Hs.58446: ESTs: pldnase.Furinllce,Recep.U-doma!n.none; a77 
409012; A1117435; Hs.49725; OKF2P434l2t6 protein; PH.RhoGEF:TM=M:SS=M; 5.77 

412276; BE262621; Hs.73798; macrophage migration Inhilrftoiy factor (gtycosylaUoivlnhibltIng factor); MlF,sugar.tr.none; 5.75 
409533; AW959543: Hs.21291; mitogen-activated protein kinase kinase kinase 13: Peptldase_C48.none: 5.73 
457001; J03258; Hs.2062; vitamin D (1,25- dihydroxyvitamln D3) receptor, hocmonejec.if-C4.Metdlothto„5;TM=M;; 5.73 
416084; L16991: H5.79006: deoxythymidytale kinase (thymldylata kinase); nona.none; 5.72 

448569; BE382657; Hs.21486; signal transducer and acUvalorof transoiptlQn 1, 91kD; SH2.STAT.8TAT.t)ind.STAT_pral;TM=M;; 5.72 
452295; BE379g36; Hs.28866: programmed cen death 10; 5erpin,none; 5.72 

448775; AB025237; Hs.388; nudJx (nudeosWe diphosphate linked mdety X)-type motif 1; NUDIX;TM=M;SS=M; 5.72 

448733; NIUL005629; Hs.187958; sdute canter family 6 (neurotransmitter transporter, creatine), memt«r 8; SNF;TM=«Y;; 5.71 

417015; M83772; Hs.80876; flavin containing monooxygenase 3; FM04Ike,pyrjedox;TM»Y;SS^ 5.69 

453323; AF034102: Hs.32951; solute canier family 29 (nudeosMe transporters), member 2; Nudeoslde_tran;TM=Y:SS=M; 5.69 

410290; AA402307; Hs.322844; hypothetical protein DKF2p564A176; SemaPSI.TIG,lnlegrin_B:TM=Y;SS=M; 5.69 

412182; AA205588; Hs.155160; Spltdng factor, argininefeerin8<ridi. 46kO; nm.honnonejeczf-C4.sugar.tn; 5.69 

418526; BE019020: Hs.85838; sdule carrier liamlly 16 (monocaiboxylte add transporters), member 3; none;TM»Y;SS'M; 5.66 

447250; A1878909; Hs.17883; protein phosphatase 16 (fbmieriy 2C). magnedunvdependent gamma tsoforni; PP2C;'rM»M;: 5.65 

4381 13; AI467908; Hs,8882: ESTs; 7tm_1.none; 5.65 

421391; AW304350: Hs.l91958; Immunogtobolin superfamOy receptor transkicalion associated 2; lg,nonB; 6.64 
417115; AW952792; Hs.33461i small nudear ribonudeopiolein polypeptWe E; Smjikinase;; 5.64 

406137; ; ; NM-OOOWiHomo saptens mutS (E-cdi) homdog 6 (MSK6). mRNA. VERSION Nlil.00017ai Gl; MulS.CJ>WWPJAitS.N;TM=M:; 5,63 

421917; AB028943; Hs.109445; KIAA1020 protein; BTBjl^C2H2.PI3J^J(inase.PI3Ka:TM»M;; 5.62 

445873: AA250970; Hs.251946: poly(A)43indlng protein, cytoplasralc 1-like: PABP.nm.pkln8sa.1 4-3-3; 5.62 

447365; BE383676: Hs.334: Rho guanine nudeofide exchange factor (GEF) 5; SH3,PH.RhoGEF;TM=Mr. 5.61 

446872; X97058; H8.16352; pyrimidinergic receptor P2Y, G-prateln coupled. 6; 7tm.1 ;TM=Y;SS=M; 5.59 

433862; W07162; Hs.l50826; CATX-8 protein; ras.ABCJran,arf:TM=M;SS=M; 5.59 

449029; N28989; Ks.22891; solute canter family 7 (catloriic amino add transporter, y system), member 8; aaj)enneases;TM=Y:SS^ 5.58 
431238; AV656840: Hs.2851 15; Inteileukin 13 receptor, alpha 1; fn3:TM=Y;SS=M; 5.57 
430508; AI015435; Hs.104637; ESTs: SDF;TM=Y;SS=M: 5.56 

426227; U67058: Hs.154299; Human proteinase edivated receptDr-2mRNA. 3rUTR; 7tnLl;TM=Y;SS=M; 5.55 
421677; H64092; Hs.38282: ESTs; A1pp.AraiadiUo_seg.IBB; 6.54 
429083; Y09397; Hs.227817; BCLZ-related protein A1; Bd-2;TM=Mn 5.54 

429553; BE619413: Hs.2437; eukaryotte translatkm Iniaation UxAot 2B. subunit 5 (epsiton, 82kD); hexapep.W24iomione24>UF29:TM=M5 552 
412817; AIJ037159; Hs.74619: proteasome (prosome. macrop^) 26S subunit, no^ATPase. 2; PCjep;TM=M;; 6.51 
452291; AF015592; Hs.28853; C0C7 (cell divlston cyde 7, S. oerevlsiae. homdog)4lke 1; pWnase;TM=M;; 5.51 

437412; BE069288; Hs.34744: Homo sapiens mRNA; cDNA [)KFZp547C136 (from done OKFZp547C136); ABC_lran.GTPJEFTU.ABCjnerabianB^B; 5.50 

423778; Y09267; Hs.132821: flavin containing monooxygenase 2; FM(WIke,pyrjedox;TM=Y;SS=M; 5^ 

422846; BE513934; Hs.1583; neutrophU cytosoSc factor 1 (47ld). dironic granutomatotis disease, autosomal 1); SH3.PX;TM4A;; 5.48 

434699; AA643687: H3.149425; Homo sevens d)NA FU1 19B0 fis, done HEMBB1001304; NudeosideL(ra2;,none; 5.48 

426591; NP^006201; Hs.171834; PCTAIRE protein kinase 1; pWnase:TM=M:: 5.48 

453905; NM.002314; Hs.36566; UM domain kinase 1; pklnase,UM.PD2jf-PARP;TM=M;: 5.48 

412939; AW411491; Hs.75069; eukaryoBc transteOon elongation factor 1 gamma; nonB,none; 5.44 

430486; BE062109: Hs.241551; chtoride channd, cakdum activated, family member 2; none;TW=Y;SS=M; 5.43 

430066; AI929659; Hs.237825: signal recognffion pariide 72kD: TPR>«RCSAlCAR.synt: 5.40 

422241; Y00062; H8.170121; protein tyrosine phosphrfase, receptor type, C; klnedn,fh3,YjJhosphatase;TM=M;; 5.40 

41 1825; AK000334; HS.722B9; hypothetica! protein FU20327; SNF.Zip:TW=Y;; 5.36 . 
400205; ; ; NM_006265^Homo sapiens RA021 (S. pombe) homdog (RAD21). mRNA(APO-1/C095 (Fas)«sodated phosphatase) (PTPN13). mRNA.; 0UF173;SS=M; 5.35 
410687; U24389;Hs.65438;lysylo]ddasfr«ke 1:LysyLoxUase:SS»M:5.34 
407788; AA687538; Hs.38972; tetraspan 1; transmembrane4^TU=Y:SS=M; 5.34 

425118; AU07661 1; Hs.154672; methylene tetrahydrtjfblate dehydrogenase (NAD dependent), melhenyltetrahydrofdato cydohydrolase; myb^DNA- 

blndlng.THFJ)KG.CYH.THF.OHG„CYH.C.CAP.GLY>WV.LON,PeplldaseL^ 
400210;;; Eos Contrd;AdapJCompJSub,aaLBda|*)r_8;T^^ , ^ 

41 4825; X08370; Hs.77432; epMemid growth factor receptor (avian erylhrottaslic teukemia viral (v-ertM)) oncogene homdog); Fiirfft4ikB.pWnase.Reoep.Utomaln:TM=^SS»M; 

5.31 

414035; Y00630; H8.75716: serine (or cysteine) proteinase Wiftutor, dado B (ovalbumin), member Z serpIn;SS=M; 5J0 

416000; R82342; Hs.73856; ESTs, Wealdy similar to S656S7 alpha- lOadrenergic receptor spfioe form 2 [asaptens]; nane^ugar.ln 5.30 

414368; W70171; Hs.75939; urtdine monophosphate kinase; PRICCoaE;; 5.29 

424321; W74048: Hs.1765; lymphocyt&<;pedfto protein tyrosine Unase: $H2,8H34iMnasa;TM^;; 5.29 

450296; A1041949; Hs.24756: hepatocyte growth ftetor-iegdaled tyrosine kinase substrate; none,none; 5.29 

456672;AK002016;Hs.114727; Homo sapiens, done MGC16327,nJW^comptetecds;none,PK,PK_C^odrLh8adJ^hoGA^^ 

410088; AI633888; H3.58435: FYr«)lnding protein (FYB.12On30); SH3:TM=M;; 5.28 

456629; AW89ig65; Hs.279789; histone deacetybse 3; HSP90.HATPasa.c^M2H2.PHO.none: 5.27 

4172iac AA005247; H&285754: met proto<incogene (hepatocyte growth fador receptoil; pMnase.SemaLPSI.TIGJntegiin_$;TM=Y;SS=M; 5.26 
444051; N48373: Hs.10247: adhfated toucocyte odl adheston mdecuto; none,none; 5.26 
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404083: ; : C6002159*:gil628027|pir1lA53593 proldivtyrosiiie-phosphalase (EC 3.1.3.48). "o;;fe«P^^ "^l?^^ „6 
422051; AW327546; Hs 1 11024: sohjte carrier family 25 (rrutochondrial earner cttrate transporter), member 1, mitotan;!!**!.. ^ 
419034; NWL002110: Hs.89555; hemopoleUcceH kinase; SH2.SH3.pWnase:TM=M;: 5.26 

427732; NWL0O298O; Hs.2199; secrefin receptor. 7tnL2.HRM;TM=M;SS«M^25 eKn:.TfcfcY.<^ 5 2S 

425921; NM_007231; Hs.162211; solute carrier family 6 {neurolransmiBerfrarBpof^. member SN^ 
448030; N30714: Hs.325960; membrane-spanning Womans. subfamTy A, mernbeT4A:norie;iM='Ts«>-M! a« 
441607: NM 005010; Hs.791 Z neuronal cell adhesion molecule; WD40.fn3,ig;TM=M;: 5.23 
446620; Mm808:Hs.179902:transporter-UkeprotBin:none;TM=Y;^^ 
422616; BE300330;Hs.11872S:setenophosphatssynlhelasa 2; AIRS^RS.QTM^^^ 
447131; NM.004585: H3.17466; reHnote add receptor responder (lazarotenB induced) 3; "oneOft^TS 5^1 
446272; BE268912; Hs.14601; hematopoiefic cell-specific Lyn substrate 1: SH3.HSLfep;TM=M;; 5.za 

450447: AF212223;Hs,25010;hypolhetical protein P15-2;^^TF2;TM=M;; 5.19 u^ifVTi*=i/i..eiQ 

SSllM4^fe.154149;ir"ri™^^^^ " 
ACOO25S; Hs.15767; dtmn {rh^nteiacfing. serineflhreonine kinase 21); CNaDAG.PE.bind.PH.Involucnn.M;TM=M;; 5.19 

434826; AF155651; Hs.22265: pymvale dehydrogenase phosphatase; PP2C.none: 5^19 

447081- Y13896; Hs.l7287; potassium fewardly-recfifying channel, subfamily J. member 15: » Y„ a" 

407M9' WZ1874: t^^^^ WeaMy simflar to 2109260A B cen growth factor [asapiensl; f«bosomCS14.ank,pkinase.death.nona, 5.18 

44220a;AW590572;Hs.235768;ESTs;none.non9;5.18 o.tm-y.*;c;=m. «; 1R 

446566- H95741; Hs.17914; membcan^spannlng 4^Joma!ns. subfamily ^ member 6A, none,TM-Y,b5»-M, mo 
) 452690; AI536070: Hs.15085; ESTs; pou.homeobox.llgLchan^F^receptor; |18 u,o.tm=v- 17 

419138; U48508: Hs.89631; ryanodine receptor 1 (skeletal): lon_trans.SPRY,RYDR_ITPR.RyR.WR;TM=Y,. 5.17 
431441; U81961; Hs.2794; sodium channel, nonvdlage^aled 1 alpha; ASC;Tfc^Y^ 5.16 
418945; BE246762; Hs,89499; aracWdonate S^ipoxygenase; '^WS^f 5 « 

407601; AC002300; Hs,37129; sodium channel, nom/ollagfrflated 1. beto(UtW^e syndrome); ^saTW^Y.SS-^^^^ 
5 429500;X78555;Hs.289114;hexabrachton(tenasdnacytolacfin);EGFM^ 

41198^ NM.005419; Hs.72988; signal transducer and activator of transcription 2. 1 13kD; SH2.STAT.STAT.hind.STAT_p«)l:TM=M:. &15 
433470: AW960564; ; transnwrnbranB 4 supofamily member 1 ; none;TI^Y;SS=M; 5-14 
452817; AA322B59; Hs.284275: Homo sapiens PAK2 mRNA. complete cds; PWjJfe WJ^^^^^ 
453102; NM_007197; Hs.31664;teled (Drosophlia) homolog 10;^Prizzled.7«TJ^Y;S^^^ 5^4 
5 427792; M63928: Hs.180841; tumor necrosis factor receptor superfemily. i^^^^^^^; SRPU.TNFR.c^^ 

4305631 AA481269; ; ATP-Wnding cassette, siib-family C (CFTR/MRP). member 5; ABC.tran.6TP.EFTU,ABC.m8mbrane^ione. 5.13 
431681: AK000378; Hs.267566; hypolheBcal prol^ FU20371; 8ugar„tnTM=Y;; 5.12 ,«««i.Tiifeui.R.Q=M. s 19 

«118iNlLDMK5;Hs.2S0^^^^ 

417771: AAB04698; Hs.82547; reflnolc acM receptor responder (tazarotene Induced) 1; none.none: 5.11 
^5 418613; AA744529; Hs.86575; mHogerwcthfated protein Wnase kinase Wnase ^nasej j^p^nffie.WiJT^^^^ 
409524; AW402151; Hs.54673: tumor necrosis factor (Sgand) superfamlly, member 13; TNF;TM=Y;b&=M. 
436856; AI469355;Hs.127310; ESTs; pk!nass.rmnTM=Ms 5.09 ^^^^ 
411296; BE207307; Hs.10114; growth suppressor 1; 20&FelL0xy:TM=M;SS=W; 5.09 

410082; AA081594:Hs.l58311;Musashl (Drosophlia) homolog 1;mn:TM=f^5.09 „™.akimu noiiwoi ci.UArP-TM=M-Soa 
40 4044^ • ; NWL021048:Homo sapiens melanoma antigen, famfly A, 10 (MAGEA1 0). mRNA. VERSION NM_021049.1 Gl. MAGE.TMFfte 5.08 

424977; AA349289; Hs.100057; Homo sapiens cONA: FU22902 lis. done KAT05581; nono.none; 5.08 

422100; A10g6988; Hs.111554; ADP-iibosylaBonfactor-JikB7;8rf.ras;TW=M:;5J)7 

452222; AW806287; Hs.21432; SEX gene; Sema.TiaPSI.GDI: 5.07 

430300; U60805;Hs.238648;oncostaBnli^ receptor: fh3;TM=«Y;SS=M; 5.07 „ 
45 408369; R38438: hb.182575; solute carrier family 15 (H??? transporter), member 2; PTR2:TKft=Ys 5.07 

422112; BE540240; Hs.111783: Isml protein; Sm.BAG;SS=M; 5.06 

449961; AW265634: Hs.133100: ESTs; pkinase,Furiiv«lcB,RecepJL<iomain.none: 5.05 

430024; AI808780; Hs.227730: Integrin. alpha 6: liilegrin>.FGW:TM«Y:SS=M; 5 06 

50 

505 

400296; AA305627; Hs,139336; ATP-binding cassette. siib*wiay C (CFTRWRP), meoiber 4; ABC.tran.ABCjnembraneiTMsYr. 5.04 
446232; AI281848; Hs.194691: relinolc acW Induced 3; 7tm_3,none; 5.04 

425262: D87119; Hs.l55418; GS3955 protein; pkhiase;SS=M; m .td«c.tm-v.<«-w. noa 

425852; AK001504; Hs.159651: death receptor6,TNF8Up8ifarany manber 21:dea«%TNFR^c5;TM=Y;S^^ 5.03 

449437- AI702038:Hs.1M057: Homo sapiens cDNA:FU22902fl8. done KAT05581;none.none; 5.03 . . oi.T,nw 

4S™^Hs.Smyosin\|^ 
60 (2H2.PHD.BTB.TRISAT^took.SAM;TM=M;; 6.02 

413441; A1929374; Hs.75367; Sn>nke-adapter. SH2.SH3;TM=M;; 5.02 Tii-i*ee u c no 

427618; NM_000760; Hs,2175; colony stimulating fador 3 receptor (flra^Jw^): ^SJIf r 

417666: AI345001: Hs.82380; menage atrols 1 assembly fador); rf<3HC^TNNM^^ 

429903; AL134197; Hs.93597; cydlrwtependenl kinase 5. regulatory subural 1 (p35): COj^ acBrator,non^OT 
65 445333: BE537641: Hs.44278: hypcWcal protein FU12S38 similar to rawelated l»Jten RAB17; ras.arf.TK;SS=M; 5.01 

426285; U20620; Hs.343581: kaiyopherln alpha 1 Cimpoifin alpha 5); Annadilto^^,IBB-TNW- 5.01 

425345: AU077297: Hs.155894; protein tyrosine phosphatase, nonreceptor type ^ Yj)hosphatee.pSR2M=M;^ 
70 446946: AI878932: Hs.317; topoisomerase (DNA) t; Topdsomerase JTop^onwJ.N^^ 
413900;aW409747; Hs.75612;£trBSs4nduced-phosphoprotein 1 {Ksp7WHsp9(><)5arJrftig 
4121 16; AW402166; Hs.784; Epstdn-Barr vims Induced gene 2 (bfnvhocyt«pe(^proj^^^ 
40079^ AA53506?. : Homo sapiens mRNA; cDNA DKFZp434O0515 (from done DKFZp434O0512^^ SS^iSS^^^ 

417018: M16038; Hs,80887; v-yes-l Yamaguchl sarcoma viial fdated oncogene w™<«^"2,SHipk^ .^j ^.^ n,i^v ^ a c(5rsAP-TM=Y'SS=M: 4J88 

75 427247:AW^1;Hs.l74103;integrin.dphaL(anligCT 
442080; AW444761; Hs.445K; ESTs; ank;; 4.97 

454042; H22570: ; hypolhettoal protein FUM093; lg.pkinase.lKR,lJWNT.lJWCT.none: AS? 
452698: NKIL001295; Hs.30192l: diemdane (OC mofi!) receptor llj^n-^jpitli!^ t n/i-v cc!=«. a or 
416276; U41060: Hs,79136: UV-1 protein, estrogen regulated; Pepedas8„C4.0sleoponfin.Zip;TM=Y,SS=M:4.SB 
80 408847; AW290997: Hs.30348; ESTs; pkinase.ig,none; 4.95 ^ , „c 

419452; U33635; Hs,90572; PTiC7 protein tyrosine khase 7; ig.pkinase;TM=Y;SS=M; 4.95 
450737;AW007152:Hs.203330: ESTs; tiypsIn>lUecepLa,none: 4.95 ^ ^ «rt4T.*-u joi 

443354; AW970672; Hs.9247; protein kinase. AMP-adwated. dpha 1 catalytic subunit; pkinase.RI01:TW=M.. AM 
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414135: NM.004419; Hs.2128; dual specilicity phosphatase 5; Rhodanese.DSPCYjihosphatasa;TW=ffl:: 4.94 

424247; X14008; Hs.234734; fysozynie (renal amytoWosb); lysJo.FAD_SynthJ(Ih.Idh.(;p«nase;SS=M; 4.94 

43420GC AW136973; Hs.18047g: ESTs, WeaHy sindar to S69890 mitogen inducibte gene frig-2 (Helens); PH:TM^: 4.93 

418870: AF147204; Hs.89414; chemoidne (OX^ tvm receptor 4 (fusin); 7bn_l,7lm.2:TW=Y;SS=M; 4.93 

408716; AI567839; Hs,1 51714; Homo sapiens fflRNA for KIAA1769 protein, partial cds: Uvil>heilcaS8,RNB.RuntTM=Mn 4^3 

426437; BE076537; Hs.169895: ubiquI&HJoniu^ enzyme E2L 6; AfTnacli!to^.UCLcon.non8: 4.92 

424241; AW995948; Hs.182339: Homo sapiens pynivale dehydrogenase kinase 4 mRM\ 3* untranstaled region, partial sequences Ets.SAM.PNT;TM=M.-; 4.92 
414570:Y00285:H8.76473;lnsuln4itognwthfactor2iece^^ ^^^^ 
407239: AA076350: Hs.67846: leukocyte ImmunogWbuIWto receptor. suWamDy B {wilh TM and ITIM domains), member 4; lg:TM^;SS=M; 4.92 
409512; AW9791B7: Hs.293591; melanoma differenlia6on associated prolelfrS; DEAD.heIicase.(;CARD;TM=M;; 4.91 
416714; AF283770: Hs.79530; C079A anGgen (ImmunogtobuBn-assodated ripha); Ig.rTAM.Zn.du3;TM=Y;SS=M: 4.91 

404289; : ; NlyL002944*:Homo sapiens >wos avian UR2 sarcoma vhus oncogene horaolog 1 (R0S1). mRN/L; (h3.pklnase.DUF139;TM=Y;SS=M; 4.90 
428141; D50402; Hs.ia2611; solute carrier famDy 1 1 (protonKSouplad dhratent metal ton Iranspofters). member 1; NTamp;TM»Y;; 4.90 
407653; AA338797; Hs.40499; dickkopf {Xenopus laevis) homolog 1; none:TM^SSsY; 489 

432179; X75208; Hs.2913: EphB3; EPH_lbd.fh3.pkinase.SAM;TM=Y;SS=M: 4.89 _ 
401083; ; : NM.016582*:Homo sapiens peptide transporter 3 {LOC51295), mRNA. VERSION NM.01657ai Gl; PTR2;TM»Y;SS=M; 4.89 
402211; AA811738; ; IOAA0430 gene product; ton.trat«X_tatra;TM=Y.'; 4.88 

421541; NM-003942; Hs.l05584; n*bosoma) protein S6 Hnasa. 90kD, polypeplide 4; pklnas8.pWnase.C:TM=M:: 4.87 

431810; X67155; Hs.270845; klnesli>4ike 5 (mitotic WnesbOke protein 1); kinesin:TM=M;; 4.86 

425295; AA431366: Hs.37251; ESTs; pkinascnone; 4.B6 

424439; AA579635; Hs.1770: Bgase I. ONA. ATP^JependenJ; DNA^Bgase;; 4.86 

419168; A1336132; Hs.33718; Homo sapiens cDNA FU12641 fis, done NT2RM4X1953; none,none; 4.86 

442875; BE523003: Hs.23625; Homo sapiens done TCCCTA00142 mRNA sequence; K-tetra.DUF51.none; 4.86 

425465; L18964: Hs.1904; protein kinase C, lote; pWnase.DAGJ>E^.pWna5e_C,0PR;TM=M;: 4.86 

410293; AK000047; Hs.61960; hypothetical protdn; ietdra:TM=M;; 4.86 

443823; AA345519; Hs.9641; complement component 1. q subcomponent, alpha polypeptide; C1q.Con8gen;SSsM; 4.85 

445903; A1347467; Hs.132781; dass I cytokine recepton fn3;TM=Y:; 4.85 

427509; M62505; Hs.2161; complement component 5 receptor 1 (C5a Kgand): 7tm J;TM=Y;SS=M: 4.85 

428820; AA436187; Hs.172631; Integrin, alpha M (con^enlcomponenl receptor 3, alpha; also known as CDIIb (p170), macrophage antigen alpha polypepttde); 

vwajntegrin J^FG<5AP;TM=Y;SS=M; 4.84 
445143: U29171; Hs.758S2; casein kinase 1, delta; 2f-C3HC4,Rlamin.zf-B.box,NHI..pkinase^Z;TM=M;; 4.82 
427157; U51166; Hs.173824; fliynine-ONAglycosylase; UIX5:TM=M:; 4.81 

427857; AL133017; Hs.2210; hypothetfcal protein FU22B65: myosln_liead.lQ.rf.MYND:TM=M:SS=M; 4.81 

422293; X94453; H$.1 14366; fvirollno-Scarboxytate synthetase (gkrtamate gamma^emaldehyde synthetase); aldedh,aakinase;TM=M;; 4.81 
414280; BE410769: Hs.75B73; zyxin: UMJg.pkInase;TM4«SSsAA; 481 
424570; AA343306; Hs.133511: ESTs; SH3^ank^: 4.80 

461144; AW956103; Hs.61712: pyruvate dehydrogenase kinase, Isoenzyme 1; HATPasejcnone; 4.80 

402705; AA214818; ; acflvalorof S phase kinase; AhpC-TSA;TM«M;SS=M; 480 

410024; AW191024; Hs.55016; hypothetical protein FU21935: SH3:TM=M:; 480 

419972; ALJ041465: H5.182982; gotguv67; none.none; 4.80 

427127; AW802282: Hs.22265; pyruvate dehydrogenase phosphatase; PP2C.none; 480 

413476; U25849; Hs.75393; add phosphatase 1, sohiWe; UWWF^TM=M;SS=M; 480 

415801; R24219: Hs,278443: Fc fr^menl of IgG, tow affinity lib. receptor for (CD32); ig;TM=Y;; 4.79 

402233; ; ; NWL030760*:Hqmo sapiens endotheTial differentiation, spliingoBpkl Gi)rotein<oupled receptor, 8 (EDG8), mRNA.; 7tm_1;TM=Y;S5=M; 4.79 
448153; Y10805; Hs.20521; HMT1 (hnRNP methyllransferase, S. cerBvlsiae)4ike Z NusG;SS»M; 479 
407722; BE252241; Hs.38041; pyridoxal (pyridoxine. vitamin B6) kinase; ptkB;TM=M;; 4.79 

405370; ; ; NM.005569*:HQmo sapiens UM domain kinase 2 (UMJCZ), transcript variant 2a. mRNA.; pkinase,UHPDZ:SS=M; 479 

416498; U33532; Hs.79351; potassium channel, subfamily K. member 1 (TWlK-1): lon.lr3ns;TM=Y;SS=M; 478 

429921; AA52691 1; Hs.82772; conagen, type XI. alpha 1; Coaagen.COLFl.TSPN,laminirLG,CorA;SS=M; 4.78 

424415; NM_001975; Hs.146580: endase 2, (gamma, neuionaO: enolase;TM=M;; 4.78 

433133; AB027249; Hs.l04741; PDZ-Wndlng kinase; T^all originated protein Wnase; pkinase;TM=Ms478 

431629; AU077025; Hs.265827; interferon, dlpha4ndudble protein (done 1FI*16); nonB;TW=M;SS=Y: 478 

417929: R27219: Hs.74647; Human T-cell receptor active dphadiain mRNA from JM cell line, complete cds; lg,abhydrolase; 478 

450334; AF035959; Hs.24879; phosphaOdic add phosphatase typo 2C; PAP2;TM=Y;SS=M; 4.78 

447674; BE270&40; Hs.19192; cydhHlependent kinase 2; pkinase;SS=M; 4.77 

409744; AW67S2S8: HS.S6265; Homo sapiens mRNA; cONA DKFZp586P2321 (from done DKFZp586P2321): none:NA:NA: 477 

446196: AI744888: Hs.149470: ESTs; zf.C3HC4.Sulfate_transp.STAS; 4.77 

429305; AF095727: H8.287832: mydin protein zenMiko 1 ; tg.trBnsmembrane4;TM=Y;SS=M; 4.77 

426812; AF105365; Hs.172613; solute carrierfamHy 12 (polasslumtehteride transporters), member 7; none;TM=Y; 477 

425811; AIJ0391 04: Hs.159557; karyopherin alpha 2 (RAGcdwrt 1. importln alpha 1); ArmadiIto^.lBB.DEAD4idkase_aSec6^0DT^DJiremodomam;TM?f^^ 477 

444664; N26362; Hs.11615; map kinase phosphatesetopfoteto MK-ST^X; OSPc;TM=M;; 4.77 

452256: AK0G0933: H8.28661; Homo aaptenscDNA FU10071 fis, done HEMBA1001702; GOi,7tin_1.nona; 476 

447207: AA442233: H8.17731; hypothetical protdn FU12892; none:TM=M;; 476 

400846; ; : sortiErwdated receptor, L(DtJ^ dass) A repeats-containing (S0RL1); EGF.fn3JdbecepLa4dLreoepLb.gr8nuBn.BNR;TM=Y;SS=M: 4.76 
452355; N54926; Hs.29202; G proteifrcoupted receptor 34; 7tnLl,0ATP.C;TM=Y; 475 . ^ . „ _ , . « 

406809; AF0C0574; Hs.22405; leukocyte bnmunogtobullivBte receptor, subfamily B (with TM and ITIM domains), member 2; ig.Gemlnijiiov;TR^SS=M; 475 
• 4273786 BE515037: H8.177556; melanoma anSgen. family D, 1; MA6E;TM=M:: 475 
444042: NM-004915: Hs.10237: ATW>lnding cassette, subfamily G (WHITE), member 1; ABCJran,PRK,GBP;TMaYs 474 
410406; AI969703: H3.1466; glycerol kinase; FGGY.FGGY.C;TM=*fr, 473 
41 1653; AF070578; Hs.71 168; Homo sapiens done 24674 mRNA sequence; none;MA:NA; 473 
437667; BE616412; HS.28621B: junctional adhaston mdecute 1; none.HLH; 473 
417781: BE27938Q; Hs.82563: K1AA01S3 protein; TTtAqUraiel: 473 
453966; BE148734; Hs.63325: transmembrane protease, serine 4; tiypsin,MI j«epLa.none; 473 
412228; AW503785; Hs.73792;complemenlcon?)onent(3d/Epsteto Barr virus) receptor 2; sushi;TM=Y;SS=M; 473 
418255; AW1354C5: Hs.37251; ESTs; pklnase.none; 4.73 

413472; BE242870; Hs.75379: solute carrier I^Ty 1 (glial high afRnlly glutemate bansporter), member 3; SOF;TM=Y;SS=M; 4.73 
405908; Z25424; ; gb:H.sa(tens protelrvserineAhreonine kinase gene, oomptete CO84 none^none; 4.73 
432065; AA401039: Hs.2903; protein phosphatase 4 (farmerty X). catalylie subunlt; Mete!topho8:TM^' 472 
424909; S78187; Hs.153752; ceO dhriston cyde 25B; Rhodaneso:SS=M; 472 

422599; BE387202; Hs.1 18638; non^netastaUc cells 1, protdn (NM23A) expressed In; NOK,PH.Oxysterol_BP-.SS=M; 471 
426136; AW957239; ; gb:EST369309 MAGE resequences. MAGD Homo sapiens cONA. mRNA sequence; PP2C,nonB: 471 

446203;Z47553;Hs.14286;llavtncontalnlngmonooxygen8se5;FMCMke.pifrj8doiQTM=Y:^^ 

451295; AI557212; Hs.17132; ESTs. Moderately similar to 154374 gene NF2 protein (H japtenst pk!nase.OAGLPe4*KM*taase.C,OPanon8; 4.71 
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41343V AW246428: Hs75355: ubtquituvconjugating enzyme E2N (han«>^as ^ yeasumcw^ 

401345: M83738: : pratein tyrosine pho^halase. twn-receplor 5'P?2*'.T?^^" ^'^^ 
416602; NM.006159: H5.79389: nel (cWckenHite 2: EGF^TS^^^ 
412507: L36645; Hs.73964; EphA4; fn3.pldnas8.SAM.EPHJbd;TM=Y^. 4,69 
437897; AA770561; Hs.146170; hypothetical protein FU22969; z^D""^^;*^ 

432886; BE19902a: Hs.279704; chromalin accesslblDty "^'^x 1; non^TM^hft icodi i\ mRNA.- 

SSS-rNftLOOSIOS-HomosapienssoTa^^ 

EGF.fn3.W> rccepLa,ldLrecepLb.gianifti,BNR;TM=Y:SS=M;4.B8 

.. 1 ■ _~ A CO 



433409; AI278802; H3.25661; ESTs; pWnase.pkinase; 4.68 ee u. / « 

1 5 413869; N!yL000878; Hs.75596: mterieuldn 2 receptor, beta; fW«e;TM=Y^S-W^ 

4302^ BE550182; Hs.127B26: RalGEF-Hke protein 3. mouse homolog; 1h3MRas6EF;TM=M:SS=M; 4.68 
stt^^*. Auieeji4ii. u. 4QA70O- pctTq* <^H3 Rtbosomal S3Ae: 4.68 



20 



419493- AF001212; H5.90744; proteasome (prosome. macfopam) 25S fiubumt. non-ATPase, 11. cgK5.acuvaH)r.rw.none, 
425966; NWL001761; Hs.1973; cyclin F; cycGn,F.|»x.cyc8n_C;TM4|l:; 4.67 



25 446051; BE048061: Hs.37054; ephriiWa; EphrinA.deanJn,(ta^-a^ha4.M 

30 417497; AW402482; Hs.82212; C053 anfigen; |ransmembrane4;TI|^;S^^^^ ^ 
418736 T18979; HS.8790B; Snf2^1atecl C8P xCvalor protein; belicase.CAT hooKSJ^N,^ 
?15m;AF12MW.Hs.78016;polynud^^^ 

418629; BE247550: Hs.86859; growth iactof receptor-bound P?)51" J- SJC,PH W ^.«» 
425108' AA622037; Hs.166468; progranuned ceB death 5; DUPi22;TM=M;; 4.b4 cpDeA.'nfaY-«5&*k 464 

35 S' AA019004; Hs.198396; ATP.«ndingcasset!e.sut.farTiily A(ABC1^^^^^ 

43188^ L77964; HS.2719B0: rnttoge^adh/ated protein kinase 6; PJJ;ff ^.63 

442590; AI002686; Hs.130313; ESTs; norve,Yjjhosphalase.Band_41.connexin; f-^ , 
416224 NM.0029b2; Hs.790B8; retIciHocdl)in 2. EF-haml cate'mm ^g doma^^^^^^ 
423mY07i01;Hs.293007;aminopepMasepuroni^ 

429300! AB011108; Hs.198891; serineAhreonine^3IOleln kinase PRP4 tonotog; ptee.TM-M.. 4.60 
45 447232; AW499834; Hs.327; interteukin 10 receptor, alpha; '»"e;TJ/W^SS=JJ 4.W ^ , 

41^4^ AL120344; Hs.75074; mitogen-acfiwated protein Wnase^tivated pi^n jan^ ^ pWnase:TM*M= 4.60 
419596; BE379320; Hs.91448; MKP-1 Pkeproteta tyrosine Ph«P^^^^°fg:^;^„ , 4.M^i.TM=M:SS=M:4.S9 

^ C2H2,PHD.BTBJHISATJiook.SAM;'m=M;; 4.58 

55 421685; AF189723; Hs.106778; ATPase. Ca transporting, type 2C. "^^^^^^^^ ^ 

SS;K4\HrS*MAFUl25^ 

409581; U66243; Hs.55039; mtogeivaclMal pmteln kinase 12; (ittiase;SS=M; 4.57 

eteTOnl;.mlW sequence: iKMBjtesGtf^M^^ 
65 430016; NNL004736;H8.2276S6|xenotropteaiidpolytroifcreln«*«siB^^ 

70 «114a.A^;lLl0213S5ignd8e^^ 

438939; H21 01 2; Hs.287657; Homo sapiens cDNA: Filial lis. ^^^l-^ ??'XVfSgT54 ^^^^ 
433435' BE545277; Hs.340959; Ts translaQon ekmgallon tactor, imtochondnal. EFJb,UHA,. 4.04 
75 411165; N^L000169;Hs.69089;gaia^A3skl3se. alpha; MeHbiase;SS=K^ 

408956; AK0O1868; Hs,49344; hypothetical protein FU11006: ki(Urans;B^Yr. 4,54 eiw.TLbd*- 4 S3 

41^' L^l te.B0261; enhanor of filamentaBon 1 (casJIkedocMng: Crk^odated substrate rel*d);SH3.TMFl*. 4ii3 
4102261 AI831958; Hs.61053: hypotheflcal protein: SH3JPR;Thfr»hte4.K . 4 m 

422753; AI928995; Hs.1575; small midear nbonucteoprotdnM P*WW^): »^SS^ CCaSonJVTPasB M.Hydrolase:TM=Y;: 4.52 

80 418355; U2563; Hs,l165; ATPase. H? transporfing. nongastnc siphapotypepflde; E«?Jffl'as8,caBoeLAira-^^«^ 
400251;;; Eos Control; lg>tHCJUbeta;TM=Y;SS=M; 452 ^. .„ 
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400303; AA242758: Hs.79136; UV-1 protaln, estrogen tegubted; noneawna; 4^1 

412604; AW978324: Hs.1904: prolan kinase a bta: pWnas8.DAG_PE4>ind4>ldnase_QOPI^TM=Mn 4.51 

44863% AA31 1426; Hs.21635: tubuSa gamma 1; tubuBicTMNt 4.51 

457906: AW975S39; Hs.153290: Homo sapiens cONA aJ1431B lis. done PIACE3000402; non8.pMnasa: 4.51 
456362: AW973003; Hs,179909; hypoOieCcal prol^ aJ22995: none:TM=M;: 4.51 
429690; AW956329: Hs.23721; ESTs; non8^ugar_tr,rebosomaLS25; 4^ 

424618; L29472: Hs.180i major histocompaJMty complex, dass U. 00 beta; l9.MHCJLbeta:TM=Y:SS=M: 4.50 

444823: BE262989: Hs.12045: putallvB prateln; Mra1JifflOAT;TI«=M:SS=Y: 4.50 

405490: ; : NM-031414:Homo sapiens seiineflhreonine kinase 31 (STK31), transcript variant 1, mRMA.; pWnase,TUD0R:TM4te 4.50 
424494; U78575; Hs.149255; phosphaOdyUnosiU^hosphalB 5*inase, type I. alpha; PIP5KiSS44; 4.50 
441031; A1110884; Hs,7645; Bbrinogen. B beta polypeplkte; llbrinogen.<;G^ha.artTW=M:SSaM: 4J0 
443951; F1 3272; H5.1 1 1334; fenifln, HgW polypepftte; PMP2?.aau{fiiuione; 4.50 

4 1 0423; AW402432; Hs.63489: proteh tyrosine phosphatase. notwweplOf type 6; SH2.Y jihosphatasB.OSPfc:TM=»fc 4.50 

429556; AW139399: Hs.9898d; ESTs; none;TM:=M;; 4.50 

458791; BE615453;Hs.346509: dedicator of cytD-kinesIs 1;none:TM=Y;:4.49 

425209; AL049761; Hs.155140: casein Wnase 2, alpha 1 polypeplkte; pklnase^Cl:TM=M:; 4.49 

425695: NWL005401; Hs.159238; protein tyrosine phosphatase, noweceptor type 14; Y_phosphalase.Band.41.0SPc;TM«M;: 4.49 , 
424943; AU077260; Hs.153924; deaUvassodated protein kinase 1; anKpk!nase,death.SPRY.SAP,Ril)OSoniaUJ24e.8RP54,dOENM.DENN.^^ 4.49 
412970; AB026436: Hs.l77534; dual specifjcity phosphatase 10; Rhodanese.DSPc;8S=M; 4.48 

400755; AA635062; ; Homo sapiens mRNA; cDNA DKFZp434O0515(&om ctooe OKFZp434O0515); zMaHC4,CARD.BIR:TM=M;; 4.48 
425566: AWie2943: Hs.250618; UL16blnding protein Z kfl_recepLaPKD.MHCJ:TM=M;SS=Y; 4.48 

410151; X15723; H5.59242; paired bask: amino acW cleavhig enzyme {hirin, membrane associated receptor protein); PeplkJase„S8,P;TM»Y;SS=M; 4.48 
423536; U2075; Hs.1666; guanine nudedkJe binding protein (G protein), alpha 13; UCfthinge.GdphaM;TR*=M;: 4.48 
42471 1; NH^005795: Hs.152175; caldlonln receptor^ 7tm_2,HRM;TM=Y;SS=M: 4.48 
427878; G05766: HS.1&1022: CGM17 prot^ none,zf-C2H2; 4.48 

443891; NM 002250; Hs.10082: potassium intemwdiateifemall conductance caWum-activaled channel, subfamily K member 4: CaMBD,SKJChannel.kln.lrans:T^*=Y;SS*M: 4.48 
422605; H16"646; Hs.118665: hypothetical protein PP591: PAPS_reduct.MoCF_bto3ynihs 4.47 

410583; AW770280: Hs.36258; ESTs, Moderately similar to JC5238 galactosylceramide-like protein. GCP |H.8apien8l SH3PDZ.GuanylaleJln.nonB; 4.47 

434419; AL040606; H5J»6938: dud spedBoty phosphatase 7; DSPc;TM=M;; 4.47 « . „ 

410032; BE065985; ; Qh:RC3^70319.1 20200^14^09 BT0319 Homo sapiens cDNA. mRNA sequence; abhydrolasOt,none: 4.48 

423078; M35198; H5.123125: bitegrin. beta 6; fntagrin_B.EGF,pptinding;TMsY:SS»M; 4.46 

400263; ; ; Eos Control; GTP^FTU.EFG.C,GTP.EFTU_D2,serpln;TM=^te 4.46 

441406; Z45957: Hs.7837; phosphoprotdn regulated by mllogenic pathways; pkinase:TM=M.*; 4.45 

434551; BE387162; H5.2B0858; ESTs. Highly similar to A35661 DNA exciskm repair crosSHJomplemenlkig protein ERCC3 (Ksapiens]; none;T^A=M:; 4.45 

413227: M79082; ; ESTs; nonejione; 4.45 

441321; H17162; H5.7771; B-ceO assodated protein; Band_7;TMsM;; 4.45 

457194; H20669; Hs.35408; ESTs, Highly similar to unnamed protein produd (Rsapiensl; none,pWnase.PBD; 4.45 

414745; AA16051l;Hs.5326; amino add system Ntranspoitsr 2; porcupine; none.none; 4.45 ^.^..^^.^^^o , 

404276; ; ; NM-002944*:Homo sapiens v^os avian UR2 sarcoma wus oncogene homolog 1 (ROSl), mRNA.; fh3.pklnase,OUF139;TM=Y;SS=M; 4.45 
426966; AI493134: ; sderosBn; OAN;TM=M;SS=M; 4.45 

408873; AL046017; Hs.l 82278; calmodunn 2 (phosphorylasa Wnase, delta); none.none; 4.44 

426486; BE178285; Hs.170056: Homo sapiens mRNA; cDNA DKFZp586e0220 (from done DKFZp586B0220); pldnase,non8: 4.44 
432798; AA565309; Hs.194015; ESTs; lntegrin_B,Sema,PSI,TlG,none; 4.44 

439568; AI091277; Hs.302534; frizzled (Drosophlla) homdog 8; Frizz)ed.Fz,7tm_2,lonn J:TM=Y;SS=M; 4.44 
417886; AA214584;; ESTs; SPRY.7tm.3,ANFjreceplor.none: 4.43 

452098; AI858183; ; gbwl46al2j(1 NCLCGAP.UtI Homo sapiens cDNA done 3^ slnilai tocontaSns Ahi lepeBSve element. mRNA sequence; SH3.none; 4.43 

426874; N57325; Hs.347487; ESTs; SHSJonBlboxCXnone; 4.43 

422714; AB018335; Hs.1l9387; K1AA0792 gene product; DUF221;TM=Y;SS=M; 4.42 

410741; Z11695: Hs.324473; nilogen-activaled protein kinase 1: pkinase.none; 4.42 

432193; AA372264; Hs.273193: hypolhetfcal protein FU10708; pkinase;TMsM;; 4.41 

409506; NM.006163; Hs.64689; NCK adaptor protein 1; SH2,SH3:TM=M:; 4.41 

423390; AB040942: H6.201500; KIAA1S09 protein: none;TM=M:; 4.41 

421859; AA356620; Hs.108947: KIAA0050 gene product 8nk,PH>\rfGep;SS=M; 4.41 

451527; AF022813: Hs.26518; transmembrane 4 superfamfly member 7; none.ncne; 4.41 

421748; NM_014718: Hs.107809; K1AA0726 gene produd; cadherin;TM=Y;; 4.40 

410416; BE410072; Hs.63304; protein phosphatase methytesterase-l; none;TM=M;: 4.40 

450457; AA367701; Ks.6639; KIAA1624 protein: none:TM=M;SS='M: 4.40 

433029; NNL014322; Hs.279926; opsin 3 (encephatopsln); 7tnu1,Monoo)cygcnase;TM=Y;SS=M; 4.40 

408805; H69912: Ks.48269: vaccinia related kinase 1; pkindse:TM4«; 4.40 

421585; U95626; Hs.302043; dtemoklne (OC mofif) receptor^ Z 7tnLl:TM=Y;SS=M; 4.40 

440014; AW960782; H8.6858; ash2 (absent, small, or homedk^ Drosophlla, homotogj-Tike; SPRY,8AG.UPF0001; 4.40 

451154; AA015879:Hs.33536; ESTs; TIMP.none: 4.40 ^^^^ 

433895; Ai287912; Hs.3628: mitogerv«divated protein kinase kinase kinase Mnasa 4; pklnas8.tKM.O<H.ERM;TM=M;; 4.40 
422034; AC006486; Hs.333069; Els2 repressor factor Ets;TM=M:; 4.39 
444009: AI380792; Hs.135104; ESTs; TNFI^c6,TlL,none: 4.39 
420020; BE295866: Hs.94382: adenosine kinase; pfkB;$S4A; 4.39 

41 6207; NM.014745; Hs.79077; Homo sapiens, done |yK3C2908. mRNA, complete cds; none;TW»Y;SS=R* 4.39 

417655; AA780791; Hs.14014; hypothelfcal protein FU14813; pkinase,pkin8S0.C:TM=M;; 4.39 

402915; : ; ENSP0000020258r:BicarbonatB transporter-related protein BTRI4 HC03Lcotr8nspiTM=Y;; 4^ 

453199; AI336266; Hs.32353; mitogen-adivalcd proteh^ kinase kinase Hnase 4; pkbiase;TM=M,': 4.38 

416033; NM12201; Hs.78979; Golgl apparahtt protein l;cy8jfchJGFR;TM=Y:SS=M; 4.38 

453672; U73531; H8.34526; G protelncoupled recapton 7lnv.1;TM=Y:8$=M; 4.38 

437852; BE001836; H3.256897: ESTs, WeaWy sintilar todJ38501Z1 (H.saplansl: 0>S.7tnu2:TM=Y;;4.38 

420039; HM 004605; Hs.94581; suKotransferase family, cytosoBc, % member 1; Sulfotransfer,SS=M; 4.38 

412834; R77123; Hs.79881: Homo sapiens cDNA: FU23006 fls, done LNG00414: 7tnul,ncne; 4.38 

452203; X57S22; ; transporter 1. ATP-lrinding cassette; sut^femHy B (MOR/TAP); ABC_tran,ABCjnembrane,SRP54.ThymklylateJcin;TM=Y;SS=M; 4.37 
425317; AW20S118; Hs.210546: InterteuHn 21 receptor; non8;TM=Y;SS=f* 4.37 

432945; Al^83;Hs.8173;hypotheScal protein FU10803;none;TM=M;SS=M: 4.37 . ,«ok.a. 

424028; AF055084; Hs.153692; Homo sapiens cONA FU14354 Ss. done Y79AA10013&4, highly similar to Homo sapiens very large GfMn coupled receptor-l (VLGR1) mRNA, 
none.none; 4.37 

434071 ; AF1 16653; H&.34192; Homo saptens PRO0823 mRNA. comptete cds; none:TM=M:: 4.37 

412596; AA161219: Hs.799; diphtheria toxin receptor (heparifrWw&ig epidermal groirth f^Jke growth ladw); EGF;TM=:Y;SS=M; 4.36 
440270; NiyL015986; Hs.7120: cytokine receptor-Cke mdecute 9; fh3;SS=M; 4.38 
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432987: AI864771; Hs.27g54: COBS anOgen (CD28 anBgenllgarKl 2. 87-2 ^fiS^^S* •^^.^'ll^^'^^^^^^ 

408101; AVV968504;Hs.123O73;ax:2^elated protein Wnase 7; none.non^^ r««.n.TM=M<w=iJb43S 
414029: BE297731; HSJ5709: mannose-S^JhosphalB receptor (MOcn ^^^^^ 

4250^ AA687465; Hs.298184; potassium vollag&flaled channel, shaker-fclated subfamay. beta member 2: aWo Jetjed^ 
438937: AVV952654:Hs244524;ESTs;EW_lbd,pkinase,fh3.SAMjione: 4^5 i<^,«^>t« 

436540; BE397032: Hs.1445B; hypolhetica! protein M6C14226: iim.7tr!Ll.SNF:TM=M;; 4.34 
435267; N23797; Hs.110114: ESTs; none,SyIsLN,Exo_endo_phos; 4.34 
405616: : : Target Exon; none,SH3.BAR; 434 

432141; BE410964; Hs.272736; nudear receptor binding proton; ptanase;TM=M„ 4.33 
417927; R7309S; Hs.24122; ESTs; nene.pHnas0: 4.33 

429849; U33053; Hs.2499: protein kinase GJike 1; pMnasej)Idnase„CHR1;TM=M;. 4.33 
425743; BE396495: Hs.159428: BCL2-assoclated X protein; Bci-2:TWi=Y:; 4.33 
453863- X02544: Hs.572; orosomucold 1; lipoca1in.ddedtvubjquitin.lRK:SS=M; 4.33 
S'lrMilOyTHorno sapiens sortT^^ 

EGF.fn34dLrocepLakWUecepLb.flian|Jij 4^ 
414914; U49844; Hs.77613: ataxia telangiectasia and Rad3 related; FAT.FATaPl3^^^e JM=M;. 4.33 

RasGAP.ad8nylatek5nase; 4.33 
419607; R52557; Hs.91579; Homo sapiens done 23783 mRNAsequence; "^^2™ p-p , 
436703- AW880614; Hs.146381; RNA binding motif protein, Xchromosomsi r^n,SH3,PH,CH,RnQbt^. 

4151»AW^9-te7BM0:KDELaysJ*spiu.U«n^ 

mmi NM.015367; Hs.10267; MILl pratdn: Bd-2;TM=Yr, *.31 . eu, i„ -ni-u cc=v. i « 

442994- AI025718: Hs.16954; ESTs; ank,pWnase.deatli.FibQSomd314; 4.30 

Smm- WS72739- Hs 195471: 6.pii>spliofructo-2-k!n3setetos8-2,6^phosphalase 3; PGAM.M^^ 4.29 ^„ ^ , 
SS97Hs10M^^^^^ 

415214; AI445236; Hs.125124; EphB2: fn3,pklnase.SAM.EfnUbd;TI*»Y:S&^ 4.29 j.«.u.tu=m.cq=m. i 9q 

43W1ftNM.000^5;Hs.239^ 

429099; BE439952; Hs.196177; phosphotylase Wnase, gamma 2 (testis); PWnaSSSSlS^JffilDlrr; OT-nfeM- J.5ft 
4^ BE313280; Hs.159627; death assodated prateh 3; myb_DNArbincfingmBAH.bromodomdn.PHD.SEr.TM=M.. 4.28 

437603; AW979259;Hs.293673; ESTs; dealh.none; 4.28 i«^„K«h««vHamio likP-TM=IUfc4.28 

439975: AW328081; Hs.6817: inoslne triphosphatase (mideoside tnphosphale pyrophesphatese); Ham1pJike.T»-Ms 4.2B 
424512; X53002; H3.149846; integrin. bete 5; J'^te9TW.EOTM=Y;5S^^^^^ 

442980; AAB57025: Hs.8878; Wnesin-iike 1; Wnesin.Uit2_ORF3.DUF1 M-^; 4^^^^ ♦««:m«nhfa«4-TM=Y-SS=M: 4 27 
420166; AW732276: H8.95583; transmenibrane 4 supeifamlly member (tetraspan NET-7); transmembrano4.TM=Y,5S=M: 
409582; R27430; Hs.271565; ESTs; none.Neucchan.LBD,Neur_chanjnennb; 4.27 

411835: U29343; Hs.72550: hyaluronanMnediated mdilily receptor (RHAMM); bZIP;SS=M; 4.Z7 
428TOV, AfKhs.1^: putetative 28kDa p^^ 

430603; AA148164: Hs.247280; HBV assodated factor, 2f-C3HC4.zf4^BP.pWnase; 4.27 
415149; X12451; Hs.78056; calhepshi L; Pepadase„C1;SS=M: 4.26 
444838; AV651680; Hs.208558; ESTs; integrin^F6-GAP,none; 4.26 
402328; ;;TagelEw)n;pkinase;TM=M.-; 4.26 

416094; AW995512; H8.225977: nudear receptor coadhrator 3; fKine.none: 4.ZB 
420942; H03514; Hs.15589; ESTs; nQna,pklnase: 4.26 

417007; AF224741; Hs.80768; ddoride diannd 7; CBS,voltege.aC:TM=Y;; 4i6 
447960; AW954377; Hs.2641 2; ring finger prolan 26; itC3HC4;TM=Y;SS=M; 4.26 

442300; Ar765908: Hs.129166; ESTs; none;SS=M: 4i5 ^ . » * eu* on? r,«««fflta V{» 1 97-TM=M- 4 25 

42185^ NML016447; HS.10B931; MAGUK protein p55T: Protein Assodated with Uns 2; ^3.Pra^uanylateJdn.I^7 JIW-M;; 4.25 

453955- AW579207- Hs.304666; ESTs. WedWy similar to 178885 sertnerthreonin8.speafc protein Mnaso IH.saptenst ln%igMAM,none. 4.^!> 
457670; AF1 19666; Hs.23449; insuTin receptor tyrosine Idnase substrate; SH^J^f 5£i;25 ^,„^0SPeTU=Y-SS=M- 4 25 

419133: U46116; Hs.89627; pnto ^ine phosphabse. receptor tjrpe. G; WjJhosphatese,ca^tiy*ase.reP«^ 
4196% 8^11337: Hs.194KhS c^^^ 

mRNA.oomptetecds:SWlB;TM-Mn4.24 . „. . , ^-eiwDuru-Aoi 

41 9169; AW85t980; Hs.26234e: ESTs. WeaHy similar to S72482 hypo^fcd P^tenP^ 

W9444' AW818438: Hs.23590; solute caiferfMy 16 (monocaiboxylic add transporters), member 4; nona,TM=Y.SS«M, 4.Z4 
433848; AF095719: Hs.93764; carboxypepSdase A4: Z^<»»>0pePtPfWJ^1^M: «4 . y-c^m, a m 
442213; N361 1 0; Hs.305971 ; sdute earner faniiy 2 (fadSteted giucosa transportBi). member W. sugar^tr; I mst,!>!)-m, 
412681: AW983655: Hs.172004; fiBn; fh34g.SGXXSG.pKn»8;TM=Mr. 4£4 A 24 

424653; AW977534; Hs,151469: cddunrfcahnodu&wtependenlseriiw jBOteln Unase (MA6UK fenjj^ nonwions; 4.24 
421066: AU076725; H$.1014O8; branched diain arawtranslBrase 2. mttochondrial; ammotrarLA;; 423 
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428338: AF147765: Hs,232093: ESTs; tn2.aMR:TM=M;SS=M: 4.23 

443329: BE262943: Hs.9234: hypdhsfical protein MGC1936: none;TM=Y;SS=M; 4.23 

432314: AA533447; Hs.312989; ESTs; XDnKnone; 4^3 

434608: AA805443:Hs.179909;hypott«tjcalpn)WnFU2299ft 

454166: AW9933S6: Hs.28581 4: sprouty (DrosopKla) homdtog 4; SH2,SH3n"M=M;SS=M; 4.23 

442596: A1457102: Hs.347970; Human glucose transporter pseudogeno; nonage: 4.23 

442549: AI751601; Hs.8375: TNF reoeptor-assodatBd factor 4: MATH^TRAF;*C3HC4:SS=M: 4.22 

424154; AF026004: Hs.141660: cWorae channel 2; voUa88.aCC8S,EPO_TPOJ»CjBpi A2Z 

433419: AI830342:Hs.211272:ESTs;transmenibranB4,non« 4.22 ^ ^ t»-_», 

421921: HB3383- Hs.6820; translocase of Inner mHochondrial membrane 10 (yeasQ homong; zMim10JDDP^and,CH,spectnn,8erpin:iM=M: 4.a 

445633; AI453386: Hs.17287; ESTs. WeaWy simDw to S26689 hypothetical protein hcl - motBO IM-nmsculust IRK,none; 4.22 

424812: AF059252: Hs.153299: DONW [C elegans) homotog Z: non8:TM=M:: 4.22 

410668; BE379794: H5.65403: hypothetic^ protein; death.TNFR.c6:TM=Y;SS=M: 4.22 

416636; N32536; Hs.42645: solute earner fanfly 16 (monocaiboxylic acW transporters), member 6; none^one: 4.22 

418969: W33191; Hs.28907: hypothetical protein FU2025a: SH3;TM=M:; 4.21 

447200; BE543146; Ks.281434: Homo sapiens cDNA FU14028 fe. clone HEMBA100383a; iKwe^a; 4.21 

400208; : ; Eos Control: FCH.RhoGAP.SH3;TM=M:: 4.21 ...... ^ . 

405369: : ; NM_005569*:HofflO sajwens UM dom^n kinase 2 (UMK2). transcript varfanl 2a. mRNA.; pWnaseJJM,POZ;SS=M: 4.21 

445350: AF052112; Hs.12540; lysophosphoBpase I; abhydrolase.2;TM=M;; 4.21 ^ r.rro« n. ^ ^ 

441208: AI339704: Hs.150401; ESTs. Weakly sbrilai to ALU1.HUMAN ALU SUBFAMILY J SEQUENCE OOMTAMlNATION WARNING ENTRY pisapienst 

k)iutrans,RYDRJTPR,MIR,none: 4.21 
427217; AA399272: Hs.144341: ESTs; ANP.GHMPJdnases/wne; 4.21 

400845: ; ; NM_003105':Homo sapiens sortili^relaled receptor, l^DLR class) A repeals^xjntainlng (S0RL1). mRNA.; 

EGFMhaJBcep^J^ldl_rBcepLb.granuiin.BNR;T^A=Y:SS=^4: 4.21 
422667; H25642; ; ESTs; FMCMke^FMCWke: 4.21 

450056; BE047394: Hs.8208: ESTs, Weddy similar b S71512 hypothetical protein T2 - mouse [Mmusculus); 

ABC lran^Cjnembraneig.MHCJU)etaSRP54,protBasoroe,ABCjT»mbrane^.Uan; 4.20 
448950; AF28a687; Hs.9275: CGI-lffi protein; E1-E2>ATPase.Hydrolase:TM=Yn 4.20 
408634; AW407254; Hs.182278: calmodulin 2 (phosphorylase kinase, delta); none.none; 4.20 
422335: AA375957; Hs.6682: sdute canier tonily 7, (cationic athino add transporter, y system) member 1 1; none,non8: 4.20 
426754; NM_014264; Hs.172052; scrineAhieonhe kinase 18; pklnase:TM=M:; 4.20 
435810: BE349853, Hs.2785; keratin 17; rf.T1m10,OOP.SH2,SH3,pkinase,PH,BTK,Ribosomai_L44; 4.20 
446143; BE245342; Hs.306079; sec61 homotog; NUDlX,secY.E1_dehydrog,tiansketj)yr;TW=Y;SS=M: 4.20 
426626: All 24572; Hs.323879: inhtbilor of kappa Kght polypeptide gene enhancer in B^ells. kinase gamma; zK:2H2:TM=M;; 4.20 
403716; ; ; Target Exon; Adap_comp_sub.PDZ.DEP.DIX,Dishevelled.hexapep,W2,ABCJran: 4.19 
415749; BE262529; Hs.78771; phosphofllycefate kinase 1; P6K.none; 4.19 
434599; AB002313: Hs.3989: plaxln B2; PSI,S6ma,TIG;NAJ^ 4.19 
412600; L28824: Hs.74101; spleen tyrosine kinase; SH2,pkinase;: 4.19 
416738; N29218; Hs.40290; ESTs; ABC_tranABCj7«mhrane,none; 4.19 
410639; BE269047; Hs.65234: hypoihefical protein FLJ20596; DEAD,hellcase_C,PRK.AlP3;TM=M:: 4.19 
431385; BE178536;H3.11090:membran«panning4^1omans, subfamily A, member 7; none,nw^^ 
407305;AA715284:;gb:m^35f03.r1 NO CGAP^Br5 Homo s^cONA clone similar to contains Ahirepelilhreetemen 

4.18 

452880; AA029332; Hs.87549; ESTs; none.lnlegrin_B; 4.18 

428245; AF1 51048; Hs.183180; anaphase promofing complex subunit 11 (yeast APC11 homotog); none;SS=M; 4.18 
421964; X73079; H5.288579; polymeric Immunogtobulin receptor; ig,CobalamlnJ»lnd;TM=M;SS=M; 4.18 
409213; U81412; Hs.51133; PTKB protein tyrosina kinase 6: SH2.SH3,pkinase;TM4*; 4.18 

421790; AW896201; Hs.22654; eodlum channel, voltag^ated, type I. alpha polypepfide; Ioa.trans,iaPEP-«lilbers_C;TM=Y;; 4.18 
429668; AA626142: Hs.179991; ESTs. Weakly slmQar to 828942 protein Mnase C [H-sapiensi: none,none; 4.18 
443068: A1188710: ; ESTs; Endonucldase.pkinaseA:tivinjecp,nora;4.18 
418827; BE327311; Hs.47166: HT021; none;TM=Hte 4.18 

447887; AA114050: Hs.19949: caspase 8. apoptDsi84elatBd cysteine protease; ICej>10.ICEj)20,DED:TM=M3 4.18 

429109; AL008637; Hs.19635?. neutrophil cytosbOc factor 4 (40KP); SH3.0PaPX;TM=M;; 4.18 

422083; NM_001 141 ; Hs.1 11256; aracHdonale 154ipoxygenase, second ^ype; none.none: 4.18 

438974; AF089816; Hs.64&4; chromosome 19 open reading frame 3; PDZ;SS=M; 4.18 

413407; AI3S6293; Hs,75339; inositol polyphosphate phosphataseJ&e 1; SH2,SAM,ExojBndojJhos:SS=M; 4.18 

424954; NM_000546; Hs.1846; bimor protein p53 (U^raumenl syndnmB); P53i,WD40.IRK:TM44,*; 4.17 

421836; AF109219; Hs.108787: phosphalkiytinosttol glycan. class N; nQne,none; 4.17 

4315*4; AK000770; Hs.299329; Homo sapiens cONA FLJ20763 lis. ckwe CO109911; none,none; 4.17 

413781; J05272; Hs.850: IMP (inoslne monophosphate) dehydrogenase 1; C8S.lMP0H.C,IMPDH_N,NPD;TM=*t 4.17 

452012; AA307703: Hs.279766; Wnesin fanfly member 4A; kinesin.DNAJopolsolVJ«X)x;TM«M,-; 4.17 

425606: US21 12; Hs.158331; renlfrbinding protein; none;; 4.18 

416817; AA398045;H8.104679; ESTs; Furtn4nw.pklnase,RecepXdomaln,ln3,none; 4.16 - 
402447; ; ; C1000201 .gIl204416lgb|AAA02627.1| (L05195) fructose transporter [Raltus nofveglcus] gi|44; nonB;TM3Y;SS=M; 416 
452875: BE275760: Hs.30928; ONAsegn«nton chramosoma 19 (unique) 1177 expressed sequence; EulLporfn:TM=M;SSsM; 4.15 
426395; BE151985; Hs.5722: hypothetical protein FU23316; pWn3sa,none: 4.15 

404140; ; ; NM_006510:Horw sapiens ret finger protein (RFP). transcript varfanl alpha mRNA^ zKaHC4.SPRY,zMJ»jqSS=M; 4.15 

43226a:BE311856:Hs.27423a.3r^)hosphoadenoslne5'SJhosphosulltosynthase2:^ ... 

405516: ; ; ENSP0000020O457':ThyroW receptor interacting protein 6 (TR1P6) (OPA^nteracfingproteln 1) (Zysdn related protein 1) (ZRP-1)4 UM;TM»M;; 415 

448390; AL035414; Hs.21068: hypothetical protetn; FGGY_C;TM=M;; 4,15 

435732; AF229178: Hs.1 23136; leucine rich ropeat and death domain containing protein; none.none; 4.15 

414108; AI267592; Hs.75761; SFRS protein kinase 1; ank,PH.OjcysteroLBP^ase:TM=M;; 4.15 . 

41 1558; AA102670; Hs.70725: gammMminobutyiic add (GABA) A receptor, pi; Neur.chan J£O.Neur.chafunemb;TM»Y;SS»M: 4.14 

424339; BE257t48; Hs.145416; endoglycan; nona:TM=Y:SS=M; 4.14 ee « iH4 

427274; NM>005211; Hs.174142; cotony stimulating factor 1 receptor, formerly McOonough Mine sarcoma viral (i^lro) oncogene homdog; Ig.(ni85e;TM3Y;SS^ 4.14 
440524; R71264; Hs.16798: ESTs; SH3Jg.pkinas8,PH,spectrin,Rho6EF.none; 4.14 

436115;AW512033;Hs,102004; ESTs; pkinasB,none; 4.14 ^ ^ 

447050; NM.016314; Hs.17200; STAfiWike protein containing SH3 and ITAM domains 2; SH3.VHS.UIM:SS=M: 4.14 

418529; AW00SG95: Hs.25w57; TRK4used gene: Band.41.ERM.pkinase,LRR.LRRa.MAM,Nucteoplasmin,Tropomyosln,OPRJI^^ 4.14 
420727: H75701; Ks.99886; complement component 445»ding protein, beta; 8UShtSS=M; 4.14 
433075; NM-.002959: ; sortilin 1; Exo.Bndo_phos>Mrophln.1.BNilKelch:TM=M;; 414 
422783; AA598356: Hs.1 20439: ethanolamine kinase; ChoilneJbiase;TM=Ys 414 
410726; AI623859; Hs.15936: ESTs; pkinase,proJsomerase,none; 414 
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5 445580- AF167S72: Hs.12912; skbl (S. porabe) horaotog; ne»ie;SS=«*4.w ^ , tu i*. a ii 

42142S AK001564: Hs.104222; hypothetol Vf^^^^^^j^^^^^ 1 (PTPNSI), mRNA^ UCH-LUCH-JThN*; 4.13 

10 429012; AW629596: Hs.194726: BCU-assodated athanogene 4; Sm,BAG;SS=M; 4.13 
411828: AW947946: Hs.26706: CGI-121 protein; nwDSPc; fJ3 
423189; MS9371: Hs.171596; EphA2; fn3.pWnase.SAM.EPH to^^^^^ 

413934; U03056; Hs,75619: hyaluronoglucosaimiid^ 1; •nifa"i;P'^-^™SDR 4 12 

414874; D26351; Hs.77515; Inosito! 1.4.5-Wphosphale receplor, type 3; toj^ra^^f^R^^^^^ 
1 5 43^47! NM.016247; Hs.272380; Interphotoreceptor matrix proteoglycan 200; EGF.SEA;TM=Y.S&-M; 4.12 

451820; AW058357; Hs.l99248; ESTs; ^ V'^^^'^S^^^^crm-^ mRNA- 7K12H2 BTB K telra.WD40.Syntexln: 4.12 
44551S: BE388665; Ha.179999; Homo sapiens, clone IMAGE3457003. mRNA. »^2FE.BTa^^^ 

' ■ none,SH3,PGAM.UBA:4.10 . -«-.™.Y-<!S-M-410 

454438; AA224053; HS.17240S: cd d'wfeton cyde 27; SPRY,7trOANFjecepton 4.10 

35 42^4^ NM_000734; Hs.97087: CD3Z antigen, zeta polypeptida OTTSconHtex); ITAM;TW^S8=M: 4.10 
442942! AW167087;H5.131562; ESTs; pkin^e,none; 4^09 

45 448888; AW196663; Hs.200242; caspase recruitment domain pmtem 6; CaRD:TM=m;, 4.w> 

426006: R49031;Hs.22627; ESTs; pkinase.TBC; 4.06 _ , idd.tm-u.. aiw 

44437^ R41339; Hs.12569: ESTs; Igjjlinase WUWNT.U««n>n^ > „„n,T»teY-S&M: 4 04 

55 4498«R8S337;Hs.24030;s(*itecarrtetbmIly31 (<»PP«lransportas).n«t*6ram^ 

* ' 4.03 

60 442007; AA301116; Hs.142838; nucleolar phosphoprotein Nopp34; rnn.IRJJSS=M: 4.02 
448659; AF191838; Hs.21712; TANK-Wnding kinase 1; pWnase;TM^ 4.02 
41 2935- BE267045; Hs.75064; tibuDn-epecffic chapeione c; none;; 4.02 
414844;AA2S6874;Hs.77494;deoxyguanoslneWnase:dNK,*;4.p2 

445817; NM.003642; Hs.13340: histone aoetyllransferase 1; n<Mie;TM=M;; 4.02 Ds-rtfPTMdyfc- 4J12 

65 4^2& NM 0071l5 Hs.171957; tripte functional domain (PTPRF interading); SH3jg pWnase.PaBpedrtn.W^ 4JH 

4SM:«732902;Hs.124S2:Ho<nosaplenscDNAIlll23re 

S;AU077012;Hs288582;EST8.Vte*y6lntotoirt&lli^ 
424232: Aa015982; Hs.143460; poteln Hnase C, nu; pklnase,0M3J««id.PH;TN™;; ash 
408308; AIJ033377; Hs.44197; IwJoUietlcal pcoteb '2f?f5"'»'®^„.'"?S*?^ 3.9. 
449S17' AW500106; Ht23643; sainedhreonine pioWn kinase MASK: pMnase;TM=M„ JJ» 

iSm A19166tt Hs.211S77;Wtw:lin 1 (l*esinieceploO;hZIPJf«|»«WO^^ 

4S ^0372a Hs.82043; 0123 gene ptodu* NUI»UecY.E1 Jel«**ta^ fc.™=Y-SS=M: 196 

«OTVW269529;Hs,301871;soliitecanier family 37 

424490; AJ278016; Hs.55565: ankyrin repeat domain 3; ank.pWnase;BHfc3.94 

422610; AF153820; Hs.1547; potasskimfnwardlHedifying diarmeJ, suWanfly J. member 2; irk.tm=y« as» 
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45074a: 082673: H5.278589; geneial IranscripUon factor Q. non8,SH3.PX: 3.94 

418S16: NML00S218: Hs.85701; phosphohMsiflda-Wdnase, catafyQc. alpha po!ypepfide: PG.PMJdnaso.P13Ka.Pl3K_<2.PI3Kjt)d.PI3Kj>85B.none; 3.94 

414217: A13092S8: H&Z78898; Homo sapfens cONA: HJ23165 fis. done LKG09846; none;NA:NA; 3.93 

41 6537t 799088; Hs.144904; nudear reoepfor ocHeprassor 1; iii)rb_ONArfainding.RNAj»l J^/xm 3.93 

450747; At084821; Hs.318535: ESTs. Highly sinilar to 1818357A BVS gene {HjGapiens]; nm,zHlanBP.GAS2; 193 

444825; AW1 67613; ; mitogerv^vated protehi kinase kinase Unasa 8; pUnasecTllNfc 3.93 

408354; AI382803: HS.1S9235; ESTs; nona.none: 3.93 

453945J NM_00S171; HS.369Q8: acGvaBng transcripHon fector 1; rinuWanBP4*inase.6ST_(;Ets.SAMJW/BC?jTier^^ 

C2H2.PHD.BTa'miSAT.hook.SAM;TM=M:; 3.93 
428532; AF157326; Hs.184766; TBP4nteiacQng piotdn: Annadnb.8eg.VHS,HEAT:TM»M;: 3.92 

413987; AW204431; 1^117853; ESTs, WeaUy stmOar to 138022 hypoUieQcai protein [H.sapi8ns]; AnnadiQoj5eg.lBB.PHD.DDT,none; 3L91 
415906; AI7S1357; Hs.288741: Homo sapiens cDNA: FU222551!s. done HRC02860; Ephrin^one; 3.91 
450139; AK001838: Hs.296323; senim^glucooorfbdd regutated kinase; none,none; 3.91 
440255: A1932285; Hs.160569: ESTs; none.pMnass; 3.90 

421077; AK000061; H3.101S90: hypoihetica) protein; ank.pklnase.death.SPRY.SAP.Ra)QSQnidJ^4Q.SI^,dDENNj)ENKuO£NN:TI^ 

433211; H11850: Hs.12808; MARK; (ddn3se,UBA,KA1;SS=M; 190 

433233; AB040927: Hs.301804; KIAA1494 protein; SH34-C3HC4:TM=M-j 3.90 

419609; U4641S: Hs.270379; gb:HSU4641S Human pancfeallc cancer ceO One Palu 89881 Homo sapiens cONA done xs476, mRNA sequence; PWWP,none: 330 
433198: AA992841; Hs.27263; K1AA1458 protein; none.none; 1B9 

407721; Y 12735; Hs.38018; duaJ-spedfidly tyroslne^)-phosphorytalion reguteled kinase 3; iftin3se;TM=M;; 189 
427657; AV652249: Hs.180107; polymerase (DNA directed), bate; none;n*=M,-; 3.89 
453035; AW58m3; Hs.334; Rho guanine nucleotide exdiange (actor (GEF) 5; none.none; 3.89 

446329; NM.013272; Hs.14805; solute carrier (an«y 21 (organic anton IrensportBr), member 11; kazal.OATP_N.0ATP.CiTM=Y:SS=M; 189 

429922; 297630; Hs226117: HI histone family, member 0; nnker_histone;TM=M;: 188 

432074: AA525248; Hs.149723; ESTs; Y_phosphatase,none; 3.88 

435143; R12375; Ks.194600: ESTs; SH3^.pkinas8,PH.spectrin.RhoGEF,none: 187 

423196; M81933: Hs.1634; cell diviston cyde 25A; Rhodanesa,none; 187 

428474; AB023182; Hs.184523; K1AA0955 protein; pkinase;TM=M;; 187 

419073; AW372170; Hs.183918; Homo sapiens cDNA FU12797 fis, done MT2RP2002066, highly sknQar to Rattus norwgicus transmembrane leceptor Unc5H2 mRNA; 
deaih,ZU5'SS=M; 3.86 

415457: AW08l7ia, Hs.7389; ESTs, Weaidy similar to ALU1_HUMAN ALU SUBFAMILY J SEQUENCE CONTAMIIMATION WARNING ENTRY [H.8aplens): 

MORN.sugar.tnTM=Y;SS=M: 3.86 
447061; 086964; Hs.17211; dedk^tor of cyto-kinesis 2; SH3;TM=M;; 186 
426490; NW-001621; H5,170087; aryl hydrocartwn receptor; PACPAS;TM=M;; 186 

451961: NML003800: Hs.27345: RNA guanylyttransfetase and ff-fdiosphatase; mRNALpapjBnzyntaiDSPe.DNAJIgasajnRNAjBap.C;TM»M;: 186 
417874; BE616160: Hs.82829; protein tyrosine phosphatase, non^raoeptortype 2; Yj)hosphallase;TMsY;; 186 
446874; AW968304; Hs.56156: ESTs; none.RGS; 185 

418630; Ai351311; Hs.251946; poIy(AHiindnig protein, cytoplasmic l-fike; pkinase,none: 185 

416140; AI918035: Hs.301198; roundabout (axon gddance receptor. Drosophita) homotog 1; none,none: 3.85 

425474: Z48054; Hs.158084: peroxisome receptor 1; TPR;TKNM;; 185 

413073; AL038165; Ks.75167; transtocase of outer mitochondrial mennbrane 20 (yeasl) homotog; MAS20.zM0.VPS9:TK^M:SS>'M: 185 
41 1770. NM.014278: Hs.71992; heal shod( protein (hspllO family): HSP70:TM=M;: 3.84 
428782: X12B30; Hs.193400; interteUWn 6 receptor, fhlig;TM=Y;SS=M; 184 
450684; AA872605; Hs.25333; interteukin 1 receptor, type II; lg;TM=Y;SS=M; 184 

433376: Ai249361; Hs.74122; caspase 4. apoptosis^elated cysteine protease: CARO,ICEjJlO,ICej>20;SS»M; 183 
440332; AI218517; Ks.188051; ESTs; fh3,pkinase,SAl^EPHJbd.nono: 183 
445803; AV655264; Hs.4283; ESTs; pklnaso.RGS,PH,myosln_bead.Myosl^.taIl; 183 
435905; AW997484: Hs.5003; K1AAD456 protein; SH3,RhoGAP,FCH:TM=M;; 183 

414991; C17898; ; gb:C17898 Human placenta cDNA (TRjjiwara) Homo sapiens cONA done 6EN-554E10 S*. mRNA sequence: Zip,none: 183 

423067; AA321355; Hs.285401 ; cdony stimulating factor 2 receptor, beta. towMffintty (gramitocytMnaciDphaBe); fi»3:TMsY;SSaf* 162 

419088; AIS38323; Hs.52620; integrin. beta 8; integruuB.none: 182 

41 1704: AI499220; Hs.71S73; hypothetica! protein FU10074; pkinase:TM=M:: 182 

459346: AW510557; H8.258016: EST; none:TM=Mn 182 

445330; R52656; Hs.21691: ESTs; Tbnjjwne; 182 . . . ^^.^ 

451452; BE5600S5: Hs.26433: dondiy^hosphaie (UDP-H^tylgtuoosainine) tfr^oetylglucosandnephosptiolransferase 1 (GtoNAo>1-P transferase); Glyco6.tFBnsf_4:TMsY;S^ 
161 

405545; : : Target Bon; ABC.(ran.SRPS4^C_membrana;TM»Y;SS^ 3.81 , 

448165; NM.005991; Hs.20555: metoOc recombtnaCon (S. cerevlsiae) 11 homotog B; IMkiphos.RibosomaLL156:SS«M; 181 
416305; AU076628: Hs.79187; coxsadde vtrus and adenovirus receptor; ig;TM^Y;SS=M; 180 
415444; BE247295: Ks.78452; solute carrier family 20 (phosphate transporter), member 1; PH04,UM:TM«M;: 160 
421684; 6E281591: Hs.106768; hypothetteal protein FU10511; Armadnto_8eg:SS=M; 180 

438581; AW977766J Hs.292133; ESTs, Moderately similar to 178885 serineflhreonine^pedffc protein kinase [H.saptens]: pklnase.Ri01,none: 179 
439199; R40373: Hs.26299: ESTs; ton_lrans.none: 176 

450931; N25156; Hs.25648; tumor necrosis factor receptor superfamily. member 5; TNFR_p6;TM=Y;SS=M; 178 
417691; AU076610; Hs.82399; low density Ilpoprotebi receptor defect CcomptemenOng; none;S&=M; 178 

430355: NM.006219; Hs.239818; phosphdnositlde-Wdnase. catelytte. bete pdypeptlde; PI3J^4.kinase.PI3Ka.POieC^PI3Kjbd,PI3K-p85B;TI*M^te 178 
448119: H38587;Hs.346509;dedkatorofcyto*lnesis1;nonB!TM»Ys 178 ^ . . ...^^ 

442013; AA506476; Hs.10600; Human DNA sequence from done RP1 1-353C18 on chromosome 20 Contatos ESTs. STSs. GSSs and CpG islands. Conlatos the NIFS gene for 

cysteine desdliirase. two genes for novel proteins and the gene for the spfidng fac^ 
425481; AW978152: Hs.18571; ESTs; none,OxysteroUP: 177 

411411: AA345241: Hs.55950: ESTs, WeaWy Similar to KIAA1330 protein IH^saptens): RNAj)d^.MHC»eEF2^Wnase;SS=M: IH 

426866; U02330; K5.172816: neureguOn 1; Peptkl8seJM9.EGF,ig.NeureguIin;TM=M,-; 177 

430396; 04974Z Hs.241363; hyaluronan^ng protein Z ank,dealh,ZUS.EGF,kringte,trypsin.NebuliaUM;SS=M: 177 

434398; AA121098: H&3838; serunWndudbte kinase; pUnase.P0LO.box;Th4^: 177 

415485; AW272990; Hs.16571: ESTs; none.OxysteroLBP: 176 

453226: AA641926: Hs.61712: pyruvate dehydrogenase kinase. Isoenzyme 1; HATPasej;,nofte: 176 
418758; AW95931 1; Hs.172012: hypothetical protdn DKFZp434J037; pkinase,RI01;TM=Ms 176 

424842; AA034127: Hs.153487; sigr^ transducing adaptor molecute (SH3 domain and ITAM moli0 1; SH3.VHS,UII*TM=M;: 175 

425500; Nl^014638; Hs.170156; KJAA04S0 gene produd; C2,PW^OY;TM=M;; 175 

419952; AK000967; Hs.93872; KIAA1 682 protein; none;TM=Mn 175 

425424; NM.004954: Hs.157199: ELK. motif Unase: pMnasa.UBA.KA1;TM4/t 175 

431696; AA2S9068: Hs.267819c protein phosphatase 1. legdatory (taMbaor) subuhU 2: non8:SS»«« 175 

576 
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fc«m rin«» HP1 9BH20 on chronwjsome 20q13.1 . Contans part of a gene for a novel proton similar to mecrtbrane Uansport 
444184:T«mi;Hs.282990;Huj™nmW»,^^^^ 

«S411: : ; ENSP00000252213:SOOIUM BICARBONATE COTRANSPORIER.: none:TM=YSS=ll: 175 
40560£;; Tame! Exoii:pkinase;SS=M; 3.75 

429355- AW973253; Hs.292689; ESTs; pk!nase,bBP/ni»ia9jeftnoiW 3.75 

426485; NM 006207; Hs.170040; Platetel-<Jerivedflrowth fa^rewptor^^^ ^ 
408414 AI1T4688: Hs.17998: ESTs. WeaWy simflar to 2109260A B cell grOTj faj>r (Rsa^^ 1h3.1gJM-Y.55=M, 3.M 
409793; A1825463; Hs.147996: protein Wnase. X4inked; p)dnase.pkmase_C;TM=M:; 3.73 

408331; MM-007240: Hs.44229; dual specificity phospte^l^ DSI^TK^M 3^^ 
43Q57fr A1417B81: Hs.292464; ESTs; 7lm_2,Fz,FrizzlBd,ncne; 3.70 

436534- AA721628; Hs.191958: Immunoglobtnn superfanily receptor tarelocaton assocated 2. 18.TM-Y.5!.-*!. 
3.67 

35 41831fc U47732; Hs.84072; transmembrane 4 superfamHy member 3; transmeiTtoie4.TNI=Y.5S=N( A.W 
419511: AA4297S0; Hs.751l3; flenerattranscripfioo factor lllA; Glypican.none; 3.66 
424315; AW614850; Hs.l93384; putalaBve 28 kOa P^tein: none^none; 3.66 

^ «69B3AA157484;Hs.97199;Z^I^Snen.C1,,«epUx;Eff^^^ 

' . . _ <<t 1 1_ nnrryn. i/i A A 4 COO maIaIiv nnna nnrM' ^fiS 



45 
50 



434350- AL042940: Hs.93872: KIAA1682 protein; non8,none; 3.65 

410174- AA306007; Hs.59461; DKFZP434C245 protein; none,DSPc; 3.65 
423598'; BE247SO0; Hs.155538; ESTs; 7tnul;TiyNYjSS=M; 3.65 
440861; BE2441 15; Hs.7482; K1AA0682 gene JS^fSISf^ 3.64 
454954; AW993013; Hs.49169; KIAA1634 protein; TPKPDZ.VW.Guan5j^Jan^-M; 3.64 
430250: NWL016929; Hs.283021: chloride inti«oJuIar channd 5^ "JJf -g. 
45G587;A1828B54;Hs.258538:strialhwcalrriodullij.W^^^^^ 
424893: AW295112; Hs.153648; Homo saplenstDN^^ 
425645: AA361027; ; gb:EST70242T«ll »yns5«|]|a ^tw^^ 

417426- NM_002291: Hs.82124; laminin. beta 1; larrilifttPOTairinInJttermjnteg™uB;55-M. am 
451292;AB037716;Hs.26204;K1AA1295 protein; SH3;TM4J;^^^^^^ 4.tm=y.q^M:363 
55 412314;AA825247;Ks.2S0899:tiedshockfactorblndingproteinl;7tn^l.l^fc^ 
llS3'AW1CT0i;H3.186541;EST8.We8kly8lmilartol38022h^^ 

452716;A1914925;Hs.222240;ESTs;Sm£AT^^^^ memher3(l<CNQ31.inRI^Knesln;TW4t:3.^ 
403889; : ; NiyL004520':Homo sapiens Wnesh heavy chain member 2 (KIF2). mRNA. memow ^ ^ 

450377; AB033091: Hs.74313: KIAA1265 protein; Zlp;TM=M;SS=M; 3.63 
60 417793; AW405434; Hs.82575; smaJl nudear ribonucleoprolein P^^^^^SP^^^"^ **** 
404942; U30825; ; splicing factor, a^g^nine;serine^fch Sl^SSl a ' 
429554; NNL012275; Hs.207224; InterieiAin 1, datta; IL1;TM=M;; 3.63 

65 SSit;K&.w'2«,sw^ 

S&r9»»^7^H^^SSSSSi^^ 

70 ^^79409 Hl38176;KIAAD606prote{n:SCNarcadlanO^ 

^«Kit^^^^ 

4(«14...mi.002«)8^:Hon»SSS^^ ^nesk^pendent^^(P^^ 

^ EGFMId!_iBoepLaldljecepLb.granunn3NR:TM=Y^^a59 
450152: AI138635; Hs.22988: Homo sapiens done t*^6E:451M9, mW^wqu^ 
«978^ NH/L005754; HS.2206B9: Ras^TPase^afing protein SHMomafc^bjndkg protein. mn.NTF2:TM=Mr. 3.53 
436469; AK001455; Hs.5198; Down syndrome crftlcal region g^ ST^'^^c S^v- 
80 437400; AB01 154^ Hs.5599; EGMke^omain. mige ^^N^ ^^^"-^^H^ 
426797- AW936258; Hs.342849; ADP-ribosylabon factor^ike 5; arf,CajamnneLb,bH3; J.M 
431170: AW971245; Hs.291Q22; ESTs; LRR,CARD.nona; 3.58 « » 

43454^ AiW6Wll?Hs.61260; hypotheses PLJ"^W; PaOxysten]L$P;TM=M:SS=M: 3,58 
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420181; A1380089: Hs.1SB951: ESTs; iion8jg.pkinase.LRR.lRRa: 157 

450572: AI700863: Hs.202494; Homo sapiens cONA FU13245 fc, done OVARC10006B1; N^sulplv.symp.nane; a.57 
433618: AA602539: Hs.34S494: ESTs: &dtphaA.deaminase; 157 

452695: AW780199: Hs.30327: mitogavadSvatad pndain kfaias&acQvated protrin Unase 5: pWnase.iioi«: 157 

418512: AW498974: ; diacytBlycero) kinase, zeta (104kO); ras^none; 3.57 

451752; AB032997; Hs.26965; KIAA1171 protein; ATP-synLCTBC;TM=Y:SS=M: 3.57 

417129; AI381800:Hs.300684:cakatDnhgen9^Bla!edpepMw^^ «.„.„.^^ 

449474; AA019344; Hs.2055: ubiqullin-activaJing enzyme El (A1S9T and BN75 temparalure scnsIBvt^ comptemenfino); TluF,U8ACT*Hnase,UCH.2,UCH-l jniwM2H2^ 

RanBP.G-fatch; 157 

412124; H43378: Hs.288550; Homo sapiens cDNA:aJ23156 acetone LNG09609: none,non8; 156 
435021; AA922192: Hs.54709; ESTs; EPHJbd.pklna5e,lh3.SAM.none; 156 

431341; AA307211: H3.251531; proteasome (prosome. maoopaln) subimil, d^rfialype, 4; pfol8asome;TM=Mn 156 

437387; AI198874: Hs.28847; AD026 protein; none.7tm-1.WO40; 3i6 

422583; AA410508; Hs.27973: K1AA0874 protein; ank,G^pha;TM=M;; 155 

452102; U04343; Hsm4; C086 antigen (C028 antigen ligand 2, B7-2 anttgen); non8;TM»Y;SS«M; 3.58 

4201 12; NlyL005109; Hs.95220; oxk!aflv&«tiBss responsive 1; pWnase;TM=M-.; 155 

437639; AA82771iHs.291880; ESTs: SHlnone: 155 „^.^^„ 
457500; NM_002759: Hs^4382: protein kinase, hleiferan-lnducibte doutjte stranded RNA dependent; dsnn.pwnase;TM=M^ 155 
415660; AI909007; Hs.78563: ublquit&vcbnlugating enzyme E2G 1 (homologous to C etegans UBC7); UCLcon;TM=M;; 155 
423383; R37772; Hs.21420: p21-acfivated protein ktoe 6; pHnase.PBO:TM=M;: 155 ^ . . « „ 
428727: AF078847; H8.191356; geneid tFanscripSon factor HK polypepflde 2 (44kD sutwnil); PH04aJM;TM=Ms 155 
411190; AA306342; Hs.69171; protein kinase C4ke 2; pklnase.pkinase_CHR1:TM=M:: 155 

408683; R58665; Hs.46847; TRAP and TI^ receptof-assodaled protein; Exo_endo_phos:TM=M;: 3.55 / 

412350; AI659308; Hs.73826; protein tyrosine phospliatase, nofrceceptor typo 4 (megakaryocyte): Yjj!w8platese,Band_41,PDZ:TM=M:; 155 

446742; AA232119lHs.16085:piilafiw&iwlBin coupled rec^^ ^ „^ . T»i-»*eev.^« 

427283; AL119796; Hs.1741B5; ectonodeoBde pyrophosph^tasc/itophodiesterase 2 (aulotarih); SUIIatas8,SoraalomedkL$J1»sphodieslEiidbn^ 3.55 

414888; AL039t85; H5.77558; thyroid tuxmone receptor interactor 7; HMG14_17,none: 155 

424848; AI263231; Hs.327090: EST; SH3.PDZ.GuanytalBjdn.Rone: 154 

402704; ; ; C1001099*:giI6005896IreflNP.009101.1| testis^padlic protein kinase 2 (Homo sapiens] giK; none.none; 154 

444099; D87432; Hs,10315: sdute canler family 7 (caQonIc amho add transporter, y system), memt»cr 6; aaj)em»ases;TM=Y;SS=M; 154 

429687; AI675749; Hs.211608; nudeoporin 153kD; zJ.RanBPJnlegrin_B:TM=M:: 153 

413879; AA1329B1: H3.212533: Homo sajMens cDNA: aJ22572 tis. done HS102313; none.nofte; 153 ^ ^ ^ , _ 

431045; AW968560: H3.301957: nudix (nudeoside diptwspliale Gnked moiety X)-lypo motif 5; NUD1X,8ecY,E1 jdeliydrDg.ljansteLpyr;TM»Y;S5sM; 153 

423855; AA331761: Hs.254859; ESTs; none,pkinase.UCLcon.wa,F&GAP,integrin_A: 153 

440682; AW362152: Hs.271B1; nudear receptor binding faclor-2;cydin,liZIP:TMsM,-; 152 

410686; AI733735: Hs,1 14905; IRE1, S. cerevlsiae. Iiomolog of. pkin8se.BactBrial_PQQ:TM=M;SS=M; 152 

449810; AB008681: Hs.23994: activin A receptor, type IIB: pkinaseA:llvinjecp:TM=Y:SS=M; 152 

418755; Y14443: Hs.88219: zinc finger protein 200; zf-C2H2.zf-BED:TM=M:; 3.52 

448804; AW512213; Hs.342849; ADP^ibosytalton factor-like 5; 8rf.Ca,channel_B,SH3: 152 

438507: AA809052: Hs.182018: ESTs; none.none: 152 

456559; Al336273;Hs.102548:gtucocoitka« receptor DNAbWing factor 1;non©.P ^ ^ mi* 

410054; AL120050: H5.58220: Homo sapiens cDNA: FU23005 fis. clone UJG00396. HgWy simiiar to AR)55023 Homo sapiens done 24723 mRNA sequence: 

RasGAP,adenytatekinase; 151 
422321; AA906427: Hs.181035; tiypothetica! protein M6C11296: none:TM=M:; 151 

445701; AF055581; Hs.13131; lymptiocyte adaptor prot^; SH2,PH;TM=M;; 150 ^ 
407393; AB038237; ; gkHomo sapiens mRNA for G proteirKOupled receptor C5I^ complete cds.; 7tmJ;TM=Y;SS=M; 150 
443303; U67319; Hs.9216; caspase 7, apoptosiwelated cystane protease; pkinase,ICEj)10,ICEj)20;TW=M;SS=M: 150 

420673;AB008112;Hs.99847^peroxlsornobfogeneslsfac^or1;AAA,APSJdnase;T^^:SS«M^ 

424663; NM_002351; H5.151544: SH2 domdn protdn 1A, Duncan's disease (lymphoproliferatlve syndrome): SH2;TM=M;; 149 
429327; AA283981; Hs.199248: prostaglandin E receptor 4 (subtype EP4): 7lnLl:TM3Y;SS»M; 149 
400178; ; ; Eos Control; none,Somatomedln^: 149 
439549; AW937885; Hs.137314; ESTs; SH2.none; 149 

436345; AA873008; Hs.l2157^ ESTs; CARD.BIR,zf-C3HC4.CARD.BIR>C3HC4; 149 
427658: H61387: Hs.30868; nogo receptor, LRR|RRNT,LRRCT;SS=M; 148 

402833: : : C1002508:gll6691937lemb|CAB65797.1| (AL096770) bA15QA6.2 (novel 7 transmembrane receptor nona^none; 148 

442363; AI337304;Hs.23120:PlST;fnlpklnase,POZ4)UF139:TM=Y;SS=M; 3.48 ^ 

4091 3^ AJ224538; Hs J0732: protein kinase, AMP-«Bwated. beta 2 non<ataIy8c subunlt; none:TM=Ms 147 

417971; Y08991; Hs.83050; phosplwino8clHe44inase, regulalory subuntt 4. pISO; pkinase.WO40iiEAT:SS«4* 3.47 

432169; Y00971: Hs^lO; phosphoribosyl pyrophosphala synthetase 2; Pribosyttran;; 3.47 

447425: AI963747; HS.1B573: acytphosptwtase 1, eryttirocyle (common) type; Acylptiospliatase;SS=M; 147 

427231; AVV851989;Hs.285814:sprouty(DrosoplitT^)hornoIog 4; SH2,SH3;TM^^^ ^ oc t^oiie 

401851; : ; NKlL002401-itomo sapiens raiiogefradivatBd proldn kinase kinase kinase 3 (MAP3K3). mRNA.; pWnase;SS=M: 148 

407877; AW016811: Hs.23447B: Homo sapiens cOMA: RJ2264B lis. done HSI07329: pWnase.pkin8se_anone; 145 

432279; N95104; Hs.274260: ATP^ng cassette, sub-family C (CFTR/MRP), member 6; ABC_tran/BC^membrane,none; 3.45 

437103: AW139408: Hs.152940; ESTs; ChdineJdnase,none; 145 . ^ 

420338; AA825595: Hs.88269: Homo s^ns. done MGC:17339. mRNA, complete cds; 7tnu1 ;TM»Y;SSsM; 144 

422209: AF005210: H5,113222: diemoWne (C^motif) receptor 8; 7tni.1.7lm_2:TM=«Y;SS=M; 144 

410781; AI375672: Hs.165028; ESTs; pldnas8.laminin^NlBrmJaminln«EGF,cydIn.F.box,cydk^ 144 

437296; AA350994; Hs.20281; K1AA1700: Rhodanese.DSPc:TM=M;: 143 „ ^ , « 

419855; AI935182; Hs.144139; ESTs; zf<:3HG4.UBA.CbLN.CbijaCbLN3jJf^HC4.UaA.aLN.ChLN2,CbUI 143 

433336; AF017986: Hs.31386: secreted ft^zzted^eIaled protein 2; Fz,NTR:SS=M; 3.43 

428481- AI908539:Hs.184592:KIAA0344 gene product; none.none; 143 

4451 19; AF035121: Hs.12337: kinase Insert domain receptor (a type HI roceplor tyrosine kinase): ig,pWna5e;TMaY;8S=M; 142 
454468; AI590319: Hs,19122: eukayoJfc translaDon IniOation fartor 4E-likB 3: nono.Neur_chaiulflO.Ne«rjcharunembJF4E: 142 
410386; W261B7: Hs.3327: Homo sapiens cONA: FU22219 fis. done HRC01637: pHn3se,GuanylaleJtlnTO,SHlU7.non8; 142 
422907; AI879263: Hs.77273; HiOTan glucose transporter pseudogena; nono,nona; 142 

449816: Ai70l457:Hs.38894: ESTs; SET,BAH.PK.Pl^C: 142 r^^A ^.t^u^At 

440074; AA883045; Hs.10869; ESTs. Weakly slnto to T00050 hypolhetkal protdn KIAA0400 [KsapiensJ; SH3M.tubulWiindtagM3apWTM=M;SS=H 142 

42547ft W56339; Hs.107057: ESTs; pWnase jione; 142 . . ^ « n.«..^ee.u « a* 

401242; AB028989; ; n^togan-activBtBd proteta kinase 8 Weiacfing protein 3; CysJmotTGF4»ela,vwa.w<cvwd.Ta,DUF139:SS»M; 141 

429276: AF056085; Hs.198612: G protd^coupted receptor 51; 7bn_3.ANF.rec8ptDr,baP.TM=Y;; 141 

445800: AA1 2641 9; Hs.32944: inositol polyphospl^ate^05phalase, type I, lOTkD; none,nono; 3.41 

410908; AA121586; HS.10S92; ESTs; GTP..EFrU,GTP^FTUJ)lGTP_EFaJ.02jione: 141 
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452960; AKOOim Hs.31137; proteh Ijrasine phosphatase, leceplor «rpe. E; YjtasphatewanB, 140 

447898: AVre69638; Hs.112318; 6.2 kd protein; non8,none; 3.40 

45Q402; BE218027: Hs.89969; ESTs; SHSjione; 3-40 

441466; AW673081; H5.5482B; ESTt: pl*ase,zl«lWiya^a« 

S;S'SS3^3(tomed,2B).caa^^ 

1 5 438543! AA810141; Hs.192182: ESTs; SH2.pkinase.none; 3£7 „„„«,TfcfcM:- 3.36 

401943' NiyU012434: ; solute canier fairfly 17 (anlonfeugar transportei). member 6; none^TM^M;. 3.3B 
415276' U88666;HsJ8353;STOS protein kinase 2; pWnase:TM=M;; 3.36 „H«aeB. q ^ll 

447881- BKM886: Hs.75354; GCN 1 (general control of amino-add synthesis 1. yeaslHte 1; pWna5B,pWnase: 3.35 
434533: AA639257; Hs.292549; ESTs; SH3.PDZ.Guany!ateJdn,nonB: 3.35 nma IRIt 135 

20 S AW973785; ; gb:EST3B5886 MAGE resequences. MAGM Homo ^^^f^^^!^.^'^ "^'^^ 
410678; BE540516:Hs 293732; hypdhetical protein MGC3195; Armatf^o^g;TM=M;SS-Y; 3.35 
402B07* • • ENSP00000235229:SEMB.; integrin_B.Senia.PSl;TM=Y;; 3.35 

25 453423^ NM.002647; Hs,32971; ptwsphoinosiMe^kinase. class 3; P»3jn4_kmase^QI^,P^ 

S5f153330;Hs.30246!^BOtutecan1e,«a^ 
30 426477; AA379464; ; gIxE ST92386 SWn tumor I Homo sapiens eONA J end. iiWtt sequence, amvM ",«» lo. **> 
4382B3;A!458931;HsJ7282; ESTs; none.lransiiiainl)raie4; 3.33 

452682! AA456193; Hs.9071: progesterone membrane binding protein; hor^^ 3.32 
35 428997; AF055391; Hs.l94718; zincfinger protein 265; *^^BPjTM=M^ 3^ 

43221 1; BE274530; H3,273333; hypothetical proton FU10986: re(^-pTM=M., 3.31 
443601; AI078554; Hs.15682; ESTs; an^.P^^^^^-^'^-^f j,^ 3 31 

430597 AF062006; Hs.285529; G pcoteln^iotjpled receptor 49; ^^'^-RR-^^Y^q^^^^ 3.3, 
419912; AF249745; Hs.6066; Rho guanine nudeofide 

fil3jg.pWnas9iTM=Y;SS=M: 3.31 
441054; AA913591;Hs.1264B0; ESTs; none.7imJ: 3.31 -nncrvi^i 
418342; BE002723: ; lepfln receptor; ICEji20.OED.ICEj)10JCEj)M,l^. 3.31 





50 ^^^sKsirwKs.«ss^ 

55 440286; U29589; H3.7138; cholinergic receptor^ muscarfnb 3; V™=Yr, i29 

Nl^WM297; Hs.50612; gu^ nucleotide binding protein (G proteb) alpha 14; &aJpha.none: 129 
432736; AA78B898; Hs.179902; transporter-fike pmteln; none;TIj^;I^,^329 

60 405328 ; ; N1^005391:Homo sapiens pyruvate dehydrogenase Wnase, Isoenzyme 3 {PDK3). roRNA. HATi«.c:«w 0^ 
418764; N30531; Hs.42215; protein phosphalase 1. regulatory subunit 5; no'J?jnoje ^^^^^.tu-m- 3^ 

' * ' 'substrate 15; elhand.nona; 3.28 

443958; AA287702; Hs.10031: KIAA0955 protein; CAIJTM^fcK^UM 
438899! AF085833; Hs.l35624; ESTs; rwrie.PI3J14Jdnase.Pl3l<aPI3iy2.PI3^^ 3^ 

abhydroiaseL?;TM^;127 voc w ice 

444754; T83911; I4s.1188l; transmembrane 4 superfamily member 4; 3 or 

432579; AiH)43244; Hs,278439: nudeoter protein 3 (apoptosis repessw jinUi Cfi^ '^^}.^^^^^ IQeleafflist: none.pWnasftJW3S; 3.26 

75 45894iAV«?4918l;Hs.19954;ESTs.We^^^toT198mypoM^ 

41 1974- AW880414; Hs.84264; acidic protein ridi in leucines: El'^^J^TPase.CallonJ^TPase.^^WB^ 
S7145^m6;W.5462;ii^ 

423387; M012074: ;v3SoacQvBlntestinai peptide receptor 1: 7tm,2 HR^JCSO:TM=Y;SS=M. 125 

411213; AA676939; ^te.69285; neuropflin 1; WimJ^Jm-CS^Mmm^J^JmS'^ 3.25 
400352; AF2Z7133; ; taste receptor, type 2. menter 7: none:TRft=Y:SS=M: 3.2b 
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402974; ; ; Target Exon; Y jshosphalase.GnRH,honnone5Jwmione4: 3^5 

407644; 016815; Hs.37288; nuclear receptor sulrfamily 1, group 0. member 2; hormonejec.zW4;TM=M;SS=M; 3.25 
421654: AW163267; Hs.108469; suppressor of varl (S.cerevisiae) 3-tik8 1; h8Dcase_C;SS=M; 125 
43802% AW517524:Hs.135201; M0n2 protein: LRR,CARD.GTP.COC\fifaLhe8case1;TM»Mnl24 

449964; AW001741; Hs.24243; hypclhetica! protem FU10706; pkinasa:TM=Mr. 3.24 «^ _ , ... , 

428816; AA004986; Hs.193852: ATP-bindIno cassette, sut)-tamily C {CFTIVMRP). mender 2; EGF,8ushl,trypsin,C0B^C.tra]vABCjnembfane;SS=M; 3.24 
427319; AW631495; HsJ7135; &oel receptor-assodated protein BAP29; lBament;TM=Y;SS=M; 124 

421970; AF227156!HsJ101O3;RNA polymerase I transcript 

• 8aj)an«ases4iyt«^ 
411887; AW1 82924: Hs.128790; ESTs; pkinase;TM=M.-; 3.24 
430180: AA3314C6; Hs.75456; A kinase (PRKA) anchor protein 10; RGS;SSs** 3.24 
410267; AW976Q05; Hs.12600; N-ethylmaIetmId&«enstfive factor attachment protein. iKta; none,NTF2; 123 
410240: AL157424; Hs.61289; synaptojanln 2; ExD.cndoj*ios,SyM.maGfanMrej»rins;TM=M;; 3.23 
434510;AF143885;Hs.18190;EST;SHlFCH^:l22 „.«^w„u™ «/.v,^,o, 

422592: BE08t857; Hs.94211; rcdl (required (or oen (fifferentlation, S.pomt)e) homoiog 1; none,P|.PljC>X.PH,PW^OY,C2; 122 
439803; AA001021; HS.668S: thyrdd hormone receptor interacter 8; none.nonB; 122 
448520; A8002367; Ks.21355; doutdecortin and CaM Idnasfr^lce 1; p)dnase,OCX;TM=M;; 122 
409245; AA381037; Hs.268036; tRNA isopentenylpyiophosphate transferase: ArmadUo_^TM?Kt: 122 
458946; AA009716; Hs.42311; ESTs; none,DSPcY_phosphat8se; 122 
409048; H59990: Hs.37699; ESTs: AnnadiQo.seg JBB.oone; 3.22 

420357; U94333: Hs.97199; complement component CI q receptor; EGF,lectin_c,TlssueJacXnnl(.TIUTM3Y;S8=M; 322 
426230; AA367019: Hs.241395; protease, serine, 1 (lr«jsin 1); trypsin.toxiiL4;SS=M: 121 

411352; Nl^002890; Hs.758; RAS p21 protein acBvator (GTFase acthfaBng protein) 1; SH2^H3.C2PKRasGAP;TI«=R*SS=M; 121 

438333; R39382: 1^.25283; cydm-dependent kinase 8; p)anase,none; 120 

414202; BE275653; Hs.270379; transmembrane 6 superfantily member 1; 7tnu5,none; 3.20 

429551; 079248; Hs.279870; ESTs, Weakly slntiar to A46010 X-linked retinopathy protein [Rsaplensl; MgtE^one; 3.20 

400987; ; ; C1 1 Da0939:Qi|1 1 4649931rBilNP.065260, 1 1 gene for odoranl receptor MOR83 [Mus musculusl gi|6: none;TM=»Y;SS=M; 120 

413760; Z25101; Hs.251Z7; Homo ^ens mRNAfor iaAA1725 ptolfiin. partial cds; nonB^nk,ArfGap; 120 

408468; AI90971 2; Hs.93837; phosphaKdylinosltol transfer protBln, membran^assodaled; PX.PH,PU>cPHADcPX; 320 

409463; AI4S8165; Hs.17296: hypothefk:al protein MGC2376: K^tBtra;TM=M;; 120 

425910: AAa30797: Hs.184760: CCAAT-box-bindIng transcription lacton none;TM=>M;; 119 

423798; AF047033; Hs.132904; solute carrier family 4, sodium bicarbonalB cotransporter. member 7; HC03jcotransp:TM=Y;SS=M; 119 

407753; ALJD45916; Hs293419; ESTs; Ephr1n,none; 119 

419355; AA428520: H5.90061: progesterone binding protein; heme_1;TM='Y;SS^ 3.19 

454128; AL031259: Hs.41639: programmed cdi death 2; zmND;TM^-; 119 

421202; AF193339; Hs.102506; eukaiyoik: translation Mllation fiactor 2-dpha Unase 3; pklna$e;TM»Y;SSsM; 3.19 

446360; N42553: Hs.267914; homoiog of mouse transient receptor potent'aliihospholipase CJnteraciing kinase CHaK; hypothetical protein RJ201 1 7; 

ion trans.MHCK_EF2_kinase:TM=M:;118 
458882; R34993; Hs.226666; ESTs, Moderately simOar to 154374 gene NF2 protein (Hxapienst CRAljrR!0,PKI; 118 
4241 24: AA33S6Q9: Hs.7589: ESTs. Weakly similar to A46010 X4nked leflnopaihy protaln [Hiapiens]; pkinase,TBC; 1 1 8 
44474S; AF117754; Hs.11861: thyroid hormone receptor^associalBd prot^, 240 kOa st^it: none;TM^; 118 
426399; AA652588: Hs.301348; Homo sapiens cONA FU13271 fis. ckme OVARC1001000; SH3.HS1jBp.none: 118 
425836: AW955696; H5.90960; ESTs; CbU^.Cbl_N2.CbLN3.UBA.zf<:3HC4.none: 118 o,^ , 

403335: ; ; NM_021 81 5:Homo sapiens sohite carrier family 5 (choime transporter), member 7 (SLC5A7). mRNA.; SSF:T^43Y;SS=M; 117 
428788; AF082283: Hs.193516: &celi CLUIymphoma 10; CARO;TM=M:: 117 

429558; AI391454: Hs.207251 ; nudedar autoanBgen (55kP) simBar to rat synaptonemal complex protein; none:SS=M; 3.17 

4W248: AA876138; Hs.153136: ESTs: SHinone; 117 

423706: U95218: Hs.131924; G protei^coupled receptor 65; 7tnL.l;TW=Y:SS=M: 117 

429752: H52348; Hs.36638; ESTs; pkinase.pkinase; 117 

44616lAA026880:Hs.25252;Homo8apienscONAnJ13603te,donePUCE1010270:none;NA;N^ ^ 

456773; Ai038192; Hs.129764; EGFto repeats and discoWin Hike dOmdns 3; fnn,SH3.inyodiLh8ad,iQ,MyTH4,EGF,F5J8JlypeJXBand.41;TM=Mn 117 
434392: AW983709; Hs250824: Homo sapiens cONA: FU23435 fis. done HRC12631: pUnasejume; 116 
435972; W95088; Hs.1 14198; ESTs: pkinase,OPIlnone: 116 
441401; Ai824338; Hs.1 26891; ESTs; Tissue Jac;TM=M;SS=M: 116 

410497; AL157648: Hs,157078; Homo sapiens cONA FU12793 fis. done NT2RP2002033; none,none; 116 

4011 13; H25530; ; sdute carrier fanliy 22 (organfc caBon bansporter). member l-Bke; none;SS=M: 116 

424833: NM.003894; Hs.153405: period (Drosophlla) homdog Z PAS:SS«M: 115 

453880; Ai803166; Hs.28462; ESTs, Weakly similar to 138022 hypolheScal pioldn lH.8apIens]; HSP70.nonB! 115 

435391; AA7046B8; H8.58934; ESTs; PiP5K.none; 115 

428065; A1634046; Hs.157313; ESTs; ICEj)20.OEO,tCE_p10.1CEj)20.OED: 115 

452688; AA721 140; Hs.49930: ESTs. Weakly similar to potaBve p150 [Ksapiensl: SHlnone; 115 

426839: M74782; Hs.172689e tnterieddn 3 receptor, alpha (tow affinity); none;TM=M;SS^ 115 

421247; BE391727: Hs.102910: genera! transcrfplton fador liK poiypepfide 4 (52kD subuiat): rwna:TM=M:; 114 

440249: AI246590; Hs.249175; ESTs; TalD,Dl^.pldnase,death.none; 114 

409619; AK001015: Hs.55220: BCL2-assoclated aUianogene Z BAG;TM=M;; 113 

446135: AW130288; H8.170318: hypothetfcal protein FU10147; horTnonejec,2f<:4:SS=M; 113 

40D44Qt X83957; HsiSSTO: netxiOn; SHlNebidin;; 112 

409099: AK000725; Hs.50579: hypothetical proteki FU20718: Annadilk).seg;TW4t 112 
434237; AF119908: Hs235516; hypotheticai protein PR02955: none;SS=M; 112 

428179; All 27772; Hs.279696; ESTs. Weakly similar to 138022 hypothetfcd protein {H.sapien8i: pkinaseiPX4*inase_C:SS=M; 112 

422824; NiyL012108;Hs.121128;BCRdownstreamsIgnaling 1; SH2J^TM=M;;111 . oobv^iad^ 

409745; AA077391; ; gli:7B14E12 Chromosome 7 Felal Brrin cONA Uhcary Homo sapiens cOMA done 7B14E12. mRNAsequenoe; 7lin.1,zK3HC4^1SPRYJ(RAB,zf- 

C2H2.we.2f^_box;TM=Y;SS=M: 111 
435411; AW444619; Hs.138211; ESTs; none^pkinase; 111 
424852: AI222779: Hs.144848; ESTs: 8denylatekinase.SH2.pkinase,nDne; 111 

441970: AW959918: Hs,155160: ESTs; cnn.zM2K2; 111 * . ^. „ , 

453370; AI470523; H3.139336; ATP^ftidlno cassettai 8ub4My C (OTOMRP). member 4; ABCLIran.ABCjnBmbrBn^T5^Ys 11 1 
413285; BE078405; ; gb:QV2-ST0617-0803aWI71^03 BT0617 Homo sapiens cONA. mRNA sequence; GCV.T:SS^ 110 

429458; BE161832: Hs.292689: ESTs; pkinase.b2!IP.Amiadntojjeg,none; 110 ^ ^ „^v- « in 

401185; ; ; NM.021625:Homo 8^)iens vanflloW receplor^elated osmdkaHy acBvaled channel; 0TRPC4 protein (0TRPC4). mRNA; ankM.lrans;TM=Y.. 110 

404537; Z25884: ; chtoride channel 1 . skeleld musde (Thomsen disease, autosomal dombanQ; none:TM»Y:; 11 0 
417089; H52280; Hs.18612: Homo sapiens cOHfic FU21909 8s. done HEP03834; vdlag8_aCCBS,|iona; 109 
450792; AA400323: Hs.183041: ESTs; nona>^.tran: 109 
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420361; M92(164; Hs.194718: zinc finger prot^ 2K^^^^^ 

444040; AF204231;Hs.ie29B2:golgln-67:SH3(^^^^^^ 

41(B90;AF124145:Hs.80731;«tocrinemoaiy^^^^ 
^ 442215; A1703172; Hs.1290O5; ESTs. We^y srjlaj to 21fl^0A^ ^^^^^ 
5 424187; AA336561:Hs.17287;ESTs. Weakly similar to S266B9Ivpoineucaipiwem^ i™« i 

426623; AA382826; Hs.132793; ESTs; none;T^^M:; 3f ^ 

427395- AW298741; Hs.97861; ESTs. Moderately slmBar tol38022 hypoBiefical proton IH^aptensj; none.aiaeon.aa« 

20 «WAVTO58114:Hs7837;phospl.oproteini^aledb,J^^ 
4272S6 AW732802: Hs.2132; epIW^thfatore^ 

423878; AI9(J7090; H5.52891: hyPoB«'«^f^"'^°A*^i2'^S!?ffsfe^ 

SSK56114;pro^lposlm> phosp^^ 
30 409705;M37762;Hs.56023:braM)eriv8dneuf8lrophk:fa^^ 

413962: AA331563; HS.24B78; spWn90sii^1l*|»gi^[PAW^ mRHAsequence; pWnase,none: 3.04 

40 416389; AA180072; Hs.149846: intaflrin. bete 5; ^.^^"'^S.rone: 3 TO 
418836; A1655499; ^te.161712; ESTs; pklnaseA:tivm„fe(^ro^^^^ 

438996; AW74833B; Hs.110613; KIAA0421 pro^ilW^J-JJ^JSj^. 
422676; D28481; Hs.1570; histamine receptor HI; 7tm.1.TM=Y;5S=M. 
450267; AW505538; Hs.243620; ESTs; pldnase.none; 3.01 

429673' AA884407; Hs.211595; protein tyrosine ptiospli^ mMVWceptof i^fpe '^l^y^D^j^has^ 
S?S?;S7:Hs.81086;s5utecam^ 

403212; ; ; N019595:Homo sapiens bjtersecbn 2 (^^^^^ 3^03 
50 410141; R07775; HsJa7657; Homo salens cO'J^21»l fe. done^^^ 

421059; A1654133; Hs.30212; thyroid receptor mteracting prolan 15; none.none. 3.00 
452335; AW188944; Hs.61272; ESTs; none.lRK: Z99 ^TM»Y.<iS=M' 199 

437644; AA748575: Hs.136748; lecen-like NKcenre^ 

435876- AW612586; Hs.160271; G prole-BVCOupted tBceptor48; 7tnLl.lJ«^lRRNTjM=Y.55)-M. 
55 429in'; AA447527; Hs.207429: ESTs; 7trtul.none; 2.99 

409995; AW960597; Hs.i29206; ESTs; plonase^one; Z98 

4^ft W56321 ; Hs.1 11 460; cabumAalmoduIhMtependert prolrin Wnase (CdM Mnasc) n delta; phnase^. 2.^ 
T31811; W.110480; DC12 protein; GKAP.DUF159;TM=M:; 2.97 

1???^ZKKtS1^:^^^^^ 

45399^ H47802; Hs,75S7: FK506*indlng protein 5; rwna^: 197 

443829; A1087954; Hs.23348; S^jhase klnase^sodaled 2 F-^none; 256 
400356; AF227137; ; taste receptor, type t member 13; »»n«™'*j5SS=M; Hh-QCi-M- 9 35 

42^9? AW247696; Hs.155839; hypoaietical protein MGC12934; 8dt»^P6K.Semialdhyd8_dh.SS-M. 2.95 
75 423482; BE280172; Hs.l29228; galactoWnase Z GHMP_kinases;TM=Mr. 2J5 

430556; AW967807; Hs.13797; ESTs; HECT.none; 2.94 
80 400471;:; Target &{on;none;TM=M;; 194 , ^ ..ooi 

41945ft AW291 128; Hs.278422; DKFZP586G1122 protan; Metoto|JiosJhu1; 2^ 
407013- U35637; ; gb:Human nebuTn mRNA. partial ods; SHa^sNJn;: 2.94 
421476; AW953805; Hs.21887; ESTs; Rwl.PAZ.Piw: 194 
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426806; T19228:Hs.172572;hypothetlca! protein aJ20093:8n)(,^^ t.*-i*. -,0^ 

405588: ; ; NiyL000299':Homo sapiens platephflh 1 (ectodennal dyspJaslateWn fragOity syndrome) (PKPl). mRNA.; AfTna(IilIo«seg;TM=*fc Z94 

443614; AVGSS386: Hs.7645: fibrinogen. 6 be!a polypepSde; none.noRe; Z94 

416737: AF154335:Hs.79691:UM detrain pnJldn:UM.P02:TM«»t 2.93 ...„.„..^r.rr«w,o • / 

428522: R10184; Hs.191987: ESTs. WeaHy similar to AUj1.HUMAN AUU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY lasapians]: 

none>\rfSap,PKTNFRj:6; Z93 
447818: W79940: H5.21906; Homo sapiens done 24670 mRNA sequence: none^Ainase; 2.93 
432925; AAB78324; * ESTs: non8.none; 2.93 

443670; AW17B935: Hs.238707; ESTs: RfnaAD.OQ<N.dDENN.uDENN:TM=M:: 2.93 
447555; AI391662: Hs.160963; Homo sapiens, done MGC:12318. mRNA. complete ods; none;TM=M:: Z93 

435092: AL137310;Hs.4749; Homo sapiens mRNA; cONADKFZp761E13121(ta done DK^ ^ ^ . 

417670; R0778S; ; gb^lScOBjl Scares Wal Bver spleen INFi^ Homo sapiens cDNAdone similar to contains Alu repeSQva eJement:oontans MSRl repefflwe demenl;. mRNA 

sequence; XYPPXABCjnembfaneABC^tran: Z93 
424148; BE242274: Hs.1741: Integrin. beta 7: integrin,B^(3F.metaIlhioPSI:TM=Y:SS=M; 2.92 « 
439090; H65724; Hs.3471 58; gb.7r76a1 1 .r1 Soares fetal Bver spleen 1NFLS Homo sapiens cONA done S", mRNA sequence: pldnase.none; Z92 
408048; NM„007203;Hs.42322; A idnase(PRI<AJ anchor protein 2; Parriemmin;TM=W^ 

428796; AU076734; Hs.193665: solute carrier famBy 7B (sodluitKoupIed nudeosWe transporteO. tPBtpbet 2; NxieoadB.tia2.BPD_transp.2:Tft*=Y: Z92 
415272; AA164215; HS.2031B6; ESTs; nonB^_endo_pho5,BNRAtrophln-1.B564iklnaseJ8.TPR; 2.92 
424775; AB014540: Hs.153026; SWAP.70 protein: efliand.PH,NBure8urin;TM=Mn 192 
439569; AW602166; H3.222399; CEGP1 protein; EGF.TNFf^c6.granuIin,CUB,Kerafin.B2.Tll4TI\*=M;SS=M: 2.92 
441680; AW444598; Hs,7940; RAPl, GTP-GDP dissodation sOmulatof 1; AmiadaojBeg;TM=Mn i9l 

444784; D1 2485; Hs.1 1951 ; ectonudeolide pyroplwsphatase/phosphodiesterBso 1; Somatomedin.B,Endonudease.Phosphodiest:TM«Y;SS=M; 191 
400398; AF137396; Hs,283879: ut)iquinn 3; 7lnu1.At)i;TM=Y;SS=M; 2.91 
435592; AI830490; Hs.1466; gtyceiol Idnase; FGGY,FGGY_C;TM=M;; Z90 
400539;;; Target Exon;none;TM=M::Z90 ^ ^ 

403743; ; : C1002604:gii83936681reflNP 058989.11 kinase hteracUng with teukemia-assodated gene (st; none;TM=M;; Z90 
418913; BE046745: Hs.91579: Homo sapiens done 23783 mRNA sequerwe; Yjihosphatase.llW'4.none: 2.90 
428169; AI928984; Hs.182793: golgl phosphoprotain 2; photoRCUPF0118;TM=Ys Z90 
403912; ; : C5000394-:gI|12737280irellXP^00668Z2i keralin 18 [Homo saplensllI6633; none;TI^ Z89 
^ J 431868; BE248400: Hs.285176; acelyl-Coenzyme A transporter, none:TKA=Y;; Z89 
421558;AB011125;Hs.105749;WAA0553protBln:none;TM=M::Z89 

444100: AA383343: Hs.22116; CDC14 (cell dlviston cyde 14, S. cerevislae) homdog B; Yj)hosphalase,DSPc;TM=M;; 2.89 
447437; U07225; Hs.339; purinergic receptor P2Y. Gixotein coupled, 2; 7tnLl.SH2;TW=Y;SS=M; Z89 
431512; BE270734; Hs.2795: lactate dehydrogenase A; ldhJdlLCSH3,pkinase,UaA;TM=M:; ZB9 
35 446601; A!312783: Hs.15577Z Homo sapiens ttiyntic strmel co^ransporter mRNA, complete ods; sugar.tr:TM=Y;: Z89 
420747; BE294407; Hs.99910: phosphofhidoklnase, platelet: PFK:TMsM.-; Z88 
449459; BE546846; Hs.195048; ESTs: ank.r8S.PHAfGap,HC03_cotransp: Z88 
405099; ; : Target Exon; CZP14»LC-Y.PI^C.X:TM=M;; Z88 
445890:AF055019;Hs.21906:Homos8ptensdone24670mRNA8equence:i*!naso.p«nas^ 
40 401445;;;N1^021161^Homosapienspotasslumdiannel8ubfami!yl<.member10(K mRNA; k)fLlrans:TM=:Y;SS=M; Z87 

405480; ; ; Target Exon; nona,none; Z87 
400189; ;; Eos Control; IJIR.PPTA:TM4*; Z87 
450125; AA005418; Hs.l58186: ESTs; aDE-N,7ln>_1,none; Z87 
432056; AB040973; Hs.272385: G proteiivcoupied receptor 7Z 7lm.1;TM=Y;SS=M; Z86 
45 423619; T48691;Hs.249159; adrenergic. alpha-2A-, receptor, 7tmJ,7lna;TM=Y;SSs=»d:Z86 

417381; AF164142; Hs.82042; solute carrier family 23 (nudeot)ase transporters). meml»r 1; xan.ur4)emwase.RA; Z86 

420035; F26725; H&.187908; ESTs, We^ similar to A47582 B<«ll growth factor precursor fHxaptensJ; HATP3s^c,M0^SAS.2W^Z Z86 

425480; AB023198; H3.158135; KIAA0981 protein; PIP5K:SS=M: Z85 

446700; AW206257: Hs.1 56326; Human DNA sequence from done RP1 1-145122 on duomosome 6p21.32.2ZZ Conlrfns the gene for myeflnWigodeKlrocyte jjgpro^ MOG, 
50 (partoOlhegenefbfanovdKRABlKWConlalningC2H2typezinBfingerp^ 

444595; AL121094; Hs.83572; hypothetical protein t<GC14433: Yj)hosphalase.SHZYjjhosphatose,SH2: Z85 
41 1331; AWB37178; ; gb:QV14.T0037-070300-10(W11 LT0037 Homo sapiens cONA. mRNA sequence; SH2,none; Z85 
410763; AF279145; Hs.8966; hypothetfcal protein FU21776: nonejione; ZB5 
440617; AA8948B0: H5.I8II8I: ESTs;none.none; Z85 
55 454071; AI041793;Hs.42502;ESTB:7tin_1,nona:Z85 uu.uTij-ii. one 

41 1040; AF007393; Hs.1 77574; proteifridnase, Interferoiv4ndudl)le double stranded RNA dependent InhilJltor, repressor of (P58 repressor); HLH;TM»Ms ZB5 
402183; ; ; NI«L00449r:Homo sapiens ^ucooorticoid receptor ONA landing factor 1 (GRlf 1), mRNA.; none;SS=M; Z85 
428753; AW93925Z Hs.l92927: hypothetical protein FIJ20251; none:TM=M;; Z84 
417070; Z19077; H3.172004; tifin; fh3.ig.SGXXSG.pklnaso;TM=Mn Z84 
60 458456; AI122709; Hs.153609; ESTs; t)ZIP,ArmadiIlQ_seg,rnn.MTF2,none; Z84 

421226: AIJ096748; Hs.102708: DKFZP434A043 prot^; Annadino_seg,lntBgrinJB,PSI,TlG;TM=M;SS=M; Z84 
438733; BE327477; Hs.166941; ESTs; 7tm-3.oxldored_q5_N.PreseniIin,PWI; Z84 
427161: AI024595; Hs.97508; a dismtegrin and metaOoprotanase domain 6; lg:TM=Y;SS=M; Z84 
419462; AF071076; Hs.1 12255; nudeoporin 98kD; OEAO,helicase-C,NudeopofftUFG.homeobox;SS=M; Z83 
65 413658; AA055369;Hs.75456; A kinase (PRKA)andior protein 10; none.none;Z83 

400749; ; ; NiyL003105*:Homo sapiens sorttHfrrelated receptor, L(DlRdass) A repeats^anteinlng (S0RL1). mRNA^ 

EGF.fh3JdLwLaJdUBcepUoranuDn.BNR;TM*Y;SS=M^ 
447388; AW630534: Hs.762n; Homo sapiens, done MGG93B1, raRNA. complete cds; TB?JDPlJiVA22;TM=Y;SS«M; Z83 

413243: AA769266;Hs.193657; ESTs; pWn3se,zf4>1,ERM,CNH^;Z83 

70 423690; AA329648; Hs.23804: ESTs. WeaJdy similar to PN0099 son3 protein (Rsaplens^ terutransJCUione; ZB2 
447993; AW139525; H8:i70362; ESTs: nonejujoe; Z82 

abhydrolase.Znone; Z82 
75 423497; U92642; Hs.129701; G prolBiiH»upted receptor 45; 7tiTLl:TM=Y;SS=M; Z81 

446126: AW085909; Hs.10177: ptedctrin homology doroato interadlng protdn; none.none: 2.81 

452488; N74921; Hs.184389; ESTs; nono;TM=Ms Z80 

449515: AI653378; HS.30201Z ESTs; ton_trans:TM=Y;SS=M; Z79 

443881; R6451Z Hs.237146: hypoBietical protein FU127S2: none,none; Z79 . , , ^ ^ ec ... , ^ 

80 449636: A1656608: Hs.281328; ESTs. Weddy simfla toT00378 KIAA0841 piotdn [H.saptensl pldnaseJwmone3;TM:»Y:SS=M; Z78 
424348; AB020523; Hs.266258; endonudease G4n(e 1; Endonude3se;TM=M;SS=M; Z78 
418844; M62982;Hs,1200;aradiidonate12-iipoxygenase;lipoxygenasenAT;TM^ 

442233; AW967149; Hs.28439: ESTs. Weaidy similar to 138022 hypothettoal protelh IH-saplenst MIF3ugar_lr,nonB; Z78 
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450010: AW293801; Hs.255052; ESTs; AWD.Tbrul; 2J8 

45281 3- U54727; Hs.191445; ESTs; pkitOse.AcfiwLrecp.none: 2.78 

432284; AA532B07;Hs.10S822; ESTs; pWnase^ne: 2.74 . 

402129; ; ; TaiielExDn; SH2,Peplid8se_C9:"m-^;; 2 J^^^ 
424238: AA337401; Hs.137635; ESTs; lone;TM=M;^^^ 

^8163' MV779842: Hs 258217; ESTs; 7tnLl.zW>x.z^C3HC4.7tmJ^-b(^^rfj^ 

414924; C062S7;Hs.M247; ESTs; none,none;2.0 „.„^„-~p.,ga 
421008' BE259378; Hs.103147; hypolheftal protein FUKIM^ OOF2S5: 269 

41651ft F11411; ; 9WSC2WFO8I nomalteed "f'^'Sl^^^^^ESffil^^ 2.66 

50 SAW169BftHs538274lnosllol1.4^-Wpl»^ 
43585^ H72303; Hs'.3601V. ESTs; pkinase.none; i64 

SA^Kb.232165:po^^n*rama1ioJ»^^ 
44e96», Aie62668; Hs.176333; ESTs; OMPde(ase,PnhosjlteM*^^ 
444821; AA053564; Hs.12040; STE201ike kinase; pWnaswTW**. 2Sa 

60 S»I^^S^SS^-««vK«^^ 

439039; AI656707: Hs.48713; ESTs; pWnascnone; 2.63 
449656: AA002D08; Hs.188633; ESTs^P5K^"« ^^TM=Mr 2^ 

429341; X73874; Hs^S; phosphorylase Wnasa. alpha \ (tTHfide). noi\e;TM=M;: ^ 
445174- AV852BS0; Hs.172004: Bfti; fn3,lg.SGXXSG,non8: Zffi 

434938; AW5 W71 8; Hs.81 1 5; Homo sapiens, clone P""^' 

409264; ^l^L014937: Hs.52463: WAA0966 prtrtein;^^^ ^ ^j^pjy jasaptenst pWnase.none: Z60 

458438: Alt41S20: Hs.15146^ ESTs. We^ ^S^^^"^Tf«l^^ 
400719; ; ; NM.004055*Atomo sapiens calpam 5 (CAPN^. "J^^i®'^'* nnlw«od^ w. w.rBH 
427318: AF186081; Hs.175783: zinctranspoi^. ^T^M=Y;SS=ft*. Z59 
426086; T94907; HS.188S72; ESTs; PH.Ets.Caspe^^ 

430105: X70297; HS.254Q; cholinergic receptor, rtcotaic. alpha WpepWe 7, weur jnaiuu»u.newj«d.u 
41 1495: AP000693; Hs.70359: KIAAD136 protein; HATPase j:.bZIP;TM=M;; 158 
438167; R28363; 85.24286; ESTs; none;TM=Y;SS=M; Z58 
418749; N75147: Hs.22488: ESTs; ^^'^J^^^^^^r^. igg 
454289- AL137554; Hs.49927: protein Wnase NYD^PIS; dCMP_cyUteam:TM^. 
443805: H06865: Hs.134131: ESTs; BQiand,!(»Jrans.ncne: 2.57 w i « 

80 4e3088:;;NiyL00331Wtomo«aplens«n(TTNl,niRNA. "SSI-tSs^^mt 
55wAijO76536:HsJ0984;sac«naa™pB^^ 

426696; AVy363332; Hs.171844; Homo sapiens cDNA: FU222961IS, done ««»i«ii,b.ih=t.!w=»i. 
403328; Tatget Bon; G|>coJiydro_35;TM=lfc 156 
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426157;Aro39023;Hs,167496;RANbhidingprotBto6;Annaii^ 
428695; AI355647; Jte.189999; purinerglc feceptor OamDy A group 5); 7tnu1:TM=Y:SS=H 154 
419285; D31887; Hs.89868: KlAA0062piCWn; SpcTW-YiSS^M; 154 _ ^.^.^ ^ 

415740; NB04B6; Hs.3991 1; Homo sapfens mRNA for FIJ00089 protein, partiai cds; CBM,21 jTM=M;; 2.53 .r^vee.«.f»« 
403305; NM.006825; ; transmembrane |W)tein (63kD). endoplasmic reOcuImn/GoW 9 « 

443804; AL135352; Hs.255883; ESTs, WeaWy simBar to 138022 hypothetical protein fisaplensj; Peptidase_M18J>eplidaseJAlB,Yj)hospha!Bse: 2.53 

450425: H06eD7; 88.6099; ESTs; El-E2>TPas8.Cafio(LATPasB„CCatoMTPaseJI.Hyi^ K«««.nfcv^i5cU. 9 m 

401702:;:»W00117r:Homo6apiensATP.Wndtag cassette, sub-fa^ 
439463; W69304;;Ql)2d46roi/l SoaresJetaUwaUR)HH19W Homo sapiens cONA done J-.m 
425975; ABOl t082; Hs.165559; ojgante caSonic tran^wfter-fike 4; ficgar.tr;TM=Y;; 150 

443259;AW090801;Hs.69171;proteinldnaseWIke2;pWnasa,pklnase.W^ ^ i- ^ odd ko. i awc r^on*nrTM=M.cc=v 

400777; ; ; NM.007325-:HGmo sapiens gbtamale receptor. tonotropWc. AMPA3 (GRIA3). transcript varfant flip. mRNA.; ng.chan,SBP.bac.3^.receptDnTM-M.SS=Y. 
149 

426044; AAS02490; Hs.170290; ESTs: none^none; 148 
15 454564; AWB07573; ;gbiMR1.ST008&021299W^1 ST0088 Honm sapiens cONA. mRNA sequence; pkinase.none; 148 

419938;BE383507;Hs.78321;Altee(PRKA)anctiorproteh1;KHHJomaIn,TUDOR;TM=M;SS=M^ n^a 
426481; AW963941; ; gb:E8T376014 MAGE resequences. MAGH Homo sapiens cONA. mRNA 8a»«««?iY JJjsph^Bai^^ 
426005; AA377499; ; gb:EST90341 Synovld sarcoma Homo sapiens cDNA S end. mRNA sequence; tubunn.FKBP.COX6B.7tnu1 .tubirfliuGSS-** 146 
424879; AA348013; Hs.273385; ESTs; arf.G-alpha.none; 146 

SH3,PDZ.GuanytateJdn.2U5.none; 146 * ^ ^ o i« 

408087; AW1 50645; ; gbDCQ54f07 jcI NCLCGAP.U14 Homo sapiens cDNA done 3*. mRNA sequence; )CYPPX.ABCjnembr8ne.ABCJmi: 146 
433434- AA588429; ; gb:no22b03.8l NO CGAP Pr22 Homo sapiens cDNA done 3', mRNA sequence; pklnasa,DNAjni8jBpalr,HATPas8^ 14S 
25 44676^ AV660305: Hs.110266; ESTs; ldLp20.DE[yCEj)1O.ICEj)20.DED: 145 
437158; AW090198; ; tOAAIISO protein; none;NA;NA; 2.45 

430177; AW969233;Hs.302746;MSTP028protehr.K.tetra.none; 145 u tu v oiic 

422270; AP1 14494; Hs.1 14062; protein tyrosine phosphataseJIte {prciHne Inslead of catalytic arglnine). member a; none;TM»Yn 145 
43068$ AwS- Ite 168974: ESTs. ?^s^«ar toALU7JHUM^ SUBFAMILY SO SEQUENCE CONTAMINATION WARNING ENTRY (Hjapfens); 

30 * Yj»hosplialaseMapBMiYjJhospha!ase:144 ^ « ..... 

446569; AW248031; Hs.155839; hypothetical protein MGC12934: adh jlnc.RGK.Semialdhyde_dh;SS^M; 144 
41 1901 AW875344; ; gb:RC1-PT0009-22030W)13^ PTOOOg Homo sapiens d)NA. mRNA sequence; none,pMna8ejante 143 
430057; AW4S0303; Hs,2534: bone morphogenetic protein receptor, type lA (BMPR1 A) (ALM): ActlvIiuecp.pldn8Se;Th4»Y;SS»M: 143 
445338; AI289121; H3.20697B; ESTs; none.SH3; 142 

35 425221; AB007881;Hs.1 10613; KIAA0421protdn;none,Rib06omaLS8; 142 

446796; A1652497; Hs.1101O3; RNA polymerase I transcription factor RRN* nonejwne; 141 
428360: H10291; Hs.30974; ESTs; pldnase.PBD.none; 140 

428379; X05026; Hs.2259; C03G antigen, gamma pdypeptide (TiT3 cxxn^, rrAM;TM=Y;SS«M: 140 

432488; AA551010; Hs.216640; ESTs; Na_sulplusyinp^e; 140 m^^Ar t,^ ch^^ ^rtriwrA. 9 

40 407235; D20559; H5.169407: SAC2 (suppressor of acfin mutations 2. yeast. homologHikB; none.RibosoiiaLS13.6a!adosyl J,2p.adh^hotUraHC^ 140 
448595; AB014544; Hs.21572; KIAA0644 gene product; tJ«l.LRRCT;TMaY;8S=M; 140 , « ^ 

428283; AI439096; Hs.323079; Homo sapiens mRNA; cDNA DKFZp564P116 {from done DKF2p564P1 16); Y j»hosphatose.fn3.1g,none; 139 
432460; H12912; Hs.274691; arienylale Wnase 3; atenylateWnase.none: 138 , « 

429549; AI333013; Hs.250505; retinoic add receptor, aipha; none.zf-C3HC4.BRCT,flgjAanrl38 ^ ^ ^ . . ..^^j. . c^^,^,,^ « p™i«n«idM» ««« 13B 
45 429303; AW137535: Hs.44238; ESTs, Weakly stmOar to S65657 a)pha-1C-adreneigic receptor spOoe form 2 lH.saplensJ; PhosphodiBSt,Somatomedln_B.Endonudease.none; 2.36 

417473; M55268; Hs.82201; casein kinase 1 alpha prime pdypeptide; pWnase.ABC1;TM=M;; 135 

453188: AKD01708; Hs.32271; hypothetical protein aJ10846; TK.OUF300;TM=Y;SS=M; 133 

♦47276; Ali)49795; Kb.17987; hypothetical protein MGC1203: none;TM=M;: 133 . « 

445310; AI242490; Hs.153290; Homo s^ns cONA FU 1431 8 fa, done PUCE3000402; ncne.pkinase; 131 
50 432941 AF083955;Hs.279851Gprotdn^ed receptor, 7tiTUl.9toWn;TM»Y;SS4ft 130 

434693; AW976001: Hs.337603; ESTs; nonB,none; 126 
452034;F12234:Hs.75893;ankyrin3,nodeofRanvler(8nkyrinG);ZU5.deaJ^^^ 

423731AWS8056;Hs.132183:solutecarrierfan^ly16{monocarboxyfc *d py Pl3KaC2- 124 

404956; ; ; C1003210*:gll69125821rBflNP_036524.1| peflin {Homo sapiens] gfl6009487|dbjlBAA849211| (AB; none,Pl3.PI4Janase.PI3K-C2,PI3IObd.PX,PI3Ka,C2: 124 
55 452183; NM 005594; Hs.28298; adaplor^ated protein complex 4, bete 1 subunit Adaptin-N.Y_phosphatase: 1» - « 

420529; 025259; Hs.319844; ESTs, Moderately similar to 154374 gene NP2 protein pisapfensl; pldnase.DAGJ^-blnd.RB0j8S.0C1,GFP;TM=M; 121 

408808: BE074219: HS.1723Q; hypoOi^ protein RJ22087; Armadllto jeg;TM=M;SS=f* 121 

451^AS6SM!Hs.2^H!!no8ap^ 

432008; AW296791; Hs.193170; hypothetical protein FU215e7; UM.SynaptophyslnMJrans,KOyV; 120 

60 455B40; BE145897; ' gb:H««VHT0208.221 299-204^)07 HT0208 Homo sapiens cDN\ mRNA sequence; P13_PI4JdnaseJ>l3KaJ»t3J14JInase,PI3Ka. 119 

429238! NM.002849;Hs.198288; protein tyrosine phosphatase. receptorlype.R;Y^te^^ ^^^«,„^^„«.TKwmiH«W« fcin.TUdUI" 117 

43097^ AA490055; : gb:ab05b09.8l Slrategene fetal leBna 937202 Homo sapiens d)NA done S". mRNA sequence; adenylatekln^^ThymldylateJdn.TM=MH 117 
407174; T79938; Ks.77062; leukocyte bnmunogtobuM© receptor, subfamily B (wflh TM and ITIM domains), member 5; lO/wne; 11 5 
450921! AA098790; Hs.146245; ESTs, Moderately similar to T17242 hypothetical protein DKFZp586B1417.1 IRsapiensl; none;NA;NA: 115 

65 427209; H05509;Hs.92423;KlAA1566 protein; pHnase;TM=M:; 114 

401917; AL05014g; ; RAN binding protein 3; OrcxIn.SHlSTAT.STATJ)ind.STATjrot.ton.lran8.PAaPASjwne; ^ 

108 

449543; AF07063i Hs.23729; Homo sapiens done 24405 mRNA sequence; KJ8lra,tonJrans.none; 104 ^ „ 

453496; AA4421 03; m.33084; solute carrier family 2 (faditaled glucosaftuclose transpoftei). member 5; sugar.tr;TM»Y;SS»M; 102 

443951 Alt49106: Hs.143530; ESTs; pkinase.nona; 102 
75 437589; AA761321 Hs.»9662; ESTs; SHlSH3.ClPH.RasGAP.none: 102 

422637;AA399024;H5.118B36;myoglolMn;gtoWn:TM=M;;101 „^^eiMTai-t*. ^ot 

450253; AL133047: Hs.24715; Homo sapiens mRNA; cONAOKFZp434D021 5 (to done DKFZp434O021 5); parW 1.97 

401984; ; ; C17000146':gI|21436291pirBA57156 Ca2-»/calmoddin^lependant protein Unase (EC 17.1.12^ 1; (ddnase;: 1.96 

453464; AI88491 1; Hs.32989; receptor (caWtonin) acfivUy modiiying protein 1; nonB;Tfc*»Ys 1.95 
80 417733: AL048678; H5.82503; Rsaptens mRNA fcf 3rUTR of unknown protrin; none;NA;NA; 1.94 

40ao| •!*C16a»ll»49^^^ protein Fl 4F4.3b - Caenortiabdilis elegans gi; AaCJrBn.GrP.OTU.PRK.ABCjnen4rana;TM»Y;: 1.80 

425009; X58288; Hs.154151: prolan tyrosine phosphatase, receptor type. M; fh3,lg.Yj)hosphatese.MAM:Tfc*=Y:SS=M: 1.74 
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425280; U31519:Hs.1872:ph^phoe^^ 
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NM_003899 D63476 BM456434 AA778936 AA452871 A1052466 AW014138 AA448725 8E673088 AW02B19a BI85637B BM150466 BM150674 
BM148451 AW500880 AA180228 6E243S07 eM144903 AA333656 AV\e03767 AA305470 AW504819 AA978194 AW500776 BE87248a AI032663 
AA704688 AA652189 AA179463 AL535925 8E275744BE277708 8E275715 AW504259 AA354483 BE244197 BE246232 D17055 AW013876 
AW014877 T09464 T08407 AA830246 AWB97881 BE501 192 BE501 195 AL044534 AA258853 BI037915 AA448037 BM461769 61825965 6E763352 
AW167531 Z45588 AV721881 AA527273 AI573219 AA457036 AW439851 AW264418 AA577618 A1802954 AA902292 AA468752 AI380374 
AA722690 AIB67708 AA916982 AI291576 AW190427 AI338089 AI853744 AI306665 AW513541 AW440077 AI370014 AA9042e9 AW188378 
AI671644 AW193386 A1261832 AA775336 BF436811 A1582703 A1278635 8E440186 AA817B88 AA648948 81491837 8F590311 AA448633 F27048 
F37022 AW770819 AA258808 AI369564 AW503675 AA777194 BE501048 BF222087 AA042973 AI868087 AA911480 Z41274 AI919082T16748 
AA447634 AI282427 F22456T15901 AAB25298 AW007438BE934303BG981939AW373814 BM151638 AW956921 BM150080BM153173 
BM147451 BF953992 AA916696 AW444935 M78398 AW581 147 AW608258 AA651 910 AA1 32152 AW80B29S T30326 020054 AA310837 T06543 
BM194508 BM193225 BIU1469348 AW964920 AA325930 BI833627 AW952193 AA738189 AA321051 BG987199 BF953967 T08890 BE869543 
6G742857BG988685AA456880BG001842BF8094S2AW892Q83BF944342T49551 WG9981 BF764S19T15669AA132030 

AW964027AA377709 

AWB48421 T71427 

T62567 AW833Q22 AWB33054 

H20760 R15237 Z43915 BF372479 Fl 1411 

AB038318 BC008888 BE905346 BE301941 AA705936 AW014954 BE378742 AI720050 BE395327 BG951204 

AKD014S1AU151098AVV515640AW439618AI671555AW304963AA565885AI829434AW590882A1889234AW 

AAB83540AA163387 AW771571 AI130803 BF438773 AA088710 AI972691 AI972638AI762358 A1473907 AI925905AA5022n 80943806 

86218468 AA194853 AU128875 AA306025 BG986896 

AA778849 AW946871 AW946782 AW946955 

AF086283 W69200 W69304 

AW607573AW807572 

AVV963941 AA379825 AVV963944 AA379S64 

NML054014 XS2220 8G005147 61551326 AI393601 AW59261 1 AA608921 AA731598 W96331 AV^90007 AI076813 AI022644 AA158365 A1699321 
AI146747 AW296894 H85337AA017692AA354519 AA018512 020081 R02704AAfi25671 AA017651 AL135600R02585AA0188498G749616 
BF689840R85326AA6779S5AA702354Aiar8645AtOS7359HS3178W864B4H53074eGS8B909AVV962^ 

R39769TS3143H60012 

AW150645AW611Q24AW811t48AW811068 

6F812525 AW504832AI972567 AA588429 AI299694 _ 
A1J050CB8 AA160485 AWl 73544 AW296506 AW439860 A1521563 AI702529 A1393606 AW138323 AA570109 H19504 BM021968 BF083327 
BF593552 AA630766 AI597717 AIB07128 AA523012AI356250AW451857 AA974203 A1762S77 BF512552 AW007307 BE675285AW450602 
AA962057 AW516069 AI5B2546 6F221924 eF222S43 AI601B08 AW468599 AW000736 A1866625 AW235356 eM021837 AA911956 AI680606 
W88516T03370 AW611634 H416S3A1468349 H19588 AW080198 AW043993 R39847 
AW875344 AW875287 AW875285 AW8752B6 6F381295AW87S402AW875400 
8E14SB16 8E145897 8F349721 8E145885 

AK057266 81767614 81828586 AWOG9382BI829572AI826091BI819382ALJ040402 
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Pkey 


Ref 


Strand 


402260 


339S665 


Minus 


401027 


7230983 


Minus 


400991 


8096825 


Plus 


406137 


9166422 


Minus 


404083 


9944029 


Minus 


404440 


7528051 


Rus 


400792 


7382433 


Plus 


404269 


2769644 


Plus 


401083 


3242744 


Plus 


402211 


7689783 


Minus 


402705 


8782736 


Plus 


402233 


7690102 


Plus 


405370 


2078469 


Minus 


400846 


9188605 


Plus 


405484 


S92202S 


Plus 


401345 


9926424 


Plus 


400843 


9188605 


Rus 


406364 


9256114 


Minus 



^' S,rn2etr«^° Ue^?n^ .3unha. L et rate, to .e ^b«caOon enll«e«l the DMA 

s^uenceof humanchroniosonie22.- Dunhamletd-. Ndute (1999) 402489495. 
Sirand: indicates DNA strand ftom which exons were predided. 
5 NLposllion: Indicate nucteolideposifions of predicted ex^ 



113765.113910.115653-115765.116808-11694 

70407-70554.71060-71160 

159197-159320 

30487-31058 

16650-17082 

80430-81581 

134339-134593 

15049-15288,30267-30457 

33192-33360 

67414-68229 

89961-90114.90773-90895.91131-91261 

90281-91477 

38980-39111 

3931049474 

199214-199579,199672.198920;!00262-20049 
148042-148392 

586«970.7653-7784,8892^23^673^B07. 

50715-50833 

20683-20850 

120084-120889 

127624-127856 

140-276 

2782-3308 

4464344835 

13758-13922,14558-14752 

34183-34357^5688-35751 

3442B44612 

86899^122 ^ 

4760547729.51696-51821,52070-52257.6330 

37761-38147 

112707412876.113676-113854 

118940.119KK) 

121321421476 

3050S^844,31056^1248 

120922-121296 

129171-129327 ^^^^ 
1186774 18807,119091-119296,121626.12182 

17503-17778.18021-18290 
44847^778 

4241042544,83317.«54aB684a8e922,8797 

34379-34583 

92095-92252 

89285-90131 

24746-24872.25035.25204 

37388-37493 

26987-27778 

148443-146664.147794-147971.148351-14848 

3261&^63 

65925^6371 

101542-101660.103476-103656 
141663-141852 
21399-21583 
124035-124321 
22052-221 65 

112307412524»114fl74-114703 
19419-19959 
177393-177691 
188775-189573 
63337-63552 
131390-132157 
6448&^714 
156037456210 
19288-20076 
309&3242 
105629-105760 
46180-46366 
855&a721 
136463-136648 

72D00-72290.72431-72700.72929-73199 
114365-114514.128635-128831 
93700^93886 
3332M3659 
10061&-104298 
91624293 
72397-72602 





405490 


7705240 


Plus 




400755 


8119083 


Minus 


30 


404276 


9885189 


Rus 


402915 


7406502 


Minus 


405616 


5649378 


Minus 




400847 


9188505 


Rus 




402328 


4464283 


Minus 


35 


405369 


2078469 


Minus 


400845 


9188605 


Rus 


403716 


7239669 


Rus 




402447 


9796640 


Rus 




404140 


9843520 


Rus 


40 


405516 


9454624 


Rus 


405110 


8096688 


Minus 




403608 


8308266 


Minus 




401241 


4827300 


Minus 




405102 


S076881 


Minus 


45 


404185 


4572584 


Minus 


405545 


1054740 


Rus 


405411 


3451356 


Minus 




405602 


4753260 


Rus 




403391 


9438337 


Rus 


50 


403889 


7280046 


Minus 


404942 


7382153 


Pius 




403142 


9444521 


Plus 




400844 


9188605 


Rus 




402704 


8782736 


Rus 


55 


402833 


8918545 


Plus 


401851 


7770425 


Minus 



401242 4827300 Minus 

401943 4914397 Rus 

402807 6456148 Minus 

402603 9909396 A^us 

60 405328 3253114 Pius 



402974 


9663349 


Rus 


400987 


8086488 


Minus 


403335 


8568884 


Rus 


401113 


9966541 


Minus 


401185 


9625304 


Minus 


404537 


8247909 


Minus 


405266 


4156171 


MniB 


402615 


9926801 


Rus 


400566 


9884730 


Phis 


403212 


7630897 


Minus 


403290 


8083176 


Rus 


401342 


9908882 


Rus 


400471 


9931670 


Minus 


405588 


5002511 


Rus 


400539 


7574902 


Rus 


403743 


7652003 


Minus 


403912 


7710730 


Minus 


405099 


8074292 


Minus 


401445 


8218584 


Minus 


405480 


276©93 


Plus 


402183 


7658390 


Minus 


400749 


7331445 


Minus 


406139 


9166768 


Minus 
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402129 


7704953 


Minus 


166156-165365 


40064S 


8117693 


Minus 


58471-58716 


403201 


9958297 


Mnus 


109782-109934 


403609 


8308266 


Minus 


125974-126320 


400719 


8116911 


Kfinus 


4457944656.4529445487.4644946641 


403088 


8954241 


Plus 


169894-1701 93.170504-170806 


403328 


8469086 


Minus 


120428-120703 


403305 


8099945 


Phis 


114632-114805 


401702 


1871197 


Minus 


68182-68325 


400777 


8131663 


Plus 


70745-71121 


404956 


7387343 


Plus 


5^83-56203 


401917 


9S02466 


Rus 


250S4-2S229 


401984 


4454511 


Plus 


103825-104024 


406303 


8575866 


Plus 


17362M73788 



Table 50A Qsls about 41 4 genes up<egdated in non-semlnomatous mixed genn cell tesQcular cancer compared to nonnal adult tissues. These were selected Irom 59660 probesets 
on Ihe Aflymetrix/Eos Hu03 GeneChip aray such that the ratio of 'average' non-seminomalous mixed gem) cell teslict/Iar cancer to 'average* nomial aduh tissues was greater than 
or equd to Z The 'average' non-seminomatous ntod gemi cqH testicular cancer level was set to the &5th pemenQe amongst non-sembKxnatous mixed germ ceH lesBcular cancers. 
The 'average' nonnal adult tissue lave) was set to the 95lh peroeniae amongst non-maQgnant Bssues. In order to remove gene^pedtic background levels of non-specific 
hybridizaiion. the 10th percentlto value amoi^ the nonhn^ 

Table 61A Bsls about 518 genes UjHegulated in seminomalous testicular cancer compared to nomial adult tissues. These were selected ftom 59680 probesets on the AflymettWEos 
Hu03 GenaChIp array such that Ihe ralio of 'averagB' saminomatous testicular cancer to "average" nonnal adult tissues was greater than or equal to 2. The 'average" seminomatous 
testicular cancer level was set to the 651h pen»nl!le amongst semhramatsus testicular cancers. The 'average' nomtal adult tissue tevel was set to the 95th percentile amongst non- 
malignant Sssues. In order to remove gene^pedfe background levels of non-spedtic hybridizallon, the 10th peroenlPe value amongst non^naOgnant nonnal body tissues was 
subtracted from both the numerator and the denominator before the ratio was evaluated. 

Tdble 52A lists about 673 genes uiHOgutaited In testicular cancer (non^einlnomatous and seminomatous) compared to nonnal adult testicular tissues. These were selected from 
59680 probesels on Ihe Af^etiWEos Hu03 GeneCWp array such that the ratio of "average" teslfcular cancer to "average" nonnal testicular adult tissues was greater than or equal to 
6. The "average" testicular cancer tevel was set to the 75th percenlite amongst teslicuter cancers. The "average" nonnal adult testicular tissue tevel was set to the 95lh pcicentite 
amongst nooHnalignant testicular tissues. In order to remove geno^pecific background tevels of non-specific hybridization, the 10th percenble vaiue amongst non^nafignant nomia! 
body tissues was suUraded bom both the numerator and Ihe denominator before ft^ 

Tabte 53A Dsts about 735 genes up-reguteted In testicular cancer (noo-seminomatous and seminomatous) compared to nonnal adult tissues. These were selected Irom 59680 
probesets on the Affymetrix/Eos Hu03 GeneChip array such that the ratio of "average" tesliaiar cancer to 'average nonnal adult tissues was greater than or equal to 3. The 
'Bveiage' teslicuter cancer tevel was set to the 95lh percentile amoi^t tesScuter cancers. The 'average* nonnal adult tissue tevel was set to the 95th percentile amongst non- 
matignanl&sues. toordertoretnoveganMpedtebatikoioundtevdsdnon^edttohybfU^ 
subtracted from both the numerator and the denominator before Ihe raik) was evaluated. 

Table 54A lists ribout 476 testi-spedfic genes downregulated In teslicuter cancer (norweminomatous and seminomatous). These were seteded from 59680 probesets on the 
Aflymetrix/Eos Hu03 GeneChip array such that the ratio (R1) of nonnal tesli to nomial adult fissues was greater than or equal to 3. R1 was eclated as the mean number of 
inten^uartite range values over the medten nomnai adult body tissue expression among normal testicular samples. The raOo (R2) of 'average' nomial tesli to "average' testfeuter 
cancer among these genes was greater than or equal to Z The 'average' nonnal test! tevel was eel to the SOthpercenSb amongst nonnal testis. The 'average' nomd tesOcuter 
cancer tevel was set to the 95th percantite amongst tesltouter cancer samptes. to order to remove genMpecQtobackgraundtevete of nan-8pecHichybridizaBon.Uie10lhpercen1i^ 
vatee amongst non^sfignanl tionnal body fissues was subbacted from both the num^^ 

Table 55A Gste about 586 genes up-regulated In non-seminomatous mboed gemi cell tesficular cancer compared to nonnal adult tesOcuter tissues. These ware sateded from 59680 
probesets on the Affymetrlx/Eos Hu03 GeneCWp anay such that the rafio of 'average' no^semlnomatous mixed germ cell teslicuter cancer to 'average' nonnal aMt teslteular 
tissues was greater than or equal to 4. The "averaoe" non-semlnomatous ntod genn cell testicular cancer tevel vras set to Ihe 95th percenfile amongst non-seminomatous mixed 
gerni ceD teslicuter cancers. The 'averege' normal adult teslfcuter tissue tevel was set to the 95th percentile amongst non-mailgnant tesQcuter tissues. In order to remove gene- 
spedfic badvound tevels of non-spedfic hybridOzafion. the 1 0lh percenOe value amongst non-malignant nomd test»uter tissues was subtraded from both the numerator and the 
denomteator before the ralto was evdudted. 

Tabte 56A lists about 812 genes up-regulated in senvnomatous testicular cancer compared to nonnal adult testkxilar tissues. These were seteded from 59680 probesets on the 
Afiymetrlx/Eos HuOS GeneChip array such that the ratio of 'average' seminomatous testicular cancer to 'average' nonnal adult testfcular tissues was greater ftan or equal to 4. The 
'average' seminomatous testfeuter cancer level was set to the 60th percenble amongst seminomatous testicular cancers. The 'average' nonnal adult Qssue tevel was set to the 95th 
percentile anongst no^malignant testkajlar tissues. In order to remove genfrspedfic background tevels of nwwpedfic hybrWlzafion, the 10th percentite value amongst non- 
malignant nonnal testicular tissues was subtracted from both the numerator and the denominator before the raOo was evaluated. 

TABt£SQA: 

Pkey: Unk|ue Eos probesetbtenlilter number 

ExAccn: Exemplar Accesdbn number, Genbank accession number 

UnigenelO: Unlgene number 

Unlgene Title: Unlgene gene fifle 

R1: fUtoofnon^eminomatousntodgennoeatesficidarcancercomparedtononnaladdttte^ 



Pkey 


ExAccn 


UnlGena 


UdgenaTltte 


R1 


432666 


AW204069 




ESTs, Vteakly sfrniter to unnamed protdn 


74.60 


432730 


A1066520 


Hs.131358 


ESTs 


50.55 


450581 


AF081513 


Hs.25ig5 


TGF-beta4 


47.85 


418696 


AWg59433 


Hs.326290 


hypothdtk:al protein FU12S81 


44.05 


423458 


AI204212 




ESTs 


36.60 


428664 


AK001666 


Hs.189095 


sindter to SAUI (sal (DrosophBaj-Gka 


30.60 


448981 


A1966719 


Hs.195387 


ESTs 


26.40 


407710 


AW022727 


Hs.23616 


ESTs 


24i)0 


429486 


AF155a27 


Hs.203963 


hypolhelkal protein FU10339 


19.35 


45110B 


BE38Z701 


Hs.25960 


N-MYC oncogene 


18.85 


417407 


AA92327B 


H3.290^ 


ESTs. Weakly sinflar to pmtease [H.S8pl 


ia40 


420759 


T11832 


Ks.12n97 


Homo saptens ODNA nj11381 lis. done HE 


18.25 
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5 
10 
15 
20 
25 



424578 


AK001973 


41^756 


AA252254 


404S96 




447534 


AW953935 


456847 


AI350456 


446979 


AI654443 


438915 


AA280174 


452838 


U55011 


449322 


A1638616 


418007 


M13509 


448776 


BE302464 


433330 


AW207084 


410102 


AW248508 


447188 


H65423 


406547 




434649 


AA738254 


428227 


AA321649 


408908 


BE296227 


437099 


N77793 


430676 


AF084886 


426866 


U02330 


446791 


AI632278 



30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Target Exon 

Hs588655 ESTs 

H8J7776 ESTs 

Hs.197683 ESTs 

H5^856B1 WHSams-Beurai syndrome chromosome i 

Hs.30743 preferentially expressed anfigen in mete 

Hs.196566 ESTs 

Hs.83ie9 maWx metaBoprotelnase 1 (InterstiUd 



HS.Z7972/ to I s; rromwogue oi rcm-o i^wno ««. 
Hs.17631 hypothelicai protein DKFZp434E2135 
Target Exon 



HS.25UBZZ senne/UWeonineruHcftc ij 

Hs.48659 ESTs. Htglily smBlar to S14458 laminin a 

flb:Homo sapiens enwetope protein W03 ( 

Hs.172816 neuregulln 1 

Hs.195922 ESTs 

Hs.1 50587 tdnesiivlike protein 2 

Hs^62 celldi\ftsk)ncycle2,G1toSandG2to 

^Ult^^.^ Mwaidoai ESTs , - - 

452291 AF015592 Hs.28853 CDC7(cendivi8kxiCifcle7,S.cefevisi 

427486 AA974433 filjroblasl growth factor 4 (heparin seer 

425266 J00077 Hs.1 55421 alpha-fetoprotein 

408465 AW196940 Hs.253277 ESTs 

444971 AI651116 Hs.148559 ESTs 

413318 AU076607 HsJ5285 Inler-alptia (globulin) inhitjilor. H2p<fl 

40769 U72513 Hs.159486 Human RPL1 3-2 pseudogenemRNA.ccmptele 

409731 AA125985 Hs.56145 thymosin. Ijela. Identified In neuroblast 

424905 NM_002497 Hs.153704 NIMA (never In mitosls gene a)^elatedk 

412265 AA101325 Hs,86154 hypothetical protein FU12^^ 

407340 AA810168 Hs.2842B9 vltiHgo-assodated protein VIT-I 
453884 AA35S925 Hs.36232 KIAA01 86 gene product 
422956 BE545072 Hs.1 22579 ECT2 protein (EpHheBalcenUansforml 
432239 X81334 Hs.2936 m*ixmetailoprotelnase13(coBagenas« 
440119 AA865455 Hs.125331 ESTs. Moderately similar to untatown (jU 



428479 Y00272 
427521 AW973352 



435918 AF263538 Hs.86232 growth differenOaOontactor 3 

412537 ALJ031778 nudear transcription factor Y. alpha 

416658 U03272 Hs.79432 fibrillin 2 (congenital ^nlractural ara 

428916 AFQ03001 Hs.194562 teiomeric repeat binding fxtor(NIMWn 

424085 NM_002914 Hs.139226 replication factor C(aclivalor 1)2 (40 

453392 U23752 Hs.32964 SRY(sexdetemiiningre^onY>box11 

437052 AA861697 Hs.120591 ESTs _ . , , . 

425427 A1652662 Hs.lS7205 branched chah aminotransferase 1, cytos 

443523 AK001575 Hs.9536 hypothetical protein FU10713 

457465 AW301344 Hs.122908 DNA repScaflon factor 

442832 AVV2D6560 Hs.253569 ESTs ^ . . , 

427711 M31659 Hs.l80408 solute carrier family 25 (ntitochondnal 

453913 AW004683 Hs.78934 mutS(E.coli)homolog 2 (colon cancer, 

448588 A1970276 Hs.l56905 KIAA1676 

436608 AA628980 Hs.l92371 ^^i^J^^J^^^^.^ 

4158S7 AASeei 15 Hs.127797 Homo saplerB cONA FU113B1 Us, done HE 

412642 BE244598 Hs.809 hepatocytegroMfft factor (hepapctofln A; 

443068 AI188710 ESTs 

438450 A1050866 Hs.65853 nodal mouse, horadog 

441287 AW293132 Hs.131373 ESTs 

425572 AB011076 Hs.158307 undiflereritiatedembiyoriiccfliltransai 

416747 AW876523 HS.1S929 hypothelicdl protein FU12910 

436902 AW247145 Hs.192729 ESTs 

441527 AA947552 HS.5B086 branched chahanrtlnotransfBrasel.qftos 

440304 BE1599B4 HS.12S395 ESTs 

432407 AA221036 H8.13273 gb2rf)3fl2x1 Stratagene MT2 neuronal pr 

S AVraa^ JbAJWWWO-^M^Ul^lNCLCGAP.Su 

423673 BE003054 Hs.1695 matrix metaiteproteinase 12 (macrophage 

431354 BE046956 HS.251B73 DNA(cyloslne«-)wnethynransIerase3be 

430044 AA464510 Hs.152812 ESTs 

437036 A1571S14 Hs.133022 ESTs 

435683 AI023707 H8.134273 ESTs 

427667 AK001279 Hs.180171 Honw sapiens cONAaJ10417fis. done KT 

416111 AA033813 Hs79018 chromafin assembly fadorl.subunil A ( 
447254 NM_004153 Hs.17908 origin recognifion complex, subunit 1 (y 

434551 BE387162 HsJ280858 ESTs, Highly similar to A3S6&1 DNA exds 

430272 X04896 Ks.237658 apolipoprotelnA^I 

427951 AW293165 Hs,143l34 ESTs 

424315 AW614850 Hs.193384 P«telaSw 28 kDa protein 

409798 AA248587 Hs^0237 ESTs. Weflldy similar to AUBjpiAN DO 

gbaIf46M2.yl Morton F«al CodileaHomo 

glKEST3741 54 MAGE resequences. MAGG Homo 
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4184n AW022983 
41837B AW962061 



17^6 
17.20 
16.15 
15.80 
15.00 
14.80 
14.75 
14.70 
14.35 
14.20 
1Z95 
12.70 
\2J5& 
12.43 
1^35 
12.10 
11.65 
11.55 
11.05 
10.08 
10.05 
10.05 
9.85 ' 
8.95 
8.92 
8.90 
8.52 
8.50 
8.47 
8.35 
8.35 
8.00 
7.95 
7.75 
7.65 
7.80 
7.36 
7.25 
7.25 
7.22 
7.13 
7.13 
7.08 
7.05 
6.88 
6.75 
6.75 
6.75 
6.72 
6.71 
&62 
6.54 
6l30 
630 
6.12 
6.09 
5.95 
5.85 
5.85 
5.81 
5.80 
5.76 
5.75 
5.70 
5.60 
5.60 
5.56 
5.55 
5.51 
5.51 
&47 
5.45 
5.40 
5.40 
5.21 
5.15 
5.15 
5.12 
5.05 
5.05 
&00 
S.W 
495 
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43Q255 
443537 
431494 
418G61 
423842 
449592 
407300 
420333 
446700 
445537 
448966 
439570 
440006 
402145 
408750 
453289 
430252 
422689 
426427 
420047 
430287 
419635 
416209 
438168 
435514 
442333 
413627 
445140 
448038 
456814 
419423 
440527 
441553 
432415 
409757 
432281 
450351 
403780 
421917 
417153 
429120 
410193 
453922 
415829 
440953 
439780 
422938 
415947 
423123 
420900 
426572 
426496 
452461 
418379 
442573 
428301 
419384 
453932 
446293 
422094 
418661 
423198 
424153 
417705 
443715 
420281 
449571 
424687 
452807 
422756 
421650 
418355 
438494 
424568 
433754 
427642 
414747 
403432 
442618 
415799 
416000 
450431 
433800 



AK000703 

D13305 

AA9913S5 

AA634543 

AW452650 

A1555494 

AA102616 

AJ001383 

AW2062S7 

AJ24S671 

AW372914 

T79925 

AK000517 

BE294069 
AI188161 
A)638774 
AW856665 



A)476658 
AW182459 
NK/L00S033 
AA236n6 
AA779975 
AW592804 
AI650877 
BE182082 
AI650599 
AW015073 
AI498957 
D26488 
AV657117 
AA261219 
T16971 ' 
NM.001898 
AK001239 
BE547267 

AB028943 
X57010 
AK001673 
AJ132592 
AFOS3306 
AW450198 
AI683a36 
AL109888 
NM^001809 
U04045 
NM.012247 
AL045633 
AB037783 
D31765 
N78223 
AA218940 
H93366 
AW628666 
AMg08G6 
AW0Q6303 
AI420213 
AF129535 
NM_001949 
MB1933 
AA451737 
AW134952 
Al583ie7 
AI823893 
AW016812 
J06070 
AA028933 
AA441787 
AA7B1795 
L42S83 
AA908676 
AF005418 
AW753676 
R40761 
U30B72 

R56222 

AA653718 

R82342 

AW136797 

A!034361 



K5^23S22 KcsTK) sapiens mRNA for KlAAISSIpralBbv 
Hs.203 chotecystddnin 8 receptor 
Hs^98312 hypQlhelka)pn)teInDKFZp434A1315 
Ks.79440 IGF-IlmRNA-ttidhg protein 3 
Hs.157148 hypotheScal protein MGC13204 
H3.195718 ESTs 

Hs.120769 gbzn43e07^1 StrataBene HaU cell $3 93 
Hs.97084 lymphocyte anfioen 94 (mouse) homolog (a 
H8.156326 HumanONAsequencebomcloneRP1M45L2 
Hs.12844 6(^4ik&4Jom^muIliple6 
Hs.86149 phosphoinasitol 3fho6ph3le-binding prot 
Ks^69165 ESTs. VfeaIdy8lmiIarlDALJU1.HUMAN ALUS 
Hs.6844 NALP2 protan; PYRlHContalnIng APAFI^ 

TagetExon 
HSJ3581 hypothetlce) protein aj10512 
H3.144627 ESTs 

Hs.105328 testes deveIopmenHel8tedNYD^P20 

gb:RC»nQ297.29010(M)13403 CT0297 Homo 
Ks.169840 TTK protein kinase 
Hs.94631 brefeldin A^nlilbited guanine nudeoSde 
Hs.1 25759 ESTs, Wealdy similar to UU5_HUMAN 1£UKE 
Hs.91728 pdyniyositisfecierodenna autoantioen 1 ( 
Hs.78078 MAD2 (milDlic arrest defidenl. yeast ti 
Hs.128859 ESTs 
ESTs 

Hs.129302 ESTs 

Hs^46973 Intron of Bicauda) D homolog 1 
Hs.197913 ESTs, Wealdy slnfflar to SCP3 MOUSE SYNAP 
H$^32026 ESTs. Weakly simDar to R052^HUMAN 52 KO 
Hs.170861 ESTs. Weddy simiiar b Z195_HUMAN ZINC 
Hs.90315 KlAA0007prot^ 
Hs. 184164 ESTs. Moderately similar to S65657 alpha 
Hs.121296 ESTs 

Hs.289014 ESTs. Wealdy similar to A43932 mucin 2 p 
Hs.123114 cystBlinSN 
Hs.274263 hypothetical protein aJ10377 
HS.S9791 hypothetical prot^MGC13183 

C4001759:gi]133250|sp|P19474IRO5^>1UMAN 
Hs.109445 KIAA1020 protein 
Hs^1343 coliioen. type II, alpha 1 (primary oste 
Ks.196530 hypothetlcalproteinFU10811 
Hs^9757 zinc finger protein 281 
Hs.38708 budding unlnhlbfted benzlmidazoles 1 
Hs.163742 ESTs 

H&124135 Homo sapiens cONA FU130S1 fis, done NT 

gbiHomo sapiens mRNA fill length insert 
Hs.1 594 centromere protdn A (17kD) 
Hs.7e934 mutS(E.coO) homolog 2 (colon cancer, 
Hs.124027 SEIBiOPHOSPHATE SYNTHETASE ; Human seien 
Hs.44269 ESTs 

Hs.170623 hypotheticai protein FIJ11183 
HS.1701U KIAA0061 protein 
Hs.1 081 06 transcription factor 
H3.137516 Bdgetin^ikel 
H5.7567 
Hs.98440 
Hs.39429 



branched chain aminotransferase 1. cytos 
ESTs. W^ similar to 136022 hypothefl 
ESTs 

Hs.329296 ESTs. WeaMy simiiar to (defline not ava 

Hs.149722 UM domain transcription factor UM-1 (h 

Hs.272027 F^xw oniy protein 5 

Hs.1189 E2Ftranscnption factor 3 

Hs.1634 cell division cyde25A 

Hs.141496 mSE^l 

Hs.175220 hypotheOcai protein aJ14541 

H3.9700 cydinEl 

Hs.323494 PredidBdcaSonefQuxpump 

Hs^02fi6 ESTs 

Hs.151738 tn8irtxnisl8ltopn]tein8se9(gelaUnas8B 
Hs.162434 ESTs 

Hs.1ig689 glycoprotein hormones. dphapotypapHde 
Hs.122587 ESTs 

Hs.1 165 ATPasa, H? transpomng. nongasiric alp 
H8.130183 ESTs 

Hs.150595 cytochTDmeP4S0.8UtltemiyX»/l^ polype 
Hs.39982 zinc enger protein R1NZF(NM.023929) 
ESTs 

centromere protein F (35Q/400KD, rnitosin 
NML001622:Homo8api8iB 8lpha>2-H&glyGop 
ESTs 

Hs.225841 DKFZP4340193 protein 

HS.7S8S6 ESTs. Weakly simiiar to S65657slpha-1C- 

Hs.2fiG041 ESTs 

Hs.135150 lung ^ cell membrane^sodatedgty 



Hs.9834 
Hs.77204 

Hs.26514 



4.94 

4.92 

4.90 

4.85 

4.80 

4.75 

4,73 

4.68 

4.61 

4.60 

4.50 

4.50 

4.48 

4.46 

4.47 

4.45 

4.40 

432 

4^ 

4.20 

4.18 

4.15 

4.10 

4.10 

4.10 

4.06 

4.00 

4.00 

4.00 

3.95 

ZM 

3.95 

3.95 

3.91 

a69 

3.88 

3.85 

3.84 

a84 

3.84 

3.82 

3.80 

3.80 

a78 

3.77 

3.70 

3.68 

3.66 

3.65 

3.65 

3.65 

3.60 

3.60 

3.50 

3.48 

3.45 

3.44 

a43 

3.41 

a40 

3.40 

3.39 

3.38 

3.37 

3.34 

3.34 

3.34 

3.31 

3.31 

130 

3.30 

3^ 

122 

m 

120 
118 
118 
117 
117 
115 
113 
112 
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430835 A1240006 Hs.192326 ESTs .. „^ 

419741 NM.007019 Hs.93002 ubkniBn earner proton E2-C 

430253 AK001514 H5L236844 hypottieBcal prdein FU10B52 

411975 A1916058 Hs.144583 ESTs ^..w.,M.^,HJn«HrDN 

430491 AL109791 Hs^4i559 Homo sapietismRNA full IffljlhUBWlc^ 

413943 AW294416 Hs.144687 Homo sapiens cONA FU12981 fis, done MT 

4W207 A1371978 Hs.128326 ESTs 

435726 BE535787 Hs.113170 ESTs ^ ^ „ 

432840 AK001403 Hs.279521 hypothallcd proWn ^20530 

450149 AW969781 Hs.132863 ZlcfairByfneniber2(odiH)airedDnJsophi 

435373 AW665538 Hs.l17689 ESTs 

S S,0 ^^8!«)51099^V«)5ST0ie9H««, 

420092 AA814043 Hs.88045 ESTs 

438378 AW970529 Hs.86434 hypoOiehcal protein FU21 81 6 

«4414 AI7^76 gb:lr34b07jt1 Na.OGAP.Ov23HoiTio sapiens 

422746 NM_004484 Hs.119651 glypicanS 

446258 AI2B3475 Hs;i63478 ESTs 

4(14371 BE54027A Hs.239 fbrWiead box M1 

409517 X90780 troponin I, carfiac . 

414034 U89277 Hs.3G5985 earty dewetopment regulator 1 Owmdlog 0 

Hs.133338 ESTs 

Hs339665 ESTs 

HS283732 ESTs, Moderately similar to ALULHUMAN A 

, matrix metalloproteinasa 1 1 (stromelysln 

416201 AM67752 Hs,195161 ESTs 

412140 AA219691 Hs.73625 RAB6 Interacfing. Wnesin^ke (rataes 
AWiQi A!37622fi Friend leuVeiria virus tnlegraton 1 

SoTM BEOTO^ gb:CM1^T0601.180200-121-b10 BT0601 Homo 

IIS rrr'^So^S^ 

421307 BE539976 Hs.103305 Homo sapiens iiiRNA;cDNADKFZip434B042btf 

427719 AI393122 Hs.134726 ESTs 

451684 AF216751 HsJ6813 CD^W 

414590 NM_000506 Hs.76530 coagtilafion factor II (IhromWn) 

442032 AW016786 ESTs okia.^ma fwcTnttdUlfflffr 

437123 AlJ04g285 Hs.302053 Homo sapiens mRNA; cONA DKFZp564IIA193 Iff 

446528 AU076640 Ks.15243 nucleolar protein 1 (120kD) 

442D07 AA301116 Hs.U2838 nucleolar phosphoproteinNopp34 

423755 R23858 Hs.143375 Homo sapcens, done IMAG^B40937^ 

4M949 AA934063 Hs.13836 ESTs.WeaMyslmflartoKBJ^JVP^ 

413813 1/198956 Hs.75561 teratocardnoma^JerivedgrmirinfartDf 1 

433914 AF108138 Hs.112160 Homo sapiens DNAhfi!icasehomolog(PIF1) 

445413 AA151342 Hs.12677 CGl-147 protan 

tn^ S78 ^':?V44>T0021^129M71^DT002lHomo 

423600 AI633S59 Hs^10359 ESTs 

447175 AI365208 Hs.293606 ESTs 



443169 

4(7519 U48258 

453785 AI368236 

406687 M31126 



414151 AW976468 Hs.257245 ESTs 

448877 AI5B3S96 Hs.253313 ESTs . 

427584 BE410293 H5.179718 v-myb avian myeloblastosis viral oncogen 

440591 AA431599 Hs.132799 hypolheticd protein FU234S1 

mm Z^l Hs.143375 Homosapiens. clone IMAGE3B40937.mRNA. 

453775 NIUL002916 Hs.35120 • repficatlon factor C (acfivator 1) 4 (37 

429228 A1S53633 ESTs 

410929 H47233 Hs.30643 KTs .^««H-iw«iirs. 

427528 AU077143 H8.179565 mlnk*romosort»inaiii!enaiiC8<Wiciert(5. 

446142 AI754e93 Hs.145968 ESTs 

445093 AI207197 ESTs 

413686 AI469213 Hs.71404 ESTs . 

447733 AF157482 Hs.19400 MAD2 (mitotic arresldBfictenlyeasl.r» 

42021B AW958037 ribosamal proldn L4 

S7275 5Swt86 gba,w34tia7jtlNa^C(3AP.Ul4Homo8aptens 

414312 AA165694 HS.191C60 ESTs 

421535 AB002359 Hs.105478 phosphoribosylformytglydnamKfinasynuia 
439979 AW600291 H5.6823 hypottiefical protein FIJ10430 



435096 AA664977 
422468 AA3S5210 

449576 AW014631 Hs.225068 ESTs 



flbnu73b075l NCl.CGAP^I Homo sapiens 
gb£ST63589 Juikat T-cells V Homo sapien 



soibilol dehydrogenase 

Hs.157103 ESTs 

4Z1451 AAZ3i3fr Hs,50831 ESTs .^^n 

424308 AW975S31 Hs.154443 nwichromosomemamtenancedetlaemjs. 

418M3 X54942 HS.B3758 CDC28 protein kinase 2 

453941 U39817 Hs.36820 Bloom syndrome 

413762 AW411479 Hs.848 FK5064ii«Iingprotejn4(59kP) 

449655 A10219B7 H8j9370 ESTs 



415684 059356 
452226 AAQ24698 
421451 AA291377 



ai2 

3.10 

3.10 

3.05 

3.04 

3.01 

3.00 

199 

Z98 

Z97 

197 

2.95 

193 

193 

191 

190 

190 

189 

189 

2.87 

187 

186 

186 

185 

184 

184 

184 

184 

183 

183 

183 

2.82 

181 

180 

2.75 

175 

175 

174 

173 

172 

172 

171 

170 

170 

169 

169 

168 

167 

166 

166 

165 

165 

165 

165 

162 

161 

161 

161 

160 

2.60 

159 

158 

156 

156 

155 

155 

155 

155 

155 

155 

152 

151 

ISO 

150 

ISO 

150 

150 

150 

150 

149 

149 

149 
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430521 NM.016383 Hs.242ie3 HOM-TES^ tumor antigen 2.49 

447444 AK0QO318 Hs.18616 hypoIhelicalprate{nRJ20311 2.48 

414618 A)204600 Hs.96978 hypdhsScsl protein MGC10764 148 

_ 445363 NM.0OS993 Hs.12570 tubuSn^pedSc chaperoned 147 

5 452404 AW4S)67S Ks.212709 ESTs 2.46 

444823 BE262S89 Ks.12045 putative protein 2.46 

427675 AW138190 Hs.180248 zinc finger proletn 124 (H2F>16) 145 

4441S9 AF116646 Hs.10431 dBadrfnoer(OiQ50phla>GkB2(Moht 145 

436211 AK001581 Hs.334828 hypottieibal protein FU10719: KIAA1 794 145 

10 416734 H81213 Hs.14625 ESTs. WeaMystmilar to K1AA1 503 protein 145 

433183 AF231338 Hs.222024 transcription tactor BiyiAL2 145 

447350 AI37S572 v-eit>4 avian eiythrolitastic leukemia vi 145 

428728 NiyL01662S H&191381 bypolhetica) protein 143 

407325 AA291180 HsJ28476 ESTs. Weaidy similar to aUomaBvely sp 143 

IS 41QZ76 A1554545 sn9lopotetin>2 142 

444670 H58373 Hs.332938 hypothetical protdn MGC5370 142 

419029 AA233397 Hs.326290 hypothetical protein RJ12S81 142 

437908 AI082424 ESTs 141 

414812 X72755 Hs.77367 monoktne Induced by gamma tnterferan 141 

20 425202 AW962262 Hs.152049 ESTs. Weakly simiter to 138022 hypotheO 140 

425212 AW962253 Hs.171618 ESTs 139 

423787 AJ295745 Hs.236204 nuclear pore complex protein 138 

425601 AW6294d5 Hs.l40720 6SK-3 liinding protein FRAT2 138 

449676 AW^0579 Hs.209S57 ESTa 138 

25 429467 NM_004477 Hs.203772 FSHO region gene 1 137 

453227 AW135862 H3.243991 ESTs 137 

417833 AW003251 Hs.86264 hypothelical protein nJ14549 136 

451999 AW176401 Hs.27424 DEACVH (Asp^u-AlaV^spftfis) txK poiypep 136 

407910 AA650274 Hs.41298 fibronecBn leucine rich transmemt)rane p 135 

30 418866 T65754 gb7c11c07.8l Stratagene lung (937210) H 135 

410060 NM.001448 HS.S8387 glyp(can4 135 

449138 AW29421S Hs.195631 ESTs 135 

425159 NiyL004341 Hs.154868 carbamoyHihosphate synthetase 1 aspart 135 

434808 AF155108 Hs.256150 Homo sapiens. Similar to RIKENcONA 2810 135 

35 436481 AA379597 Hs.5ig9 HSPC1 50 protein similar to ubiquilin^on 134 

410275 U8S658 Ks.61796 Iranscriptton factor AP-2 gamma (actlvat 134 

407818 AL021938 Hs.401S4 {umonji (mouse) homolog 134 

417777 AI823763 Hs.70S5 ESTs. Weakly slrrilar to 178885 serfneAh 133 

401704 NM.021195*.'Komo8aptensclaudin6(aDN6 133 

40 449670 F07693 Hs.85603 Homo8apIensmRNA:GONADKFZp434K2172(r 132 

424081 NM.006413 Hs.139120 ribonudeaseP(30kD) 132 

422809 AK001379 Hs.121028 hypothetical protein FU10S49 131 

429271 AF039650 Hs.198515 dead ringer (I}iosophilaKike1 130 

432865 AI753709 Hs.152484 ESTs. Weakly similar to 138022 hypothec 130 

45 421379 Y15221 Hs.103982 snraOinducibte cytokine sul]fBmllyB(Cy 130 

410166 AK001376 Hs.59346 hypothetkal protein FU10514 130 

448755 AW503807 Hs.21907 Kstone acetyttransferase 130 

403433 NM.001622:Homo sapiens a}pha-2-H&{^ 129 

441031 A]1106&4 Ks.7645 fit)rtnQgen. B beta polypeptkle 129 

50 419594 AA013051 Ks.91417 topoisonierase(DNA) II binding proldn 128 

407289 AA135159 Hs.203349 Homo sapiens CDNAFU12'149 lis. ctone MA 127 

425910 AA830797 Hs.184760 CCAAT-box-Uiding transciipiton factor 126 

401220 branched chain arrtootransfer as e 1. cytos 126 

453985 N4454S Hs.251855 ESTs 125 

55 414890 BE281095 Hs.77573 urfefina phosphorylase 125 

409014 H83115 Hs.49760 origin recognition compiex.subuntt 6 (y 125 

418140 BE613836 Hs.63551 ntefibrinar-assodated protein 2 125 

424765 AA428211 hypothetical protein FU14033 similar to 125 

419278 AU076799 Hs.1247 apoflpoprotein A4V 124 

60 412123 BE251328 Hs.732gi hypothetical protein RJ10881 124 

438459 T49300 Hs.35304 Komosa;^cONAFU13655fis.ctonea 123 

417273 AK002209 Ks.81831 Homo sapiens cONAFU 11 347 fis, done PL 123 

449722 BE280074 Hs.23960 cycOn B1 122 

443184 AI638728 Hs.131973 ESTs 122 

65 416391 A1878927 Hs.79284 mesodenn specific transcript (mouse) hom 121 

440983 M20681 H5.7594 sotete carrier family 2 (faofitatedgtu 121 

435045 fiE297155 Hs.143698 ESTs 121 

414883 AA926960 COC28 protein kteass 1 121 

448323 AI288274 Hs.345792 ESTs 120 

70 410855 X97795 Hs.66718 RA054 (SxeievisideV«ke 120 

448757 AI386784 Hs.48820 TATA box binding protein (TBP)-assoclate 120 

450254 NM_004885 HsJ9231 neufopepIUeGprotefavoouptod receptor; 120 

418973 AA233056 Hs.191516 ESTs 120 

413582 AW295647 Hs.71331 hypothetical protein MGC5350 120 

75 434334 AA912476 Hs.116750 Homo sapiens cONAFU 13221 fis, done MT 120 

443748 AW206447 gb:Ut-H^I1^e<g^2-0-tJLs1 Na_CGAP.Su 120 

415989 A1267700 ESTs 120 

400195 NM.007057*itonio sapiens ZWIOinteiBdor 120 

428878 AA436884 Hs.48926 ESTs 120 

oO 431805 NhL014053 H$.270594 aVCR protein 119 

448839 BE091926 H5.16244 mitotk: spindtecoied^oa related prat * 119 

424381 AA28S249 Hs.146329 protein kinase Chk2(CH£K2) 118 

417389 BE260864 Hs.82045 inklkIne(neui{teQrowthiKonio8ng(adar 118 
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423905 


AW57gd60 


413992 


W%276 


412722 


AI343300 


409089 


tM-014781 


430809 


AI791150 


406542 




420509 




425234 


AW152225 


425580 


L11144 


439398 


AA284267 


452B33 


BE559681 


421350 


AW301608 


444883 


AW384082 


449410 


AA001356 


442717 


RB8362 


427953 


AA417944 


422281 


M36B03 


433875 


AW977653 


444960 


Ai611317 


415890 


H08225 


402099 
427779 


AAd069g7 



453005 
422170 
414161 
437623 
449810 
450663 
419525 
424727 
418592 
425292 
430821 
418552 
408291 
425474 



AW05S308 
AI791949 
AA136t06 



447831 
437162 
429166 
432446 
417866 
431093 
408116 



60 



65 



70 



420552 
423175 
406137 
413833 
4S0375 
409066 
4257W 
432359 
409093 
418054 
408446 
417115 
429840 
409717 
418113 
448275 
432731 
405157 
42S274 
423739 
421310 
457107 
437257 
407259 



AB008681 
H43540 
T79257 
AW590378 
X9922& 
NMJD05824 
AA487264 
AFig8254 
AB023191 
Z480S4 
ABQ06S32 
Ai433293 
AW005505 
AB033096 
AAS42845 
AW067903 
AB031038 
AA251393 
A1656634 
Ai761902 
AK000492 
W27595 

Z15005 
AA009647 
AA062980 
AF076292 
AA076049 
BE243834 
NM.0023ia 
AW450669 
AW952792 
AA459699 
AW452871 
AI272141 
BE514434 
R3117B 

BE281191 
AA3981S5 
AW630087 
AA41824S 
AI283085 
IJD2256 



Hs.5719 
Hs.23994 
Hs.25292 
Hs.1259 



Hs.135150 lung type-l ceatnembrane-assodaled fliy 

Hs.104557 RNA. U2 small twdear 

Hs.15091 ESTs 

Hs.50421 K1AA0203 gene product 

H5J62009 ESTs. ModeraWysimilarto (38022 hypot 

Cig000728':gI|12S85552|sp|QSY2QllZ257„HU 

Hs.1314 tunvornecfo* factor rei»ptorsupeffan^ 

Hs.165909 ESTs, WeaHy similar to 138022 hypoOwO 

Hs.1907 galanin 

Hs.221504 ESTs 

H5.30736 K1AA0124 protein 

Hs.278188 ESTs, Moderately similar to 154374 gens 

Hs.1 04879 serine (or cysteine) proteinase inhibito 
Hs.18159 ESTs 

Hs.180591 ESTs.WteaWysirrtllarto723976hypalhBfi 
Hs.44331 ESTs 
Hs346935 hemopexin 

Hs.75319 ribofiudeoMe reductese M2 polypepOde 
H5.341531 ESTs 

Hs^12 ESTs , ^, , 

ENSP000002l7725^:lamlnIn alpha-1 chain p 

Hs.180780 TERA protein 

Hs.31803 ESTs, WeaWy similar to N-WASP pisapien 
Hs.1 12432 antl-MulIenan homione 
Hs.184852 KIAA1553proWn 

diromosome condensaQon^elsted SMC-asso 
activin A receptor, type ilB 
ribOTudease HI. terge subunil 
na. I asialogtycopTotein receptor 2 
Hs.1 52519 hypothetical protein FU20674 
Hs.2841 53 Fanconl anemia, complementation group A 
Hs.155545 37 IcDaleudnwTch repeat {LRR)proIdn 
H5.154974 Homo sapiens mRNA; cDNA DKFZp667N064 (fr 
Hs.86088 IGF41 mRNAtinding protein 1 
Hs.44131 KIAA0974 protein 
Hs.1 58084 peroxisome receptor 1 
Hs.31442 RecQ protein-iil® 4 
Hs.164t15 ESTs 

Hs.5464 Biyroid hormone receptor coactwating pr 
Hs.197668 KIAA1270 protein 
Hs.294088 GAJ protein 
Hs.82772 collagen, lype XI, alpha 1 
Hs.301704 eomesod€nT«n(Xenopuslaevis)homolog 
Hs.289052 Homo sapiens, Similar to RIKEN cONA 5430 
Hs.195389 ESTs 
Hs.99597 ESTs 
HS.98B06 hypothetical lutein 
Hs.347310 hypothetical proldn FU14627 

NM_000179*iiomo sapiens mutS (E cdi) h 
Hs,75573 ceniomere protein E (312kD) 

a disintegiin and metaltoprotelnase doma 
Hs.66g60 ESTs 
Hs.15g251 fattdwadtxJxHI 
Hs.274415 Homo sapiens cDNA FU10229 fis, clone HE 
Hs.50441 CGl-04 prolan 
HS.833&4 iysy(oxidas&4ike2 
Hs.46068 hypoOielical protein DKFZp4M11« 
Hs.33461 2 smaQ nuclear itwnudeoprotein potypepl 
Hs.99496 ESTs 

CGl-1 15 protein 

SRY (sex detennlnlng region YHwx 4 

Wnesin4ike 2 

Hs:J87820 fibronectin 1 ...... ^ ^ 

N!yL003213*-itomo sapiens TEA domain famR 
HS.1554S2 mWchromosomBmahtenancedflllclenl(mi 
Hs.97600 ESTs , ^ 

Hs.103315 trinucleotide repeat centring 1 
Hs1857S8 ESTs. Wtealdysimyar to Z184.HUMAN ZINC 
Hs.290931 EST8.We*y8lmilartoYFJ7JfEASTHYPOT 
gb'>tuman FA ft^ment binding syncyBsl 



Hs.56043 
Ks.83484 
Hs^0830 



2.18 
Z18 
2.18 
2.17 
2.17 
Z17 
2.17 
Z17 
2.16 
216 
i15 
2.15 
2.15 
115 
Z15 
2.15 
115 
2.14 
2.14 
2.14 
Z14 
Z14 
Z14 
2.14 
2.14 
2.13 
2.11 
2.11 
2.11 
2.10 
Z10 
Z10 
2.09 
Z09 
2.09 
2.09 
2.09 
208 
ZOB 
Z08 
Z08 
2.07 
Z07 
. Z07 
Z07 
Z06 
Z06 
Z05 
Z05 
105 
ZOS 
Z05 
Z05 
ZOS 
ZOS 
Z04 
Z04 
Z04 
Z03 
Z02 
Z02 
Z02 
Z02 
Z02 
Z01 
Z01 
ZOO 
ZOO 
ZOO 
ZOO 



TABLE 508: 

Pkey: Unique Eos probesel identifter number 
75 CAT number. Gene duster number 

Accession: Genbank accession numbers 



Pkey 

80 432666 
423458 



CATNumber Accesston 

AA5585B5 AAS65499 AI350S75 AW204069 AA991648 AA854938 
BC01 8070 BG702493 A1204212 AA460929 AA993806 Bf'-'*^'' 
BG21S094 B61988S7BG196332BG2Q8220BG212418 



144J 
30480.1 



BG214539 
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430676 

427521 

427486 
412S37 



443068 
436812 
418477 

418376 
4226B9 
435514 
439760 
434609 
454679 
434414 



60836.2 

513212_1 

684159J 
14066.1 



18695.17 
659779.1 
4172.1 

1227421.1 

874209.1 

132288.1 

49082.1 

14739J 

174325.1 

35976.1 



409517 4537.1 



406687 
457191 
410704 



413646 
442032 
411022 
429228 

445093 
420218 

435096 
422468 
415664 
447350 
410276 
437908 
418866 
424765 

414883 



443748 
415989 

400195 



450375 



0_0 

1389182^1 
1054673.1 



1525656.1 
15407.1 
1066666.1 
21&430J 

175963.1 
191547,1 

125215J 

216674.1 

18695_18 

2267324.1 

641443.1 

13268.11 

24S947J 

6857.1 

8371.2 



.1 

10194J 
16894J 

16559.3 



BG4339506E061583 T05808BE144813 AWB12038BE144ai2AW812D40AW812O41 AU124350BE061602BE061604 BF92a956E081603 
AI352469 8E061601 61062752 AW81 8206 BF687722 

AW973352 BF222929 AW01 6853 BF0591 30 AI65 1829 BE551767 AA558414 A1339359 BR)59601 A!961162 AI341422 AI206248 A120S165 

AA54B736 AA768578 AI539081 AW025957 AA736837 W79575 AW594357 AM80892 

BF510715 BE673055 BE4641 1 1 AW590620 A1637939 AA404324 AW236441 AI650852 BF056796 AA974433 

AK025201 AA425472 AI694282 BG057305 AA907787 AI286170 A!684577 AJ420494 AI809865 eF05B095AI476773 All 60445 AL0441 14 

AW665529 A1129239 AW2971S2 AI268215 AI469807 A1969353 BE552356 N66508 AA736741 AA3825SS AWOTSSIl AV759188 BI2S9354 

BF445142 86232065 A)141758 A1631 202 All 67566 AI208445 AA889823 BF982682 N90322 81090882 BF208005 AW953918 AU)441 13 Ai016793 

AA382556AW235763 AA927051 A1862075 BE886691 6E619282 

AV752763AI032t42N30308 N221B1 H95390 AW675632 

AW978773AW298067 AA810101 AW194180 AA731645Ai690673 

BC022538 Al9g0847 8F478249 BG217996 6G212702 6G182057 AW589883 BF000085 AA993969 BG479023 BG220014 BG679466 BEg07092 

AI623855 AA223956 AA223917 AW022983 AWD90580 AW573219 BF514491 6F445397 AA884705 AI910424 

AA21892S AW962081 AA354237 

AW954733 AA31S006 AW856665 

AA683356 AW592804 A11502B7 

AL109688R23665 R26578 

AF147390R76593 R76S94 

AW813110BF771370BF771371AW813113AVWXB381 

AF134164 BF809407 AA218567 BF842B63 AI267168 BF876178 BG999253 AW861851 AW858362 AI817548 BF771300 AA113928 AA223422 
AA055556 BF773400 BF998889 BE081333 BE073424 BE142245 H59571 H59570 BF871558 BF871064 BEO01132 BF826831 AW754298 
AA223267 BG997895 60997897 AW991857 AA534354 BG319501 BF736309 A1694265 AA045564 BG950256 AI829309 BG987850 BE093175 
BF854337 

NWL000363 X54163 M64247 AI265781 AI760600 AI367238 BE140258 AW2071B5 AI657074 C03333 AI193911 C05024 C03193 AI950215 C05070 
C0561 3 W17389 C05351 AA31 1399 C»4180 C04898 C05502 C05482 C04456 C04543 004558 C04551 C03114 C03103 A!3e9979 AI652255 
T12391 T12073W193SOGQ2994 C0Z73OC04434 W07136RS7607CO3339 
M31126 

A)216469 AI354789 AA446136 H24336 AA446443 AI37622B R48940 

AWB77458 AW877524 BE076922 BE166912 AW840534 BE076754 AW797B29 BE166g05 BE166926 AW877462 BE166927 BE166932 AWS77S23 
BE166917 AW877529 BE166928 BF351394 AW877522 AW877528 BE166B61 BE166866BE166913BE16e919AWB77456 AW877537 BE076866 
AW840671 

BE155042 BE155040 BE1S4987 BE155012 

BF223060BF222818Aig50472AW016788AI207136Afg697XBF2228gOA1633857AI968711AA974235AI3S 
AW936378 AW936544 AW813513 

BG676155 BM0Q9591 AI479075 AI02S794 AI017967 AA448270 BE466812 AA853422 AI392649 6G952D34 AA513384 6F840124 BE714620 
AW969605AI553633 

AI207197BF773S44AW196462 _ 

AW958037 R42557 AI337047 AA948360 AI638005 AA459950 AI62491 5 AI638047 AI467856 AI521826 AA860305 AI932315 AW003092 AW271756 

AW779380 AA609879 AI634791 A1493770 A156521 1 Z41 145 AI627952 AA303734 aE349457 AW196765 AA256527 BE089727 

H3007SAA664977AW975Z78 

AW962701 AA310998 AWg8»99 

BF666746 059356 BG678312 NS6640 AA166861 

AI375572 A1480404 BF430912T06882 

AA083514 A1554545 AW168852AI383822A1633826 AI656026 AI765624AA147545 AA147S52 
AI740586 AA771806 BES0Q898 AW204531 AI082424 AI033879 8FD93176 AA771764 D38676 
TG5754 AA2298S8 AA229857 

AK021881 AU145974 AU145787C16964AA428211 AU119698AA993264BF999192AW903017AA346559AU119446 AW581679AA991677 

AW898165AW386878AW890957Z1834fl _ ^ , 

AF274943 BG494894 AI719075 AA908783 A1935150 AI422691 AA910644 AA583187 BM272167 A182B996 AA527373 AW972459 A1B31 360 

AA772418A1033892AA100926AU154749AI459432AW23513AI094597AA740817AI991988AI090262AI31^ 

AI075239AI339996AA701623All39549AI336880AA633648AI989380AI362835AA393239All4e955BF514270f©2B9^ 

AA45g292 AM94230 BF507531 AI492600 AA962598 AW613002 AA2a3140 AA23S549 BF108854 AA954344 N4g882 AI457100 AWS89407 

AW300758 BE220715 BE220698 BE569091 BM009547 BF900351 AI537682 AI203723 AI857576 AA584410 AW371667 BM172363 

BM467830 AI0e4433 AW206447 AI400976 AI248530 R16553 

BC013389 BC0 1 7398 AI023543 AA1 91 424 A1267700 AI4e9533 AW958465 AW953397 AA172056 BE940298 BP909208 BF909980 BF095153 
BG285837AI720344BF541715AA355086AA172236 ^ 
BM477554 BM423967 BC020979 AF067656 NM_007057 61869291 BG468263 BG760599 BI261788 AA855060 BE257094 BF212452 BE888249 
61259219 AW409765 BE089S56 AL564377 BI258884 AW440401 AL578460 AL578434 AL556136 BG036804 AL531381 AW371767 BG610641 
BF102552 BE294929 6F792282 601 21657 BG502285 BG777493 AL564510 AW770358 AA573448 AAS64001 AA969560 AW078946 AW7S0055 
AL573860 AA143778 H99221 AA969210AW1 03401 AW750073 

BG570706BG572749AW606284 H04021 AA151166AW954405AA131254BG056461 VW6291 H01532 H04384 K03231 AA852876H04410 
H59605BE157601AA1137S8 



TABLE 50C 

Pkey: Unique number corresponding to an Eos probeset 
Raf: Sequence source. The7diottnuinbei8lnOibcalurm8feGenbankldenBfier{Q)num lXinhain,et8l.'refers1othe 

human chnxnosome 22r Dunhaia el si (199Q Nature 402:489495. 
Strand: IndkalesDNA strand bom wMchenms were predlcled. 
NLposIOon: bidtoatesnudeoQde positions of predtetedenms. 



pubBcetkm entitled The DMA sequence of 



Pkey 


R0f 


Strand 


NLposUian 


404996 


6007890 


Bus 


37999-38145,38652-38998.39727^987214055 


406547 


7711513 


Minus 


172780-174358 


402145 


8018280 


Ptus 


11308&-114800 


403780 


6076989 


Plus 


93160-93409 


403432 


9719811 


Mbius 


68204-68392 


401704 


3097841 


Plus 


24712-2S374 


403433 


9719611 


Minus 


72225-72437 


401220 


9929324 


Minus 


48079-48279 


406542 


7711499 


Plus 


117335-118473 


402099 


8117697 


Plus 


121553-121742.123265-123423 


406137 


9166422 


Minus 


30487-31068 



596 
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405157 9966228 Rus 156363.156502.157573.157746 



Rl 



TABLE 51A: 

Pkey: Unique Eos probeset idenlifiernuirtber 
ExAccn: Exemplar Accession number, Genbankaocesston number 
UnigenelD: Unlgene number 

Rl: Ratloof seirinomatoustesficularcanceroompared tonomwlrf^^^ 
Pkey ExAocn UnigenelD UnigeneHOe 

15 418696 AW959433 Hs.326290 hypotheOcal pro!* aJ12581 56.62 

432666 AW204069 ESTs^WteaMyslnflar to unnamed pmtem 49.00 

432730 AI066520 Hs.131358 ESTs SiJ 

425534 U5B096 Hs.2051 tesfe speafic protein, Y-Enked 

428664 AK001656 Hs.189095 similar to SALL1 (sal (Prosophna).like E.™ 

20 420367 AA259090 Hsi57028 ESTs oo, «nu« Sin 

420347 AL033539 H8.97124 Human ONA sequence from cteneRPl-309H1 5 a.50 

43705a AA861697 Hs.12059l ESTs g'Jf 

407710 AW022727 Hs.23616 ESTs "'^X 

420528 AF130728 Hs.98586 douUesex and mab^ related transcriplu) 23.12 

25 424578 AK001973 Hs.150^ !5!P***^P^i.a 

420759 T11832 Hs.127797 Homo sapiens cDNARJII 381 fis, done HE 

417407 AA923278 Hs.290905 ESTs. WeaMy similar to protease (H^sap 20.46 

429486 AF155827 HsJi03963 hypolhefica! protdn FU10339 

4^649 AA738254 Hs.165390 ESTs. Highly slmB^ to A403501^ 5.92 

30 430252 Ai638774 H8.105328 testes dBvetepmenVreteted KYIWP2D .. 15^44 

^8915 Som Hs.285681 WfllLs^uren syndrome chn)nx»ome reg^^ 15.K 

427711 M31559 Hs.180408 solule carrier family 25 (mltochondnal vun 

427667 AKD01279 Hs.tB0171 Homo sapiens CDNAFU10417 fis. done NT 2.98 

35 426427 M86699 H5.159840 TTK protelnldnase 

420401 AK001907 Hs,97464 hypolheteal proton . . JtS 

406937 U14622 gb:Human bransketolaseTike protein gene ".eu 

430521 NM.016383 Hs.242183 HOM-TE&^S himor antigen 

S Un513 Hs.l594a6 Human RPL1 3-2 pseudognem^^^ 1.M 

40 418477 AW022983 gb:dM6h1Zy1 ModonFeW Cochlea Homo 0.94 

43455 BE3871W Hs580858 ESTs. Highly similar to A35661 DNAexcis 10.78 

S Sm7 gb:Ui:H.BwWg^9<).UI.s1 NCLCGAP.su 054 

S Hs.127812 ESTs.WeaWysWlartoT17330hypothali 0.40 

433800 AI034381 Hs.135150 lung type-l cell membrane^sodated gly io.J^ 

45 421241 X91817 Hs.102866 transketolasefl© 1 _ _ . . J"l! 

410102 ^48508 Hs.279727 ESTs;homologueof PEMJPtonasangnyi 10^02 

418134 AA397769 Hs.86617 ESTs 

433159 AB035898 Hs,150587 Idnesln^ke piOtoin 2 J» 

433975 AA971953 Hs.122055 ESTs ™ 

50 422956 BE545072 Hs.122579 ^2 protein (^JelWcdM^^ 8^ 

410561 BE540255 Hs.6994 Homo sapiens d)NA:FU22044fe, done H 

431494 AA991355 Hs.298312 hypolhetica!protdnOKFZp434Al315 9.16 

McoQQ AA764852 ESTs ° 

S AW962712 Hs.126712 ESTs,VteakiyslnaartoAF191020 1 E2IG5 ^76 

55 424905 NM.002497 Hs.153704 NIMA (never in mitosis gwieaHdatedk 

408908 BE296227 Hs.250822 serineflhreonineMnaselS ™ 

413627 BE182082 Hs.246973 IntfonofBfcaudalDhombkjgl 

425572 AB011076 Hs.158307 ^^^^e^"?^^ S^f^J?,^' 

415857 AA866115 H8.127797 Homo sapiens cOMA FU11381 fis, done HE H." 

60 40872B AL137379 Hs.47125 hypotheOcd protein FU13912 

406547 TargelExon 

424153 AA451737 Hs.141496 MA6E4ke2 '-JJ 

434699 AaS3687 Hs.149425 Homo8aplensd3NAFU11980fls.doneHE 7.M 

437421 AA917062 ESTs '"H 

65 409731 AA125985 Hs.56145 thymosin, bete. Wenlffied to neuroblast 7.» 

419423 D26488 Hs.90315 KIAA0007 proldn 

428227 AA321649 Hs5248 small indudblecytoidne subfamily B(Cy 7.M 

431840 AA5349C8 Hs.2860 POU domdn. dass 5. iransciipton facto 7.| 

430676 AF084866 gb:Homo sapiens envelope protrinRI0.3( 7.B 

70 436608 AA62B9B0 Hs.192371 down syndrome crflicalfBtfonprol^DS '-^ 

43S206 A1432364 Hs.160594 ESTs '-^ 

414972 BE263782 Hs.77695 KIAA0008 gene product " J 

407340 AAB10168 Hs.28428g viliEgo^ssodated protein VU-I '-jw 

426518 Z43039 H8.170198 K1AA0009 gene product ''J" 

75 436513 AJ278110 Hs.125507 DEAWxJxproteto 

427521 AW973362 ESTs ~ 

423673 BE003054 Hs.1695 mdlrix metelloprotanase 12 (macrophage a» 

422232 043945 Hs.113274 transcriptonfadorEC o-* 

420047 A1478658 Hs.94631 brefeldin Annhftited guanine nudeofide &w 

80 431041 AA490967 Hs.197955 K1AAD704 proldn 

427335 AA448542 HsJ251677 GanfigwTB 

422797 AB033064 Hs.236463 KIAA1238 protein |» 

418379 AA218940 Hs.137516 fidgeMlBl 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 
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AWOfasOU 


433764 


nW/9J0iD 




rVIU1 1014 




AWAAWn 




#V%9UllAf 




AIAIPQ190A 
nVfOSf 1494 




AIS53633 








AW9940U<t 




nn9l4'liD 




nl4*HIWD 


•WOlOO 


A A ^70Q7K 




nrVwIDf J 


/flQTrO 
•HXJlOO 


iMiV^wJOOD 




MM nnRii7 




AAUrDlMa 




AW01J14J 




AWOOQ003 




AWD40000 


AAWKR 


U490i0 


A'itkAQA 


/VV9U00r0 


It lof*» 


AA^197n 
A/WHJ14(U 


Iff ail/ 


7J7CJ9 




AAin4¥)C 




A AQOC79i 






AiAilR 


AAMWiA 
AAOI44j4 


XOIUTO 


Y00272 




AA444IM 




AAnCATiR 




ttt\At\AK 






•140490 


IMIfOO 




n4U4rO 


Avxnn 


liWl_UU10U9 


4091 QQ 






AC0C10)7 

Ar40i4Jf 


410039 




44 Alee 


Aifflfims 

nlUJUIJfQ 


*»IUaZ9 


n4r4iM 


■*l/OOD 


MrV4 I*f0o*l 




A\A/Q77ni'l 




A A4Q00Q0 




AA1orai4 




ArTCioni 
Al/ol9U4 


*IOlf *1 


AQUj49b0 




AlA/ilACOQO 
AW4U0004 


A1Q1Q7 


N40941 


<I«0J£9 






DcU/4004 


•l*f 119 


AWooUdOc 




V717CC 
A/4/09 


ill /nix 


UO94/ / 


4U9U0O 


/V\U0490U 


41D<U1 


AA4e77C9 




AW4U/Uo4 


449049 




437099 


N///93 


410/99 


AADM/IO 


412530 


AaTooZdo 


418221 


Z45514 


418971 


AA360392 


416111 


AA033o13 


423175 


VV27595 


415717 


AA1 67270 


423188 


M81933 


433849 


BE465884 


436211 


AK001581 


432840 


AK001403 


421307 


BE539976 


414725 




408291 


AB023191 


408332 


H91230 


416773 


AK000340 


427584 


BE410293 


421917 


AB028943 


430647 


AC003682 


430287 


AW182459 


436360 


AI«2796 


438624 


AA689055 


434609 


R76S93 


411945 


AU)33S27 


408065 


AW954272 



HS.1351S0 lung tfpe-l cell mBinbrane-assodatadgly 6.45 

H8.39982 zhclinger protein R1NZF(»OC023929) 6.44 

Hs.119018 transcripBonfodorNRF 6.38 

HS.151S5 EST8 &34 

EST« 6.28 

Hs.132138 soiidocanief fondly 4, scxfiufnfaicarfaon 6.27 

EST8 6.26 

H&39429 ESTs 6.23 

ESTs &08 

Hs.116750 Honu)sap!enscDNAFU13221fis.cloneNT 5.90 

Hs.192326 ESTs 5.89 

HS.12B8S9 ESTs 5.88 

Hs.196530 hypo(h8GcaIprDteinFU10811 SXO 

Ks.47504 exonudease 1 5.78 

Hs.139120 ribonudeaseP(30kO) &70 

HSJ274415 Homo sapiens cDNAaJ10229fe. done HE &67 

Hs^8367 SRY (sex determining region YHxw 17 [8 &64 

gb:RC3-CT0297-29010O^13<l03CT0297HQRio 5.58 

Hs.98440 ESTs. Weakly similar to 136022 hypotheB 5.58 

Hs.9t093 chiUnase 1 (chHotrlosidase} 5.55 

HS.1301S3 ESTs 5.52 

gb£ST141 92 Testis tumor Homo sapiens cO 5.52 

Hs. 17931 2 smaQ nuclear RNA activating oooiplex, po 5.48 

Hs.66154 hypothefk:alprotebFU12457 &45 

Hs.246973 Intron of Bicaudal D homolog 1 5.36 

Target Exon 5.30 

SMC2 (structural maintenance of chromoso 5.28 

HS.334S62 oeQ division cyde 2. G1 to Sand G2 to 5.22 

Hs.104744 hypothetical protein DKFZp434J0617 Sl16 

HS.2B5574 ESTs &14 

Hs.76934 mutS(E coll) hcnralog 2 (colon cancer. 5.12 

H$.44269 ESTs 5.08 

Hs.170114 KIAA0061 protein 5.01 

Hs.31742 ESTs 5.00 

Hs.1594 centromere protein A (17kD) 4.95 

Target Exon 4.90 

Hs.1 12208 XAGE-1 protein 4.90 

H8.80305 hypothetical protein M6C14258 4.84 

Hs.59346 hypothetical prDtebiaJ10514 4.82 

H3.30643 ESTs 4.73 

ESTs 4.73 

Hs.130391 ESTs 472 

Hs.67624 ESTs 4.72 

Hs.183291 zinc Anger protein 266 4.71 

Hs.99597 ESTs 4.68 

Hs.288044 KiAAII 70 protein 4.68 

Hs.44205 coriistaGn 4.67 

Hs.27441 KIAA1615 protein 4.66 

Hs.98453 ESTs. Moderately similar to R27328 2 [H. 4.64 

gb:PM44T0548-171299^1-h08 ST0546 Homo 4.64 

Hs.272525 ESTs 4.64 

Hs.77367 monokine induced by gamma Interferon 4.64 

H5.305985 eaily development regulator 1 (homolog 0 4.64 

Hs.66980 ESTs 4.62 

Hs.195161 ESTs 4.53 

Hs,132816 hypothelicd protein MGC14601 4.52 

Hs.30622 Homo sapiens CDNAFU13010 lis, done NT 4.50 

Hs.4865g ESTs, Highly simitartoS144581anrinin a 4.46 

Hs.225841 OKFZP434D193 protein 4.46 

H3.266273 hypotheticai protdn FU13346 4.34 

H$.63775 DKaeorge syndrome gene D 4.32 

HS.B7113 ESTs 4.30 

Hs.79018 chromalin assembly factor l.subuntt A ( 4.29 

Hs.347310 hypothetical protein FU14627 4.21 

HS.13043S ESTs 418 

H5.1634 cell diviston cyde 25A 4.12 

Hs.280728 ESTs 412 

Hs.334828 hypothetical protein FU 1 0719: KIAA1794 4.11 

Hs.279521 hypothefical protein FU20530 4.07 

Hs.103305 Homo sapiens mRNA;cDNAOKFZp434B0425(f 4.07 

ring finger protein 21 , interteron^po 4.05 
Hs.44131 KIAA0974 protein 4.05 
Hs.234794 Homo sapiens mRNA;cDNAOKFZp564B083(fr 404 
Hs.79828 hypoths6calproteh)FU20333 4.04 
Hs.179718 v-myb avian myeloMastods viral oncopen 4.03 
Hs.109445 KIAAIOZO protein 402 
Hs.1 27988 ESTs. Weakly sMter to Z211J1UMAN ZINC 4.02 
Hs.125759 ESTs, Weakly simav to LEU5jnJMANLEUKE 4.01 
H8.156100 ESTs A.QO 
Hs.123468 ESTs 3.99 
gb:yi60c1 1.r1 Soares piacente Nb2HP Homo 3.92 
Hs.92137 L-niyo>2pn>tein(MYCL2) 3.90 
gb:EST366342MAGEresaqu8noes.MAGCHQmo 3.90 
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413833 Z15005 
421010 AW9745S3 
438456 AA913381 
424687 J0S070 
412537 AL031778 
418661 NM.001949 
408750 BE294069 
422094 AF129535 
419839 U24577 
416350 AF18862S 
426054 U12431 
401435 

424557 AA343057 
422631 BE218919 
409089 NM-014781 
426067 AW664691 
415684 059356 
429469 1^^64590 
424590 AW966399 
427761 AA412205 
433641 AF030229 
418216 AA662240 
438180 AA8081B9 
424281 AA766243 
421379 Y15221 
428878 AA436884 
436885 AI886558 
416445 AL043004 
424381 AA285249 
432415 T16971 
427298 AA400495 
420218 AW958037 
407300 AA102616 
410420 AA224053 
432609 AA56S50g 
424085 NM_002914 
421373 AA808229 
423354 AB011130 
418830 BE513731 
431077 A1669133 
418049 AA211467 
420949 AA934063 
432407 AA221036 
434288 AW1B9075 
418295 AW970043 
429714 BE551801 
421350 AW301608 
420161 AI683069 
414618 AI204600 
430253 AK001514 
414747 U30872 
423419 R55336 
410275 U8S65B 
408092 NM_007057 
423685 BE350494 
438378 AW970529 
415912 HOSSSg 
412140 AA219691 
420552 AK000492 
402408 

432281 AK001239 
41S829 AW450198 
423739 AA398155 
418459 R85436 
421972 M18185 
437257 A1283085 
429830 A1537278 
420624 AB010575 
433023 AW864793 
421633 AF121860 
420507 AF093408 
432938 T27013 
41459S AI094221 
419635 NWL005033 
425312 AA354940 
425474 Z48054 
411027 AF072099 
432446 AA542845 
424513 6E385664 
436902 AW247145 
422789 AKD01113 
430056 X97548 
427617 D42063 



Hs.1189 
Hs.93581 



Hs.97053 

Hs.27 
Hs.46821 



Hs.75573 centromere protein £ {312kD) ^ 
Hs.267124 ESTs.WedHysiitulartoALU6.HUMANALUS 
Hs.20694 ESTs 

Hs.151738 maWxm8lanoproteInase9(gel3BnaseB 
nuclear IranscrfpUon factor Y, alpha 
E2F transcription factor 3 
bypolhetical pf oteb RJ 1051 2 
£272027 F.box only protein 5 , ,^ , ^ 
Hs.93304 phosphoiipase A2. group VII (plaWet-ac 
HS.1895Q7 phosphonpase A2. group IID 
Hs 166109 ELAV (embryotvc telhaJ. abnormal vision, 

C1400039r :^|749989BlpiiIT33295 hypoth 
Hs.1 64588 ESTs. Moderately simila' to neurwid ttir . 
Hs!l 18793 hypothetical protein FU10688 
Hs.50421 KIAA0203 gens product 
ESTs 

sorbitol dehydrogenase 
glycine dehydrogenase {decaibojqflaling; 
hypothetical protein FlJ200a6 

'H8.14W96 ESTs 

gbrHuman endogenous letrovlius K done 1 
Hs.283099 AF1 5q14 protein 
Hs.272151 ESTs 

Qb»a13b11.s1 NQjCGAP.GCBl Homo sapiens 
H&1039B2 sm^bdiictblecytoMnesubfamityB(Cy 
Hs.48926 ESTs 
Hs.184987 ESTs 
Hs.79337 KIAA01 35 protein 
Hs.146329 protein idnase aii(2(CHEK2) 
Hs.289014 ESTs.WteaWyslniilartoA43932mucin2p 
ESTs 

ribosomal protein L4 
Hs.120769 gb:zn43e07.s1Stra!ageReHeLaoells393 
KS.17240S cen division cyde 27 
Hs.131703 ESTs 

Hs.139226 fepOcafionfactorC(adrvatof1)2(40 
Hs.46677 ESTs . . . ^ 

Hs,127436 calcium channel, voltage-dependent, alpn 
H5.88g59 hypolhefical protein MGC4816 
HS.11S660 hypottielicdl protein FU12810 

Homo sapiens, Shrtlar to nuclear tocaTa 
Hs 13836 ESTs, Weakly similar to 138022 hypotheB 
Hs.13273 gb2r03f12.r1 Str^ene MT2 neuronal pr 
Hs.1 16265 fibrillin3 

Hs.238039 hypothetical protein FU11090 
Hs.2484 T-celltetikemia/lymphomalA 
Hs^8188 ESTs. Moderately similar to 154374 gene 
Hs.120817 ESTs 

Hs.96978 hypothetical protein MGC1 0764 
Hs-236844 hypothetical protein FU10652 
Hs.77204 centromere protein F (350/400kO, mitoan 
ESTs 

transcription factor AP-2 gamma (acfival 
ZWIOinteraclor 

uvea! autoantigen wHh coaed oddomai 
Hs.86434 hypothetica! protein FIJ21816 
Hs^69 ESTs.Weak!y8lmlIartoALU6jnJMAMALUS 
Hs.73625 RAB6 interacting, Hnesiivfll(e(rabkines 
hypotheticai protein 

NM_030920*:Horao saptens hypotheOcaJ pro 
Hs.274263 hypothelical protein FUIOSH 
Hs.163742 ESTs 
Hs.97600 ESTs 
Hs^68814 ESTs 

Hs.1454 gastric inhibitory polypepflde 
Hs.290931 ESTs. WeaMy slmaar to YFJ7.YEAST HYPOT 
Hs.225841 DKFZP434D193 protein 
Hs.98547 anutoride-sensitlvscaBon channel 3, to 

thrombospondin 1 
Hs.106260 sorfing nexin 10 
Hs.98397 A Idnase (PRKA) anchor protein 3 
Hs.3132 steroidogenic acute regulatory protein 
Hs.135150 lung type-l cen membrane-assodatedgly 
Hs.91728 potynvosiBsfederodemia airioanfigen 1 { 
H5,145958 ESTs 
Hs.1 58084 peroxisome receptor 1 
Hs.67846 teukocyteimmunoglobulin^ite receptor. 
Hs.294088 GAJ protein 
KsJ 49894 mitochondrial translafionai Initiatton f 
Hs.192729 ESTs 

Hs.120842 hypolheGca) protein FLI102S1 
Hs.228059 KHAB-sssodated protein 1 
H8.199179 RAN binding proteto 2 



Hs.23539 
Hs.61796 
Hs.42650 
Hs,49753 



Hs 



3.90 

3.68 

a88 

3.87 

3.86 

3.85 

3.83 

3.82 

3.80 

3.78 

3.76 

3.76 

174 

3.70 

3.70 

3.67 

3.66 

3.62 

3.62 

3.61 

3.60 

3.59 

3J8 

3.56 

3.55 

3.54 

3.53 

3^2 

151 

149 

148 

140 

140 

140 

136 

134 

134 

3.31 

130 

3.30 

126 

122 

121 

120 

119 

117 

117 

117 

116 

114 

114 

113 

112 

112 

112 

112 

112 

111 

111 

110 

110 

109 

107 

107 

107 

3.06 

106 

3.06 

104 

104 

104 

103 

103 

103 

102 

101 

101 

3.01 

3.00 

3.00 

3.00 

2.98 

2.98 
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406367 NhL022357:Komo8afriens putative melaBap 2.97 

418866 T65754 gtKyc11c07^1 Strabgenelung (937210) H 2Sr 

435918 AF263S38 H&86232 growth (CffBrenfi^ factor 3 2.97 

436511 AA7212S2 Hs291502 ESTs 2.96 

S 402660 Target Exon 2.96 

414161 AA136106 HS.1848S2 KIAA1S53 protein 195 

427239 BE270447 Utnqulfin carrier pntan 195 

433683 AI817723 Hs.22678 hypolhe&al protein aJ21 832 Z94 

417576 AA339449 Hs.82285 phosphoribosylglydnainldeiiHnv^^ 2.94 

10 402299 Target Exon 2.92 

420897 AA827705 Hs.26605 ESTs 2.90 

427719 AC93122 H5.134726 ESTs 2.90 

419131 AA406M3 Hs.109526 ESTs 2.89 

410048 W76467 Hs.343874 proline oxidase homolog 2.89 

IS 427314 AB033024 Ks.175475 K1AA1 198 protein 189 

424315 AW614850 Hs.193384 putatative 28 kDa protein 2.88 

430335 080007 Hs^9499 KIAA01 85 protein 2.87 

410381 BE391004 Hs.62661 guanytata binding protein 1, interferon- 2.87 

413686 AI469213 Hs.71404 ESTs 2.87 

20 429183 AB014604 Hs.197955 K1AA0704 protein 186 

430292 AK000634 Hs.238270 hypothetical protein FU20527 186 

422726 U11690 Hs.1572 ladogenitBl dysplasia (Aarskog^tl sy 186 

437834 AA769294 ^nz36g03.8l NCLCGAP.GCB1 Homo sapiens 185 

435159 AA668879 Hs.1 16649 ESTs 184 

25 428361 NM_015805 Hs.1838S6 transoiptiona] intermediary factor 1 184 

430388 AA3S6923 Hs.240770 nudear cap bindiRg protein subunit 12 184 

434070 AP1 16652 Hs.270087 hypothetical protein PRO0813 183 

429323 mi.001649 Hs.2391 apical pioteln. Xenopus laavis^ 183 

433247 AB040948 Hs.142856 KIAA1515 protdn 182 

30 415884 H22966 Hs,13471 ESTs 182 

427668 AA298760 Hs.180191 hypothettcai protein RJ1 4904 182 

437162 AW005505 Hs.5464 thyroid hornnns receptor coactivatingpr 181 

401091 decay aoceleraOng factor for compleirant 181 

425601 AW629485 Hs.140720 GSK^ binding prolflln FRAT2 179 

35 426597 AK000147 Hs.29S909 hypotheOca! protein FU10700 179 

417705 AW134gS2 HS.17S220 hypotheOcalproteiDFU 14541 179 

438243 Ai581311 ESTs 178 

418203 X54942 Hs.83758 COC28 protein kinase 2 178 

410704 BE076754 gb:CM1.BT0601.180200-121-b10 BT0601 Homo 177 

40 429063 AW363845 Hs.322903 ESTs. Weakly slmBar to A46010X-nnked 2.76 

427147 AA398587 Hs.97414 ESTs 176 

430552 AA176374 Hs.243886 nudearautoantlgente Sperm protein (his 176 

437660 W31708 Hs.55304 ESTs 174 

425237 U07695 Hs.155227 EphB4 172 

45 419335 AWg60146 Hs^84137 hypotheOcal protein FU12888 172 

426386 AA7488S0 Hs.125830 bladder cancer overexpressedprotan 170 

423123 Nl^012247 Hs.124027 SEIBiOPHOSPHATE SYNTHETASE; Human selen 170 

430988 AW972d30 gb:EST384925 MAGE resequences, MAGL Homo 170 

420596 NIUL002692 Hs.99185 p6lymerasB(DNA(firected).eps3on2 168 

50 419741 Nlil.007018 Hs.93002 ubIquiOn canter protein E2-C 168 

401464 histonedeacetylase5 168 

411656 H67899 Hs.4190 Homo sapiens cDNA:RJ23269fis,ctoneC 168 

411365 M76477 Hs.289082 GM2gangIIosMe activator protein 168 

419029 AA233397 Hs.326290 hypothetical protein FU1 2561 167 

55 421654 AW163267 Hs.106469 8iq)pressorGfvan(Sjoerevislae)34ike 166 

421535 AB0023S9 HS.10S478 ptrasphofibosytfoimylgtydnamUinesyntha 166 

423453 AW450737 Hs.128791 CGM)9 protein 166 

412673 AU)42957 Hs.31845 ESTs 165 

410006 AW732308 Hs.57783 eukaryoQc translation Initiation factor 165 

60 434159 AW13S214 Hs.191828 ESTs 165 

427260 AA663848 gteae70b06.8l Strdtageneschizo brain 81 164 

439053 BE244588 HS.64S6 chaperonln containing TCPl.subunit 2 (b 164 

414706 AW340125 Hs.76989 KIAAD097 gene product 164 

433979 AA620999 gb:aB03a0a8l SoaTes.testis.NHT Homo sap 164 

65 403969 ENSP000000346632incflngerprotein131 164 

420582 6E047878 Hs.99093 Homo sapiens chrooiosome 19. cosniidR2837 164 

418355 L42S63 Hs.1 165 ATPase, H7 transporting, nongastric, alp 163 

411127 AA668995 Hs.218329 hypothetical protein 162 

437205 AL110232 Hs.279243 Homo sapiens mRNA; cONA DKFZp964D2071 (f 162 

70 412123 BE251328 Hs.732gi hypothetical protein m 10881 161 

436481 AA379597 Hs.5ig9 HSPC1 50 protein sbi^ to ubiquilin^ 160 

408446 AW450669 H3.45068 hypotheQca! protein DKFZp434l1 43 159 

437033 AW248364 HS.S409 RNApotymeraselsubunit 158 

418592 X99226 Hs.284153 FanconI anemia, comptementalton group A 158 

75 415585 R59946 Hs.184852 KIAA1 553 protein 157 

424600 ALD35568 Hs.153203 MyoO famUy inhibitor 157 

426470 AA5287M H3.128844 ESTs 157 

42019 fim^m EUV(emb(yoniclethal. abnormal vtdorv 156 

421209 AJ010230 Hs.102576 ret finger protein^ 1 anOsense 156 

80 437498 AA452378 Hs.146668 Homo sapiens mRNA:cONADKFZp547J1 25 (fr 156 

401837 NM.025109:Homos8ptenshypolhettoalprot 156 

428743 AL080060 Ks.301549 Homosa|tomRNA:cONADKFZp564H172(fr 156 

422809 AX001379 HS.12102B bypolheficdprol8hFU10549 155 
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41B648 AW979223 
423020 AA383092 
430345 AK000282 
424075 AI8Q7320 
428728 NM_016625 
423755 AB037735 

424051 AL110203 

416734 H81213 

422406 AF025441 

433228 F28212 

411943 BE502436 

426181 AA371422 

423642 AW452650 

411571 AA122393 

419750 AL079741 

408209 NM.004454 

435726 8E535707 

404068 

403137 

434276 AF123659 
422283 AW411307 
42S652 AA766810 
416204 AW972270 
414713 BE4B5243 
425910 AA830797 
408875 NM.015434 
435244 N77221 
402679 

413943 AW294416 
433914 AF108138 
437812 A]5B2291 
410855 X97795 
423232 BE244625 
427578 A1591305 
409934 R91601 
423787 AJ295745 
420892 AW975076 
438869 AF075009 
434981 AW182577 
417911 AA333387 
409210 AA251812 
424425 AB031480 
411885 AA452636 
421567 AJ272137 
425159 NVL004341 
418678 NM01327 
431197 AL038596 
411630 U42349 
410968 AA199907 
421305 BE397354 
417153 X57010 
412389 AW94765S 
419359 AL043202 
403780 

437681 AI207958 
400205 

433160 AW207002 
432606 NM_002104 
425331 AW962128 
430606 BE266026 
424308 AW975531 
418821 AA436002 
437437 AA226869 
413437 BE313164 
425848 BE242709 
435532 AW291488 
430183 BE010038 
409342 AU077058 
430504 H52761 
427726 A1359144 
417115 AW9S2792 
412721 AW183165 
404071 

413762 AW411479 
425811 ALD39104 



Hs^2478 ESTs 

Hs.1608 replicatjon probein A3 (MkD) 
Hsl239681 hypolhefical prolein FU20275 
Hs 227630 REI-silendng transcription factor 
Hs.191381 hypottwtealprotem 
Hs.1325e0 hywilhetical prolein FU10312 
Hs.138411 Honu)sap(etismRNA;cDNAOKFZp586J1922{f 
Hs.14825 ESTs, WeaWy similar lo K1AA1503 protein 
Hs.116206 Opa4nteracling protein 5 
Hs.14953 KIAA1491 piolein 
Hs 7962 ESTs, Wcaldy similar to S44608 C02F5.6 p 
Hs!334371 hypothetical prolein MGC13096 
Hs.157148 hypothetical protein MGC13204 
Hs.70811 hypothetical protein FLJ20516 
Hs.183114 Homo sapiens CONAFU14236 lis. done MT 
Hs.43697 ets vananl gene 5 (ets-rdaled molecule 
Hs.113170 ESTs 

Target Exon 

N^L005381^Homo sapiens nucteolin (NCq. 
Hs.93505 leucine zipper, putative lumor suppress© 
Ks.1 1431 1 CDC45 (cell division cyde 45, S.cef8vis 
Hs.259290 ESTs 
Hs.195161 ESTs 
Hs.12664 ESTs 

Hs 1 84760 CCAAT-box-Wnding transcnplKW ractor 
Hs.48604 DKFZP434ai68 protein 

Hs.187824 ESTs . u i, . 

NIUL000478:HonK) sapiens alkaline phosphat 
Hs.144687 Homo sapiens cDNA FU12981 fis.,ck>™J.U[ 
Hs,112160 Homo sapiens DMA hBlte8sehomotag(PIF1) 
Hs 16846 ESTs, Weakly slmHar to 04HUD1 delmsoqu 
Hs.66718 RAD54(S.cerevislaB)-like 
Hs.1 25742 leudne-ftoh neuron^ protein 
Hs.169084 ESTs.HighlyslmilartoTUL3_HUNlANTUBBY 
Hs.1 90466 hypothelical protein FU225B4 
Hs.236204 nudear pore complex protein 
Hs.172589 n«deafphosphoproleinslmltertoS.ow 
gbiHorao sajilens fuB (engft insert d)NA 
Hs593ar77 ESTs 

Hs 8291 6 chaperonln containing TCPl, subuniteA { 
Hs.51 120 calhenddin antimicrobial pepfide 
H8.146B24 SPR1 protein ^^u,^^K»r 
Hs.131057 ESTs.ModeratdystmiIartoCRGDJHUMANG 
Hs.198265 matrix metdUoproleinase 25 
Hs.1 54868 caIbamoy^phosphate synthetase 2, asparl 

Hs.167379 cancerAeslisanUgen(NY-ESO-l) 

Hs250745 polymerase (RNA) ill (DNAdiiected) {62k 
Hs .71119 Putative prostate cancer tumor suppresso 
Hs!67397 homeoboxAl 
Hs.324830 diptherta tojdn resistance protein leqid 
Hs.81343 collagen, type 11. alpha 1 (primary <»Jb , , 

glR^4ff0003.14030(MJ314)07MT0003Homo 

chiomosome segregafion 1 (yeast homdog) 
C4001759:gi|133250lsp|P19474IRO52^HUMAN 
Hs.166556 Homosaptens,SimflartoTEAdomanfami 

NM_006265':Homo sapiens RAD21 (S, pombe) 
Hs.134342 TASPforlestis^pedficadriamydnsens 
Hs.3066 granryme K (serine protease, granzyme 3; 

gb:EST374201 MAGE resequences. MAG6 Homo 
HSJ1476 HomosapienscONA l^13672fi^f'f ™ 
Hs.1 54443 niiraduomosome mainlenanoe defkfent (S. 
HS.1831G1 ESTs 

hypotheOcal protein DKFZp762li)31 1 
Hs 75361 gene from NF2ftneningloma region of 22q12 
Hs.159637 vdyHRNAsynthetase2 
Hs.117305 Homo sapiens, done IMAGE:3682908.mRNA 

gb:PMM!NO176.10040O^1^04 BN0176 Homo 
Hs.54089 BRCA1 assodated RING doman 1 

Homo sapiens, done MGC.12617, mRN^ com 
Hs.143888 HomosapienscONA: FU23031fis. done L 
Hs.334612 small nudear ribonucteoprolBin pdypept 

Hs K600 ESTs 

C12000514*:flii7302471teb|AAF57556.1|(AE 

Hs.848 FK506*lnding protein 4 (59kD) 
Hs.159557 kaiyophcrin alpha 2 (RAG cohort l.lrapor 
Hs.120363 hypolhelted protein MGC15634 
uradHJNAglyoosyiase 



Hs.90073 



424935 AI655010 

415791 H09365 Hs.78853 

431667 AA812573 Hs.246787 ESTs 

424169 AA336399 Hs.153797 ESTs ,™ .^or 

436540 BE397032 Hs.14468 hypolhefical prolein MGC1 4^ 

418113 AC72141 Hs.83484 SRY (sex determining region YHwx 4 

403242 Targri Exon 

414732 AW410976 HS.771S2 ' (iftWiromosome maintenance defidert(S. 



ZS6 
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2.54 

Z54 

2.53 

^52 

2.52 

2.52 

2.52 

2.51 

Z51 

2.50 

2.50 

2.48 

2.48 

2.47 

ZA7 
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421002 AF1 16030 Ks.1 00932 transcription fodor 17 2.24 

43^ BE612940 Hs.88252 ESTs 2.24 

420333 AJ001383 H&970B4 tymphocyte anfigen 94 (mouse) homoiog (a ^23 

433844 AA61017S Hs.179647 Homo8apienscDNAFU12195fo.cloneMA 2.23 

S 427528 AU077143 Hs.179565 mtnlchronnsomemaintenanoe deficient (^^ 2^3 

430269 AK0019S2 Hs.238039 hypothetical protdnFUllOSO 2.23 

421016 AA504583 Hs.101047 trEnscripIion factor 3 (E2Aininuinoglol)ui 223 

436251 BES1S065 HS.296S85 nudeQlarpfotBln(KKE/D repeat) 2.23 

418826 AK000375 Hs.68820 HOCMC28P protsin 2^ 

10 428612 AA770001 ESTs 2.22 

433220 AI076192 Hs.131933 ESTs i22 

422225 BE245652 Hs.1 16281 zinc finger protein 266 122 

437549 AA7S9149 Hs.128757 gb:ah70eOas1 SoaresJestls.NHT Htsno sap 2.22 

409299 AA045650 Hs.53125 smaO nuclear ribonudeoprDtetnD2poiyp 2.22 

15 408665 T88845 Hs.1 12200 ESTs. Wealdy siniilar to ALU7_HUIUIAN ALU S 222 

408116 AA251393 Hs.289052 Homo sapiens, Similar to RIKENcONA 5430 2.21 

420062 AW411096 Hs.94785 TGF(t)eta)4nduced transcripton factor 2 2.21 

432820 A1554057 Hs.152477 ESTs 2^ 

430255 AK000703 Hs.323822 1^ sapiens mRNA for K1AA1 551 protein. 2.21 

20 420337 AW295840 Hs.14555 Homo sapiens cONA: FU21 513 6s. done C Z20 

407275 AI364186 gb:qw34h07j(1 Na_CGAP_Ut4 Homo sapiens 2.20 

418209 AA236776 Hs.79076 MAD2 (mitotic arrest deficient, yeast, h 2.20 

423875 AI990509 Hs.l 31342 small indxitsle cytokine suliTamay A (Cy ITD 

433698 H24201 Hs.247423 addudn 2 (beta) 2-19 

25 409101 N1UL004297 Hs.50612 guanine nudeottde binding protein (G pr 2.19 

435541 AA687361 Hs.221318 ESTs 2.19 

412019 AA485890 Hs.69330 Homo sapiens cDt^FU13835 lis. done TH 2.19 

418753 BE217818 Hs.87016 hypothetical protein RJ22938 2.19 

435461 AI075846 Hs.133996 ESTs 2.19 

30 402260 NM.001436^Homo saddens fibrfllarin (FBI 2.18 

421098 AI697901 Hs.19242S ESTs 2.18 

400587 C10000649*:fli(7296574|gblAAF51857.1|(AE 2.18 

407832 AW976516 Hs.283707 Homo sapiens cONA: aJ21354 fis. done C 2.18 

427159 U80735 H$.173854 PAX transcription adivaOon domain inte 217 

35 405770 NMJK)2362:Honio sapiens melanoma antigen. 217 

412722 At343300 HS.1S091 ESTs 216 

414334 AA824298 Hs.21331 hypothetical protein FU10a36 216 

438192 A1859065 Hs.293807 Homo sapiens AFG3L1 isofomil mRN^ part 216 

417420 T85150 Hs.268814 ESTs 216 

40 421308 AA6B7322 Hs.ig2843 teudne zipper protein FKSG14 216 

412851 AI826502 Hs.97269 ESTs 216 

414702 1^05 Hs.76932 cell division cyde 34 216 

409670 Ai368109 KIAA1 856 protein 216 

419926 AWg00992 Hs.93796 DKFZP566D2223 protein 215 

45 417863 AB000450 Hs.82771 vscdnia related kinase 2 215 

434750 BE019254 Hs.4112 Vcomplexl 215 

410252 AW821182 Hs.61418 microfibrinar-assodaled protein 1 215 

416574 N28754 M^ihase phosptuprotein 9 215 

409019 AW385412 myosin regulatory Oght chain 2 smooth 215 

50 416608 R11499 Ks.189716 ESTs ' 214 

436027 A1864053 Hs.39972 ESTs, Weakly similar to (38588 reverse! 214 

408161 AW952912 Hs.300383 hypolhetica] protein M6C3032 213 

422805 AA436969 Hs.121017 H2AMstDnafemny, member A 213 

410284 U50939 H3.61828 amytdd beta precursor pmtehvtindingp 213 

55 434274 AA628539 Hs.116252 ESTs. Moderately simliar to ALU1J^UMAN A 212 

430935 AW072916 zinc finger protein 131 (done pHZ-10) 212 

433252 AB040957 H8.151343 KtAA1524 protein 212 

416819 U77735 Hs.80205 ptnv-2 oncogene 212 

437218 AL117497 H5.58185 ESTs. WeaWy similar to T42727prolfer8 212 

60 407239 AA076350 Hs.67845 leukocyte immunogtobuBfrBke receptor, 212 

433947 AA927996 Hs.1 12876 ESTs.WeaUy6imilartoAF1295351 F-box 211 

424727 AWS90378 Hs.152519 hypothelic8)proldnFU20674 211 

435703 AW630133 Hs.83313 GK003 protein 211 

420297 AI628272 Hs.88323 ESTs. Weakly simiiar to ALU1_HUMAN ALU 8 211 

65 422192 AA305159 Hs.113019 fls485 211 

407961 AW672939 Hs.41694 origin recognition complex, subunit 2 (y 210 

410193 AJ132S92 H8i8757 zinc finger protein 281 210 

414151 AW976468 Hs.257245 ESTs 210 

434789 AW292515 H3.194317 ESTs, Weakly similar to T08680liypQttie8 210 

70 424196 AL133660 Hs.142926 Homo sapiens beta cysteine string protd 210 

408831 AF090114 Hs.48433 endocrine regulator 210 

414733 BE514535 Hs.77171 mintohronnsomemdMsnancedefldent(& 209 

434523 AA703709 Hs.23410 translocase of toner mitochondrial membr 209 

409637 AA323948 Hs.55407 Homo sapiens mRNA; cONA DKFZp434K0621 (f 209 

75 403532 NM-024638:Homo sapiens hypothetical pral 209 

432141 BE410954 Hs.272736 nudear receptor binding protein 208 

409014 H83115 Hs.49760 origin reoogrdlloncomplBX.8ufaunft 6 (y 208 

410575 BE207480 H5.6994 Homo saptonscONA:FlJ22D44lis. done H 208 

41S071 mOZm Wimm HoinosapienscONAFU11335fis.don8PL 208 

80 418755 Y14443 Hs.88219 zinc finger prot^ 200 208 

4061 37 N|l4.000179*:Hamo sapiens mutS (E. colO h 207 

409893 AW247090 Hs.571G1 minichromosome maintenance de&cient(S. 207 

421413 AI826128 Hs.55209 ESTs. Weakly stnvlar to A49364 59 protei 207 

602 
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15 



20 



25 



30 



35 



434283 AW235341 Hs.58715 ttilamlna pyrophosphoWnase 

417230 U40998 Hs.81728 unc1t9{C.etegans)homo!o9 

425966 NKL001761 Hs.1973 cydinF 

431393 AW971493 Hs.134269 ESTs.WghlysimII» to cytokine recepto 

407162 N63855 Hs.1 42634 zinc finger protein 

422382 D73988 Hs.115778 KIAA0166 gene product 

402677 NM„M0478iHomo sapiens alkaline phosphat 
433017 Y15067 Hs.279914 zinciinger protein 232 

424577 U09414 zinc finger protfiift 137 (done pHi-30) 

418883 BE387036 Hs.1211 acid phospl>alase 5. tartrate resistant 

424959 N|yL005781 Hs.1 53937 activated p21cdc42HsHnase 

402678 Target Exon 

408146 R45621 Hs.B1057 hypothefical protan MGC2718 

420027 AF009746 Hs.94395 ATP-binding cassette. sul>4aniiJyD (AID) 

427447 T65414 Hs.6647 Homo sapiens cDNARJ13088iis.ck)n8MT 

433219 AB040916 Hs.24106 KIAA1483 protein 

431128 AF0a5243 Hs.283619 zinc finger protein 236 

407136 T64895 Hs.287420 Homo sapiens cDNAOJ 11 533 fc. done HE 

419669 AJ007041 Hs.92236 K1AA0304 gene product 

• 419594 AA013051 Hs.91417 topoisomerase (DNA) II Ending proten 

426242 AL096727 Hs.168249 Homo sapiens mRNA;d}NADKFZp434B104(fr 

432185 AA221032 Hs.272838 hypothetical protein FL110494 

437108 AA434054 Hs.80624 hypottwtical protein M6C2560 

408636 BE294925 Hs.46680 CGI-12 protein 
420005 AW271106 Hs.133294 ESTs 

412783 fiE27673B Hs.74578 DEAD/H (Asp^u^l^AspWis) Iwx polypgj 
415319 AA659823 Hs.34955 Homo sapiens cDNAFU13485fis. done PL 
425358 AUJ796S8 Hs.338207 FK506 binding protein 124apamydnffiS0C 
409617 BE003760 Hs£S209 Homo sapiens mRNA; cDNA DKFZp434K0514 (f 
438450 AI050866 Hs.65853 nodal, mouse, tiomotog 
431629 AU077025 Hs.255827 Interferon. alplia^ndudWe protein (do 
424934 U75370 Hs.1 53880 pdymerase(RNA) mitochondrial (DNA dire 
436291 BE568452 Hs.344037 protdn regulator of cyloWnedsl 
414251 AL042306 Hs.97689 VASA prolan 
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2.06 
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2.04 
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2.03 

Z02 

2.02 

102 
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2.01 
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TABLE SIB 

Pkey: Unique Eos probesetktenGGernumlier 
CATnumt)en Genedusternunttwr 
Accession: Genbark accession numbers 





Pkey 


CAT Number 


45 


432666 
423458 


144„7 
30480.1 




418477 


4172_1 


50 


436812 
436899 
437421 
430676 


659779^1 
1O00797_1 
g78554J 
G0836J 


55 


427521 


513212.1 


436909 
429228 


S96B35.1 
215430J 


60 


435514 
422689 
421974 
414136 


13228BJ 
874209.1 
864120.1 
30243.1 


65 


417888 
418235 
414725 


1031334.1 
886897J 
19377J 


70 


434609 
408065 
412537 


14739_1 

101881J 

14066.1 


75 








415684 
433641 


18e95_18 
35983J 



80 



Accession 

BG215094BG198867 BG196332BG208220BG212418 

AW978773AW298067 AA810101 AW194180AA731645A1690673 
AA764852AA736937 

SSS3SbIi44813AW81203BBE144812^^ AUI 24350 BE061 602 BE061 604 BF922595 BE061603 

AA548736AA768578AI539081 AW02S957 AA736837 N79575 AW594357 AA480892 

AVU96g605A15S3633 
AAS833S6 AW592804 AI150287 
AW954733AA315008AW856665 

i5Sj5K'Am8M«AA459140AAB43893AI566516AWW17^ 

5;^^^n96K«BESBSlBF96Sffi2AA766261 A1769894 AA135833 A1831542 N63376 AA214aBAU1544a6 

S7^X2^6^SSaA598549AW439151AA426273Z«^ 

AA2109B7 D57294 AA214584 AAOTMB D55572 

SK6'SS*K^SwAU153SlHAI6S(OTAV«12116 
K6«SESKei^AWwS271269AWriS65Alir^^ 



81054316 

Sa^^.«4M05?30^^^ 



424281 



AA382556 AW235763 AA927051 A1862075 BE886691 BE619282 

^S^mSmmn AA463992 AW665466 BF512210 U87595 U87589 ^^J^f^^.^^^^^L. i 
S6Sh69001US7596BE673974AI797496A1701526AA703333AW139734 H92278 K66^^^ 

Sl4S^«97BF59341^ BG231271 BF773517 U87594 BF062180 BE466420 A1887798 BF674385 AA204735 AW496808 AA204833 

AA207155 Bt004756 AA206262 AI36S204 H77608 AW590511 

AA338252AA338213 

603 
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438243 
410704 



430968 
427260 
433979 
426919 

436869 
412389 
400205 



2532601.1 
1054673J 



1237n5J 
11272.50 
2076469 1 
347372^1 

52134.1 

1174403_1 

253B_1 



427298 115241 1 AA933717 BF061897 AW628327 AA541788AA400495 

420216 191547 1 AVV958037 R42557Ai337047AA946360AI638Q05AA459950Al62491SAI638047AI4678S6AI521826AA860305^ 

AW779380AA609879AI634791 AI493770AI565211 Z41145 AI627952AA303734BE349457AW19e765AA2S6$Z78E0897Z7 

418D49 1205^.4 AJ314847NMJD52888BM94693AA835065AI634477A1338678AI807G96BF477887AI701147Z39187 R3 BI222234 
AV731417 R42406 H04996 T98498 R12489 R12577 R42405 

433023 3970 8 BE999967BF438599AVV864793AI802B99BE815132AW466888Al672189A1052004BF112024AA772335AVV27S^ 
A1968683 AAB46876 AA927355 K80424 AW973295 R88209 F29868 BE928871 

418866 245947J TG5754AA22985BAA22S857 

427239 20459 2 At532380BE794750AA582906AIOtS067AW271034 86271636 AW075177AW071374AI345565AI307208BE1^^ 

AW07S006 AW075181 AA46401 9 AW302733 AW075100 AW073433 A1802854 AI334909 A1802853 AI345036 AI348921 AI340734 A1307478 
AI251289 AW302327 AW072520 AI312145 AW073556 AW072S13 AW071289 AI307559 AAB76186 T29587 AJ307493 AI255068 AI252868 A1252839 
AW074809 A1252926 AI2S2160 AI251662 A12S1262 AI810913 AI270787 AI2701S6 A1252075 AW073469 AW072901 AW0724g8 AW071420 
AI305762 AI254764 AI802837 AI2S1264 AWD73049 AW071311 AI340643 BE138965 BE138S02 AW0734S6 AI334733 AI0S4335 BE139260 
AK)54302A1054060A10S4057AI053722AI289711BE133228AW470478AVV271039AVV302085BE0^^ 
BF71 8773 BF71 8645 AW074866 BE857822 
437834 294S80 1 BG110129AW749287BE535498AW49299AVV749293AW749302AW74929BAVV749291 AW49294AW^^ 
AA769294 AW749297 AW749295 AW749292 BE002573 
AI58131 1 AA781682 AA78167B 

AW677458 AW877524 BE076922 BE166912 AW840S34 6E0767S4 AW797829 BE166905 BE166926 AW8m62 BE166927 BE166932 AW877523 
BE166917 AW877529 BE156928 BF351394 AW877522 AW877S2B BE166861 BE166866 BE16e913 BE166919 AVWn456 AWB77537 6E076866 
AW840571 

AW972830 AA489820 AA527647 AA570362 
AA401424 AM00100 AA663848 
N50454AA620999T1637S 

BI917595 AI203314 AL041228 AV727959 061381 D82004 BI753157 AA961066 AI990307 BF439851 AM5M^ 
AW183530 AA393346 AA935601 AA628833 Ai150282 A1028574 AI217182 AA431478 AW087473 AW9002g5 H500S5 AU)41229 BI917726 
AF075009 R63109 R63068 
AW947655AW984020 

NM.006265 038551 X98294 BM477931 BM461 566 AU 123557 AU 133303 AU 134649 AW500421 BM172439AWS00587AW503655AW504355 
AW503640 BM152454 AW505260 A181S984 AW504075 AW500716 At597310 BC001229 BM474371 AA984202 AU135205 BE090841 AW163750 
BF747730 BF898637 AI206506 AV660B70 AV6921 1 0 AW386830 AV656831 NB4710 AW993470 8F086802 BR58454 B6960772 BF757769 
BI870853 BE01 8627 C75436 AW148744 BF7S7753 BG822067 BE909924 AA708206 B6530266 BF96B015 AW992930 BFB88862 BG53662B 
AA143164 AW748953 BG498922 BF885190 BF889005 BF754781 BF800003 BhM76529 A1527668 AW028126 AL04601 1 BF58066B AI017447 
AA579936 AI357597 AA699622 BE280597 AI1 24620 AI082548 AW274985 AA677870 AI056767 BE551689 AA287642 H94499 AI752427 AI652365 
AW002374 AW062651 AA360834 N68822 AU135442 AU125960 Z78334 BE545813 AI092115 BF312771 BF242859 B6533616 BG533761 
BG164745 BG492433 BAM731 83 AA1 72043 AA172069 AU157092 AU151 353 AU15531 8 BE30221 1 AI375022 AAO^ 
AA132730 AA1151 13 AA909781 A1475256 AA424206 AW572383 AW084298 A1184820 AI469178 AA782432 H92184 AA340562 BF195818 
AA852821 AW576342 AAB27107 AA173317 AW19C014 AI91B514 AA729372 AA729718 A!055958 AA331424 BE328601 AA515690 BI018896 
AW528277 AA748368 AA625222 B6492638AW380520 BF80005B AW37095$ AA290909 R25857 BG952995 BF801437 AA172077 AU155890 
AU1497e3 AI720804 AA902936 AA865727 AI470830 AV740677 AA142982 AA482485 AU145485 AW576399 AU166042 R63448 BF246427 
BE928472 D25910 8F758439 BFg68785 BE56S238 AA355981 AI906607 6G291148 BG533096 BG532888 BF030886 6G613756 BE928471 
BG574501 AA187596 AA361ig6T955S7B6531446B65272426GS27513BG811106AA08599SBFB472S2BG024608B£540261 BG531236 
AL578993 BG108733 6G483503 BG571032 BG492S05 

425331 1227464.1 AA427363AW982128AA355353 _ , ^ 

437437 6087 1 80)09352 8C014630AU131857 A1527140AU131768 BI769362 BI753220AU129686 AU12B771 AA314135AU^ 

AA258503AL597351 AL359619BG697218 6)254283 A)743846AA236444AA397533AA247450AI051464AI224S33AU153442AU151 001 
AU152621 AU151829 AU153089 AW269958 AU1541 95 AI862764 AIS89780 AW273839 AI338155 AI126632 BE046048 AA976930 AI289304 
A1625961 AI222288 A1280054 AA973329 A1524252 AI242371 AA29651 7 Al5e7865 A15905B1 AJ34661 6 AW?4791 3 AI422051 AI475352 A1689531 
AW469308 AW198034AA936939AU151059AU148134AA486419AU1S1953 Ai830968B1493265 BI493264AU149861 BE268763AV763495 
AWg62827 BM480300 AA226869A1.52936B8M4S1957AU132714BI871319AA380739Bigi1351 BF795906BE548853AW579751 
430183 17316 1 AK055746 AA039909 BE1832B2 W60721 AA464867 AA398986 T672B0 BF995661 AI875065 BG001051 8064727 BF766707 BF764717 BF764852 
BF173139BE010038 

430504 5477 6 BE219720BF475241 Al571723BE2198«Bl7892B8AI224899AA724864AVmi467AA480255AVV845616AI440^ 

AW300064 AW2S2133 H21568 AI363015 AIB&4914 H86948 
428612 1383189 1 AA770001 AA431112AA432126 

409670 8882 8 ~ AI625045AW504152Al469086AA905873AW504662A\m36114AI927270BE041754Al648386AA652655A^^ 

AI400147AI381657AA676551 AA974357 AW1 17437 A1570383AI242456AI274581 AA678138 R49939 AI393926AA345854 AWB05850 AI8697B0 
AW391171 R77044 

418574 12009J AW955043 AI990326 AA776406 AI016250AW451B82 AA843878 BF916900 AW945895 AI979339 N23129 W70051 AA322672 N23137 

409019 32320 4 BM4a0413N28908H39792BE240826BEB82093BE240827AW868837BF7397g5AA70Q834AA769S97AA469668AVV9688^ 
A1093280 AI21 6457 AA063138 AI632958 AW51 5005 AI570530 Z41724 AA748789 AI696S84 AA062544 AA773643 AA490285 

430935 15297 3 BC017923AA789302AW466994BF513878AJ819642AI184913AW469044AI220572AW072916A1280239AI473^^ 
AA489195 N59350 AA693435 BG531204 AM84243 AW514092 

424677 2518 37 U09414NM.003438AAS03545Ai022449AA043458AA766074AA765442AA805052A1028211 AW80970^ 



TABLE 51C 

Pkey. Unique numteroonespondng to an Eos probeset 

Ref: Sequence source. Tlie 7 dgU numbers bthbcoiunn are Genbanklde^^ 

humai chromosome 22" Dunham, etal. (1999) Nahce 402:489495. 
Strand: Indicates ONA strand from which eioins were pr^^ 
HipceSkn: IndlcalBS nucleotide positions of predicted exons. 



numbers. -0unh8m,et8L' refers to the publcationenfiaednheDNA sequence of 



Ptoy 


Ref 


Strand 


NLposiBon 


406547 


7711513 


Minus 


172780-174358 


402145 


8018280 


Phis 


113086-114800 


402199 


8576116 


Minus 


84187-84744 


401435 


8217934 


Minus 


54508^5233 


402408 


9796239 


Mnus 


110326-110491 


408367 


9256126 


Minus 


5831^-58489 


402680 


8113438 


PfciS 


137634-137768,139702-139893,140475-14059 


402299 


6G93370 


Phn 


23367-25175 


401091 


9958240 


Phis 


94760-94898 



604 
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15 



401464 


6682291 


Minus 


403969 


8569909 


Plus 


401837 


7630990 


Minus 


404068 


3168621 


Minus 


403137 


9211494 


Minus 


402679 


8113438 


Plus 


403780 


8076989 


Plus 


404071 


7210053 


Minus 


403242 


7537817 


Minus 


402260 


3399665 


Minus 


400587 


9887626 


Plus 


405770 


2735037 


Pius 


403S32 


8075842 


Minus 


406137 


9166422 


Minus 


402677 


8113438 


Pius 


402678 


8113438 


Plus 



170688-170834 

31237^1375.32405^6 

120993-121095.121660-121729 

18123-18766 ^^^^ 
92349-92572.92958-93084.93579437l2.9a94 

132079-132216 

93160-93409 ^^^^ 
167354.167859.168810.168920,169000-16910 

11297-12511 

113765.113910,115653-115765,116808.11694 

25435-2S588.25668-2S747 

61057-62075 

8175&«1901 

30487-31058 

22135-22309.23063-23238 

37395.37514,3786647981 
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TABLE 52A: 

Ptey: UniqueEosprobeseHdenfflierraimbar 

ExAccn: Exemplar Accession number, Genbank accession number 

UnlgenelD: Unlgene number 

25 



ExAccn UnigendD Umgene Title 



30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



414438 
424247 
416680 
412948 
438091 
406858 
418174 
409038 
413063 
430542 
428928 
432730 
444562 
446525 
4170B8 
418870 
433800 
426295 
406856 
417139 
440207 
422578 
432359 
420367 
429978 
440440 
423673 
412636 
435538 
446899 
442562 
406656 
446619 
423961 
425543 
420676 
406820 
440869 
447526 
414587 
446627 
449571 
413787 
410315 
414092 
422714 
439180 
444784 
406648 
448588 
433423 
429490 
432606 
407882 



AI879277 
X14008 



Hs.76136 
Hs.234734 



tbioredoxin 



AW245540 Hs.79516 
BE243313 H9J34851 



AW373062 
A192096S 
L2Q688 
T97480 
AIJ035737 
A1557486 
BE40g838 
AK)66520 
AA186715 



HSJ7961 
Hs.83656 
HS.S0002 
H8.751B4 
Hs.1 19122 
Hs.194657 
Hs.131358 
Hs^29 



AW967069 Hs.211556 
M54915 Hs.81170 



AF147204 
A)034361 
AW367283 

AW515336 Hs.29797 



HS.894U 
Hs.135150 



M69043 
A1371978 
AF239666 
AA076049 
AA259090 
AA249027 
Z28925 
BE003054 
NMJD04415 

AB011540 

NM_00S397 Hs.16426 
BE379584 



HS.8132B 
Hs.128326 
H5.1545 
H&274415 
Hs^57028 

Hs,7188 
Hs.1695 

Hs.4930 



M16714 
AU076643 
013666 
R23313 
AI434780 
AI2239S8 



Hsi9643 
HsJ13 
Hs.136348 
Hs.334895 
Hs,4248 
Hs.108124 



NM_014297 Hs.7486 

AL048753 Hs.303649 

NM,004862 Hs.76507 

Ai973016 Hs.15725 



brain abundant, membrane attached signal 

UMandSH3prole1n1 

raidear receplor subfamHy 1. group I. m 

major hislocompaliblfity complex, class 

Rho GDP dissodalion InhibHor (GDO bet 

smaR inducible cytokine subfamily A {0/ 

diilinase ms 1 (cartilage glycoprate 

nlxisomai protein L13a 

cadlierin 1. type 1, tcadlierin {epitheli 

ESTs 

RIKEN cDNA9130422M19gene 
|)ypotheticd proleiii M6CS487 
pim-l oncogene 

chemokine (C-X^ mofif). receptor 4 (fus 
hKig type-l cell membrane-associated gly 
zinc finger protein 6 (CMPXI) 
ribosomal prolan 110 
nudear factor of kappa light polypeplid 
ESTs , 
caudal type homeo box transcription fact 
Homo sapiens cOKA f^J102291i5. done HE 
ESTs 

libosomd protein S6 . 

sema dom^n, knmunoglobulin dom^ Og}i 

matrix metaSoproteinase 1 2 (maciopiiage 

desmoplakin(OPI,DPtQ 

low density lipoprotein receptor-related 

podocalyxin-rike 

donchyWiphosphooDgosaccharidefrolel 

WstocompdDbifity comptex, dass 
secreted phosphoprottin 1 (osteoponGn, 
perh)stin(0SF-2Ds) 
ribosomal protein L10a 
vav 2 oncogene 
ribosomal protein S4,X.lu*ed 



Hs.200266 

Hs.17825 
Hs.75752 
Hs.119387 
Hs.199067 

Hs.11951 

AA563730 Hs^477 
AI970276 Hs.156905 



AW016812 

A1352558 

A1638871 

Z14244 

AB018335 

AI393742 

D12485 



BE407127 
A1971131 



Hs.8997 
Hs.23889 



NM.002104 Hs^ 
BE548267 Hs.337986 



smdl inducible cytoldne A2 (monocyte di 

IPS^nduoedTNF-dpiiaf^ 

hypothe&slproi^SBB148 

ESTs 

tyrosine 3^nonoOIqfgcnase/^ryptDphan 5flio 
Homo saidens d)NA: aJ22524 fis. done H 
cytochrome c oxidase subural Vllb 
1CAA0792 gene product 
v.eib-b2 avian erythroblasfic leukenna v 
ectonudeofklepyraphosphatasa^Qsphodl 
major histocompaa^iay complex, dass 
KIAA1676 

heal shock 7QW) prolan 1 A 
ESTs. We*tysimilartoALU7«HUMAN ALU S 
granzyrie K (serine protsase. granzyme % 
Homo sapiens cONA aJ 1 0834 fis. done OV 



R1 

51.77 

49.93 

49.20 

44.46 

40,70 

39£4 

38.70 

38.25 

37.50 

3722 

35.9& 

35.25 

31.69 

31.33 

31.20 

29.93 

29.35 

29.32 

28J3 

27.99 

27.75 

28.95 

26.90 

26.50 

26.43 

26.36 

26.23 

26.15 

25.25 

25.25 

25.15 

25.13 

24.78 

24.48 

24.38 

24.18 

23.96 

23.80 

23.56 

23.22 

22J93 

22.83 

22.81 

22.68 

22.45 

22.45 

22.30 

21.69 

21.58 

21.23 

21.19 

2a70 

20.80 

20.57 
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4207S4 
425769 
424600 
412915 
452322 
410143 
42G759 
430253 
425535 
411573 
452874 
408869 
421379 
426083 
429163 
450000 
450377 
430255 
440528 
444381 
420028 
414682 
428782 
415221 
429614 
418707 
412025 
417407 
424326 
446921 
425996 
402474 
450937 
427521 
421181 
443523 
449338 
429469 
425945 
430332 
427691 
406786 
431639 
451106 
45 408380 
445863 
456236 
406791 
414020 
440273 
417640 
446108 
410185 
422105 
415899 
428227 
427820 



5 

10 
15 
20 
25 
30 
35 
40 



50 
55 
60 
65 
70 
75 
80 



422241 
436860 
418509 
444060 
412623 
408989 
425234 
417144 
41032S 
415938 
433412 
418151 
426996 
447211 
417426 
41442) 
444051 
454413 
452651 
450581 
420982 
407112 
410598 
428664 
448412 



W79431 
U7»13 

AW087727 

BE566343 

AA168169 

T11832 

AK001514 

AB007937 

AB029000 

AK001061 

AI493S91 

Y15221 

AW962712 

AB014604 

A1952797 

Ae033091 

AK000703 

BE313555 

BE387335 

AB014680 

AU)21154 

X12830 

W07418 

Ai371172 

U97502 

A1627451 

AA923278 

NM-014479 

AB012113 

W67330 

R49131 
AW973352 
NM.005574 
AK001575 
H73444 
M645S0 
AW410669 
R51790 
AW194426 
AW161678 
AK000680 
BE382701 
AF123050 
R12234 
AF045229 
A(220684 
NM-00^ 
AIB05392 
D30857 
ALJ036S96 
6E294068 
AI929700 
X78992 
AA321649 
6E222494 
BE2976G0 
Y00062 
H12751 
AB028624 
AA34Q277 



AW361666 

AW152225 

AA382104 

A8023154 

BE383S07 

AV653729 

AAS64238. 

AW966934 

AL161961 

1^002291 

AA043424 

N48373 

At653672 

AI218918 

AF081513 

NhL0OS9O4 

AAO708O1 

AI617130 

AK001666 

At219083 



rSxjsomal protein L22 2(M0 

Humai RPII 3-2 pseudogene mRNA, oompiete 20.15 

MyoDfiamly inhibitor 20.10 

NM.004541:Kofno sapiens NAOHdehydfogenas 2a01 

glularedoxin (Ihioltiansferase) 19.89 

KIAA1191pfrtein 19.41 

Homo sapenscONARJ11381Gs. dona HE 19.08 

hypotheficd protein ai106S2 19J)3 

K1AA0468 gene product 1&-78 
KIAA1077 protein • 18^ 

hypothetical protein aJ10199 18^ 

pktelet/endothellal ceO adhesion molec 18i2 

smatlindudbla cytokine sul)fafnilyB(Cy 18^ 

ESTs. WeaMy sinn1artoAF1910201 E21G5 18^ 

KIAAD704 protein 1M8 

liypolheScai protein FLJ21709 18.44 

KIAA1265pnrtein 18.40 

Homo sapiens mRNA for K1AA15S1 protein, 18.15 

KIAA1224 protein 18-05 

ESTs. WeaWy simJar to S64054 hypolheli 17.98 

cart)0liydrate(N-aDetyiglua>sairine-6-O)8 17.80 

inhibitor of DMA binding 3, doniinant neg 17.75 

lnlBrteuWn6recepior 17.48 

annexlnAI 1^.47 

hypolhetical protein MGC4248 17.40 

buiyropWEn, subfamily 3, member A2 17J0 

WlslcotNUdrtch syndrome protein interac 17.14 

ESTs. Weak^ similar to protease [H.S8pi 17.13 

AOAMtedisintegnn protease, decysin 17.10 

small Inducible cytolcine subfamily A (Cy 17.03 

hypoiheyeaIprotBmAL110115 16.98 

NM.00407g:Homo8aptens cathepsin S (CTSS 16.98 

ATP-dependant1ntBf1eron re^xmse protel 16.98 

ESTs 18-83 

m domain only 2 (rhomboSn^ite 1) 16.93 

hypothefical protein FU10713 1&53 

adrenomeduEn 16-36 

glycine dehydrogenase (decartxscytating; 16.23 

salute earner family 25 (mitochondrial 16.21 

Humancione23933mRNA8equence 16.15 

ESTs 16-13 

ferrtfin. light polypeptide 16-11 

phosphoprotein assodaled with GEMs 16.10 

NWC oncogene 16.09 

dlubiquifin 16-00 

Homo sapiens done 25026 mRNA sequence 15.99 

regulator of Gixotein signalling 10 15.70 

hwnogloUn.dpha2 15-69 

small inducible cytokine M (homologous 15.64 

Homo sapiens cONA: FU23S23 lis. clone L 15.55 

protein C receptor, endothelial (EPCR) 16-55 

A kinase (PRKA) anchor protein 2 15.53 

ImmedlalB early protein 15-^9 

endosuIUne alpha 15.23 

butyrate response fkrtor 2 (EGf -response 15.23 

small inducible cytokine subfamily B (Cy 15.05 

inhibitor of DNA binding 2. domutant neg 15.02 

moesin 14.96 

protein tyrosine phosphatase, receptor I 14.88 
PR01914 protein 

ATP 8ynlhase,H transporting, mitochondr 14.84 

Hanio88ptenscONAFU20167lis.doneCO 14.78 

H8.74170 mel^1hioneln1E(hinc1iondI) 14.70 

Hs.49500 KIAA0746 protein W.53 

Hs.165909 ESTs. WeaWysknDar to 138022 hypothefl 14.48 

HS.B1337 lectin. galactosIdfrWndlng, soluble. 9 1431 

Hs.62264 KIAA0937 protein 14-23 

H8.7B921 Akhase(PRKA)anchorprotBln1 14.20 

Hs3185 CGM4 protein; sUifkls dehydrogenase B 14.19 

Hs.83583 acHn related protrin 2/3 complex, sutnin 14.18 

Hs.173108 Homo sapiens cONA:FU21897fis.ck)neH 14.13 

Hs.177e7 KIAA1554 protein ^4.08 

Hs.82124 Iamiran.beta1 ^4.08 

Hs.76095 Immediate earty response 3 14.04 

Hs.1 0247 activated leucocyte cell adheskm molecu 14.02 

Hs.40092 PNAS-123 13-93 

Hs.30209 KIAA0854 protein 13.86 

Hs.25195 TGW)B!a4 13.85 

Hs.100602 MAD (mothers aganst decapentaplegic. O 13.78 

HS51615 ESTs, WeaWyslmlar to ALUTjiUMAN ALUS 13.63 

Hs.gi95 Homo sapiens cONAaJ 13698 fis,ck)ne PL 13.59 

Hs.189095 similar to SALL1 (sal (OrosopMlaHike 1357 

Hs.42532 EST6.Moderately6anlI»toALU8_HUMANA 13.53 
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Hs.346911 
Hs.159486 
Hs.153203 
Hs.74823 

Hs.28988 

Hs.127797 
Hs.236844 
Hs.158287 
Hs.70823 
Hs.30925 
Hs.78145 
Hs.103982 
Hs.126712 
Hs.197g55 
Hs.10888 

Ks323822 
Hs.7252 
Hs.293713 
Hs.8786 
Ks.76884 
Hs.193400 
HS.7822S 
Hs.211539 
HS.B7497 
Hs.24143 
Hs.290905 
HS.14S296 
HS.16S30 



Hs.26267 

Hs.184585 
Hs.9536 
Hs394 
Hs.27 
Hs.164280 
Hs.239483 
Hs.20726 
Hs.111334 
Hs.266175 
Hs.25960 
Hs.44532 
Hs.13396 
H$.82260 
Hs.347939 
Hs.75703 
H5.325335 
Hs.82353 
Hs.42322 
Hs.737 
Hs.1 11680 
Hs.78909 
Hs.2248 
Hs.180919 
Hs.170328 
Hs.170121 
Hs5327 
Hs.85539 
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430268 
445055 
447534 
408822 
428065 
425289 
436388 
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452436 
445817 
408437 
435522 
415857 
406743 
407951 
435080 
418299 
430630 
409208 
422511 
43B915 
437374 
433793 
409963 
412247 
413497 
436B76 
432409 
453020 
419384 
410275 
432805 
416975 
450719 
423753 
418480 
402145 
407179 
433208 
447735 
408912 
422068 
431427 
427761 
449246 
436075 
440774 
430594 
419223 
424528 
444656 
420943 
450294 
413686 
406701 
424687 
407252 
44S929 
451864 
429307 
434280 
447519 
417365 
418945 
406775 
437103 
449961 
441244 
450139 
427202 
449944 
446682 
413866 
430068 
424950 
434442 



AWg53935 
AW500715 
A1634046 
AW139342 
H87136 
AA804769 
BE077546 
N{JL003542 
AW957744 
N64214 
AA866115 
AA911568 
W77762 
Ai831760 
AA279530 
AW269920 
Y00093 
AU076442 
AA280174 
AL359571 
AW97S959 
AA133590 
AF022375 
BE177661 
A1124756 
AA806S3B 
AL162039 
AA4g0866 



X94630 
NM_004131 
AI096837 
Y11312 
M26315 

AA206465 
AW002834 
AA775268 
AB011084 
AI807519 
AK000401 
AA412205 
AW411209 
BE090176 
AI420611 
AK000790 
X60111 
AW073971 
AI277924 
AI718702 
H42587 
AI469213 
AA780613 
J06070 
AA659037 



Hsi37480 hypolheficalpmtelnFU20730 
Hs.109051 SH3 domain Wnding ghitairac acid-nch pr 
Hs 28B655 ESTs 

Hs:57079 HomosaplenscONAFU13267fis.don80V 
Hs.157313 ESTs 

Hs.155530 interferon, gamiTwnduable protein 16 

Hs.5174 ribosomal protein S17 

Hs 1 9447 PDZ-UM protein mysGque 

Hs".31447 ESTs, lAiderateiysimiiar toA46010X-lln 

Hs.13340 lilstone acetylbansferase 1 

Hs 278469 lacrimal proline rich protein 

HsS774 synovial sarcoma IransiocaOon gene on c 

Hs.127797 Homo salens cONA FU11381 (is. done HE 

Hsi79860 tumor protein, transtefionaily-conlnilte 

Hs.7901 5 antigen identified by monodona! aniitwd 

Hs.155111 tiypotfwtical protdn aJ14428 

Hs.83968 integrin, beta 2 (antigen CD18 (p95). ly 

Hs.2621 cystaHnA(stelinA) 

Integrin, alpha X (antigen C011C (p15fl). 
Hs.117938 collagen, type XVII. alpha 1 
Hs 285681 Wiliiams-Beuren syndrome chromosome regl 
H8.44054 ninein (6SK3B interacfing protein) 
Hs.107513 ESTs, Moderately sfcnflar to KIAA1058 pro 
Hs5S0B57 calclum/cdbnodulin-dependenl protein Wn 
Hs,73793 vascular endotheKa! growth factor 

gb:RC1-HT05984)2030(W)1 1.h02 HT059B Homo 
Isodlrate dehydrogenase 2 (NADP), mitoc 
Hs 130732 KIAA1575 protein 
Hs!31422 Homo sapiens mRNA; cDNA DKFZp434M229 (fr 
Hs.39429 ESTs 

Hs.61796 transcription factor AP-2 gamma (acthrat 
Hs.3107 CD97anHgen , . . ti ^ 

Hs.1051 granzyme B (granzyme 2, cytotoxic T-lyrnp 
Hs 21349 ESTs. Weakly similar to RB8B.HUMAN RAS-R 
Hs 132463 phosphojnositide^^dnase, dass 2. beta 
Hs!8525B CD8 antigen, alpha potypepCde (p32) 
Target Exon 

thymosin, beta 4, X chromosome 

Snu) sapiens cONA: RJ23020 tis, done L 
KIAA0S12 gene produd; ALEX2 
Homo sapienscONAFU13S94 lis. aonePL 
Homo sapiens dlNAFU20394fe. done KA 

ESTs 

hypothetical prrfeinFU10983 



432559 
414191 
434649 
424321 
452568 
419490 



N20370 
AU076S92 
BE0053g8 
U46258 
D50683 
BE246762 
T16206 
AW139408 
AW265634 
BE612935 
AK00183a 
BE272922 
AF290512 
AW205632 
AW958264 
AA464984 
AA602917 
AA737415 
W05391 
AW452948 
AW250089 
AA738254 
W74048 
AA805634 
NKA.006144 



Hs.24095 
Hs.6127 
Hs.48924 
Hs.104520 
Hs.252748 
Hs.140996 
Hs.23363 
Hs.179902 
K$.153934 
Hs246B65 
H3.1244 
HsJ38954 
Hs.145199 
Hs.27g930 
Ks.238730 
Hs.71404 
Hs.62954 
HS.1S1738 
Hs.163780 
H&323401 
Hs.e9547 
Hs.198951 



H5^g665 

Hs.82028 

Hs^9499 

Hs^37l64 

Hs.152940 

Hs.133100 

H8.1840S2 

Hs.173938 
Hs.58215 
Hs^11198 
Hs.103832 

Hs.156974 



Hs^631 

Hs.75807 

Hs.165390 

Hs.1765 

HS.3O0S7O 

HS.9D7Q8 



ESTs 

hypoOietica) protein FU20783 
C09 antigen (p24) 

ESTs. WedMys!miiarteWAA1204 protein 
ESTs 

msjor Wstocompatlbimy coftiptex, dass 
hypotheQcd protein MGC10B23 
ESTs 

fentfin, heavy polypepfidel 

mairix metenoproteinase 9 (getetlnase B 

ESTs 

dpy-30#e protein 
ESTs 

hinSproto-oncogene 

gb:CMl-BN0116.150400.189*02 BN0116 Homo 

ESTs ^ 

transforming growth ferior, beta recepto 

arachWonateSIipoxygenase 

ESTs, HloWy8lnflarlDlJ)HHLHUMANL.lAC 

ESTs 

ESTs 

PP1201 protein 

serum/ghfcocorticoid regulated kinase 

tntedeuldn 10 receptor, bete 

Homo saptens, Similar to ihoteJdn. done 

siniar to yeast Upf3. vanait B 
glKzxBOfiasI SoaiBs ovary tumor NbHOT H 
ESTs 
ESFs 

midesr receptor subfamily 1. group 1, m 
ESTs 

PDZ and UM domain 1 (elfin) 
ESTs. WgWy similar to A40350 Iranscilp 
lyinphoc!rt&«pedfic prat^ tyrosine kin 
Homo ssito d)NA DKFZp547M^ 
manzyme A (granzyme 1. cytotoxic T-4ymp 



13.43 

13.41 

13^ 

13.31 

13.30 

13.28 

13.18 

12.93 

12.90 

12.90 

12.90 

1Z89 

12.83 

12.79 

12.78 

12.75 

12.73 

12.68 

12-55 

12.50 

12.48 

12.43 

12.43 

12.41 

12.41 

12.40 

12.38 

12.33 

12^ 

1133 

12.32 

12^ 

12.25 

12.13 

1112 

1103 

12.01 

1100 

11:95 

11.90 

11.83 

11.75 

11.75 

11.68 

11.S8 

11.50 

11.35 

11.25 

11.08 

11.08 

10.98 

10.96 

10.92 

10.83 

10.78 

10.75 

10,75 

10.70 

10.69 

10.64 

10.63 

10.63 

10.59 

10.55 

10.54 

10.50 

10.50 

10.49 

10.48 

10.48 

10.47 

10.43 

10.43 

10.40 

10.40 

10.33 

10.33 

10.30 

10.30 

1026 

10J27 

10J27 

10.23 
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44S245 
44648B 
410611 
425875 
416926 
420225 
445577 
411975 
447644 
40B784 
444795 
407110 
400440 
414829 
427711 
426827 
456362 
446795 
424201 
422627 
419304 
451129 
414405 
418840 
453716 
415323 
415189 
408360 
423024 
434423 
437469 
416078 
410397 
422603 
434524 
422980 
414774 
411960 



AB032973 

AB037782 

AWg54134 

AU077333 

K03109 

AW243046 

N40696 

AI9160S8 

AW861622 

AW971350 

AI193356 

AA018042 

X83957 

AA321568 

M31659 

AW067805 

AW973003 

AI797713 

L33075 

BE3368S7 

AA974411 

BE072881 

A1362533 

Ai821614 

AA037675 



408161 
441455 
433271 
436823 
427968 
420059 
410730 
431958 
417315 
421098 



433156 
425246 
440268 
414821 
407254 



420099 

424768 

441438 

448019 

437886 

430556 

450147 

442806 

431187 

449971 

417016 

422451 

419839 

409493 

432314 

414591 

415825 

429500 

420337 

452679 

437108 

417228 

425593 

42%t6 

438980 

429109 

444933 



134657 

AI806090 

AA593731 

NM.006769 

AW7S3112 

AL034349 

AF217517 

BE242587 

AA635931 

AW8g0487 

X02419 

R77776 

AI131291 

AW952912 

AJ271671 

BE621697 

AW74986S 

A1857607 

AF161486 

AW368860 

X63629 

AI080042 

AI697901 

AW856665 
R59206 
AI0855&1 
BE270030 
M63835 
AW129401 
6E245550 
D80011 
AA353895 
AW137772 
AW947164 
BE2&4111 
AW967807 
AW373713 
AW294522 
AW971146 
AA607346 
M16038 
AA310753 
U24577 
AA386192 
AA533447 
AIB88490 
Y18024 
X78S65 
AW295840 
Z42367 
AA434054 
AL134324 
AA278921 
Be300330 
AW502384 

NM.016245 



Hs.12461 LCHN protein 

H8.15119 iaAA1361pro!^ 

HSJ20924 iaAA1628pcQte3n 

Hs.160483 erytlVQcyte mendvane protein band 7.2 (s 

H5.263395 HT018 protein 

Hs^2076 Homo 889)!ensmRNA for KlAA1650pft)t^. 

Hs.137064 cytoplasiidc potyadenytaiion element bind 

HS.144S83 EST8 

Hs.108646 Honno sapiens cONA FU14934<is,Gbne PL 

Hs.63386 ESTs 
Hs.160316 ESTs 

Hs^2085 PraderWiD/Anoelmansyndionie^ 
Hs.83870 nebu6n 
Hs.77436 pleckstrin 

Hs.180408 solute carrier family 25 (mitochondrial 
Hs.172665 methytenetetrahydrofblatB dehydrogenase 
Hs.179909 hypothetical protein FU22995 
Hs.156471 ESTs 

Hs,1742 IQ motK containing GTPase aciivaflng pr 
Hs.1 18787 transfomiino growth factor, bet&^ndxed 
Hs.18872 ESTs 

gb:RC2-BT0548.200300412-e09 BT0548 Horao 

KlAA0306prolefai 
Hs.185831 ESTs 
Hs.152675 ESTs 

Ks^9 neutrophQ cytosonc factor 2 (65kD, chr 
Hs.78146 platelet/endolhelialcell adhesion molec 
Hs.44344 hypothetical protein nj20534 
Hs,325823 ESTs, Moderately similar to ALUS J^UMAN A 
Hs^ UM domain only 4 
Hs,15514 hypolheOcal protein MGC3260 
Hs.79005 protein tyrosine phosphatase, receptor t 
Hs.63042 DKFZp564J157 protein 
Ks.118651 hemalopoleticaily expressed homeobox 
Hs^49716 ESTs 

cadhertn 13, Hcadherin (heail) 
plasminogen activalor, uroMnase 
ESTs 

potassium inwadly-rediiying channel, s 
hypotheficai protein MGC3032 
zinc/iron regulated transporter-like 
nudeotar protein farriBy A, member 3 {HI 
ESTs, Weakly similar to 138022 hypothsB 
calhepsinS 

RAB23, member RAS oncogene family 
OnaJ (Hsp40) homotog, subfamily B, mend» 
cadherin 3» ^pe 1, P-cadharin (ptecenta 
ribosomalproteniS24 
ESTs 

gb:RC3.CT0297-290100^1M03 Cr0297 Homo 
Homo salens cDNA: FU22539 lis, done H 
senm) response factor (c-fos senimrespo 
Homo sapiens, dona IMAGE:3677185, mRNA 
Hs.77424 Fc fragment of IgG. high afiinny la re 
Hs.181165 eukaryoQc translation elongaConfiactor 
Hs.171825 basic heOx-loop^aijx domain containing 
Hs.g5140 K1AA0189 gene product 
HsJ52983 HUS1(S.pombQ)ched(pdnthamdog 
HS.1B5980 ESTs 

Hs.195641 ESTs. Moderatelysimilar to 138022 hypol 
Hs.31314 retinoU3Sloma4)inding protein 7 
Hs.13797 ESTs 
Hs.146324 CG!-145 protein 
Hs.149991 ESTs 
Hs.293187 ESTs 

Hs.288581 Homo sapiens cDNA FU14296 fis. done PL 
Ks.80887 v-yes-1 YamagucH sarcoma viral rdated 
Hs.42491 ESTs. W^dmilar b S65657 sIpha-IO 
Hs.93304 pho^oBpase A2. group VU (ptatdeVac 
83.193482 Homos3plenscDNAFU11S03lis.donaHE 
Hs.312989 ESTs 

Hs^902 ESTs,WeaIdy£bnnartoALUBJ{UMANAUJS 
HS.7B877 lno8ltbl1.4.5^phosphate3^dnaseB 
Hs.2691 14 hexabradikm (lenasdn C cytotadin) 
Hs.1 4555 Homo sapiens cONA: FU21513 fis. done C 
Hs.83883 transmembrane, prostate androgen Induced 
HsJ0624 hypothetical protein MGC2560 
Hs.7312 ESTs 

HS.190B proteoglycan 1, secretory granule 
H3.118725 - - ^ 



Hs.77274 
Hs.16103 
Hs.102308 
Hs.300383 
Hs.7854 
H3.14317 
Hs.117077 
Hs.181301 
Hs.9476g 

Hs^877 
Hs.1 80450 
Hs.192425 

Hs.17519 
Hs.155321 



Hs.196352 
H&12150 



gb:U}4{F^P'akd4.124)4Jl.r1 NIH>tGC_5 
neubophD cytosdlc factor 4 (40kD) 
reSnal shorMiatn dehydrogenasefreduct 



10.18 

iai5 

iai5 

iai4 

10L07 
10^ 
1004 
10.03 
10.00 
9.95 
a93 
9.90 
9.90 
9.B8 
9.88 
9.85 
9.83 
a78 
a67 

aes 
a63 
a63 
a5B 

9.53 

aso 
aso 
a45 
a45 
a43 
a43 
a43 

9.42 
9.37 
9.37 
a38 
a35 

a32 
a3o 
a28 
a28 
a27 
az7 
a2s 

9.23 
9.23 
9.23 
9.18 

ai8 
ai8 
ai8 
ai7 
ai7 
ai5 
ai4 
ai3 

9.12 

aio 

9.08 
9.08 

aoB 

9.08 

ao7 

9.06 
9.05 
9.05 
9.03 
9.03 

ao2 
aoo 
a99 

8.98 

a95 
a94 

&93 

a9o 
aoo 



a85 
ass 
a85 
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430592 
44S612 
427254 
428970 
425190 
430162 
4216B4 



44719B 
437457 
401091 
442832 
442495 
428467 
449924 
447674 
425580 
449656 
412093 
407833 
411979 
437134 
430333 
408996 
425284 
441623 
442622 
441021 
446630 
417621 
433655 
449335 
446975 
435797 
414662 
414601 



Ai224864 
N34126 
AL121523 
BE276891 
AW028302 
AW450843 
BE281591 
AI335361 
061523 
AA757900 



HS.96B8 

Hs.12969 

Hs.97774 

Hs.194691 

Hs.155079 

Hs.346348 

HS.10676B 

Hs.226376 

Hs.283435 

Hs270823 



443884 

442821 

418522 

435968 

440327 

409327 

435684 

430299 

427523 

407151 
448094 
421395 
431574 
412645 
423523 
426759 
426780 
426215 
435748 
443351 
447500 
407949 
428728 
434511 
411852 
424875 
419378 
449523 
425277 
451831 
443303 
407013 



AW206560 
AI184717 

AK002121 
W30681 
BE270640 
L11144 
AAW2008 
BE242691 
AW955632 
X85134 
AA349e44 
S70114 
A1979168 
AF155568 
AA315805 
NM.000435 
AW578716 
AW384793 
AV654694 
AL036559 
AW150717 
BE246446 
AA731491 
ALJ03605B 
AV660804 
L06505 
N20617 
BE391929 
AA60503B 
AW161481 
R12581 
L41162 
NHA-001290 
W28673 
BE242779 
H25836 
H24387 
D90084 
AW572659 
AW444433 
AW299828 
A1590401 
BE242284 
AW963419 
AA699756 
AW016783 
Ai381900 
W21874 
NM_016625 
R28982 
AA528140 
Ai187945 
R24922 
m 000579 
NM_001241 
NM_001674 
U673t9 
U35637 
AI761902 
AI915771 
AW410235 
NM_005908 
BE620712 
AW135214 
AW204069 
AA488953 
AA365799 
BE302464 
Ai583207 
AW997484 
U248&3 
AW298741 



Hs^69 



Hs.184455 
Hs.146233 
Hs.19192 
Hs.1907 
Hs.188633 
Hs.14947 



Hs.72984 
Hs.42915 
HS539489 
Hs.344096 



Hs.8546 
Hs.7644 
Hs.15740 
Hs.82316 
Hs.3463 
H8^28 
HS.166S5 
Hs.334477 
HSJ6807 
Hs.301417 
HS.1B2979 
Hs.194397 
Hs.8752 
Hs.7149 
Hs.111577 
H$.191146 
HS.S3S63 



445493 
413420 
422392 
453485 
434159 
432666 
430915 
425913 
44B776 
438763 
435905 
406863 
427395 



H3.106747 
Hs.179526 
Hs^1SZ7 
Hs.32061 
Hs.1023 
Hs^61373 
Hs.138061 
Hs.193580 
Hs.21213 
Hs.172199 
Hs.155223 
Hs.117335 
H&30799 
Hs.159212 
Hs^47057 
Hs.191381 
Hs.18106 
H8.107515 
Hs.199310 
Hs,90078 
Hs.54443 
HS.15547B 
Hs.460 
K&J9216 
H&83870 
HS.99S97 

Hs.75348 
H$.115945 
K533026 
Hs.191828 



Hs^0057 
Ks.99029 
Hs.5003 

HSS7881 



teukocytB membrane anligenGRCI) 

hypothetical protein 

ESTs 

retinofc add Induced 3 

protein phosphatase 2. regulalory sutiuni 

ESTs 

hypothetical protein FU10511 

ESTs 

ESTs 

ESTs. Weakly similar to S65657 dpha-1C 
decay accelerafing factor for coraplemenl 
ESTs 
ESTs 

hypolheUcal protein FU11259 

Homo sapiens cDMA: FU22130 fis. done H 

cyclltvdependentWnasfi2 

galanin 

ESTs 

ESTs 

ESTs. Weddy similar to S19560 pioDnM 
retinoblastoma^nding protein 5 
ARP2 (actin-relaled protein 2, yeast) ho 
TIA1 (Ototoxic granule-assooialed RNArW 
glycoprotein (transmembrane) nmb 
NSI-assodated protein 1 
desmogldn2 

Notch (DrosophOa) homolog 3 
HI histone family, member 2 
Homo sapiens mRNA; cDNA DKFZp434E033 (fr 
interferon-induced, hepatitis C-assodal 
nbosomdprotebS23 
STAT induced STAT inhibitor 3 
ubiqultin-activaling enzyme El-tike 
hypothetical prolan MGC14879 
major histocompaBWrily complex, dass 
AHNAK nudeoprotein (desmoyoMn) 
ribosomd protein L12 
1^ receptor 
transmembrane protein 4 
Homo sapiens cDNA: FLI21950 lis, done H 
Integral membrane protein 3 
ESTs 

collagen, type IX, alpha 3 
LlMdoman binding 2 
serine carboxypepfidase 1 precufsorpiol 
upregutated by I^Sdihydroxyvitemin M 
ESTs. Moderately^ar to unknown (H^ 
ESTs, WeaWy similar to 138022 hypolhetl 



pynivaie aenyuTDgai«>o ^h|a«»i«u 
hypothetical protein dJ434014.3 
Homo sapiens. Similar to hypottietical pr 
ESTs 
ESTs 



stamiocaldn2 
ESTs 

Homo sapiens cONA FU13471 fis, done PL 
ESTs 

ESTs, Weddy similar to 21 09260A B cell 

hypotheScalprabain 

ESTs 

ESTs, Weakly similar to T00329 hypottiefi 

ESTs ^ 
nudeotide-sugar transporter sonHar to 
chemoldne (OCmotiQ receptor 5 
cycrmT2 

adivaling transcription factor 3 
caspase 7, apoplosis-frfatBd cysteine pr 
gb:Human nebuBn mRNA, partd cds 
ESTs 

metallotWondn IE (functional) 
proteasome (prosome. macropam) acnvato 
mannostdase, beta A. lysosomal 
hypo9«ficalprotrinPP2447 

ESTs, Weakly similar to unnamed protein 
gteaa55e05 Jl NQ^CGAP^GCBI Homo sapiens 
SEC22. veskie traffiddng FO^in (S. c 
MRS2 (S. cerBvisiae)4ikB. magnesium horn 
CCAATfenhancer bln(fing pwtein (CfEBP). 
KiAA0456 protein 

inmunogkAuEn heavy constanUnu^ 

ESTs. Moderately sknnartol38022hypol 
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8.83 

a80 

8.80 

8.80 

8.79 

a75 

8.73 

8.73 

8.73 

8.70 

8.68 

a68 

8.63 

8.63 

8.61 

8.59 

&55 

8.55 

8.54 

8.54 

8.53 

8.51 

B.45 

a45 

8.45 

8.43 

8.42 

8.40 

a40 

8.35 

a33 

a32 

8.31 

8.30 

a30 

8.29 

a28 

8.28 
a26 
8.24 
8.23 
a23 
a22 
8.16 

ai5 
ai4 
ai3 
aio 
ao9 



ao7 
ao3 
ao3 

8.03 

8.03 
8.00 
8.00 

aoo 
aoo 
aoo 

7.99 

7.93 

7.95 

7.95 

7.93 

7.91 

7.90 

7.90 

7.90 

7.90 

7.89 

7.88 

7.88 

7.87 

7.85 

7.83 

7.83 

7.80 

7.80 

7.79 

7.78 

7.78 

7.78 
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446272 BE268912 
436962 BB)46594 
434963 AW974957 
422900 AA641201 
432S9B A1341227 
449322 AI538516 
41G987 D86957 
410800 BE280421 
416801 X98834 
437442 T85104 
407137 T97307 
401466 

4G8870 AA075144 
408558 AW015759 
457250 AA811987 
412949 AI471539 
406819 AA908472 
441612 Ai802629 
414799 AI752416 
43S937 AAB30693 
447197 R36075 
407719 AW963886 
417338 R70429 
418134 AA397769 
451812 )(Bie89 
412347 AW970026 
429083 Y09397 
414004 AA737033 
423905 AW579960 
407784 AW139565 
425762 BE244076 
416452 eE379749 
438459 T49300 
446013 AI360167 
429281 AA8308S6 
415526 N76536 
417450 AA314435 
431773 BE409442 
447082 TB5314 
441982 AW972542 
429058 AF138863 
439971 W32474 
442233 AW967149 
436394 AA531187 
452248 AA093668 
4462S6 A1283476 
410570 A)133096 
447484 AA464839 
435541 AA687361 
453932 AW006303 
408067 BE244580 
427307 AF117S47 
41B338 6E179882 
448877 A1583696 
443195 6E146235 
444838 AV651680 
422693 BE300073 
424677 U09414 
441878 A]801869 
406542 

406418 AW963897 
425367 BE271188 
442492 AA528489 
424541 AW392551 
452852 AK001972 
426501 AW043782 
411251 R19774 
444670 H58373 
418117 At922013 
441384 AA447849 
434817 AA082118 
419970 AW612022 
432290 AK001099 
426647 AA243464 
433891 AA613792 
454038 X06374 
430314 AA3&^1 
443247 BE614387 
441224 AU076964 
447188 K65423 
447687 AA114050 
447341 AF106941 
408113 T82427 



Hs.14601 hemabpoceilccelWGpedikiLynsubstral 7.75 

flW«i41c1U1 NCLCGAP.RDF2 Homo sapiens 7.75 

Hs.288719 Hon¥>8aplenscONAFU12142fis.ctoneMA 7.73 

Hs.222051 ESTs 7.73 

Hs.157106 ESTs 7.72 

Hs.196566 ESTs 7.71 

Hs.80712 KIAA0202pR3tain 7.67 

Hs.94499 ESTs 7.67 

Hs.79971 sal{D(osopt^)-Gke2 7.67 

Hs.222779 ESTs, Moderately sWlar to similar to N 7.65 

gbY853n05^1 Scares feta) Tivar spleen 7.65 

veside^ssodaled membrane protein 4 7.65 

Sb;2m86f05.s1 SiralagBne ovarian canoer 7,64 

Hs.235709 Homo sapiens mRNA; cDNA DKF2p667B071 1 (f 7.63 

Hs.125779 ESTs 7.63 

Hs.71913 ESTs 7.63 

gb:og82a10.8l NQ.CGAP.OvB Homo sapiens 7.62 

Hs.1 13660 HomosapienscONAFU116311is,doneHE 7.62 

Hs.77326 insulin^ growth factor binding prate 7.61 

Hs.119769 ESTs 7.60 

gbYti68bOU1 Soares placenta Nb2HP Homo 7.60 

Hs.44021 Homo sapiens mRNA to FU000&5 protein. 7.60 

Hs.81986 disabled (OrosopMa) homoiog 2 (mitogen 7.66 

Hs.86617 ESTs 7.55 

Hs.152151 pla)(Dphjiin4 7.55 

H$.73818 ublqulnol-cytochromec reductase hinge p 7.54 

Hs.227817 BCLZ-felalBdprotrinAI 7.54 

Hs.7155 ESTs. Moderately shnnar to 2115357ATYK 7.52 

Ks.1351 SO Hing typ»l ceil membrane^ssodated gty 7.S2 

Hs 12708 ESTs 7.52 

Hs!l59578 AT-4iodk transcription factor AKNA 7.50 

Hs.85201 C>type(ca!chtm dependent, cafbohydrate- 7.50 

Hs.35304 Homo sapiens cDNAFU13655fis, done PL 7.48 

Hs.152774 ESTs 7.48 

Hs.29808 Homo$8pIeRScDI4A:aJ21122fi8,GionaC 7.48 

KS.265S91 ESTs. Weakly simaartoAUJIJIUMANALUS 7.45 

Hs.17519 Homo sapiens cDNA: nJ22539 fis. done H 7.45 

Hs^6B557 pled(strlntu>mology-4ii(e domain. faiiOy 7.44 

Hs.54629 thiored03*hniffl 7.43 

Hs.289008 Homo sapiens cONA: RJ2iai4 fis. done H 7.43 

Hs.35254 hypothetk:aiprol^FLB6421 7.43 

Hs.301746 RAP2A. member of RAS onoogene family 7.43 

Hs.2843g ESTs.WeaklysImi1artol38022hypolheti 7.43 

HS.12670S ESTs 7.39 

Hs.28578 musctebllnd(Qra6oph»aHilffl 7.39 

Hs.263478 ESTs 7.38 

Hs.64593 ATP synthase^ H transporting, mitochondr 7.37 

H5^92566 hypotheBcaf protein HJ14697 7.36 

Hs.221318 ESTs 7,35 

HS.32929B ESTs, WeaWy similar to (defTine not ava 7.35 

Hs.342307 ttypolhetical protein FU10330 7.35 

Hs.174795 PDZdcmato^ntdningguaninaRudeofide 7.35 

glutathione peroxidase 3 (plasma) 7.35 

Hs.253313 ESTs 7.35 

Hs.193063 Homo 8ap»nscDNAHJ14201 fis. done HT 7.35 

Hs.208558 ESTs 7.33 

HS.Z78860 tumor protein. tFanslaBonaHy^controBe 7.31 

zinc finger protein 137 (done pKZ-30) 7.30 

Hs.127982 ESTs 7.29 

C190OO728':gil12585552|spiQ9Y2Q1|Z257.HU 7.28 

Hs.44743 KIAA1435 protein 7.28 

Hs.155975 protein tyrosine phosphatase, receptor t 7.28 

Hs.234518 ribosoffld proldn 1.23 7.25 

Ks!l80558 ESTs, Wealdy similar to A58194throfflboxa 7.25 

Hs.30822 hypotheftatpratelnaJllllO 7.25 

Hs.293616 ESTs 7.25 

H8.22835 HH6P protein 7.25 

Hs.332938 liypothetlcal protein MGCS370 7.25 

Hs.83496 DnkerforactivaiionofTcells 7.24 

Hs.288660 Homo sapiens cONA:FU22182fi8. done H 7.24 

H5.102737 gdiath protein 7.23 

ESTs 7.23 

Hs.274273 Homo 8a«]ienscOKARJ10237 fis. done HE 7.23 

Hs.294101 prea^teitaiialranscripSon factor 7.23 

gb:no97h03.8l NCLCGAPJ>r2 Homo sapiens 7.21 

Hs.37040 ptatoietHferived growth factor alpha pd * 7.21 

Hs.239138 pretollcdony-enhandng factor 7.20 

Hs.333893 oMyc target JP01 7.20 

Hs.7753 cahimenln 7.18 

Hs.17631 hypothetical p(ot^OKFZp434E2t35 7.18 

K5.19949 caspase 8, apoptoslMelated cysteine pr 7.15 

Hs.18142 arrestin.beta2 7.15 

Hs.194101 Homo sapiens cOHA:FU20869 fis, done A 7.14 
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418596 AW959433 Hs.326290 Jvpolhetol proWn FU125^ 

434699 AA643687 Hs.149425 Homo sapiens cDNAFU11980fis. done HE 

421633 AF121860 H5.106260 sorting nexin 10 

410668 BE379794 Hs.159651 hypoltie&al protein 

435812 AA700439 H5.1flB490 ESTs ^ ^ „^ ^^uu 

414476 AA301867 Hs.76224 EGF^nl8mjnglibuKn4ikeexlrace!uia 

408331 NM.Oa7240 Hs,44229 *^"3lspedficilyphKphsJ^^^^ 

417165 R80137 Hs^02738 Homo sapiens cDNA: FU21425fis, done c 

408605 AF025374 Hs.46465 T-cell. Immune reflulalor 1 

416401 N80139 Hs.268916 ESTs^,^^^^ 

415799 AA653718 Hs^841 DKFZP43401^pmtein 

415995 NM-004573 phospholipase C. beta 2 ^^^^ 

414812 )C72755 Hs.77367 monokme Induced 1^93"™^™™°" 

417535 AA203569 Hs.191482 ESTs 



449567 AI990790 Hs.188614 ESTs 

429355 AW973253 Hs.292589 ESTs 

442460 NW_014135 Hs.8345 

453187 AI161383 Hs.34549 



PRO0641 protein 

^wio, ESTs. Highly similar to 3945411 done 4 

430280 AA361258 Hs.237868 interieukin 7 receptor 



426124 AI26B3B9 Hs.250B97 phosphaMylinosltolQlycan,dassF 

442885 AB033017 Hs.8594 MAA1 191 protein 

433735 AA608955 Hs.109653 ESTs 

416003 X98001 Hs.78948 Rabgeranylgeranyltransfer^betasubu 

424*15 NM 001975 Hs.146580 enolase 2. (flamma, neuronal) 

i?«55 K613 Hs.79428 Ba2(adenovirus E1B 19IJ*te^ 

4Q995S AW103364 Hs.727 lnhibln.belaA(aclivinA,actffbiABa 

S TMBSe m:287420 Homo saptenscDNAFU11533fis. done HE 

425M5 AA353113 Hs.1124g7 Homo sapiens cpNA:FU2^« fi^ctoneH 



451653 W18193 
439444 A1277652 



ESTs, Moderately similar to HERC2 lH.sap 
Hs 54578 ESTs, WeaWy similar to 138022 hypolhefi 

Hs,143463 ESTs 

Homo sapiens cDNA FU 1 2807 fis, ctone NT 



438812 AW298067 
443749 



Hs.188361 



431840 AA534908 H8,2860 
AW105663 Hs.6947 



POU domain, dass 5, Iranscripfon facto 
HSPC069B 



427640 AF058293 Hs.18W15 D-dopadtforaetautemerase 

418259 AA215404 ESTs 

407244 ^A10014 fibrinogen, gamma pdypepBde 

4U7^« cytodiromeb.245.betapolypBpJide(chro 



418832 XD4011 
441321 H17182 
433162 AI025842 



Hs.88974 
Hs.7771 



B-ce^ associated potein 
ESTs 



425410 AA310974 Hs.156828 Homo saplen5cDNAFU10522fo. done NT 



Hs.86682 
Hs.29797 
Hs.22247 



434372 AA631373 

456629 AW89196S 

430283 BE39168B 

418300 AI433074 

406858 AI86S720 

429582 AI5G9068 
401113 

449S76 AW014631 HS.22S06B 

432588 X92715 HsJ0S7 

417558 AF045229 Hs,82280 



gb:np86d)Ul Na_CGAP„Tliyl Homo sapiens 
hislonedeacetyiase3 
RAB7, member RAS oncogene fcmily 
Homo sapiens cDNA: FU21578 lis. done C 
ribosomal protein LIO 
ESTs 

sdute earner family 22 (organic catton 
ESTs 

zinc finger protein 74 (Cos52) 

_ regdator of Gproteln signalling 10 

430451 AAB36472 Hs'i97939 caDiepsinB 
410503 AW375746 Hs.188662 KIAA1702 protein 
41S682 AI34712B Hs.191870 ESTs . . 

410102 AW248508 H8^27 ESTs:hon»logueofPEM^[Clonasavlgnyl 
414217 A1309298 Hs.279898 Homo sapiens cDNA:FU23165 fis, done L 
457073 AA233210 Hs.179943 nTJOSomalprotanLll 
442232 A1357813 Hs^460 ESTs. Weakly slmflar to A475a2B^«gr 
436137 AK)S67B9 Hs.133512 ESTs 
425787 AA363867 Hs.155029 ESTs 
437802 A1475995 Hs.l22910 ESTs 
432636 AA340864 H3.278S52 daudin7 
407340 AA810168 Hs^84289 vltirtgo-assodated protein VIT-I 
418036 Z37976 Hs.83337 tetenlbansfarmtoQ growth fador beta b 
423*94 AW504365 Hs54143 WfetofrAWridi syndrome protein mterac 

441355 AI822034 Hs.137097 ESTs 

43^ AW972830 gb:EST384925 MAGE resequences. MAGL Homo 

BE387162 Hs,280858 ESTs. Highly similar to A35661 DMA exds 
AW499834 Hs.327 bderteuMn 10 receptor, alplia 

cytodrome P450. subfamily lis. pdypepl 
ribonudease. RNase A family. k6 
K1AA1383 protein 
Hs.197683 ESTs 

HS.211S39 hypothetical pro(dnMGC424& 
Hs^e ESTs 
wiWdD o«««u Hs.252136 fejTn (oollagenffibrinogen toran^^ 
451603 BE3794g9 Hs.173705 Homo sapiens cDNA: FU22050 fis. done H 
426158 NM_001982 Hs.199067 v-eit>*2 avian e»ythroblasfcted^^^ 
452472 AW957300 Hs^142 E5T8.WeaHydmilartoC5^oIlgode|id 
45Q2S6 AA2B6887 Hs54724 MFH-ampIffied sequences with teucmwic 

611 



434551 
447232 

422310 AA316622 Hs.98370 

449217 AA278536 Hs.23262 

449057 AB037784 Hs^941 

446979 AI654443 

452382 N38902 

424868 A1568170 

409465 S80990 



7.14 
7.13 
7.10 
7.09 
7.08 
7.08 
7.08 
7.06 
7.06 
7.05 
7.05 
7.05 
•7.05 
7.04 
7.03 
7.03 
7.03 
7,03 
7.03 
7.02 
7.01 
7.00 
6.98 
&96 
6.95 
6.95 
6.93 
6.93 
6.93 
&93 
6.91 
&90 
&9D 
6.90 
&90 
6.90 
&90 
6.85 
6,85 
6.85 
6.83 
6J0 
6i0 
6.80 
6.80 
6.78 
6.77 
6.76 
6.75 
6.75 
6.75 
6.75 
6.72 
6.72 
6.72 
6.70 
6.70 
6.70 
6.70 
&69 
6.66 
6.68 
6,67 
6.65 
6,65 
6.65 
6.65 
6.63 
6,63 
6.63 
&63 
6.62 

aeo 

&60 
6.60 
6.60 
6.60 
&59 
6.58 
6.58 
6.58 
&57 
6.56 
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451589 AA424791 Hs5734 mentn^oma expressed anfigen 5 (hyaluion 
444207 AIS6S004 caOiepsin 0 (lysosomal aspartyl protease 

41B4S9 R85436 Hs.268814 ESTs 

427667 AKD01279 Hs.180171 Homo sapiens cDNARJ 10417 lis, done NT 

406745 AW511970 Hs.279860 hmw protdn. transIaOonally-controOe 

446173 BE565849 Hs.14158 coplnelll ^ 

436566 BE545588 Hs^78712 Homo sapienscONARJ11074tis. done PL 

423825 NM-004402 Hs.133089 DNAIragmBnlaaonfador.40kO.belapo 

443441 AW291198 HS.9219S ESTs 

428403 AI393048 Hs^26159 leudneild) repeat (inFUI)lnteracSn 

431971 8E274907 Hs.77385 myosin. BghlpdypepOde 6. 8lkaR.5rao 

450219 AIB25999 Hs^4624 ESTs 

408896 A!6104*7 Hs.4877B niban protein 

442618 R56222 Hs.26514 ESTs 

422773 AB028962 Hs.301552 K1M1039 protein 

413663 BE247585 HS.754S2 BTG family, member 2 

418905 BE539674 adlnln. alpha4 

405086 NM-006662*:Homo sapiens Sof2-retated CBP 

448520 AB002367 Hs.21355 dout))ecor1in and CaM kinase4ike 1 

407284 AI539227 Hs.214039 hypothelica) protdn FLJ23556 

447296 AW243514 Hs.18063 Homo sapiens cDNAFLJ10768fi5. dona NT 

443963 AAB78183 H8.17448 Homo sapiens cDNARJ 13618 fis, done PL 

426496 031765 H5.170114 KIAA0061 protein 

422303 AW410382 Hs.27556 hypothetical protein FU22405 

440119 AA86545S Hs.125331 ESTs. Moderatety similar to un)aiown[a6 

451658 AW195351 HS.25052D ESTs, Moderately similar to 138022 hypiA 

435918 AF263538 Hs.86232 growth differentiaiion factor 3 

439979 AW600291 Hs.6823 hypothetical protein FU 10430 

412220 6E350058 Hs.36787 chramodomalnheiicaseDNA binding protei 

438716 A1433540 0bli69sO5j(1 Na.CGAPJQdl 1 Homo sapien 

413703 BE15B360 gb:PM1-HTO383-13129&O01-hQ8 HT0383 Homo 

413326 H88821 H8.19762 ESTs. Wealdy similar to KiAAl 140 protdn 

441970 AW959918 Hs.73737 ESTs 

430635 A1240006 Hs.192326 ESTs 

414890 BE2&1095 Hs.77573 uridine phosphorylase 

418113 AI272141 HsJ3484 SRT (sex detemiining region YHwx 4 

414768 AW376989 Hs.259855 etongafion fador-2 Idnase 

422340 AW296219 HS.11532S RAB7, member RAS oncogene family^ike 1 

407198 K91679 gh.7v04a07^1 Scares fetal liver spleen 

432586 AA568548 ESTs 

432729 AK000292 Hs.130732 hypothetical protein FU20285 

420012 AW957965 Hs.990l4 Homo sapiens, done 1MAGE:3632168, mRNA 

432879 AW815932 Hs.173734 ESTs, Weakly similar to ALU1_HUMAN ALU S 

429732 U20158 Hs.24BB lymphocyte cytosolic protein 2 {SH2doma 

415082 AA160000 Hs.137396 ESTs. Weakly dnfflar to JC5238galad08y 

437296 AA350994 Hs^281 KIAA1700 

427747 AW411425 H5.180655 serine/threonine teiasa 12 

445873 AA250970 Hs551946 pdy(AH)1ndino protein, cytoplasmic 1-1 

410387 AI277367 Hs.47094 ESTs 

413677 AW503116 Hs.301819 zinc finger protein 146 

418458 AA332941 H3.85226 Rpase A, lysosomal add. chdesterales 

443634 H73972 Hs.134460 ESTs 

409453 AI885516 H3.95612 ESTs 

443035 Z45822 H5.8906 Homo sapiens done 24889 mflNAseqyence 
432841 M9342S Hs.62 protein tyrosine phos|ihatase, nowecepi 
410532 T53088 Hs.155376 hemoglobin, beta 
428453 AB011110 Hs.ie4367 GrPaseacHvaOnaprotdivilB 
410597 W16S18 Hs^9518 amyteldbete(A4)precufsor-SkBprote!n 
458965 AA010319 Hs.60389 ESTs 
419926 AW900992 H3.93796 OKFZP586D2223 protein 
426797 AW936258 H8.342849 ADP-tibosylalion faclor-lile 5 
412528 AI123478 Hs.32112 ESTs 
410079 U94362 Hs.58589 glyeogenln2 
427477 AW973119 H5.178391 ribosomd prolan L44 
416297 AA157634 H3.79172 solute carrier family 25 (mitochondrial 
435961 BE293127 Hs.283722 GTri protein 
424090 X99899 H5.139262 XIAPassodaledfador-l 
428311 NM.005651 H8.183671 tryptophan 2,Wioxygen8se 
451061 AW291487 Hs.213659 ESTs, WeaWy similar to K1AA1357 protein 
409731 AA125985 Hs.56145 thymosin, beta, IdenBlied In neuroblast 
440129 AA885818 ESTs, Wealdy similar to S71886Ste2{Mik 

428773 BE256238 H&193163 bfU^ Integrator 1 
435372 AW972301 Hs.310288 ESTs 

440719 AA150869 Hs^267 ATP^tependant Interferon response protel 
406685 M18728 gb:Hum3n nonspecific crossreacQng antig 

421305 BE397354 Hs.324830 diplheria toxin resistance protein requi 
450988 BE618571 Hs.429 ATP8ynlha5Q,Htr8RSpof8ng,iiittodundr 
458659 AW749895 Hs.332520 Homo sapiens mRNA: cC)NAOKFZp434A1014(f 
406806 AW088535 (fbosomal protein, large, PO 

420151 AA2S5931 Hs,186704 ESTs 
413441 AI929374 Hs.75367 Src^ltMdaptef 
449317 AW293413 Hs.132906 19A24 protein 
421568 W858S8 Hs39804 ESTs 
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6.38 
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6.35 
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6.31 
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6.29 

6^ 
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6^ 
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6.24 
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435919 
417353 
448946 
432415 
406857 
417944 
425095 
435756 
431155 
413813 
451052 
450511 
447832 
434421 
437438 
449525 
415912 
433339 
435511 
423458 
442379 
457211 
444621 
455263 
432925 
457752 
449810 
406797 
460157 
422134 
407635 
453331 
430504 
444708 
409945 
419641 
453785 
430387 



AI052189 
AA375752 
A1652855 
T16971 
AA613726 
AU077196 
AWD14160 
A1418466 
AW971213 
M96956 
AA281504 
RD7423 
AI433357 
AI915927 
AL359620 
NkL0142S3 
H08859 
AF019226 
AA683336 
AI204212 
NW_004613 
AW972565 
AA298065 
AW961702 
AA878324 
AI821270 
AB008681 
A)432224 
AW951576 
AW179019 
AW370213 
A1240665 
H52761 
AW971049 
AW015935 
BE170548 
AI368236 
AW372884 



1^"348140 sapiens mRNA; cDWV DKFZp586F1822 (f 

Hs 23363 hypolhefical protein FU10983 

Hs.289014 ESTs. Weakly similar to A43932 mucin 2 p 

Hs.29797 ribosomal protein UO 

Hs.82985 collagen, type V. alpha 2 

HS.1825B5 KIAA1276 protein 

Hs 3366S ESTs 

gb:EST383301 MAGE resequences, MAGL Homo 

Hs 75551 teratocananomaKJerived growth factor 1 

Hs:24444 Homo sapiens cONA: fU22165 fis. done H 

Hs.85092 thyroid hormone receptor Interactor 1 \ 

ESTs 

HsJ4771 ESTs 

Hs U217 hypolhelicai protein DKFZp752P2l1 1 

od2 (odd OzAen-m, Drosophlla) homolog 1 
Hs^064ea ESTkvteaJdyskrflaftDALUejiUMANALUS 
HS.803S gfioUtastomaoverexpressed 
Hs.189046 ESTs 
ESTs 

Hs.8265 Iransglulaminase 2 {C polypeptide, prole 
Hs 32399 ESTs, Weakly sirrtlar to S51797 vasodilal 
Hs.11465 QlulatWone^transferaselilte;glutelhi 

Homosap5enscDNAFU14028fls.cloneHE 

ItelasSs sapiens cONA FU1 4364 lis. done HE 

Hs.23994 acOvinAreQeplor.typellB 

ffbosomal prolan Lfi 
Hs.60178 ESTs 

Hs.l 1 21 10 rhitDd\ondriaI ribosomal protein L4Z 
Hs 295232 ESTs, Moderately slmOar to A46010 X-Hn 
ESTs 

Homo sapiens, done MGC:12617, mRNA. com 
Hs.l 1774 protein (peptidyt-proiyi ds/lrans isome 
Hs.1 22642 ESTs . ^ 

Hs.118190 HomosapienscDNmJ2108m^^^^^^ 
Hs^83732 ESTs.ModerBtelysiiniIartoAUJ1.HUMANA 
Hs.240770 mrctear cap binding protrin suburtit 2. 2 
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TABLE 52B ,^ ^ 

Pkey. Unique Eos probeset idenlilter number 
CAT number. Gene duster number 
Accession: Genbank accession numbers 



Plsey 
438091 



CAT Number Accession 

22448.1 AKQS4860AV652198AV652192AV^^^^^^^ 



AvI^8M1 BF438147 W05391 H75313 BF326185 A\ 



BE550772 AA701084 AI681352 AA358689 
.7546384 AV646364 AV687497 BF155183 
BE673807 A1923886 AA947932 A1276125 AI185720 



AW510698 AA987230 BE467708 A\ 



AI061126BF362770A1268939 
BM310532AW513771AI95_1391W^^^^^^ 

Al! 



053933 Re7100BG925S52 



60 428295 $19.1 



65 



BF447795AlD88357AA807328AACTraTOW^ 



BN113(7 
BM013e27 



70 



75 



80 



429978 3S194J 



AI339558AI919424AI377S32 



4t2636 



1438J 



1^69 BE837009 £925^6 iF149265 AW99561 5 BEB14:^ Bl 



BE082S07 BE082514 BE082S05 6F873693 A^ 
BE18492D BF839S62 BE184933 BF8422S4 Bl 
AA13112BAA099B91 W39488C04715BF096124BE865341 

613 



BF873679AW17800qBE08526E^^^^^ 

BE184948BG986845 
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442562 39S93J 



413787 



761^.1 



410143 MH1244.8 



450377 12109J 



425998 138046J 



427521 



409208 

413497 
434280 
450139 



43006B 
434442 
430089 



451129 
414405 



513212.1 
6315J 



10117J 

151B002.1 
1474904J 
34017J 



1177709.-2 

111738J 

22448.4 



1495511J 
112689.1 



422960 11B62L2 



410730 
422689 



114839.1 
874209.1 



AW37K99 AW376817 AW376697 BG005097 BF751115 BE698084 AW848371 AW378782 AW848789 AW849074 AW361413 BF927725 BF094211 
AW997139 BE86S474 BE185187 BE156621 8E71 5089 BE71 3297 BE713298 BE179915 AW799309 BFB72345 BF088676 BE705939 AW752599 
BG005197 BF3500B6BE71519B BE715155 BF752396 BF093817 BF831 190 BF752409 BE006561 BG959922 BF094833 BF094748 BF094583 
AVV377699AW607238BE082519AVV377700BF349467AI190590AI5544O3At392928AU1M477Bl467»^ 
AI439101 AA451923 AI340326 Ai590975 BI791553 AI70ra63 A11428a2 AA039975 AA946938 AA644381 8M314884 AA7M«4 ^417612 
AW190555 AI220573 A1304772 AI270345 AI827383 AA552300 AI91 1702 AW166807 AI346078 W95070 AA149191 AA026B64 AI830049 AW780435 
A1078449 AI819984 AI85a282 B14685B8 AI860S84 A102S932 AA026047 AA703232 AA658154 AA515500 AW192085 AA918281 T77881 'AI927207 
A1205263BF082491 AW021347AIS68086BE939882 AA088886 D12062 AA0S55Z7 AA782109 W19287 W02156 AW1 50036 AA022701 T87181 
H44405 AI910434 BF082513 A!4940e9 AI270027 AI63587e AA1 28330 BG681425 BE70607B R20904 BG680059 BG676647 BF764409 AA026654 
AV745530 BI762798 BG287391 AW798780 BE706045 BE926470 AW799118 8F087996 BE002273 AW879451 AI571075 BE067786 AV721320 
AI022862 N29754C03378N84767AA131077H30146BE714290A1686869AI568892A1915598A 

BE067737 B6319486 AA247685 AW798883 AW103521 BF989173 AW880878BE939707 BE1 85750 BE71 4084 8E713903 BE713868 B013763 
BG950164 BE713810 AW365151 B6955489 BE005272 BF91S937 AW365148 AI90S927 BF992780 AW853812 BG954443 B1770853 BOT9406 
BG740832 BG681087 B6698430 AA455100T87267 BE698209 BE698210 BI089483 BE006273 BE872225 AW391912 BE92S515 BG677012 
BG741970 AA026480 BE705999 BG677157 BE009090 BG681378 BE712291 BG961498 BG678984 BI040941 AA337270 AW384371 AW847442 
BI058559 BE813655 W95048 W25458 AW177786 AA025851 BE931733 BF154837 BG949393 BE714441 AW996245 BE711801 AI284090 
BEC64323 BE719390 BE940148 BG991212 BF375714 BF349522 BG996267 T48793 BI013292 BE001925 AW365156 AW365154 AW606653 
BR63109BE931637BE187181 BE713879BF35400BBF678726H90B99AW365145W383KW49M87 

AK056685 BG399272 AA187835 BF821903 AV660550 AV6605S6 AV660502 BG564397 BE379584 BF446961 AI6S3056 AW973709 AI653173 
BG054997A1266043BI054ff79A!656750AM92830AW021142AI472184AW170056AI082443AI167921 D59940 81492088 H74180AW1308a6 
AI348877 AI278577 AA761517 AI698203 AA115535 A)264790 AW205074 AA860452 AA554902 AI000715 082102 BE544768 AI376090 D59939 

AW242249AA525421R34211 R34328 BF248064 BF241437 BF572759 BF218832 Bu«cn« Ainfl74X4 

BC003047 S80794 NM 003405 X78138 AY007132 L08439 AW340648 AW131665 AHJ82748 AI470204 81711078 BF350700 81496963 AI087141 
AA720684 AAB62331 AA605146 BM31 3650 AI089749 AI359738 N69107 AW995424 AI086917 AI083995 AW340217 N99662 AI829449 AI089839 
AI608761 AI342365 A1199076 AA908944 AI248943 AU160053 AI191245 A1218477 AI077943 AAB64930 AI310394 AA872478 AI27g782 W61343 
AAS6S955 W46596 AA126874 AA223241 AA491574 R8481 3 AA491520 BG0551 14 A1469689 BE454590 AW664539 H67097 AL534332 C21397 
AI085941 AW028427 BG939820 A1697089 AI039008 All 25315 AIS5S561 AWt50042 L20422 X57345 B1458375 AU1428S2 81666601 BE888276 
AU119302 B1603754 BG705953 81598754 BE296713 BG002538 BF951911 N29226 BE909424/0^£74^ 

AI124697 D54224 F08031 AA340253 BF923383 BM457808 81546644 BG777200 BG70S941 BG468577 AU1 27209 AW403970 BI597630 BI458091 
AV6e9S60 B1669267 BG506219 BIB37163 B1667275 AA343750 BE7B3112 BF671405 8F954720 H67636 H69456 AA484894 BI869271 BF998207 
N31547BF945817BF947918 N90630BG980194AA156681 BM93502AW273118AM73820AA508688AI359337AV712091 AA084101 BF592036 
H13301 AIB64305 AAS05883 AM23963 AW084401 AI9t7740 R69aS8 AA033831 N79982 BE885275 A1635674 AA096126 AA700018 AV707753 
AI082545AU145681AA629032A1421367AA740589AA150830AI248541AA988608AA150478W65437BM310234A 
BM272753 H21979T15405AA938406F04963AI188296AW152629AA905198BG223058A!831016AI766457AI811102AA^ 
AA775958AI261476AA219489AI688035AI872093BE537084AW1 89078 D82630AI123121AL5W^^ 

BI089081 BE155394 AL120538 AW168100 A1359620 AI174338 N20527 W47413 AA155615 AIZ72249 H25293 BE614558 H698S4 AW383484 
H78021 H11617RS6892 H23204 N21630R82499 AW383522AAn4536Ai.534331 W94127 W46459 A1866231 AA513281 AA192465 H69844 
W85827 AW383642 AW383529 AA171496 AL537424 BE81 4866 BF823254 R82553 AI809817 AI559406 

AK000357 AI571830 AA579813 AA668790 BF939495 BF196886 A1990982 BFS91561 A1B091 89 AW410232 BF739769 A1144392 BF^^ 
AnS74£^^^^ 

AA622643AW195955AA470473AW392767AI218127AA873430AAS06005AA748160 H89523AWO^^ 

AI581622 AI361357 AA468498 AW008694 AA903275 AI187724 A1187718 AAB90505 BF092771 AI066655 BE714172 BG289028 AW0B0390 
BE001197 BF132049 

AB033091 AL520743 8E81 1813 NS3332 N99716 AL561910 AA280655 BE710392 AW05100 AVV29ffl^^ 
BG700891 81553517 RB051BBG7790r71BG534451AM79402AW961580BF061430AI857643AI768486A 

AW072470 AI041S96 AI049699 AW592865AA97e261 BE879747 B6114119 AW183811 AA909938 8F571621 BF350794 8F351375 BE925699 
S^Sn^f^^ B^^2397BF678765B1038602B^86Mi^ 
8E939598AW805570AA527097AW50540AI693720AA743364AI915793 N48185A!5ra^^^ 

S655Sl"?AVW5^^^ 

AI21B139 AW194264 D201 20 AI082715 AI969980 BE857686 BE326711 AW953706 AI393749 AI3B3821 WB7199 AI431759 AI796526 Ai521794 
AI796380AW1 17545 AI749657AI537634 N50122 Aionco/a ahmmcc 

AVV973352 BF222929 AW016853 8F059130 AiB51829 BE551767 AA558414 AI339359 BF059601 AI9611B^ 

AA548736 AA768578 A1539081 AW025957 AA736837 N79575 AV«94357 ne.<»»cn axzoicioA A\utnAAU 

AK055070AKD55612AK000174BG619806BG108086AI741949AI004176BF891936BF37856^ 

aSi WW^981 AA740788 AW274758 BF512523 AI521278 AA548759AI802431 AW051682AI628247 AI799806 AW088103 AA236549 
AI191529 AW273168 AI168451 AVW)73812 AW09061 1 AW003593 AJ215845 AI799616 AW474940 AA954927 BM193740 AW662704 AWW0127 
AA969444 AI0B0438 AA552500 AW23753a AA481060 A1246378 AA565227 AA338921 AA207051 AA721378 BF43B608 AI08^5 AJ88^0 
AA9041 12 AI864588 AW271985 AW078868 AA725342 BF326598 AA843572 AI082536 AA7665B4 AI4S3279 AA435673 A1619515 AA879080 

XVo47 W144342 AW014280 BM14512B N2B267 AW206231 AA989041 H93197 AWS94063 8G236296AW236606 AWC81031 AA7B5843 
BM144372 AA989341 AI82483d A1983970 A1637871 AW196330 BG427526 BM148789 BFa93644 BF881946 
BE177661 H0621SBE144709BE144829 
BE005398 AA628622 AA994155 

AKD01838AU135179AU134241AV651702AV650032A\^1304AV650101AV651263AV651888AV651866AA6^ 
AvSll72AV^1«MI117599AU1^ 

AA741144 AA490899AI200221 AW5B9574 W9fi201 BG154182AV655159AA328145 N36348A1081357 N76715AA693346AA742488AI269719 

AAfi97483A18864S9AU1S5873H042SSAW243988AAS57749AI2862Z7R68G91 R33453AW388097 

AA947566 

BSMSs^gnASmOTM^ 

AA281642AU185230AVV337382Al872923AI5371l3^nr3882T83378H6373lBF671764AV^^ 
H91240 R6054aK41701 

A»I612^AI686711AI183289AA477717A1076122AAB351W 

BG283489 8E090666 BE090664 BE090662 H26545 ^ . AA«e44o 

BF090249 AW954947 AW890487 AI305236 D60845 D50537 AA825429 W36294 AW8904 10 AW088235 BF740240 AA44B709 AI350279 AA879119 

AA319510 6E702077 BE699015 BE702046 AW901293 T99319 D81708 BF475488 060383 081751 BE699260 

8G4Z7950 AAB26016 Aig03441 6G939868 AW979154 AA640872 BGS47134 AA457091 AW368880 W88852 R94779 AA088623 

AW954733 AA31S006 AW856665 

614 
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442495 
425284 



9172B0J 
928718J 
3834_5 



441623 3362J 



10 



445493 
432666 
15 430915 
425913 



438962 
20 406870 
406819 
447197 
418336 

25 424677 
419970 

433891 
415995 

30 

35 451653 

40 



423456J 
144 7 
197844J 
4123.2 



195763J 

0_0 

0.0 

2176805J 
5B817J 

2518_37 
13569J 

647290J 
2117.1 



436812 
418259 



AW502384 AA828822 AI9B2587 

B1094458 BE706702 BG496559 BF248373 BG494800 
AV71 1317 A1809938 AI808768 AI240593 AI915771 

. . .-.-ornr- AAcecAoti M0Cnc7ft AW9(UnR() AAQ91& 



AA55B5B5 AA565439 AI3bUD/0 AW^wuw ™' 
BG425760 BF997600 N48516 W73454 BraiWW^^ ^253626 AA848477 A1024230 

BF678528 AI627829 BG993975 AV701283 
A1207343 BF813684 BF928775 AAfl28585 
AA075144 
AA908472 

Auiii;nQnnnP9diB13 K79201 



MH115364.1 



433162 
434372 
45 456629 



50 
55 

60 

65 

70 

75 

80 



- r9.i 

133853J 



2167905.1 
85B779J 



430283 1418.1 
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430968 
444207 



1237115.1 
9172L3 



418905 



436716 
413703 
432586 
440129 
406685 
406806 



431155 
447832 
449625 

423458 

455263 



406797 
453331 



430504 



517J 



2472838J 

376077J 

6633.1 

2607882_1 

0_0 

0.0 



1235742.1 
1036795J 
249224J 

30480.1 

26143J 



0.0 

16559.1 



5477.6 



DS4161 R73016 D55021 61857200 HB3444 61016954 DS4163 R15S63 81818684 BE152207 BIO48S02 BFa8S667 BE613212 BE165773 BF149332 

AW607045BE305200 

AW972830 AA489820 AA5Z7647 AA570362 

BE739425 AA514221 AA865491 AI828293 M470456 AI276739 AA169357 BE932464 AA514889 AW819039 AW819Q83 BE843048 A)432496 
A1470335 AI247243 BG533994 AA513783 AI887309 AAS28038 AW972006 AW873028 AI924914 AI818810 AW1S2378 AW084946 A1521413 
AI6695836E932521 AI5813ro6E1B0238 AW08S7S0 AVmi461 AVV089714 AIS90949AI819148AA7310^ 

AA485373 A173S658 AW393133 AVra73080 At707637 BF353320 BE843111 AW819038 AW393135 BG697291 AV848670AV6S4332 AV687S30 
BG565964 AI807430 AI876072 AA837010 AI452482 AI625817 AW241750 BE048616 AI290928 Ai680714 AA485530 6E175687 AV648513 
AW130312 A)0OOS56 AA6328g3 BE674169 BF001208 AAg48166 BE175650 AA524664 AA490345 AI244948 AA6029^ AA483492 AA918178 
AWB02049 BG675859 AV658871 BG678060 AiS65004 AW819026 BE843092 AV686437 AV723049 BG616948 A191 1647 AI743490 AI091096 
BE6S7251 AI962074 AA040027 AW769317 AA343477 AA64Q1 12 BFB76213 R82948 H2642S H&2S76 BE843095 BEB43140 BG538641 6G617830 
AA235802 BE774985 BE006682 BF342375AASD3144 6F338063 BFgB4258 AV557996 AI74g532 BE768614 BE857252 6E932516 BE768573 
AV657993AV6577nAV752631BE774974 T55B47BF095761 BF911511 BE710793BE180119BG617338H45942 T55897AV6577iaB6563497 
BM469076 AA533027 AI127512 AI368802 AA533141 AA700560 AW576028 Ai610851 AI435361 BM129172 AW474544 BM128899 AI814292 
AW502039 AA531243 Bf941858 AW502037 AA702337 A1419854 AA662755 AA934364 At300510 A)291 138 AAS05263 A1144S27 AI076919 
AI633534 Ai242473 AA938561 BG055372 AA512B94 At671 356 AA962403 BF608010 AA66391 1 AA647056 AA51 3301 AA369069 AA377265 
6G291206 AA402298 AAB85766 AW801 002 AA302290 A1305842 AW600873 AA302492 AA478427 At817291 AW801 104 AW801028 AA865744 
BF155979 A1374743 AM78431 AI159846 AI369757 AI800672 BF435788 AA255451 AI937707 AW006198 AI280363 BF062434 AW801115 
A1919181 F28413 WD4214 AW152380 AW901S67 AWS01570 AA8B6371 AA384251 AI302846 BE701902 AA931606 H42673 R33703 AW901556 
AA0Og816 AWg01568 AW352200 AA256558 H1$928 81087170 AW800530 AA369068 N98562 H28652 N34644 H97650 K00956 W70039 AI142831 
AA009817 F37136 hr70269 AA531347 R72374 HZ7486 R66605 
AI433540AA804981 AA728984 

BG015794 BE158357 BE158353 BE1 58358 BEl 56360 BE156352 BE158351 BE158355 

BO022881 AU150944 BG750783 AW754175 AW857737 A191 1659 AI050036 AA554053 A)8262S9 AA566548 

AI732997 AA977633 AA865818 

M18728 

AW088535 AI888321 AA954221 AI337552 R42581 AW194670 AA064862AW001147 AA864374 AA630699AW276176 AA676615AA857965 

AI625428AA560792AA582038AAS81668AA658085AA82B1S6AAB57160AA938103A1149335AA33692SAA581684A 

AI281504AI265B12AA583267AW236162AA876S35AW304286AW474334Ai5S9415AI5B9241AI6609S2AAM^ 

AA552513AA564g54AW090553AI205612A1245753AAS54883AAS47909AI8S6014 

AWg7l213 AA493925 AA493567 AA876a39 AA934462 

AI628543 AI433357 AW772732 

BI918168AVm9760K48674AI375997AA235370BG899146AI913631AM98402AI016320AA323193 R49021D^ 
BG986917T61382 R49391 R45432 AI2O3107 R35004 F07491 R2S094 R35360 

BC018070 BG702493 A)204212 AA460929 AA993606 6F926635 AA226938 B6190705 BG186496 AW29t865 BG183340 BG195301 BG214539 
6G215094 BG198867 BG198332 BG208220 BG212418 

BG216963 6G164885 BG213710BG204771 BG193014BG197556 BG217481 BG198185BG183594 BI596425AA1 15605 A15891 56 BF439839 

BG188832A)359615BG190473A)024233BF439574AW118065A1672797AA610042BG212008A1204382R70913AAO^ 

AA307285 AA034218 &G482749 AW162429 61602460 AA721969 AA476516 AA476416 AA903019 BF1 1 0864 AA307286AA1 15471 AW964555 

AA423826AA115129AI419107 

AI432224 AW276890 AI499346 AA937014 AA653573 A1318525 Ai246219 AA961591 AI270540 

BG571303 AA4t0586 AA035018 BG5721 17 BG620022 AA147247 BG005785 BG014448 R31981 H02668 H12498 R36203 BF992089 R73999 
T49904 R75732 81057974 T53681 AA147933 N50695 R6B588 R25671 R31935 R251 10 R36105 AK05562B BE157467 AW663674AA1 90993 
H01642 BF51 0304 AA626915 AA746952 AI161 014 AA099554 B6572534 A1803329 AI809932 AI808765 AA411449 AI378760 AA976929 AI378620 
AA909684 R75632AI360919AI350463AW069127AA411621 AA742532H12451 BE208298 H03812H12839 N58781 R75957BF996484AI240665 
BF98g591 BI056086 6GOO1590 BF107035 

BE219720 8F47S241 AI571723 BE219848 BI789268 AI224899 AA724864 AVmi467 AA480255 AW845616 A14^ 
AW300064AW262133 H21568AI363015AI884914H86948 



TABLE 52C 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in (his column ere Genbankldenaier(GQnuntere. l)unham.et0L'relel8tolheplAlica(ionent^led'nleD^U6^ 

human chrofnosome 22' Dunham, el el (1999) Nature 402:489^95. 
Strand: Indicates DNA strand InmwWchexonsvi^ 
NLposiSon: Indicates nucleotide postHons of predicted axons. 



Pkey 


Ref 


Strand 


NtjwsISon 


402474 


7547175 


Minus 


53S2&53628,S575&^55920,5753&^57 


402145 


8018280 


Plus 


113086-114800 


401091 


9958240 


Plus 


94760-94898 


401466 


6682292 


Phis 


28748-29023 


406542 


7711499 


Rus 


117335-118473 


401113 


9966541 


Minus 


19419-19959 


405086 


8072509 


Plus 


73864-73641,74081-74217,74610-74779,7492 



TABLE 53A: 

Pkey: Unique Eos probeset identifter number 

ExAccn: Exei^plar Accession number, Genbank accession number 

UnigenelD: Unlgene number 

Unlgene Title: Urigene gene titia 

R1: Rafocfteslicular cancer (noa«enAiomatous and seminomatDus) 00^ 



PIffly 


ExAccn 


Uni^enelO 


UnigeneTISe 


Rl 


432666 


AW204069 




ESTs, Wealdy simBar to unnamed protein 


78.20 


452838 


U65011 


Hs,30743 


preferei^tlally expressed anGgen in mala 


75.45 


418696 


AWg59433 


Hs.326290 


hypotheScal protein FU12581 


58.80 


432730 


AI066S2O 


Hs.131358 


ESTs 


51.80 


450581 


AF081513 


HS.2S195 


TGFteta4 


48.40 



616 
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10 
15 
20 
25 
30 
35 
40 
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80 



426534 
423458 
428664 
420357 
451106 
437052 
417407 
420759 
420347 
4077t0 
448981 
429486 
420528 
425769 
430252 
454077 
428227 
434649 
424578 
427335 
438915 
432938 
449322 
430691 
430676 
440119 
418756 
410102 
447634 
407122 
446979 
408547 
427711 
456847 
448776 
452291 
408908 
418007 



433330 
410561 
427667 
418134 
454438 
449032 
428427 
437789 
419384 
418477 
453922 
447188 
430521 
443068 
437099 
420401 
410361 
431494 



U58096 

A)204212 

AK001666 

AA259090 

BE3B2701 

AA861697 

AA923278 

T11832 

AL033539 

AW022727 

At968719 

AF155B27 

AF130728 
U72513 
AI638774 
AC005952 
AA321649 
AA738254 
AK001973 
AA448542 
AA280174. 
T27013 
AI638616 
C14187 
AF084866 
AA885455 
AA252254 
AW2485D8 
AW953935 
H20276 
AI654443 

M31659 
AI360456 
BE302464 
AF015592 
BE296227 
M13S09 
AL133396 
AW207084 
BE540255 
AKD01279 
AA397769 
AA224053 
AA045573 



AI581344 
AM90866 
AW022983 
AF053306 
H65423 
NlilL016383 
AI18S710 
N77793 
AKOO1907 
BE391804 
AA991355 
U14622 
AF086270 

NMJK)2497 



Hs^OSI 

Hs.189095 
Hs.257028 
Hs.25960 
Hs.120691 
Hs.290905 
Hs.127797 
Hs.97124 
Hs.23616 
Hs.195387 
Hs.203963 
Hs.98586 
Hs.159488 
Hs.10532a 
Hs^7062 
Hs.2248 
Hs.165390 
Hs.150890 
Hs.251677 
Hs^85661 
Hs.3132 
Hs.196566 
H5.157208 

Hs,125331 
Hs.225949 
Hs.279727 
Hs.288655 
Hs.31742 
Hs.197683 

Hs.180408 
Hs.37776 
Hs.30057 
Hs.28853 
HS.2S0822 
Ks.83169 

Hs,132816 
Hs.6994 
Hs.180171 
Hs.86617 
Hs.172405 
Hs.22900 
Hs.169840 
Hs.127612 
Hs.39429 



testis specaic protein, Y4riked 
ESTs 

simaartoSAai (sd (Drosopliila)-Gke 
ESTs 

oncogene 

ESTs 

ESTs, WeaWy similar to protease IH^api 
Homo sapiens cDNA RJ1 1381 fc. done HE 
Human DMA sequence from done RP1-309H15 
ESTs 
ESTs 



439451 
404996 
424905 

444619 

434551 BE387162 
421241 X91817 
414972 BE263782 
428866 U02330 
433159 AB03S89B 
AI034361 
AI371978 
A1951118 
AW207469 
AW014631 
AL042306 
BE545072 
AW298067 
AW9733S2 
AL137379 
AW206560 
AA764852 
AA442153 
AA125985 
A1432364 
433975 AAg71953 



HsJ6708 
Hs.17631 
HS242183 

HS.4B659 
Hs.97464 
Hs.62661 
Hsi98312 

Hs.278554 



440207 
407276 
450142 
449578 
414251 
422956 
436812 
427521 
40872B 
442832 
436899 
428949 
409731 



Hs.153704 
Hs^172 
H5.2a0858 
Hs.102866 
Hs,77695 
Hs.172816 
Hs.150587 
HS.13S1S0 
Hs.128326 
Hs.326736 
H524485 
Hsj225088 
Hs^9 
Hs.122579 



H5.47125 
Hs.253589 

Hs.104744 
Hs.56145 
Hs.160594 
Hs.t220S5 



doublesex and maW related transcriplio 

Human RPL1 3-2 pseudogene mRNA. complete 

testes devekn^nent-i^Ialed NY^ 

in$tdln.like3(Uydigodl) 

small indudt]le cytokine sutriamBy B (Cy 

ESTs. Highly simttar to A40350 Iranscrfp 

hypoth^ica] protein 

GanllgenTB 

Williams-Bcurcn syndtome chromosome regi 
steroidogenic acute regulatory protein 
ESTs 

aristaJess-relaled Iwrneotjox protein ARX 
gb:Homo sapiens envelope protein RI&3 ( 
ESTs, Moderately similar to unknown IRs 
ESTs ^ ^ 

ESTs; homotogue of PEW3 pona sawlgnyi 
ESTs 
ESTs 
ESTs 

Target Exon 

solute canter family 25 (mitodiondtlal 

MRS2 (S. cerBvisiaB)-like, magneshnnlioni 

C0C7 (eel division cyde 7, S. cerevlsi 

seiine/lhreonine kinase 15 

matrix metjiloproteinasa 1 (InteistiQal 

prion protein 2 (dubtel) 

hypothetica! protein MGC14801 

Homo sapiens cDNA: FU22044 fe. done H 

Homo sapiens cDNA FU10417 fis. done NT 

ESTs 

cell division cyde 27 

nude» fador (erythrdd-dertrod 2Hik 

TTK protein kinase 

ESTs, WeaWy similar to T17330 hypoUietl 
ESTs 

gbrff46h1Zy1 Morton Fetal CoditeaHomo 
budding uninhibited by benzimidazotes 1 
hypothetteal protein DKFZp434E2135 
HOI^^TES^ tumor anBgen 
ESTs 

ESTs, Highly slmHar to S14458 lantinm a 
hypothetic^ protein 
guanylate binding protein 1, interferon- 
hypottieticaS protein DKFZp434A1315 
gb:Human transkeldase^ protein gene 
heterodiromafirv^ike protein 1 
Target Exon 

NIMA (nevw In mitosis gene a)4slated k 
ESTs, Moderately similar Id A46010 Xfln 
ESTs. Highly similar to A35661 ONAaxds 



1 

KIAA0008gene produd 

neureguiin 1 

kinesbJace protein 2 

lung type4 cdl mentean»4ssodated gly 

ESTs 

Homo sapiens breast cancer anfigen NY-BR 
dwndrdfin sulfate proteoglycan 6 (bama 
ESTs 

VASAprotdn 

ECT2 protein (EpitheTtd cell transfocmi 
gb:UI4WV«HM^UI-8l NCLCGAP_Su 
ESTs 

hypotheOcd protein FU13912 

ESTs 

ESTs 

hypothetical protein DKFZp434J0617 
thymosin, beta, klenQfied in neuroblast 
ESTs 
ESTs 



44.05 

36.60 

34.65 

32.60 

30.10 

29^35 

29.05 

28.45 

28.25 

28.86 

26.40 

25.55 

25.10 

23.70 

21.95 

21,73 

20.15 

19.65 

19.16 

19.05 

18.95 

1&86 

18.30 

18X10 

17.96 

17.41 

17.20 

16.20 

16.04 

15.95 

15,90 

15.70 

15.65 

15.50 

15.00 

14.95 

14.65 

14.20 

14.08 

14.05 

14.05 

13.90 

13.85 

13.70 

13.40 

13.35 

13.20 

13.10 

12.85 

12.80 

12.78 

12.72 

12,65 

12.60 

12.50 

12.50 

12.45 

1i25 

1110 

11.86 

11,85 

11.60 

11.55 

11.50 

11.45 

11.37 

11.35 

1124 

11.12 

11.10 

11,05 

10,95 

10.95 

10.90 

10.65 

10.81 

10.80 

10.62 

10.60 

10.55 

10.45 

10.15 

laio 
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446791 
422232 
420047 
434334 
423873 
438168 
418973 
413627 



436608 

434699 

426518 

44098B 

440952 

427469 

442618 

419423 

428153 

439979 

444971 

436513 

427468 

415857 

428847 

408465 

443523 

440527 

439570 

450480 

425266 

453884 

413318 

430835 

416859 

423905 

407340 

449260 

430255 

448844 

431640 

428479 

426083 

425572 

410420 

453876 

430287 

453913 

421974 

432840 

451950 

412265 

435514 

431041 

432415 

418830 

409421 

449433 

456570 

441287 

434609 

432239 

441425 

446293 

414136 

409089 

422938 

441421 

452226 

435918 

418861 



442950 
415684 
448335 
453163 
444434 
422685 
437421 
428916 
408045 
448588 
433764 
439780 



Ai632276 

043945 

A)478658 

AA912476 

BE003054 

AA779975 

AA233056 

BE162082 

AW856685 

AA628980 

AA643687 

Z43039 

N36327 

AI291804 

AA403084 

RS6222 

026488 

AW513143 

AW600291 

At651116 

AJ278110 

AA974433 

AA866115 

AI954B33 

AW196940 

AK001575 

AV557117 

T79925 

X82125 

J00077 

AA355925 

AU076607 

A1240006 
H43437 

AW579960 

AA810168 

AA741180 

AK000703 

Ai581519 

AAS34908 

Y00272 

AW962712 

AB011076 

AA224053 

AW964440 

AW182459 

AW004663 

AA301270 

AK001403 

AW292317 

AA101325 

AW592804 

AM90967 

T16971 

BE513731 

AAig9883 

AI572095 

AW971698 

AW293132 

R76593 

X81334 

AA933590 

A)420213 

AA812434 

NM_014781 

NM.001609 

AA3567g2 

AA0248S8 

AF263538 

NM.001949 

Aig62798 

AI500417 



R53848 
AW066185 
NM.004849 
AJ011812 
AA917062 
AF0O30O1 
AW1389S9 
Ai970276 
AW7S3676 
AL109688 



H5.195922 
Hs.1 13274 
Hs.94631 
Hs.1 16750 
Hs.1695 
H5.128859 
HS.19151B 
Hs.246g73 

Hs,192371 
Hs.149425 
Hs.170188 

Hs.118101 
Hs.269347 
Hs.26514 
Hs.90315 
Hs.98367 
Hs^23 
Hs.148659 
Hs.125507 

Hs.127797 
Hs.98881 

Hs.253277 
Hs.9536 
Hs.184164 
Hs^69165 
Ks^5040 
Hs.155421 
H$.36232 
Hs.75285 
Hs.192326 
Ks.80305 
Hs.135150 
H&284289 
Hs.29879 
Hs^23822 
Hs.177164 
Hs^SGO 
Hs.334562 
Hs.126712 
H5.158307 
Hs.172405 
H5.19025 
Hs.125759 
Hs.78934 

Hs.279621 
H&213307 
Hs.86154 

Hs,197955 
Hs.269014 
HS.8B959 
Hs.67624 
Hs.9012 
Hs.12627 
Hs.131373 

Hs.2936 
H3.28937 
Hs.149722 

K8.50421 
Hs,1594 
Hs^24 
Hs.157103 
Hs.86232 
Hs.1189 
H3.156100 
Hs.46764 

Hs.44976 
Hs^3856 
Hs.1 1171 
Ks.119018 

Hs.194562 
Hs^45123 
Hs.156905 
Hs.39982 



ESTs 

trdnscripGm f sctof EC 

brelekfln AMbited guanine nudeoGde 

Homo sapiens cDNA FU13221 fis. done NT 

matrix metailoproldnase 12 (macrophage 

ESTs 

ESTs 

intron of Bicaudal 0 homolog 1 

gb:RC34n0297-29010GO1M03 CT0297 Homo 

down syndrome criScal region protein OS 

Homo safnens cONA FU11980 lis, done HE 

KIAA0009gena produd 

gb:yx82ti06jr1 Soares ntelanocyle 2NbHM Ho 

ESTs 

ESTs. Wbakly sintar to 2109260A B ceg 
ESTs 

KtAA0007 protein 

SRY (sex ddsmiining region YHxK 17 (S 
hypothetical protein HJ 10430 
ESTs 

OEAO^ protein 

{ibrot}last growth factor 4 (heparin seer 
Homo sapiens d3MA RJ 1 1 38 1 fis. done HE 
ESTs 

ESTs 

hypotheiica) protein aJ10713 

ESTs, Moderately similar b S65657 aiplia 

ESTs, Weakly sbnnar to AUJ1J4UMAN ALUS 

zir)C finger protein 239 

dipha-fetoprotetn 

KIAA0186gene product 

Inter-alpha (globulin) \rm\OT, H2 pd 

ESTs 

hypothetic^ protein MGC14258 
lung type-1 cell memtxans-assodaled gly 
vHiUgo^odated protein VIT-1 
ESTs 

Homo sapiens mRNA lor K1AA1551 protein. 
FGENESH predicted novel cell surface pr 
POU domain, dass 5, transcripljon facto 
cell (fivtsion cyde 2, G1 to S and G2 b 
ESTs, Weakly similar b API 91020 1 E2IG5 
undifferentiated emtxyonic ceil transcri 
cdldivisk)ncyde27 

ESTs. WeaMy slnflar b l£U5.HUIiAAN lEUKE 
mutS (E. odl) homdog 2 (colon cancer, 
gb:EST141 92 TesSs tumor Homo sapiens cD 
hypotheM protein FU20S30 
ESTs 

hypotheScal protein FLJ12457 
ESTs 

KlAA0704prDldn 

ESTs, We^ dmilar b A43932 mudn 2 p 

hypQlheflcdprdfl3nMGC4816 

ESTs 

ESTs, Weddy similar b S266S0 DNAttidi 

TJ8proldn 

ESTs 

gbTiEOclUI Scares placenta Nb2HP Homo 
matrix metaloprotdnase 13 (cdlagenase 
homeobox prdein from AI.590526 
UM domain transcription factor UM-1 (h 
SIMC2 (stmdural m^tenanca of chromoso 
KIAA0203 gene produd 
centromere protdn A (17kD) 
hypolhetica) protein FU14825 
ESTs 

growth diiferenfiatlon factor 3 
E2F transcripCon fader 3 
ESTs 
ESTs 

sortsitd ddiydrogenase 

ESTs 

ESTs 

APG5 (autaphagy 5, S. cerevisiaeHike 

transcripQon facbr Nf^ 

ESTs 

tebmeric repeat binding fador (NiMA4n 

ESTs 

K1AA1676 

zinc finger probin RtNZF (NMJD23929) 
gtxHomo saitois nfRNA fun tongth Insert 
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449911 A1262106 H8.12653 ESTs 
417791 AW96S339 Hs.111471 ESTs 
424085 NM_002914 H5.139226 replication factor C (activalor 1) 2 (40 
4531 60 A1263307 H2B histone famBy. member L 

5 453392 U23752 HsJ2964 SRY (sex detennWng region Y)-box 11 
425427 AI652662 H&.157205 branched chain aminotransferase l.cytos 
447254 NM_004153 Hs.17908 origin recognition comptex. subunH 1 (y 
418379 AA218940 Hs.137516 fi<ige«fv4ite 1 ... 
407356 AF026942 Hs.t7518 gb:Homo sapiens cig33 mRNA. partial sequ 
10 414618 AI204600 Hs.96978 hypothelical protein MGC1 0764 

417153 X57010 Hs.81343 coBagen, type It. dphal (primary oste 
428743 AL080060 Hs.301549 Homo sapiens mRNA;cDNADKFZp564H172lfr 
442717 R88362 Hs.l 80591 ESTs, Weakly similar to T23976liypoUieB 
433247 AB040948 Hs.l42856 KIAA1515 proiein 
15 430647 AC003682 Hs.127988 EST8.Vteaklyan^larto2211.HUMANZlNC 
417886 AA214584 ESTs . .k 

432169 Y00971 Hs.2910 phosphoribosylpyraphosphalB synthetase 
412537 AL031778 nuclear transcription factor Y, alpha 

426614 AA411925 Hs.301960 ESTs 
20 457465 AW301344 Hs.122908 

430253 AK0C1514 Hs.236844 hypothetical protein FU10852 
440801 AA905366 ESTs 
453116 AI276680 Hs.14B086 ESTs 
436909 AA907120 ESTs 
25 402199 Target Ewm 

419555 U29615 Hs,91093 d^firHse 1 (cWtotto^ 

421285 NM_000102 Hs.1363 cytochrome P450. subfamily XVII {steroid 

438494 AA90857B Hs.130183 ESTs 

418592 X99226 HsJ84153 Fanconi anemia, complementation group A 
30 40875B NNt003586 Hs.47504 exonudeasel 
442671 AI005668 Hs.130673 EST 
432281 AK001239 Hs,274263 hypolhefical protein FUIOSH 
413833 Z150C5 Hs.75573 centromere protein E (31 2kIQ 
4240B1 NM 008413 Hs.139120 ribonuclease P {30kD) 
35 441878 A1801869 Hs.l 27982 ESTs 

429120 AK001673 Hs.195530 hypolheficd protein FU10811 
418221 Z45514 Hs.83775 DiGeorge syndrome gene D 
410166 AKD01376 Hs.59348 hypothelical prc«dnFU105l4 
421650 AA781795 Hs.122587 ESTs , „ , _ 

40 453932 AW006303 Hs.329296 ESTs, WeaJdy similar to (delllne not wa 
408291 AB023191 Hs.44131 KIAA0974 protein 
43B180 AAB08189 Hs.272151 ESTs . . , 

412028 AA383618 Hs.73073 testis^pecificankynn motif containing 
427510 Z47542 Hs.179312 small nudearRNA activating complex, po 
45 423642 AW452650 Hs.157148 hypothetical protein MGC13204 

416111 AA033813 Hs.79018 chronratin assembly factor l.subuna A ( 
407300 AAlOaeie Hs.120769 gb2n43e07^1StratageneHeUceas393 
426223 AW977812 Hs.130391 ESTs 
445038 AI635444 Hs.143917 dJ467N1 1.1 protein 
50 419197 N48921 Hs.27441 KIAA1615 protein 

453775 NiyL002916 Hs.35120 repllcaBon factor C (activator 1) 4 (37 
436902 AW247145 Hs.1 92729 ESTs 
429228 A1553633 ESTs 
457065 AI4763ia Hs.192480 ESTs 
55 426572 AB037783 Hs.170623 hypothetical protein FU11 183 
♦49132 BE045641 Hs.l97573 ESTs 

432359 AAD76049 Hs.274415 HaniosaptenscDMAFU102291ls.ctoneHE 
423728 AW891294 Hs.l32136 solute carrter family 4. sodium bicafbon 
457289 AW573204 Hs.137078 ESTs 

60 433849 BE465884 HS.28072B ESTs ...... 

412642 BE244598 Hs,809 hepatocyte growth factor (hepapoleUn^ 
438450 AI050866 Hs.65853 nodal, mouse, homolog 
428301 AW628666 HsJ8440 ESTs, WeaJdyslmaar to 138022 hypoOieli 
408750 BE294069 Hs.93581 hypothelical protein FU10512 

65 41S947 U04045 Hs.78934 mulS (E. coi) homoJog 2 (colon cancer, 

408460 AA054726 Hs.285574 ESTs « ^ u 

442461 AW062554 Hs^85833 Homo sapiens cDNA:FU22135 lis. ctoneH 
416747 AWB76523 Hs.15929 hypothetical protein FU12910 
428249 AA130914 Hs.183291 zinc finger protein 268 _ ^ 

70 419635 NULOOSOSS Hs51728 poIymyodtls/sdefodeiniaautoanBgen 1 ( 
402145 Target Exon 

442980 AAB57025 Hs.B87B IdneslfrEkel 

75 419131 AA406293 Hs.109526 ESTs 

450254 NM 004885 H3,99231 neuropeptide G protein-coupled receptor. 

441627 AA9475S2 Hs.58085 branched chabi aminotransferase 1. cytos 

440304 BE159984 Hs.l25395 ESTs ^ uc 

440553 AA889416 Hs^44043 Honw sapiens cONAFU14459 (is. done HE 

80 442333 AI650877 Hs.129302 ESTs 

453941 U39817 Hs,36820 Bloomsyndrome 

415799 AA653718 Ksi2SB41 DKF2P434D193 protein 

413823 AA825721 Hs246973 InttonofBlcauddDhamQtogl 
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427147 AA398587 Hs:97414 ESTs 5^ 

4S1050 AW937420 ESTs S.55 

450113 AI683098 Hs.200866 ESTs. Moderately sbnilar to ALU7_HUMAN A S.54 

^ 418678 NM_001327 Hs.lS7379 cancef/testlsanCgen(NY-ESOn 5.54 

5 437812 A1S82291 Hs.16846 ESTs. Weakly sinvtar to 04HUD1 debflsoqu 153 

431354 BE046856 Hs.251673 OHA(cytosin8^^4nelhynratsler8S^ &S1 

449592 AI6554g4 Hs.195718 ESTs &50 

445517 AF2088S5 Hs.12830 hypotheGcal protein &50 

416658 U03272 Hs.79432 fibrinin2(oonBenitarcontraBtijralara 5.48 

10 430044 AA464510 Hs.152812 ESTs Si47 

437038 AI571514 Hs.133022 ESTs 5.47 

423006 U297ra Hs.123014 anlM^IleHan hormone receptor, type il 5.46 

409103 AF251237 Hs,1 12208 XAGE-I protein 5.45 

420900 AL045633 Hs.44259 ESTs 5.45 

15 437257 AI283085 Hs.290931 ESTs. Weakly sirrilar to YFJ7_YEASTHYP0T &45 

440738 AI004650 Hs^5674 WD repeat domain 9 5.45 

412723 AA648459 Ks.335g51 hypcUwScal protein AF301 222 5.45 

441122 H56777 Hs.121084 eppirv3 6.42 

414151 AW976468 Hs.257245 ESTs 5.40 

20 435663 AI023707 Hs.l34273 ESTs 5.40 

448986 H42169 Hs.347310 hypothetical protein RJ14627 5.39 

433701 AW445023 Hs.15155 ESTs 5.39 

443486 NM.003428 Hs.9450 zinc finger piotein 64 (HPF2} 5.35 

440842 AA907288 Hs.130173 ESTs 5.35 

25 432407 AA221036 Hs.13273 gb2it)3f1 2/1 Str8tageneNT2 neuronal pr 5.34 

401837 NNL025109:Ho]m) sa(^ hypolhelkal piot 5.32 

423739 AA3981S5 Hs.97600 ESTs 5.31 

424315 AW6148S0 Hs.193384 putatativa 28 kDa protein 5.31 

453900 AW003S82 Hs.226414 ESTs. Weakly sinillar to ALJU8_HUMAN ALUS 5.30 

30 415717 AA167270 Hs.130435 ESTs 5.30 

428329 AA426091 Hs.98453 ESTs. Moderately similar to R27328 2 [H. 5.26 

427119 AW880562 Hs.272525 ESTs 5.25 

432117 AU>36195 Hs.2909 protamine 1 5.24 

446837 AW273055 Hs.156S98 ESTs 5.23 

35 442007 AA301116 Hs.142836 nucleolar phasphopratehNopp34 5.21 

422797 AB033084 Hs.236463 KIAA1 238 protein 5.19 

446258 A1283476 H5.263478 ESTs 5.18 

445577 N40696 Hs.137064 cytoplasntic poiyadenylafton elementla'nd S.17 

445413 AA151342 Hs.12677 C6l-147protrin 5.17 

40 449670 IH)7693 H5.85603 Homo sapiens mRNA; cDNA DKFZp434K2172 (( 5.15 

436211 AK001581 Hs.334828 hypothetical protein RJ 1071 9; KIAA1 794 5.15 

429629 BE501732 Hs.30622 Homo sapiens cDNAFU1301 Otis, done NT 5.15 

424235 NM-003181 Hs.143507 T tjrachyury (mouse) homolog &15 

448038 AW015073 Hs.232026 ESTs. Weakly similar to R05^.HUH^ 52 KD 5.15 

45 430272 X04898 Ks.237658 apofipcprotein Ml 5.14 

422094 AF1 29535 Hs.272027 F^x only protein 5 5.13 

420424 AB033036 H5.97594 KIAA1210 proton 5.13 

447924 AI817226 Hs.313413 ESTs. Weakly similar to T231 10 hypotheO 5.10 

422631 BE218919 Hs.118793 hypothetical protein FU10688 5.10 

50 453448 AIJ036710 Hs.209527 ESTs &10 

438378 AW970529 Hs.86434 hypothetbat protein FU21 81 6 5.06 

418235 BE072634 Qb:PI^T0548-171299^01^08BT0548Homo 5.05 

427961 AW293165 Hs.143134 ESTs 5.05 

441553 AA2ai219 Hs.121296 ESTs 5.05 

55 429999 AI76ig02 Hs.99597 ESTs 5.04 

426496 D31765 Hs.170114 KiAA0061 protein 5.02 

410929 H47233 Hs.30643 ESTs 5.01 

446757 Ai366784 Hs.48820 TATA txix binding protein (T6P)>assodate 5.01 

457107 AA418246 Hs.185796 ESTs. Weakly similar to Z184J^UMAN ZINC 5.00 

60 408332 H91230 Hs.234794 Homo sapteie mRNA: cDNADKFZp564B083(lr 5.00 

440138 AB033023 H5.318127 hypothe1k»l protein FU1Q201 5.00 

407568 AA740954 Hs.62699 ESTs 5.00 

409798 AA248587 Hs.30237 ESTs, WeaWy similar to ALUBJ^UMAN 111! 5.00 

^. 431215 AA496078 Hs.121554 Human DNA sequence from done RP11-218C1 S.0O 

65 416350 AF18882S Hs.189507 phosphoiipaseA2. group UD 4.99 

452197 AW023S95 Hs.232046 ESTs 4.98 

420333 AJ001383 Hs.97084 tymphocyto antigen 94 (mouse) homotog (a 4.97 
403780 C4001759:gII1332S0lspiP19474|RO52J<Uh4AN 4.97 

418378 AW96a081 gb:EST374154 MAGE resequences. MAGG Homo 4.95 

70 418894 W73921 Hs.50743 ESTs 495 

426623 AA382826 Hs.1327g3 ESTs 4.95 

443537 013305 Hs.203 dntecystoMtdn B receptor 4.94 

414812 X72755 Hs.77367 monokine hiduoed by gamma fnterferon 4.94 

453716 AA037675 Hs.152675 ESTs 4.90 
75 402299 Target Exon 4.90 

411945 AL033527 H$.92137 Lwnyc>2 protein (MYa2) 4.89 

414034 U89277 Ks.305985 eariydevetopmenl regulator 1 (homdogo 4.87 

409066 AA062980 Hs.66960 ESTs 4.85 

^_ 437496 AA452378 H5.146668 Homo sapiens mRNA; cONA DKFZp547J125 (fr 4.85 

80 416661 AA634543 Ks.79440 IGF4I mRNA4]inding protein 3 4.85 

450375 AA009647 adislntegrtoandmetaDoproteinasedonB 4.85 

416201 AA4677S2 Hs.195161 ESTs 4.85 

420348 AL137385 Hs.97140 Homo sapiens mRNA; d)NADKFZp434Ml 126 a 4.64 
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423198 
424687 
418971 
411571 
409517 
424322 
443169 
436624 
442562 
412530 
443715 
423123 
451105 
444431 
15 440591 
424281 
447175 
408101 
430183 
416445 
429652 
426054 
418618 
445537 
427298 
412863 
446700 
419639 
446751 
432658 
434283 
437915 
421830 
440006 
450719 
431721 
423175 
453529 
416209 
444386 
428976 
449510 
414725 
424153 
414466 
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458443 
453289 
433641 
440198 
452338 
428855 
416734 
442240 
421917 
420949 
449676 
433183 
439314 
425312 
427584 
430444 
416773 
421010 
418216 
450351 
454073 
417006 
417576 
448877 
421379 
411630 
430292 
427778 
416768 



IUQ1933 
J05070 
AA3603g2 
M122393 
X9078O 
AL157491 
AI038587 
AA889055 
BE379584 
AA766268 
AI583187 
NM-012247 
AI761324 
AW513324 
AA431599 
AA766243 
AI36520a 
AW968504 
BE010038 
AU)43004 
AA766810 
U12431 
U66097 
AJ245671 
AA400495 
AA121673 
AW206257 
U24S77 
AA766998 
NML000246 
AW235341 
AI637993 
AA789269 
AK000517 
A!096837 
AB032996 
W27595 
AA036729 
AA236776 
BE065183 
AL037824 
Ai653154 
AA769791 
AA451737 
AA349211 
AW372914 
AV647010 
A1188161 
AF080229 
N72847 
AW808920 
A)435901 
H81213 
AI791883 
AB028943 
AA934063 
AW380579 
AF231338 
AA382413 
AA354940 
BE410293 
AW296421 
AK000340 
AW974553 
AA662240 
BE547267 
AW206288 
AW673606 
AA339449 



442010 
452807 
401435 
447519 
421307 
424590 
453809 



Y15221 
U42349 
AK000634 
AA412323 
T39310 
AAfi2S304 
A1032680 
AA028933 

U4S258 



AVU966399 
AW004045 



Hs.1 634 cell division cycle 25A 
Hs!l 51738 matrix metaOoproteinase 9 (gelatinase B 
Hs'.87113 ESTs 

HsJO&l 1 tiypotheficai protein FU2Q516 
trtmoninLcaRfiac 

Homo sapiens mRNA; cDNA DKFZp434K1111 (f 
ESTs 
ESTs 

donchyl-diphosphooGgosaocharfdeiROtel 
hypothetical protein FLI13346 
cydin El 

SELENOPHOSPHATE SYNTHETASE ; Human selen 
gbwieOblUI Na,CGAP.Co16Hom{>sapiens 
Homo sapiens, done MGC:9010, nANA. oomp 
hypothetical protein nJZ3451 
Qb:oal3b1U1 Na.CGAP.GCBl Homo sapiens 
ESTs 

C0C2-relaled prdein Idnase 7 
gb:PIUI3-BN0176-10040O4)01-gD4 BN0176 Homo 
KIAA0135 protein 
ESTs 

ELAV (embryonic lethal, abnomial vision, 
GTP cydohydrolase 1 (dopa^esponswe dy 
EGF-ltke^ain.mulGpla6 
ESTs 

zinc finger protein 281 

Human DNA sequence from done RP1 1-1451^ 
f^ospholipase A2. group \AI {plateletrac 
Human DNA sequence from done RP11-16L21 
MHCdasslltransacltvator 
thiamine pyrophosphoWnase 
Homo sapiens done N11 NTera2Dl teratoca 
ESTs, Wealdy slmBar tDdJ1018O1Z3 (H^ 
NAU'2 protein; PYRIN-Conlainlng APAFI-H 
ESTs, Weakly similar to RBBB^HUMAN RAS-R 
KIAA1170 protein 
hypothetical protein FU 14527 
ESTs 

MAD2 (mitotic arrest defident, yeast, h 
gb.RC1-BT03144)20200^12H:04 BT0314 Homo 
ras homdog gene fenity. member I 
ESTs 

ring finger protein 21, IntofiaroiMespo 
MAGE^2 

cytochrome P450. subfamay XIA (dwtesle 
phosphdnositol S-phosphal^nding prol 
glycine dehydrogenase (decarboxytaiing: 
ESTs 

gbiHuman endogenous retrovirus K done 1 
ESTs 

iinc finger protein 75 (D8C6) 
nudearcap binding protein subun'itl. 8 
ESTs, Weaikly sfahlar to KIAA15D3 protein 
ESTs 

KIAA1020proita*n 

ESTs, Wbddy stntilar to 136022 hypoQieG 
ESTs 

transcriplionfadorBMAL2 
ESTs 
ESTs 

v-myb avian myeloblastosis virdl oncogen 
ESTs 

hypothetical protein FU2D333 
ESTs. Weakly similartoALUe^HUMAN ALU S 
AF15q14pnM 
hypolhe&d protein MGC13183 
ESTs 

aspartyMRNA synthetase 
phospiioribosytgpydnamide fermyitransfiBT 
ESTs 

sm^ IndudUe cytddne sufaMly B (Cy 
PutaSve piQstdtB cancer tumor suppresso 
hypothetical protein FU20627 
ESTs 

gb:ya04s09j2 Strstagene hmg (937210) H 
ESTs 

Hs.132213 ESTs 
Hs.162434 ESTs 

C14000397*:gi|7499898|pirtrr33295 hypoth 

HS.33966S ESTs 

Hs.103305 HomosapiensmRNA;cDNADi<FZp434B0425a 

Hs.46821 hypothetical protein FU20088 

Hs.203365 ESTs 



Hs.145211 
Hs.133338 
Hs.123468 

Hs.266273 
Hs.97a0 
Hs.124027 

Hs.42280 
Hs.132799 

Hs.293606 
HS.123Q73 

Hs.79337 
Hs.259290 
Hs.166109 
Hs.86724 
Hs.12844 

Hs.59757 
Ks.156326 
Hs.93304 
Hs.79126 
Hs^76 
Hs.5e7l5 
Hs.202312 
Hs.1 22509 
Hs,6844 
Hs.21349 
Hs.268044 
Hs.347310 
Hs^5539 
H8.79078 

H$.194695 
Hs.328147 

Hs.1414g6 
Hs.76205 
Hs.86149 
Hs,27 
Hs,144627 

Hs.125221 
Hs^159 
Ks.89563 
Hs.14825 
Hs.292719 
HS.1Q9445 
Hs.13836 
Hs.209657 
H3.222024 
Hs.178144 
HS.14S958 
Hs.179718 
Hs.121035 
Hs.79828 
Hs.267124 
Hs.283099 
Hsjg791 
Hs.1 16727 
Hs.80758 
H&B2285 
H&253313 
Hs.103g82 
Hs.71119 
Hs.238270 
Hs.105323 
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431126 AF085243 H5.283819 zinc finger protein 236 

429628 H096O4 H5.13268 ESTs 

415889 A12677t)0 ESTs 

421373 AAa08229 Hs.46677 ESTs 

5 433979 AA620999 gb3g03a08j1 SoaresJesOs.NHT Homo sap 

408321 AW405882 Hs.44205 oortistatin 

410193 AJ132592 Hs.59757 zinc finger protein 281 

430335 D80007 Hs.239499 K1AA0185 proteh 

408031 AA081395 Hs.42173 Konu) sapiens cDNARJ10366fis. done NT 

10 438885 AI888558 Hs.184987 ESTs 
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418459 R854% Hs^U ESTs 

418666 T65754 gbTCllcOTjIStralagenehing (937210) H 

440404 AI015881 Hs324527 mOoChondrialribosoRiai protein 85 

426300 U1S979 Hs.169228 deIta4iIcBlK)nnol09(DnBoph]la) 

20 446223 BE300091 1^.119699 iiypoihet'cd protein FU1 2969 

429984 A1050102 Hs.227209 iiypothefical protein FU21 61 7 

449687 VV68520 intemiediatefiiamenl protein synooifin 

452109 Al$25873 Hs.61164 hypotheScal protein aJ14g09 

401464 Nstone deaoetylsse 5 

25 444670 H58373 Hs.332938 tiypolheflcd protein M6O5370 

415884 H22966 Hs,13471 ESTs 

442066 BES02147 Hs.128418 ESTs 

402098 ENSP0000021772S*laniinln dptia-l chain p 

404287 FGENESH predicted novel CUB-domain oonte 

30 422756 AA441787 Hs.1 19689 glyooprotein honnones, alpiw pdypepMe 

449704 AK000733 Hs.23900 GTPase acGvailng protein 

445685 AW779829 gb:hn88aOSj(1 Na.CGAP^iCdll Homosapien 

444379 N99035 Hs.30352 ESTs 

435373 AW665538 Hs.1 17689 ESTs 
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418648 AW979223 Hs.292478 ESTs 
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447353 A1375701 Hs.25884 ESTs 
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428856 AA436735 Hs.183171 iiypothetka) protein FU22002 
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451865 H43737 Hs.33188 ESTs. We^slniilarbuniaKMni protein 
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408092 Ni^007057 Hs.42650 ZWIOinteractor 

423909 AJ223183 Hs.135194 immunoglobulin superfamOy. member 6 

437162 AW005505 Hs.5464 thyroid hormone receptor coactivalingpr 

70 424381 AA285249 Hs.146329 protein Idnase C3ik2(CHEK2) 

433023 AW864793 thrombospondln 1 

452571 W31518 Hs.34665 ESTs 

421413 AI826126 Hs.55209 ESTs.WeaMysim[iarloA49364 59protei 

440953 A1683036 Hs.1 24135 Homo sapiens cONA FU13051 fis. done NT 
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Homo sapiens cDNA FU12981 lis. done NT 
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ESTs 
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437642 AID79309 gb;Homo sapiens mRNA full length insert 

450405 AI694913 Hs^79637 ESTs 

414161 AA136106 Hs.184852 K1AA15S3 protein 

440129 AA86S81B ESTs, Wbaldy similar to S71 886 Sta20^ 

15 438538 AA832203 Hs.291955 ESTs 

441013 AI125252 Hs.126419 ESTs 

460431 AW136797 Hs.266041 ESTs 

423755 AB037735 Hs.132560 liypotheiical protein FU10312 

434769 AA648884 Hs.134278 Homo sapiens CONAFU12876 Its, done NT 

20 449523 NM_000579 Hs.54443 diemolane(OCmoti() receptor 5 

410704 BE076754 gb:CM1-BT0601-180200.121-b10BT0601 Homo 

412673 AL042957 Hs.31845 ESTs 

420507 AF093408 Hs.98397 Aldnase.{PRKA)andtarpretBin3 

423419 R55336 Hs.23539 ESTs 

25 428925 AW242474 Hs,98960 ESTs 

426108 AA622037 Hs.166468 programmed ceB death 5 

439398 AA284267 Hs.221504 ESTs 

449138 AW294215 Hs.195631 ESTs 

441795 N58115 Hs.21137 AD024 protein 

30 456053 S57498 Hs.76252 endoWn receptor lype A 

403810 C300l199:glI7494834|plr|iT1S30Bhypolhel 

421281 AI299139 Hs.17517 ESTs 

429274 A1379772 Hs.99206 ESTs 

438243 AI581311 ESTs 

35 424800 AL035588 Hs.153203 MyoO family inMtjitor 

429469 M64690 Hs.27 glydne dehydrogenase (decatboxylaling; 

416443 K69469 Hs.194225 ESTs 

421230 AW958439 Hs.105633 ESTs 

427906 AA864330 Hs.l66520 ESTs 

40 414706 AW340125 Hs.76989 KIAA0097 gene product 

441703 AW390054 Hs.192e43 leudne zlppef protan FKSG14 

445679 AI343868 Hs.301059 hypothetical protein FU12488 

434456 AW452621 Hs.1 16832 ESTs 

43322B F28212 Hs.14953 KIAA1491 protein 

45 419335 AWg60146 Hs.284137 hypothetical protein FU1 2888 

41S227 AW821113 Hs.72402 ESTs 

4211B4 NM.003616 Hs.102456 suwivalof motorneuronprotembterac 

438889 AFd75009 gb:Homo sapens fuB length insert cDNA 

422726 U11690 Hs.1572 tadogenital dysplasia (Aarskog^cottsy 

50 429302 AU076574 Hs.1 98899 eulcfflyotic translation inilialion factor 

416975 NM_004131 Hs.1051 granzyTneB(granzyme 2. cytotoxic T-4ymp 

433914 AF108138 Hs.112160 Homo sapiens DMA heTcasehomologlPIFI) 

411365 M76477 Hs.289082 GM2ganflnosldeadh«tarprOteln 

435725 BE535787 Hs.1 13170 ESTs 

55 4M386 AA748850 Hs.125830 bladder cancer overotpressed protein 

420596 Nl^002692 Hs.99185 polymerase (DNA directed), epsiton 2 

427953 AA417944 Hs.44331 ESTs 

433612 AF078164 Hs.61188 Homo sapiens KuTWilnding protein (KUB3) 

421305 BE397354 Hs^24830 diptheria toxin resistance protan reqd 

60 448048 BE281291 Hs.170408 ESTs, Moderately slmHar to A47582B<el 

434776 AA64B988 gb:ns41f11j1 Na.CGAP.GCBl Homo sapiens 

414132 AI801235 Hs.48480 ESTs 

430491 AL109791 Hs.241559 Homo sapfens mRNA WItenfllh insert cDN 

433493 AA594915 Hs.155087 ESTs 

65 452606 N45202 HsJ0012 hypolheticd proteh FU23441 

453416 NiyiL003037 Hs32970 sSgndIng tymphocylic acBvaBon mctecul 



3,17 
3.16 
3.16 
3.15 
X15 

ai5 

3.15 
3.15 
3.15 
3.15 
3.15 
3.15 
115 
3.14 
3.14 
3.14 
3.14 
3.13 
3.13 
3,12 
3.12 
3.11 
3.11 
3.11 
3.11 

aio 
aio 
aio 

3.10 
3.10 

aio 

3.10 

aio 
aio 

3.09 

ao8 
aoB 
ao7 
ao7 
ao6 
aoB 
aos 
ao5 

3.05 

aos 
aos 
aos 

3.05 

ao4 

3.04 
3.04 
3.04 
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aos 
ao3 
ao2 
aoi 
aoi 

3.00 
3.00 
3.x 
3.00 

aoo 
aoo 
aoo 
aoo 



TABL£53B 

Piosy: IMque Eos probeset identifier number 
70 CAT number. Gene duster number 

Accession: Genbank accession mnrtbets 

Picey CAT Number Accession 

75 f2^ SSSSSBSAA226938BG19fl705BG,B6496A«291B65BG183340BG19530,BG^ 

430676 60836 2 ^^^^S^fSSmm2Am^m>Aw^iM^m^tmm>6^mB^^&>^mas9SBm^m 

AI352469Ba)61601BI062T52AW818206BFB87722 

80 ^ 'S'SX^^S^^'^^^^^^''^^^'^ 

AI523855AA223956AA223917AVV022983AVV090580AW573219BF514491BF445397AA8847(»^^ 
4431^ 18695 17 AV752763 AI032142 N30308 N22181 H95390 AW67S632 
436812 659779 J AW978773AW298067AA810101 AW194180AA731645A169(W73 

625 



wo 03/042661 



PCTAJS02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



42752! 51321^^1 



1000797J 
874209,1 
518029.1 

684159.1 
854120 1 
132288.1 
14739J 
30243.1 



18695.16 
978554.1 
4908^.1 
6028.5 



422689 
440988 

427486 
421974 
435514 
434609 
414136 



415684 
437421 
439760 
453160 



417886 
412537 



440801 
436909 
429228 



418768 
409288 
415969 

433979 
420218 



449687 



454679 
440840 



433023 
437440 



1031334J 
14066J 



2635916.1 
596835.1 
215430J 



451050 11847.4 



418235 
418378 
450375 



I7J 
1227421.1 
16559.3 



409517 4537.1 



442562 39593L1 



451105 1145037.1 

424281 892055.1 

430183 17316.1 

427298 115241.1 

444386 1490237.1 

414725 19377.1 



433641 35983J 



2293204.1 
109825.1 
10194J 

2076469.1 
191547J 

245947.1 
25369J 



445685 381678.1 
413646 1S2S656 1 
437834 294580.1 



174325.1 
LI 



3970.8 
2497201.1 



AW9733S2 BF222929 AW016853 BFOS9130 AI651829 BE551767 AA558414 AI3393S9 BF0S9601 AI961 162 AI341422 AI206248 A)206165 
AA548736 AA768578 AI53g08l AW025957 AA736837 1179575 AW594357 AA480892 
AA764852AA736937 
AW954733 AA31 5006 AW856665 

AI964001 AI634418 AW236545 AI824860 BF223710 AW1 39686 AI672051 AI655566 AWQ25712 N36327 BF222876 N34083 AA911045 N40303 
AW835451 

BF510715BE673055BE464111 AW590820AI637939AA404324AW236441 AI6S0952BF056798AA974433 
AA301270 AA301379 AA301368 
AA663356AW592B04AI1S0287 
AF147390 R76593 R76594 

AJ4204S3AL526740AVV968449AA459140AA843893AI566516AW971760AA430089AI7S3216AAB54 
AI566634AA211796 B0615512BE169275BF983253BF9G9462AA766261Al7e9894AA135833AI831S42N63376A^^ 
AW605017 AW450072 AA4464S9 BE881875 A)061423 AAS98549 AW439151 AA426273 Z40087 AA812434 AA13596S H04812 
BF666746 059356 BG87831 2 N56640 AA166861 
AA917062 AA7S7369 A\^92218 
AL109668 R23665 R26578 

BO009612 NM.003S26 61597616 AV761 592 AV760377AL601008 BI604131 BE645918BG187760BG161525 66210634 66192999 A)263307 
AA344186 AW952966 AA033609 AA037562 AA722183 R79452 H70775 BF674991 eE769437 BG007856 AA037483 AW572535 A)143991 
AA084581 AA033610 AV742510AV735786 R08338 
AA210987 D57294 AA214564 AA207008 056572 

AK025201 AA42S472 AI6942B2 BG057305 AA907787 AI286170 AI684577 AJ420494 A)809B65 BF0S8095 AI47a773 Al 160445 AU)441 14 
AW665529 AI129239 AW297152 AI268215At469807 At969353 6E552356 K86509 AA738741 AA382555 AWD75811 AV7591B8 BI2S9364 
BF445142 66232065 A)141758AI631202AI167566A1208445AA889823BF982682 N90322 81090882 6F208Q05AVV^ 
AA3825S6 AW235763 AA927051 AI862075 BE886691 BE619282 
AAg06366 AA938956 AI910938 

AW1Q2570 AA9071S0 AA9071 20 AA737188 AI246890 AW977353 

BG676155 8M009591 AI479075 AI025794 AI017967 AA448270 BE466812 AA853422 AI392649 BG952034 AA513384 BF840124 BE714620 
AW969605AI553633 

6M453041 AA7607636E218582A)340046AW166131 eF515854A)630296AA461307Ai090881 AW0230S9AA1 55797 AA11 5486 ALS97396 
AW8e9004 AW937420 AA137082 AA013374 BG619478 6G401839 
6E072&34 BE072653 AA830615AA214736 AA331718 
AA21892S AW962081 AA354237 

BG570706 BG572749 AW606284 H04021 AA151166 AW9&4405 AA131254 BG056461 W46291 K01532 H04384 K03231 AA8S2876 H04410 
H59805BE157601 AA113758 

NM.000363 X54163 M64247 Ai265781 AI760600 At357238 BE140258 AW207185AI657074 003333 AI193911 C0S024 C03193 Ai95Q215 C0507O 

C05613 W17389 C05351 AA311399 C04180 004898 005502 005482 004456 004543 004558 004551 003114 003103 AI369979AI652255 

T12391 T12073W19390 002994 002730 004434 W07136R57607 003339 

AK05668S 6G399272 AA187835 eF821 903 A\ffi60SS0 AVG60556 AV860SQ2 BG564397 BE37958^ 

BG054997A!2&6043 8)054879 AI656750A!492830AWD21142AI472184AW170056AI082443AI167g21DS9940BU 

AI348677 AI278577 AA761517 AI698203 AA115535 AI264790 AW20S074 AA860452 AA554g02 AI000715 062102 6E544768 AI37e090 DS9939 

AW242249AA525421 R34211 R34328 6F248064 6F241 437 eF5727596F21 8832 

Bt015205AI761324AW880937AW880941 

AA338252AA338213 

AK055746 AA039909 BE183282 W6Q721 AA464867 AA398988 T67280 BF995651 A1675065 6G001051 BF764727 BF766707 BF764717 6F7648S2 

BF173139BE010038 

AAg33717 BF061897 AW628327 AA641788 AA400495 
BE065183 AI144398 6E065367 BF377924 

NM.056166AF220030AL043894AW974257AA62544SAU153S02AI650537AW612116AI672377AW772451 6EB92241 6E501 740 AA71 8936 
AI650276A1654206 6E503226AI651327AVm3S62AW271269AVV271565AIB73518AI207150^ 

AW052076 AI470776 AA588100 AW235852 AA769791 AI701653 AKD27664 AI9B4770 AU153469 6E222316 AA609539 6E220093 AA6091 12 
81054316 

AF080229 AF080232 U87593 U87592 U87591 Ue7590 AI636743 AI633818 AW206802 AI5B3718 AF0B0231 AF080234 AF080233 AL535594 
AI818326 AFD80230 S46404 AI970376 AA463992 AW665466 eF512210 U87595 U87569 8E550633 AI672574 BE467S47 AI680833 AW614951 
N29986 N25695 K89001 U875966E673974 AI797496 AI701526 AA7033g6AW139734 H92278 N66048 BE219539 BE671665 AI624817 BE468611 
AI206344AA574397BF593413BG231271BF773517 U87S94BF082160BE466420AI8877986F674385AA204735AW496a^ 
AA207155 BI004756 AA206262 A1365204 H776Q6 AW590511 
T39328 T3931 0 T39303 T392B4 

BE8933S6 AA625304AI765607AI624898 R76060AA069651 BG998885 R35783BF086499AA428755 A1245055 

60013389 60017398 AI023&43 AA191424 A1267700 A1469633 AW956465 AW953397 AA172056 BE940298 BF909208 BFg09960 BF095153 

BG285837 A)720344 BF54171S AA355085 AA172236 

N50454AA620999T16375 

AW95B037 R42557 AI337047 AA946360 AI638005 AA45g9S0 AI624gi5 AI638047 At467856 AI521826 AA860305 AI932315 AW003092 AW271756 
AW7793B0 AA609879 AI634791 AI493770 AI565211 Z41 145 AI6279S2 AA303734 BE349457 AWig6765 AA2S6527 6E0897Z7 

T65754AA229658AA229857 

AK056650 AK0563S6 AI926212 Ar742073 AW300558 BG058755 AA058343 AI554842 AW207438 6F509g81 BF4449&4 AW026234 AI620104 

AA973460AI370934 N63066AM93129AW590888AI682952AI167202AA631394AI421915A1222883BF477519^^ 

AI370922 AI339579 AA486224 AA453524 AW771B05 A)492842 H54679 AA981022 AW023555 HQ6192 AA910222 AI660021 AI032525 AI375480 

AI361850 AI032919 AA833599 8G057928 AA553913 AW235737 AA002124 AA913636 F04607 A1887699 AA648100 BE091446 AA486378 

BE002022 H84627 B1059837 BF917659 BF917100 BF917043 BF917104 BF916878 BG290981 AW954251 AA757126 H11545 AA353384 N48448 

AA379845 AA004943 AA379926 AA0021 23 6M4701 18 AU98847 A1.598830 BG899239 R57470 fiFg391 79 A18^ 

W35297 H1 1435 AA937499 AI7B3995 R12500 AI819557 1439093 Z41619 H22849 AA004942 R09436 R02403 790942 T85823 

BG029683 AI2481 20 BI850480 AW779829 N22494 

BE155042 BE155040 6E154S87 BE1S5012 

BGl 10129 AW749287 BE535498 AW749299 AW749293 AW749302 AW749298 AW749291 AW749294 AW749289 AW749288 AW749296 
AA769294 AW749297 AW749295 AW749292 8E002573 
AW8131 10 8F771370 BF771371 AW813113 AW003381 

61862319 AA204955 BF240507 6G212143 AW205739 6r760847 BM129481 6(760482 AW300025 AI288S91 AVi/236114 AI302852 AI038S48 
Ai7g7207 AA534496 B6188194 AA921877 66191845 66182959 6E620243 BF217428 6C00S514 BM46301$ AL529077 6M051874 BG773269 
BM314351 BM314660 AW629666 AA316207 AI623431 AAS04153 AA314700 86195449 86614101 
BE99gg876F4385g9AVin64793Al8028g96E815132AW468888AI672189AI052004BF112024AA772335AV^ 
Aig68683 AA846676 AA92735S H8D424 AW97329S R86209 F29868 8E928871 
AAB46804AA7S7581 AI050950 AM)92024AAB38807 



626 



wo 03/042661 



PCTAJS02/36810 



417553 25BB57J 



408065 
418049 

430968 
400268 



445093 
45G50S 
428612 
437642 
440129 
410704 



438243 
438869 
434776 



101881.1 
12052.4 

1237115.1 
840J 



440606 10075.1 
427239 20459.2 



175963_1 

15472J 

1383189J 

77594J 

2607882.1 

1054673J 



253260L1 

52134.1 

118129J 



AL545411 AI096369BF431750 AI130946 W60065 W80663AA258580 W3279W76156 W80S62AV^ N30878 
AI769345 R71250 Ai383766 R22777 R17Q09 R27985 R28243 

AV731417 R42406 H04998T9B498 R1Z489 R12577 R42405 

SJ^lSSJ^mSSw^l AM^^^ BM144223 N75518 BE542983 BE241942 A1124022 AA761687 
ISSSSlSSS«278S94AW473,5BE561749B.«^ 

S^aSa5S«K\JKSa^^ 

Sro9/a5^wSAB51^SeW51(B13AI270787AI2701S6«^^ 
AS^ABS^ASA^12MAvS49Wmra^^ 
S2SSSSlBiSAW470478A 
Bi718773 BF71864S AW074866BE8S7822 

aSsaS AA504S11 A1219979 AA504S95 AI24SS79 AA278181 BG485019 B1049312 
AA770001 AA43t112AA432126 
AU>79309AA281819 

^lI2,^^?S^4SBmBE168912AVW«834BE076754AOT97B29BE1^ 
A\M840571 

AI5813H AA7B1682AA781678 
AF075009 R63109R63068 
AW974S99AAS4B983R98760 



40 



45 



50 



55 



60 



65 



70 



TABLE53C 

humai chramosome 22" Dunham, et al. (1999) Nahire 402:488495. 
Strand: Indfcates DNA strand from which exons were predided. 
Ntjjostfion: Indicates nucleotide positions of predicted exons. 



Pkey 

406547 

404996 

402199 

402145 

401837 

4037B0 

402299 

401435 

401464 



404287 
406367 
403137 
402178 
403433 
402408 



406542 
402099 
404068 
401644 
402680 
401091 
400687 
401148 
403432 
400592 
403610 



Ref 

7711513 



8576116 
8018280 
7630990 
8076989 



8217934 

6682291 

8117697 

2326514 

9256126 

9211494 

8575912 

9719611 

9798239 

6758795 

7711499 

8117697 

3166621 

8576138 

8113438 

9958240 

9887626 

2547238 

9719611 

9887642 

8308266 



Strand 

A/Gnus 

Plus 

Minus 

Rus 

Minus 

Pha 

Plus 

Minus 

Minus 

Kffinus 

Plus 

Minus 

Minus 

Rus 

Minus 

Minus 

Mbnis 

Plus 

Plus 

Minus 

Plus 

Plus 

Plus 

Plus 

Minus 

Minus 



NLposilion 
172780-174358 

37999^38145,38652-38998.38727-39872,4055 

84187-84744 

113086-114800 

120993-121095.121660-121729 

93160-93409 

23357-25175 

54508-55233 

170688-170834 

4418644330 

53134-53281 

58313-58489 

92349-92572,92958.93084.93S7M3712.9394 

391138-391711 

72225-72437 

11032fr.110491 

163112-163652 

117335-118473 

121553-121742,123265-123423 

18123-18766 

82655-63959 

137834.137768,139702.139893^140475-14059 
94760-94898 

25435-25588.2566M5747 
22521-23053 



Plus 



24642-24815 
157705-157860 



TABLE54A: 

75 Pkey: IMtpie Eos probesetUenfifier number 

ExAccn: Exempbr Accession number, Genbank accession number 

UnigenelD: Unlgene number 

Unigene Title: Unigene gene Qtle 

R1: RaBo of normal test] bnonnal adult fesues 

80 R2: Rafoof'svercse'mnnaltBStito'arafsgd-testictdarcancer 

Pkey ExAccn UnigenelD Unigene Hiie 



R1 



R2 



627 



wo 03/042661 



PCT/US02/36810 



401979 C17000767:gil119S0770Iemb)CAC19651.1| (A 

421B25 AA298758 Hs.183747 ESIs. Moderately sbrdlar to CALB_HUMANC 

408493 BH206854 Hs.46039 phosphogtyoerals tmitase 2 (musde) 

441728 At797395 Hs.169797 Horn) sapeic BOUl£ (BOOLE) mRNA. ooinptet 

5 4S2215 AK002043 Ks.28472 hypottielical protein FU 11 181 

41S211 R64730. Hs.155886 OEADft1(As(hGtifAta^S(tfHis)boxpoIn)ep 

416877 S83308 Hs.87224 SRY (sex detenrinino region Y)4nxS 

449108 AI1406e3 Hs.S8328 hypoUielicai protein MGC1 3040 

420437 AA99276B Hs.97633 A khwse (PRKA) anchor protein 4 

10 436632 AA724299 HsJ04020 ESTs. Weakly similar to CRTC_HUMANCALRE 

418409 AA219332 H$.120B69 ESTs,We^siniilartoR107.HUMANH4e/ 
406409 Target Exon 

427060 AW378993 Hs.90286 ESTs 

427310 AI613480 H5.471S2 tekUnS 

15 427166 AA431576 Hs.99154 ESTs 

427178 AA398886 Hs.97S42 Homo sapiens testis^avekipmentfdated 

410894 AL137638 HS.65S00 Homo sapiens mRNA; cIDNA DKFZt>434N2019 (f 

424310 AA338648 Hs.50334 testes development^ated NYI>^P22 

427441 AA412605 Hs.343879 SPANXfamDy, member C 

20 438057 AW294544 HsJ25785 ESTs, Weakly similar to CORB MOUSE CORNI 

422183 AA4316S8 Hs.112794 Human DNAs8quencalirarockmBl088E13 on 

427293 AA705799 Hs.183714 ESTs 

444963 AI916973 Hs.213603 ESTs 

428608 AI699329 Hs.99168 ESTs. Weakly similar to AF1 323721 061^ 

25 453176 AA496086 Hs.61648 ESTs 

426618 AAB8S360 Target CAT 

401741 Target Exon 

422086 AW182930 Hs.250182 ESTs 

426604 H53354 Hs.97141 ESTs. Weakly slmHar to hypotheScai pro 

30 442373 AI377758 Hs.164799 testes developinenkelated NYD-SP17 

427455 AF173081 Hs.178215 Vertebrate UN7homotog1. Tax biteradi 

437248 AW449340 Hs^3090 ESTs 

426608 AA444162 HsS9344 hypothetical proiain PRT[»IY3 

427297 AW292593 Hs^34g07 Homosaptens. done MGC:17333. mRNA. com 

35 422358 AL133030 Ks.115429 Homo sapiens mRNA for KIAA1 666 protein. 

451610 AW118604 Hs^7128 ESTs 

410630 BE044S62 Hs^66847 ESTs. We^ similar to KIAA1 214 protein 

426677 AW9498S6 Hsi716S ESTs 

437558 AI126471 Hs.124112 ESTs. Moderately similar to HSJ2.HUMAN0 

40 423088 NM-0C8687 H5.123530 acljn-lito7A 

426476 NM.003296 H5^2 testis specific protein 1 (probe H4-1 p3 

421952 AA300900 Hs^8849 dynein tight chan2B(DNLC26) 

429877 W37337 Hs.103014 ESTs 

413114 AI825838 Hs.75206 pmtein phosphatase 3 (tonnerty 28), cat 

45 412026 AA383518 Hs.73073 testis^pedficankyHnmofif containing 

41 1844 AI807681 Hs.144558 ESTs. Weakly slmDar to T17257 hypotheti 

436868 AA974253 Hs.120319 Homo ssfiiens autoimmune infertility^a 

426599 AW183774 ESTs 

426683 A1073430 Hs.146775 ESTs. Weakly sirrtlar to T30993 hypotheti 

50 426930 AA393442 ESTs 

427838 AA416642 Hs.l16176 ESTs 

407721 Y12735 Hs.38018 dua^pecificitytyroslnfr(Y>fho$phoryl 

430822 AJ005371 Hs.248017 gtyceraUehyde^osphata dehydrogenase 

... 434150 BE047007 Hs.116116 tesQs spedfto, 10 

55 422789 AK001113 Hs.120842 hypothetical protein aJ10251 

422116 H64205 Hs.1 11850 mitochondrial capsule selenoprotein 

433724 A1827749 H&l 44924 serineAhreonine protein kinase SSTK 

410187 AA860341 Ks.104680 ESTs 

419584 AF053356 Hs.283764 F-box oftly protein 24 
60 458182 A1147996 Hs.15S833 ESTs, W^ similar to spliceosomal pro 

418665 T19204 H$.19568S ESTs 

426646 AA362787 Hs.122713 ESTs 

420349 NM_016611 Hs^7174 potassium inwanlly-recfi^ channel, s 
^- 428624 A1125222 Hs^8712 hypothettoal protein DKFZp434H0311 
65 420710 NM.007009 Hs.99875 zona pelkcida binding protein 

434317 AI674095 ESTs 

443432 AI056863 Hs^71 ESTs 

425709 AA383076 Hs.159274 outer densa fibre of sparm tab 1 

426670 AA383047 Hs.310210 ESTs 
70 408613 AW242086 Hs.2S3967 ESTs 

452235 AL039743 H$.28514 testes devetopmenkelated NYEXSP21 

434133 AI655275 Hs.236635 ESTs. Weakly similar to ATHUBadin bete 

427294 AA412594 H5.125902 ESTs 

427262 AA448S09 Hs.128652 ESTs 
75 428851 AA45g835 Hs.120573 hypoUie6calp(0ltinOKFZp434K1172 

406378 NiyL02124r:Homo sapiens protamine 3 (PRM 

425865 AA393491 Hs.183740 ESTs 

428665 NM_0t7481 Hs.189184 ubiquin3 

439379 AA8350Q2 Hs.1 25611 ESTs 
80 427520 BE487881 H8!97489 ESTs.W^8knitertoB280980na-1pr 

458940 BE14S824 H5.132B88 KtAA1674 

426620 AW4502S2 ESTs 

429518 AI6S3299 Hs.99354 ESTs,WeaMysiniaartohyperpolartzatto 
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Hs.130722 ESTs 

HS.18Q943 hypotheOca) protein R30953_1 

Hs.1 12807 ESTs 

Hs.126730 ESTs. WeaWysimaartaKIAA1214 protein 

Hs.122599 ESTs,Wea%5imilartoALU7.HUMANAUJS 

Hs.7086 hypothetical pideinMGC12435 

Ms.44865 lymphoM enhancer-bindtng ^ 1 

Hs^38094 ESTs 

Hs^324 protanwie 2 

Hs.98257 * ESTs 

Hs.104854 ESTs 

Hs.10964 ESTs 

Hs77823 hypolheBeal protein FU21343 

Homo sapiens chromosome 19, oosmid R2666 

Hs.180346 ESTs 

Hs.9931 1 ESTs. Wealcly similar to HSJ2_HUMAN DNAJ 



Hs.97140 Homosapiens mRNA; cDNA DKFZp434M1126 (f 
Hs.178213 ESTs 
Hs.122055 ESTs 

Hs.296587 Honra sapiens chromosome 21 segment HS21C 
Hs.124021 soggy-lgene 
Hs.20029 pToacrosin binding protein sp32 precunn 
Hs.119284 ESTs 

Homo sapiens done 191 B7 placenta expres 
Hs.169624 ESTs 

Hs.1 97755 hypothetical proidn MGC53S6 
Hs.98251 ESTs 
Hs.178144 ESTs 
Hs.20969 ESTs 
Hs.73217 ESTs 

H5.127510 ESTs. Weakly Similar bENC1_HUMANECT0D 
Ks.98g52 Human DNA sequence from done RP1-39G22 
Hs.98660 ESTs 
Hs.335499 ESTs 
Hs.128014 ESTs 

Hs.48642 hypothetical protein FU23093 
Hs.89535 badericidai/penneabiity^ncreaslng pro 
Hs.105324 ESTs, Moderaleiy similar to R^HUHfemt 
Hs.121021 ESTs 

Hs.279307 hypolheficd protein DKFZp434l21 17 
Hs.121269 ESTs 
HsJ9S685 ESTs 
Hs.97784 ESTs 

Hs.131779 Homo sapiens mRNA: cDNADKFZp434E2118(f 
Hs.1 2830 hypotheticsd protein 

NM_030813*:Homo sapiens suppressor of po 
Hs.60380 ESTs, I^ibderateiy sin^ b ALU6_HUMAN A 
Hs.103978 5ef!neAhFeonineldnase22B($permiogene 
Hs.121554 Human DNAsequence to done RP1 1-21 8C1 
Hs.177926 exonudease NEF-sp 
Hs.303923 hypothetical protein DKFZp434L1717 
Hs.142989 germ cell spedfic Y-faox bincfing protein 
Hs.1 26496 Homo sapiens chromosome 19, oosmid R3134 
Hs.2909 protamine 1 
Hs.132888 K1AA1674 
Hs.28847 AD026 protein 
Hs.99881 lactate dehydrogenase C 
Hs.2g2S03 ESTs, Weakly similar b T47142 hypotheS 
Hs.1 31361 pyruvate dehydrogenase (ipoamide) alpha 
Hs.1 28069 ESTs, Weakly similar to T1 9142 hypothett 
Hs.98095 HomoBapienscONA:RJ23052fis,doneL 
Hs.42954 hypothetical protein DKFZp564130372 
Hs.178067 ESTs 
Hs. 1 32793 ESTs 

K&.99551 Homo sapiens d3l4AaJ1 1789 fis. done HE 
HS.2S954 intefieulun13recepbr,atpha2 
Hs.182437 ESTs, Weakly skrilar Id 154383 chromosom 
gbzu68c01 j1 SoaiesJestisJNKT Homo sap 
Hs.41644 AKAP-associaiedspemi protein 
Hs.143893 ESTs 

Hs.126780 ESTs.VfeaklysimilarioT12S19hypotheG 
438641 AW138484 Hs.1906S3 ESTs 
420614 AL1 10291 Hs.g93S4 putath^e transmembrane protein 
422705 N^L006688 Hs.1 19287 acting 7B 
421605 A1J042716 Hs.130947 hypolheticg! protein DKFZp434N1415 
448963 AA4Sg796 Hs331247 Homo sapiens, done IMAGE:361 0712. mRNA. 
426738 AM21097 Ks^919Q2 ESTs 
440403- AW665135 Hs.130531 ESTs 

456085 A1184560 Hs.130352 ESTs. WeaHy simBarloA47582&<«Ugr 
Hs.1110g9 hypotheBcal protein MGC10974 
Hs.98945 ESTs 



426736 


AA431615 


427843 


AC00S622 


426639 


AI799059 


438637 


BE500941 


433795 


At216683 


441232 


AI656050 


433943 


AA992805 


426955 


AA393669 


428918 


AL036957 


427851 


AA846543 


426208 


AA442327 


422207 


A1828882 


431153 


AW972342 


419350 


AC005328 


427107 


AA889586 


429461 


AI188219 


432512 


NM_003284 


434451 


AW445179 


420348 


AL13738S 


427214 


AA442240 


458658 


A1301117 


457034 


AA398061 


423120 


AW160551 


438983 


A{H}85B84 


426619 


AI357194 


440822 


A1554897 


416205 


AA176396 


426712 


AW173177 


427840 


AI216654 


439314 


AA382413 


426843 


BE551631 


409209 


AA460160 


441710 


At187883 


420571 


AA442366 


428563 


AA431616 


433994 


ALJ)42483 


441856 


AIB74774 


427789 


AA412428 


418967 


NM.001725 


430232 


AA469940 


421850 


AW274576 


449436 


AA860329 


426699 


AA383337 


426627 


Al=012359 


427285 


AA4D1664 


423693 


AL133633 


457019 


AA421844 


405264 




4506C6 


AI668605 


421378 


U7564 


431215 


AA496078 


427423 


BE267041 


438756 


AW081754 


424197 


AF096834 


423284 


AC005764 


432117 


AL036195 


424426 


A1476416 


437387 


AI19B874 


420718 


NIA.002301 


420768 


A1468780 


423677 


IM86808 


436661 


AI12S270 


427749 


BE045979 


441830 


AA383104 


427877 


AW138725 


426623 
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429965 


ALJ040379 


451099 


RS2795 


417592 
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421938 


AA405951 


424144 
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426710 


BE041517 


428710 


AI890919 



439594 AI24S026 
428909 AI190714 



3.58 

6.34 

6.93 

3.04 

10.45 

4.27 

6.87 

4,75 

38.40 

15.87 

6.34 

6.43 

9.24 

14.94 

6.25 

3.92 

7m 

7.89 

11.26 

8.41 

4.35 

11.29 

asa 

22.69 

7.07 

3.60 

10.26 

8.17 

6.44 

8.35 

6.31 

7.85 

7.73 

9.39 

14.94 

6.84 

3.74 

4.29 

4.14 

10.66 

1Z27 

4.50 

5.67 

20.66 

4.72 

6.03 

3.87 

4.48 

3.76 

7.35 

8.66 

19.27 

12.05 

17.70 

7.50 

55.33 

5.41 

5.04 

9.18 

5.70 

10.93 

3.82 

6.45 

11.29 

4.09 

26.62 

13.25 

3.88 

3.46 

4.69 

19.15 

5.57 

11.86 

6.19 

6.86 

9.73 

a8g 

177 
3.49 
a97 
6.30 
7.85 
7.79 



6.1 

6.1 

6.0 

6.0 

5.9 

5.9 

5.8 

&6 

5.8 

5.8 

5.7 

5.7 

5,7 

5.6 

S.6 

5.6 

5.6 

5.5 

5.5 

5.5 

5.5 

5.4 

5.4 

&4 

5.4 

5.4 

5.4 

S.3 

5.3 

5.3 

5.2 

5.2 

5.1 

5.1 

5.1 

5.0 

5.0 

5.0 

4.9 

4.9 

4.9 

4.9 

4.9 

4.9 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.7 

4.7 

4.7 

4.7 

4.7 

4.7 

4.6 

4.6 

4.6 

4.6 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.3 

4.3 

4.3 

4.3 

4.3 

4.3 



629 



wo 03/042661 



PCTAJS02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



426735 

438653 

443038 

42B577 

424220 

426299 

428871 

410163 

433133 

427757 

426721 

401692 

403783 

421611 

404271 

441B00 

423000 

423118 

420419 

435897 

426516 

427179 

426609 

4S2S79 

441443 

427709 

435484 

425555 

436302 

421620 

427086 

420475 

441357 

436643 

441806 

413209 

414544 

427251 

437982 

442589 

425841 

410350 

440467 

419455 

436588 

421610 

441982 

427288 

414439 

401798 



Hs.120446 ESTs 
Hs.131813 ESTs 

Hs.209206 ESTs, Weakly similar to S38782ae(]n bet 
Hs.1 20036 troponin I. cardiac 
Hs.143251 hypolheOcal protein 
Hs.169222 acrosomal vesidBpmlelnl 
Ks.98903 ESTs 
Hs.59260 jms protein 
Hs.1 04741 POZ-binding kinase: T-cdl originated pr 
Hs.129794 ESTs 

Hs.131816 EST8.W^s!mfl8rtoT29012hypoU^ 
C16000122":gil5689527IdbflBAA83047,1| (A 
NM_031956:Homosa;rieris NYD^P14 protein 
AM59841 Hs.97309 ESTs 

ENSP00000244792*:Phosphogtyc8rata idnase 
Hs.7973 hypothelical protein DKF2p434G156;KlAA1 
Hs.1 22959 Huntingtin interscting protein M 
Ks.124009 Human DNA sequence from ckme RP5-860F19 
Hs.11614 HSPa55 protein 
Hs.126322 komplex 1 1 (a murine tep homolog) 
Ks.156469 ESTs, Moderately similar to K1AA0940 pro 
Hs57543 ESTs 

H5.99344 hypothedcd protein PRTD-NY3 
Hs^3830 ESTs 
Hs.129293 ESTs 
Hs.180403 STRIN protein 
Hs.88051 ESTs 

Hs.130767 Homo sapiens cONA:FU235S3fis. done L 
hypothetical protein RJ23588 
ESTs. sbnilar to 155214 sfiSvary 



T78716 

AW188099 

A1968(e6 

AI657119 

AKD00869 

H93373 

AA913840 

AF151977 

AB027249 

A1142295 

AA383S88 



AW027571 

AF049615 

AtiK35460 

AA397796 

AF269223 

R38137 

AA400590 

A1J040604 

AA131657 



438064 
426658 
431986 
427B72 
437896 
420431 
409467 
422770 
437399 
428448 
426705 
427312 
423329 



451481 
420500 
441168 
420482 



AI631811 
AA682756 
AA3S9291 
AL355841 
AA446183 
AA436131 
AW408407 
A1240184 
AA757626 
AI024442 
AW083791 
AA149285 
A1026844 
K93466 
BE409869 
BE262951 
AA446395 
AI203685 
AW172570 
AA759233 
AA393168 
Ai216g02 
A1139000 
W45387 

AF039442 
A!476330 
AA397912 
AA536130 

AA83S058 Hs.9622 
AA813889 
AB007131 
Z22760 
AL117544 
AI808626 
AA625766 
ALJ042749 
AA4O0657 
AF054910 
AI636094 
AA300228 
AC005261 
AI198850 
XS7655 
AI208684 



Hs.90034 
Hs.48802 
Hs,97792 



Hs.160881 



444968 
429210 
442970 
422782 
436601 
421209 
415705 
435587 
427572 
427541 
429404 
415014 
42QS47 



AA448011 

R2821S 

AL133054 



AJ010230 

U06632 

AF215924 

AA417291 

AI798983 



Hs.99330 
Ks.91885 
Hs.188781 ESTs 
Hs.187018 ESTs 
Hs.343487 ESTs 

H8.10941 ESTs, Waakly similar to IPP1J4UMAN PROTE 
Hs.346385 ESTs 

Hs.21 263 suppressor of potassium transport detect 
Hs.115659 hypothetical protein M6C5521 
Hs.g8B43 ESTs. Highly similar to GRA2.HUMAN GLYQ 
Hs.121764 ESTs, Weaidy similar to testicular tekU 

protein Idnase. cAMP-dependent regulate 
Hs.99052 ESTs 

Hs.62595 chromosome 9 open reading frame 9 
Hs.135763 ESTs 
Hs.14600 ESTs 
ESTs 

hypotheticSI protein RJ21916 
ESTs 

hypothetical protein DKFZp434(099 
Hs.100007 regulatory factor X 2 (infhjences HIA c 
Target Exon 

Homo sapiens colon cancer antigen NY-CXV 
Hs.234934 ESTs 

Hs.115366 Human OhtA sequence from done RP4-803K15 
Novel human gene map(dng to chomosome 20 
Human [)NA sequence from done RP1-261623 
Hs.123436 ESTs. similar to KIAA1205p(Otdn 

Homo sapiens c[)NA FU12825 lis. done NT 
HS.3073S8 cyOdn. basic protein of spemi head cyt 
Hs.120021 DKFZP434l092pn)tein 
K5.1211B8 EST8.W^similartoT29822hypotheti 
ESTs. Wsddy similar to A Chain A. Coagu 
ESTs 

Hs.135283 ESTs 
Hs.127111 tekSn 2 (testicular) 
Hs.236896 ESTs 

Hs.295866 hypothetical protdnDKFZp434N 1923 
Hs.98338 sfirineAhieonine Idnase 13 (auroraAPLI- 
Hs.131654 DMRT41e family B with prolin&^id^Ot 
Hs.98243 serine protease inhibitor. Kazal type, 2 
Hs.163980 Homosaptensheatshoditransaiplionfa 
Hs.148653 ESTs 
Hs.131918 ESTs 

Hs.143878 Homo sapiens mRNA for FU00024 protein. 
Hs.120369 hypolheOcd protein OKFZp434H2215 
ESTs 

Hs.1 02576 finger proteIrv4ike 1 aniisensa 
coflln 

putaGve alanteicase 
hypotheOcai protdn 1\AGC4766 similar to 
solute earner family 35 (CMP-siaiie ad 



Hs.98609 
Hs.97714 



Hs.966 
Hs.97899 
Hs.97978 
HS.B2921 



N]yL005738 Hs.201672 AOP-ribQsytationfactor-likB4 
AVV954064 Ks^4951 ESTs 
AF155140 Hs.98738 gonadotrophKegulated testhflar RNA he 
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9.02 
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3.46 
4.50 
8.26 
7,64 
5.90 
4.23 
5.04 
5.53 
4.79 
5.17 
4.43 
4.83 
. 3.17 
3.56 
7.26 
6.13 
4.04 
4.69 
4.24 
5.13 
8.02 
5.03 
4.30 
10.45 
4.47 
4.40 
3u29 
&18 
6.24 
10.39 
20.38 
5.02 
5.10 
4.22 
4.20 
4.72 
4.84 
7.83 
6.30 
3.48 
3.54 
10.33 
3L57 
4.03 
10.76 
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412092 
441579 
420619 
425368 
425638 
429938 
453017 
424466 
442084 
423196 
434183 
428093 
433982 
429821 
408415 
407722 
402857 
416687 
435114 
427748 
422794 
417488 
440115 
437143 
417473 
426594 
42B733 
440864 
427141 
431534 
438670 
412443 
452251 
444141 
428254 
421621 
451017 
457138 
428524 
428726 
431310 
4^76 
427532 
424450 
433963 
424181 
440933 
441854 
423313 
428630 
448813 
434720 
436328 
429293 
427255 
440713 
418499 
423218 
444644 

430252 
427829 
426879 
427362 
441973 



H43229 Hs 125201 ESTs.Wealdy similar to 138022 hypolheU 

AW468847 Hs.127194 ESTs 

AF130255 Hs.99430 tesUs zinc finger pWleln 

AB014595 Hs.155976 cunin4B ..^^^.^^.^^a 

NM 012337 Hs.158450 nasophaiyngealepitheTiumspeancpnKB 

BE296804 Hs.226377 phosphate cyftlylyltransfeiasB 2, tfhano 

H81173 Hs.34596 ESTs ^ _^ . ^ 

AK001866 Hs.125139 »VPoWcd prote":; 

AW104257 Hs.123426 ESTs. Weakly siiflDaf to SN1LHUMANPR0BA 

AW994506 Hs.10483Q ESTs 

^sapiensmRNA;cDNAD^^^^^ 

AW418788 ESTs.WeaIdy5imflartoS43569ra)1Hl0.6 
BE252241 Hs38041 " 



438735 
432238 
427586 
427306 
418725 
456748 
443162 
433838 
439680 
437426 
405528 
442977 
433330 
424275 
426567 
410202 
428080 
427252 



Target Exon 

AK000526 Hs.79457 hypolheBcal prolan FU20519 

AA775483 Hs.288936 milDchondria! libosomal proton IS 

AA421041 ESTs 

AJ011733 Hs.120857 ^yna?^"!,^ „ 

AL046052 H8.321046 hypolhetkaJ proWn FU11743 

WIBcS EST8,WeaWysininartoBadnB.Solul 

AW204056 Hs.8917 ESTs 

M55268 Hs.82201 casein Idnase 2. alpha pmne polypepwe 

AA884317 Hs,97130 ESTs ^ ,-^.«««n«ter 

AA346824 H8.191996 Homo sapiens organic calion transporter 

A1382142 Hs.132104 ESTs 
AW528007 Hs.97643 teslls^P«jfic P^^JSP-^^ 
AL137531 HS.258B90 Homo sapiens mRNA;cONAOKFZp434F0919(f 

AWW1103 lte'.1307p HoIS>sapienscDNA:FU23553fe.doneL 
S75 ||{s.Weaklysi«^toREDUUMANDOUBL 

AKD00542 Hs.183362 hypothetical protein FU2fl535 

ALD45589 Hs.180197 ESTs 

BE391B47 Hs.181173 hypothetical prttehMGC10771 

AW1400S9 Hs.98579 ESTs 
AA429772 ESTs 

AA432195 Hs.98694 ESTs ^„ n .«7qaiic rin«.TH 

AW327889 Hs.252433 Homo saptenscDNAFU 13794 lis. done TH 

AA420979 Hs.234895 ESTs.WeaWysimaartoLysc^lH^^ 

AM42152 Hs,104744 hypotheOcal protein DKFZp434J061 7 

AL137526 Hs.147472 dynein Intermediate chain 2 

^osaptensmRri/.cDNADKFZp4341^ 

ilSlffigO Hs.99841 lsTs.WeaklysimilartodJ1108Ol1,1IH.s 

NWt014269 Hs.1 26838 a disintegrin and melaJloproteinasB doma 

AA431270 Hs.140646 ESTs 

AF169802 Hs^142 cytochrome t)5 reductase l)5R2 

AI208541 Hs.189160 EST8,We*y similar to qrfDCh^ 

AI201145 Hs.122042 Human DNA sequence from done RP4-57BM24 

AI767879 Hs.99214 ESTs t-«-..«TnM uiiuAUTilUfW 

AM00082 Hs.343593 ESTs, WeaWy similar to TD54J1UMAN TUMOR 

AA904448 Hs.126368 ESTs . ^^^^ 

AI627392 Hs.3O2023 hypotheOcal protein FKSG25 

NM_015896 Hs.167380 BUi protein 

AW070634 Hs.144794 ESTs ^ MvrLfiPon 

AI638774 Hs,105328 testes devetopmenl«Wed KYMP2D 

All 88225 ESTs 

AI969340 Hs.115437 hypothetical protein MGC3048 

IteS lCTs.WeaWysimilartoHRIHFB2157lH^ 
AF104250 Hs.194712 plw (DrosophB^ 1 

Ssf Hs.274135 toS,sapfensmRNA:cl)NADW^ 

Hs.190592 ESTs,ModeiatelyslrrilartoWASP*may 

Hs.229275 ESTs 

Hs.306094 OKFZP4341225 protein 

Hs.1 25902 Ubiqmlin specific protease 2 

Hs9029 DKFZP434G032pictan 

Hs.179646 ESTs ^^^^^ , 

Hs^ei ESTs. Weddy slniar to A35659 krueppel- 

H5.125246 ESTs 

. C2002547:gi|45077211refiNP-003310.1iet 

Hs.144090 ESTs 

Hs.132816 hypothetical protein MGCMBOl 

HS.144S05 OKFZP565F0545protdn 

Hs.121192 ESTs 

Hs.60177 WAA0996 protein 

H&98330 ESTs 

HsJnsr hypoQieBcal protein FUia03l 



5.27 
7.13 
5.19 
3.07 
3.52 

ao3 

3.30 
4.81 
4.78 
4.63 
5.73 
6.95 
5.11 
4.04 
3.49 
a77 
3.19 
a69 
14.29 
4.57 
4.23 
3.57 
4.67 
4.16 

Asm 

3.45 
&29 
8.48 
5.60 
5.10 
4.08 
4.26 
4.01 
4.89 
5.23 
7.09 
3.57 
13.17 
4.40 
a47 
4.07 
5.97 
3.45 
6.01 



A1476743 

AL117637 

AW137749 

T499S1 

AA610065 

AW245741 

AW136558 

AW291731 
AW207084 
AW673173 
AA770016 
AB023213 
AI1986S6 
AA400069 



3.20 

3.44 

4.03 

6.36 

a59 

S.63 

6.04 

7.10 

5.69 

5.37 

6.28 

7.88 

6.68 

5.00 

21.75 

7.36 

7.24 

4.38 

4.06 

4.45 

3.81 

11.37 

6.26 

3.00 

7.13 

3.48 

3.60 

3.33 

3.22 

4.49 

6.03 

4.23 

13.24 

&60 

3.64 

3.00 

4.08 

4.34 



3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

13 

3.3 

3.3 

13 

13 

3.2 

3.2 

12 

12 

12 

3.2 

12 

12 

12 

12 

12 

12 

12 

12 

12 

12 

12 

3.2 

12 

12 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

3.0 

3.0 

10 

3.0 

3.0 

10 

10 

3.0 

3.0 

10 

3.0 

10 

10 

Z9 

Z9 

2.9 

29 

Z9 

2.9 

2.9 

Z9 

2.9 

2.9 

19 

2.9 

2.9 

2.9 

18 

2.8 

2.8 

Z8 

Z8 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



458255 


AW140126 


H5.1 32357 


ESTs 


3.23 


2.8 


433812 


AF078164 


Hs.61188 


Homosaptens Ku704ibidlno prateln (KUB?) 


3.95 


Z8 


440562 


AA993337 


Hs.129082 


ESTs 


5.29 


2.8 


435566 
433771 


Ai457958 


Hs.80464 


hepafiSs B vfaus x-hteracGng piotein 


3.28 


Z8 


AtQ28794 


HS.11K84 


ESTs 


3.36 


2.8 


447924 


AI817226 


HsJ13413 


ESTs. WbaUy sbnBv to T231 10 hypotheS 


5.30 


Z8 


426703 


A1221B93 


Hs.121549 


ESTs 


3.93 


2,8 


430251 


AA609246 


(^.181451 


ESTs 


4.04 


2.8 


427184 


Ai969361 


Ks.180471 


ESTs 


6.78 


2.8 


439909 


AW450062 


Hs.187134 


ESTs Moder^elv siinls to AF263742 1 a 


3.65 


2.8 


446885 


AW003686 


K3.30325 


ESTs. HoMv dnflar to AF2QQ923 1 tesfi 


134 


2.7 


450340 


AA442322 


Hs.60288 


ESTs 


S.39 


2.7 


428100 


AW665592 


Hs.190413 


ESTs 


5.32 


Z7 


449333 


Ar203021 




ESTs 


4.35 


2.7 


42S861 


Ai989571 


Ks.99510 


ESTs 


3.2B 


2.7 


426622 


AL044400 


HsiS371 


ESTSt WaaMy a'milar to A37232 mucin, tr 




2.7 


427256 


AL042436 


Hs.97723 


ESTs 


4.08 


2.7 


408407 


AF214680 


Hs.44685 


C3KC4-nke zinc finder pratdn 


3*27 


2.7 


403328 






Ta^$) Exon 


4.26 


2.7 


436264 


AA707457 


Hs.120014 


ESTs 


3.58 


2.7 


427104 


AA398187 


Hs.104682 


ESTs. Wb^ 8irnila> to mitodiondrial d 


3.68 


2.7 


426640 


AI200961 


HS.9B104 


ESTs 


4.60 


21 


428789 


AW296167 


Hs.91930 


ESTs 


423 


Z7 


435274 


AA887547 


Hs.150905 


ESTs 


4.25 


Z7 


426612 


AA922067 


Hs.184185 


ESTs 


7.17 


2.7 


435110 


N42688 


Ks.81001 


F-box only protein 25 


4!85 


Z7 


433792 


AA778661 




ESTs 


4.06 


2.7 


423278 


AL117627 


HS.1262B9 


Homo sapiens mRNA: cONA DKFZp434B11S (fr 


3.04 


2.7 


427284 


AA400298 


Hs.144696 


ESTs 


5.81 


2,6 


423375 


Z94277 


Hs.1 27689 


typo 1 protein phosphataso inhibitor 


3.36 


Z6 


422362 


Z46967 


Hs.1 15460 


(slidn 


4.72 


Z6 


439993 


T18864 


Hs.144924 


serine/Otreonine protein Idnase SSTK 


&03 


Z6 


409364 


Ai4802S2 


Hs.137368 


ESTs 


7.22 


Z6 


419224 


NM.012189 


Hs.314452 


fibrousheathin II 


13.66 


2.6 


428915 


AI041278 


Hs.87908 


Snf2-related CBP acSvator protein 


4.73 


Z6 


427181 


AI183&53 


Hs.27888 


ESTs, Weakly similar to ALU1_HUIiAAN ALU S 


4.21 


2.6 


442122 


At932330 




ESTs 


107 


Z6 


424812 


AF059252 


Hs.153299 


OOiyi-3 (C. elegans) honntog Z 


3.80 


Z6 


430956 


AI183529 


Hs^706 


flhrtflthioffft paroWasft 4 (phosphoit[jd h 


3.19 


2.6 


427234 


AA39g667 


Hs.104675 


ESTs 


3,43 


Z6 


423005 


AL080148 


Hs.123004 


DKFZP4348204 protein 


3.53 


2,6 


428214 


AA936282 


Hs.120397 


ESTs 


414 


16 


452613 


AA461599 


Hs.23459 


ESTs 


7,78 


2.6 


410380 


AL133068 


Hs.62880 


noval prot^ dmilar to mouse MQV10 


3.45 


Z6 


452537 


AW247390 


Hs.77735 


hvDc^eflcd nroteln FLU 1618 


3.43 


2.6 


401712 






Tflrget Exon 


4.51 




429186 


BES03443 


Hs.1 12095 


hypothetical protein DKFZp434F1819 


5.90 


Z6 


438124 


AA778610 


Hs.122045 


ESTs 


3.43 


2.6 


422937 


U03270 


Hs.122511 


Cfintrio. FF-hami ntitf^n 1 


3.60 


Z6 


410279 


BE271977 


Hs.61809 


hypothetic^ proton FU14117 


4.36 


2.6 


428625 


W87565 


Hs.18566 


ESTs 


6.29 


Z6 


433439 


AA431176 


Hs.133230 


ritxjsomal protein S15 


3.50 


2.5 


433760 


AW592321 




ESTs 


3.26 


2,6 


431219 


AI190773 


Hs.1 27204 


ESTs, Weakly simBar to similar to CR16, 


5.10 


2.5 


411773 


NM.006799 


Hs.72026 


protease, seiiie, 21 (tesSsln) 


8.07 


Z5 


4S3468 


W00712 


Hs.32990 


DKFZP566F084proteto 


3.56 


Z5 


445158 


AI992108 


Hs.1 27206 


ESTs 


3.60 


2,6 


440860 


R10482 


Hs.132876 


ESTs 


4.26 


Z5 


452420 


BE564871 


Hs.29463 


centrin, EF-hand prot^, 3 (C0C31 yeast 


3.95 


Z5 


433281 


N48673 


Hs.146037 


hypothetical prolAi DKFZp434C135 


5.68 


Z5 


429369 


A1269514 


Hs.129802 


ESTs 


3,49 


2.5 


433949 


AI674766 


Hs.1 12877 


ESTs 


5.15 


2.5 


427668 


AA298760 


Hs.180191 


hypothetical protein FIJ14904 


10.46 


2.5 


414708 


AA393379 


Ks.97415 


ESTs Weakivsinfla-toT33068hvDnthfiti 


3.87 


Z5 


408485 


AW274294 


Hs.144092 


ESTs. Weddy sinflar to A Ctiain A, Saceh 


&10 


2,4 


412869 


AA290712 


Hs.82407 




5.64 


Z4 


426956 


AA393873 




ESTs-Weddv^ffib^^MJUS HUMAN ALU 8 


4.68 


Z4 


429152 


AA447209 


Hs.99099 


Hflfno saoiAM NVI^£P98 mRNA flnmnlete aki 
1 iwitiw i>ca|iKiiiB n 1 i^w^co iiirw\ uwiii|mHn wusi 


4,34 


2.4 


426247 


U92992 


H3.98834 


ESTs 


5.40 


Z4 


427589 


T19219 


Hs.97976 


hvDOtheticd Dratafai MGC4766 sbidar to 


3^40 


2.4 


429099 


BE439952 


Hs.196177 


phosphorylasa kinase, gamma 2 (lesSs) 


5.65 


Z4 


453353 


U33055 


H3.32959 


G protein-coupted receptof kinase 2 (Dko 


4.82 


Z4 


413372 


K55532 




tubulin, aipha 2 


9.32 


Z4 


411737 


AW150339 


H3.71791 


hypolhettesi pro(dn 

rtiatxfcrid tumof deleSon i^on protdn 1 


5.26 


Z4 


453868 


NM_014433 


Hs.35984 


3.05 


Z4 


427098 


AA398161 


Hs.97602 


ESTs 


3.21 


Z4 


427165 


AM29709 


Hs.99336 


ESTs. Weakly siniQar to T15446 hypotheti 


4.27 


Z4 


425608 


AA364t09 


Hs.177990 


ESTs 


7.80 


Z4 


444790 


AB030506 


Hs.11955 


69 protein 


132 


Z4 


426718 


AA3835S5 


Hs.126413 


ESTs 


4.20 


Z4 


411441 


AU)42355 


H8.70202 


WD repeat domain 10 


6.14 


Z4 


450852 


A1983354 


Hs.7740 


Qxysterol bincfing protein-iikfi 1 


4.97 


Z3 


4Z7054 


AA421240 


Hs.97570 


ESTs 


3.10 


Z3 
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427199 
440182 
435517 
446309 
420338 
433829 
423485 
423058 
433822 
442268 
434298 
440720 
427554 
414251 
430254 
437418 
437522 
422808 
43669S 
422247 
421625 
434807 
428174 
409735 
444467 
433832 
440036 
415240 



M653327 

AW015836 

AAB68919 

AA928626 

BBM4261 



440682 
436605 
422990 
432174 
409267 
423021 
439012 
433812 
456924 
437249 
426038 
427065 
428824 
428224 
436954 
444470 
457579 
427886 
439273 
434318 
427015 
421598 
427236 
434520 
456051 
418322 
451807 
448984 
420484 
414181 
424558 



AI190715 
AW197D86 
AW964568 
AI218609 
6E278064 
AA86Q090 
AW662776 
AW246578 
AU}423Q6 
Ai809S20 
AI478954 
AA983844 
AA44g014 
AA72S655 
U18244 
AA405386 
AA364183 
AA913321 
AL035295 
A)150368 
AA918018 
AW593295 
AA1&1411 
BE258332 
AI2D5777 
A1187742 
AF035620 
AV\^264 
N1A.012453 
ALD36111 
BE383814 
AA725026 
A1631510 
AA432202 
AA368101 
AA397903 
W23624 
X54017 
AA740151 
AA412195 
AB030&16 
AA417083 
AW139099 
AW207552 
AA397520 
AW630942 
AA399959 
AA205273 
T85626 
AA284166 
W528&« 
AW75195S 
W32963 
AKQQ0476 
AF038647 



Hs.123501 ESTs 

Hs.292919 ESTs 

Hs.250110 ESTs 

Hs.130177 ESTs 

Hs.149774 ESTs 
Hs.88269 

Hs.102021 ESTs 

Hs59338 ESTs 

Hs.111591 ESTs 

Hs.112772 ESTs 
Hs.8179 



bSIS 

Homo sapiens, clone M6C:17339. mRN\ com 



hypotheScal protein, done 2746033 
15.116290 ESTs ^ „«-enu7 

Hs-336943 Human DMA sequence firom clone RP1 1-60H7 
Hs,179615 hypcthelical prolan FLJ10058 
H5.97689 VASApnitein 
ESTs 

Hs.5945g ESTs 

Hs.121383 ESTs . , . 

Hs.121025 chromosome 11 open reading frame 5 
Hs.120480 ESTs 

Hs.113602 sohriecarier family 1 (high affinity a 
Hs.178004 ESTs 

Hs,323443 hypolhefeal protein RJ11 806 
Hs 126778 ESTs 

HS.S6175 Helens gene ftom PAC 106H8, sknflar I 
ESTs 

Hs.172516 ESTs 
Hs.210956 ESTs 

Hs^8668 chromosome 21 open reading frame 5/ 
Hs:Z78362 maie^nhanced antigen 
Hs.129538 ESTs 
ESTs 

Hs.1 22764 eRCAl assodaled protebi 
Hs.132806 ESTs 
Hsi251 5 trensducin (beta}-like 2 
Hs.292767 ESTs 

Hs.6455 RuvB(Ecolihomolog>4Ilce2 
Hs.97155 ESTs. WeaWysimaartoT31611 hypothefi 
Hs 196956 ESTs, Highly sintilar to match to EST AA3 
Hs!l03147 hypothetical protein nJ21347 
Hs.99052 ESTs 

Hs.236635 gb:zt89ft2.r1 SoaresJeste^NHT Horro sap 
Hs.173059 ESTs 
Hs.183088 acrosin 
Hs.130425 ESTs 
Hs.13740 ESTs 
Hs.36761 HRAS4ike suppressor 
Hs.104789 ESTs 

Hs.269701 ESTs ^^^^^ 
HSw11632B ESTs, Wealdy sNlar to A39564 Iranscnp 
ESTs 

Hs.106061 RD RNArWndlng protein 
Hs.148271 ESTs 
Hs.177011 hypothetical protein 

hypotheGcal protein FU20608 

cydln-dependent kinase InWtyitor 3 (CDK 
hypolheOca! protein FU23293 sImHar to 
t^potheticd protein FU22318 
VRK3 for vacdnla related kinase 3 
HS.7S798 hypothefcalpiotein 
H8.1S0490 FKS0&l)lndingpn)lain6{36kD) 



83.78239 
Hs.64113 

Hs.22753 



TABLE 54B 

Pkey. Unique Eos piobesetldenfifier numt)er 
CAT numt)er Gene dusifir number 
Accession: Genbank accession numbers 



3.46 
4.31 
3.03 
3.64 
3.52 
4.23 
6.08 
3.14 
3.36 
3.83 
3.00 
3.71 

ao8 

3.39 

11.25 

3.27 

3.43 

4.15 

3.09 

5.26 

6.78 

3.22 

5.51 

3.09 

3.11 

3.81 

6.94 

5.87 

3.66 

3.58 

3.83 

3.41 

&66 

3.05 

5.46 

187 

5.25 

3.62 

4.38 

3,38 

3.03 

3.23 

3.07 

3.18 

3.20 

4.27 

5.30 

3.49 

3.83 

4.01 

4.28 

3.30 

3.07 

3.19 

3.11 

8.41 

152 

4.73 

186 

133 

7.70 



2.3 

Z3 

Z3 

2.3 

2.3 

2.3 

2.3 

2.3 

2.3 

Z3 

Z3 

23 

Z3 

2.3 

13 

Z3 

2.2 

Z2 

Z2 

Z2 

Z2 

Z2 

Z2 

Z2 

Z2 

Z2 

Z2 

Z2 

Z2 

Z1 

Z1 

21 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

Z1 

zo 
zo 
zo 
zo 
zo 
zo 
zo 
zo 



70 



75 



80 



Pkey 
428616 



426599 

426930 
434317 

426620 

419350 

440822 
421938 



10110J 



AA398244 AA382463 AI139837 
AI218809 BC014609 BG724383 AI024359 /> ^^^^^^ 

AA412383 AA300675 B6773248 AM12243 AA405951 



142987J 

13086J 

532606.1 
Li 
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442589 33097 2 NiyL004157 X14968 BG480488 BE409869 BG723898 66476313 AU121626 8E386516 Aig89297 AW172340 AA88g668 R23436 AI01S037 

BE2S0558 BF590945 AW385SS3 BF983000 AA070235 AL556082 M78388 AWS04473 AW370139 BG91 3697 BEe99096 BG827945 BE741233 

AI015465 AW370169 BE297350AA093249 
A1122828 AA909991 AA7S9233 

AL591713 6F1 97609 A)985094 AW448916 A1243277 AL449&30 AL449629 

AW241405 AW20S071 AI6715B6 A1652354 AI638465 AWS903S9 AW662771 AW594Q67 BES02S32 AI218894 BE4G6416 BF056296 AI247366 
A1990484 Aigi7746 AW66592S A1216456 AW182169 AAg69884 AA723888 A10ia419 

BI602176 BI603138 81459895 Bt755030 AW41B788 AA8B3999 AA724856 AI460311 AWig6355 AI004813 AI651117 8E814363 AW5898S6 
AA448124 AA447982 B1461166 AA40S629 
At208956 AA421041 AA815377AA411954 

BF980396 R51074 BF979883Ai539370BM128735AA993397A)611039AW593985 R41808 
A1208080 AA442882 AM29772 

AI125404 AW59331 2 AI247384 A)208217 AA910021 AI915307 
AI190292 AI188225 AA416673 AMI 6596 AA952888 AA972172 AA906874 

M76676 NWL022571 BG772522 8F516449 AI537485 AW517245 BF762536 AA634446 AW196331 AI203035 BG722281 
AKD56320 AL522040 B1793043 AW071691 AI433682 AA865414 AA702684 B1792794 H96879 R52351 AA21 1 126 AA442875 N25725 AA482563 
N33446 N25222 Z41t10N26507 N73447 N24077N20492AW275550(«9619AL518306ALj522041 AW959849AL518307AA72S907A1655113 
AI309908 F10184 BM451081 BE257S95 BG721625 B1828509 BG700470 F12568 Z45398 BI629288 AA364618 AA36485t AA421448T74231 
RS2350AA482415 AI203021 T88948A1565842 
AI024286AA769898 AA776661 AA868972AA609524 
AI932330 A1190707 AI376782 AA976847 
AA609179AW592321 AA758282A1214437 AW072537AA781937 
BI831486AW190479AI472793AA460217AA459937BF082576AA3g3673AA398702 

NM-006001 L11645AI205604AI207994A1167362AA709190BI462421 BG772170 BG722772 AA436991 BG771655BI553260BF1 26025 
6F125857 BI462670 8G724164 B1562424 B6721652 B15S9662 BG722455 BI596415 BG717561 8G722138 B6773507 BG720572 C03667 AI016802 
AL042663AA770436AA43S720T1938SAA626698AA759057A1208021BF507844AI208058AM12719M 
F34585AA180062 

13102.1 B6700885 AA868017 AW341719 AA971332 Ai668794Z20462 AI808145 AW66S263 AA8849S2 AA906136 
1008400.1 AW663704AI150368AI216464 

1008207 1 AI125340 AI125684 AI377949 AI126470 A121 8351 AW665355 Af243952 AW663454 AI240603 AI1 B7742 AA884214 AA723933 
683123 T AA857437 AI968733 Ai96893B AA9927M AA397520 AW235244 

177S8J BM479185 AL552795 ALS77722 BF03B888 BM127617 6F510346 AW450652 AA86547B AW449519 BM127314 AI606539 AW449522 AA993634 
AI827626AA904788 



436588 
431986 
420431 
436601 
408415 

427748 
440115 
428524 
440933 
427829 
438735 
443333 



433792 
442122 
433760 



413372 



430254 
444467 
436605 
427015 
451807 



2470836.1 
75926 1 
29290.1 
10131.1 
4581.6 

1372622.1 
34 3 

1382184.1 

880517J 

1373S37J 

10316.1 

36378.1 



2204621.1 
^84549.1 
58498^1 
657337.1 

LI 



TABLE 54C 

Pkey: Unique number corresponding to an Eos prabesat 

Ref: Sequence source. The 7 digit numbers In this column are Genliank UeniiBer (Gl) nimtbefs. 'Dunham, et at* refers to the pubficaSon entitled The DNA sequence of 
human chromosome 22* ISiinham. et aL (1999) Nahire 402:489495. 
Strand: Iridicates OKA strand from which exons were predicted. 
Ntj)osiSon: Indicates nucleotide poslfions of predictsd exons. 



Pkey 


Ref 


Slrand 


Ntj}Osition 


401979 


2828776 


Minus 


75693-75851,76977-77112 


406409 


9256364 


Minus 


141101-141256 


401741 


2982169 


Plus 


196666-196823.200241-200381 


406378 


9256142 


Mirujs 


126408-126800 


405264 


7329374 


Plus 


26556-28684 


401692 


3540172 


Phjs 


26365-26510 


403783 


8081824 


Rus 


12841M28635 


404271 


9628129 


Minus 


56392-57645 


401798 


6730720 


f>lus 


22831-23448 


402857 


9801539 


Plus 


13402-14133 


405528 


9581957 


Minus 


22418-22687 


403328 


8469088 


Minus 


120428-120703 


401712 


6682593 


Minus 


76410-76S27.76e92-76829.78737-78866^024 



TABtSSSA: 

Ptoy: Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number. Genbank accession number 

UnigeneiO: Unigene number 

Unigsna TKte: Unigene gene tiOe 

R1: Ratio of non-seminoinatousmbted germ celt testicutar cancer compared to nonnal^^^^ 



PIcey 


ExAccn 


UnigeneiO 


Unigene Title 


R1 


416680 


AW245540 


HS.79S16 


brain abundant, membrane attached signal 


48.80 


423961 


013666 


Hs.13634a 


peiiosfin(OSF-2os) 


43J0 


412948 


BE243313 


Hs.334851 


UM and SH3 protein 1 


42.50 


428928 


8E409838 


Hs.194657 


cadherin 1 . type 1. E-cadhertn (epitheli 


38.80 


424247 


X14008 


Hs.234734 


lysozyme (renal amyloidosis) 


29.80 


414438 


Ai879277 


Ks.76136 


thioredoxin 


29.40 


406658 


A!920g65 


Hs.77961 


major hisbxonpaSbOily oompiex, dass 


29JS 


446699 


Nlyt005397 


Hs.16426 


podocatyxin-like 


28.70 


411573 


AB029000 


HS70823 


K1AA1 077 protein 


28.40 


432730 


AUK6520 


H5.131358 


ESTs 


28.00 


418870 


AF147204 


Hs£9414 


chemokine (C-X^ moliO. receptor 4 (6b 


28.00 


444381 


BE387335 


Hs^83713 


EST8. We^ stmOar to S64054 hypofheS 


27,90 


446619 


AU076643 


Hs313 


secreted phosphoproteln 1 (osteopontin, 


26.60 


447526 


A1048753 


Hs.303849 


smeD inducible cytokine A2 (monocytB ch 


2S.00 


418174 


L20688 


Hs.83656 


Rho GOP dissodafion InMbllor (GOQ bet 


24.15 
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406856 
4146B2 
440440 
417139 
417426 
407862 
439180 
413787 



10 

15 

20 

25 

30 

35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



412636 
414092 
414587 
412915 
406648 
412247 
446108 
424800 
413063 
415314 
406656 
426295 
406820 
444562 
417088 
449338 
444784 
414420 
425543 
452579 
4207S4 
410397 
417640 
415899 
406786 
422105 
422714 
444051 
425996 
445863 
429614 
410185 
409036 
410611 



421406 
420962 
425234 
452322 
454413 
41S221 
425535 
450000 
418151 
414799 
412025 
445055 
412490 
408437 
430542 
424670 
432409 
425945 
425996 
449961 
435622 
407179 
412623 
429978 
450377 
418509 
440869 
417144 
451106 
426552 
433423 
442622 
407951 
449944 
423673 



406743 
422627 
420676 



Hs.29797 fibosomal protein LI 0 
Hs.76884 Inhibitor of DNA binding 3. dominanl neg 
Hs.7188 seraadom^ fnununosMwrtn domain 09). 
Hs.81328 nudearfactorofkapparighlpolypeplid 
HS.B2124 laTTunin.beta1 
Hs.337986 Homo sapiens cDNA aJ10934 lis, done OV 
Hs.199067 v-ert>.b2 avian erythroblaslic teukemia v 

tyrosine Sflwnooqrgenase/tiyptDphan 5^no 
Hs.78146 ptalMendotttella] cell adhesion molec 

desmoplaldn{DPI,DPII) 
Hs.75752 cytochrome c oxidase subunilVlIb 
Hs.76507 LPS^nducedTNF-alpha factor 
Hs.74823 NM_004541:Homo sapiens NADH dehydrogena! 
Hs.277477 nwjor histocompalibility complBX. dass 
Hs.73793 vascular endolhelial growth factor 
Hs.42322 A Wnase(Pi^) anchor protein 2 
Hs.153203 MyoDfannily inhibitor 
Hs.751 84 chifinase S-like 1 (cartilage gfyooprote 
Hs.5422 g1ycoprolanM6B 
Hs.89643 major hlstocompalibility complex, class 

zinc finger protein 6 (CMPX1) 
Hs.108124 ribosomal protein S4. X-linked 
Hs.336429 RIKEN cDNA 9130422N19gei» 
Hs.81170 plm-1 oncogene 
Hs.394 adrenomeduirin 
Hs.1 1951 ectonucleotide pyrophosphatase/phosphodi 
Hs.760g5 inrvnediate early response 3 
Hs.334895 ribosomdl protein LlOa 
Hs,83883 transmembrane, prostate androgen induced 
Hs.3469 11 ribosomal protein 122 
Hs.63042 DKFZp564J157 protein 
Hs.82353 protein C receptor, endotheGal (EPCf^ 
Hs78909 butyrate response factor 2 (EGF^esponse 
Hs.111334 ferritin. Kght polypeptide 
Hs.111680 endosulfine alpha 
Hs.11 9387 KIAAD792 gene product 
H5.1 0247 activated leucocyte cell adheaon moiecu 
Hs.173108 Homo sapiens cDNA: FU21897 lis, done H 
Hs.13396 Homo sapiens done 25028 mRNA sequence 
Hs.21 1539 hypothefical protdn MGC4248 
Hs.737 Immediate earty protein 
HS.S0002 smal indudbie cytoldne subfamily A (Cy 
Hs.20924 K1AA1628 protein 
HS.1S6905 K1AA1676 
Ks.104105 Meis(mouse}homdog2 
Hs.100602 MAD (mothers against decapenlaplegic, Or 
Hs.1 65909 ESTs, WeaUy similar to 138022 hypotheti 
Hs^8988 glutaredoxtn(thioltransi8ra5e) 
Hs.40092 PNAS-123 
Hs.78225 annexInAl 
Hs.158287 KIAA0468genep(odud 
Ks.10888 hypothetic^ protein FU21709 
Hs.83583 adin related protein 2/3 complex, subun 
Hs.77326 insuBfrfike growth factor binding prote 
Hs.24143 Wislcott-Alditeh syndrome protein Inlerac 
Hs.109051 SH3 doman bimfing glutantic add-rich pr 
Hs.288850 Homo sapiens cDNA: faJ22528 fis. clone H 
Hs^8459 lacrimal proline ridi protein 
Hs.1 19122 n*bosomaS prot^ L13a 
Hs.116651 e(sthenalV4iI(e antigen 1 
Hs.130732 KIAA1575 protein 
Ks.1 64280 solute carrier family 25 (mitochondrial 

hypotheticaipniieinALIIOIIS 
Hs.133100 ESTs 

Hs.9774 synovial sarcoma translocation gene on c 

lliymosin. beta 4. Xchromosome 
Hs.74170 metalbthionein 1H (functionai) 
AA249027 ribosomal protein S8 

AB033091 KIAA1265 protein 

AB028624 Hs.85S39 ATP synthase, H transporting. mHochondr 
NIAJ014297 Hs.7486 protein expressed In thyroid 
AA382104 Hs.81 337 ledin, galadosid&binding. sduUe. 9 
BE382701 Hs.25960 N-MTC oncogene 
BE297660 Hs.17032S moesin 
BE407127 Hs.8997 heaishodi70tcD protein 1A 
NM_Q00435 Hs.8S46 Notoh (Drosophila) homdog 3 
W77762 Hs.79015 antigen identified by monodonal antibod 
AF290512 Hs.58215 Homo sapiens, Similar to thoteWn. done 
BE003054 Hs.1695 matrix metalloproleinasa 12 (macrophage 
AW023337 Hs.5422 glycoprotein M6B 
AA911S6B 1^.279860 hiimr protein, translaijonally^trolle 
BE336B57 Hs.1 18787 translbrming growth factor, beta^nduced 
AI434780 Hs.4248 vav2onco9ene 



AW515336 
AL021154 
Z28925 
M69043 
NM,002291 
BE548267 
AI393742 
AI352558 
AM93591 
NM.004415 
214244 
NM_004852 
AW087727 
AA563730 
AF022376 
AL036596 
AL035588 
AL035737 
N88802 
M16714 
AW3S7283 
AI223958 
AA185715 
1^4915 
H73444 
D12485 
AA043424 
R23313 
Z42387 
W79431 
AF217517 
D30857 
X78992 
AW161678 
AI929700 
A6018335 
N48373 
AW988934 
R12234 
AI371172 
BE294068 
T97490 
AW954134 
AI970276 
AF179897 
NM.005904 
AW152225 
BE566343 
A1653672 
W07418 
AB007937 
AI952797 
AA864238 
AI752416 
AIBZ7451 
6ES12856 
AW803S&4 
AW957744 
A1557486 
W61215 
AA808538 
AW410669 
W67330 
AW26S634 
N64214 
AA206465 



23.68 

23.60 

23.60 

2Z35 

21.60 

21,55 

21.50 

21.50 

20.90 

20.90 

20.30 

19.45 

19.30 

19.10 

17.45 

17.40 

17.20 

1&90 

16.80 

16.75 

16.25 

16.00 

15.85 

15.60 

15.51 

15.33 

15.30 

15.10 

15.00 

14.92 

14.86 

14.70 

1460 

14,57 

14.57 

14.25 

14.05 

14.00 

14.00 

13.95 

13.85 

13.60 

ia60 

13.40 

13.10 

13.00 

13.00 

13.00 

12.90 

12.89 

12.48 

1Z45 

12.40 

U19 

1Z12 

12.07 

11.90 

11.80 

11.51 

11,50 

11.50 

11.44 

11.40 

11.40 

11.25 

11.21 

11.10 

11.10 

11.10 

11.10 

11.00 

11.00 

10.93 

10.91 

10.90 

1050 

10.80 

ia75 

10.70 

10.70 

10.70 

10.65 

10.60 



635 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



444060 
420028 
436075 
450139 
427691 
424201 
448412 
440528 
423184 
4S0847 
417407 
436876 
421395 
435918 
411251 
405791 
441187 
425560 
420225 
413813 
434280 
417944 
409963 
428664 
416926 
456236 
428065 
441455 
410325 
415189 
454038 
452568 
447211 
422068 
418299 
421379 
429490 
422241 
449335 
413886 
447471 
426215 
446627 
431639 
433412 
410023 
445245 
446776 
453856 
410143 
414S91 
433208 
423753 
432559 
450661 
450157 
444795 
400288 
430253 
420059 
419970 
411975 
446525 
451831 
437103 
432636 
424687 
419682 
407137 
450147 
447188 
449571 
429355 
446488 
414774 
422424 
426818 
416078 
451812 
410315 
452874 
422746 
414020 



AA340277 

AB014660 

BE090176 

AK001838 

AW194426 

L33075 

AI219083 

8E313555 

NM.0O4428 

NK^003155 

AA923278 

AI124756 

090084 

AF263S38 

R19774 

AI220684 

AW195237 

LI 1144 

AW243046 

M96956 

BE005398 

AU077196 

AA133590 

AK001666 

H03109 

AF045229 

AJ634046 

AJ271671 

AB023154 

L34657 

X06374 

AA805634 

AL151961 

AI807519 

AA279530 

Y15221 

A1971131 

Y00062 

AW150717 

AW9S8264 

AF03984a 

AW963419 

Aig73016 

AK000680 

AV6S372g 

AB017169 

AB032973 

BE302464 

AAa04789 

AA1B8169 

At888490 

AW002834 

Y11312 

AW45294a 

AF081513 

AW961S76 

AI193356 

X06256 

AK001514 

AF161485 

AW6120a 

AI916058 

AW967069 

NM_001674 

AW139408 

AA340864 

J05070 

H13139 

T97307 

AW373713 

H65423 

AW016812 

AW973253 

AB0377e2 

X02419 

AI186431 

AI131291 

ALJ034349 



AI638871 
AK001061 
NM.004484 
NM.0029B4 



Hs.8786 
Ks.179902 

Hs.20726 

Hs.1742 

HS.4K32 

Hs.7252 

Hs.1624 

Hs.25SgO 

Hs^90905 

Hs^7 

K5.1023 

HS36Z32 

H5^835 

Hs^7939 

Hs.7734 

K5.1907 

Hs.282076 

H$.7S561 

Hs.82985 

Hs.250857 

Hs.189095 

Hs.263395 

Hs.82280 

Hs.157313 

Hs.7854 

Hs.62264 

Hs.78146 

Hs.37040 

Hs.300870 

H8.17767 

Hs.104520 

Hs.83g66 

Hs.103gB2 

Hs^3889 

Hs.170121 

Hs.345728 

Hs.103832 

Hs.16676 

H8.155223 

Hs.15725 

Hs.256175 

HS.818S 

Ks^7929 

Ks.12461 

Ks.30057 

Ks.19447 

Hs^5902 

Hs.24095 

Hs.132463 

Hs.257631 

Hs.25195 

Hs.60178 

Ks.160316 

Hs.14g609 

Hs.236844 

H3.94769 

Hs.144583 

Hs^11555 

Hs.460 

Hs.152940 

Hs^78562 

Ks.151738 

Hs.92282 

H&146324 

Hs.17531 

Hs.200266 

Hs^2689 

Hs.15119 

Hs.77274 

Hs.296638 

Hs.102308 

Hs.79005 

Hs.152151 

Hs.17625 

Hs^2S 

Hs.1 19651 

H9.75703 



H(xno cDNA RJ20167 (is, done 00 


10.60 


cartMhydrate (N-acetylgtuoosainbifriO) 8 


10.50 


tr3ispoitsr4tkB protsin 


10^ 


sertmi^liioooorttooid regulated Idnase 


10J0 


ESTs 


1026 


iU moiu oonisining o i raso scovsung pr 


10.15 


ESTs, ModeratBiy8imaartoALU8.HUMAN A 


10.10 


K1AA1224 protein 


10.06 


ephrin^l 


10j05 


stanniocalcin 1 


9.90 


ESTs. Weakly similar b protease [tisapi 


9.90 


isodtiBte dehydrogenase 2 (NADP). mitoc 


9.90 


pyruvate dehydrogenase (lipoamide) alpha 


9.89 


growth dtfferenliaQon factor 3 


9.69 


HHGPprQt^ 


9.60 


hefnoglok)in,dpha2 


a75 


hypotheScai protein FU22174 

galanfai 


9.75 


Homo sapiens mRNA for K1AA1650 protein. 


9.60 
a60 


teratocardnom^lertved growth factor 1 


9.60 


gb:CM1^N0116-150400.18&^02BN0116Homo 


aeo 


coQagen. type V, alpha 2 


a53 


caidum/caimoduEn^dependenl protein Idn 


9.51 


similar to SAUI (sal (DrosophteHOte 


9.42 


HT018 protein 


9.41 


regulator of G-prolein slgnairing 1 0 


9.40 


ESTs 


9.40 


zinc/iron regulated transporter-liko 


a39 


KIAA0937 protein 


aso 


piateiet/endotheila) eel adhesion motec 


9.30 


platelet-derived growth factor sdpha pol 


a29 


Homo sapiens mRNA; cONA OKFZp547M072 (fr 


a24 


K1AA1554 protein 


a22 


Homo sapiens cDNA RJ 13694 fts, clone PL 


a2o 


integiln. tiela 2 (antigen C018 (p95). ly 


8.93 


small indudbtacytoUne sutifamily B (Cy 


ago 


ESTs. Weakly simliar to ALU7.HUMAN ALU S 


8.90 


protein tyrosine phosphatase, receptor t 


8.90 


STAT induced STAT inhibitor 3 


8.84 
6.60 


similar to yeast Upl3. variant B 


sprau^y (DiDSQpNIa) homolog 2 


a70 


stanniocdcin 2 


a7o 


hypothetical protein SB3I48 


8.60 


phosphoprotetn associated with GEMs 


8.60 


CGI-44 protein: sulfide dehydrogenase 0 


8.60 


slit(DrosophDa9homalog3 


8.50 


LCHNprot^ 


aso 


MRS2 (S. cerevisiaeHite. magnesium hom 


a40 


POZ-UM protein mystique 


ass 


KIAA1 191 protein 


a35 


ESTs. Weakly slmllartoALUBJftJMAN ALU S 


a3o 


ESTs 


a30 


phospho!nosi6de>34dnase, dass 2, beta 


a25 


ESTs 


a2o 


TGF^4 


aio 


ESTs 


aio 


ESTs 


aio 


integrin. alpha 5 (fibronectin receptor. 


ao5 


hypothetk:al protein FU10652 


aoo 


RAB23, member RAS oncogene tamSy 


aoo 


ESTs 


aoo 


ESTs 


7.95 


hypothefical protein MGC5487 


7.90 


activaang transcription factor 3 


7.90 


ESTs 


7.90 


claudln7 


7.87 


matrix metalloproteinase 9 (gelatinase B 


7.84 


paiied4ikB hotneodomain transcrfpQon f^ 


7.80 


gb:y853h05j1 Scares fetal fiver ^een 


7.80 


Cai45 protein 


7.75 


hypothetical protest OKFZp434E2135 


7.70 


ESTs 


7.70 


ESTs 


7.70 


KIAA1361 protein 


7.70 


plasminogen activator, urokinase 


7.69 


prostate dlfferentiatkx) factor 


7.67 


potassium inwardly-fectiVing channel 8 


7.65 


protein tyrosine phosphatase, receptor 1 


7.65 


plakophQb)4 


7.65 


Homo sapiens cONA: FU22524 fis. done H 


7.60 


hypothetical pnitehFU101S9 


7.60 


glypicanS 


7.60 


smd bidudbia cytokine A4 (homdogous 


7.57 
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447674 


BE270640 


Hs.19192 


426689 


BE245550 


Hs.171825 


444933 


m 016245 


Hs.12150 


418329 


AW247430 


Hs.84152 


425246 


AIQB5561 


Hs.155321 


419223 


X60111 


Hs.1244 


406776 


T16206 


Hs.237164 


401466 






435080 


AI831760 


Hs.155111 


413686 


AI459213 


HS71404 


408605 


AF025374 


Hs.46465 


408558 


AW015759 


Hs.235709 


444838 


AV651680 


HS.20B558 


409208 


Y00093 




427820 


BE222494 


Hs.180919 


452924 


AW580g39 


Hs57199 


436398 


H87136 


Hs^l74 


44319S 


BE14823S 


Hs.193063 


437442 


T85104 


Hs.222779 


447735 


AA775268 


Hs.6127 


401192 






424503 


NM„002205 


HS.149&09 


402474 






449567 


AI990790 


Hs.188614 


448019 


AW947164 


H8.195641 


450506 


NM_004460 


Hs.418 


430068 


AA464964 




431427 


AK000401 


Hs:252748 


426440 


BE382756 


HS.1699Q2 


442492 


AA528489 


Hs.234518 


417365 


D50683 


Hs.82028 


452436 


6E077546 


Hs^1447 


431183 


NM.006855 


Hs^0696 


435684 


NM.001290 


H5.4980 


442685 


AB033017 


Hs.8594 


413542 


BE295928 


Hs.75424 


411789 


AF245505 


Hs.72157 


441565 


AW953575 


Hs.303125 


440268 


8E270030 


Hs.336959 


444207 


A1585004 




408912 


AB011084 


Hs.48924 


429500 


X78565 


Hs.289114 


429469 


M64590 


HS.Z7 


43891S 


AA280174 


Hs.285681 


430332 


R51790 


Hs.239483 


413497 


BEineei 




433271 


BE621697 


Hs.14317 


443351 


AWD16783 


Hs^799 


406858 


AI86S720 


Hs.29797 


435748 


AAe99756 


Hs.117335 


423024 


AA593731 


HS.325&23 


422451 


AA310753 


Ks.42491 


42441S 


NM.Q0197S 


HS.146S80 


434564 


DS7341 


Hs.188361 


442379 


NM 004613 


Hs.6265 


424528 


AW073971 


Hsi389S4 


450294 


H42587 


Hsi38730 


417336 


R70429 


Hs^1988 


418707 


U97502 


Hs.87497 


402145 






414662 


AL036058 


Hs.76807 


436860 


H12751 


Hs.5327 



435937 AA830693 H5.119769 

412645 AW444433 Ks.136061 

446173 BE565849 Hs.14158 

425875 AU077333 Hs.160483 

412093 BE242691 Hs.14947 

446921 AB012113 Hs.16530 

443523 AK001575 Hs^536 

428311 NM_005651 Hs.183671 

447519 U46258 Hs.339665 

445817 NM.003642 Hs.13340 

434423 NM.006769 Hs.3844 

434524 AA635931 Hs^49716 

441970 AW959918 Hs.73737 

433675 AW977653 Hs.75319 

437374 A1.359571 Hs.44054 

437134 AA349944 

407284 A1539227 



cydnvdependent kinase 2 

basic helix-loop-helix domain conlainiiig 

retinal shorl^ain dehydrogenase/reduct 

cystdtHonine-beta-synlhase 

serum response factor (c-fbs senrni respo 

C09 anOgen (p24) 

ESTs, Highly similar to LDHH.HUMAN L-UC 
vesid&^ssodated membrane pretein 4 
hypothellcfll prol^ FLJ14428 
ESTs 

T-cell, immune regulator 1 

Homo sapiens mRNA; cDNA DKFZp657B071 1 (f 

ESTs 

integrin. alpha X (antigen C011C (p150), 
inhiUlor of DNA binding 2, dominant neg 
complement component C1q receptor 
ribosomai protein SI 7 

Homo sapiens cONA FU14201 lis, clone NT 
ESTs, Moderately stiralar to similar to N 
Homo sapiens cDNA: FLJ23020 fis, done L 
Target Ewjn 

integrin, alpha 5 {libfonectin receptor, 
NM.004079:Homo sapiens calhepsin S (CTSS 
ESTs 

ESTs, Moderately similar to 138022 hypot 
SbTobl^t activation prot^. alpha 
gb2x80f10^1 Scares ovary tumor NbHOT H 



ribosomai protein L23 

Iranslbmilng growth factor, beta recepto 

ESTs, Moderately stmliar to A46010 X-ibi 

KDEL (Ly&Asp-Giu-t^) endoplasmic relic 

UM domain binding 2 

K1AA1191 prol^ 

inhibitor of DMA binding 1, dominant neg 
Adlic^ 

p63-induced protein PIGPC1 
Homo sapiens, done IMAGE:3677185, mRNA 
cathepsin D (lysosomal aspartyi protease 
KIAA0512 gene product; ALEX2 
hexabrachton (tenasdn C cytotadin) 
glycine dehydrogenase (decarboxylaBng; 
WiRiams-Beuren syndrome chromosome regl 
Human done 23933 mRNA sequence 
gb:RC1.HT0598^20300^1 1-h02 HT0598 Homo 
nucledar prolan family A, member 3 [HI 
Homo sapiens cONAaJ13471 lis. done PL 
ribosomai prot^ L10 
ESTs 

ESTs. Moderately similar to ALU5_HUMAN A 
ESTs, Wealdy similar to S65657 dpha-IC- 
enolase 2, (gammai neunnd) 
Homo sapiens cDNA HJ128Q7 lis. done NT 
Iransgfutantnase 2 (C p(riypepBde, prote 
ESTs. Wealdy «ln«ar to KIAA1 204 piotoin 
hypothetica] protein MGC10823 
disabled (DrosophRa) homolog 2 (iritogen 
bu^philih. subfamOy 3, meniber A2 
Target Exon 

m^r histocompatibility complex, dass 
PR01914pcDteln 

gb*n41c11j(1 Na.CGAP_RDF2 Homo sapiens 
ESTs 

Homo sai^, SImflar to hypotheticai pr 
copine ill 

eiythracyte membrane protein band 72 (s 
ESTs 

smdl Indudble cytokine subGamSy A {Of 
hypothetica! protdn FU10713 
tiyiptophan 2><lloxygena5e 
ESTs 

histone acetyftransferase 1 
UM domain only 4 
ESTs 
ESTs 

ribonucleotide reductase M2 po^pQde 



Hs.42915 
Hs^14039 



nlneh (GSK3B Merading protein) 
ARP2(ac8n-(elated protein 2, yeasQ ho 
hypothetical protdn FIJ23556 
426158 NM.001962 Hs.199067 v^ib4)2 avian erythroblas^c letikemia v 
447029 AL13728i Hs.17110 Homo sapiens mRNA; cONA OKFZp434C2016 (f 
417315 Aia80042 Hs.180450 ribosomai protein S24 

637 
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418840 


AI821614 


HS.1B5631 


ESTs 


6,20 


410668 


BE379794 


Hs.159651 


hypotheOcsl protein 


8.16 


425762 


BE244076 


K$.159578 


AT-hook trac^Qon factor AKNA 


6.13 


413840 


AI301558 




RNA tiindinQ noSf prolan, X chrofnosoms 


6.13 


409493 


AA386192 


Ks.193482 


Homo sapiens cONA RJ 1 1903 lis. done HE 


&12 


4S0944 


AA554989 




sudO (suppress^ of bini06. Aspet^Ilus n 


&10 


415825 


Y18024 


Hs.78877 


imsitol 1,4.5-trisphosph£rte 34dnase B 


6.10 


435538 


AB011540 


Hs.4930 


low density Bpofvottin receptor-felaled 


&10 


429109 


AL008637 


Hs.1 96352 


neutraphU cytosoQc fadtor 4 (40kD) 


6.10 


418460 


M26315 


Hs.85258 


CDS anSgen. alpha polypeptide (pi32) 


6.10 


408996 


AI979168 


Hs.344096 


gtycoprotsin (transmambranfi) nntb 


6.10 


432666 


AW204059 




ESTs, Wealc^ similar to unnamed proleto 


6.09 


435812 


AA700439 


Hs.188490 


ESTs 


&06 


432805 


X94630 


Hs.3107 


C097aniig8n 


&06 


441283 


AA927670 


Hs.131704 


ESTs 


6l06 


417632 


R20855 


Ks^22 


^lycopiotsin M6B 


6.00 


435905 


AW997484 


Ks.5003 


KIAA0456pretsin 


6.00 


425593 


AA276921 


Ks.1908 


proteoQlycan 1, secretory granule 


5.99 


429083 


Y09397 


Ks^7817 


BCL2-related protdn A1 


&9S 


410598 


AI817130 


Hs.9195 


Homo sapiens cDNA FLJ13698 lis, done PL 


5.95 


425291 


AA354572 




gb£ST628S7 JurttatT-ceUs V Homo sapien 


5.95 


449971 


AA807346 


Hs^6581 


Homo sapiens cONA FU14296 fis. done PL 


5.93 


451052 


AA281504 


Hs.24444 


Homo saptens cDNA: FU22165 (is. done H 


5.90 


447217 


BE465754 


Hs.17778 


neuropiGn 2 


5.90 


417228 


AL134324 


Hs.7312 


ESTs 


5.86 


443963 


AA878183 


Hs.17448 


Homo saiiiens cONA HJ13618 fis. done PL 


5.66 


452382 


N38902 


H$^11539 


hypotheDcal protein MGC4248 


&84 


427747 


AW411425 


Hs.180655 


seiine/lhreonlneMnase 12 


5.84 


414483 


R25513 


Hs.10683 


ESTs 


5.82 


428570 


AA430321 


Ks.293945 


ESTs 


5.81 


443194 


AI954968 




matrix Gla protdn 


5i0 


429582 


AIS69068 


H5.22247 


ESTs 


SlBO 


414405 


AI362S33 




KIAA0306 protein 


5.80 


428342 


AI739158 




Homo sapiens cDMA FL) 13458 Hs. clone PL 


5.80 


437739 


AW579216 


Hs^64610 


ESTs, Moderately similar Id It)d1 [H.sapi 


&60 


417018 


M16038 


Hsy80887 


v-yes-1 Yamaguchl sarcoma viral rdsted 


5.80 


442821 


BE391929 


Hs.e7S2 


transmembrane protein 4 


5.77 


434511 


R28982 


Ks.18106 


ESTs 


&76 


406745 


AW511970 


Hs.279860 


tumor protein, translationaDy-controIle 


Sl70 


453187 


AI161383 


Hs.34549 


ESTs, Highly similar to S94541 1 done 4 


Sl70 


453115 


AW772041 


Hs.18439 


ESTs, Moderately simitar to JC5238 gatac 


5.70 


406857 


AA613726 


Hs.29797 


n1x}somal prot^ L10 


5.69 


416522 


AA605038 


Hs.7149 


Homo sapiens cONA: FLJ219S0 Gs. done H 


5.68 


444273 


AI903474 


H8.230 


fil)n)moduGn 


S.65 


441623 


AA315805 




desmogle]n2 


5.63 


418300 


A1433074 


Ks.86682 


Homo sapiens cDNA: FU21578 lis, done C 


5.63 


440099 


AL080058 


Hs.6909 


OKFZP564G202 protein 


5.60 


434096 


AW66295B 


Hs.75825 


(idebmorptvc adenoma gene-Qke 1 


5.60 


417621 


AV654694 


Hs.82316 


interferon-induced, hep^ifis Oassodat 


5.60 


422610 


AF153820 


H3.1547 


potassium Inwanily'fBcGQring channel, s 


5.60 


438278 


6E409248 


H5.57988 


hyp<^8tical protein FUZ2357 similar to 


5.58 


430451 


AA836472 


H$.297939 


caihepsInB 


5.57 


408699 


U6505 


HS.1B2979 


ritxjsQinsI piotdn L12 


5.53 


458965 


AA010319 


Hs.60389 


ESTs 


S.50 


430592 


AJ224864 


Hs.9688 


leukocyte membrane antigen(IRC1) 


5.50 


433655 


AL0365S9 


Hs.3463 


ribos(sna! protein 823 


5.50 


428471 


X5734B 


Hs.184510 


str^fin 


5.42 


408822 


AW500715 


HS.S7079 


Homo sapiens cONA FLf13267 fis, done GV 


5.40 


417B49 


AW291587 


Hs.62733 


nldog«i2 


5.40 


408989 


AW361666 


HS.49S00 


KIAA0746 protein 


5.40 


428467 


AK002121 


K5.18446S 


liypotheBcal protein FLJ11259 


5.40 


439971 


W32474 


Hs.301746 


RAP2A, member of RAS oncogene fiamily 


5.40 


449924 


' W30681 


Hs.146233 


Homo sapiens cDNA: FU22130 fis. done H 


5.40 


406819 


AA908472 




gbx)g82a10£l NQ.CGAPjOv8 Homo sapiens 


5.39 


416655 


AWg68613 


Hs.79428 


BCL2/adenovfnis E1B IQKIMnteractIng pro 


5.36 


451589 


AA424791 


Hs.5734 


meningioma expressed antigen 5 (hyaluran 


5.34 


409327 


L41162 


Ks.53563 


oodagen. type IX, alpha 3 


5.34 


427S68 


AIBS7G07 


Ks.181301 


caSiepsin S 


5l32 


429307 


AU076592 


Hs.198951 


]un B pmto^noogene 


5.30 


424950 


AA602917 


Hs.1 56974 


ESTs 


5.30 


410619 


BE512730 


Hs.65114 


keralin 18 


5.30 


424406 


AI754813 


Hs.146428 


cotlagen. type V, alpha 1 


5.27 


425430 


BE185921 


Ks.98073 


ESTs. Moderately similar to ZIBSJIUMAN Z 


5.27 


411165 


NM_000169 


Hs.6g089 


galactoskfase, alpha 


5.26 


406701 


AA780613 


H8.62954 


fenifin, heavy polypepBde 1 


5.26 


435631 


BE254086 


Hs^647 


uncharacterized hematopdetk: stem/ipfoge 


5.24 


418S05 


BE539674 




acCnfn, a(pt^4 


5.23 


449303 


AKOOUgS 


Hs23467 


hypothefical protein FU10633 


S22 


'440703 


AL1 37663 


H$,7378 


H(Hno sapiens mRNA; cONA DKFZp434G227 (fr 


5.20 


430314 


AA369601 


Hs.239138 


pTB'-G^etl cokxiy^andng factor 


5.20 


444930 


BE185536 


Hs^1183 


molecute possessing ankyrfn repeats kidu 


a20 


430598 


AK001764 


Ks.247112 


hypothetk:al protein FU10902 


120 


407254 


AW129401 


Hs.181165 


eukaiyoSc translation ekxigaUon bctor 


Si20 
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409604 
432581 
430556 
431315 
425190 
454227 
429367 
452191 
419073 
442295 
443030 
421878 
424875 
427641 
442806 
442495 
439941 
444981 
452472 
418117 
431824 
417558 
410570 
431805 
430333 
428494 
419641 
443634 
452852 
444621 
422200 
416003 
425428 
452063 
414821 
429558 
432588 
433162 
406797 
412347 
422392 
447197 
447832 
420932 
413593 
451658 
441224 
408067 
424971 
417308 
438763 
418113 
414191 
421748 
427486 
424263 
406867 
449378 
427202 
416945 
448966 
426711 
433881 
441321 



AW444448 
AU076465 
AW967807 
AW972227 
AW0283O2 
AW963897 
AB007B67 
AU0764O8 
AW372170 
AI827248 



447232 
449317 
436372 
422082 
432465 
417924 
446659 
414829 
418036 
417677 
443559 
423766 
432407 
453485 
452973 
427816 
406794 
44947S 



AA299652 
AI187945 
A1270591 
AW294522 
AI184717 
A1392640 
AW855398 
AW957300 
AI922013 
AW972842 
AF045229 
AI133095 
MVL014053 
S70114 
AA233439 
BE170548 
H73972 
AK001972 
AA29806S 
AA080895 
X98001 
AL1 10261 
R53185 
M63835 
AI391454 
X92715 
A!025842 
A1432224 
AW970026 
NM„005908 
R36075 
AI433357 
AW374605 
AA205248 
AW195351 
AU076984 
BE244580 
AA479005 
H60720 
AI583207 
AIZ72141 
AW250089 
Nf/L0l4718 
AA974433 
M77640 
AA157857 
AW664026 
BE272922 
BE246762 
AW37K14 
AA383471 
AI004377 
H17182 
AL157484 
AW499834 
AW293413 
AW972301 
AA016188 
D56165 
AU077231 
A133S361 
AA321568 
Z37976 
NM_016055 
AKJ76765 
AA303799 
AA221036 
BE620712 



Hs.49124 ESTs 

Hs.278441 KIAAOQl 5 gene product 

Hs 13797 ESTs 

Hs.163986 Homo sapiaw cDNA: FU22765 lis. eta» K 
Hs.155079 protein phosphatase t regulatory subuni 
Hs.44743 KtAA1435 protein 
Hs^78311 plexinBI 
Hs 28309 UDP-glucose dehydrogenase 
Hs'.183918 Homo sapiens cONA FU12797 fis. done NT 
H6 224398 Homo sapiens cDNA FU11469 tis. done HE 
HS9238 hypothetical protein RJ23516 
Hs.111496 Homo sapiens cDNA FU11643 lis. done HE 
Hs.199310 ESTs 
Hs.146116 ESTs 
Hs.149991 ESTs 
ESTs 

H8.18272 annno add Iransporter system Al 
Hs.12210 hypothe0cdprotdnl^J13732similarto 
Hs.294142 ESTs, Wealdy similar to C55663oIlgodend 
Hs.83496 finkfif for aclivalion of T cells 

gb;EST3B4937 MAGE resequences, MAGL Homo 
Hs 822B0 regulalof of Gi)rotein signalTing 10 
Hs.64593 ATP synthase, H transporting, mHodwwJr 
H5.270594 FLVCR protein ...ok,»m 
Hs^9489 TIAl cytotoxic granule^soaated RNA-bl 
Hs.184634 hypothefical protein FU20005 
Hs,11B190 l4mo sapiens cDNA FU21081 fis. done C 
Hs.134460 ESTs 

Hs.30822 hypotheticai protein FU11110 
Hs.11465 glutethlone-S-lransferase lira: giutatni 
Hs.347969 cytochrome c oxidase subunit IV 
Hs 78948 Rab geranylgeranyltransferase, beta subu 
Hs 157211 DKFZP586B0621 protein 
Hs 32366 ESTs. Weakly simnar to TWST^HUMAN TWIST 
Hs^77424 Fclragmentof IgG. high affinity la, re 
Hs:K>7251 nudedarauloantigen (55kO) sjmflar to 
Hi3057 zinc finger protein 74 {Cos52) 
ESTs 

iQnsomal protein L6 
Hs 73818 uhkjulndkytodffome c reductase hinge p 
Hs.115945 mannosidase, beta A. lysosomal 

gb7hB8b01.s1 Scares placenta Nb2HP Homo 
ESTs 

Hs,11607 ESTs. WeaWy simRartoT21697 hypolheti 

gbaq78c12j1 Stratagene hMT neuron C937 
Hs^50520 ESTs. Moderately similar to 138022 hyprt 
Hs.7753 cdumenin 
Hs 342307 hypolhelica! protdn FU10330 
Hs 1 54036 tumor suppressing subtransferaWe canifid 
Hs.81892 WAAOlOlgereprodud 
Hs.99029 CCAAT/enharwer binding protdn (OEBP). 
Hs 83484 SRY (sex detennining regton YHxa 4 
Hs 75807 PDZ and UM domain 1 (elfn) 
Hs.107809 KlAA0726geneprodud 

fibroblast growth factor 4 (heparin seer 
LI cell adheston molecule (hydrocephaftis 
keratin 19 
ESTs 

InterleuWn 10 receptor, bete 
aachidondte SJipoxygenase 
phosphdnosBol 3.phosphate4)lndlng prol 
cortterved gene amplified In osteosarcoma 
Homo sapiens cDNA FU13027 fis. done NT 
B-cdl assodated protdn 
Homo sapiens raRNA; cDNA 0KFZp762M127 (fr 
Interieukin 10 receptor, flipha 
igA24 protein 
ESTs 

hypothetical protein 

noiHTtetaslalicceas 2, protein (NM23B) 
cydin D1 (PRAD1: paraBiyrdd adenomatos 
ESTs 



AA159248 
A1890243 
AI34a027 



Hs.1757 
Hs.182265 
Hs.59892 
Hs.173938 
Hs.89499 
Hs.86149 
Hs.343800 
HS.20Q360 
Hs.7771 
Hs^483 
Hs.327 
Hs.132906 
Hs.310266 
Hs,111244 
HSJ275163 
Hs.82932 
Hs.226375 
Hs.77436 
Hs.83337 
Hs.82389 
Hs.259899 
Hs.300141 
Hs.13273 
Hs.33026 
Hs.40527 
Hs.180909 

HS.1085S7 



latent transfbrnihig growth factor bete b 
CGI-1 IB protein 

ESTs. Moderatelyslntorto ALUa_HUMAN A 

ribosomd protein L39 

gb2r03fl2jl Stratagene NT2 neuronal pr 

hypothe&d pnotein PP2447 

ESTs 

peroxiredudn 1^ 
ribosomsl protein L6 
hypolhe8caIpniteinPP1057 
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481 

461 

4J0 

4.80 

4.80 

4.80 
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475 

4.75 
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470 
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427157 U5116G Hs.173824 Qiymihe^^yoosylasa 4.64 

425410 AA310974 H&15682S Homo sapiens cONAFU10522 lis. done NT 4.62 

407874 AI7G6311 Ks.269047 Homo sapiens cONA FU14059 fis. done HE 4.61 

_ 417535 AA203569 Hs,191482 ESTs 4.61 

J 421818 AW992976 Hs.50098 NM.002489:Homo sapiens NAOHdehydrogenas 4.61 

408491 AI088063 Hs.7882 ESTs 4.60 

428398 A1249368 Hs.98558 ESTs 4.60 

410M5 AA741357 nMogen (enacto) 4.60 

407198 H91679 gb:yvO4a07.s1 Scares fetal Bver Spleen 4.60 

10 440327 R12581 Hs.191146 ESTs 4.60 

417353 AA375752 Hs.348140 Homo sapiens mRNA:cDNADKFZp586F1822(r 4.60 

426141 C05886 Hs.293972 ESTs 4.60 

412922 M60721 Hs.74870 K10{OrosophflaHikshomeobox1 4.59 

434449 AW953484 Hs.3849 hypothetical protein FU22041sindlar to 4.58 

15 416987 D86957 Hs.80712 KIAA0202 protein 4.57 

418883 BE387036 Hs.1211 add phosphatase 5. lartrate resistant 4.57 

416581 K66Z76 Hs.108288 ESTs 4.56 

440983 IUI20681 HS.7S94 sduta canter family 2 (fadSatedglu 4.56 

450988 BE618571 Hs.429 ATP synthase, H transporting, mitodiondr 4.56 

20 413863 BE247585 Hs.75462 BTGfamOy. member 2 4.55 

410342 R31350 Hs.743 Fc fragment of IgE. high affinity 1. rec 4.54 

424321 W74048 Hs.1765 )ymphocyt&«pediic protein tymstne kin 4.53 

453330 AI268081 Hs.342389 pepiidyip(olyliSQmeraseA{Gydophifin 4.52 

417750 AI2S7720 H5.260523 synovial sarcoma, translocated to X dm) 4.51 

25 440774 AI420611 Hs.153934 ESTs 4.51 

422693 BE300073 Hs.279860 tumor protein. translafionaDy-contrdle 4.51 

411125 AA151647 Ks.68877 cytodinome t>.245. alpha potypepilde 4.51 

449267 At638840 Hs.220624 ESTs 4.51 

^. 432606 NM.002104 H3.3066 graiizymeK{sertne protease, granzyns 3; 4.50 

30 432706 NM-013230 Hs.288124 C024 antigen (smaH ceU lung cardnoma 4.50 

436823 AW749865 Hs.117077 ESTs. Wealdy similar to 138022 hypothea 4.50 

437469 AW753112 Hs,15514 hypothetical protein MGC3260 4.50 

413703 BE15B360 gb:PM1-HT0383-131299<}01-h08HT0383Homo 4.50 

415526 N76536 Hs.265591 ESTs, Weaidyslmnar to ALUI^HUMAN ALUS 4.50 

35 406623 X69392 Hs.91379 nT)osomaI protdn 126 4.49 

456642 AW451623 Hs.109752 putafive c-Mywesponslvo 4.47 

406653 AA574074 Hs.77961 rnajorMstocompabMly complex. Class 4.47 

408307 AI761786 Hs.204674 ESTs 4.46 

428297 AA235291 Hs.183583 serine (or cysteine) proteinase inhit)ilo 4.46 

40 447296 AW243614 Ks.18063 Homo sapiens cDNAFU10768fis. done fJT 4.45 

416801 X98834 Hs.79971 sd (DrosophilaHno 2 4.45 

406870 AA075144 gb2m86f06.s1 Stratagene ovarian cancer 4.45 

446291 BE397753 Hs.14623 interferon, gamma^duclble protein 30 4.44 

416297 AA157634 Hs,79172 sdute carrier family 25 (mikjchondrid 4.44 

45 428773 BE256238 Hs.1 93163 bridging integrator 1 4.43 

427640 AF0S8293 Hs.180015 D-dopadirome tautomerase 4.43 

437223 C15105 Hs.330716 Homo sapiens cONAFU14388fo. done HE 4.43 

412265 AA101325 Hs.86154 hypothetical protein RJ 12457 4.43 

442232 AI357813 Hs.337460 ESTs,WeaHysimQartoA47582BK«llgr 4.42 

50 441612 AI602629 Hs.113660 Homo sapiens d)NAaJ11 631 fis, done HE 4.41 

424868 AI568170 Hs.96886 ESTs 4.41 

408380 AF123060 Hs.44532 dlubiqultln 4.40 

411960 R77776 Hs,18103 ESTs 4.40 

428762 X12830 H5.193400 interieuktn 6 receptor 4.40 

55 408360 AI806090 H&44344 hypolheticai protein FU20634 4.40 

456629 AW691965 htstonddeacetytaseS 440 

414416 AW409985 Hs.76084 hypothetlcai protein MGC2721 4.40 

422499 AI268666 H3.19631 ESTs. Wealdy similar to 138022 hypothell 4.39 

414219 W20010 Hs.75823 AUI-fused gene from chromosome 1q 4.39 

60 427n9 AA90e997 Hs.180780 TERA protein 4.38 

422340 AW296219 Hs.115325 RABT.metriKrRAS oncogene bRiily4ite1 4.37 

413276 Z24725 Hs.75260 mitogen indudble 2 4.36 

45:^1 AI218918 Hs.30209 K1AA0854 pmtdn 4.35 

453467 AI535997 Hs.30089 ESTs 4.35 

65 435981 BE293127 Hs.283722 GHI protein 4.35 

415891 AW963979 H3.24723 ESTs 4.34 

435968 AW161481 Hs.111577 integral membrane pnitein 3 4.34 

420099 D80011 Hs^140 KlAA0189geneprodiid 4.33 

i 421522 R48881 Hs.102991 hypolheticai proton FU13956 4.33 

70 457073 AA233210 H5.179943 ribosomal protein L1 1 4J1 

427337 Z46223 Hs.176663 Fc liragment of IgG, low affinity lllb,r 4.31 

420732 AA789133 Hs.63S25 ESTs 4.30 

432ni R31178 Hs.28782Q fitronectini 4.30 

437275 AW976035 Hs.292396 ESTs. Weddysimaar toA47582BKangr 4.30 

75 408784 AW971350 Hs.63385 ESTs 4.30 

441962 AW972542 Hs.2B900e Homo sapiens cDNA: FU21814 lis. dona H 4.30 

419926 AW900992 Hs.93796 DKFZP586D2223 protein 4.30 

429058 AF138863 Hs.35254 hypolhetica) protein FLB6421 4.30 

_^ 434963 AW974957 Hs.288719 Homo sapiens cDI^ FU121 42 fis, done MA 4.30 

oO 413677 /mOQm Hs.301819 zinc linger protein 146 429 

428970 6E278891 Hs.194691 retinoic add Induced 3 4.28 

408898 AI610447 Hs.48778 dban protein 4.26 

433550 AAg89081 Hs.177376 ESTs 4.26 
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406230 TaigelExon 

435655 AW105663 Hs.6947 HSPC069 protein 

448717 R67419 Hs.21851 Homo sapiens cONAFU1290Ofis. done WT 

437386 VV52452 ribosomal protein LI 0 

416759 AK0a0978 HsJ9741 hypolheticd protein FU 101 16 

447341 AF106941 Hs.18142 arrestin,beta2 

410423 AW402432 Hs.63489 protein tyrosine phosphatase, non-recept 

409453 AI885516 H8.95612 ESTs 

428453 AB011110 Hs.184367 GTPase activating protein-like 

444681 AJ243937 Hs,288316 chromosome 6 open reading frame 9 

416072 All 10370 Hs.790O0 growth associaled protein 43 

450937 R49131 Hs.26267 ATP-dependanHnterferon response protei 

447595 AW379130 H8.189S3 phosphodiesterase 9A 

418452 BE379749 Hs.85201 C4ype (calcium dependent cartwhydrate- 

AK000790 Hs.246885 hypothetical protein FU20783 

AU)49280 Hs.l 55397 Homo sapiens mRNA: cDNA DKFZp564K143 (fr 

BE244135 Hs,260238 hypotheficd protein FU 10842 

BE28574S ESTs.W^sImaartoAUUCJ1UMANl!B 

409245 AA361037 tRNAisopenlenylpyrophosphatBtransferas 

437296 AA350994 Hs.20281 KIAAT700 

AA226392 Hs.179943 ribosonuii prolBin L11 

AL157485 Hs.91973 hypothetic^ protein 

Xfi697S HS.1725S0 polypyrimldlne tract binding protein (ha 

AW206008 Hs.263378 Homo sapiens cDNA:FLJ21778 lis. done H 

AL050295 KIAA0758 protein 

AA018042 HS.2S2085 Prader-Willi/AngBlman syndrome-5 

AW8904a7 cadher^ 13. l4K:adherin (heart) 

M9342S Hs.62 protein tyrosine phosphatase, non-recepl 

AA866115 Hs.127797 Homo sapiens cONA FU1 1381 fls. clone HE 

AI199510 Hs.267912 ESTs, Wealdy similar to ALU7_HUIWAN ALUS 

419726 ' U50330 Hs,1274 bone morphogenetic protein 1 

426075 AW513691 Ks^7Q149 ESTs, Wealdy similar to 2109260AB eel 

AKD0D703 Hs^23822 Homo sapiens ttSm for KIAA1551 protdn, 

BE53g639 Hs.173030 ESTs, Wealdydmltar to ALU8_HU1^ ALUS 

Z45822 Hs.8906 Homo sapfens done 24889 mRMA sequence 

AKO00O1O Hs^58798 hypothetical protein FU20003 

BE350058 Hs.36787 chromodomain hdlcase DMA binding protei 

M5^ Hs^161 oomplementoamponentSreceptor1(C5al 

AF111713 Hs28621B junctional adhesion molecule 1 

AA447849 Hs^88660 Homo sapiens cDNA: FU22182 fis. done H 

X63629 Hs^877 cadherin 3, type 1 , Pnadherin (placenta 

AA316622 Hs.98370 cytorfrome P450. subfamily IIS, pdypepl 

AA206D79 Hs^ hypothsGcal protein FU20420 

H81136 Hs.334604 Homo sapiens mRNA tor KIAA1 870 protein. 

AA332941 Hs.85226 lipase A. lysosomal add. chdesterol es 

R6B537 Hs.17962 ESTs 

AA192455 H&22968 Homo sapiens clone IMAGE:451939, mRNA se 

BE391959 H8.74276 chloride Intracellular channd 1 

BE281095 Hs.77573 uridine phosphoryiase 

AA093868 Hs^8S78 musdeblind(DnsophiiaH%e 

AA011518 Hs.271778 ESTs, Weddydrrtlar to 138022 hypolheti 

AV648699 Ks.199438 ESTs 

AW058261 H&321435 ESTs, WeddystmRar to ALU1JHUMAN ALUS 

AI07771S Hs.39384 pulaUve eecrded Frgand homologous tof 

AI720078 HS^91997 ESTs, Wesfldy similar to A47582&oeagr 

Hs.300925 ESTs, Weaidy similar to A46010 X-Tmlced 

Hs.50732 protdn kinase. AMP-adiv^, beta 2 no 

Hs^ia amytoid beta (A4)pmcurscr-«tt protein 

Hs^2136 fioolin (oollagenffibrinogen domdiKoant 

BE256390 Hs.169718 cdponin2 

AI823763 Hs.7055 ESTs. Weddy dmOar to 178885 serine/Si 

AI654443 Hs.197683 ESTs 

R82342 HS.798S6 ESTs.VU^dmnartoS65657dpha'10 

AA243464 HsJ294101 piB-B^ leukamto Hanscriplton tador 

AA531187 Hs.125705 ESTs 

409956 AW103364 Hs.727 inWbln, betaA(aclivinA,activtnAB a 

414802 AW630088 Hs.76550 Homosaj£ensmRNA:d3NADKFZp564B1264{f 

AI360t67 H5.152774 ESTs 

AW4SQ675 Hs^12709 ESTs 

AA533491 Hs^17 hypolhcllcdproldhFU14681 

AA811465 Hs-123375 ESTs 

AW00S866 Hs.193969 ESTs 

AA694264 Hs.60049 ESTs 



430694 
425259 
431560 
439403 



406877 
419652 
406661 
452432 
448782 
407110 
422960 
432841 
415857 
420298 



430255 
418699 
443035 
457415 
412220 
427509 
444633 
441384 
431958 
422310 
439815 
417930 
418458 
424464 
417035 
412627 
414890 
452248 
450887 
444224 
4S1351 
407792 
439864 
408745 AW9363S6 
409132 AJ224538 
410597 W16518 
409485 
426398 
417777 



416000 
426647 
436394 



446013 
452404 
444736 
438590 
451838 
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4.05 

405 

404 

404 
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4.03 
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413787 7612 1 BO003O47 S80794 NM 003405 X78138AY007132 108439 AW340648AW131665AI082748AJ4702M 

AA720684 AA862331 AA605148 BM313650 AI089749 AI359738 N69107 AW995424 AI086917 A1083995 AW340217 N99662 AI829449 AI089839 
A1608761 AI342365 AI199076 AA908944 Ai248943 AU160053 AI191245 A121 8477 A10n943 AA864930 AI310394 AA87247B AI279782 W61343 
AA565955W48S96AA126874AA223241 AM91574RB4813AA491520BG055114AI469689 BE464590AW654539 H87097AL534332 C21397 
5 AI085941AWQ28427 8G939820AI697089Al039008A112S31SAi655561AW1500421^22 X57345BM5837SAU14^ 

AU1 19302 B1603754 BG70S953 BI598754 BE29671 3 BG002535 BF95191 1 N29226 BE909424 AV698274 AV6831 1 6 AV708195 AA127798 
AI124697 D54224 F08031 AA340253 BF923383 BM467808 BIS46644 BG777200 B6705941 BG468577 AU1272(» AW403970 B1597630 B1458091 
AV689560 B1669267 BG506219 BI837163 B1667275 AA343750 BE783112 BF671 405 BF954720 H67636 H694S6 AA484894 BI869271 BF9982D7 
N31547BF945817BF947918 N90630BG980194AA156681 BI493502 AW273118AI473820AA508688AI3S9337AV712091 AA084101 BF592036 
10 H133D1 AI884305AAS05883 At423963 AW084401 Ai917740 R69B56 AA033631 N7gS82BE885276A163S674AA0S6126AA700018 AV707753 

AH182S45 AU145681 AA629032 AI421367 AA740589 AA150830 AI248541 AA988608AA1 50478 W85437 BM310234 AA262704 T28031 AI811116 
6A42727S3 H21979 T15405 AA938408 nM963 AI188296 AW152629 AA905198 BG22305B AI83101 6 Ar7664CT 

AA775958 AI261476 AA219489 AI688035 AI872093 BE537084 AW1 89078 D82630 AI123121 AL583492 BE3507ai R69901 W65436 BE155392 
B1089081 BE155394 AL1 20538 AW166100 AI359520 AI174338 N20527 W47413 AA1 556t5 AI272249 H25293 BE614558 He9864 AW383484 

15 H78021 H11617R56892 H23204 N21530 R82499AW383522AA774536AL534331 W94127W45459AI866231 AAS13281 AA192465 HS9844 

W85827 AW383642 AW383529 AA171496 AL537424 BEB14866 BFB23254 RB25S3 AI809817 AI5S9406 
412636 1438 1 M77830NM-004415AF139065BG681115BG740377BI712984BGOOOS56AA12a470BI438324H^ 

AW370813J05211 BG698855BG740734BG680618BG73977BBJ765807BM3534(BBftt53248AW177784AW20S789AVV951576AW848^ 
BE182164 BF149266 BE940187 BI060445 BI060444 BF390983 BE720tB5 BE720089 BE715154 BE082584 BE082S76 BE004047 AA8S7316 

20 BI039774 BE713818 BE713548 AW170253 BE160433 BI039775 AW886475 BM462504 BE931734 BF149264 AA340777 BF381183 BG621737 

AU1 27260 AW364859 BF993352 6G223489 BE8ig009 6F381 184 6E71S956 R58704 AA85221 2 AW386S68 BI090358 BF087707 BE819046 
BE819005 AA377127 BE073467 BE819069 BE819048 B(036306 BG990973 81040954 BF919911 AU140155 A1951766 AI434518AW804674 
BF752969 BE837009 BE925826 BF149265 AW995615 BE814264 BI039782 AU140407 BE144243 BE709863 BF985642 BE001923 BF933510 
AW265328 8G43631 9 BE1 82166 AW365175 AW847688 BE81 8280 AW1 77933 BF873679 AW1780OO BE082526 BF476866 BF086994 BFS92276 

25 BE082507 BE082514BE082S05BF873693AVV068840AVm7678BF804153AW365157BEB13930BE002030AW365153BE184941 BR49421 

BE1&4920 BF839562 BE1 84933 BF642254 BE698470 6e93t04a 6F999889 BF368816 BE184924 6E159646 BE714632 6E184948 BG986845 
AA13112B AA099fl91 W39488 CC4715 BF096124 BEe65341 AW799304 AL603116BE149760 BE705967 BE705966 BE705968 AW848723 
AW376699 AW376817 AW376697 BG(K15097 BR51 115 BE696084 AW848371 AW376782 AW848789 AW849074 AW36141 3 BF927725 BF09421 1 
AW997139 BEB65474 BE1851B7 BE156621 BE715089 BE713297 BE713298 BEt79915 AW799309 BF872345 BF088676 BE705939 AW752599 

30 BG005197 BF350086 BE715196 BE715155 BF752398 BF093817 BF831190 BF752409 BE006561 BG959922 BF094833 BF094748 BF094583 

AW377699 AW607238 BE082Sig AW377700 BF349467 Ail 90590 AI554403 AI392926 AU158477 81467252 AU159919 AI760816 BF082516 
AI439t01 AA451923 AI340326AI590975BI791553AI700963AI142882AA03997SAA946936 AA644381 BM314884AA702424 AI417612 
AW190555 AI220573 AI304772 AI270345 A1627383 AA552300 At91 1702 AW166807 AI346078 W95070 AA149191 AA026864 AI830049 AW780435 
AI078449 AIB19984 A18S8282 8)468588 A1860584 At02S932 AA026047 AA703232 AA6S81 54 AA51 5500 AW1 92085 AA9 1 8281 T77861 AI927207 

3 5 AI205263 BF082491 AW021347 A1568096 BE939862 AA088866 D12062 AAD56527 AA782109 W19287 W021 56 AW1 50038 AA022701 T87181 

H44405 Ai910434 BF08251 3 AI494069 AI270027 AI635B78 AA128330 BG681425 BE706078 R20904 BG6800S9 BG676647 BF764409 AA026654 
AV745530 B1762796 BG287391 AW798780 BE706045 BE928470 AW799118 BF087996 BE002273 AW879451 AI571075 BE067786 AV721320 
AIQ22862 N29754 C03378 N84767 AA131077 H30146 BE714290 AI6B6869 AI568892 AI91 5596 AW1 05614 AI887258 A1538577 BE926474 
BE067737 BG319486AA247685AW79B883AW1 03521 BF989173 AW860878 BE939707 BEie5750 BE714064 BE713903 BE713868 BE713763 

40 86950164 BE713B10 AW365151 BG955489 BE005272 BF915937 AW365148 AJ905927 BP992780 AW853812 BG954443 B1770853 BG679406 

BG740832BG681087 BG698430 AA455100T87267 BE696209 BE696210 K089483 BE006273 BE872225 AW391912 BE925515 BG677012 
86741970 AA026480 BE705999 BG677157 BE009090 BG681378 BE712291 BG961498 BG678984 B1040941 AA337270 AW384371 AW847442 
BI058659 BE813665 W95048 W254S8 AW177788 AA02Sa51 Be931733 6F154837 BG949393 BE714441 AW996245 BE711801 AI28409D 
BE064323 BE719390 6E940148 BG991212 BF375714 BF34g522 86998267 T48793 BI013292 6E001925 AW3651S6 AW365154 AW606653 
45 BF763109 BE931637 BE167181 BE713879 BF354008 BF67B726 H90899 AW365145 W38382 AI4S8487 

426295 510 1 BEB80923 BG390191 AW470082AW014585AI423255BI714731 BG054894AW780248 N31683 AW664132AW467353 AI983152 AA617918 

BF447795A1088357AAB07328AA576970AI741153AI755003A!474016AI422030AI348114AVV997085B^^^ 

A1246771 AW512619AI3S9020BG054897AI292234AI215830AI283836C062(15AW503423AVV2726BON3^ AA070724AI753886 
AW192487 A1087151 AA658909AI346368AI335677AA825442AW440066AW131357AW513210AI082314 AI085455 BE551404AA780704 
50 AW008596 AI796984 AA917471 AI400531 AA568526 N72207 AI306482 AW440562 A1084687 AA347280 AA063538 BF477389.AI241662 AA931543 

AA48431 0 AAB12486 A1032216 AA665779 A1916336 AI350590 BF1 98108 A1433377 AI300638 AI672626 AI282741 AI351487 AW105544 AA973627 
AW51791 4 AA715424 AA508454 BF3340B0 AI274618 AW367201 AW572619 AW469088 AA382095 AI368364 AI146934 A1357180 AI361 181 
8191 1 347 BI871044 AA138325 8F08401 0 BF084007 AA335788 AI920676 AAfi09614 8E932941 A1678261 C75308 AI148479 BE178174 W88513 
BM013627 

55 425996 138046 1 BM006551 AA357152AW953705AI631833AW237429AVTO27804AA729038BE503409A1521935B^^ 

AI218139 AW194264 D20120 AI082715 AI969980 BE857686 8E326711 AW953706 AI393749 AI383821 W67199 AI4317S9 AI796526 AI521794 

AI796380 AW1 17545 AI749657 AI537634 N50122 

429978 35194 2 BE738425BE738323BM1 26944 AW629678AVU285195AI91 6735 A1394255AIS73090AI354442AVV61285^ 

A1354441 AI308821 AA772275AVV05521SAI589705AI336532AAfl06547AV682125 H93575 AVW1172AW769904AI863985AW^ 

60 AW196655 079662 BE042393 N75017 AW014741 CT5509 BE748621 H92431 AW079261 AW901780AA329482AW960115BI260621 AI767525 

R31663 81918664 AW963196 C06195 AI678018 
450377 12109 1 AB033091 AU20743 BE811813N53332N99716AL661910AA280655BE710392AV705100AVI«9^ 

BG700891 BI553517 RB051 8 86779771 86534451 AA479402AW951580BFOei430AI857643AI768486AW512118AA479302AW770384 
AW072470 AI041596 A1049699 AW592865 AAg76261 BE87g747 86114119 AW18381I AA9a9938 BF571621 BF350794 BF351376 BE92S699 

65 AIJ050294 BC010371 BF982270 AL042656 BF095732 AW812618 8F095731 BG212397 BF6787e5 81038602 BG388664 AWB76337 86289398 

BE939598 AW805570 AA527097 AW150540 AI693720AA743364 AI915793 1148185 AI573107 AA043474 AI351615 AI969490 AJ910783 RS0866 
AI699181 N73808 H08164 

444060 6315 1 AK055070AK055612AK000174BG619808 B61080B6AI741949AI004176BF891936BF378565AW197163BEB5686^ 

AM90531AW574981AA7407B8AW274758BF512523A1521278AA548759A1802431AW051682AI628247A17^ 
70 AI191529AW273168AI168451AVV073812AVV090611AVV003593AI215845AI799616AW4749W 

AA969444AI080438AAS52500 AW237538 AA481060 A)246378 AA565227 AA398921 AA207051 AA721378 BF438608 A1066295 AI886630 
AA9041 12 A1864588 AVV271985 AVra78868 AA72S342 BF326598 AAB43572 AI082538 AA766664 AI453279 AA4^ 
AA234592 AA890223 AA766824 BI2S9822 AA393631 AW96B840 BE940539 T83865 BE762742 AW897470 W05809 M41323TB7376 R68544 
H88711 81087136 

75 450139 34017 1 AK001838AU135179AU134241 AV651702AV650032A\re51304AV6S0101 A\re51263AV651888AV^^ 

AV6S1172 AW856145 AU117599 AU135386 B6254665 AA166919 8G483981 AW809606 86494194 AA622811 AI676156 AA687804 AI701729 
AU133725AW961387 AU144387 AU151757AA551031 BE675412 N34769AA713483A1890079 AI588918AI361889 AI209020AA668981 A1240990 
AA741144AA490899AI200221 AW589574 W95201 86154182 AV655159AA32Bl45N36348Al081357M76715AA693346AA742488AI2e9719 
AA8974a3Al686459AU155873 H04255AW243986AA557749At286227R66691 R33453AW388097 

80 434280 1474904 1 BE00S398AA528622AA994155 

410143 MH12441 AK000357A1571B30AAS79613AA66S7S06F939495BF196888AI990g82BF591561 A18091 89 AW41 02328^ 

AI707495 A1423359 N52S03 8E855784 N94367 AI023931 AAS63662 AI744624 AI221298 A1299523 AJ299520 81491312 A145Z71 1 A1360730 
AA622643AW195955AA470473AVV39Z767AI2t8127AAB73430AA906005AA748160H89523AVVO» 
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419970 

409208 

430068 
444207 



m\7J 

1177709_-2 
9172^3 



413497 
438982 
413840 



480944 



432666 
425291 
443194 



1518002J 
195763.1 
38807J 



36100J 



144.7 

298763.1 

19335.1 



414405 
428342 



112689J 
6712.1 



441623 338^1 



406819 
418905 



0_0 
517.1 



Ai581622AI361357 M468498AW008694AA903275Al187724All87718AA890505BF092771A^^^ 

BE^l AI190289 AWB12022 AI269506 A1266578 AI269675 AW271406 BEB79851 BF574163 BI497126 AW903775 BI917368 

mTmimm^ AA989041 H93197AWSS4063BG236296AW236606AW081031 AA765843 

S$IiXm989Si^^ AW196330BG427526BM148789 BF893644BF881946 

AA514221 AAB65491 At828293 AA470456 Ai276739 AA169357 BE932464 AA514889 AW819039 AW819083 BE843048 AI432496 
S7kS5;^S^3BG^4^^ 
AK69M3BEM2521W^^ 
5^73^73^58^3^^^^ 

ASh2^12wSM 
AvS9BgS^9aSiBGW8S^ 

5eSi Al^mS^? aSt^^ AA640112 BF876213 R82948 H26425 H82876 BE84309S BE843140 BG535641 BG617830 

SSBEm9ra6M2^^^ 

J^9MAvS7777AV7K»1 B^^^^^ BF911511 BE710793BE180119BG617338 H45942 T55897AV65ni8BG563497 

BE177661 H06215 BE144709BE144629 

^^4^AW^9SS6n^S739 Z44378 AI660081 AI769242 T84954 C05886 A1224B51 AI568340 A1024O26 AW015010 A1032051 
aS/S bS 12^^09 

^^Snm\\m9^2iBa^fim7{m9 AW976566 AA452774 AA504759 AA370643 T79706 AA721603 BF858887 BG982917 

SsSiS^ibA^s^fm^^^^ 

bf85881 1 aw962779 aw388295 bf857615 bf856552 bf856548 bf857611 aw866752 

S557AW^0Wffi80^^^^ 
Bffl1T9raASlAM170TO 

AI446370 AA100986 AA824552 BE835780 AA770659 BF370223 H03890 R76557 
AA5585B5 AA565499 A1360576 AW204069 AA991648 AA864939 

Zmlllfi^lls^^ BF222579 BG899001 N64245 AA953040 AI832406 AA102441 BG928081 AA993445 AA916041 

X847^35SS9S^^^ 

StTO BE4^S« BE440148 AV704365 AV733652 BG212015 BG184149 BG200180 BG212B90 BI761222 BG182079 WW^^925631 



442495 
431824 
433162 
406797 
447197 
447832 
413593 
427486 
406794 
410295 



928718J 
1237125J 
2167905.1 
0.0 

2176805J 

1036795.1 

2949482.1 

684159.1 

0.0 

2817.1 



A1423041 AW071 1 81 AigtWWWr»»» I fcBUfc 7: «.j«#»o^*i AAteeaet AADOCTJft 

BF6687B8BE083134AVW312mB61930a 86183095 BE«0088BG185728««9579M188162AA864282BM93^ 

Sa/^I^SI AWfl^BraOim BE439998 AW023269BE813871 AW9999476E83910B AV707983 AA369722 AW796627 ATO90608 

ffiASi^«9SrAA^«32AA371104AA367277AIJ47972BG928011^ 

AWG910B3^S03275BG211093A1334791AA916589AV»058266AI362370A1143352A^ 

2So B^raS rei9OT2 AWWMM^^ AA9S3322 AI686638 F27662 AA614749 D56645 F20774 F30660 F25M6 AW023542 
SooSMW01^A^^O^AA23m56AA384572AW 
SZ^"S^M«Z^S?3AA923097AA975721AA9855SSBG9Z7ra 
AWOKraAA128053AI953789AI911993AA421798BG429150AI91S306230130AA128929BG^ 

=SSSSS*37«mA«4,379BE«^^^ 

AW612409 AI686711 AI183289 AA477717 AI076122 AA635190 AA700984 AA7B1508 081020 BF575223 AI356183 D79312 AI375558 H61111 
SiSwSm724?7^^ 

^2^0 zr7C«A19^64 AW263^^ B1061872 Bro59498 AA1 34476 AW084888AA0369B7 

BM1298S A1122760 BE71B200 AW887496 AA149420 BE706307 BE539395 BE748765 AI373653 R7S904 BF979185 BFe91393 B6495595 
BI(m45B BE706702 BG496559 BF248373 BG494800 

bS?6 AA533027 A1127512 AI368802 AA533141 AA700560 AW576028 AI610851 AI435361 BM 
aSSa^1243BF941858AW502D37AA702337A1419854AA662755AA9^ 

A1633534 AI242473 AA938561 BG055372 AA512894 AI671356 AA962403 BF808010 AA66391 1 AA847056 AA513301 AA369069 AA377265 

BF^979Al374743AA478431AIl59846Al369757Ai800672BF435788AA25545lAJ937707A 

Si FiM13 W042^ AA384251 AI302846 BE701902 AAS3iraH«Z6^^ 

AA0M816 AVV901568 AW352200 AA256558 H15^ 

AA009817 F371 36 NTO^ AA531347 R72374 H274BB R66G05 

AI184717AW518883AF121173 

AW972842AA516061 AA630205 

AI74231 1 AI02S842 AA578843 

AI432224 AW276890 AI4gg346 AA937014 AA6S3573 AI31852S AI246219 AA981591 AI27Q840 

R36075 R36167A)366S46 

AI628543AI433357AW772732 

AA205248 AA204737 AA1 30658 _ 
BF51071S BE673055BE464111 AW5906M AI637939AA404324 AW236441 AI650952BF056796 AA974433 

BG402852BG545066 AA150252 A1J036760 AA452480A1033256 W68776 W93372 N31248 A1052219 AJ3S7635W69374 N88610 R58194 B1524854 

BM97111BF940043AI129268A1359798AI055480AA121421AI042150AW449003AI418180AI419420A13^ 

W76647 BF47717D AA099163 BF994549 AW808256 AAD45418 H03770 AIS74791 AW069455BE302148 AW022281 AW960273 AA121268 

643 
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AI336371 AI989381 AI131425 AI147483 A1311537 AVV338638 AI141649 AA709414 AI187177 AA 

W637S3 W70299 AA557276 AA2g9007 N9821 2 Vy74064 N24823 T54892 AA0S4724 W730S9 AI8Sgt52 N93462 N71889 A1537432 R71628 
AA303089AI498S50T60941AWO$417AW067B48AI1S0677AW338118At336313AA826256AI13^^^ 

AI089380 AI148372 H99951 AW183001 A1270317 AA532767 AA044727 AA931652 R82459 AA150261 W67788 H6749S R80715 AW149812 N78914 
AI862034 W61122AW023118W89375T8a917T47984 N21531 R3S646AA055544H1S534AA688295AA090586AA044764BF994641 R79547 
N21313 BF6746tO K02874 AW975323 R16904 AA328030 AA054671 R79546 BF832310 AI249109 
BG015794 BE1S8357 BEtS8353 BE1583S8 BE1S8360 BE158352 BE15B3$1 BE1583S5 
AA075144 

AWB91985 AW604749 BEO80872 R155S9 BE177623 AW883S20 AW945343 A12461 87 T07082 AW805679 W86278 AA135796 W32615 AW995418 
AW801688 BE003837 AWB01621 AW385721 AW385742 AW385714 AW604757 W87409 AW60473B AW385757 AW580796 AW801247 6E0O3239 
BE003183 AA847112 AW580975 AW504760 AW385727 6E164590 BB)03090 AW362791 AW604759 AVV866589 AW6047SB N44337 AI378548 
AW690438 AA077172 AJ268683 AA229639 AA091S45 AW945454 AA0S3629 AA702504 AW8S1938 AW834816 AW580841 AA094372 T06399 
AW885666 BE244088 BE005035 AW861 913 AA55t773 AW858450 AW370926 AW754352 AW88S69S AW38440a>^907428 BE067491 AW861939 
AA248ig7 AW381373 AW177325 AW806879 AA935217 BE067498 BE083742 BE087470 AW894935 BE082529 AI248811 BE179917 BE002200 
AW607506 AW392883 AW894560 AW381360 AI904206AW863533 C00809 AW381372 BE082S30 AW898120 BE07S323 AW392799 AW601420 
A1695314 BE083790 AW858568 AW945550 BE177153 AW970505 BE350419 AI906919 AW360794 Ai906917 AW865979 AW794240 AW94SS66 
AI688683 A1668594AW009680AW601421 AW38O793BE066524BE083901 AW36S847AW381871 AW93S43SAW664S82AWB77775AW838449 
BE180466AWB5B501 BE1 804S4A)3711 63 AA778231 All 74991 BE011720AW877776AW877800AW877795T19900AW88$365AW898099 
BE011715 BE167842 BE011718 BE011724 AW363839 AW878658 AW878662 AW894887 BE082356AW38921t AW804286 AW610312 AI904717 
AVV610318AVV998909AW610298AW901923AVV8800(aA)762171AVVD62582AW^^ 
AVV842095AI243049AVV902074AVVD62592AW176664AVV751692BE087703A!90743^ 

AI909628 BE077029 AW176241 6E077552 BE160370 BE1602B8 AW6356S6 AyV606765 AW&06770 AW83S678 AW806756 AW606778 Ai907484 
BE172821 AW606768 AVV999517 AW844165 BE171738 AW761683 AVrei0493 BE177484 BE177487 AAW 

AI124870 BE163472 AW841823 AW379762 AW893297 AI290296 BE089132 AA610287 AW176676 AW607622 BE172639 AW893232 AA329629 
BE08900B BE178350 6Et78214 BE063291 AW820236 AW999653 BE089486 BE173126 BE171775 BE165787 AA55B2eO A1174840 AW999112 
BE218391 BE172734BE178Q21 BE172738BE173324AW603484AL036722R38192 R60905 H53721 H41052AL037917R37795AW998972 
AA767ie9 AW044272 H50689 AA768399 AA767764 AK187888 H44202 BE222792 N90597 W81396 N90815 AI935353 BE501168 F10945 
AW118215 AI970480 AI627641 AW238081 AA574090AI6276S2 A1681913AI758983 N69591 hffi9276 8E467722 AW392780 BE172467 K92861 
AI524921 F02989 Z39328 F02705 F01414 TB8578 A1215165 HB7220 AW374781 
437386 5541.2 BM476605 BI54S004 B1834636BG112453 81199049 BG112759 AA14984G H97925 AA3061 21 AA313204 W52451 AI734997 AA931 166 AA429766 

N47913AA564321 BF940241 AI083648A1089410A1347705AI343861 All 86232 AI889031 N98464At820039AI459034AV652512 AA622990 
BE857200 AA932g98 AA740573AI826264 AAB65683 AI344550AI027349 AI056ro7 AA442777 AA603724 AAB7334 

AA535689 BF608025 BFe06061 BF605985 BF746099 BF746097 A)309259 AI597603 BF806066 AI0906S3 AI129205 AI246410 H72993 AW615341 
BF805990BF805982AA9938tgT34373 T35504HS6242AA648145T35907BF808691 t^15AV703438BG774276H82341 R76371 
439403 4937J0 AK056692AF088220AI375066AA284293 W32566AW797961 AA960897AA504145 

409245 3199.2 AFD30234 B0017465 BG008526 AW505550 BM460141 N47324 AA361037 AA321632 N4S605 AV7S2798 AV6S7116 AA298632 AU137657 

AW467027 AI742080 Ai624350 H58206 AA478518 AW439997 AW393555 AW393523 A1559753 Ai808732 R66856 H01374 BI257389 6I2S9830 
AWg60845 BM466252 AW956813 BE768647 AV658853 BM055246 BF372070 BF37205S BF372061 AA347852 AA9a5863 BG505078 AV6S4024 
BF0g3291 AW021929 H22650 AA45971S BG496341 BE697763 Bi254209 BG499543 H42946 BI059780 BI086741 K87896 H87599 BF6917S2 
6E76651 1 BG940948 W37195 BF372041 6E6837g6 BF372082 BF367329 BF909744 AWSS^OS AV714014 BI49286B BI495144 AA921845 
AI693425 AI652147 AI435449 N47325 AI434429 AA573137 A)183429 AI829962 AI332526 BF513937 A1189561 AI221962 AI378034 AW1 18897 
AW665247AW340077 N41605AA478519 AM6387S A1858260AA463379AI292305BE045947 AA971089 A112SB20 BG940947 AI060245 
AA884954AI125702AI382934AA931835AI358631 AW439905 AI027833A)399648AI0t4533AA3478S1 AA738261 N67374 N89081 AI768867 
AA948472 A1819214 AA293133 AI186725 AAB89214 AI222635 61495143 N29605 N48812 AA769041 A1492769 D56771 AA09S911 BE222062 
056772 AW372285 BM054985 D12465 BG534S62 AW003511 H87486 H428d0 AW1 90293 6F594697 BF377611 H22043 BI255749 61492846 
H16217H21980 H22651 H88179K873S4H44052 H25165H44128 

448782 34980.1 AB016301 AU)S029S BF513128AW385080AI^1708A1352542Aia297D3 Ai819388AW629019 AW073189 AVV273857AW118768 A^ 

A)452494 AA886341 AI057144AA904647 AI423S47 AW263913 AI094774AI434419AI039546 A)002491 AI240412 Z25099AA995178 AW050649 
AW026140Ai796309AI584012BE166666AI767g91 A]309041 AA724059 AI695284 AI245095T63971 Z406Z7BE1G6681 BG570071 BF921915 
B1S62702 BG506502 AV658066 R48378 AA121543 A1096938 AA618131 H40993 R48277 A1352281 BG540263 BGS38901 N95226 A1356752 
AI221 152 Z28777 R1 6574 AVV966449 AA0441 1 6 AVV79751 8 BI010405 AA044288 AI093S08 6E14016g T64039 B^ 
N73937 AA127680 AW044037 AIC96437 AA384077 BF941499 T93764 BG003285 

422960 Umjt BF090249AVV9S4947AW8904&7A]30S236 D60845 D60537AA825429VV38294AW890410AVV088^ 

AA319510 BE7Q2077 BE699015BE702046 AW901293T99319 D81708 BF475488 060383 081751 BE599260 



413703 376077 1 
406870 0 0 
456629 a07J2 



TABLE 55C 

Pkey: Unique number corresponding to an Eos probesel 

Ref: Sequence source. The 7 dl^ numbers in IMscoiunm are Genbanktdenyfier(GI)numben. "Dunham, etd.'retiBis to the puUicaHanenQIed The DNA sequence of 

human chromosoma 22* Dunham, et al. (1999) Nature 402489495. 
Strand: Indicates DNA strand firsm which exons were predicted. 
Ntj)osif!on: indicates nudeoUde positions of predicted axons. 



PIcey 


Ref 


Strand 


NLposiSon 


401466 


6682292 


Rus 


28748*29023 


401192 


9719502 


Minus 


69559-70101 


402474 


7547175 


Minus 


5352&53628,5575&55920,57530OT57 


402145 


8018280 


Plus 


113086-114800 


406230 


4760409 


Phis 


71716>72S15 



TABLE 56A: 

Pkey: Ui^ue Eos probesel idenGIier number 

ExAccn: Exemplar Accession nuuter.Genbankacoes^ number 

UnigenelD: Unigene number 

Unlgene T!{Ie:Unigene gene title 

R1: F^o of semhomatous tesOcular cancer compared to luvmai adult tesfiojar Qssues 

PItey ExAon UrngenelD UmgeneTlOe R1 
414438 Ai879277 Hs.76136 Ihloredoxin 47.30 

644 
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424247 


X14008 


438091 


AW373062 


4t2948 


BE243313 


417088 


tk^915 


430542 


AI5S7486 


412915 


AW087727 


418174 


L20688 


406820 


AI223958 


433800 


A]034361 


406658 


AI920965 


416680 


AW245540 


446525 


AW967069 


432359 


AA076049 


422578 


AF239666 


429978 


AA24g027 


418870 


AF147204 


440207 


AI371978 


425543 


R23313 


442562 


BE379584 


444562 


AA186715 


413063 


ALD35737 


409038 


T97490 


420367 


AA259090 


406856 


AW515336 


417139 


M69043 


412636 


NM_004415 


420676 


A1434780 


440869 


NM_014297 


446627 


AI973016 


410315 


M638871 


420754 


W79431 


435536 


AB011540 


440440 


Z28925 


429490 


AI971131 


425769 


U72513 



Hs.234734 lysreyma (rand amyloidosb) 

nudearrcceptorsubfemajr 1.gfoupl,m ^J" 

Hs.334851 UM and SH3 protein 1 

Hs.81170 plm-1 wicogene 

Hs.1 19122 ribosomal protein L13a "-^ 

HSJ4B23 NM 004541:Homo sapiens NAOHdehydrogenas zs.iu 

HSJ3656 Rho GDP dissociation lnNbitor(GDi)be» 

3124 ribosomal protein S4.X*rt(ed f-^ 

5150 lungtype^cdlmeinbranMSSodatedgly 2B.iu 

10 406658 Ai920965 Hs.77961 major histocompafibintycomplej^d^ ^J^^ 

IV wowo ..^.g^g brain abundant, membrane attached signal ^-70 
1556 tiypotheficaJ protein MGC5487 

4415 Homo sapiens CDNAFU10229 lis, done HE 26^0 

422578 AF239666 Hs.lb45 caudal type Iwrneo box Iranscripton fact g-w 

IS 429978 AA249027 ribosomdl protein S6 • 

ID 429g7tt w^^«i4f ^^^^^ chemdldne((>X-CmQtil),raceptar4tliis 24-^ 

H8.128326 ESTs f:^ 
Hs.334895 ribosomd protein LlOa ^ ^ , 

dorictiyl^iiphospt;oo!igosaochand6i)rotel ^J-J" 

20 444562 AA186715 Hs^29 RlKENcDNA9130422N19gene 

MAOD^ «iM ^^^^^ cliitinase3-iite1(carinageglycoprotB 24.00 

Hs.50002 small indudble cytokine subfamily A (Cy 

Hs.257028 ESTs 

406856 AW515336 Hs^9797 ribosomal proton UO 22!75 

25 417139 M69043 Hs.B1328 ""^^'^^'^M? "^"^ ^40 

412636 NM 004415 desmoplaMn (DPI. DPIl) 

Hs.4248 v» 2 oncogene iT'" 

Hs.7486 protein expressed in ttiyroid J - 

Hs.15725 hypothetical protein SBBI48 ^J-*^ 

30 S£« Sl^i?^'"'''^ 2i:"8 

Hs.346911 ribosomal protemL22 

Hs.4930 lowdensltyHpoproteinreceptor-related 
Hs 71 88 sema domain, Immunogloburm domam (ig). 

429490 yy97n31 Sg ^.Weaki;s!mila;toAUJ7.HUMANALUS 20.« 

35 S fe1S486 HumiRPL1^2pseudogenemRNA.complete 9.M 

422714 Aa018335 Hs.119387 KIAA0792 gene product 

S Zl514 Hs,236844 hypothetteal protein iaJ10M2 ^^f 

4137B7 AI352558 tyrosine 3HnonooxygenaseAryptophan frflio w^w 

S Sei Hs.30925 Sipotheti^prot^nFUOl^^^ 

40 430255 AK000703 Hs.323822 Homo sapiens ml^forKWAI^^ 

432^6 NM_002104 Hs.3066 gianzymeK (serine p«rtBase.gTanzyme 3; 750 

448588 AI970276 Hs.15e905 K1AA1676 ^ . ^^M,^„h«fi l/lsO 

444784 D12485 Hs.11951 ectonudeofidepyrophosphatase/phosphodi 

428782 X12830 H5.193400 Interteilldn 6 receptor ^^^g 

45 414092 Z14244 Hs.75752 cytodiomec oxidase subunltVilb "-^ 

4^94 AW410669 Hs.164280 ^ carrier farr^jy 25 (mit^^^ 7 « 

4M759 T11832 Hs.127797 Homo sapiens cDNAFU11381 lis. done HE 17.10 

440528 BE313555 Hs.7252 K1AA1224 protein 

410143 AA188ie9 KIAA1191 proletn ^ ^ „ \wZ 

50 42l S nSl005574 Hs.184585 UM d«Hn*»anly 2(rt^^ ^» 

426083 AW962712 Hs.126712 EST8.Wbd«y8frilarlDAF19102D1E2IG5 1B.7U 

429183 AB014604 Hs.19795S KIAA0704 protein JJIJ 

^131 Hs.26267 ATPKlependant Interferon response protel 6-60 

449571 AW016812 Hs^0266 ESTs ' 

55 432730 AI066520 H8.1313SB ESTs ««cirMpy« 16,15 

426295 AW367283 inc finger proWn 6 (CMPX1) JJJ» 

S S742 Hs.199067 v^tt^2avlanefy8«)blasticteukemBV |« 

S SsO Hs.8786 carbohydrate(N-«:8^gte^^ |JJ 

421379 Y15221 Hs.ia3982 smaBinducibtecytbHnesubfamly B{Cy 1|80 

60 456236 AR345229 HS.B2280 'y"!*; ^^^^^^^ itS 

429469 M64590 Hs.27 glydne dehydrogenase {decarboxylaQng, ij-w 

S BE4TO838 Hs.l94657 Sdherin1,type1.E^rin (epitheli jj^ 

452322 BE566343 Hs.28988 glutaiedoxin (thioltransferase) 

406656 M16714 Hs.89643 "^WjSm^^^ ^4.85 

65 414020 NMJD02984 Hs.75703 sinaDlndodble cytokine A4 (homologous 

450377 AB033091 AMini« 14.60 

425996 W67330 ^^^^i^^^.^^ll^.^r^ uS 

430332 R51790 Hs.239483 Human done 23933 mRNA sequence 1*^ 

427691 AW194426 Hsii0726 ESTs 1435 

70 429614 A1371172 Hs^l1539 hypoO»tedlprote!nMGC424B J.^ 

451106 BE382701 Hs.25960 M^Conoogene JJ-^^ 

422241 Y00062 H3.170121 protein tyrosine phosphatase, reccpiori 'jij 

436880 H12751 Ks^27 PR01914proteln 

446899 NM_005397 Hs.16426 patocalyxb^iikB 

75 450000 AI952797 Hs,10888 hypothsfcal protein FU21709 i^.ra 

408380 AF123050 Hs,44532 dhibiquifin « 

447526 ALD48753 Hs.303649 small lndudb!ecytridneA2 (monocyte ch w.w 

S aS^ Hs.9195 teS)saptenscONAFU136Mfe^^ 
80 428864 AKD01666 HS.189C95 stmBartaSALLl (sal(Preso^4lte 13^ 
40^ a5«00715 Hs.57079 Hflmosap*enscDNAmi32B7fc.daneOV U23 
42S289 AW139342 Hs.155530 interferon, gammatadudbte protein 16 
4265S2 BEZ97660 Hs.17032B moesin 

645 



14.71 
14.70 
14.60 
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5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



415857 


AA866115 


Hs.127797 


Homo sapiens cONA nJ11381 fis. done HE 


12.55 


438338 


K87138 


Hs.5174 


ribosofnal prot&in S17 


12.50 


418151 


AA664238 


Hs.83583 


adin related protein 2/3 complex, sufaun 


1Z30 


453020 


AL162039 


HJL31422 


Homo sapfens mRNA; cDNA DKF2p434M229 (fr 


12.30 


410275 


U85658 


Hs.61796 


trsnscripDon fsctor AP-2 Qsnvna (activ3l 


12.28 


414587 


NM-004862 


Hs.76507 


IPS-Muced TNF-alpha factor 


12.25 


425875 


AU077333 


Hs.160483 


erythrocyte membrane protein band 7.2 (s 


1^25 


415938 


BE383507 


Hs78921 


A kinase (PRKA) anchor protan 1 


1120 


419384 


AA490866 


Hs^429 


ESTs 


12^ 


410185 


BE294068 


Hs737 


inunsdiate early protein 


12.15 


407882 


BE548267 


Hs.337988 


Homo sapiens cDNA FIJ10934 (is, dono OV 


12X)5 


433793 


AW975959 


Hs.107513 


ESTs. Moderately stniar to K1AA105B pre 


12X10 


406743 


AAgi1568 


Hs.279860 


tumor protein, translaSonallyasntrone 


11.90 


408989 


AW361666 


Hs.49500 


K1AA0746 protein 


11.60 


430268 


AK000737 


Hs.237480 


hypothetical protein FL) 20730 


11.60 


447735 


AA775268 


Hs^127 


Homo sapiens cONA: FU23020 fis,clone L 


11.60 


410325 


AB023154 


Hs.62284 


KIAA0937 protein 


11.70 


445817 


NM-Q03642 


Hs.13340 


histone acetyllransferase 1 


11.70 


418299 


AA279530 


Hs.83968 


integnn, beta 2 (antigen C018 (p95], ly 


11.61 


445863 


R12234 


Hs.13396 


Homo salens dona 25028 mRNA sequence 


1160 


454413 


AI853672 


Hs.40092 


PNAS-123 


11.60 


4184G0 


M26315 


Hs.85258 


CDS anttgen. alpha potypepUde (p32) 


11.40 


428065 


AI634046 


Hs.1 57313 


ESTs 


11.40 


432805 


X94630 


Hs.3107 


C097 antigen 


11.36 


422511 


AU076442 


Hs.1 17938 


collagen, fype X\ni, alpha 1 


11.35 


444060 


AA340277 




Homo sapiens cONA FLJ20167 lis, dons GO 


11.30 


452436 


BE077546 


Hs.31447 


ESTs. Moderately sinilar to A46010 


11.30 


409963 


AA133590 


Hs.250857 


caidumfcalmoduruvdependent protein kin 


11.11 


402474 






NM_004079:Homo sapiens calhepsin S (CTSS 


11.00 


407112 


AA070801 


Hs.51615 


ESTs. Wtokiy similar to ALU7J1UMAN ALU S 


11.00 


406786 


AWt61678 


Hs.1 11334 


ferritin, Bght polypeptide 


10.95 


428227 


AA321649 


Hs.2248 


sm^l indudble cytokine subfanvly B (Cy 


10.90 


444656 


AI277924 


Hs.145ig9 


ESTs 


10.90 


453856 


AA804789 


Hs.19447 


PDZ*UM protein n^Gque 


10.85 


440774 


AI420611 


Hs.153934 


ESTs 


10.82 


408669 


A1493591 


HS78146 


platelet/endotheflal adhesion motec 


10.80 


431639 


AK000680 


Hs^66175 


phosphoprotein associated with CEMs 


10.80 


444381 


BE387335 


HsJ83713 


ESTs, We^ simDar to S64054 hypolhetf 


10l80 


418509 


AB028624 


K5.85539 


ATP synthase, H transporlSng, mitDchondr 


10.70 


437374 


AU59571 


Hs.44054 


ninein (GSK3B interacting protein) 


10.65 


415899 


X769g2 


Hs.78909 


butyrste response factor 2 (EGF^response 


10.60 


450719 


A1096837 


Hs^1349 


ESTs, We^y similar to RB8B JiUMAN RA&R 


10.43 


424800 


A1J035S88 


Hs.153203 


MyoDMIyHilbltx 


10.40 


446682 


AW205632 


HS.21119B 


ESTs 


ia40 


447211 


AL161981 


H5.17767 


KIAA1554 protein 


10.31 


425234 


AW152225 


Hs.1 65909 


ESTs. Weakly simaar to 138022 hypotheti 


10.30 


422105 


AI929700 


Hs.1 11680 


endosulline ^pha 


1021 


417144 


AA382104 


HsJ1337 


bctiri, Qatactosidfi^bbidbig. sdubto. 9 


10.20 


422068 


AI807519 


H5.104520 


Homo sapiens cDNA PLJ13S94 fis, done PL 


lOiO 


452651 


AI218918 


Hs.30209 


KIAA0854 protein 


10.15 


418707 


U97502 


Hs.87497 


butyrophilin, subfamily 3. member A2 


10.11 


426996 


AW968934 


Hs.173108 


Homo sapiens cDNA: RJ 21897 Us, done H 


IQlIO 


427761 


AA412205 


Hs.140996 


ESTs 


1(X10 


443523 


AK001575 


Hs.9536 


hypotheScal protein RJ10713 


9.90 


402145 






Target Exon 


9.82 


413688 


A1469213 


Hs71404 


ESTs 


9!80 


446488 


AB037782 


Hs.15119 


KIAA1361 protein 


9.60 


449246 


AW411209 


Hs.23363 


hypofhstk:^ protein FLJ10983 


9.60 


424321 


W74046 


Hs,1765 


lymphocyt&^pedfic prdein ^froskie Ion 


9.60 


407179 


AA206465 




thymosin, beb 4, X dvonusome 


9.72 


413497 


BE177661 




gb:RC14fr05984)2030aO11-hO2 HT0598 Homo 


9.70 


430068 


AA464964 




gb2x80f10^1 Scares ovary tumor NbHOT H 


9.70 


446795 


AI797713 


Hs.156471 


ESTs 


9.70 


435522 


N64214 


Hs.9774 


synovia) sarcoma transtocalkin gene on c 


9.65 


451864 


N20370 


Hs.69547 


ESTs 


9.65 


419490 


NM_006144 


Hs.90708 


granzyme A {grsfizyms 1. cytotoxic T'^jpnp 


9.60 


419904 


AA974411 


H8.18672 


ESTs 


9160 


427711 


M31659 


Hs.180408 


sohite Carrie family S (ndtochorvlrial 


9.60 


409208 


Y00093 




integriiv alpha X (ant^n C01 1 C (p150), 


9.52 


424950 


AA602917 


Hs.1 56974 


ESTs 


9.50 


447534 


AW953935 


Hs.288655 


ESTs 


9.50 


419223 


X60111 


Hs.1244 


C09 ant'gen {p24] 


9.41 


423673 


BE003054 


Hs.1695 


matrix metaOoprotiainase 12 (macrophage 


9.40 


422960 


AW890487 




cadhertn \Z, H-cadherin (heart) 


9.33 


412025 


AI827451 


Hs.24143 


WiskotWMifd) syndrame protein bitsrac 


&32 


408764 


AW971350 


Ks.63386 


ESTs 


9.30 


417407 


AA923278 


Hs.290905 


ESTs. Weakly simitar to protease {Rsapi 


9.30 


432409 


AA806536 


Hs.130732 


K1AA1575 protein 


aso 


440273 


AI805392 


Hs.325335 


Homo sapiens cONA: FU23523 6s, dona L 


9.30 


407110 


AA018042 


HS.2S2085 


Prade^VVBIiMngelman syndroma-S 


9.22 


408161 


AW952912 


HS.30Q383 


hypotheScd proidn MGC3032 


9.20 


434260 


BE005398 




gb:CM1-6N0116-150400-18&M)2 BN0116Homo 


9.20 


434524 


AA63SS31 


Hs^49716 


ESTs 


9.20 
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4141S1 
411979 X85134 
414B29 AA32156S 



450294 H42587 HsJ38730 hypolheBcd prolan MGC10823 
407254 AW129401 HS.1B1165 eukanfoliclranslafionelonsalion factor 

«^ B^OOM HSJ36959 Hai^ sapiens, done IMAGE36nt85,inRNA 

S S ^«^eONA:FU2a39fi^ctoneH 

mm AW368860 C)naJ(Hsp41|)homolo9.8ubfanllyB.nieirbe 

S AW4^5 Hs,117077 EST8. Vtei«l, stater to 138022 hypotheH 

442B06 AW294522 Hs.149991 ESTs ^, ^ ., . 

433B1 BEe21697 H8.14317 nucleolar protein family A, menilier 3 gv 

445577 HIOBSS Hs.137064 cytoplasmic polyadenylalionelenienlMnil 

408437 AW95n44 Hs5784e9 *^<^^^.'^^^:,„,.,^.^o, 

420962 NM.0O59O4 Hs.100602 MAD(i«*eBaflar»t<lecapa(«B(lle9lcDr 

431187 AW971146 Hs.293187 ESTs 

S aSi IIJlweeWys^taK^1204p..Bn 

446J08 AL03B5^ H.«322 J^^^^^r^^^^^ 

433412 AV653729 Hs.8185 CG^ protein; sulfide dehydrogenKC D 

438089 W05391 nudearreceptorsuWamily 1.groupl,ni 

i^iQco YA7MQ We2B77 cadherin 3. type 1,P-cadhenn (placenta 

S S70 JSS^sapirmfWicDNAD^^^ 
AW250089 Hs.75807 PDZ and UWI domain 1 (elfm 

Hs72984 rethioWaslDma-blndlng protein 5 
r^.,^ Hs.77436 plfictelrin 

S Y11312 Hs.132463 P^^^Pl^^^^Wf^-Wf 

407833 AW955632 Hs,66666 ESTs.WeJIyslrnnartoSigseOFoBj^^ 

416975 NM_004131 H8.1051 gfanzymeB(granzyme 2. cytotoxic T^mp 

433208 AW002834 Hs.24095 ESTs 

428970 BE276891 Hs.194691 relinoic aad induced 3 

425284 AF155568 NSI-assodated protein 1 

437108 AA434054 Hs.80624 |W0»«SP™;«^ 

408360 A1806090 Hs>M344 »WrtheficJp«^ 

426827 AW067805 Hs.172665 methyteneWratiydretolalB dehydrogenase 

453715 AA03767S Hs.1 52675 ESTs 

418840 AI821614 Hs.1 85831 ESTs 

43^ a1^8254 Hs.165390 ESTs, Highly similar to M0350transcnp 

449656 AAD02008 Hs.188633 ESTs 

S S I^ll^ r»oai1903.^doneHE 

432559 AW452948 Hs.257631 ESTs ^ , urnAfno 

436797 AA731491 Hs.334477 l)ypolheticalprolenMGC14879 

420099 DB0011 Hs.95140 W^l?8«Srfl!fnH«^^^^ 

417640 D30857 Hs.82353 protein Creoeptor.eiwiotlwl^^ra) 

420337 AW295840 Hs.14555 Homo sapiens cDNA:nJ21513tis, done u 

434423 NM_0067e9 Hs.3844 UM domain only 4 

457886 BE264111 Hs.31314 «finob'»tpma4jn^^^^^ 

418522 AA605038 Hs.7149 Homo sapiens cDNA:FU21950 lis, dona H 

433855 AL035559 Hs.3463 iftosomal prolBin S23 

435968 AW161481 Hs.111577 integral membrane protsin 3 

434511 R28982 Hs.18106 ESTs 

423523 AW299828 Hs.193580 KTs 

409327 L41162 Hs^563 collaoen.lypelX.dlpha3 
411960 R77n6 Hs.18103 ESTs 
434159 AW135214 Hs,191828 ESTs 
447500 A1381900 Hs.159212 ESTs 

Hs.182979 ribosomai protein L12 
Hs.1 18551 hemalopoielically expressed homeobox 

1^:237164 EStI Highly si^laarlD™HJ^U^^ 

gb:RC3-CTO297-29010W)13<i03CT0297 Homo 

Hs.160316 ESTs 

inrnwnogWMifin heaijy constant iwi 

442B21 ii391929 Hs.8752 transmembrane protain 4 

412347 AW970026 Hs.73818 ubiquinokytochromec reductase wngep 

407252 AA659037 Hs,163780 ESTs 

414405 A)362533 ICAA030eprolein 

427395 AW298741 Hs.97861 ESTs. ModeiateJysimiarto 138022 liypot 

429999 AI761902 Hs.99597 ESTs 

441436 AW137772 Hs,185980 ESTs n n/tmnc HnnAPL 

447644 AW861622 Hs.108846 Homo sapiens cDNAFU14934 lis, done fo. 

420943 Ar71ff702 Hs.279930 m^histocorapalibiEty complex, dass 

447674 BE270640 Hs.19192 cydln-dEpendenlMnase2 

413420 AW410235 Hs.75348 Pl^asome^ 

422451 AA310753 Hs.42491 ESTs, Weakly sirailar to S65657alpha-1C- 

437134 AA349944 Hs.42915 ARP2 (acSiHelated protein 2jreasq ho 

408912 AB011084 Hs.48924 K1AAD51 2 gene product; ALBQ 

419839 U24577 Hs^3304 plwsP^-'^s^yMpWtf^^ 

431427 AKD00401 Hs.252748 Homo sapiens cONAFL^MBs. done KA 

437469 AW753112 Hs.15514 hypotheBcal protein MGC32eO 

432598 AI341227 Hs.157108 ESTs 



406699 L06505 

422603 BE242587 

426758 AI590401 

406776 T16206 

422689 AW856665 

444795 AI193356 

406663 U24683 
442821 



9.20 
9.10 
9.10 
9.03 
9.00 
8.98 
8.90 
8.90 

ago 

8.89 
8.81 
8.80 
8.80 
8.80 
B.70 
8.70 
8.70 
8.62 
8.60 
8.60 



8.56 
8.50 
8.50 
8.50 

aso 
a45 
a43 

8.40 
8.40 
8.38 
&33 
8.33 
8.30 
&30 

aso 

a20 

a20 

a20 

ai7 

ai3 

aio 

aiQ 

8.01 

8.00 

aoo 

aoo 

aoo 

7.92 

7.89 

7.89 

7.88 

7.88 

7.84 

7.80 

7.80 

7.80 

7.75 

7.68 

7.66 

7.62 

7.60 

7.G0 

7.59 

7.56 

7.S2 

7.50 

7.50 

7.50 

7.50 

7.50 

7.50 

7.46 

7.43 

7.42 

7.41 

7.40 

7.40 

7.40 

7.40 

7.40 

7.38 
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Hs^2566 hypothe&ad prot^ FLI14697 
Hs.113660 Homo sapiens cONARJ11631fii, done HE 
Hs.342307 hypothetical prote&i aJ10330 
Hs.2867t9 Homo8aplenSGONA(aJt2142fis.doneMA 

Hs.152940 ESTs 
ESTs 

Hs.323401 dpy-3a4ike protein 
Hs.152774 ESTs 
Hs.179902 transporier-Gte protein 

sennn^ghicocorficoid regulated kinase 
HS.1351S0 hrngtype^ceamemtvane-associatod^ 

gb:o982a10jj1 NCLCGAP.OvS Homo sapiens 
H8.4402t Homo sapiens RiRNA lor FUOOOGSpfoteln. 
HS.190B preteoglycanl.secretDiygramte 
H5.103832 simflar to yeast Up{3. variant B 
Hs.1 18725 setenophosphata synthetase 2 

zinc finger protein 137 (done pHZ-30) 
Hs.97774 ESTs 

Hs.174795 POZdomaiivootildflbto guanine nucleotide 
gb:UWiMRDirfk8.M2^x1 N1H.MGC.5 
gb:RC2-aT0548-200300-01^e09 BT0548 Homo 
Hs.127982 ESTs 
Hs.333893 o-iMyctaigetJPOl 
Hs.136061 Homo sapiens. Similar to hypotheflcatpr 
H8.180450 rU)osomaiprotdnS24 
HS.352S4 hypotheticai protein aB6421 
Hs.29808 Homo sapiens cONA: RJ21122fis,clon8C 
Hs.12461 LCHN protein 
Hs.77367 monbldne Induced bf gamma InterfBion 
HS.1090S1 SH3 domain liinding glutamic acid^pr 
H5.63042 DKF2p564J157 protein 
Hs.326290 hypothetical profaBln FU12581 
Hs.1 46233 Homo sapiens cONA:FU22130 lis. done H 
Hs.86617 ESTs 

Hs.152983 HUS1(S.pon*e)diedcpointhcmolog 
Hs.9216 caspase 7, apoptosis-related cysteine pr 
Hs.1 0751 5 ESTs. Weak^ similar to TD0329 hypotheti 
H5.1939€9 ESTs 

Hs.1 55975 protein ^ine phosphatase, receptor t 
Hs.33025 hypothetical protein PP2447 

vesfetfr-assodated memt)rane prataln 4 
Hs.179943 ribosomal protein L1 1 
Hs.14947 ESTs 
HS.234S18 rftnsomal protein L23 
HS.288S81 Hono sapiens cONA FU14296 fis, done PL 
Hs.268557 pleckstitnhomdogy-fika domain, femily 
Hs.268916 ESTs 
Hs.293616 ESTs 

HS.1SS111 hypotheticat protein FU14428 
Hs.5337 isodtrate dehydrogenase 2 (NADP).mltoc 
449523 NM_000579 Hs.54443 diem6Wne(&CiroO) receptor 5 
432666 AW204069 ESTs, WeaMysbnitarto unnamed protein 

424201 L33075 Hs.1742 IQmotifcontaWnflGTPaseadlvaOngpr 
4252n NW_001241 Hs.155478 cydlnT2 
425246 AI085561 Hs.155321 serum response factor (frfbs serum respo 
428728 NM.016625 Ks.191381 hypothetical protein 
430299 W2te73 Hs.1C6747 serine caitoxypepQdase 1 precursor prot 
433735 AA608955 Hs.109653 ESTs 
430556 AW9&7807 Hs.13797 ESTs 
417535 AA203569 Hs.191482 ESTa 
418117 A1922013 Hs.83496 linker for activaBondT cells 
417558 AF045229 Hs.82280 regulator of Giiroieln signalling 10 
424541 AW392551 Hs.180559 ESTs, Weakly similar to A56194lhion*ow 
447341 AF1 06941 Hs.1 8142 arreslin. tieta 2 
407949 W21874 Hs.247057 ESTs. similar to 21092fiQABoell 
442460 NNL014135 H$.6345 PRO0G41protdn 
428818 AI131291 Hs.102308 potassium liwaRfly-fecGiying channel, s 
453932 AW006303 Hs.329238 ESTs.We8Uydmnarto(deilinanQlava 
415221 VW7418 Hs.78225 ennexinAl 
450256 AA286887 Hs.24724 MFH^pEfied sequerwes wHh Icudne-ric 
441384 AA447849 Hs.28ffi60 Homo sapiens cONA:FU22182fls. done H 
421684 BE2B1591 Hs.106768 hypothetk^lpratdnaJIOSII 
441224 AU076964 Hs.7753 cdumernn 
443749 R38828 Hs,143463 ESTs 

448094 H24387 K5.32081 ESTs. Weakly sin^ to 138022 hypdheo 
416801 X98834 Hs.79971 sal (DrosophilaHika 2 
418259 AA215404 ESTs 
421633 AF1218G0 Hs.1062e0 sorOng nexln 10 
435937 AA630893 Hs.119769 ESTs 
445612 N94126 Hs.12969 hypotha&ai protein 
451653 Wiei93 ESTs, Moderately similar to HERC2 {Ksap 

407138 T64896 HS.2B7420 Homo sapiens d)HAFU11533 lis. done HE 
BE300073 HSJ79860 toiiwproldn.lransfaflonaMy«r*dIe 



447484 


AM64839 


441612 


A1802629 


408067 


BE244580 


434963 


AW974957 


437103 


AW139408 


442495 


AI184717 


445929 
448013 


AK}89660 
At3G0167 


436075 


BE09017$ 


450139 


AKD01838 


423905 


AW579960 


406819 


AA908472 


40nt9 


AWg63866 


425593 


AA278921 


413888 


AW958264 


422616 


BE300330 


424677 


U09414 


427254 


AL121523 


427307 


AF117947 


438980 


AV\^2384 


451129 


6E072681 


441878 


At801869 


443247 


BE614387 


412645 


AW444433 


417315 


A1080O42 


429058 


AF138863 


429281 


AA830B56 


445245 


AB032973 


414812 


X72755 


445055 


BE512856 


410397 


AF217517 


418896 


AW959433 


449924 


W30681 


418134 


AA397759 


424768 


AA353895 


443303 


U67319 


411852 


AA528140 


451638 


AW005866 


425367 


8E271188 


453485 


BE620712 


401466 




457073 


AA233210 


412093 


BE242691 


442492 


AA528489 


449971 


AA807346 


431773 


BE409442 


416401 


N80139 


426501 


AW043782 


435080 


AI831760 


436876 


A1124756 



7J4 
7.30 

7.30 

7.30 

7.30 

7.30 

7.30 

7.30 

7.20 

7.20 

7.17 

7.16 

7.12 

7.10 

7.10 

7.10 

7.10 

7.10 

7.10 

7.10 

7,10 

7,09 

7.04 

7.00 

7.00 

7.00 

7.00 

7.00 

7.00 

6.97 

6.96 

6.96 

&95 

&90 

6.90 

6.90 

6.89 

6.88 

6.87 

6.85 

6.84 

&83 

6.83 

&83 

6J3 

6.82 

6.80 

6.80 

6.80 

6.80 

6.80 

&79 

6.77 

&72 

&70 

&70 

6.70 

6.70 

6.69 

6.69 

6.67 

6.65 

6^ 

6.61 

6.60 

&60 

6J9 

6.57 

656 

6.54 

651 

650 

650 

&50 

650 

6.40 

6.40 

&40 

6.40 

6.40 

6.40 

&40 

&39 
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434817 


AA082118 


Hs.102737 


414476 


AA301867 


Hs.75224 


425410 


AA310974 


HS.15B828 


431B40 


AA534908 


Hs.2860 


435B12 


AA700439 


Hs.188490 


401113 






408418 


AW963897 


Hs.44743 


412220 


BE3S00S8 


Hs.36787 


426780 


BE242284 


Hs.172199 


427202 


BE272922 


Hs.173936 


434699 


AA643687 


Hs.149425 


447887 


AAt14050 


Hs.19949 


449576 


AW014631 


Hs.225068 


444933 


NM_016245 


Hs.12150 


432641 


M93425 


Hs.62 


411975 


AI916058 


Hs.144583 


452852 


AK001972 


Hs.30822 


433162 


At025&42 




449322 


A1638616 


Hs.196566 


430333 


S70114 


Hs.239489 


440327 


R12581 


Hs.191146 


442832 


AW2Q6560 


Hs.253569 


456382 


AW973003 


Hs,179909 


427968 


A18576Q7 


Hs.181301 


414662 


AL036058 


H&76807 


418113 


AI272141 


HS.834B4 


406670 


AA075144 




416003 


X98001 


Hs.78948 


445493 


AI915771 




424687 


J05070 


Hs.151738 


427477 


AW973119 


Hs.178391 


422499 


AI268666 


Hs.19631 


443441 


AW291198 


Hs.92195 



EGF-conldning fibuliivfike extrecellula 
H5.156828 Homo sapiens cDNAFU10S22fis, done NT 
POD domaia dass 5. Iranscripiion facto 

ESTs 

solute carrier family 22 (organic cafion 
K1AA1435 protein 
Hs.36787 chromodomam heficase DI^ biiufing pralei 
Hs.172199 adenyl^cydase7 
Hs.1 73936 inlerteukin 10 receptor, beta 
Hs.149425 Homo sapiens cONAFUl 1980 fis, Clone HE 
Ks.1994g caspase 8, apoptosis-relaled cysteine pr 
ESTs 

retinal stiort^n dehydrogenase/reduct 
protein tyrosine phosptiatase, nocvrecept 
ESTs 

hypothefical protein FU11110 
ESTs 
ESTs 

Hs.239489 TIA1 cytotoxic granule-assodaied RNA-K 
Hs.191146 ESTs 
Hs.253569 ESTs 

Hs.179909 liypolhetical protein FU22995 
Hs.181301 cathepsinS 

Hs.76807 major histocompatibiiity complex, dass 
Hs.83484 SRY (sex determining region YHrox 4 

gbzm86f06.sl Stratagene ovarian cancer 
Hs.78948 Rab geranyfgeranyllransferase, beta subu 

metallo8iioneln IE (functional] 
Hs.151738 matrix melailoproteinase 9 (gelallnase B 
Hs.178391 fQx)som3lprot^L44 
Hs.19631 ESTs, Weakly similar to 138022 tiypotheti 
Hs.92195 ESTs 
AWS03116 Hs.301819 zincfinger protein 146 
nlxisomal protein 16 
Ks.29797 ribosomsd protein L10 
Hs.47094 ESTs 

AW975746 Hs.188662 KIAA1702 protein 

441982 AW972542 Hs.289008 Homo sapiens cDNA:FU2l814fis, done H 
425762 BE244076 Hs.159578 AT-hooktranscfiplionfadorAKNA 
406877 AA226392 Hs.179943 ribosoma! protein LI 1 
407784 AW139585 Hs.12708 ESTs 
416297 AA1S7634 Hs.79172 sdute canter famDy 25 (mitochondrid 
446272 BE268912 Hs.14601 hema(opde&:oelt<spedficLyn8id)strat 
412949 A1471639 Hs.71913 ESTs 

420059 AF161486 Hs.94769 RAB23. member RAS oncogene family 
435756 AI418466 Hs.33665 ESTs 

451658 AW195351 Hs^20 ESTs. Modefdle^simflar to 138022 hypol 
441623 AA315805 de5mogldn2 



413677 
405797 A1432224 
406857 AA613726 
410387 AI277387 
410503 



416926 


H03109 


Hs^63395 


425190 


AW028302 


Hs,155079 


441244 


BE612935 


Hs.184052 


421305 


BE397354 


Hs.324830 


430504 


H5Z761 




422310 


AA316622 


Hs.98370 


408605 


AF025374 


Hs.46465 


433891 


AA613792 




408542 






408858 


AI865720 


Hs.2g797 


408331 


NfL007240 


H5.44229 


432729 


AKD00292 


Hs.130732 


439451 


AF066270 


Hs^7e554 


45S263 


AW951702 




441321 


H17182 


Hs.7771 


429083 


Y09397 


Hs.227817 


406806 


AW068535 




416887 


086957 


Hsi0712 


450988 


BE618571 


Hs.429 


428773 


BE2S6238 


Hs.193163 


40B794 


AI890243 




457752 


AI821270 


Hs.285643 


435511 


AA683336 


Hs.189046 


451589 


AA424791 


Hs.5734 


439979 


AW600291 


Hs.6823 


412528 


AI123478 


Hs.32112 


424875 


AI187945 


Hs.199310 


426981 


AL044675 


Hs.173081 


447711 


AI459554 


Hs.161286 


449961 


AW26S634 


H$.1331W 


416759 


AK000978 


Hs.79741 


415082 


AA160000 


Hs.137396 


422773 


AB028962 


HS.301S52 


441455 


AJZ71671 


HS.7BS4 



Homo sapiens, done MGC:12617. mRNA. com 

cytodvome P450, subfamily IIS, polypept 

T-celi, Immune regulator 1 

gbaio97h03j1 NCi_CGAPJ»r2 Honno sapiens 

C1900072B*:gi|12585552|splQ9Y2Q1!Z257^HU 



Homo sapiens cONA FU14028 lis. done HE 
Scdlassodated protein 
Ba2-re!ated protein A1 
ribosomal protein, large, PO 
K1AA0202 protein 

ATP synSbase. H transpocang, initodiondr 
Dnoging inRgraior i 
ribosomal proleSn 1j6 

Homo sapiens cONA FU14364 fis. done HE 

ESTs 

antigen 5 (hyaluron 



zinc/iroo regulaled (ransporter-Oe 



&38 

6.35 

6.34 

6.33 

&31 

&30 

6.30 

6.30 

6.30 

6.30 

6.30 

6.30 

6.30 

6.30 

a27 

6.28 

6.25 

6.23 

6.22 

6.20 

&20 

6.20 

6.20 

6.18 

6.16 

&16 

6.15 

6.15 

6.15 

6.14 

6.14 

6.13 

6.12 

6.11 

6.10 

6.10 

6.10 

6.10 

6.10 

6.06 

6.07 

6.05 

6.05 

6.01 

6.00 

6.00 

6.00 

6.00 

5.98 

5.96 

5.95 

5.95 

5.95 

5.94 

5.92 

5.91 

5.90 

5.90 

5.90 

5.90 

5.90 

Sl90 

S.90 

5.88 

&87 

5.87 

&86 

5.83 

S.83 

&82 

5.82 

5.81 

530 

5.80 

5.80 

5:80 

5.80 

5.80 

5.80 

5.80 

&79 

5.78 

5.78 
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414774 XD2419 Hs.77274 plasminogen acSvator. uroUnaso 5.n 

449317 AW233413 Hs.132906 19A24 protein &75 

425787 AA363887 Hs.155029 ESTs 5.73 

414830 BH281095 Ks.77573 uridine phosphoylase &72 

D 426354 NM.004010 Hs.169470 dystrophin (muscular dystrophy, Ouc^ &7t 

435961 BE293127 Hs.283722 Gniproiein 5.71 

419378 R24S22 Hs.90078 nudeofide-sugar transporter similar to 5.70 

431155 AW971213 ^:EST383301 MAGE resequences, MAGL Homo 5.70 

437457 AA757900 Hs.270823 ESTs. WeaUy similar to S65657alpha-1& 5.70 

10 448659 AI335361 Hs.226376 ESTs 5.70 

457250 AAB11987 Hs.125779 ESTs 5.70 

414150 AA136026 gb2n88d07.r1 Stratagenetungcadnoma 5.66 

439924 AI98S897 Hs.125293 ESTs 5.67 

452472 AW957300 Hs^l42 ESTs. Weakly siirtDar to C55663oligodend 5.66 

IS 451812 X8188g Hs.152151 p!akophinn4 5.65 

432588 X92715 HS.30S7 zinc finger protein 74 (Cos52) 5.63 

440119 AA665455 H5.125331 ESTs. Moderately similar to un!(nown(Rs 5.63 

424326 NM_014479 Hs.145296 AOAAmedislnlBgrin protease, decysin 5.60 

431770 BE221880 Hs.268555 S-.S" exofibonodease 2 5.60 

20 436511 AA721252 Hs.291502 ESTs 5.60 

446630 AW384793 Hs.15740 Homo sapiens mRNA; cDNA DKFZp434E033 (fr 5.60 

406623 XB9392 Hs.91379 ritnsoma) protein 126 5.60 

452382 N38902 Hs.211539 hypothetical protein IMGC4248 557 

416047 BE439B94 Hs.78991 DNA segment numerous copies, expressed 5.56 

25 437296 AA350994 Hs.20281 KIAA1700 5.56 

453985 N44545 Hs.251865 ESTs 5.56 

443351 AW016783 Hs.30799 Homo sapiens cDNA FU13471 fis. done PL 5.55 

446877 A1583696 H5.253313 ESTs 5.53 

435748 AA699756 Hs.1 17335 ESTs 5.52 

30 420732 AA789133 Hs.63525 ESTs 5.51 

421818 AW992976 HsS)098 NM_002489;Homo sapiens NADH dehydrogenas 5.50 

430915 AA488953 gb:aaSSe05.n Na.CGAP.GCBI Homo sapiens 5.50 

436715 AI433S40 glKli69g05j(1 Na.0GAPJQd11 Homosapien 5.50 

437442 TB5104 Hs.222779 ESTs. Moderately similar to slnAar to N 5.50 

35 449625 NNL014253 odz (odd OzAeiHn. Drosoplda) homdog 1 5.50 

456497 AWg67g56 Hs.123848 ESTs. Weakly similar to AF108460 1 ut)lnu 5.50 

451287 AK002158 Hs.26194 lii;eiy homolog of mouse immunily-assoda &S0 

433701 AW445023 Hs.1S155 ESTs 5.49 

427640 AF058293 Hs.180015 IMopaduometautomerase Sl47 

40 420552 AK000492 Hs.98808 hypothetic^ protein 5.45 

449338 K73444 Hs.394 adrenomedullin 5.42 

427176 AW381569 H5.40334 ESTs &42 

409945 AW015935 Hs.122642 ESTs 5.40 

^_ 421568 WB5858 Hs.99804 ESTs &40 

45 423961 D13866 Hs.136348 pertos0n(OSF.2os) 5.40 

440719 AA150869 Hs.26267 ATP^ependantintdfferon response protei 5.40 

443035 Z4Se22 Hs.8g06 Homo sapiens done 24889 mRNA sequence 5.40 

458659 AW74g895 Hs.332520 Homo sapiens mRNA; cONA OKFZp434A1014 (f Si40 

424415 NM.001975 Hs.146580 enolase 2. (gamma, neuronal) 5.40 

50 420137 AA308478 Hs.g5327 C030 antigen, delta p(dypeptIde(nT3 CO 5.39 

422163 AF027208 Hs.112360 promlnin (mouseHQw 1 5.38 

439815 AA206079 Hs.6693 hypothefical protein aJ20420 5.37 

452432 AW206008 Hs.283378 Homo sapiens cONA:FLI21778fis, done H 5.37 

... 457465 AW301344 Hs.122908 DNA reprcation factor 5.37 

55 412935 BE267045 Hs75084 (ubuHn^iicdiaperonec 5.38 

409485 880990 HS.2S2136 nooTin (odlagenffibrinogen domain-cont 5.35 
430283 BE391688 RAB7. member RAS oncogene famQy 5.33 

406814 AA&42947 Hs.119122 libosomal protein L13a 5.33 
^. 409019 AW385412 myosin regulatocyllght chain 2. smooth 5.30 

60 410561 BE540255 Hs.6994 Homo sapiens cDNA: RJ22044 fis. done H 5.30 

412623 R28898 Hs.74170 meta«olhtoneIn1E(functiona]) 5.30 

417450 AA314435 Hs.17519 Homo sapiens cONA: FU22539 fis. done H 5.30 

418702 BE266368 Hs.86g45 ESTs.Wea)dy»miiartoA46010X4inl(Bd &30 

^_ 419926 AW9C0992 Hs.93796 DKFZP5B602223 protein 5.30 

65 422900 AA641201 H5.222051 ESTs 5.30 

423494 AW504365 Hs.24143 Wislott^rtdi symlronn protein biterac 5.30 

427667 AK001279 Ks.180171 Homo sapiens cDNAFiJ10417 fis, dona NT 5l30 

427774 AA278583 Ks.180737 Homo sapiens done 23664 and 2380S mRNA 5i30 

430177 AW969233 Hs.302746 MSTP028 protein &30 

70 430835 A1240008 Hs.192326 ESTs 5.30 
433009 AA761668 gbaiz24c08.s1 NOLCGAP.GCBI Homosaptens Sl30 

439776 A1360140 Hs.176005 Homo S3|»ens mRNA Ml length Insert cDN &30 
447082 T85314 Hs.54629 thioredaxin^lce 5.30 
415995 N|yL004573 phosphoOp3sa(;beta2 5.29 

75 424578 AK001973 Hs.150890 liypolheQcal protein 5.27 
441303 AW293081 Hs.241801 ESTs 5.27 
427816 AA1S9248 Hs.180909 peroxiredaxin 1 5.27 
443963 AA878183 Hs.17448 Homo sapiens cDflAFU13618 fis, done PL 5w2S 
450273 AW296454 K$.24743 hypothetical protein aJ20171 &24 
oO 444708 AW971049 Ks.11774 protein (pepQdyKinfylds/transisome &23 
415121 060971 HS.349SS Homo 8a|tocDNAFU13465 fis. dona PL 5.21 
458079 A1796870 Hs.54277 DNA segment on chromosome X (unique) 992 5.21 
405088 NKL00666r:Homo8aptensSnf2-fdatedC8P 5.20 
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449419 R34910 

453127 A1696871 

456373 BE247706 

417750 AK67720 



413401 AI361661 H6.1186S9 ESTs 

41S459 R85436 Hs.268814 ESTs 

422134 AW179019 Hs.t12110 mitodiondiialribosonralpiowniw 

426496 031765 HS.1701M KIAA0061 protein ^„ 

S «^92B3 Hs.306292 H(in»sa|itaBii*m<i3NADKFZp584F1M(ft 

SS" Sct ?b:uli-BVMMl>lHlWMJls1Ma.CGAP.^ 

441390 AI692550 Hs.131175 ESTs 

H5.119172 ESTs 

HsJ94110 ESTs „ , , 

Hs^l BwrtnanMpanntog Mxims. subfamily A 

Hs^60523 synovial sarcoma, translocated to Xdwo 

451814 AA847992 Hs.137003 ESTs 

S ^2 Hs.75643 "Xfecto^r^^^^ 

4^ X94453 HS.114366 m^^^tf'JU^ll^ 

432465 D56165 Hs.275t63 noiwneteslalicc8lte2, protfi!n(NMZ3B) 

414768 AW376989 Hs^59855 etengation fartor-2 tawM 

447232 AW499834 HsJ27 intefteuWn 10 iBceptof, *ha 

43047B NVL014349 Hs,241535 apoTipoprotein U 3 

420151 AA255931 Hs.186704 ESTs aiui HUMANA 

^274 AA528539 Hs.116252 ESTs. Moderately amHaf to ALUIJiUMAN A 

419317 AA2352fl2 Hs.172318 ESTs 

424699 AW206227 Hs.287727 ^yP^^^,^^^^, 
42MM A1393048 Hs.326159 »eiidne rich repeal OnFUI)interaclin 

431709 AF220185 Hs.267923 uncharacterned hfljOftalamus protelii HTO 
436137 A1055769 Hs,133512 ESTs 

=9 "^l^i 
416655 AW968613 Hs.79428 Ba2/8deno«rus E1B 19kDHnterac0ng pro 

417228 AL134324 Hs.7312 ESTs 
424868 A1568170 Hs.96B86 ESTs 

JlilS MOlisS lte^3137 lJV.IdialionfesistenceassocIatedgene 

406813 AW275131 "^^^""^^ ^ o 

454128 AL031259 Hs.41639 programmed cell deaBi 2 

440709 AW797724 Hs.130350 ESTs 

436372 AW972301 Hs.310286 ESTs 

446173 BES65B49 Hs.t4158 copinelll . . ^ u.r« 

S Hs.44672 SAeliC^P»J*lFi^ 

S AllSo96 Hs.64593 ATP synthase. H Itansportng, nitochon* 

410600 BE2B0421 Hs.94499 ESTs 

^ S IIJtwe*,*«-*.AU)1J«MANAlUS 

435555 AW105663 Hs.6947 HSPC069 protein 

435819 AI052189 Hs.114104 ESTs 

S TJ^r ^J^^saptenscDNAFUIS^fis^PL 

tmz Sl3 tteiaSeO ESTs.W«ddy^arloA47582B^flr 

442685 AB033017 Hs.8594 KIAA1191 prtrteln 

444454 BE018316 Hs.11183 sotting nenn 2 

444670 Ha373 Hs.332938 hypothetical protein M6C5370 

ImS R?fin7? gb:yh88bOUl Soares pJacenla Nb2HP Homo 

S Sb Hs^0866 Esfs.^Waral^^ 

450511 R07423 Hs£5092 Avroid homwn8ra»plDrln^to^^^ 

^87 ^11518 Hs^1778 ESTs. Weakly simSar to 138022 hyp^eQ 

S 5S Sl01150 Ho^«saplans.clor«!MAGE:405415^«nRN^ 

457068 Xe9391 '^5^^ "^l^SilLsnn nm^ 

zf«7Qq AW264291 Hsi662 guanine niideoUde DBwng prowin ii»pr 

S S m29i997 

oam AI199S10 HsJ67912 ESTs,WeaklyslntotoAUJ7J«»J«n«i"'> 

S Si flbte64o10jt1Soa«JIHjr.GB(LS1Ho™os 

400281 ^ Control 

414420 AA043424 Hs.76095 Ij^SSt^SSaSf 

415799 AAfi53718 Hs.225841 DKFZP4340193 protein 

434666 AF1S1103 Hs.1122S9 Tc^ receptor gaimr^a locus 

449057 AB037784 Hs.22941 WAAISKprot^ 

448825 AW970786 Hs.178470 hypotheficri protein FU22652 

451598 N29102 Hs.118078 ESTs ^oAmrtrr^A-uinftWff 
AK000Q02 Hs^5879 Homo sapiens rnRNA;cONADKFZ|^L0827(f 

44^1 BE397753 Hs.14623 mterferon.gamm^lnducfcte prota^^^^ 

447150 AI439011 Hs.86385 •"yeto^^^Wte^^SlS^ 
418458 AA332941 Hs.85226 A. ^fsosomd ^ch^tf « 

422627 BE338857 Hs.118787 transforrning fi'wrth factor bga-lnitoced 

437168 AA338305 HsS472 tVP^J^.P^SiSii^^ 
415825 Y1B024 Hs.78877 Inositol 1.4.5*isphosph*3JdnasBB 
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40S781 


AA639388 




gb:fK|88b06.s1 NCIjCGAP_Go9 Kotio saptens 


4.83 


449810 


AB008681 


Hs.23994 


acUvin A receptor, type IIB 


4.82 


410323 


AI241708 


Hs.296322 


HomosapieascDNA:FLJ22844 fis.don8K 


4.81 


444652 


BE513613 


Hs.11538 


aclin relied piDldn 2/3 oomplex, subun 


4.81 


422340 


AW296219 


Ks.1 15325 


RAB7, member RAS onoogeno famfly-lika 1 


4^1 


400424 


AJ276316 


Ks^87374 


zinc finger prot^ 304 


4.80 


411573 


AB0290OO 


Hs.70823 


K1AA1077 protein 


4.80 


421045 


BE144608 


Ks.55533 


ESTs 


4.80 


425235 


AA3S3113 


Ks.1 12497 


Homo sapiens cDNA: FU22743 8s. done H 


4.80 


430387 


AW372884 


Hs.24fl770 


nuctear cap binding protein subindl 2, 2 


4.80 


438590 


AA611465 


Hs.1 23375 


ESTs 


4.80 


442071 


BE048433 


Hs.276043 


ESTs 


4.80 


449567 


AI99079O 


Hs.188614 


ESTs 


4.80 


453213 


AA082650 


Hsizi? 


Homo saofena cDNA FUI 2531 fis ckvifiNT 


4.80 


440129 


AA865818 




ESTs WeaMv snrilar to S71&B6 StB2(Uil( 


4.78 


437802 


AI47S995 


Hs.122910 


ESTs 


4.77 


409461 


AA382169 


Hs.54483 


K-fl^ (and STAT) hteractor 


4*77 


421932 


W51778 


Ks.323949 


Icsigal 1 (suppression of tunxuf^enidty 


4.74 


428453 


AB011110 


Hs.1 84367 


GTPase acGvaSng prDtsifV^nGO 


4.74 


413441 


AI929374 


Hs.75367 


Src-iilcB-adspter 


4.74 


446560 


AK001567 


Hs^11002 


Homo saptens cONA FU10705 fis, done NT 


4.73 


435541 


AA6B7361 


Ks.221318 


ESTs 


471 


410557 


AA085803 


Hs.1 92997 


ESTs, Moderately similar to 178685 serin 


4.70 


412766 


BE54447S 


Ks.54347 


ESTs 


4.70 


415526 


N76536 


HS.265S91 


ESTs, Weaidy similar to ALUI KUIUIANAI^S 


4.70 


418973 


AA233056 


Hs.191518 


ESTs 


4.70 


421433 


AI829192 


Hs.22380 


ESTs 


4.70 


432925 


AA678324 


Hs.264750 


ESTs 


4.70 


438859 


AF075009 




gbiHomo sapiens full length Insert cOt4A 


4.70 


442233 


AW96714g 


Hs.28439 


ESTs, Weaidy similar to 138022 hypotheti 


4.70 


447198 


061523 


Hs.283435 


ESTs 


4.70 


448552 


AW973653 


Hs.20104 


tiypothetical protein FLI00062 


4.70 


444681 


AJ243937 


Hs.288316 


chromosome 6 (^)en reading frame 9 


4.66 


414598 


AI094221 


Hs.1 351 50 


lung type-l cell membrane-associated gly 


4.66 


447817 


BE620775 


HS.4B66 


Homo sapdens cDNA FU14387 fis. done HE 


4.65 


416062 


AA724811 


Hs.334791 


Homo sapiens cONA FLJ14609 fis, done NT 


4.65 


406661 


X68975 


Hs.172550 


poiypyrln^dind tract binding protesn (he 


4.64 


424582 


AF026649 


Ks.150922 


BCS1 (yeast homologHiln 


4.64 


411165 


NM_000169 


Hs.69089 


gaSactostdase, alpha 


4.63 


435905 


AW997484 


Hs.5003 


KiAA0456 protein 


4.63 


445776 


NM.001310 


Hs.13313 


cAMP responsive dement tending protein- 


4.62 


424730 


NN/L003358 


Hs.23703 


ESTs, Moderately slmiia' to CEGT J1UMAN C 


4.62 


414747 


U30872 


Hs.77204 


QBntroinBiB protirin F (35Q/400kDi mltosin 


4.62 


410668 


BE379794 


H5.159651 


hypotheficsl protein 


4.61 


406774 


AW518383 


Hs.1 77592 


rihosomal iirntetn. larafi. PI 


4.60 


406648 


AAS63730 


Hs.277477 


major i\Istooompafit}i^ complex, dass 


4*60 


407951 


W77762 


Hs.79015 


antigen idenfiiied l)y monoclonal antitwd 


4.60 


415682 


AI347128 


Hs.191870 


ESTs 


4.60 


417621 


AVS54694 


HS.S2316 


interfeinn4ndiiefid henflfifis C^ossfldal 


4j60 


419970 


AW612022 




ESTs 


4.60 


420012 


AW957965 


Hs.99014 


Homasantfm domi IMAC^P'^fi371fiB. mRNA 

(lUtlKI sa^DlK>| WUIIQ ll«V\V9CtMM4 tVOf IlllVin 


4X0 


431574 


AW572fi59 


Hs 261373 


hvn^hptirjil wnMn fil4W)14 "i 


%w 


432586 


AA568548 




ESTs 


4.60 


437438 


AL3S9620 


Hs.14217 


hypothetted protein OXFZp762P2111 


4.60 


441355 


A1822034 


H3.1 37097 


ESTs 


4.60 


444539 


AI9S5765 


Hs.1 46907 


ESTs Waaldv rimilaf la M0A3fl9A dimfTiQa 


4.60 


458985 


AAD10319 


Hs.60389 


ESTs 


4.60 


406655 


M21533 


H8.277477 


m^or histpcompafibility complex, dass 


4!60 


414915 


NM-002462 


Hs.76391 


myxovirus (Infiuenia) resistance 1, homo 


4.60 


414821 


M8383S 


Hs.77424 


Fc fragment of IgG^ high affinity la, re 


4^59 


423766 


AA303799 


Hs.300141 


riht^nmri nmtein 


4.59 


451351 


AW058261 


Hs.321435 


ESTs. Weakly simBar to ALU1_HUMAN ALU S 


4.56 


450043 


AA885699 


Hs.24332 




4.56 


447742 


API 13925 


Hs!l9405 


caspase recruitment domain 4 


4.54 


433339 


AF019226 


Hs.8036 


oDfiblastom;) ovfirnofnrpssad 


4.54 


426395 


BE151985 




hvodheScd nroteh FLJ23316 


4.53 


418300 


AI433074 


H&86682 


Hamn saotens cDNA! nJ21 S7fi fls. donii C 


4.53 


423799 


AW02S3Q0 








445093 


AI207197 




ESTs 


452 


428044 


AA093322 


^.301404 


RNA Untfina mofif tvnta!n 3 


4^2 


453968 


AA847843 


H3!62711 


High mobility group (nonhistone chromoso 


4wS1 


414194 


BE175494 


Hs.75811 


H-^cytsphingosine amidohydrolase (add c 


4.50 


427747 


AW411425 


Hs.180655 


serine/threonine kinase 12 


450 


405745 


AW511970 


Hs.279860 


tumor prot^ traistalionaOy'Controjle 


4.50 


407013 


U35637 


Hs.83870 


gb:Human nebuSn mRNA, partial ods 


4.50 


407198 


H91679 




gbT'04a07.8l Soares fiela] Over spleen 


4.50 


414646 


AA353776 


Hs.901 


CD48 antigen (B^ membrane protein) 


4.50 


429687 


AI675749 


Ks.211608 


nudeoporin 153kO 


4.50 


436566 


BE545588 


Hs^78712 


Homo sapiens cONA FU 11074 lis. dona PL 


4.50 


437634 


AW293046 


HS.2551S8 


ESTs 


4.50 


439971 


W32474 


Hs.301746 


RAP2A. roeiriber of RAS onoogene fiamlly 


4.50 


442485 


BE092285 


Hs.29724 


hypothB0calproleir;FU13187 


4.50 


445873 


AA250970 


Hs.251946 


poly(A)-faln(Bng protein, cytoptasmic 1<l 


450 
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450497 H64159 Hs.15328 ESTs 

417497 AW402482 Hs,82212 C053 antigen ^ 
447667 ALl 17611 Hs.19150 Homo sapiens mRNA;cDNADKFZpS64A21 64 (f 
413856 D13639 Hs.75586 cydinD2 
5 419556 U2961S Hs.91093 chiCnase 1 (chilotriosidase) 
429517 X89984 Hs.211563 B-oell aLflymphoma 7A 
427157 U51166 Hs.l73824 IhymlnfrDNAgJycosytase 
446021 BE389213 Hs586 rSwsoma! protein L4 
413B22 R08950 Hs^2044 ESTs, Weakly similar to ALULKUMAN ALUS 
10 412819 T25829 Hs^4048 FK506 binding prolan precuisor 

448717 R67419 Hs.21851 Homo sapiens cDNARJ12900 Its, clone NT 
401 B46 NM_000988*:Homo sapiens libosoma) protei 

422303 AW410382 Ks,27556 hypdheticaj protein FU2240S 
442358 BE567985 Hs.18585 ESTs. Moderately similar to AlJU4_HUMAN A 
15 43S623 AI417073 Hs.107265 ESTs 

412146 M92444 HsJ3722 APEX nuclease (mulliftincfional DMA repal 
437042 AK000702 Hs.5420 hypothetical protein FU20e95 
416754 H07145 Hs.6799 ESTs. Vteddy similar to T1 2483 liypoilwll 
436671 AW137159 Hs.183291 ESTs 
20 410079 U94362 Hs.58589 9lycogenin2 

420150 AA648712 Hs.29798 KIAA1 71 2 protein 
424723 BE409813 Hs.152337 protein aifllnine ^^^nethyltrans^erasB 3{tJ 
428931 AA994979 Hs58987 ATPase. H(Hranspoifing, iysosoraal, non 
429109 AL008637 Ks.196352 neutrophil cytosoOc factor 4 (40ld3) 
25 430280 AA361258 Hsl37868 fcitedeukin 7 receptor 
438330 AW450572 Hs.257316 ESTs 

438962 BE046594 gbSin41c1 1 Jil Na.CGAP_RDF2 Homo sapiens 

444794 Ai419991 Hs.14S225 ESTs 

445100 AW188205 Hs.12311 Homo sapiens done 23570 mRNA sequence 
30 449659 R60031 Hs.198899 eukaryoHctranslafionlnlfiaBon factor 
449832 AA694264 Hs.60049 ESTs 

452404 AW450675 Hs^12709 ESTs , _ 

447296 AW243614 Hs.18063 Homo sapiens cDrjAFU1076Bfis. done NT 
425097 NW_014247 PDZ domain cotvteinlng guanine nudeolkte 

35 441607 NIULOOSOIO Hs.7912 neuronal cell adhestoo molecule 

406742 A1468091 Hs,279860 tumor protein. translatlonail]^oontroll8 
425095 AW014160 Hs.l82S85 KIAA1 276 protein 
410342 1^31350 Hs.743 Fc fragment of IgE, high aflinay I, rec 
442333 A165O077 Hs.129302 ESTs 
40 424971 AA479005 Hs.154036 lumor suppressing subtransferthte candid 

415912 H08859 HsJ06469 E5T8.WeaIdyslmnartoAlJU6JWMANAliJS 
4373B6 W524S2 ribosomal protein LI 0 

408558 AW015759 Hs^35709 HomosapfensmRMA:cDNADt(FZp667B0711 (f 
408875 NM 015434 Hs.48604 OKFZP434B1 68 protein 

45 409604 AW444448 Hs.49124 ESTs 

418866 T65754 gb7c11c07^1 SIratagene lung (937210) H 

419423 D26488 Hs.90315 K1AA0007 protein 
422017 003877 Hs,1 10776 STAT Induced STAT InMtjitor-2 
422797 ABra3064 Hs.236463 K1AA1 238 protein 
50 428467 AK002121 Hs.184455 hypothefical protein FU11259 

432290 AK001099 Hs.274273 Homo sapiens clWFU10237fe. clone HE 
434551 BE387162 Hs.280858 ESTs, HlgHy similar to A35661 DMA exds 
436138 H53323 Hs.25717 Homo sapfens cOMA: FU23454fc, done H 
438915 AA280174 Hs.2B56Bl WIHiamS'Beuren syndrome chromosome legl 
55 449217 AA278536 Hs.23262 ribonudaase, RNase A fanuly, k6 
452994 AW962597 Hs.31305 KIAA1547 protein 
418883 BE387036 Hs.1211 add phosphatase 5. tartrate resistant 
437250 BE257342 Hs,94576 hypothetical protein MGC3062 
440910 H97875 Hs.l17974 ESTs 
60 406653 AA614563 Hs.2522S9 hypothetlca! protein FU230S9 
432295 BE091049 Hs.343665 ritxisoma] protein S15a 
400244 Eos Control 

413518 BE149455 Hs,75415 beta-2-mtaogtobLrm 
409132 AJ224538 Hs.50732 protein idnase.AMP-adivated, bete 2 no 
65 406745 AA580395 Hs.279860 tumor protein, trandattondBy^tTOle 

400395 AF1 1 1 167 v-fos FBJ murine ostBOsarcoma virai onoo 

443229 A1057129 Hs.133396 ESTs 
450201 T97B38 Hs.25722 ESTs 
409636 AA305729 Hs.18272 amino add transporter system A1 
70 422082 AA016188 Hs.11 1244 hypothetical protein 

444099 [)87432 Hs.l0315 solute canter family 7 (caDortfc amino 
453902 BE502341 K5.3402 ESTs 

415189 134657 Hs.7ei46 platetet/endothefialcei adhesion mdec 
404854 Target Exon 

75 406653 AA574074 Hs.77961 major hlstoeompatlbl%oomptox,dass 
400440 X83957 Hs.83870 nebuiln 
415049 N57334 Hs.50158 ESTs 

418304 AA215702 gb2f97g10j1 Na.CGAP_GC8l Homosapfens 

423180 AF068302 HS.12S031 chollne/elhanolaminephospholransfBrasa 
80 424684 AW752714 Hs.5174 ribosomai protein S17 

429412 NM_0Q6235 Hs2W POU domain, dass 2. assodafing factor 
438141 AW946871 gb:RC2^00224)8050frO12-dO2 ET0022 Homo 

438807 AW080237 Hs.252884 ESTs 



4^ 

4^0 

4.49 

4.49 

4.49 

4.48 

4.48 

4.47 

4.46 

446 

4.45 

4.44 

4.43 

4.43 

4.42 

4.42 

4,42 

4.41 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.39 

4,37 

4.37 

4.35 

4,34 

4.34 

4.33 

4.32 

4.32 

4.31 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4.30 

4X 

4.29 

4.29 

4.28 

4.2B 

428 

4.28 

4u27 

426 

4.26 

426 

4.25 

4.25 

424 

4.24 

424 

422 

421 

420 

420 

420 

420 

420 

4.20 

4.20 

4.20 

420 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 



451952 
4SS397 
417116 
453247 
430451 
414283 
452248 
450746 
444797 
445718 
425783 
414837 
406710 
424436 
422343 
416207 
406724 
449475 
413828 
415B19 
436674 
405266 
408996 
410704 
420851 
423098 
428328 
429355 
433308 
443559 
4508S0 
453785 
406854 
410768 
419612 
434203 
439237 
441374 
443415 
424338 
422305 
400233 
421959 
442622 
424795 
446231 
452933 
427681 
409061 
413891 
414004 
417035 
410584 
417353 
423645 
430048 
431113 
434170 
434584 
435391 
446768 
448019 
451831 



AL120173 
AW936332 
Z43916 
160198 
AA&36472 

Awgeooii 

AA093668 
082673 
AB018333 
H79791 
AI026740 
U24266 
AI708347 
AW816428 
A1628633 
NM14745 
C14071 
Ai348027 
L19067 
U77735 
AA72S002 



Hs.301663 ESTs 

flb.-aV4-DT0021-281299O7Ofl01 DT0021 Homo 

Hs.7634 hypotheQcdprotanFU12287sifnBarto 

Hs.111806 ESTs 

Hs,297939 cafliepsinB 

Hs,154993 ESTs 

Hs^8 nmsdebOndCDrosopitaaHte 

Hs278589 gonsrdtranscripeon factor U. I 

Hs.12002 KIAA0790 protein 

HS.152Z7 ESTs 

H3.1 948 rOxKomal protein S21 

tb,77448 aldehyde dehydrogenase 4 famBy, member 



H5.18401 4 ribosomal pnidn 131 
Hs.4953 Qo^ autoanClgen. gdl^subiamlly a. 3 
Hs.346823 gb:ty77dOSjt1 Na.CGAPJ<W11 Homo sapien 
Hs.79077 Homo sapiens, c)onaf4GC2908.rnRNA.comp 
H&234518 f1bosomalprotdnl23 
HS.108S57 hypothe8cdpiQlflinPP10S7 

avian reOculoefidotheliosIs viral 
H&80205 plm-2 oncogene 
Hs.272018 taw molecular mass idikiuinone-bindingpr 
Target Exon 

A1979168 Hs.344096 glycoprotein (trarBmend»aro) w* 

BE076754 gb<»A1^T0601-1 80200-1 21-b10 BT0601 Homo 

AA281062 Hs.29493 hypcthelical protein FU201 42 

AA732684 Hsi78428 progesfin induced protein 

AA426080 Hs.292812 ESTs. WeaMy similar to 138022 hypolhetl 

AW973253 Hs.2926B9 ESTs 

AA582718 Hs.29t650 ESTs 

AI076765 Hs.269899 ESTs, Moderately slmfler to AIU8_HUMAN A 
AA648886 Hs.151999 ESTs 

AI368236 Hs.283732 ESTs. Moderataly «ar to ALUI^HUMAN A 
AA513705 Hs^52259 rfbosomsi protein S3 
AF038185 Hs.66187 Homo sapiens dona 23700 mRNA sequence 
AU98267 Hs.110613 K1AA0421 prolaln 
BE262677 HsJ83558 ltypolhetlcalprotdnPR01855 
AW408158 Hs.316893 ESTs. WeaWy similar to M75ffiBjcdlgr 
AA043696 Ks.7822 Homo sapiens irtRNA:cONADKFZp564C1216(f 
A1056523 Hs.133472 ESTs ^ 
W78816 Hs.49943 ESTs, WaaMy similar to S65657aipha-1C- 
AI928242 H8293438 ESTs. Highly similar to AF19848B1 trans 
Eos Control 

AW751497 Hs.88370 cytochrome P450, subfamily IIS. polypepi 
NM 000435 Hs.8546 Notoh (DrosophiTa) homolog 3 
AWlo2850 Hs.153177 ribosomai protein S28 
NiyL0021 63 Hs.14453 Interferon consensus sequence binding pr 
AW391423 Hs.288555 Hotiw sapiens cDNA: FLJ22425 fis. done H 
AB018263 Hs.180338 tumor necrosis factor receptor superfami 
AI204994 Hs.7874 Homo sapiens cONA- nJ21435 fis, done C 
BEZ71020 tumor suppreswr deleted to oral cancer. 

AA737033 Hs.7l55 ESTs, Moderately sinfilar to 2115357ATYK 
AA1924S5 Hs^296B Homo sapiens done IMAGE:451 939, mRNA se 

AB011112 K1AAQ540 protein 

AA375752 Hs.348140 Homo sapiens mRNA; cONADKFZp586F 1822 (f 

AI215632 Hs.147487 ESTs 

T65054 Hs73605 ESTs 

AK000673 Hs.274337 hypothetical protein FU20666 

AA626509 Hs,122329 ESTs 

D57341 Hs,188361 Homo saptenscDNAaJ12B07 fis. done NT 
AA704588 Hs^934 ESTs 

AV660305 Hs.110286 ESTs ^ 
AW9471$4 H$.195641 ESTs, Moderately smdlar to I3fl022hypol 
NIUL001674 Hs.460 acGvaQngtransdlpBon factor 3 



70. 



75 



80 



TABI£56B 

Roy: Unique Eos probesetUentiiter number 
CAT number Gene duster nuntber 
Accession: Genbank accession numbets 



4.» 

4.20 

4.19 

4.19 

4.19 

4.18 

4.18 

4.16 

4.16 

4.15 

4.15 

4.15 

4.15 
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4.13 

4.13 
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4.12 

4.11 

4.11 

4.11 

4.10 

4.10 

4.10 

4.10 

4.10 

4.10 

410 

4.tO 

4.10 

4.10 

4.10 

4.10 

4.09 

4.09 

4.08 

4.08 

4.08 

4.08 

4.07 

4.07 

4.06 

4.06 

4.06 

4.05 

4.06 

4.05 

4.06 

4.03 

4.03 

4.02 

4.02 

4.01 

4.00 

4.00 

4.00 

4.00 

4.00 

4.00 

4.00 

ASIO 

4.00 

4.00 



Pkey 
438091 
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429978 3S1MJ 



442562 39593J 



412636 1438.1 



10 
15 
20 

25 

30 

35 

40 413787 '7812.1 
45 



b™«8343»Z29922T85791W03942H63289/««1S378™6S8^ 
|SSSK;aW26S1«A^«3S^ 



R31663 



M77830 NKl.0OM15AF139(165BG6811 SECWran a^^^^ 
AVV370813 J05211 BG69B865 BG7W34 BaWSIB B™ 

BE182164 BFM9266 BEM0187 BI060445 BRM^ gp„g264 AA340777 BF3B1183 BG621737 

BI039774BE713818BK135«AW1702aBE1604^^^^ 

AU1Z7260AVra64859BF993352B(a»^BE8tM^^^ 

BE819005 AA377127 BE073467BE8 90® BaWMB Bm63M Brara7^ g^^^ »«SJL. 

8(752969 BE837009 BE925826 BF149265 AW95615B^^^^^^ 



H44405 AI910434 BF082513 AM94069 ^^^^ 
AV745S30 BI762796 " " o*^' 



BF087996BE002273AW7M51A£1075BaO^^ 



8(3681087 BG698430AA«5100T8ra7Ba9^^^^^ AA337270 AW3843n AyV847442 



BF992780AVra53812BG954443BI7708S3BG6re406 



SO 



BG740e32 BG6810B7 BBW«W«J«9i™ iS^JSnm oSm™ bFi229I BG961498 BG678984 BI040941 AA337270 AWaiMn 

i»S80794N»^.0(B405Xrei»^^^ 
AA720684AA862331AA6051«m«136»Ara9^^ 

A1608761 A1342365 Al 1 99076 AA9MWW24M«Am600^^^ BE464590 AW664539 H67097 AL534332 01397 

W«65955VV46596AA126874AA223241AM91574ra^^^^^^ 

m5941AVW)28427BG939820AI697(l89AI()39008Alia315W6K^^^ 

S2ZB7MBG7()e95SBIS9nS4BeM71^^ 

s=^SSSSisi»«^=SI^' 

A1082545 AU145681 AA629()32 AI421367 AA74M89MiaMap A1766457 AI811102 AA776S73 AI922133 

imoTQ Tiuns AA93B406F04963 AHSBJSB AW152629 oc,aai WB543B BEtS5392 



55 



410143 MH1244_8 



60 



426295 S10J 



65 



70 450377 12109.1 



75 



80 



42S996 138046L.1 



427S21 513212.1 
444060 6315.1 



KMlSr 8871044 AA138328BF084010BF084007AA33578gA^^^ 

SaU«0743BE811813N^N^««1^ 

S1KavK^iKi829BE551767AA5584,4/^ 

AKD55070 AK05S12 AKO0O174 BWIJ^ W""^ "ji^,^ AVW51682 A162B247 A1799606 AW088103 AA23e49 

SST^aSTaSKaS^^ISsa^S^^^^^ 
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41307 
430068 
409208 



434280 
434442 
410730 
438089 



422669 
414405 



442495 
450139 



406619 
424677 
438980 
451129 



AAg69444 AI08043a AA552S00 AW237538 AA481060 AI246378 AA565227 AA398921 AA207051 AA721378 BF438608 AI088295 AI886630 
AA9041 12 AIB645B8 AW27ig85 AW078868 AA725342 BF326538 AA843572 A{082S36 AA766664 AI453279 AA43S673 AI619S1S AA87S080 
AA234592 AA890223 AA766824 BI2S9822 AA393631 AW968840 BE840639 T83865 BE762742 AW897470 W05809 N41323 T67376 R66S44 
H88711 BI087136 
151600^.1 BE177661 H06215 BE144709 6E144829 
1177709.-2 AA947566 

10117J AK074047 A1144342 AW014280 BM145128 N28267 AW206231 AAg8g041 H93197 AW594063 BG236298 AW236606AW0B1031 AA765643 
BM144372AA989341 A1824838AI963970AI637671 AW1963306G427526BM1487696F893644BF881948 
422960 1 1862 J BF090249 AW954947 AW890487 AI305236 080845 D60537 AA82S429 W36294 AW890410 AW068235 BR40240 AA44870g A13S0279 AAB79119 
AA319510 BE702077 88699015 BE702046AWg01293 T99319 D81708 BF475488 060383 081751 BE699260 
1474904.1 BEO0S398 AA628622 AA994155 
11 1738-1 AA662701 AA633929 AA737415 

114639 1 BG427950AA826016A1903441 BG939868AW979154AAS40872BG547134 AA457Q91 AW368860 W88852 R94779 AA088823 
22448.4 BM475665 6E644gi7 AW770789 AW952971 N64863 BM263259 AI22454S Ail 84866 N691 14 AW51 8902 AI440169 AA809472 AV654440 

AA281642 AU185230 AW337382AI872923AI537113 N73882 T83378 H63731 BF671764 AW897824 A)811204 AA344646 BE009112 6G899684 
H91240R60548 N41701 

425284 3834.5 BA4476120 6E6721 81 A1697653 AA9381 67 A1260879 AW3401 23 A)912727 AI081775 A1089556 AI191349 Ai871604 AI631607 AI890800 AI701917 

AW771624 AA663041 AI991576 AI160622AA771763 BE089784 BE089788 AI222942AW418516 AA329211 A{095736 BE550294 AA73834S 
BE218683 BE670548 BG14950S BF061776 D19821 BE005786 BE178892 BE005728 BF841237 BE00S648 R27634 
874209J AW954733AA315006AW656665 

112689.1 AU)47596AA393792AI670731AI037957AVVB74364A1038137 N62286AI241379BES01096AVV09M 

AW812409 AI68671 1 AI183289 AA477717 AI076122 AA635190 AA700g84 AA781508 D81020 6F57S223 AI3S6183 079312 A137S558 H61 11 1 
BG283489 BEO90666 BE09C664 BE09G662 H26545 
928718J AI184717AW518883AF121173 

34017.1 AK001838 AU13517g AU1 34241 AV651702 AV650032 AV651304 AV650101 AV651263 AV651888 AV651866 AA628554 AV651355 AV651174 
AV651172 AW856145 AU1 17599 AU135386 BG254665 AA166919 BG483981 AW809606 B6494194 AA622811 A16761S5 AA687804 AI701729 
AU13372S AW961387 AU144387 AU151757AA551031 8E675412 N34769 AA713483 A1690O79 AI568918 AI361889 AI209020AA668g81 A1240990 
AA741144 AA4g0899AI200221 AW589574W96201 BG1S4162AV655159AA328145N3634BAI081357N76715AA693346AA742488AI2e9719 
AA897483 Ai886459AU155B73H042S5AW243988AAS57749AI286227 R68691 R334S3AW38a097 
0.0 AA908472 

2518.37 U09414 (4114.003438 AAS03545 AI022449 AA043458 AA766074 AA765442 AA805052 AK)26211 AW609708 
917280.1 AW502384AA82a822Al982587 
1495511.1 BE072881 AI752181 BE072946 

144.7 AA558585 AA565499 AI360576 AW204069 AA991648 AA864939 

133853.1 BM310925 AA426110 BM310629 BF434286 AW015091 BF475996AW1 18867 6E6751 86 AI 688568 A1453594AW5905e9 A16S242S AI827969 
6F056946 AI802666 A)393380 A1476224 AW5g0639 AW136271 A)456252 A1524726 AA843768 AA762158 AI338056 AI0g7532 AW451563 
AA459408 AA459633 AA418444 W23607 BG940150 AI493445 AW054729 AI221929 AI868744 AA215405 AA766713 AA621546 BF928317 
BE464132 AI990909 AW271459 A1262061 AA215404 N74332 BG940151 BG952261 AA972115 W96315 AA689586 R69057 BF765886 BE769254 
W05240 

MH1 15364_1 8G119563 AW975776 BG498478 BE245304 AW450934 BF508792 AA599489 AAS99477 AI80S268 AA055489 AI128758 AA761425 AA731858 

A)302271 BE21 9432 AA687294 AA0ie972 AW629429 Z45675 AWS61 626 T30940 R34554 T84712 BG986694 
2167905.1 AI74231 1 AI025a42 AA578843 
0_0 AA075144 

423456.1 AV71 1317 AI809938 AI808768 AI240593 AI91 5771 

0_0 Ai432224 AWZ76890 A1499346 AA937014 AA653573 AI3 18525 A)246219 AA961591 A1270640 

3362.1 BC022413 BE39539B BF754176 AAS06621 BE706665 BE705578 AA723159 BE153169 BE706729 BE706558 BE153312 BE706706 AW371853 

AW371849BE153241 BC017410AI337912AI090244AW090300BE219837AI623661 BE5015766E501734AI742232AI023964AI458424 
AA975373Ai288904AI984S83AAB9032SN32S62AI3SB102AW241G94AI038448A!672071 AI018389AA576391 AA977874AW1693g2W37448 
AAfi12894 AI277548 H89551 AI699774 H89365 AA315805 AW579166 BO014584 BC014561 AW780125 A1672414 6E328145 AW600919 BF031306 
AW172758 BE708322 AA345675 BE875779 H28241 H2S318 BF540913 BG179688 BF1 10202 AA528775 W37573 BE041644 AW366504 BM129522 
BM129822 AI122760 BE718200 AW887496 AA149420 BE706307 6E539395BE748765Ai373653 R759046F979185 BF6913936G495595 
BI094458 BE706702 BG496559 BF248373 BG494800 
5477.6 BE219720BF475241AI571723BE2ig848BI789288AI2248S9AA724684AVmi467AA4802S5AVV845616A14^ 

AW300064 AW282133 H2156B AI363015 AI884914 H86946 
647290.1 AW182329AA613792T05304AW858385 

26143.1 BG216963BG164885BG2137106G204771 BG19301 4 BG1 97555 BG21 7481 86198185 BG183594 81596425 AA1 1 5605 A15691S6BF439839 
BG188832 A1359615 BG190473 AI024233 BF439574 AW118065 AI672797 AA610042 6G212008 A)204382 R70913 A^ 
AA30728S AA034218 BG482749 AW162429 8(602460 AA721S69 AA476516 AA476416 AAg03019 BF110864 AA307286 AA115471 AW984555 
AA423828AA11S12gAI419107 

0.0 AW088535 A)889321 AA954221 AI337552 R42581 AW194670 AA064862 AW001 147 AA864374 AA630699 AW276176 AA676615 AA857965 

AI625428 AA580792 AAS82038 AA581668 AA658065 AA828156 AA857160 AA9361 03 A114933S AA936g25 AA581684 AA9541 98 AW238461 
AI281504 A1265812 AA583267 AW236162 AA876535 AW304286 AW474334 AI559415 AI589241 AI660952 AA641137 AI431698 AI688844 
AAS52S13AA5649S4AW0905S3AI205612AI245753AAS54883AA947909A1866014 
0 0 AI890243 

1235742.1 AW971213 AA493925 AA493567 AA876839 AA934462 
2305332.1 T40644AA136139AA136026 

197844.1 BG425760 BF997600 N48516 W73454 BF816344 BF997601 AA488953 
2472838 1 AI433540AA804981 AA728984 

249224 J 81918168 AW779760 N48874 AI375997 AA235370 BG699146 A!913631 AI498402 AI016320 AA323193 R49021 059344 BG986750 N45526 

8G886917 T61382 R49391 R45432 AI203107 R35004 F07491 R25094 R35360 
1418.1 BC013728 BI084032 8F090386 BE410706 N36391 W80436 BF813124 Rg0857 R62778 H00591 K02329 AA3552B5 AK000826 B0008721 

BG744004 BG479141 BG823656 BG479081 AU121103 AU1381768G702567 Bi599840 BG422775 BG700944 BE280747AU 138529 BE269929 
BG704110 AU12332g AU122058 AU138135 BG723106 BG722291 BG831041 BG705239 BE207133 BE252867 AU139772 BG714385 

BFS68538 BE304393 BFg7l755 6E267965 BE272012 AU13539S AU124535 81551682 BG700612 A1815488 BG47S19S BE388273 BE391517 
BM148991 BF929247 AV653435 AW250299 AW249189 6F093150 BF093173 AW205325 BFO57101 BF000551 A1341108 AL162009 AK026136 
BE907957 W73238 BI711467 BG926027 A1816428 AA837518 AI754405 BG179142 AA481485 AW023435 BE855747 AIB85101 N52163 AI0160g6 
AX}90204 BE677045 AI523320 AI126855 N26501 AA043680 AA976459 At039590 AI937917 AI361000 W94886 AI375797 AI079601 AI168238 
AAS99882 AA0d4368 AI342635 A1190294 N26Q93 AI085234 A)298169 8F939715 AI223164 K98704 BE218925 N2S394 Ai91B735 N4 1520 All 47764 
A1916796 AA85431 7 N22193 AA199850 AI149728 AA1 21263 AI051074 AA5651 16 AI097349 N22209 AA552917 N33151 052422 BF477483 
AA476599 AA52S787 Al279ig8 D53353 AA738063 AA55840S 61498334 AAg99948 AA425647 61496335 AA909624 BF197591 AW023259 A1652819 
T31424 AA088213 T311 15 AJ2066SO AA976796 AI946989 AW248762 AA449265 AA290887 AI682521 AA310227 Z38743 AA935369 AW119141 
BF941087 AI470657AI349451 AW079338 045665 N21640T30071 A1446705 R6Q220 BEB33481 R4g680 R70049 R41223 R32402R59984 R70111 
BM47e906 BE29361S BE382443 BF1S5692 BE720638 6eS3l983 BE720S94 BF085890 AA336953 61^8 
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416259 



451653 

433162 
406870 
445493 
406797 
441623 



430504 
433891 



408608 



406794 
431155 
414150 
430915 
436716 
449625 

430283 
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o>cr,«iu BRMWS RF31SSS9 BE301958 BE891114 60826267 BE253680 B6979094 AV722757 N67629 6(3997927 B191S769 6G680692 R62/77 
l^???Bl^imS^7ffl6K RreWremgSO H69529 R69983 AA259238 R97827 AA310379 W01103 A1873384 
??^™Sw^f^^S m574SN2^^^ 



409019 32320.4 



D54161R73016 055021 
AW607045 88305200 
BM480413 N26908 H39792 BE240826 



433009 
41599S 



434372 
436812 
406799 
430968 
418905 
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406813 
30 418876 
447197 
457068 
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45 440638 
400281 



2142268.1 
2117J 



858779_1 
659779J 
0_0 

1237115J 
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406781 
440129 



419970 

432585 
426395 
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121279J 

2176805_1 

1196_1 



445093 
438962 
60 425097 



437386 



418866 
70 400244 
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80 



AA76166B AA573521 R09670 R92814 

Iu«/J^ fS^^^^ R51642 F10194 BI909727 BF892532 AW950600 

AA926790 F32814AW751282AI933994AA57B823T78372BF899896BFB82B08BF974969 

BQ622121 AA631424 AA988296 AA631373 

AW978773 AW298067AA810101 AW194180 AA731645AI690673 

AAg08548 

t^!!^BS^S2lmmlf^U\ AA700560 AW576028AI610851 AI435361 BM129172AW474544 BM128899 A1814292 
A«SS?l5iS7?AS AA847056AA513301 AA369069 AA377265 

AI91918 F28413 W042^^^^^^ ^ u2a6S2 N34644 H97650 H00956 W70039 AI14283 



371165_1 
9758.4 

0.0 

2607882„1 

52134J 

13569.1 

6633.1 
222S1.3 



175963_1 
195763.1 
23175J2 



5541.2 



245847.1 
12188.1 



AA009817 F37136 N70289 AA531347 R72374 H27488 R6e605 
AW276131 

AA740616 AA654854 AA229923 

SSiolm fir?MiS^ OQQ970 BC020679 X69391 D17554 BC013B63 BG779630 BG574189 B6571988 BG494603 BG575713 AV702244 

A.S^SS698Am^ 
aSS2A^SS^3«SS 

i^^S^?rSAn^Bro^A^^Sw3^ 

Sb^?JS^?^rm?S?K^W3S^3^ 

Ss BSiS4ira^10AV7273848M4738^ BFg65435 

SS?wf7^BF'^SM5M152273AA730753VVO75MM 

AA639388AAS8494SAA776364AA77636SAAB65528 
AI732997 AA977633 AA8658tt 

^J^roSS)289AW612l>22AI2696fl8A1266578AI269675Ara^^ BF5r4183BI487126AVW0377S 8917388 

S8°!'aU15»mS83AW7S417SAW8S7737AI9118S9A»^ 



BG170636 N90052 
AI2Q7197BF773544AW196462 

jSS^BnS'^^yM038060A 



RreSag? Sl03AA040024 BF515960 BE168475 AA453247 AI267601 R60894 R44223 T33194 AA114936 W31640 WM8M\W91W 
SSSJSSf^^S aS«SS?0^«7705 AI186232AI889031 ^^"^f,^,'''^'^,^^ 



SSSKBF80a616F8()S9856F746099BF7«097 «309^W^ 

BF805990 6F805982 AA993819T34373T35804 H56242 AAB48145T36807 BFe08691 N94015 AV703438 BG774276 H82341 R76371 
]^9SK^^BFl96384AW119044Al(H80_aAW^^^^^^^ 



418304 1093209.1 



?^^mS7 W984^^8^^^ AA398655 A1554424AI274187 BE455703 AW512940 AW2413^ 

^^^L^^S^tM^^^^m^ aSi 2168 A1049738 AW514073 AA548255 AI569630 BE710031 AA244182 A1341697 AA563M4 

BI253018 AW130996 BB)74249 BE895428 81034662 BE083277 BFg52166 
BE883520 BI057842 AA2157Q2 AA2157Q3 AA368008 BE006876 86066555 
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438141 
45S397 
413828 



1173217J 
1163608.1 
94S3J 



AA778849 AW946871 AW946782 AW946955 

S?S?^Bg!^7AU124990BG829759 Am AU131718BE515064AU121812BG898850AL5584S1 BM151887 

00)11603 Bj^l^l^^/^^^ AumcMQQ aui^co-ua ueesnoKi AUTOIdd AUISQSaa AAfi33376 AW1 50821 AA536142 



10 410704 1054673.1 
400233 11259.1 

15 

20 

25 

30 

35 

40 413891 823.1 

45 410584 35319.1 



nnvR^AiR AA102378 AA7S7993 AA687769 R55540 AA505784 BI82070S B1767939 
A^4M^S4BK7©^^^ 

BoSl NiyL001020 BC007977 M6a854 BM050628 BG829809 BE385504 BG744451 BIB26914 BE440007 BI260656 BE3951 17 BE389334 
SlMiraK^a BG714408 BE392513 AV722219 AW328077 BM424171 81828267 AW95B606 BG831252 

BeI^ BKWO33S15 bS BE621019 BG706995 BE791985 BF967484 BI193635 B6761859 BM466537 BG747165 BG827488 
^S^IWIIBI^^^^^^^ 
BgSTSb^4S3S71^ 
I^SSS^bS BF975645 BF34365^ 

auSirSa ffll939^^ BI160371 BG754991 BF973348 BF663234 BF032537 BE388158 BM0Q9051 BI192794 BG831002 BG830459 

K^IS8BM17MB^^^^^ 

1^^06419627 8^8771 BF975M2Sa»BI161149 86831302 B6B30033BG829B26BM050064 BI193014 BI161360 BG822729 
B^MsSbS B^l^^^^ 81161350 81114178 B6481969 8G474870BF974048 BF971122 BE741405 

a^SBt5?^MBF1K072BM^^ BG831323 B1194545 B1160968 BG755330 BG706018 BE743865 8M465145 

1SS?^bgSb7^ibe^^^^ 

A^2K35B^S^^^ 

RrrSi^mmiO BF5fi8^^ BI161172 BI1 18773 BG827153 BG825088 B6335419 BG109404 Al92g06B BE906354 BE408564 
ISiS2^S?7lSBSK BG829961 BG479305 BG260397 A1922228 BE301975 AWSI^^^^ 

BG4S6M AW9M17B^^^^^ BE395717 BE391427 B1192954 BG829757 BG476379 BE301536 BE394727 BE2576^ BE^ 

awm^RfSib y^S^^^ BF034756 BE904a77 BG830886 BE909163 BE907998 BE395767 A187t751 BE744523 BI192663 
SgSIS BE^^sS^ BE393375BE393033AW170187BE730961 BEK6410 B£4^^^^ 

B^U48 Sm) BeSi BE258477 BE905970 BE901567 BE898833 BE880326 BF726889 BE910504 BE390753 BE390131 AA650542 
liMltSlilJl»BCT42M7BS 

BKT^ 1^458 BE6ia01 BE^ 8E907536 BE907353 BE910491 BE909796 BE905331 AW248173 A1683576 BE908826 BE620180 
bSbSS BE^^ 

B^72 lioesraS? BE910^^ BE514657 B1261969BE741707 BE392216 BM042793 BF570283a^mB^7 BCT^B 
AW^8»S^ BF569178 BE263240 AI700512 BG830290 BFS69308 BF569t55 B1194587 BE390831 BG745096 A1681W^^M674 
AAim^^^MMfflO 

F?Q4^UQ^1AIMSM5W90^^ F31013F24305 _ 

aS7A^1^bS9F29558AI537342BF5 
AJS^miCfiAS0BF5« 
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TABLE sec 

Pkey: 

Refc 

Strand: 
NtposiOon: 

Pkey 

402474 

402145 

401091 

401466 

401113 

406542 

405086 

401846 

404854 

405266 



Sequence souce. The7dlgttmimbeislnthiscoIuninareGenbankWenWler(G0mim^ "Dunham,elai referstottie 
human chrotnosoms 2T Dunham, et al. (1999) Nature 402:48^95. 
Indicates DNA strand from which exons were predicted. 
Indfcates nudeoiide posHioiis of predicted exons. 

Re! Strand NtposiSon 

7547175 m\s 5352e^8,55755-5S920.5753Mn57 

8018280 Phjs 113086-114800 

9958240 Ptus 94760-94898 

6682292 Plus 28748-29023 

9966541 MBnus 19419-19959 

7711499 Phs 117335-118473 

8072509 Plus 73664.73841, 74081 -74217,7461 W4779.7492 

7712190 Minus 82775-82823.82912.83022 

7143420 Ptus 14260-14537 

4156171 Mhws 63337-63552 



putjOceOon enfided "The DNA sequence of 



75 



TABLE 57A: 703 genes upregUlated In testiato cancer lelaSvo Id «^ 
Tfltte 57Alists about 703 oenesupreBulaled in iBstkwIar cancer.^ 

nSS^ JSSL Th^^ GeneexpfesstondataforeachprabeetoMdnedt^ 

donins Indlcalive d haw otwgenlc fundloo Of of transdiKino 
Ttnv plwsphBtase. or locutransporte^ Certain 
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Pkey: Unique Eos probeset identifier number 

ExAcciL' Exemplar accession number, GenBank accession number 

UfiiGenelD'. UniGene number 

Pf8d.ProlOomains: Certain predicted protein domains. Abbteviafions used: Tl\^. transmembrane domain; SS, signal sequence; =Y, very likely to contain: -M, 
likely to contain; other protein doman abbreviafions are from PFAM (Nudek: Acids Research, 2002, 30:275-280). 

UnKSeneTifie: UniGene gene tiOe . ... 

R1 gsth percentile of testkxilar cancer A)s divided by the 50th percentile of noimd tissues Als. where the 10th percentile of al normal tissue Als was subtracted 

from both the numerator and denominator 

Pkey; ExAccn; UnigenelD; Unigene Title; Pred.FrolDomains; R1 

424687; J05070: Hs.151738; matrnc metalloproteinase 9 (gelalinase B, 92kD geiafinase, 92kD type IV collagenase); matrix melalloproteinase 9 (gelatinase B; 31.23 
440119: M865455; Hs.125331; ESTs, Moderately shiflar to unknoum (H-sapiensJ; ESTs. Moderately stmflar to unknown [lis; 27.37 
421241: X91817: Hs.102866: transketolase^Ike 1; transketolase^'ke 1; 26.89 

431840; AA534908; Hs.2850; POU domain, class 5. transcription factor 1; POU domdn, class 5, transcription facto; 25.03 
435918; AF263538: Hs.86232; growth differentiation factor 3; growth differentiation factor 3; 19.88 

432666; AW204069; Hs.35l 118; ESTs, Weakly similar to unnamed protein product [H.3aptensl: ESTs. Weakly slmBar to unnamed protein ; 17.74 

419S56: U2gsiS: Hs.91093: chlfinase 1 (chltotrtosidase); chHinafie 1 (chitotrioskiase}: 17.64 

452B38; U6501 1; Hs.30743; preferentially expressed antigen In melanoma; prefereniaally expressed antigen in mela; 17.06 

417886; AA214584; ; ESTs: ESTs; 15.95 

412265: AA101325; Hs.86154; hypothetfcal protein FU12457; hypothetfcai protein aJ124S7; 15.93 
425572; ABO1 1076; Hs, 158307; undrfferentiated embryonic cell transcriplton factor t; undifferenlialed embryonic cen transcri; 15.82 
423905; AWS79960: H3.135150: lung lype^ cell metnbrane^ssociaied gtycoprotein; lung type-l ceil membrane-associated gly: 15.11 
419741; NM 007019; Hs.93002; ubiqurtfn cam'er protein E2-C; ubk^uiSn canter protein E2-C; 15.08 

427584; BE4i0293; Hs.179718; v-myb avian myetoblastosis vira! oncogene homolog^ikft2; v^nyb avian myeloblastosis viid oncogeti; 14.17 
418696; AW959433; H8.325290; hypothetic^ protein FU12581: hypothelfcdl protein FU12581; 13.58 
41681 9; U77735; Hs.80205; plnv2 oncogene; pirrv2 oncogene; 1 3,20 

414034; U89277; Hs.305985: earty development regulator 1 {homolog of polyhomeofc 1); early devetopcnent regufalor 1 {homdog o: 1253 
454077; AC005952: Hs.37082; insufin-iike 3 (Leydig ceil}; )nsuIiT>rike 3 (Leydig cell); 1Z90 
432730; AI066520; Hs.1 31358; ESTs; ESTs; 1 Z84 

446293; AI420213: Hs.149722: UM domain transcrfption factor UM-1 (hUM-1) mRNA: LIM domain trarscriptfen factor UM-1 (h; 12.74 
423354; AB01 1 13a. Hs.127436; cateium channel, voltage-dependent, alpha 2/detta subunit 2; calcium channel, volteg^dependent. alph; 12,46 
450581; AF08t5t3; Hs.25195; TGF-beta 4; TGF-beta 4; 1Z42 

450719; AI096837: Hs.21349; ESTs. Weakly stnnlar to RBBBJWMAM RA&REIATH) PROTEIN RAMB lHaaptensJ ESTs. WeaUdy shnHar to RBBB.HUMAN RAS4?; 12.26 
431462; AW583672; Hs.256311; granln4ike neuroendocrine pepikte precursor; grantnrfle neuroendocrine pepBde precu; 11.96 
431354; BE046956; Hs.251673; DMA (cytosine-5>)4netMtransii9rase 3 beta; DNA(pytosine^)wnethyltransterase 3 be; 11.91 
402199; ; ; Target Exon; Target Exon; 1 1,85 

424578; AK001973; Hs.l50B90; hypothetical protein: hypothefica) protein: 1 1.81 
416350; AF188625; Hs.189507; phosphoKpase A2, group IID; phosphoSpase A2, group 110; 11.67 
439979: AW600291: Hs,6823: hypothatfeal protein FU10430: hypothetical protein FU10430: 11.57 
410048; W76467; Hs.343874; proline oxidase homolog; proline ondase homolog; 1 1.42 

442573: H93366: Hs.7567: branched chain aminotransferase 1. cytosotic; branched chain aminotransferase 1. cytos; 11.42 
414812: X72755; Hs.77367; monokine hduced by gamma Interferon; monokine Induced by gamma interferon; 11.38 
421917; AB028943; Hs.109445; KIAA1020 protan; KIAA1020 protein; 11.15 

440006; AK000517; Hs.6844; NAU^ protein; PYRlf«)onlalnlng APAFI-Rke; NA!P2 protein; PYRIN-Contalning APAFI-B; 10.92 

414683; S78296; Hs.76888: hypothettoal protein MGC12702: hypothetical protein |yiGC12702: 10.91 

423673; BE003054; Hs.1695; matrix metalloproteinase 12 (macrophage eJastase); matrix noelaltoprotetnase 12 (macrophage ; 10.74 

433800; AI034361; Hs.135150; King lype^ ceU membran^associaled glycoprotein; lung typ6>l cefl mentrane-assodsted #y: 10.68 

429120; AK001673; HS.1S6530; hypothetical protein FL)10811; hypothetfcal proti* FU1081 1; 10.48 

444371: BE540274; Hs.239; Ibridiead box RA1; forichead box Ml; 10.46 

441553; AA281219; Hs.121296: ESTs; ESTs; 10.37 

426534; U58096: Hs.2051; testis specific protein, Y-Bnked; testis spedfte protein. Y-Rnked; 10.28 
441878; AI801869; Hs.127982: ESTs; ESTs; 10.06 
432117; AL036195: H3.29Q9: protamine 1; protamine 1; 10.01 

425427; A1652662; Hs.317432; branched chain aminotransferase 1, cytosofc; branched chain aminotransferase 1, cytos; 9.97 
416201; AA467752; Hs.195161; ESTs; ESTs; 9.97 
410929: H47233; Ks.30643; ESTs; ESTs; 9.91 

427486: AA974433: Hs.362432: fibroblast growth factor 4 (heparin secretory transforming protein 1, Kaposi sarcoma orvsgene); (Ibrobtest growth bctor 4 (heparin seen 9.81 
427239; BE270447; H8.356512; ubiquitin canter protein; ubiquifin carrier protein; 9.68 
402680; ; ; Target Exon; Target Exon: 9.68 

409208; Y00093; Hs.172631; Wegrin. alpha X (antigen CD11 C (pi 50). alpha polypepfide); Integrin, dpha X (anfigen C011C (pISO),; 9.46 
443426; AF098158: Hs,9329: chromosome 20 open reading frame 1; chromosome 20 open reading frame 1; 9.42 
440207; A1371978; HS.12B326; ESTs; ESTs; 9.41 

433001: AF217513; Hs.279905: clone HQ0310 PRO0310p1; done HQ0310 PRO0310p1; 9.41 
447534; AW953935; HS.2BB655: ESTs: ESTs; 9.33 
442333; A1650877; Hs.12930% ESTs; ESTs; 9.28 

421307; BE539976; Hs.103305: Homo sapiens mRNA; cDfW DKFZp43480425 (from done (}KFZp434B0425); Hbmo sapfens mRNA; cDNA DKFZp434B0425 (f, 9.24 
423458: A120421 2; Hs.35l 1 1 3; ESTs; ESTs; 9 J23 

431958; X63629; Hs.2a77; cadherin 3, type 1, Pnadhecin (placental): cadherta 3, type 1. P-cadherin (placenta; 9.23 
422938; NM.0018Q9: Hs.1594; centromere piolsh A (17kD); oenlromeiB protein A (17kD); 9.21 

41 1027t AF072D9g; H&.67846; leukocyte biununogtobulbvtlke receptor, subfemlly B (with TM and THM demons), member 4; teukocyte bnmunogtobuBn^ike receptor. : 9.21 
425397; J04088: ib.1S6346; topdsomerase (DNA) tl ^a (170kO}: topoisomerase (DNA) II alpha (170kO); 9.18 
428564; AK001666; Hs.189095: similar to SALL1 (sal (Orosophlla)-like; similar to SAUI (sai (DrosophilaHike; 9,17 

428970: BE276891; Hs.194691 ; retindc ack) Induced 3 (RAIGI); metebotropto glutamate fandy GPCR; retinoic add induced 3 (RAIGI); metabo; 9.1 1 
44773% AF1S7482; H5.19400: M«32(mlto6carresldelBtent. yeasl homdogHike 2; MA02 (mitoGc arrest defident, yeasl. ti; 9.11 
422310: AA316622: HS.S8370: cytodvome P45a subfemDy lia pdypepfitte 1; cytodwwie P450. subfamily IIS. pdypept; MO 
449722; BE2B0074: Hs.23960; cydin B1; cydin Bl; 8.86 

441560; F13388: Ks.7888: v-erb^ avian 6(ythroblastic teukemta viraf oncogene homotog^ 4 (KER4); v-erb-a avian eryfhrobtesSc teukemia vi; 8 J6 
440983; It420681; Hs.7594: sdute carrier l^roOy 2 (fadliteted glucose transporter), member 3; sohite earner family 2 (fadCteted glu; &86 
403342: AU07705B; K154089; BRCA1 assodated RING domain 1; BRCA1 assodated RING domain 1: 8.83 
420367; AA:S9Q90; HS.270ZB: ESTs; ESTs; 8.82 

415947; U14045: Hs.78334; rnutS (^ odO homdog 2 (cobn cancer, noripolyposte tyi» 

41 BS13; AA744529; Hs.86575; mSogen-acfivaled protein kinase kinase kinase kinase 1; mitogeD^cSvated protein kinase kinase ; &71 
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41 7407; AA923278: HS.29090S: ESTs. Weddy Similar to prelease (Ksapiens^ ESTs, WesMy sinlter to pioteasa (Ksaid: a64 
407239; AA0763S0;HiG7846;l8iilBocytelninwnog^ 

436481; AA379597; Hs.5t99: HSPC150 pmteln simOar to ulj^quifirHariiugating enzyme; HSPC150 protein similar to utrfquiaKcn; aSS 

412140; AA219691: K3.73625; RAB6 intefScSng. idnesMcs (rabMnesbi Sj; RAB6 toteractino, kfriesiivGka (rabUnes; a52 

438091: AW373062 HS.351S46; nuclear receptor subfamily 1. group t. member 3; nuclear receptor subTamDy 1. group I. m; asi 

424800; AU)3S588: Hs.1 53203; K^O family Inhibitor; MyoO fanfiy inhibitor. 8.45 

447188; H65423; HS.17S31; hypoffieScal protein DKFZp434E2135; hypothetical pioteln DKFZp434E2135; 8.45 

430056; X97548; Hsi260S9: KRAB-assodaled protab 1; KRAB-assodated protein 1; a42 

417389; B£%0%4; Hs.62045; mUkine (neurfto growth-promoGng factor 2); midkina (neurits firowlh-pfomoCng factor. ^40 

430676; AF084866; fti.372585; gteKomo sapiens envetope protein R(C-3 (env) gene, complete od; gbitomo sapiens envetope protein f«C-3 (: 8.38 

42075% T1 1832; Hs.127797; Homo sapiens cDNA FU1 1381 Ss. done HEMBA1000501 ; Homo sapiens cDNA RJ11381 fis. done HE; a38 

406621; X57809; Hs.181125; Immunogtobunn lambda locus: immunogtobu&n lambda locus; a37 

453914; NM.00OS07; Hs.S74; fnictose-1.6-bisphosphalase 1; mjctose-1.&>bisphosphat^ 1; 8.25 

423198; Md1933; Hs.1634; cell diviston cyde 25A; cefl dMsion cycle 25A; &19 

418299; AA279530: Hs.83968; integrin, beta 2 (ant^ C016 {p95). lymphocyte funcBon-assodated antigen 1; macrophage antigen 1 (mac-1) betasubunlQ; intogrln. beta 2 (anfioen 
CD18(p95),ly;ai7 

453968; AA847843: H3.6271 1; High mobSHy group (nonhistone chromosomal) protein 4; High mobility group (nonhistone chromoso; ai6 

453985; N44S45; H3.251885; ESTs; ESTs; ai4 

451108; BE382701: H5.25960; N-fc^YC oncogene; N-MYC oncogene; aiO 

42034?. AL033539; Hs.97124; Human DNA sequence from done RP1-30gH15 on chromosome 6p22.1-22.3 Contains a gene similar to HDGF (hepatomft^ertwd growth tetor (hlgh- 

mobfiify group protein l-fitce)), ESTs, STSs, GSSs and a CpG isl; Human DNA sequence from done RP1-309H15; 8.03 
415657; AAB661 15; Hs.127797; Homo sapiens cONA FU11381 iis. done HEMBA1000501; Homo sapiens cOfM RJ1 1381 fis. done HE; 8.02 
425501; AW629485; Hs.140720; GSK>3 binding protein FRAT2; GSK^ binding protein FRAT2; 7.90 

421016; AA504583: Hs.101047; transcriptton factor 3 (E2A imininoglobuGn enhancer binding factors E12/E47); transotipSon factor 3 (E2A imniunoflM>d; 7.89 

432407; AA221036; ; gb3r03fUr1 Stratagcne ^fT2 neuronal precursor 937230 Homo sapiens cONA done 5* similar to SWtPOl^BAEVM P10272 POL POLYPI«)T0N :, mRNA 

sequence; gb:zi03f12.r1 Stratagene NT2 neuron^ pi; 7.83 
422846; BE513934; Hs.1 583; neutrophil cytosolic factor 1 (47kD, chronic granulomatous disease, autosomal 1): neutrophil cytosoiic factor 1 (47kD. dr. 7.80 
433226: ^28212; Hs.14953; iaAA1491 protebi; KIAAt4gi protein: 7.73 
446528: AU076640;Hs.15243;nudedar protein 1 (120kP); nudeolar protein 1(120kD); 7.71 

447350: AI375572; Hs.172634; v-erb-a avian erythrobiastto leukemia viral oncogene homotog-like 4 (HER4); v-erb^ avten erythrofalasflc teukeniia vi; 7.71 
448775: AB025237; Hs.388; nud« (nudeoslde diphosphate linked moiety XHype motif 1; nudix (nudeosUe diphosphate Onked md; 7.71 
430253; AK001514; H5.236844: hypothetical protein FU1065% hypothetical protein FU10652; 7.70 

444764: D12485; Hs.11951; ectomideolkle pyrophosphatese/jpiiosphodiesterase 1 (Ptesma^ membrane glycoproldn P&1); ectomideotide pyrophosphatese/diosphodl; 7.62 

443537; D13305: Hs.203; chotecystbldnh B receptor; diolecystokinin B receptor; 7.57 

446291: BE397753; Hs. 14623; Interferon, gammaJndudble protein 30; Interferon, gammaWudbte protein 30; 7.55 

410008; AW732308; Hs.57783; eukarydic translation Initiation Mu* 3. subunit 9 (ete. 1 16kO); eukaryotic translation inttialion factor; 7.53 

430255; AK0007Q3; Hs.323822; Homo sapiens mRNA for KIAA1551 protein, partid cds; Hon» s^ns mRNA for KIAA1 551 protein. ; 7.52 

411975: AI916058; Hs.144583: 3'UTR ot dead ringer (DrosophDSHike 1; 3mRof: dead ringer (DrosophQaHike ; 7.50 

439864; AI720078; Hs.2gi 997; ESTs. Weakly sMIar to A47582 B-ceO growth factor precursor [H.SBptens): ESTs. Weakly simile to A47582 7.47 

440773; AA3S2702; Hs.37747; Homo sapiens, Similar to RIKEN cDNA 2700083B06 gane. done MGC:4669. mRNA. cotrrplete cds; Homo sapiens. SlrnOa- to RIKEN cONA 2700; 7.47 

417705; AW134952; Hs.l7S220; hypothetical protebi FU14541: hypdhetical protein FU14541; 7.47 

425367; BE271 188; Hs.155975; protein tyrosine phosphatase, receptor type, C-assodated protein; protein tyrosine phosphatase, receptor t; 7.47 
407710; AW022727; Hs.23616; ESTs; ESTs; 7.45 
445093; AI207197; Hs.374149; ESTs; ESTs; 7.41 

4181 13; A1272141; Hs.83484: SRY (sex detennining region V>box 4; SRY (sex detemiining regfon Y).box 4; 7.39 

41 7900; BE250127: Ks.82906; COC20 (cell division cyde 20, S. cerevtstee, homotog); C0C20 (cdl dhrision cyde 20. S. cetevi; 7.37 

429469; M64S90; Hs.1 11801; glycine dehydrogenase (decarboxyleSng; glydne decarboxytese, glydne deavage system protein P); glydne dehydrogenase {decarboxytetir«; ; 7.33 

422726; U1 1690; Hs.1 572; faciogenltal dysplasia (Aarskog-Scott syndrome); fadogenitei dysp(£Bla (Aarskog^tt sy; 7.33 

430504; H52761; Hs.44095; Homo sapiens, ctone MGC:12617, mRNA, complete cds; Homo sapiens, dona MGC:12617, mRNA. com; 7J2 

448981; A1968719; Hs.195387; ESTs; ESTs; 7.28 

41 3762; AW41 1479; Hs.848; FK505^ding protein 4 (59kD): FK506*Inding protdn 4 (59kD); 7.26 

435092; A1137310; Hs.4749; Homo sapiens mRNA; cDNA OKFZp761E13121 (from done DKFZp761E13121); parfid ods; Homo sapiens mRNA; d3NA DKFZp761E13121 {; 7.25 
434414; Airg8376; ; gb.tr34b07.x1 Na,CGAP.Ov23 Homo sapiens cDNA done 3r similar to TROl 5475 015475 UNNAMED HERV41 PROTBN n«NA sequence; gb.1r34h07j(1 

Na_CGAP_Ov23 Homo sapiens; 7.24 
428977; AK001404; K8.194698; cydin B2; cydin 82; 7.19 

434274; AA628S39; Hs.57783; ESTs. Moderately Simiter to AUJ1.HUMAN AUJ SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY lasaptens); ESTs, Moderately 
simaar to ALU1J<UMAN A; 7.19 

446700; AW2Q62S7; Hs.156326; Human DNA sequence from done RP1 M45122 on chromosome 6p21 .32-22.2 Contains the gene fbrfnyeRnfeflOodSndrDCyteglyoopratein MOG. 

(part of) the gene for a novd KRAB box conteining C2H2 type zinc f. Human DNA sequence tiom done RPl M4512; 7.16 
420524: AB01057S; Hs.98547; airitorkte^ensilhn cation channd 3. testis; amltorid&^enslthw catton channel 3, te; 7.15 
439053; BE244588; H8.6456; chaperonin contefdng TCP1, subunit 2 (beta); chaperontn containing TCP1, subunit 2 (b; 7.14 
445076; A1206888; Hs.154131; ESTs; ESTs; 7.14 
448588; AI970276; Hs.156905; KtAA1676; K1AA1676: 7.13 

429486; AF155627^ H5.203963: hypothetical protdn FU10339; hypothetical protein FU10339; 7.10 

441362: 6E614410C Hs.23044; RAD51 (S. ceravisiaa) homdog (E cdi RecA homdog): RA0S1 (S. cerevislaa) homotog (E cdi Re; 7.04 

433914; AF108138: Hs.112160; Homo sapiens DNA hdlcase homdog (PIF1) mRN^ partiai ods; Homo sapiens DNA hdicase homdog (PtFl); 7.02 

413278; BE563085; Hs.833; Interferon^timulated protein. ISkDa; Interfenxvslimulated protein, 15 kDa; 7.02 

423765; R23858: Hs.143375; Homo safdens, dona IMAGE:3840937. mRNA. partial ods; Homo sapiens, done IMAG£:3840937. mRNA.; ^96 
416658; U03272: Hs.79432: fibrHBn 2 (congsdtel oontradural arachnodactylyji; fibriUin 2 (congenitd contractural ara; 6i92 
438450: AI0S0866: Hs.65853; nodal, mouse, homdog; nodd, mouse, homdog; 630 

415323: BE269352: Hs.949: neutrophil cytosoQc fador 2 (6SkD, chrodc granuloma disaase. autosomd 2); neutroph'il cytosoGc factor 2 (65kO, chr, &80 

444381; BE38733S; Hs.283713; hypothetical protein SC014245; hypothetical proteto BC014245; 6.89 

447582; BE293520: H5.18910; prostate cancer overexpressed gene 1; prostete cancer oveiBXpressed gene 1; a89 

424779; AL046851: H3.153053: C037 anBgen; CD37 antigen; 6.89 

443907; AU076464: Hs.9963; TYRO protein (yrosfne kinase bindmg protein; TYRO protein ^yrodne ktoase IMng pro; a84 
427298: AA400495: : ESTs; ESTs; £82 

414732; AW41(^6; Hs .77152; nMiromosome maintenance defldent (S. cerevbtea) 7; mlntohromosome maintenance defident (S.; aSI 

424959; NM_005781; Hs.153937; aclhrated p21odc42Hs kinase: adhrated p21cdo42H9 Unase; aSI 

426866; U02330;Hs. 172816; neursguSn 1;oeunegu(ki 1;a80 

418203; X54942: Hs.83758: COC28 protein kinasa % CDC2B protein ktoasa Z aSO 

427521: AW973352; ; ESTs; ESTs; a75 

430397; AI924533: Hs. 1 0Seor, btearttonate transporter fdated proteto 1 : bicarbonate (ransporte 
4277ig( AI39312% Hs.134726i ESTs: ESTs; a74 
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439453: BE264974; Hs.6566; Ihyroid hoonone receptor interactor 13; Ihyrofd honnone receptor tnteractor 13: 6.72 
453348; BE272318;Hs.8595: hypothetical protein FU12438:hypothetMal protein .e-m 
446113; AW967553; Hs.32351 8; Homo sapiens mlWA for FU00083 protein, partial ofc; Hbmo sapiens mRNA Ibr FUIX)083 protein. . 6.70 
445363; N(A_005993; Hs.12570; tubuTm-specific chaperone d; tubulin-spedfe chaperone d; &70 
5 433701; AW445023; Hs.15155; ESTs; ESTs; 6.69 

418054; NM_002318; Hs.83354; lysyl oxidase-like 2; lysyl owdas&lte 2; 6.63 

441031; All 10684; Hs7645;ttbdnogen,B beta pdypeptide; fibrinogen. B beta pot^^ ^ ^.^^^yaoo^arROi 

439237; AW408 158; Hs.31 8893; ESTs, Weakly sintilar to A47582 B^I growth factor precwBor (H^ apJensJ; ESTs. Weakly similar to A47582 B-m gr; 6.59 
424381: AA285249: Hs.146329; protein kinase Chk2 (CHEK2); protein Mnase 0*2 {?!?2L®i?.,. . * « 
1 0 414821: M5383S; Hs.77424; Fc (ragment of IgG. high affinity la, receptor for (CD64}: Fc fragraenl of ^G, high rflnlty la. le; 6.58 
418883; BE387036; Hs.1211; acM phosphatase 5, tartrate resistant; acid phosphatase 5. latrrfe resistant 6.57 
414161; AA136106; Hs.l84852: K1AA1553 protein; K1AA1553 protein; 6.57 

437437; AA226869;Hs.351623; hypotheses protein D»<FZp762L0311;hypolhelicd ^ , c« 

425769:U72513:Hs.l59486:HumanRPL13.2pseudogenemRNA.completecds:HumanRPL13.2^ ^^w««ic.Hn™^«otefls Similar 

1 5 452363: AI582743; Hs.94953; Homosapiens. Similar to complement component 1, qsubcomponenl, c polypeptWe. ck)neMGC:17279, mRNA, compielecds. Homo sapiens. Similar 
tocomptementcomp:6.55 ^ . . . -« 

422765: AW409701: Hs.1578; bacuIoWrd lAP repeat-«Jnlalning 5 (swvivln); bacutovral lAP repeat-conlaining 5 (sur; W1 

409893; AW247090; Hs.57l01; minichromosome maintenance deficient (S. cerevisiae) 2 (mllDtIn); ntinfehramosomeina^ B.W 

418918; X07871; Hs.89476; CD2 antigen (p50). sheep red btood cell receptor. CD2 antigen (p50). stwep red Wood cd^ ;6.49 
20 41791 1; AA333387; Hs.82916; chaperonin containing TCP1 . subunit 6A {zeta 1); chaperonin conl^ning TCP1, suburat 6A {; 6.44 

427747;AW411425;Hs.1B0555;serfneAhreonlnekinase12:8erine*reonlnekinase1^^ «,.i,^«^ft^9 

409142; AL1 36877; Hs.507SB; SMC4 (stiuchjral maintenance of chromosomes 4, yeast^Pke 1; Sh^C4 (slructuraJ majnlenanceof chromoso; 6.42 

430280; AA361258:Hs.237868;intefteukin 7 receptor interleiAin 7 tecepton 6.42 

432938; T27013: Hs J1 32; steroidogenic acute regulatory protein; sleroldogente acute regulatory protein; 6.42 
25 422809; AK001379;Hs.121028:hypolhelteal protein FU10549; hypothetical prBteinm^ ,.ti«^ uim&MTiiBDV.ft^ft 

42«78! AIS91305; Hs. 169084; EST^. Highly similar to TUUJiUMAN TUBBY REIATEO PROTEIN 3 lH.saplensJ; ESTs. Highly slraBar to TUUJWMAN TUBBY; 6.40 

4171 15; AW952792; Hs.334612; sman nuclear ribonudeoprotein potypeptWe E; smal nuclear ribonudeoprotein j?olypept;6.39 

428227; AA321649; Hs.2248; small inducible cytokine subfamily B (Cys-X-Cys), member 10; smdl indudbto (grfokhB suWamily B {Of m9 

441384; AA447849;Hs.288660;retinolc acid Induced 3; retindc acid induced 3; 6.38 
30 438915- AA280174; Hs.285681; Williams-Beuren syndrome chromosome region 14; Wiiliams-Beuren syndrome chromosome regi; 6.^ 

444159: AF1 1 6846; Hs.il 0431; dead rfnger (Drosophiia)-Hke 2 (farfght and dead ringer); dead nnger (DrosophlteHa» 2 (brfflht ; 6.31 _ 

425274; BE281191; Hs.155462; nWchromosome maintenance defidenl {mJs5. S. pombe) 6: njnjranw^ . 

35 434649; AA738254; Hs.165390: ESTs, Highly simnar to A40350 Iranscrtptkin repressor protom YY1 IRsapiensl; ESTs. WgMy similar to A40350traB8Cf1p. 6.30 
420507; AF093408: Hs.g8397; A Mnase (PRKA) anchor protein 3; A kinase (PRKA) anchor protebi 3; a30 
415829; AW450198; Hs.163742; ESTs; ESTs; 6.28 c » » i.i«h aiiwh, i li 9fi 

410342; R31350; Hs .743; Fc fragment of IgE, high affinity I, receptor for; gamna polypeptide: Fc fragment of IgE. hlgn aflinity I, rec; 
446839; BE091926; H8.16244; mitoCfc spindle coiled^Mll related protein; mitotic spkidle coiled-coil related prot; 6.25 

40 457465; AW301344; Hs.122908; DMA repBcalfon factor; DMA replfcation factor; 6.25 
428918; AL036967; Hs.2324; protamine 2; protenme 2; 6.24 

443523; AK001575; Hs.9536; hypothetical protein FU10713; hypothetical protein FU10713; 6.19 

424415; NM_001975; Hs.146580; endase 2, (gamma, neuronai); enoAase 2, feamma. neuronaS); 6.19 

407245; X90568;Hs.172004;titin;titin; 6.18 ^ . „,^„,„-„ 

45 458627; AW088642; Hs.97984; SRY (sex detenranlng region Y>box 17 (S0X17); SRY (sax detemimma regwn Y)h^ S^fl®"?,^ ^ 

421379; Y15221: Hs.103982; sradB inducible cyteWne siibfamily B{Cys-X-Cys), member 11; small iMudbie cytokine subfamiiy B (Qr. 6.16 

435099: AC004770: Hs.4756: Hap slrudure-spectfic endonudease 1; flap stniclure^pedfic endonudease 1; 6J3 

424308; AW975531; Hs.154443; minichromosome maintenance deftelent (S. oerevislae) 4; mintehrortBsome ma&itenancoeeacient (54 

430521; NM^Of 6383; Hs.242183; HOM-TES^ tumor antigen; HOM-TES^ tumor anfigen; 6.10 
50 444823; 6E2B2989;Hs.12045; putative protein; putefive protein; 6.10 ^ > • cna 

428484; AF1 04032; Hs.l84601; solute canler family 7 (cattoiiic amino add transporter, y system), member 5; sohite earner famHy 7 (cMc amino ; 6.09 

402260i ; ; NIULOOlWiHomo sapiens tibrillarin (FBl^. mRNA. IranscripO (FBA). mRNA.; NM_001436tHomo sapiens fibrillann (FBI^ a09 

441321; H17182;Hs.7771;B-cel!assodated protein; B^ellassodaled protein; a05 ^ , , ^ ,c o • oxa 

422283; AW41 1307; Hs. 1 1431 1: aXM5 (cell divisfon cyde 45. S.cerevlslae, honwk)^ 
55 431629; AU077025: Hs.265827; inlerfBion, alpha-lndudbte protein (done iFI-6.16); interferon, alpha*«ludbte protein (doj 6M 

402678; ; ; Target Exon; Tai^ Exon; 6.03 

453884; AA355925;Hs.36232;KlAA0186 gene product; K1AA0186 gene product; 6.01 o^eo cim 

439753; BE262233; H5.7423; hypothetfcal protein from EURttMAGE 2168212; hypolheilcal protdn from EUR01MAGE2168; 6.01 

420696; NIA_002692; Hs.99185; polymerase (ONA directed), epsilon 2; polymerase (DNA directed), epsiton Z 6.01 
60 420676; AI434780; Hs.4248;vav 2 oncogens; vav 2 oncogene; 6.00 

418756; AA252254; H5.226949; ESTs; ESTs; 5.99 

454438; AA224053; Hs.172405; cell dwislon cyde 27; cell divlskw cyde 27; 5.98 

407818; AU)21938; Hs.40l54; jumonil (mouse) homotog; iumorip (mouse) homdog: 5.98 

41331 3; NML002047; Hs.293885; glycyl-tRNA synthetase; giycyMRNA synthetase; 5.96 
65 424247;X14008;Hs.234734;lysozyme(renaiamytoWbsi»):lywzyTO ^r^r^ ^ ^ ^Tix^t^c^^^^coA 

417777; A1823763: Hs.7055; ESTs, WeaWy sima* to 178885 serinerthieorilnMpedHc protein kinase IH^aplensl; ESTs. Weddy sirriter to T78885 sertneflh; 5.94 

449569; A1656634; Hs.195389; ESTs; ESTs; 5.92 

436576; AM58213;Hs.77542; ESTs; ESTs; 5.90 . . ^ . , coo 

438746; A1885815; Hs.184727; Human melanom»^ssoddted antigen p97 (metenotransferrin) mRNA, y flank; Human meianoma^ociated antigen p97 (m; 5,89 

70 4a0005:AW271l06:Hs.133294:ESTs;ESTs;5.89 ^ , . >.»r 

417208; S67773; Hs.81 665; v-ldt Hardy-Zud^erman 4 fdine sarcoma vlrd oncogene homolog; v-kit Hardy-Zudierman 4 fefine sarcoma v; J-oo 
403171; ; : C2001472*:gil5809578|gb|AAB41848.2| (U64675) spemi membrane protein BS^3 (Homo sapfensHI; C2001472';gi|5809678|gblAAB41 848.21 (U64; 5.87 
44873ti AB032983; Hs.21894; K1AA1157 protein; KIAA1157 protein; 5.87 ccc^ 
406137; ; ; NW_000l79':Homo sapfens mutS (E, cdi) homolog 6 (MSH6), mRNA. VERSION NM0017ai Gl; NM-000179*tHomo sapiens mulS (E. cdi) h; 5.85 

75 423787:AJ295746;H5.236204;nudearpoieoomptexprotein;nudearpofBcomptexpffltein55.85 

425126; N32759; Hs.l72944: dwionic gonadotropin, beta polypeptide: diorionic gonadolropln. bete pdypeptide; S.B4 

452796:AB011100:Hs.30656;KlAA0528geneproducl:KIAA052Bgeneproducl;5.84 , «.^o,nrH. eon 

418322; AA284166; Hs.841 13; cydln^tependent Idnase Inhibitor 3 (COK2-assoda!ed dual spedfidly phosphatese): cydbMlependeirt Idnase iiridbttor 3 (COK; 5.80 
447359; NM.012093; Hs.18268; adenylate idnase 5; adenytete kinase 5; 5.79 
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414761 : AU077228; Hs.77256; eithancer of zeste (OPOSopNlal) hontotog 2; enhancer of zeste (DrosopNii) homolog 2; 5.75 
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430287: AW182459; Hs.125759; ESTs. Weddy sbnBar to LEUSJtUMAN LEUKEMIA ASSOOATB) PROTEIN 5 (Rsapiensl; ESTs, VteaUy sbnUar to LEU5J1UMAN LBJKE: Sl74 
4362S1; BES15Q65; Hs.296585: nudedar protein (KKE/D repeal): nudeoter protein (KKBO lepeaQ; &73 

421535; AB002359: Hs. 105476; phosphoribosyforniylgiydnaniicfine synthase (FGAR anddotrsnsfefsse); phasphoiibosytoylotydnam&fine synlhac 571 
414B83: AA92G960; Hs.348669; COC28 prot^ kinase 1; COC28 protein Hnasa 1; 5.69 
^ 425159: NM.004341; HS.1S4868; cartiamoyl-phosphate synthetase 2. aspartate (ranscartamylase, and daiydroorotase; caibarnoyt-phosphate synthetase 2. aspart: 5.69 
401704; ; ; NM.021 19S*Minio sapiens daudin 6 (OONQ. mRNA. VERSION NM_Q209811 Gl: NM.021 ISS^Jtono sapiens dauAi 6 (aON6; 5.66 
425358; A1079G58: Hs.338207: FKS06 binding protein 12-fBpamydn assodated protein 1; FK506 blndinofnoteln l^fapamydnassoo: 5.65 

402677; ; ; N^1.00047a-Ho^no sapiens aDcaTtfie phosphatase. GverOxxte/Mdney (Alpg. mRNA. altriifrfqrifrQKylase). poTypepBde f (CyP7B1K mRNA.; NMj000478:Ho(no sapiens 

- alkaUne phosphat; 5.64 

1 0 409264; NM.014937; H$.52463: KIAAD966 protein; K1AA0966 protein; 5.63 

432185; AA221032; Hs.272838; hypothetical protein FU1D494: hypothelica! prot^ FU10494: 5.63 

40901^ AL117435; Hs.49725; 0KFZP434J215 protein; 0KF2P434I216 protdn; 5.63 

43025% A)638774; Hs.105328; testes devetopmenkelaled NYO^ testes devefapmenketated NyD-SP20: 5^1 

41935% ALX)43202: Hs.90073; chromosome segregaSon 1 (yeast homotogHite: chromo s o mB segregaBon 1 (yeast homdog); 5.61 
15 452816; AA131789; Hs.61509; ESTs; ESTs; 5.60 

402679; ; ; NM.0Q0478:Homo sapiens ellcaDne phosphatese* QvefftoneMdn^ (ALPL), mRNA. a^diaJiydioigrlasa}, pdypeptide 1 (CYP7B1X mRNA.; NM.000478:Hoino sapiens 
alkaline phosphat; 5.59 

414291; A128961 9; Hs. 13040; G proteirvooupied receptor 86; G ptotein^pled receptor 86: 5^ 
^ - 453028; AB006532; Hs.31442: RecQ protein^ 4; RecQ protetn^ike 4; 5.58 
20 453905; NM.0023U; Hs.36566; LIM domain kinase 1; UM domain kinase 1; 5.56 

411263; BE297802; Hs.6936a. kineslrvlike 6 (mitotic centromerB-^ssodated kinesb); kinesin-like 6 (mitolk; centromeiB-assoc; SSS 

419560; 8E2B0337; H5.194693; sdule carrier family 7 (catnnic amino acid transporter, y system), member 7; solute carrier famBy 7 (cationlc anvno ; 5.55 

446979; AI654443; Hs,197683; ESTs; ESTs; 5.54 

424321; W74048; Hs.1765; tymphocyte-specifk: pratein tyrosina kinase; lymphocyte^edfic protein tyrosine Un; 5.53 
25 418962: AA714835; Hs.271863; ESTs; ESTs; 5.53 

447388; AW630534; Hs.76277; Homo sapiens, ckme MGC:9381. mRNA. complete cds; Homo sapiens, done IMGC:9381. mRNA. comp; 5.52 

427247; AW504221; Hs.174103; tntegrin, aipha L (antigen C011A (p180). tynyhocyte hflidiorvassodated antigen 1; elpha pdypepSde); integiin. a^ha Kantigen C011A (p160).; 
StS2 

^ ^ 449322; A!6a8616: Hs.i96566; ESTs; ESTs; 5.51 

30 428450; NM.014791; Hs.184339: KIAA0175 gene produd; KIAA0175 gene product &S1 

41 5141; AA189099: Hs.268l71; ESTs, WeaUy similar to ALU7_HUMAN ALU SUBFAkAlLY SQ SEQUENCE CONTAMnNATION WARNING ENTRY [Hji^ilensJ; ESTs, WeaHy similar 

to ALU7_HUIi^ ALUS; 5.48 
454046; H05626: Hs.6921; ESTs; ESTs; 5.46 

417079; U65590; Hs.B1 134; interteukin 1 receptor antagonist biterleukin 1 receptor antagonist; 5.45 
35 434699; AA643687; Hs. 149425; Hbmo sapiens cONA FU1 1980 (is, done HEMB81001304; Homo sapiens cONA FU1 1980 lis. done HE; 5.44 
414334; AA824298: Hs.21331; hypothetical piotein FLJ10036; hypo&raticd protein FU10036; 5.44 

452291; AF015592; Hs.28853; COa (ceU dlvtston cyde 7, S. cerevislaa. homotog)^ 1; CDC7 (ceD diviston cyde 7. S. cerevisi; 5.44 
438564; AA3B1553; Hs.198253; major tustocompafibOly complex, dass II, DQ alfiia 1; major histocorripatiUlity ooirvlax, dass ; 5.44 
. . 427668; AA298760; Hs.lSOIOI; hypothefical protein FU14904; hypothettea) protein FU14904; 5.43 

40 449437; AI702038; Hs. 100057; Homo sapiens cONA: FU22g02 (is. done KAT05561; Homo sapiens cONA: flJ229021is. done K; 5.41 

453633; AA357001; Hs.34045; hypotheticd protein FU20764; hypothetical protein FU20764: 5.40 

450746; D82673: H$.278589; general transcrtplion factor U, i; general transariptton factor It. 1; 5.40 

425966; NM.001761; Hs.1973; cydin F; cycfin F; 5.39 

418134; AA397769: K3.86517; ESTs; ESTs; 6.38 
45 432141; BE410964; Hs.272736; nudear receptor binding protein; nudear receptor binding protein; 5l37 

417141; U22662; H3.347363; nudear receptor subfamDy 1, group H, member 3; nudear receptor subfamily 1. group H, m; 5.36 

428329; AA4260gi; Hs.g8453; ESTs, Moderately similar to R27326 2 (Ksaplens]; ESTs. I^eratety similar to R27328 2 (H4 5.35 

40681 1; U82979; Ks.67846; teukocyte immunoglobulin-iike receptor. suttfarnBy B (with TM and ITIM domains), member 4; leukocyte immunogtobdhvlike leceptor. ; 5.34 

415819; AU077330; Hs.360791:transcripttonetong3Bon(actor A(Sll). 1;transcriptkinetongationfador A(S!l).; 5.33 
50 448133; AA723157; Hs.73769; folate receptor 1 (adulQ; Mate receptor 1 (adutQ; 5J3 

424762; AL1 19442; Ks.183884; eukaryoSc transtetton iniHaSon factor 4 gamma 2; euKaryofic translatton iniSatlon factor. 5.32 

42195^ AW751497; Ks.98370; cytochrome P4S0, subfamDy IIS, polypeptide 1; cytochrome P450, subfamily IIS, pdypept; 5.32 

429271; AF039B50; HS.198S15: dead dnger (DrosophIia)4'ke 1; dead ringer (Dro3ophila)4ike 1; 5.32 
. 458373; BE247706; Hs.86693; membran»«pannIno 4<tomalns. subfamily A, member 2 (0020 antigen); membrane^panning ^domains, subfamiiy A; 5.30 
55 414907; X90725: H8.77597; pdo (Orosophia)^ Mnase; pdo (Orosophte)«B kinase: &30 

422997; BE01821 2; Hs. 122908: DNA replteaiion fadn; DNA repIkaSon fadon 5.29 

440014; AWS6078% Hs.6eS6; ash2 (absent, smafl. or homeoiic, Orosophila. homotogVCke; ash2 (absent small, or homeotic, Drosop; 5.28 

418399; AF131781: Hs.84753; hypothettoal protein FU12442; hypothefodi protein FU12442; 5.26 
^ ^ 416176; Ai808527: Hs.192822; serotogicaliy defined breast cancer antigen NY-BR-81 ; serotogtoaily defined breast canoer antl; 5.21 
60 450377; AB033091; HS.35592S; KIAA1265 proteih: KIAA1265 protein: 5.20 

409670: AI368109; H8.375604; KIAA1856 pro^; K1AA1856 protein; 5.20 

429083; Y09397; Ks.2^781^. BCL2-reteted protein A1; BCL2-{e!ated protein A1; 5.20 

449523; NM_000579; Hs.54443: chemoUne (&C moGf} receptor 5; d)emokine (&C notH) receptor S; 5.20 
^ 408908; BE296227: Hs.250822: sertne/lhreonine kinase 15; seHneAhreonlno kinase 15; 5.19 

O 5 429732; U20156; Hs.24881' lymphocyte cytosoOc protein 2 (SH2 domain-contdning tedu^ protein of 76kO): lympbocyte cytosoBe protein 2 (SH2 doma; 5.19 

438089; W05391; Hs.351S46: nudear receptor subfarfly 1, group I. menAer 3; nudear receptor siAfamily 1 , group I, m; 5.16 

437623; O63880; Ks.5719; chromosome condensaSon-rsiated SM&assodated protein 1; chromosome condensatkSHebted SMC-asso; 5.15 

448181; AF272833; H3.279763; hypothetical protein aJ10504; hypothetical protein FU10504; 5.15 

436540; BE397032: Hs.14466; hypothetk:al proteki MGC14226: hypothettoai protein MGC14226: 5.14 
70 422241; Y0006% Ks.170121; protdn tyrosine phosphatase, reraplor fype. C; protein tyrosine phosphatase, receptor t; 5i14 

426752: Xe9490; Hs.172004; 66n; fiSn; 5l13 

415007; 6E2443i32; Hs.77770; adaptor-^ated protebi comptex 3. mu 2 subunit; adaptor-iBtated protein oomptex 3. mu 2 ; 5.13 
400263; ; H8.75309; Eos Control; Eos Control; 5.13 

- . 437099; N77793; Hs.48659; ESTs, Highly sin^ to S14458 teminin dpha-1 chain precursor [H sa^snsl ESTs, Highly similar to S14458 laminin a; 5.12 
75 427209; H06509; Hs.92423: KlAAl 566 protein; K1AA1566 protein; 5.10 

407347; AA829847: ;gb:od40d07.8l NQ.CGAP.GCB1 Homo sapiens cDNA done tMAGE:1 37041 37 sinfiar to contatesAtorepeCtlvBd 

NCLCGAP_GC81 Homosapfens; 5.10 
458933; AI638429; H5.24763; RAN binding prdein 1; RAN binding protein 1; 5.10 
450431; AW136797; Hs.266041; ESTs; ESTs; 5.09 
OO 434608; AA805443; Hs.179909; hypotheIk:al prot^ FU22995; hypothefk^al protein FU22995: &08 

410423; AW402432: Hs.63489; piotein tyrosine phosphatese. notHeceptor type 6; protein tyrosine phosphatase, non^ecept 5.08 

417929; R27219: Hs.74647; Human T<ceH neoeptor active dpii»chain mRNA firom JIM ceO One, oomptete cds; Human T<€al leoeptar adrve aljphachain; 5.05 

412723; AA6484S9; Hs.33S9S1; hypotheitodi protebi AF301222: hypothetkai protein AF301222; 5X)5 
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44732f AW271217- Hs 281434- Homo sapiens cDNA FU14028 (is. done HEMBA1003838: Homo sapiens cONA FU14028 fis. done HE; 5.03 
417866! AW057903': Hs.82772; Collagen, lype XI. alpha 1; coflagen type XI. alpha 1: 5.03 

41(Ma2M0B1594 Hs 158311: MusasW(Dro8ophIla)horw)lo9l;fAisa^^ ^ , ^ ... 

425237; U07695:Hs,155227;EphB4;EphB4; 5.00 » /«aft m7i\- ^ qq 

414809: AI434699; Hs.77356; transferrin feceplor {p90. C071): transfemn receptor (p90. CD71). 4.99 
4021 45: ; ; Target Exon; Target Exon; 4.99 

419525; T79257: Hs.1259: aslaloglycoprotdn receptor ^ asialoglycoprotein rweptor 2; 4.97 

f2re^^=iM^^^^ • 

St AfSb- Hs 3570?^budL unlnhMted by benzlmldazoles 1 (yeast homotog). beta; budding uninhibited by tanzim^Mte^ 1 . 4.90 

452698; NIA.001295; Hs.301921; chemoWne (CC motif) receptor 1; chemokine (W: ™l«0 •e«plcj 1; 4^88 ctato ta 4 88 

S5S3. BEM7641- Hs 44278- hypolheticd protein FU12538 simiiar to ras^laled protein RAB17; hypotheticdl protein FLJ12538 similar to; 4.88 

SaSw^^^^ 

421350^ tmm^ Hs.278188; ESTs. Moderately sfmnar to 154374 gene NF2 protein IH.sapieiisl: ESTs. Modeiataly dmHar to 154374 gene . 4.H7 
409093; BE243834:Hs.50441:CGI^ protein; CGI-04 protein; 4.86 ko. .-o.A«fi 

424304; Nl^ 001395; Hs.144879; dual specHicily phosphatase 9; dud specliicay phwph^e ^ 4.86 

4376^*^3844; Hs.5790:hypothetica!^^^^ , .oM«.ta™h,33MunI«AasBira-4.84 

41 7381 • Af 1M142; Hs.82042rsolute carrier family 23 (nucteobase transporteis). member 1 ; solute earner famly 23 (nudeobase tra; 4^ 
416445i AL043004; Hs.79337; KIAA0135 protein; KIAA0135 protein; 4.83 

BE267795; Hs.22595; hypothetical protein FU10637; hvpothefcd proteln mi063M^ 
413566- AW604451; Hs.28S8U: spiouty (Drosophila) homolog 4; sprouty i^mso^m homotog 4. 4.82 
424081; NM.006413; Hs,139120; ribonuclease P (30ltD); ribonudease P (30»J)): 4.81 

W10VI*W0«97:Hs.5(Mia^ 

429345; R1 1 141; Hs.199695: hypolhelical protein; hypothetical protein; 4.78 

448950- AF288687: Hs.9275; CGI-152 protein; CGl-152 protein; 4.78 . . r ■ a tr 

SAKlte^5061 ",ac«ph«6nvrtsta,tatedalanme*^^ 
SM1666».iK7433SI»al*odc90M3pr*in1>te^ 

41835^ UM63; Hs.1165; ATPase. H? transporting, nongastrfc, alpha potypepUde; ATPasc. H? toansportHig. nongastnc. alp. 4.^4 
435905; AW997484; Hs.5C03; KIAA0456 protein; K1AA0456 pratein;4.74 ,„^i„ ^o^aVrelated k:474 
428024; Z29067; Hs.2236; NiMA {never in mitosis gene aHelated kinase 3; NIMA (newer^« mtoK ja» aH«a»a K, 4.74 
4«846AM177b7;Hs.l432;pcotein^ - 
419138- U48508: Hs.89631; ryanodine receptor 1 (skeletal); ryano<flne receptor 1 (slr^ld): 4.72 

S«S^lS4» tbfohlaslsmwlhfadir «»ptor 3 (ach«^ 
«947&AIM802T!H».129826;li>p<)lheBcd protein PP1057;hyprtheMpro^^ 

436856; AI469355;Hs.127310; ESTs; ESTs; 4.68 u.u««^.,=n«Vi*J««JikP«nteIniKna467 
406937; U14822; ; gbiluman transketolase^ike protein ger«, partial cds.; gbiHuman transkddasfrlike protein gene; 4.B7 
411296; BE207307; Hs.10114; growth suppressor 1; growth suppressor 1: 4^ 

42G72fr AA4889ia Hs 171955; trophinin assodated protein (tastin); trophlnln associated protein (l^tin), 4S7 « . « 

449230; BE613348; Hs.356392; melanoma cell adhesion mdecule; melanoma cell adh^ mdec^ 4.66 

431681: AK000378; Hs.267566; hypothelfcal protein FU20371; hypothelkai protein hJ^71: 4^^ ^ _ „ «.ho«mnftnpni • A fis 

SAMlSlSS.9641:cinSa^ 

441595: AW2fl6035; Hs.356457; ESTs; ESTs; 4£4 

435045; BE297155;HS.143698; ESTs: ESTs; 4.62 „o„*orY.4R3 
42444V X14850; HS.U709?; HZAhistone family, member X; H2A Wstone family, member X, 4.62 

449515;AI653378;Hs.302012:ESTs:ESTs;4.61 M-,«««^Kf^«.«rontnrA.4Rl 
425998- AU076629- Hs.1 65950; fibroblast growth factor receptor 4; fibroblast growth fadj receptor 4» 4^1 
S;St{te:94395;ATP^n5^ 

436469; AKC01455; Hs,5198; Down syndrome crilfcal region gene 2; Ctown syndrome oifcal region gene z; 4.61 
413441; AI929374; H3.75367; Srcfla-adapten Src^ike^ter 4.60 
456847; AI360456;H3.86088; ESTs: ESTs; 4.58 _ „ . ^ku^ict 

421506; BE302796: Hs.105097; thymidine kinase 1. sduble; Biymidine kinase 1 sdubte 4.57 
\ 426935; N.MJ)0Q088; Hs.172928; collagen, type I. alpha 1: collagen, type I. dpha 1; 4.57 

428782; X12830; Hs.193400; inteiteukin 6 receptor, inlerleukin 6 receptor. 4.56 . . . „ 

40943$ rai945:Hs.346735;5pWn9 factor, argirineteerine-iidi 5; splk^ 

41277* mST^ £7457^^^ 
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443068: AI188710: Hs.374480: ESTs; ESTs; 4.55 

441607: NNL005010; Ks.7912; neiffonal cell 8dh8sbn molBaila; neuronal celt adhesion motecute; 4 J4 
453227: AW135852;Hs.243991: ESTs: ESTs; 4.52 

438459; T49300; Hs.35304; Homo sapiens cONA RJ 13655 fis. done PLACE1011503; Homo sapiens cONA FU13655 fis. done PL; 4i1 
422565: BE259035: Hs.1 16400; singed (Orosopi^Hike (sea urdiin fasm homdog Gke): ^ed {DrasophBaHnw (sea urchin fas; 4.51 
453613! F06B38; Hs374476: ESTs; ESTs; 4.50 ..... «^ . 

413900; AW409747; Hs.75612; stress^uced-phosphoprolebi 1 (Hsp70ft4sp9O«ganizirig protehi); s)ress4iduoed^phop(otein 1 (HspTIVH; 4^ 
412507; L36545; Hs.73964; EphA4; EphA4; 4.50 

419034; KM_0021 10; Hs.89555; h6mopoie& cell kinase; hemopdeSc ceQ kinase; 4.49 

41 3431; AW246428; Hs.75355; ubk)ui&nHXjnjuoa8ng enzyme E2N (homologous to yeast U8C1 3); utxqiHtinKXXijugating enzyme E2N (homoto; 4.49 
406547; ; : Tagat Ewn; Target Exon; 4.49 

443216; W80487; Hs.324521: hypotheOca) protein OCSO; hypolheScal protein DC50; 4.48 

417497; AW40248i Hs.82212; C053 antigen; C053 an^n; 4.47 

448595: AB014544: H3.21572; K1AA0644 gene product; KIAA0644 gene product; 4.47 

445350; AF0521 12; Hs.12540; tysophospholipase 1; {ysophosphdipase 1; 4.46 

446238; NM.O0S293; Hs.301; TYROS protein tyrosine Idnase; TYR03 protein tyrosine kinase; 4.46 

429150; AF120103: Hs.197366; smoothened (Drosophila) homoiog; smocthened (Drosophaa) homdog; 4.46 

420340: NM_000734: H5.97087; C03Z antigea zela polypeptide (TTT3 complax); C032 antigen, zeta pdypepOde (TTT3 com; 4.46 

413426: U88837; Hs.75354; GCN1 (general contrd d amino^d synthesis 1. yeast)4ike 1; 6CN1 (generd oontrd damlno^ synt; 4.44 

421819; NM.013403; KS.1086S5; zinedm; zinedbi; 4.44 

409512; AW979167i HS.293S91; melanoma difierenOatlon assodated protein-5; melanoma differentiation assodated prot; 4.44 

428995; AW00497S; H1194716; MAD (mothers against decapentaplegic, OrosopNIa) homdog interacSng protein, receptor acHvaikw anchor MAD (molheis agahsl decapentaplegic 
Dr;4.43 

434551;BE38716% Hs.280858; ESTs, Highly diniiartoA35661DHAexctsk)nrepdrcra88<a^^ DNAexds; 
4.43 

418295; AW970043: Hs.238039: hypotheUcd protdn FU1 1090; hypolhetka) protdn FU1 1090; 4.42 
409243; AB037761: Hs.51743; KIAA1340 protdn; KIAA1340 protdn; 4.42 
437103; AW139408: Hs.152940: ESTs; ESTs; 4.42 

413186; Aa077141; Hs.374548; solute canter family 16 (monocarboxyllc add transporters), member 1:8dutB carder family 16 (inonocarboxylfc;4.42 
456352; AW973003: Hs.179909; hypothetfcd protdn FU22995; hypothetfcd protein FU22995; 4.40 
424078; AB006625; Hs.139033; palemdly expressed 3; paternally expressed 3; 4.39 

448153: Y1O805;Hs.2O521; HMT1 (hniVIP methylbansferase. S. cerevisiaeVRke 2; HMT1 (hnRNPmBthyltransferasaiS.CBrevl;4.37 
410134; U68140; Hs.58927; nudcar VCP-like; nudear VCP-like; 4J6 

435523; T62849; Hs.1 1090; meml>rane^pannlng 4^lomdns. subfanilly A, member 7; memt)ran&«panning 4.domans, sdifamlly A; 4.35 
400440; X839CT; Hs.83870; nebulin; nebuDn; 4.35 

437218: AL1 17497; Hs.58185; ESTs, WeaWy similar to T42727 proGferaOon potenliakelalBd protein - mouso [MjiiuscuIusI ESTs, WeaMy dndar to T42727 prafifisra; 4.34 
430478; NM-014349: Hs.241535; apoGpcprotein 1. 3; apolipoprotein 3; 4.34 
432744: AAS88835: Hs.38664; ESTs; ESTs; 4.33 

423173; AA442655; Hs.1 24942; protein phosphatase 2A 48 kOa regulatory subunit; protdn phosphatase 2A 48 kOa regulatory; 4.33 

415995; NM.004573; Hs.355888: phosphoQpase C. beta 2; phosphoflpase C. beta 2; 4.33 

408728; AL137379: Hs.47125; hypothetfcd protein aJ13912; hypolhefical protdn FU13912: 4.30 

431222; X56777; Hs.273790: zona pdludda glycoprotein 3A (spemi receptor); zona peOudda glycoprotdn 3A (sperm re; 4.30 

427792; M63928; t4.180B41; tumor necrosis factor receptor supeifamily. member 7; tumor necrosis factor receptor superfami; 4.29 

426227; U67058; Hs.154299: Human proteinase acBvaled ieceptor-2 mRNA, JUTR; Human protdnase activated TBceptDr-2 mR; 4.29 

427337; 246223; Hs.176563; Fc fragment of IgG, tow affinity lllb. receptor for (C016); Fc fragment of IgG. kjw affinity lllb. r, 4.29 

434826: AF155661; Hs.22265; pyruvate dehydrogenase phosphatase: pyruvate dehydrogenase phosphatase; 4.29 

412314; AA825247; Hs.356084; downstream of. G protdn-coupled receptor 27 (GPR27) (SREB1); downstream of: G protein-coupled recepto; 4.28 

447627; U73727; H8.19718; protein tyra^ phospha^ receptor type, U; protdn tyrosine phosphatase, receptor t; 4.28 

426108; AA622037: Hs.166468: programmed cell death 5; programmed odi deafti 5; 4.28 .... ..^ ...... 

428820; AA436187: Hs.172631; Integrtn, alpha M (comptemenl component receptor 3. dpha; also known as (3)1 lb (pl70). macrophage antigen dpha pdypepttde); Integrin, dpha M 

(complement component ; 4.27 
437908; AI082424: Hs.351043: ESTs; ESTs; 4.27 

444664; N25362; Hs.11616; map kinase phosphataseJkB protdn MK-STYX; map kinase phosphatasfrfike protein MIW; 4.27 
429002; AW248439; Hs.2340; jundton plakogtobin; Jundton pldrogbUn; 4.25 
439334; AI148976: Hs.112062: ESTs; ESTs; 4.26 

425308; M97639: Hs.155585; receptor tyrosine klnasfr^ike orphan receptor 2; receptor tyrosine kinasfrfka orphan rec; 4.2S 
413889; NM.000876; Hs.75596; interteukin 2 receptor, beta; intadaukln 2 receptor, beta; 4.25 
453648; W21493: K8.380100: hypothsScd protdn FU1400S; hypotheUcd protdn FU14005; 4.24 

447200; BE543146; Hs.281 434; Homo sapiens cDNA FU14028 fis. done HEMBA1003838: Homo sapiens cDNA FU14028 fis, done HE; 4.24 
447528; A1612027; Hs.76277; Homo sapiens, done MGC:9381, mRNA. complete ods; Homo sapiens, done MGC:9381, mRNA. comp; 423 
452721; AJ269529; Hs.301871; sdute carrier fan«y 37 (glyceraW-phosphata transporter), member 1; sdule canfcr family 37 (gIyoeio^^i)ho; 4.22 
44981 0; AB008681 ; Hs.23994; xlivln A receptor, type IIB; adhrin A receptor, type IIB; 4.22 
447198; 061523; Hs.283435; ESTs; ESTs; 4.22 

416714; AF283770; Hs.79630; C079A antigen (immunoglobuTuvassodaled dpha); CD79A antigen (immunogtobulin^socialBd; 4.22 
425356: BE244879: Hs,155939: Inositd pdyphosphate^phosphatase, 145kO: inositd pdyphosphato-S^ihosphatase, 14; 4.22 
422605; H16646: Hs.118666; hypothetical protein PP591; hypdheficd protein PP591: 4.21 

444535; AF01 1 466; Hs.1 22575; EDG4 (endothelial dlfferenHatton, lysophosphatidk: add G-protdn^pted receptor, 4); EDG4(endotheQd daierentiatton. lys; 4.21 
417088; M5491S; Hs.81170; plm-1 oncogene; pim-l oncogene; 4.20 
421707; NM.014921; Hs.107054; lectomedin-2; lectomedin-2: 4.20 

408717; AF0454S8; Hs.47061; unc-51 (CX degansHike kinase 1; uno^l (a degansHike Wnase 1; 4.20 

438485; W57578; Hs.378718; RAB7, member RAS oncogene family; RAB7, member RAS oncogene ISamBy; 4.19 . 

419452; U3383S; Hs,90572; PTK7 protein tyrosine kinase 7; PTK7 protein tyrosine kinase 7; 4.18 

418755; Y14443; Hs.88219; zinc finger protein 200; zinc finger protdn 200; 4.18 

417212; AW952823; Hs.351547; NSI-hlndlng protein; NSl-binding protein; 4.17 

413686; AI469213; Hs.71404; ESTs: ESTs; 4.17 

419344; U94905; Hs.277445; djacylglycerd kinase, zeta (104kO); dlacylglyoerd Wnase, zeta (104kD): 4.16 

418870; AF1472D4; Hs.89414: chemddne (C-X-C motiO. receptor 4 (fusin); chemoWne (C-X-C moOO. receptor 4 (fus; 4.16 

408482; NM»000676; Hs.45743: adenosine A2b receptDC adenosine A2b receptor, 4.16 

422391; D63479; Hs.1 15907; dlacylglyoerd Bnase, delta (130kD); diacylglycerd kinase, ddta (13flkD); 4.15 

409421; AA199883: Ks.67624; ESTs; ESTs; 4.15 

415938; BE383S07: K&78921; Akitasa (PRKA) anchor protdn 1; Akinase (PRKA) andnr protdn 1; 4.14 

415198; AW009480: Hs.943; nahird UOercdl traiscdpt 4; naturd killer cdl transcript 4; 4.14 

424685; W21223; H5.1S1734; nxlear traieport fador 2 (placenkd protdn 15); nuclear transport fador 2 (placentd pr; 4.13 
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428479- Y00272: Ks 334562; cell division cyde 2, Gilo S and G2 to M; cell divl^n cyde 2. G1 to S and G2 M.13 
400205- : Hs.81848; NM 006265*:Homo sapiens RAD21 (S, pombe) horaolog (RAD21). mRNA. iras^asBociBwa pfi»|i u» / 1 

W AW40344fl: Hs.1706;lnterfa^sBmul8tedl^^ 

413745; AW24725?. Hs.75514: nucleoside ptiosphorytase; nucleoside phosphonJ»e; 4.09 ir „r 4 M 

44S91' AW770493 Hs.182874: guanine nldeoede binding protein (G protein) alpha 12; guanine ""'^eofi?l*«'^"9 P™^^,^ jl^APPy • 4.08 

421859; AA356620;HsJ08947;IOAA0050 gene pn)diict;KIAA0OSO gene pra^ ™..«i.inD 
432B41; M93425; Hs.62: protein tyrosine phosphatase, nonreceptor type 12; protein tyrosine phosphatase, rowecepi. 

424517; AI539443; Hs.137447; Homo sapiens cDNA FU12169 fis. done ^"AIOOOM^J^ 

434224- AA380731 ; Hs.84; Interteuldn 2 receptor, gamma (severe combined imrnunodeBoency); mteriedon 2 receptor, gamma (severe co. 4.w 



25 446791; A1632278; Hs.195922; ESTs; ESTs; 4.06 

30 



43206& AA401039- Hs.2903- irotein phosphatase 4 (formerty X). catalytic subunil; protein ptiosphalase 4 (^07"«1y X) lala; 4i)6 



418751; BE389014; Hs.372548; phospholnosttide-3.Wnase. ^"'I^'^T;!:^ 

425923- NM.005026; Hs.162B08; phosphoInosithfe-Wdnase. calalylic delta pdypepBde; phospholnositlde^Wnase. catalytic de; 4.05 
408692;AL040127;Hs.34074;dipeptidylpeplidaseVI;dipeptidytpeptidase 1 a ft* 

446272 BE26B9li Hs.14601; h^atopoietic ceUpecifKJ Lyn substrate 1; he^^ 

439176- A14464447hs.190394; ESTs. Wealdy slmBar to B2B0951ine-1 protein 0RF2 [H^aplansl; ESTs WeakJrsJnH^ line-l pr. 4.04 

41788^; BE241595; Hs.B2848; seledin L (lymphocyte ad^^s^o" 'J^^^jte )if«^ ^ISSSSS^m^SS 
410068; AI633888; Hs.58435; FYN-blndlng protein (I^B-120/130); f^^t*??2,poteln^^^ 
35 410639; BE269047: Hs.65234; hypothetical protein FU20S96: hypotheliMlprotein FU2^^^^ 
427716; L38951; Hs.1 80446; !<afyopherin fimporfn) beta 1; karyopherin (importlnj beta i; 4.t)3 
451050; AW937420; Hs.351869; ESTs; ESTs; 4,02 
449667; AB023227; Hs.23B60; KIAA1010 protein; K1AA1010 proWn; 4.02 
448499: BE513280; Hs.77550; pS^egulated DDA3; pSSreguIatfid DDA3; 401 

45193ltAK000208; Hs.27267; Homo sapiens cDNA FU20201 Bs^ne t^lF"*^*™? ^^^^ 
41293ft AW411491; Hs.75089; eukayofic Iranslalion elongalion (actof 1 isnrnt eukaniofctraralato donsalta bene 4.W 
45 409S81; U66243S Hs.55039; cnltogen-adivaled protein kinase 12; mitogen-aolivated pirtem kinase I?, 3.99 

SSK'^^W^tylhydn-aso,!*^ 

418629; BE247550; Hs.86859; growth factor receptor-bound protein 7; groiiflh factor leceptDr-Dound protein /, 

50 

415014 NM.004383; Hs.77793; wre Hffosine kinase; Mfc ^iMina Wn^^f.97^^ ,t,-uuui» 3 gs 

416084 L16991 Hs79006;deoxy8iyttildylaleklnasenh»mklytetoklnase);deoxy(^^ «< •i-j—aij.'iik 

55 447887; AA114050; Hs.211610; caspase 8. apoptoste-ielaled cytWiie pnHMse; c iWffMB 8. apoptels-wlalBd cy»Wne pr. 335 
438770; AA76S684: Hs.123296; ESTs; ESTs; 3.94 

^Sffi?W:^rSi,K^S^94(n««^ 

60 ^«SKS1^Sfc^te1.P««MNM23A)exp^i«;n«^ 



65 
70 



420162; BE378432; Hs.95577; cydi^dependentldnase 4; cyd*uKlependentHnase 4; 3.93 
42482^ NM_002S07; Hs.1827; neive growth factor receptor (TNFR supeifairtly. member 16); neive growth factor receptor (TNFR supen 3.93 
447574;AF162666;Hs.18895; tousled4iltB kinase 1; tousled^ kinase 1;3.93 

425797; AF002986; Hs.1 59545; platelet acfivabng receptor homolog; platdetacOvaling «»Ptof h«rata^^^ tumor-assoda- 3 92 
42191ft NM 014586: Hs 109437; hotmonally upregulaled neu tumor-assodalad kinase; homwn^y upregiMed neu tumw-^oda; 3.92 

434^4- AA912476; Hs.116750; Homo sapiara cDNA FU13221 fis. done NT2RP4002075; Homo sapiens cONA FU13221 lis. done MT. 3.92 

S^il^^^'S'iS^^^^ 

ajuMMut" p^^MA. ii> <«0aje. jL^t^Mi^M n^rtenhafocaJtVo' nhncnhnsdHna ohosohatasG-GkB; 3.90 



435206* A1432364* Hs. 160594* ESTs* ESTs; 

439863! BE547830; H3.375208; pairwl ImminogtobuIWike receptor beta; paired hmiunoglobdin^ receptor befa; 3.90 
413627; BE182082; Hs.246973; intron Of Bicaudal D homdog 1; inlron of Bicaudd 0 homolog 1; 3.90 
426265; AA421069; Hs.97898; ESTs; ESTs; 3.89 
75 451063; AW163702: Hs.2591 1; HIAB assodatad lranscript-2; HlArB ^'^^^^^^f^^, . . «, 
407013; U35637: H183870; gbiHuraan nebuMn mRNA. partial cds; gbrHuman nebulin mRNA, parfel cds. 3,^ 
437239; AW503395; Hs.5541; ATPase. Ca transporfing, ubiquitous; ATPase. Ca transporting. ubkjuitDUs; 3.88 
400261; ; Hs.1802; Eos Control; Eos Control; 3.88 ^ i o« o » oo 

80 ^^jSS'lSM^ 

414251;AUM2306;Hs.97689:VASAproteln:VASApiotBin:3^ .^^^,^„ 

417767: BE242241; Hs.82542: acykucyacyl hydrolase (neutrophil); ^ ^„ . oo, 

414443: AU0772fi8; Hs.76t44; pWel^eilved growth fador receptor, beta pdypepSde; plalelel^ertved growth lador receptor.. 3.87 
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444099: 08743% Hs.10315; sohita carrier family 7 (caSonlc amino acU transpivtsr, y system), member 6; sohite carrier fanily 7 [caflonic andno; 3.88 
419S96; BE379320: Ks.9t448: MKP-1 like protein tyrosine phosphatase; MKP>1 like pratsin tyrosine phosphatase; 3^ 
427022; AW245839; Hs. 1 73255; smafl midear ribonudeoprotsin pdypepflde A; small nudaar ribonudeopfotefai polypept; 188 
443661; AA336609t H5.10862: Homo saptens cONA: HJ23313 (is. done HEPIISig; Homo sapiens cDNA: FU23313 fisc done H; 3.86 
408056; AA312329: H8.42331: ephriftA4: ephrin^; 336 

410552: X66945; H3.748; fibroblast grawOi factor receptor 1 (thns^elated tyrosine kinase 2. Pli^ syndrome); Ouoblast growth factor receptor 1 {Ims; 185 
450778; U81375; Hs.25450; sdutB carrier Mly 29 (nudtadde transporters), member 1; sohite carrier family 29 (nudeosUe tra: IBS 
416978; T8S295; Hs^66606; ESTs; ESTs; 3.84 

429903; AL134ig7; HS.93S97; cydlrHlependent kinase 5, reguiatDiy sutenA 1 (p39; cydiivdependent kinase 5. regulalory su; 184 

442980: AA857025; Ks.8878; UnesirvGka 1; kinesin«e 1; 184 

447232; AW499834: H5.327; Interieukin 10 receptor, alpha; InterieuMn 10 receptor, alphai; 3.84 

434689; AF154115: Hs.4076; CTD (carfooxy-terminai domlna, RNA potymeiase II. polypep6da A) phosphatase, subunft 1; CTO (carboxy4enninal dondna. fm pdyme; 183 
432539; AL138169; Hs.278378; kaiyopherin beta 2b, transport karyopherin beta 2b, Iransportin; 183 
415684; D59356; Hs.374480; sortild dehydrogenase; sortalddetiydiogenase; 183 
451598; N29102: Hs.79658; ESTs; ESTs; 182 

449433; AI672096: Hs.SOl 2; ESTs, We^ slmHar to S26650 DNADirxling protein 5 [Ksapiem]; ESTs. Weddy similar to S266S0 DNA-bindi; 3^ 
426359; AA376409; Hs. 1 0862; Homo sapiens cDNA: iaJ23313 Gs. done HEP1 1919; Homo sapiens cDNA: RJ23313 fis. done H; 161 
435160; AB002374; Hs.4791: K1AA0376 protein; KiAA0376 protein; 180 

443402; U77&46; Hs.9295: elastin (suprawatvular aorfic stenosis. Willlams-eeuren syndrome); elastin (supravahruiar aor6c stenosis, ; 3.80 
422753; A1928995; Hs.1575; smaa nudear ribonudeoprotein D3 polypeptide (18K0); smalt nudear ribonudeopiotein D3 polyp; 179 
421508; N^C004833: Hs.105115; absent In melanoma 2; absent in melanoma 2; 179 
414806; 014694; Hs.77329; phosphaGdytserine synthase t; phosphatidylserine synthase 1; 179 

428023; A1038843; Hs.374530; Homo sapiens cmk FU23602 fis. done LN615735; Homo s^iiens cONA: FU238Q2 lis. done U 179 

421654; AW163267; Hs.106469; suppressor of varl (S.cerevi$lae] Hike 1; suppressor of varl (Sxerevisiae) Mke; 3.79 

439668; AI0gi277; Hs.302634; frizzled (Drosophila) horoolog 6; frizzled (DrosophOa] homdog 6; 179 

41 1 1 25; AA151647; Hs.68877; cytochrome b-245, alpha poiypeptUe; cytochrome b^45, alpiua pdypepBde; 178 

429170; NM.001 394; Hs.2359; dual specifknly phosphatase 4; dual spedSdly phosphatose 4; 178 

425354; U52027; Hs.1 55935; complement component 3a receptor 1 ; complement coffiponent 3a receptor 1 ; 176 

423909; AJ2231B3; Hs.135194; immunogtobuiin superfamay. member 6; Immunoglobuiin superfandly, member 6^ 178 

429687; A1675749; Hs.21 1 608; nudeoporin 1S3kD: nudeoporin 1S3kO; 177 

414177; AI351355; H5.356303; undiaradsrized hypotlialamus prtM HARP11; undiaracterized hypoth£damus protein HAR; 177 
414135; NM.004419; Hs.2128; dual spedfidty phosphatase 5; dud spedltolty phosphatase 5; 3.77 
445817; NM.003642; H5.13340; hislone acetyltransfersse 1; hlstone acetyitransferase 1; 3.77 

410422; AU)42014; Ks.63348; Homo sapiens, clone MGC:15203, mRNA. complete cds; Homo sapiens, done MGC:15203. mRNA. com; 176 
412146; M92444; Ks.73722; APEX nuclease (mullifuncitonal ONA repair enzyme); APEX nudease (mvdlUiinctiond ONA repai: 176 
413011; AW068115: H5.821; biglycan; bigtycan; 176 
426157; AI738719; Hs.198427; hexokinase 2; hexoHnase 2; 176 

400288; X062S&: Hs.1 49609; integrin. alpha 5 (Hbronectln receptor, alpha polypeptide); tntegrtn, alpha 5 (fibronedin receptor.; 3.75 
427378; BE515037; HS.1775S6; melanoma antigen, family 0. 1; melanoma antigen, f^ 0, 1; 3.75 

405484;;: C3002124*:gl(12737280jrefIXP.00668Z2) keratin 18(Ho(TK)Sa|^]iI6633;C3002124*:gi)12737280|Tef]XP.006682.2|k;17S 
450996; BE387614: Hs.2S797; spTidng factor 3b. subunft 4. 49kO; spHdng factor 3b, subunit 4. 49k0: 175 
432460; H12912: Hs.274691; adenylate kinase 3; adenylate kinase 3; 175 

428816; AA004966; Hs.193852; ATP<biiKflng cassette, sub-family C (CFTR/MRP), member 2; ATP-btodIng cassette, 8ut>fami]y C (CFTR; 174 

431884; AA521246; Hs.21 0792; ESTs. Weddy similar to ALU8JHUMAN ALU SUBFAMILY SX SEQUENCE COhfTAMINATlON WARNING ENTRT {H.S9piens): ESTs, Weakly sfrniltf 
to ALU8_HUK<AN ALUS; 3.74 

453329; T97205: Hs.1 93400; ESTs, WeaWy similar to 2109260A B ceil growth fador [H.sapiensl; ESTs, Weakly similar to 2109260A 8 cell ; 3.74 
426440. BE382756; Hs.169902; solute carrier famQy 2 (fadStated glucose transporter), member 1 ; sdute carrier family 2 (facilitated ghr. 3.74 
438330; AW450572; Hs.257316; ESTs; ESTs; 174 

41991 1; L15301; Hs.1276; BN51 (BHK21) temperature sensitivity oomplementing; BNS1 (BHK21) temperahire sensltMty com; 174 
452695; AW760199; H5.30327; ntitogen-activated pmtein kinase-adivated protein kinase 5; mitogen-adivated protein klnase-adival: 3.73 
442233; AW967149: Hs.28439: ESTs. WeaMy similar to 138022 hypotheficd pmtein IH.S3pi6ns]; ESTs, We^ simHar to 138022 hypotheti; 3.73 
451295; AI557212: Hs.1 7132; ESTs, Moderately similar to 154374 gene NF2 pmtein (Ksapiens]; ESTs. Moderately simfiar to 154374 gene ; 173 
410772; BE275297; Hs.194685; Homo sapiens done 24675 mRNA sequence; Homo sapiens done 24675 mRNA sequence; 173 
426251; M24283; Hs.168383; Intercellular adhesksi molecule 1 (CD54}. human rhinovirus recepton intercenuiar adhesion mdecde 1 (C054); 172 
449843: R85337; Hs.24030; solute carrier family 31 (copper transportors), member 2; sdute canier famHy 31 (copper transpo; 171 
423523; AW299828: Hs,193580: ESTs; ESTs; 3.71 

413407; AI3S6293; Hs.75339; toosild pdyphosphato phosphalase^ike 1; hrositd polyphosphate phosphatase^ ; 171 
448335: R53M8; Hs.44976; ESTs; ESTs; 3.70 

422081 NM.001141: H3.111256: aradildonata 1&4ipoxygen3se, second type; aradiidonate IS-fipoxygenase, second lyp; 170 
416087; AF045184: Hs.79008: SKHNTERACTING PROTSN; SKHNTERACTING PROTBN; 170 
442200; AW590572; Hs.235768; ESTs; ESTs; 170 
414280; BE410769; H8.75873; zyxin; zyxin; 169 

409354; N68188: Hs. 15947% Honx) sapiens cDNA: FU22224 fis. done HRO01703: Homo sapiens cONA: FU22224 lis. done H; 169 
415276; U68666: Hs.78353; SFRS proteto kinase 2; SFRS protein kinase 2; 169 

439659; AW9707eO: Hs.59483: teudne-rlch repealHsntalnIng G protdn-coupied receptor 6 (LGR6) mRNA; teudno^ repeatcontainlrQ G pmtein; 3.69 

446522; NKfL003876; Hs.15198; putative receptor protein; putaSve receptor protein; 1^ 

422785; AI624114; Hs.289088; heal shodt 60kD prdeki 1. alpha; heat shock gOkO proteto 1, alpha; 168 

401083; ; ; NM.016582*'iton» sapiens peplUe transporier 3 0-0051296). mRNA. VERSION Nll^016579.1 Gl; NM_016582':HQroo sapiens peptide transpor 168 
413048; M93221: Hs.75182; mannose receptor. C type 1; mannoss receptor, C type 1; 168 
452690; AIS38070; Hs.15085; ESTs; ESTs; 168 

428981; BE313077; Hs.93135; ESTs. Weaidy sbdlar to ALU2_HUMAN ALU SUBFAMILY SB SEQUENCE CONTAMINATION WARNING QITRY IRsffltenst 3Ts. Weakly similar 
to ALU2.HUMAN ALUS; 3.68 

415010; NM.004201- Hs.777^ membrane-assodated tyrosine- and threonin&«peclfic odc2-lnhibitory kinase; membranrasodated Ermine- and threoo; 168 

428579; NM.005756; Hs.184942; G proteiivcoupled receptee 64; G protekvcoupled receptor 64; 168 

446430: AA346837: Hs.15075; hypotheticd protdn DKFZp434£2216; hypotheik:al protein DKFZp434E2216; 166 

442011 AA506476: Hs.375009: Human ONA sequence from done RP1 V353C1 8 on chromosome 20 Contains ESTs, STSs. GSSs and CpG Istends. Contetos the NIFS gene tor 

cysteine desuififfase. bro genes for novd proteins and the gene tor the; Human ONA sequence from ctone 
416602; NM.0081 59; Hs.367895: Protein Mnase C-bbufing protein NELL2; Protein kinase Obindtog protein NELL2; 165 

441226; BE563042: Ks.118e20; Homo sapiens, Similar to RlKENcDNA 0610012G03 gene, done MGC:14132. mRNA. comptete cds; Homo sacians. Simlar to RiKEN cONA 0610; 
165 

413076: U10564; Hs.75188; weel (S. pombe) homdog; weel (S. pombe) homdog; 165 

429301 AW1 37635; Hs.44238; ESTs. Wtokly similar to S656S7 alpha-l&adrenergk: receptor spltoe form 2 {H.saptens); ESTs. Weakly sfanHv to S65657 alpha-1C-: 165 
452060; W26980; Hs.349089: ATP-Undlno cassette^ 8d>4Mly F (GCN20), member 2; ATP-birtding cassette^ sub^aniy F (GCN2: 165 
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451558; NM 001089: H5.26630; ATP4)lnding casseUe. suWamily A (ABCl), member 3; ATP-bMing casseBe, suMamBy A (ABCI; 3.65 
414774; XD2419; Hs.77274; plasninogen activator, uroWnase; plasntinogen activator. uroWnase; 3.65 
417425; NM_00229l;Hs.82124;laminin.bala1;temlnin. beta 1; 3.65 ^ . ^ au. » 

450295; AL041949; Hs.2475B; hepatocyte growth faclor^gulaled tyrosine kinase sulstrale; hepatocyte growth facttx^egulaled lyfro. 3.64 
437669- AI358105- Hs.l 23154; ESTs. Weakly sitrilar ta maWi to ESTs AA667999 [Hjiapiens); ESTs. WeaHy simflar ^ojfMiE^z AA; 3.64 
414029; BE297731; Hs.75709; mannose^phosphate receptor (cation dependenQ: roannose^phosphate receptor (caBon dep: 3.64 
44438B; AB033058; Hs.lllQl; K)AA1232 protein; KIAA1232 protein; 3.64 . c.„ , ^ , « 

425910; AA830797; Hs.184760; CCAAT-txw-tMnding Iranscfiption factor, CCAATte-binding transcription fadon 3.63 
451484; AV648898; Hs.283771 ; liypotheflcal protein; hypothetical protein; 3.63 

444613; H29627; Hs.79092; hypothetical protein aJ14427; hypothetical protein RJ14427; 3.63 ^ uj ^ « 

447495; AW401864; Hs.18720; programmed cefl death 8 (apoptosis^uckig factor); progrannmed ceD death 8 (apoplosis^duts 3.BZ 
408101; AW968504; Hs,278346; CDC2-related protein kinase 7; CDC2-iBlated proWn Unase 7; 3.62 
424732: D80001; Hs.152629; KIAA0179 protein; KIAA0179 protein; 3.62 
411165; NM 000169; Hs.69089: galactosWase. alpha; galactosidase, alpha: 3.62 

422112; BE540240;Hs.111783;Um1 protein; l^ml protein; 3.62 » hma.^ma nvc7^MU'»offr 

45302$ AL162039; Hs.31422; Homo sapens mRNA; cDNA DKFZp434M229 (from done DKFZ^M229): "'>^^,r^'J*^f°5^.^^ 
438795; AA825792; Hs.377119; gb:od84bll.s1 NCI.CGAP_0v2 Homo sapiens cONA ctona, mRNA sequence; 9b:od84b11.s1 Na_CGAP_0v2 Homo sapiens . 3.61 
445515; 6E388665; H8.179999: Homo sapiens, clone IMAGE:3457003, mRNA; Homo sapiens, done 1MAGE:3457003, mRNA; 3.51 

407797; AKOO0524;Hs.3985O: hypothetical protein FU20517; hypothetical protein FU20517; 3.60 . v«, .i.4i ^ -icn 

\ 423217- NM 000094; Hs.1640; coWagen, type Vll, dpha 1 (epWemwlysls buDosa, dystrophic, dominant and recessive); collagen, type Vll. alpha 1 (epidemolys. 3.60 
444985; Al677737;Hs.380l00;hypolheficalprotebnj14005;hypolhefcalprotemFU14M^^^ 
433764- AW753676; Hs.39982; zinc finger protein RINZF (NM_023929); zinc finger protein RINZF (NM^023929); 3.59 

i glirtathtone-S-transferase and five novel genes; Human DMA sequence from dona RP11.127I^ 3.59 

415149; X12451; Hs.78056; calhepsin U cathepsln I.; 3.57 ^ 

440270; NM_015986: Hs.7120; cytokine receptor-like molecule 9; cytokiie recaptor4lke motecule 9; 3.57 
) 434883: AW381538; Hs.19807; hypolheficd protein MGC12959: hypothetical protein MGC12959; 3.57 , „ 

449656; AA002008; Hs.188633; ESTs; ESTs; 3.56 

413795; ALD40178; Hs.142003: ESTs; ESTs; 3.56 u. ^ a i<m,n wi j n^. « 

406859; AI581 134; Hs.181357; lamWn receptor 1 {67kD. ribosomd piOlein SA); temmln receptor 1 (67kD. rlbosomal prol 3^ 
5 411030; BE3a7l93;Hs.67896; 7-60 proton; 7^0 protein; 3.56 ^.^^^^^^n^ 

447079- AA280057: Hs.105280; ESTs, Weakly stntilar to dJ9B3K23.2 tH.sapiensl: ESTs. Weakly sbtiDar to dJ963K23.2 Hsa; 3.56 ^ rt,..^* 

syndrome! spastteparaplagtal): LI oeU adhesion molecule (hydrocephahB^ . m„u « 

413472; BE242870; Hs.75379; s«Aife carrier famBy 1 (glial high affinity glutamale transporter), member 3; sdute carrier faml^1(gBa! high afB. 3.55 
40 443466; BE243123; Hs.321045; IKK-ielalcd kinase epsiton; indudble IkappaB kinase; IKK-rclated Wn^e _««^^^«^h«i«« /«nt^ 3 SS 

426746! J03626; Hi.2057; uridine monophosphate synthetase (orotate phosphcribosyl transferase and orofidlne-S-^ecarboxyteM): uridine monophosphate synlheiase (orotat; 3,55 
450931; N25156; Hs.2S648; tumor necrosis factor receptor superfamfly, member 5; tumor necrosis factor receptor superfami; 3.55 
425836; AW955Gg6; Hs.9a96Q: ESTs; ESTs; a54 
441054; AA913591; Hs.126480; ESTs; ESTs; 3.54 
45 440592; AL1 37268; Hs7285: KIAA0759 protein; K1AA0759 protein; 3.54 
45BM6; AA009716; Hs.42311; ESTs; ESTs; 3.53 
449027; AJ271216:Hs.228B0;dlpeptkiylpep8dase III; dlpepddylpeptidase III; 3.53 
421662; NM 014141; Hs.106552: ceQ fecognl8on motecule Caspr2; ceD rBCogntlion 
422732; AA577455; Hs.24937; lransfamier-2 alpha (Mra-2 alpha); transtormer-2 dpha pitra.2 alpha); 153 
50 424870; T15545; Hs.244624; ESTs; ESTs; 3.52 , „ 

442794; A1744130; Hs.356753; hypotheScal protein MGC2975; hypothetic^ protdn MGC2975: 3-52 

410257; BE244044:Hs.61469;hypo1helfcd protein: hypothetical protein; 3.51 ^ i..«^^«*e .^.-im 

5 5 424837; BE2761 1 3; Hs,333034; N-acctylbansferase. horadog of a cerevisiae ARD1; N-acetylfransferase. homotog or S^ww, 

421921; H83363; Hs.355993; translocasa of inner mitochondrial membrane 10 (yeast) homotog; franstocase of toner mitochondrtal memfir, 3.50 
4541 28; AL031259; Hs.367900; programmed cell death 2; programmed raB death 2; 3.50 

434049; AA501430; Hs.S771; amyotrophfclsteraisderosls 2()uvenlte) chromosome region. candWate 2; amyotropWc lateral scteiosb 2 Quvenfl: 3.50 
453641; AA444140: Hs.90960: ESTs; ESTs; 3.50 
60 429592: AB029041;Hs.2D9646;KIAA1118 protein: K1AA1118 protein; 3.49 , ^^err ^ uiiuamtimt .-iA? 

430647' AC003682! Hs.l 27988; ESTs. Weakly similar to Z21 INHUMAN ZINC RNGER PROTEIN 21 1 jKaajitens]; ESTs, WeaWy stailar to Z211JWMAN ZINC ; 3.47 
410855; X97795: Hs.66718; RAD54 (Sjcerevlsiae)^ke: RAD54 (Sxerevisiaa)^; 3.44 
41 3372; HS5532; Hs J49S95: tubulin, alpha 2; tubuHn. ^a 2; ZXif 
437224; AL117628; Hs.97808: ESTs; ESTs; Z77 
65 430439; AL133561; : DKFZP434B061 protein: DKFZP434B061 protein; Z76 

435897: AF269223: H5.128322: Complex 11 (a murine top homotog); t<omplex 1 1 (a murinetcp homotog); ^ o in 

417592; AA204664: Hs.182437; ESTs. Weakly similar to 154383 chromosome segregation protan smcl lH.sapiensl; ESTs, Weakly similar to 154383 chromosom, 2.46 
412028; AA383618; Hs.73073; testis-spedfic ankyrto motif oonteinlng protein; testis-specific antcyrinmolif containing: Z35 
422789; AK0011 13; Hs.120842: hypdhelBd proteto FU10251: hypothelkal proteh FIJ10251; 2.33 
70 426627; AF012359:Hs.195685; ESTs; ESTs; 112 

438983; AF085884; Hs.20029; proacrosm binding protein sp32 precursor, proacrosin binding protein sp32 precutso; 2.07 
425709; AA383076; Hs.l59274: outer dense fibre of sperm toils 1; outer dense fibre of spenn tails 1; 1 .99 
433724; AI827749; Hs.144924; seiineflhreontoa protein kinase SSTK; serfaarthraoriine protein kinase SSTK; 1.68 
420710; NM.007009;HsJ987S; zona pdluddaUndtog protein; zonapelludda binding pn^ 1.54 
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Pkey: UnkjueGosprobesetUenGfisr number 
CAT number Gene chister number 
80 Accesston: Genbank accession numbeis 

pkey CAT Number Accession 
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417886 t031334J AA210987 057294 AA214584 AA2D7006 D56572 

432407 MH142SL12 BG038675BF7720056F771866BG960386BG960381 NIULO05712AF11O315BEO74534BE182776BE15B000BE1579996E714315AW81B1Q4 
AW847519AA09942SAW817981 AW8S6396BG961122AA224438AA308542 AW821833BF902155AI732411 BG778834BG283641 BE748279 
BE748870 BG319540 BE748864 BF739224 BG986155 AK057283 B1861466 AA663341 AA457591 BG949294 AW392888 AA071122 AA227849 
AA584918BG959570BF773485AL041698BF959013R87170C16859BI770411 BF771298 AI075321 L13823AA216700BF771864AW881859 
BE537068 C18935 AA155719 BF771 172 BF769107 BF804964 AW61 8172 AW81 8143 AW392930AW817057AW8S8044 BF74S211 AA179928 
AW881687 AW821826 B1055726 BF242643 AA207189BF770412BF771157 BG430030AA055592 

434414 35978.1 AFl 34164 BF809407 AA218567 BF842853 AI2B7168 BF876178 BG9992S3 AW861851 AWB58382 AI817548 BF771300 AAl 13928 AA223422 
AA055556 BF773400 BF998859 BB081333 BE073424 BE142245 H59571 H59570 BF871558 BF871084 BE001132 BF826831 AW754298 
AA223267 BG997895 60997897 AW991957 AA534354 BG319501 8F736309 AI694265 AA045564 6G950256 AI829309 66987850 BE093175 
BF854337 

427298 115241.1 AA933717 8F061897AW628327 AA641788AA400495 

427521 513212.1 AW973352 6F222g29 AW01 6853 6^)59130 AI651829BE551767AA558414AI3393S9BF059G01 Ai961162AI341422AI206248AI208165 

AA548736 AA768578AI539081 AWQS957 AA736837 K7g57SAW594357AM80892 
407347 810943J T23514 AI655785 

430439 67S0J2 AL133561 AL1 17481 AL1 22069 AW439292AI968626AL041090 

TABLE 57C . 



Bcey. Unique number cofresponding to an Eos probes^ 

Ref: Sequence source. The 7 digit numbers In Uils column are Genbank Identifier (GQminribeis. "OufihamLdaL'refeislothepublKalliinenlMniw 
sequence or human chranwsome 22.' Dunham L etal.. Nature (1999) 402:48a495. 
Strand: Indicates ONA strand fam which exons were predicted. 
Nt^ilion: Indicates nucleotide posIQons of ptetScted exons. 



Ptey 


Ref 


Strand 


NLposilion 


402199 


8576116 


Minus 


84187-84744 


402680 


8113438 


Plus 


137634-137768.139702-139893.140475.14059 


402260 


3399665 


Minus 


113765-113910,1156S3-11S765.116808-11694 


402678 


8113438 


Plus 


3739S37514.37866-37981 


403171 


9838164 


Minus 


74502-74703 


406137 


9166422 


Minus 


30487-31058 


401704 


3097641 


Rus 


24712-25374 


402677 


8113438 


Plus 


22135-22309.23063-23238 


402679 


8113438 


Plus 


132079-132216 


402145 


80182B0 


Plus 


113086-114800 


406547 


7711513 


Minus 


172780-174358 


402398 


4092817 


Minus 


24019-24973 


405484 


5922025 


Rus 


199214-199579,199872-199920^0262-20049 


401083 


3242744 


Rus 


33192-33360 


404976 


3419864 


Minus 


139625-140632 



TAS1£ SBA: 434 genes upregulated In bladder cancer relative to nofmal body tissues 

Table 58A lists about 434 genes upregulated In bladder cancer relaflva to normal body tissues that are likely to encode proteins amenable to modulation by small molecules, pep&des. 
or antibodies. These genes were selected from 59680 probesels on the Eos/Af^trix Hu03 Genechip anay. Gene expression data for each probeset obtained from this analysis 
was expressed as av^age Intensity (Al), a normaHzed value reflecting the relathrs level of mRNA expressnn. The protein products of these genes often contain one or more domains 
bidicafiva of have oncogente funclton or of transducing intracellular signals, or of being modulatable fay small molecules, peptides, or antibodies (qjcl pklnse. death<fomain. 7tm. 
|rfio6phatase.orioiUransporter). Certain predictedpn^ 

Ptey: Uiique Eos probeset kfenliSer number 

ExAccn: Exemplar accession number. GenBank accesskm number 

UnlGenetO: UniGene number 

Pied.PralOomalns: Certain predk:ted protein domains. Abbrevtatkins used TM, transmembrane domain; SS, signal sequence; ^Y. very Skely to contdn; ^Mi likely tocont^- other 

protein domain abbrevtaOons are from PFAM (Nuddc Adds Researoh. 2002. 30:276-280). 
UmGeneTtUe: UniGene gene titia 

R1 90lhpeicentile of bladder tumor AIsdhMed by the SOthpereentile of normdC^ 

Pkey: ExAocn; UnfgenelD; UnigeneTBte; P)red.ProU)omafots; R1 

430630: AW269920: Hs.2621 ; cyslatin A (stefln A); cystaIin;TM=M.-; 35.25 

422282: AF019225: Hs.1 14309; apollpoprotein U MotA.ExbB;TM=Y;SS=M; 33.25 

414555; N98569; Hs.76422; phosphdipase A2. group IIA (platelets, ; phosIlp;TM=M;SS=Y: 3168 

415192; 017793; Hs.78183; aldo*eto reductase family 1. member 03 ; akloJ(eLred:TM=M;; 31.04 

417771; AA804698; Hs,82547; relindc add receptor respondcr (tazaro; none,none; 28.50 

439180; AI393742; Hs.199087: v.€rt)*2 avian eiythroUastk; leukemia r, Furfn4kapldn8se,Rec8pJ^dama!n.Furiiv«k8.pkinase.ReGep.LdM^ 27.43 
417079; U65590; Hs.81134; inteileukin 1 receptor antagonist IL1.-8S=M: 25.98 r- k ^ ^ -f 

413859; AW992356; H5.8364; Homo sapiens pynivate dehydrogenase Wna; SAVLPNT,none; 25 J8 
418818; AA228899; Hs.101307; Homo sapiens HUT11 protein mRNA. partial: UT,none; 25.28 

425397; J04088: Hs.l 56346; topoisomerase (ONA) II dipha (170kO); ONAjyrBseB.ONA.topoisolV.HATPas6 c:SS=M; 23.58 

421733; AL1 19671; Hs.1420: fibraUast growth eacbr receptor 3 (aeh; ig.pUn8se:TM>Y;SS>«i; 21.24 

424008; R0274O; Hs.137555; putdhre chemoWhe receptor; GTP4)lndlng;7tnLl;TMaY;SS=M: 20.45 

447343; AA2S6641; Hs.236894; ESTs. Highly similar to S02392 dpha-2fli; none,none; 19.78 

408243; Y00787: Hs.624: Interleukin 8; HtiiPASJLB:TM=M:; 18.90 

427490; Z95152: Hs.178695; mttogervacthrated protein kinase 13; pkinase;TM»M.-: 18.75 

410687; U24389; Hs.65436: lysyl axklas^Oce 1: tysyLoxUase^SS^M; ia63 

444381; BE38733S; HS.2B3713; ESTs. We«y simBar to S64054 hypotheH; Coliagen:TM»M:SS°lue 1&60 

452747; BE153855; Hs.61460: Ig supetfamHy (eoeptor LNIR; igjgiabdjglyoQp:TMsY;SS=M: 1&55 

415444; 6E247295; K8.78452: sdhita carrier CamBy 20 (phosphato tran; PH044JM:TiyNMn ia2S 
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413132; NM 006823; Hs.75209; protein kinase (cAMP-<Jepen(Jenl. calalyti; PK1;SS=M; 17.73 
427337; Z4S223; Hs.176663; Fc fragmenl of IgG. tow affinSy lllb. r, lg;TM=Y;SS=M: 17.68 
450748; D82673; HsJ78589: general transcription factor 11. i: none,SH3PX: 17.12 
418945; BE246762; Hs.89499; aracKdonate S-lipoxygenase; Iipoxygenase.PLAT;TM=M;; 16.88 
420981; L40904; Hs.100724: peroxfsomB prorrfefative activated recep; honnone_rec,2f-C4;TM=Ms 16.78 
439941; A1392640; Hs.18272; amirx) add transporter system A1; Aa.trans;TM=Y;; 16.75 
431846; BE01S924; Hs.271580; uroplakin IB; transmembrane4;TM=Y;SS=M; 16,56 
424247; X1400a: Hs^734: lysozyme (renal amyloidosis); lys.l9.FAD.SynthJdh,1dh_C.pkinase;SS=M; 16.43 
414883; AA926960; ; C0C2B protein Idnase 1 ; CKS;; 16.20 

438091; AW373062: ; nudear receptor subfamily 1, group 1, m; hormone_rec^'<:4,none; 15.80 
439963; AW247529; Ks.6793; pialelet-activating factor acetylhydrola; PAF-AH_lb.Upase^GDSL;TM=M,-: 15.70 
428450; NliL014791; Hs.184339: KIAA0175 gene product; KA1,pWnase;TM=M;; 15.63 
422278; AF072ff73: Hs.114218: fnzzted (Drosoptiib) homotog 6; Fz.Fri2zled.7tm„2;TM=Y;SS==M; 15.45 
434293; NWJX)4445; Hs.3796; EphB6: EPH.lbd.fh3,jAin3se,SAM;TM=Y:SS=M; 15.43 
417880; BE241695; Hs.82848: selectin L (lymphocyte adhesion molecute; EGF,lec8n.c,stishi;TMsM;SS=M; 15,28 
443991; N(UL002250; Hs.10082; potasshim Intentracfiale/small conductance; CaMBO.SK_channel,ioiUrans;TM=Y;SSaM: 15.10 
416305; AU076628; H$.79187; coxsaclde vinJS and adenovinis receptor, ig;TM=Y;SS=JM; 14.90 
432306: Y1B207: Hs.303090; protein phosphatase 1. reguWoiy fmhlb; CBM J1;TMsM;; 14.80 
413076; U10564; Hs.75188; weel (S. pombe) homotog; pWnasejTMsMs 14.73 
429345; R11141; Hs,199695; tiypothetical protein; K_telra,SAM; 14.58 

449230; BE613348: Hs.21 1579; melanoma cell adhesion molecute; lg,isodh.Ribosomai_L6.F-box;TM=Y;SS=M; 14.55 
421508; Nl^004833; Hs.105115; absent in melanoma 2; PAAD.DAPIN.H1N:TII4=M;; 14.53 
446006: NWL004403: H8.13530; deafness, autosomal domlnanlS: non8;TM=M;SS=l^; 14.35 
4295S6; AW139399; Hs.98988; ESTs; none:TM=M;; 14.18 
25 416224; NM 002902; Hs.79088; reticulocalbln 2. EF-hand calcium Kndin: e!hand;SS=M; 14,13 

429673; AA884407: Hs.2l 1595; protein tyrosine phosphatase, non^ecept; Y_phosphatase,Band_41.PDZ;SS«=M; 13.90 
426657; NNL015865; Hs.171731; solute canrier family 14 (urea transport; UT:Tfift=Y;; 13.83 
428157; AI738719: HS.19B427; hexoUnase Z hew)Hnase.hexDWnase2.nooe; 13.80 

400843; ; ; NM 003105*:Homo sapiens sortinn-related; EGF,fh3.WljBcepLajaUecepU),granulin.BNR:TM=Y;SS=M; 13.78 
30 439453; BE254974; Hs.6566; thyroid homrone receptor Interaclor 13; AAA.ABCJlran.CoaE;TM*ftfc 13.38 
432314; AA533447;Hs.312989; ESTs; XRnk.none; 13.25 
413109; AW389845: Hs.l10855; ESTs; PH04,none; 13.15 
424490; AJ278016; Hs.55555; ankyrin repeat domain 3; ank,pkinase:TM^K 13.13 

426490; NM.001621;Hs.170087;arylhydrocart)on receptor. PAC,PAS;TM=M;; 12.93 . ^ « 

35 426158; NiyL001982: Hs,199067; v^rt)-b2 avian erythroblastic leukemia v; Furin^ike.pWnase.RecepXdonan.Farto^.pkinaseJ^ecepXTO 12.43 

440249; AI246590; Hs.249175: ESTs;TatD_ONase.pWnase,death.none; 12.38 

425177; AF127577; Hs.l55017; nudear receptor interacting protein 1; none;SS=M: 12J8 

404942; U30825: : splicing factor, arginlneAserine-rich 9; CD36;TM=Y;SS»M: 12.03 

439569; AW602166; Hs.222399; CEGP1 protein; EGF,TNFR_c6.gr8nutin,CUB,Kerafln.B2.TIL;TM=M:SS=M; 11,93 
40 443195;BE148235;Hs.193063;HomosaptenscONAFU1420lfis.doneNT;Aa.trans,none:11.68 

40800O; U1690; Hs.198689; bullous pemphigoid antigen 1 (230ffi40kD): efhartd,spectrto,GAS2.SH3.Ptecto,RA,XyloseJsom.RiD,bZlPJropomyos^^ 
lZM,Idh^C,CH.AlP3;TM=M;; 1 1.88 

412182; AA205588; Hs.155160: Spfldng factor, arginlneteerine^fch, 4; inn,homBn8jBCzK:4.siigar„tr.; 11.85 

433470; AW960564; ; transmembrane 4 superfamily nwriber 1; none;TM»Y;SS»M: 11.80 
45 425l18;AU07661l;Hs.154672;methytenetelrahydrofblatedehydrogenase;myb_DNA- 

hinding.THF DHG CYH,THF^DHG.CYK_C,CAP.GLY>W^LON.Peptidase_C9,b2IP.M.xan.urj)erme^ 

418870; AF147204; Hs.89414;chemokin8 (C-X-CmotiO, receptor 4 (fus; 7tnLl,7lmJ;TM=Y;SS=M; 1U0 

426761; AI015709; Hs.172089; Homo sapiens mRNA; cONA DKFZpS86l2022 (fi none;TM=Y,-SS=M: 1 1.48 

439750; AL359053; Hs.57664; Homo salens mRNA full tenglh insert cDN; 1MPDH_CJMPDH-N.CBS.lntegriiLARidn3Jeclln: 1 1 .38 
5 0 446742; AA2321 1 9; Hs.1 6085; pulathre G^Mn coupled recepton none;TR*=Y;SS«M; 11^ 

436729; BE621807; ; transmembrane 4 superfamily member 1; none;TM=Y:SS=M: 11.18 

409960; BE261944; Hs.339673; hexoWnase 1; none.none; 11.02 

426539; AB01 1 1 55; Hs,170290; discs, large (Diosophila) homdog 5; SH3,P0Z.GuanyWeJdn;TM=M; ia78 
417821; BE245149; Hs.82643; protein tyrosine kinase 9; cofilinJVDF;8S»M; ia63 
55 427654; AA410183; Hs.137475; ESTs; fon_tr8ns,ww.lGFBP,tsp_1; 10.58 

418004; U37519; Hs.87539; aldehyde dehydrogenase 3 family, member ; aldedh;TM=M;SSsM; 10.53 
447365; BE383676; H3.334; Rho guanine nudeotide exchange factor C SH3.PH.Rho6EF;TM=M;: 10.53 
449437; AI702038; Hs.100057; Homo sapiens cDNA: FU22902 lis. done K; none,nonB; 10.52 
436856; AI469355; Hs.127310: ESTs; pkinase,rTm;TMFM;; 10.48 
60 451035; AU076785: Hs.430; ptas6n 1 (1 isotorm}; efhand.CH,Adap6n_N;SS=M: 10.38 

418299; AA279530; Hs.83968; Inlegrin. beta 2 (antigen C018 (p95),lr, lntBgriiuB,EGF,PSl;TM=Y;SS=M; 10.35 
431890; X17033: Hs.271986; Integrin, aJpha 2 (CD49B, alpha 2 subuni; vwa,lntegrtn-A.F&GAP;TM-Y;SS=M; 10.34 
440006; AK000517; Hs.6844; hypothetical protein FU2051O; AAA.NB.ARC.PAAD.OAPlN:MA;NA: 10.25 
420344; BE463721; Hs.9710l; putative G protein-coupled recepton Methyltransf J;TM=Y;8SsM; 10.18 
65 437852; BE001836; Hs.256897; ESTs. Weakly simflar to dJ365012.1 [Ksa; GPS.7tm_2;TM=Y;: 10.13 

400752; ; ; NM_003105*:Homo sapiens sortlii^rBlaled; EGF,fn34dUecepLa.ldljBcepLb.granulin.BNR;TM=«Y;SS»M; 10.08 
427700; AA262294; Hs.180383; dual spedficity phosphatase 6; Rhodanese,DSPc:TI\^: 10.05 
426728; NM 007118; Hs.171957; triple tundfonal domain (PTPRF Interact; SH3,lg,pMn8seiPli8peclrin,RhoGEF:TM=M:: 10.05 
400496: ; ; ENSP00000224716»:GTP^)lnding protein SAR; none;TM*Ys 10.01 
70 413899; AFD83892; Hs.75608; fight juncfcn protein 2 (zona ocdudens; SH3,PDZ,GuanylateJln;TM«Mt; 10.00 
404568; ; ; NM_02207r:Honio sapiens hypothetical pro; SH2;TM=fyfc 10.00 
444823; BE262989; Hs.12045; putative protein; Mra1,MB0AT;TM=M;SSsY: 9.93 
421425; AK001564: Hs.104222; hypolheScd protein FU10702; eIhand,kaial.arf«7tnLl;TM=Ms 9 JO 
413441; AI929374; Hs.75367; Sn>lik&«lapter; SH2,SH3n^M,-: 9.90 
75 424954; NH.000546; Hs.1&46; tumor protein p53 (l>Fraumenl syndrome); P53,WD40JRK;TM=M;; 9.88 
452289; BE568205; Ks.28827; nitogen-actrvated protdn kinase Idnase ; pkin3se;TM=M.-: 9.85 
439223; AW238299; Ks.250618; UL16 binding protein 2; ldLrecepLa.PKD,MHC^I;TM=M;SS=Y; 9.83 
429238; NM>002849; Hs.198288; protein tyrosine phosphatase, receptor I; Yj}hosphatase;TM=Y;SS=M; 9.80 
«^ 414135; NM_004419; Hs.2128; dual spedlkS^ phosphatase 5; Rhodanese.OSPt.Yj)hosphalase;TM=M: 9,73 
80 452239; AW379378; Hs,170121; protdn ^ine phosphatase, receptor t none.none: 9.73 

418322; AA284166; Hs.841 1 3; cyd*ffHJependent Idnase inhibitor 3 (COK; Y j)hosphatase.OSPc:TM=M: 9l72 
403912; ; ; C5000394*:gi|12737260NiXP.006682.21k; nons;TM=M;: 9.70 

427315; AA179949; Hs.175563; Homo sapiens mRNA; cONA DKFZpS64N0763 {% none,spedrin,SH3.PaCH; 9.70 
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428428; AIJQ37544; Hs.1 84298: cydbwlependent khase 7 (homolog of Xe: pl(inaso:TM=iyt 9j68 

422241; Y0O0S2: Hs.170121: protein lyrosina phosphalase, receptor t ldnes!n,fo3.Yjhosphatase;TM=Jyt: 463 

429083; Y09397; Hs^817; BCl2-<elated protein Al; ddZVJ^ 9.63 

425322: U53630; Hs.155837; proton kinase, DNA««vatBd. catalytic; R3J>!4 Jdnase,FAWTC;TM=M;: 9.55 
430K9; BE5501B2: Hs.127826; RalGEF^ pnM 3, mouse homolog: fh3.RA,RasGEF;TM=M;SS=*t 9.50 
428520; AA331901; HSJ64736; hypolhelhar protein FU1Q097; iione;TA^^ 
418969; W33191: Ks^T: hypothetical prot^ FU20256: SH3:TM=Mr. 9.50 

448913; AA194422; Hs.22564; myosin VI; lTm^-RanBP.pWnase.GST.C.Ets.SA^^PNT^^.me^nbranarnyoshhea^ 

C2H2.PHD,BTBJFllS^T,hook,SAM:TM=M;; 9.50 
414911; NM_000107: Hs.77602; damag^^pecUic DMA tiinding prot^ 2 (4; WD40.hQmeQbQX.UM:TM^ 9.48 
451295; AI557212: Hs.17132; ESTs. Moderately simflar to 154374 gene : pMnase,DAGLFE-bind.pkinase aOPRjume; a45 
402328; ; ; Target Exon; pkinase:TiyNy|;: 9.44 

443710; AI928136; Hs,9691; Homo sapiens cONA: aJ23249 fb. done C; Mpha^none; 9.42 
414987; AA524394: Hs.294022: liypoflieBcd protdn FU14950; SH2;TM=I^; 9.42 

434375; BE277910: Hs,3833; 3'-phosphoadenoslne ^-phosphosulfate sy; APS_Hnase^TP^rytase.PRK.Tliymi(Male Wn;SS=M; 9.40 
418827: BE327311;Hs.4716fi:HT021;rwi8;TM*M;; 9.40 ' / - - 

440675; AW005054; Hs.47883; ESTs, W8ai(ly similar to KCC1JIUMAN CALQ; pWnase^none; 9.35 
433376; AI249361; Hs74122; caspase 4. Bpoptosls^BIaled cysteine pr CARD.ICej)10,ICEj)20:SS*M: 9.28 
410668; BE379794; Hs.65403; hypolhetfcal protein; dealh.TNnLc6;TM=Y;SS=M; 9.25 
430024; AI8(M780; Hs.227730: Integrin. alpha 6; lnte8rirL^FGW:TM=Y:SS=M; 9.23 
452696; AI826645; Hs,211534: ESTs; ArfGap.PH^Guany!alBjc!nP0Z.SH3; 9.13 
434263; N34895: Hs.44648. ESTs; lg,nooe: 9.13 

407949; W21874; Hs^47057; ESTs, WeaWy similar to 21 09260A B cen ; Rilxjsomal S14,8nk,pkin3se.deallwHJne; 9.10 

429332; AF030403; Hs.199263; Ste-20 related Wnase; pJdnase,melallhlo;TM=IUl:SS^i4; a08 

417426; NM_002291; Hs.82124; lamintn. beta 1; laminin.EGFJaminin Nterm.lnlegiin B;SS=M; 9.08 

443951; F13272; H5.1 11334; fiefrilln. Dghl pclypeplkte; PMP22_aaudin.none; 9,07 

414368; W70171; HsJ5939; uridine monopliosphate kinase; PRK.CoaE;: a98 

451292; AB037716; Hs.26204; K1AA1295 protein; SH3;TM=M;; a93 

438000; AI825880: H8.5985; non-klnase Cdc42 effector protein SPEC2; none;TM=M;; a90 

446520; AA128808; H3.179902; transpoiter-fike protein; none;TM=Y;SS=M; a90 

436075; BE090176; Hs. 179902; transporter-fike protein; none;TM=Y;SS=M; a88 

437056; AI147061; ; gb:ok33a11 jjI SoarBS.NSF.F8.9W_OTJ»A.P-S; none,speclrHi.SH3.PH.CH: 8.78 

445496; AB007880; Ks. 1 2802; developmenl and diRerentiation enhandn; SH3M.PH>SrfGaptTM»M;: a78 

418203: X54942: Hs.83756; COC28 protein Kinase 2; CKS;; 8.75 

434608; AA805443; Hs.179909; tiypottietical protein FU22995; none;TM=M:: a70 

445033; AV652402; Hs.72901; mudn 13, epithelial transrneml)rBne; ank;; a68 

417640; D30857; H5.82353; protein C receptor, endothelial (EPCR); none:TM=M;SSMyt; a65 

432841; M93425: Hs.62: protein lyfosiRe phosphatase. noiHecepI; Yj)ho5phatase;SS=M: a65 

430397; At924533; Hs.105607; bicarbonate transporter related protein ; K003 cotransp;TI^Y;; a64 

448888; AW196563; Hs.200242; caspase recruitment doman protein 6; C:ARCfTM=M;; a60 

442994; AI026718: Hs.16954; ESTs; ank,pklnase.dBalh.Ribosomal_S14; a60 

429109; AL008637; Hs.196352: neutrophil pytosollc factor 4 (40kD): SH3.0PR,PX;TM=M;; a60 

455439; AW945484; Hs.184252: ESTs. Weflkty simitar to ALUS JiUMAN ALU S; none,7tiTLl: a55 

437763; AA469369: Hs.5B31; 1^ inhibitor of raetaltoprotelnase 1 ; TIMP,pWnase.DAG.PE-blnd,RBD: 8.43 

417035; AA192455; Hs.22968; Homo sapiens done IMAG£:451939. mRNA se; none,none: 8.40 

41 8478; U38945; Hs.1 174; cydinnJependenl kinase inhibitor 2A (me; ank;; 8,39 

448209; AW160489; Hs.20709; tetraspan 5; transmembran64:TM=Y;SS=M; 8.33 

450139; AK001838; Hs.296323: serum/ghjcocoriicold regulated Wnase; none,none; 8.33 

445350; AF052112; Hs.12540; lysophosphoiipase 1; dbhydrDlase_2:TM=M.-; 8.31 

427509; M62505; Hs.2161; conilenwnl component 6 receptor 1 (C5a I; 7lm 1;TM=Y;SS=M: 8.30 

445633; A1453386: Hs.17287; ESTs, Weakly similar to S26689 hypotheti; IRK.none; a28 

446719; W39500; Hs.301872; hypothelfeal protein MGC4840; AAA,SKI;TM=M;; 8.23 

424762; AL1 19442; Hs.l83684; eukaryoBc translafion WfiaSon factor; none.none; a20 

427274; NM.00521 1; Hs.174142; cotony sfimulating factor 1 receptor, to; lg.pkInase;TM=Y;SS=M; ai8 

416094; AW995512; Hs.225977; nudear receptor coaclivator 3; none,none; ai5 

419262; AA834664; Hs.29131; nudear receptor coadivator 2; PAS,zf-C2H2.SET; ai 5 

417386; AL037228: Hs.82043: D123genaprodud; NUDIX,secY,E1.dehydroQ,transkBtj)yr:TM=Y;SS=M;ai3 

431236; AV656840; Hs.285115; interteuHn 13 receptor, alpha 1; fn3:TM^Y;SS=M: aiO 

439658; AA332057: Hs.6639; hypothetical protein MGC15440; none;Tlt4sM;SS°M; 8.09 

425424; NWL0O4954: Hs.157199; EUamofif kinase; pWnase.UBA.KA1;TM=M;; 8.08 

422573; AW2979B5; Hs.295726: Integrin, alpha V (vitronedin receptor; F&GAPJntegrin JUone: a05 

408912; AB011084; Hs.48924; KIAA0512gene produd; ALJEX2: Amiadilto.8eg;TMNAitSSNUI: 8.03 

447674; 8E270640; Hs.19192: cydin^pendent kinase 2: pkinas8:SS»M; 8.03 

404891; ; ; Target Exon; nonB,none; 7.95 

414278; AA3301 16; Hs.77273; Human gtooose transporter pseudogene;none,none; 7.93 

452888; AW955454: Hs.30942; ephrin-B2; EphrtvIn2;TM=Y;SS=M; 7.93 

433211; H11850: Hs.12808; MAI^- pklnase,UBA.KA1;SS=M; 7.91 

438485; W57578; Hs,237955; RAB7, member RAS oncogene famHy; pklnase,ABC1,nono; 7.90 

413219; AA878200; Hs.ll8727; Homo sapiens cDMA FU13692 lis. done PI; Hlil.death,TNFFtc6tAcyl-CoA.hydro; 7.90 

417381; AF164142; Hs.82042: solute canter family 23 (nudeobase tra; xan jOLpermease^ 7.88 

427122; AW057736; Hs.32391Q; HEI« receptor tyrostoe kfaiase (&«b^2.; FiffbvGksj)kin8se,Recep ljiomaln,YLP;TM=Y;SS=M; 7.86 
405036; ; ; NNL021628-itomo saptens arechUonateEp; Ilpoxygenase,cornptex1^49Kd.PLAT;TMsM;; 7.83 

418529: AW005695; Hs.250897; TRK-fused gene; Band.41.ER^^pktoase.lW^^J«CT>^AM.NudeoplasmlaTropomyosIn.a^ 7.83 

431912: AI660552; H8.76549: ESTs, WbaWy similar to A56154 AM subst: noneAcyWM.dh,Acyl-CoA^dlLWlAcyWk>^ 7.80 

432981; NM.002733; Hs.3138; protein Idnase. AlMP-acSvated. gamma 1 n; C8SM.IrsnsJMs|Ui;: 7.78 

422940: BE07745a: ;gbrf«:i-eT0606O90S0W)1Sb04BT0606 Homo; Sec7.PKANF.receptor.llgj*an.WD40.IRK; 7.78 

446636; AC002563: Hs.15767; dtron (rho^nterading. sertneflhreonln: CNH.OAG_PE-bind.PKlnvotocrin>t;TM=M;; 7.78 

431 183; NM.006855; HS.25C596; KDEL (Lys.Asp^u4^u) endoplasmic retfc; ERJumen jecepl;TM=M;SS=M; 7.78 

400845; ; ; NiyL003105*:Homo sapiens sortin-felated; EGF,fn3J(9jecepLa.kfljecepUMiranuiin.61^TM=Y;SS=M; 7.73 

409142; AL136877; H5.S0758; SMC4 (structural mabilenanoe of chromoso; ABC.tranM8MC_N.SMC.C;OUF164,none: 7.73 

437192; AVV91^88t Hs.75355; ubtquiliiKonjugaSng enzyme E2N (homoto; UQjDOn,Y_phosph8tasa.SHi* 7.70 

403212; ; ; NM.019585:Homo sapiens tntersecUn 2 (IT; SH3,efh3nd.C2.PaRhoGEF;TII44il;; 7.70 

441190; H09073; Hs.2S046; ESTs; E1-E?JVTPase.CaljoiUVTPase.(;CaIto(LATP8seJLHydrQlase,^ 7.68 
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409745; AA077391; ; gb:7814E12 Chromosonie 7 Felal Brain cDNA: 7tmJ^^HC4MSPRy,KI^B.zf.C2H2.ive.2MJbox;TM=Y;SS=M; 1JB& 
428840: M15990: Hs.194148: v-yes-1 YamagucW sarcoma viral onoogene; SH2.SH34)klnase;SS=M: 7.65 
447898; AW969638: Hs.ll2318; 6.2kdpiotebi; nonB.none; 7.65 

425289: AW139342; Hs,155530: Interferon, gamma^ndudble protein 16; PAAD„DAPIN.HIN:SS=M: 7.63 
401927; ; ; C17000914*:gi|8394367lref|NP_05854ai| s; nonen 7.60 

407347; AA829847; ;gb:od40d07.s1 NO CGAP_GCB1 Homo sapiens; RhoGAP,SHipklnase.POLO_boJi.nonB: 7^ 
449924; W30681; Hs.146233; Homo sapiens cDNA: FU22130 lis. cbne H; SH3,none; 7.57 

429952; AF080158; Hs.226573: Inhibitor of kappa tigtil polypeptide gen; pk(nase.ub(quitfai,EirierolagdaJH.PH04.pktnase,uUqd^^^^ 7.55 

445800; M126419: Hs.32944; inositol po!yphosp}iate4i}hosptialas8, ty: none.flone: 7.55 

421489; AI922821: HsJ2433; ESTs; none,PI-PLC-X.PI-PLC-Y,C2; 7.53 

430486; BE062109; Hs.241551; ctitoride cliannel, calcium activated, fam; none:TM=Y;SS=M; 7.53 

431605; AW972407: Hs.124370; gb:EST384498 MAGE resequences, MAGI Homo: adenylatekinase.SRP54:TM»M;: 7.50 

430570; AI417881: Hs.292464; ESTs: 7hL2.F2j=n22led,none; 7.50 

431441: U81961; Hs.Z794: sodium channel, nonvoltage^ated 1 alpha; ASC;TM=Y;; 7.48 

420676; AI434780; Hs.4248; vav 2 oncogene; RhoGEF.PH,CH.SH2.SH3.DAG J>E4)ind.none; 7.48 

444252; R21135: Hs.54985; ESTs; rvone.none; 7.47 

414914; U49844; Hs.77613: ataxia telangiectasia and Rad3 related; FAT.FATCPI3J'l4Jdnase;TM=M;; 7.47 
443426; AF098158: Ks.9329: chrDmosoma 20open reading frame 1; non6;TM=M:; 7.45 
418546; AA224627; ; gb:nc32g04.s1 NCI.C6AP.Pr2 Homo sapiens ; vwa,lntegnnAF&GAP.none: 7.45 
437860; AA333063; Hs.279898; Homo sapiens cONA: FU23165 fis. done 1^* none:NA:l^: 7.43 
4S2007; AA426234; Hs.34906; ESTs, Weaidy similar to Tl 7210 hypotheQ; none,pklnase; 7.40 

432407; AA221036; :gb:zrC3f12j1 Stratagene NT2 neuronal pr, DEAD.he!icase.C,nrm,Ndr,CysJaiot,Tll,vwa,vw,WKl.iaRIIa,abhydrolase,TGF- 

bel40UF139,TPR^PctspJ,Rlx)Som^S21,ivp;TM>Mr.7.40 
424943; AU0?772G0: Hs.153924; death^sodated piotein kinase 1; ank.pkrnase,death.SPRY,8AP,Ribosomal.U4e.SRP54.dDENN,OENN,uDENN;TM=M^ 7.40 
421429; NM_014922; Hs.104305: death effector tilamsnt-fbrming Ced-4-n; U?R.PAAD.DAPIN.AAA.CARD.NB^;NA;NA; 7.38 
417141; U22662; Hs.347353; nuclear receptor subfamily 1, group H, m; homionB_rec,2f.C4:SS=M: 7.38 
430016; NIUL004736; Hs.227656: xenotropic and polytropic retrovirus rec; SPX.EXS;TM»Y;; 7.38 
422813; AV656S71; Hs.121068; transmembrane 4 supeilamily member 6; transmembrane4;TM»Y:S84l; 7.32 
433390; AA586950; H5.260180; Homo sapiens mRNA; cDNA OKFZp761G16121 (; none,specIrin.SH3.PH.CH; 7.25 
409213; U61412; Hs.51133; PTK6 protein tyrosine kinase 6; SH2,SH3.pklnase;TM=M;; 7.24 
444745; AF1 17754; Hs.1 1861; thyroid honmne receptor-associated prot; none:TM=M;; 7.23 
452817; AA322859: Hs.2B4275: Homo sapiens PAK2 mRNA. complete cds; pkinase,PBD:TM=M;; 7.19 
407531; NM.OOG910! Hs.37125: neuropeptide Y receptor Y2; 7tnLl;TM»Ys 7.18 
427231: AW851989; Hs.285814; sprouty (Dfosophila) homotog 4; SH2.SH3;TM=M;SS=M; 7.18 
450285; AW383256; Hs.24752; spectrin SH3dom^n binding protein 1; SH3;TM=M; 7.18 
403344; ; ; N!C000341:Homo sapiens solute carrier fa; 8lpha^mylase;TM=Y;; 7.15 
427268; X78520: Hs.174139: chloride channel 3; CBS.voIlage.CLC;Tl*=Y;; 7.14 
442213; N35110: Hs.30S971; solute carrier family 2 (fadlilated glu; sugarJnTM=Y;SS=M; 7.14 
404875; ; ; NM.022819*:Homo sapiens phosphoiipase A2; phosIip;SS^ 7.11 
433618; AA602539; Hs.345494; ESTs; G-alphaA.deamlnase; 7.10 

417165; R80137; Hs.302738; Homo sapiens cDNA: FLJ21425fis. ctone C; Sulfate_transp.STAS,HMG„box; 7.0S 

413073; AL03816S; Hs.75187: transtocase of outer mitochondria! membn MAS20,zf-A20,VPS9:TM=M;SS=M: ISiS 

426655; AL049589; H8.171723; neuronal ceS death^elated protein: TFH(M1:TM=M:; 7.05 

423387; AJ012074; ; vasoacthre faitesBnai peptide receptor 1; 7tni.2.HRM,CSD;TM»Y;SS^: 7.03 

400211; : ; NNL003899*i1omo sapiens PAK^nteractlng ; SH3.PH.RhoGEF,Terpene_synth;TM=M;; 7.03 

438150; AA037534; Hs.342874; transfomiing growth factor, beta recepto; zonajJcBucldajione; R93 

431341; AA3a7211; Hs.251531; proteasome (prosome, macropafn) subunit,; pioteasome;TM*M;: a93 

405275; AB028989; ; mitogen-activ^ protein kinase 8 biter. Cy5jcnot,TGF4)eta,vwa.vwc.vwd.TIL.DUF139,'SS»M; 6.93 

415392; Z44067; Hs.10957; ESTs; PlP5K.none: 6.89 

429355; AW973253; Hs.292689; ESTs; pkinase.bZlP,Armadlllo_seg,none; 6.88 

429663; M68874; Hs.211587; phospholpase A2, group IVA (cytoscric, ; C2.PLA2^B;TM=M;; 6.85 

427832; AF038362; Hs.180930; TBP-assodated factor 172; SNF?_N.heHcase.C>\rmadfllo,seg.HEAT;TM=M:; 6,83 

447887; AA1 1 4050; Hs.19949; caspase 8. apoptosls-related cysteine pr, IC^_p10,ICEji20.DED;TM-4y!;: 6.80 

400158; ; ; ENSP00000244302*:CDNA FU11591 lis, don; Sm;8S=M; 6.78 

401917; AL050149; ; RAN binding protein 3; Orexin.SH2.STAT,STAT_blnd.STATjxolton.trans,PACPAS,none;6.7B 

400844; ; ; NIA.003105*:Homo sapiens sortllirwelated; EGF.fn3JdLrecepLa.tdUecepLb,or»ulIn.BNR;TM=Y;8S4^ &73 

457238; U07358; Hs.211601: mitogen-adivated protein kinase kinase ; pkinase;; 6.73 

404440: ; ; NVL021048:Homo sapiens mdanoma antigen,; MAGE:TM=M;; 6.73 

424241; AWg95948; Hs.182339; Homo sapiens pyruvate dehydrogenase kina; Ets,SAhtPNT;TM^M;; 6.70 

426746; J03626; Hs.2057; uridine monopJwsphate synthetase (orolat; Pn'bosyllran.OMPdecase:TM=M:: 6.70 

429429; AA829725; Hs.334437; hypotheiteal protein MGC4248; none.transmeinbrane4; 6.65 

450825; AC005954; Hs.25527; tight juncGon protein 3 {zona ocdudens; POZ,GuanyidteJun;SS=M; 6.64 

408638; AW451353; H5.173328: ESTs; B56.none; 6.63 

408056; AA312329; Hs.42331; ephrin^; Ephrm:TM=M;SS44; 6.61 

401057; BE5631 96; ; eukaryotic translation etongaOon factor; loa.trans.tQ;TM=Y;; 6.60 

446526; H89616; Hs.296290; Homo sapiens cDNA RJ13357 fis, done PL; none.none; 6.60 

400528; ; ; NlyL020975*:Homo sapiens r^ protooncoge; cadherni4}kinase;TM='Y;SS=M; 6.58 

418S62; Rfi0669; Hs.124831; CGI-67 protein; none.Skp1MA; 6.57 

453825; AL138129; : gb:DKFZp547F152j1 547 (synonym: hibri) ; PKPK_C,none; &55 

437412; BE069288; Hs,34744; Homo sapiens mRNA; cDNA DKF7p547C138 (ft; ABC_tran.GTP_EFTU,ABCjnembrans,none; 6.54 
415088; AI0772Be; H5.295323; serum/^ucoccrticoid regulated Idnase; none,none; 6.50 

453489; AA300067; H5.33032; hypottieDcal protein DKFZp434N185: F5J^8.lype.(;pkinase.Ets.F5.F8.type_(;pkinase.Els; 6.47 

439866; AA280717: Hs.6727; Rs^aTPase adrvafing protdn SH3 domain; rrm,NTF2:TM=M;; 6.48 

458376; AA683904: Hs.89862;TNFRSF1A-35Sodated via death doman;dealh:TM=M:; 6.46 

441712; AW391927; Hs.7946: KIAA1288 protdn; AIP3:TM=M:: 6.44 

414557; AA3401 1 1 ; Hs.100009; acyl^enzyme A oxxlase 1 . palmitoyi; pkinase.7tm_1; 6.43 

432211; BE274530; Hs.273333; hypothe8cal protein FU10986; FGGY_C:TM=Mr, 6.43 

432945; AL043683; Hs.8173; hypoth^ protein FU10B03; none;TM^SS4il; a40 

438941; AF075047: Hs.31864; ESTs; Ca_channel_B.SH3,arl,none; 6.40 

441466; AW67^081; Hs.54828: ESTs; pkinase.zM:2H2.KRAB.none; 6.33 

438698: AW297aS5; Hs.125815: ESTs. Weakly simSar to 138022 hypoM; EpoxygenasePLAT.none; 6.33 
433255; AI274270; Hs.96840; KIAA1527 protein; MHCK.EF?.kin8se:TM4lI:SS4« 6.33 
427801: AWSTSISS: Hs.2g8275; amino acM transporter 2; A9.trans;TM=M:SS=M; &32 
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407970; AW403814; Hs.41714; BCL2-3ssodated alhanogene; idMin.BAG^Tropomyo^n:: &30 
438464; AA669735: HsJ24743: protdn phosphatase 4 regulatory subunit; nonojiona; 6.30 
453977; AA886006; Hs^27; ESTs; pWnas9,P2)ereoeptor.E1-EajVTPase,Hydn)lase; 6^ 
_ 412491; W31589: Hs.73957; RAB5A. member RAS oncogene tartly; ras,arfpP2C;TM=M;; a30 

:> 413235; BE243445; H5.75248; topoiscMnerasa (DNA) II beta (IBQkp); DNA^syraseB.ONAutopoisolV.HATP8se cDNA^gyrBSeB,ONA topoisdVilATPase c; 6.29 
404342; ;;C7002192':gq7299207|gb|AAF54404J|{AEO;iK)fle;TM=lifc " ^ .v. 

409274: NIWL003930: Hs.52644: SKAP55 homotogue; SH3,PH:SS=4yl: 6.25 

419693; AA133749; Hs.301350; FXYD domabwailaWng ton transport reg; A7PlGl_PLM_MATB;TM»Y;SSs|yt 6^ 

405429; ; ; Target Exon; Y_phosphat8S8.ncne; 6w23 
1 U 404975; AL042279; ; uncharacterized hypothalamus protein KTQ; krfngte;TM=Y;SS=M; 6.20 

452929; AWg54938; Hs.172816; neurcguKn 1; Neiiieguan^;g,Neui8guHn.EGFJo; 6.16 

446883; AW452756; Hs.16364; hypoMca) protebi aJ10955: 0EA0.heQca5eLC;im^Ndr,CysJcintT1Uvwa.v^ 
b6la.DUF139,TPRJ>SPt.tsp,1,Ra)OsomaLS21.ivp;TM=M:; 6.18 

433233; AB040927; Hs^1804; K1AA1494 protein; SH3^HC4:TNfJ=M:; 6.15 
1 D 458791; BE615453; Hs.346509; dedlcalor of cytokinesis 1; nonQ;TM=Y:; 5.15 

421836; AF109219; HS.1087S7; phosphafidylinQsilol glycan. dass Hi none.none: &14 

447727; AI421079; ; tumor necrosis factor receptor superfemi; none^naptobrevfn; 6.13 

401536; ; ; NM.002530*:Homo sapiens neufotroptnctyr; lg.pkin3se.lPRLHIWTWCT;TM=M:SS=M; 6.11 

444317; AI140566; Hs.143436; ESTs. WeaWy similar to PLHU plasmln (H.; PAN.kringle.l;ypsin,Pl-PLC.XC2.SH2.PH.SH3.PI-PLC.YW:aiO 
ZU 427557: NM.002659; Hs.179657; ptasminogen acflvator. urokinase recapto; UPAR.LY6^.PLA2Jnh;SSeM; a08 
450447; AF212223; HS.2S010; hypothetical protein P15-2; NTF2;TM=M;: 6.08 
450107; AI873287: Hs.257812; ESTs; ICEj)20,DEO;TM=M;; 6.05 

418175; AW957054: Hs.206312; ESTs, Weakly sNIar to 138022 hypoihetl; 2K2H2,BTB.ICtetra.Syntaxkijwne; 6.05 

408983; NM^000492; Hs.663; cystic fibrosis transmembrane conductanc; ABC.lrffli>VBCjnembfane.PRK,Bac export3;TMsY:; 6.05 
ZD 439738; BE246502: Hs.9598; sema domain. ImmunoglobuHn domain (Ig)^ Sema,PSI.intBgrfn B;TM=Y;; 6.03 

427625: AF008216; HS.2&501 3; putaUve human HLA dass II associated p; none.none; 6.03 

409430: R21945; Hs.346735; splicing factor, arglnlneteerine*h 5; DSPcRhodanese.none; a03 

446650; AB016625; Hs.15813; sotute carrter family 22 (organfc cafion; 8ugarJnTM=Y:SS*M; 6.03 

405102; ; ; C15001220':gll4469558|flbiAAD2131 l.ll {AF; DAG.PE-blnd.PH,RhoGEF.DCl:SS=M; 6.03 
i U 400121; ; ; Eos Control; SH3,PH.RhoGEF.Terpene.8ynth;TM=Mn 6.03 

415327; K22769; : gb9mS4o02x1 Soarss Infant bran 1NIB H; SH3.PDZ.GuanylatBjdn:SS=M; &03 

404148; ; ; NM_002944':Honio sapiens v-ros avian UR2 ; fn3,pkinase.DUF139;TM»Y;SS=M: 6.03 

405531; ;; Target Exon; PDZ.CARD,GuanylatBjdn;TM=M;; 6.00 

433363; AA584629; H8.2751 63; noivmetastatlc cells 2, protein (NM23B) ; NOK,none; 6.00 
i J 427270; H47921; Hs.174139; chloride channel 3; voll^e_ac.CBS,none; 5.99 

423774; L39054; Hs.1702: Interleukin 9 receptor; none;TM=M;SS=M; 5.98 

4241 24; AA335609: H$.7589; ESTs, Weakly similar to A4601 0 X-lnked : pkInase.TBC; 5.98 

41 1040; AF007393; Hs.177574: protein^dnase. Interferon^ndudUe datr, HLH;TliM:; &95 
, 423422; AC005175; Hs.128425; NY-REN-24 antigen; SuWqlr»sler,7tnu1,none; 5.88 
40 453902; BE502341; Hs.3402; ESTs; none.none; 5.88 

409636; AA305729: Hs.18272; amino acid transporter system A1; Aa„tr8ns;TM=Y;; 5.86 

436154; AA764950; Hs.1 19898; ESTs; efhand.OAGJ>E-bind.DAGKa.PHD.DAGKc,PSI,none; 5.85 

455358; AW902641; ; gb:QV3.NN1024-10050O.161-d08 NN1024 Homo; SuIfata5e.Somalomedinjmphodlest.none; &83 

414108; AI267592; Hs.75761; SFRS protein kinase 1; anKPKOxystefDLBP,pWnase:TM=»ifc 5.82 
45 452547; AA335295; Hs.74120; adipose spedfic 2; LEA:TM=M;; 5.82 

415204; T27434; ; gb:hbc2294 Human pancreatic Islet Homo s; Na_Ca^Ex,Cab{-betanone; 5.80 

435563; AF210317: Hs.95497; solute canier family 2 (fadTitated glu; sugar tnTM^Yn 5.78 

456097; C1 5702; Hs.288028; ESTs. Moderately similar to 154374 gens ; dsmi.FKBP: 5.78 

422445; M23114; Hs.1526: ATPase, Ca transporting, cardiac musde.; E1.E?^TPase,CattonJVTPase.C.CatlonJVTPase,N.Hydrotase;TM=Y;; 5.77 
DU 436246; AW4S0963; Hs.119991; ESTs; none.DNA^gyraseB.DNA_tDpolsolV.HATPase c; 5.75 

422953; AA48B860: H5.245043: hypdheScal protein FU14297; ABC tran.PFlK:TI*»YiSS=fyt 5.75 ' 

425854; AA749190; ; ESTs; RhoGAP.SH2.pkinase.POLO_box,none: 5.74 

424160; T74062; ; gbrycSlfOLrl Scares Infant brain 1 NIB H; f^none; 5.70 
- _ 417389; BE260964; Hs.82045; nddklne (neurfte growth^jromotlng factor; PTN.MK;TM=IASS=Y: 5.69 
DO 437613; R19892; Hs.10267: M1L1 protein; none,none: 5.68 

410820; BE391493; Hs.16475: Human DNA sequence from done RP5^52M4 ; TBC;SSs|yt &68 

423393; R37772; Hs.21420; p21-activaled protein kinase 6; pkinase,P6D;TM=M:: 5.66 

426500: NhL014638; Hs.170156; KIAA0450 gene product; C2.PI^LC>Y;TIUNM;: 5.63 
- 406930: U04691; ; gbrHuman olfactory receptor (OR17-219) g; none;TM»Y;SS=M; 5.60 
OU 401044;;;TargelExoo;none.lCej>20.IC010,CARD.Peptjdase M1;5.56 

428479; Y00272; Hs.334562: cefl dMsten cyde 2. G1 to S and G2 to; pkinase,IC^10JC^20;TM=M;SS»M: 5.55 

421970; AF227156; Hs.1 10103; RNA pdymerase I transcription fador RR; 

aaj>emwases^oxal_deC,bromodoin8ln,PHD.MBDATJod(,t)OT,R3J^ 
, 426248; T18988; Hs.293868: ESTs; pklnase.nono; 6.50 

05 418426; NM_003804; Hs.296327; receptor (TNFRSFHnteracfing serin^ pkInase,death;TM=M;: 5.43 

417086; AA194446; ; ESTs. Weakly simflar to S55024 nebulin. ; ank.deafh.ZU5,EGFJaingie.trypsin.NebuIin4JM;SS»iy|; 5.43 
447437: U07225; Hs.339; purinergic receptor P2Y, (Haoteln ooupl; 7tiTu1,SH2:TM=Y;SS=M; 5.40 
412247; AF022375; Hs.73793; vascular endotheOal growth fxton POGF;SS=M; 5.40 

434938; AW500718: Hs.B1 1 5; Homo sapiens, done MGC:16169, mRNA, com; pkin3se.TBCRhodanese;TiyNMn 5.38 
/U 419355; AA428S20: Hs.90061; progesterone binding protein; heme 1;TM=Y;SS=M; 535 

411188; BE161168: :gb:PMO+iT0425-17010O^2-a10 HT042SHQrrar, adenytatekinasejione; &35 

422461; NiyL003417; Hs.117077; zinc finger protein 264; 2f^C2H2.KRAB,TRIS;TM=M;; 5.28 

426348; BE465586; Hs.17433; hypolhetfcal protein FU20967: nonejwna; S25 
. f 429170; NM.001394; Ks^59; dual spedSdty phosphatase 4; Rhodanese.()SPcYj}hosphatase,Ribo5omaLS3JI;TM4^ 5.23 
/5 429592; AB029041; Hs.209846; K1AA1118 protein; Tropon!n.Exo_endo_phos,l(iTM=ftfc 52i 

434821; AA1591 11; HS.2842S1: Human putaSve ribosomai protdn SI mRNA; £R.h]menjeoepl,RlbosomaU.11.Ribosomd L11 Jl;TMaY:SSBMt 5.21 

434368; AW519020; Hs.73893; dopamine receptor 02; pkinase.SH3.none: 5.15 

405586; ; ; NM_000299:Homo saj^ ptakophiBn 1 (eq ArmadilaLSeg:TliA=M.-; 5.13 

408176; AK001553; Hs.43436; adenylate kinase 3 alpha Gke; adenylatekinas8.none: 5.12 
oU 407443; AF227138; ; ^Morm sapiens candWate taste receptor; none;TM»Y;SS=»* 5.11 

415817; AA398045; Hs,104679; ESTs; FtfhvIike,pWnase.Recep_l^domdn.fn3,nonBC 5.10 

401886; : ; NM.021783:Homo sapiens XEDAR (XEDAR). mR; Tt^R.G6;TM=M:SS=M; 5.08 

410314; AW860708; Hs.18851; hypothelkal protein FU10875: niybJ)NA4ilndkigPAH.BAHJmnndornah^ S.08 
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401579: ALrai447; ; Homo sapiens, done IMAGE:4053M4. mRN^: Neur^chan_LBp.Neur chan memb 5.05 
445873: AA250970; Hs.251946: poIy(AH)lndlng protdn. cytoplasmic 1-1: PABP,fnn.pkmas8.1«J; 5.05 
417529; AA203534: : gb2x58b09j1 SoaresJelalJiver_spleenj pklnasa.UBA.KA1.none: 5.03 
417527; AA203524: ; gb2x56e10jl Scares Jetaljver^spleenj SH3;SS=M; 4^ 
407722: BE252241: Hs.38041; pyiWoxal (pyridoxine. vilamln 86) kinas: p{kB:TM=M;; 4.96 
431321: AW138372: Hs.l85?. add phosphatase, prostate: add jjlrosphatrone; 4.93 
404298- ; : C6001238*:g!|12l715IsplP26697|GTA3_CHlCK: none.GST»C.GST_N.pkinase: 4.85 
407603; AW955705; Hs.62604; Homo sapiens, done '^^G&4299322jn^ 

424099: AF071202; H5.139336: ATP-binding cassette, 8Ut>-family C (CFTR; ABC_lran.ABC,menftfan8:TW»Y„ 4.rj 
422366; TB3882: Hs.97927; ESTy. pkinase,none; 4.64 

424905; NW002497: HS.1537C4; NIMA (never in mitosis gene aHeJated k: pkkase:TM=M,. 4.4b 
426925- NmIoOIWS; Hs.315689; Homo salens cDNA: FU22373 fis, done H; Eslerase.eno!ase.Pepl.dase_S9;TNNM:; 4.45 
43^6a6;W9123;Hs.5B561;Gpfotell><»upIed^eceptora7;7trtu1:T^^Y;SS=^(^ dmd TM-v-Qe-u. a «i 

400749- ♦ • NWL003105*:Homo sapiens sortinn^elaled; EGF.fn3.ldLrecepLa4d! jecepLb.granunn.BNR,TM=Y.SS-M; 4,38 
i 42572l! AC002115: Hs.189309: ttfoiilakin 1A; «ra^'^"??'?*JLW=Y;SS=l^ 4 M a 31 

444006; BE395085: Hs.l0086: type I tr8nsmBmt)ran9 protetn Fn 4; WLrecepLaPKaMiJCJ.TI^I^S&^^^ 
400751; : : NWL00310y:Homo sapiens sortifin-rdated; EGF.fn3.ldlj€cepLa.ldi„recepU9ranulin3NR;TM-Y.S5-M, 4.18 
408908; BE296227; Hs.250822: serine/threonine Wnase 1 5; pklnase;SS=I^ 3.90 

441218 BE327561: Hs.202345: ESTs; iwne.WD40.E1-E2>TPase.(»n^TPase.C.Cato^^ 3.78 
419073- AW372l70:Hs.183918; Homo salens CDNAFU12797 fis. done NT; dealhZU5:SS=M; 3.76 r^-nu.'ien 
SS56:;Vb-.z^9h01.r1 So^^^ 

412604- AW978324: Hs.1904: prolrin kinase C tola; pWnase.OAG^PE-tdnd,pWnase_C,OPR:TM=M:: 130 
) 409582; R27430; Hs.271565: ESTs: none.Neurjiian„LBD.N8iir_chan m^^^^^ 

441155; AW161008; Hs.7719: eABA(A) receptor-assodated prolan; MAPUWS=lj^3.23 
436740- AW975133- : gb:EST387239 MAGE resequences, MAGN Homo; none.EPHJbd.fn3.pkinase.SAM, 3.za 
418319! AW511703; Hs.190173: ESTs. WeaWy^imilar b A46010 X-N^ : none.l^^ 3^0 
409744- AW676258; Hs.56265: Homo sapiens mRNA: cONA DKFZp586P2321 (f. none;NA;NA; 3.13 
dO 4187641 N30531: Hs,42215: protein phosphatase 1, icgulatofy subtint; none,none- 3.10 y.qc=m. 7 (vi 

400846 ; ; soitfli^aled receptor, UDLRdass) ; EGF.1h3.ldI jecepta,ldl,recepLb.granulffi.BNR^^ 3.09 
4mJ5; BE266556; Hs.11070^ Homo sapiens mRNA: cDNA DKFZp761E212 (fr; none Na H Bjdiangen 3.03 
426440; BE382758; Hs.l69g02: solute carrier family 2 (fadiitaled glu; sugar_tnTM=Y;S^M; 3.02 
424187; AA336561; Hs.17287: ESTs. Weakly similar to S26689 hypolhefr. lRK.non^ 2^ ^.xiuuv-^jq^M- 9 03 
35 425852; AK001504; Hs.159651; death receptor 6. TNF superfamily member; death.TNFK.c6.TM-Y,S5-M. 2.93 
401279; : ; C1300035r:gil2494033|splQ643981KDGD.MES; none.none; 2.88 
406671; AA1 29547; Hs.285754: met proUwocogene (hepalocyta growtti fa; Sema.pkmase.TlG.PSI,none. 
447081; Y13896; Hs.17287: potassium Inwardly-rectifying channel, s; 1RK:TM=Y;: 2.80 
453619; H87648; Hs.33922; Homo sapiens, done M6C:9084. mRMA. comp: pkinase:TM=M;; 2.75 

446913; AA430650; Hs.16529; transmembrane 4 superfamily memher (latf; transmembrane4JM=Y;b&=M; l f\J 
463487; R31770: Hs.56562; ESTs; 7lmJ,none; 2.68 
421279: AW564878; Hs.106645: ESTs: pkinase^none; Z68 
45 419720; AA249131; Hs.337778: hypothetical protein FU11068;none.nooe; 2.65 
452345; AA293279: Hs.29173; hypothetical pioldn FU20515: DSPc;TM^;; 2.63 
422247; U18244: Hs.1 13602; sotute carrier family 1 {high affinity a; SOF:TM=Y;: 2.62 

425212; AW962253: Hs.171618; ESTs; p!dnase.none; Z60 «,ar«KTifcY-«5«5rM- 2 sfi 

427344; NWL000869; Hs.2142: 5-hydroxytryptamine (serotonin) reoepton Neurj:haa_LBO.JtewjJhanjnemb.TM-Y^ Z.5B 
5 0 423629; AW021 173; Hs.18612; Homo sapiens cDNA: FU21909 fis. done H: vdtage_aC,C8S.none; 2.55 

455737; BE247203; Hs.124831; CG^67 protein; abhydfdase J:TM=y S&=M; 2^ 

421585; U95626; Hs.302043: chemoWne (CC moBf) receptor-fike 2; 7tm„1:TM=Y;SS=M; 

424028:AF055084;Hs.153692:HomosapienscDNAFU14354fis.doneY7;tme,n(^^ 

448324! A1571356: Hs.34174: ESTs, Moderately similar to ALU8.HUMAN A; lCEj)20.CARD.ICE_p10.nonc; Z50 
55 402256: : ; Target Exon; pkInase,UBA.none; Z43 » . ^ ^ 4 o 

452256: AK000933;Hs.28661;Homo sapiens cimFU10071fe.^^^^ 

419169; AW851980; H3ul62346: ESTs. Weakly simBar 10872482 hypotheB; none,spectnn,SH3,PKCH. ^40 
420634; S42457: Hs.1323; cydic mideolide gated channel dpha 1: cNMP_binding,lonJrans:TM=YK 2.35 
419630:W57756;:gb:2d20g10.r1 SoaresJelalJearLNbHH19W:2jC3HC4.^ 
60 426227: U67058; Hs.154299; Human proteinase activ^ iBC8ptor-2 mR; 7titLl:TM=Y;SS=M: 2.35 
400704: : ; Target Exon; rig„chan,SBP_bac_3ANF,jeceptDr;TM=Y:SS=M: 2.33 
400149: : : Eos Contrd; add_phosphal:TW=Y:SS=M: 2.30 

459327; AW149706: Hs.7859: Qbaf41d02jt1 NQ.CGAP.BmSO Homo sapien; PHO.PWWP,SET,pWn8S8,lo. Z30 
452220. BE158006: Hs.212296: ESTs; integTin_A.FG-6AP.nofw; Z25 
65 416690: H84078: Hs.108551; ESTs; pklnase,none; 2.23 

408354; AI382803: Hs.159235: ESTs; none.none: 2.23 . „^ ^ . TK««M«iai« Mn-TM=Y-q«fclut 2.21 

452203- X57522; ; transporter 1. ATP^ding cassette, sub; ABC_lran.ABCjnembrane.SRP54.ThymidylateJan.TM=Y.SS=M, 

405093! ; ; C1200110r:gil7522643lpir|fT32733 AMPAg; none.none: 2.20 

412723; AA64B459; Hs.33S951: hypothetkal protein AF301222: nooe:TM=M:: 2.20 
70 418738: AW388533: Hs.6682: solute carrier family 7. i^^^^^I^^^S!!^^^?^]^ . . m^juk.hJh 2 1H 

417185; NM_002484: Hs.81469: nudeotkie binding protein 1 (Exdi Min; ParA.fa4JI»iAi8AuATPaso;TW=Mn ilB 

433222; AW514472; H8.238415; dtekkopf {Xenopus laevls) hocndog 4; none,PH04; 2.18 

413827; BE182082: Hs.246973: ESTs; ArmadiIlo_seg.IBB;TM=M;; Z18 

407415; AF073328; ; gbzHomo sapiens tetracyfine transporter-; none,none: Z15 
75 450592: Al701555;Hs.202562 ESTs; pkinase,none: 2.15 

428767; AI421972: Hs.98802: ESTs, ModeratdydmnartoT14342NSD1 ;rnne4*maseJg:Z15 

429012; AW629596; Hs.194725; BCl2^sodaled alhanogene 4; Sm3AG^S^ 2.15 

419122; AI40136O. Hs.44410: ESTs; ABC_tran,ABC_membrane.none; Z10 

446420: AW015693; Hs.135614: ESTs; fan_trans.none: 2.05 
80 420076; AA8278oO; Hs.a3717: ESTs; DUF59.pkirw36; Z05 

409416; AW388359: Hs.10667: ESTs; transmentrane4:TM=Y;SS=*t 2.03 

42B766;AA477989:H5.98800:ESTs:TPR.7tn>.1:Z03 t.^^,„, 

427001; NIL00648Z Hs.1731 35; dudkpedSdly tyrosine^YHJhosphoryl; pkinase;TM«fcte Z03 
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45370% All 19133; ; protein kinase C subsbQls 80K-H: nonQ,hlstone; 2.03 
423341; AW242394: Hs.108660; ESTs; nonejions; ZOO 

456772; AW504297; Hs.l2971 1; hejjaUfc A vims cellular receptof 1; ig;TM=Y;SS=M: 1.88 
427786; BE407B53; Hs.M6871; ESTs; none/&GAP,7tm-1: 1.65 
423508; AW604297; Ks.129711; hepaSfisAvtnis cellular receptor 1:ig;T(i^Y;S&^ 1.00 
447993; AW139525! Hs.17038% ESTs; noRO^ 1.00 

TABLE 588 

Ptcey: Unique Eos probesat MentlOer number 
CAT number Gena duster number 
Aooessioa- Genbank accession numbers 

Pkey CAT Number Aooesston 

414883 8371 J AF274943 BG494894 AI719075 AA908783 A1935150 AI422691 AA91 0644 AA583187 BM272167 AI828996 AA527373 AW9724S9 AIB31360 AA77241 8 
AI033692AA100926AU154749AI4S9432AI423513AI094597AA740617AI991988A1090262AI312104B1256707AA^ 
AI339996AA701623 AI139549 AI336880 AA633646 AI989380AI362835AA399239A1 146955 BF514270 N92892AI348243 AI278867 AA459292 
AM94230BFS07531A]4g2600AA982S96AW613002AA293140AA2355498F108854AA954344tM9682AI457lOOAW5^ 
BE220698BE569091 BM009647 BF900351 AI537692Ai203723AI857576AA584410AW371667BM172363 
438091 22448J AK054860 AV6S2198 AV652192 AV6521 38 AV652127 AV6521 94 6E935919 AV652017 AV651995 AV651548 AV646063 AV6S1 985 AV646164 
AV646179 AW880409 AA345002 BF155189 6E068931 X56197 AL603014 AW9S3629 BM263S46 BE550772 AA701084 A1681352 AA358669 
AW938841 BF438147 W0S391 H75313BF326185A\ffi46335AV65t569AV646340AV651992AV646384AV646364AV687497BF155^ 
AW797876 A1906821 XS6198 6E833635 AA628440 BEB33808 BF224205 AA709126 BE673807 AI923886 AA947932 AI276125 A1185720 AW510698 
AA987230 BE467708 AW89862B AW898544 AI146984 AW043642 AI288245 AI186932 AI635262 AI139455 AI298739 AI813854 AI024768 6E699445 
BE699444 A17078O7 D52654 AI214S18 Ai004723 AI698Q85 AW087420 A156S133 AA645571 AW898622 BF110144 AW51 3280 AI061 126 BF362770 
A1266939 AI435818 BF475318 AI024767 BE174213 AA757598 AAS13019 AA9029S9 Ai860794 AI334784 BF10641 1 BM310532 AW513771 AI951391 
AI337671 BF095606 BF095G01 BF095466AW890091 8F095753 AW243400AW898607 AW698616BF362762 A1922204 AW89862S6Efi99468 
6E174196 AW102923 DS2715 BE699456 D52477 O5S017 BF955933 BG623S63AV646254AA463522 61003244 AI2991 90 W40186 BE174210 
BF939091 BF434180 AW579001 TS5662 H0181 1 T52S22 8F945037 BF955938 D54679 D53933 R67100 8G925SS2 BF999056 R83430 229922 Te5791 
W03942 H63289 AI091 537 BF0B6583 AA345570 H48a70 H60720 T83523 BI039626 61037700 R00353 6F155184 N98343 N79072 HOI 812 T55581 
433470 6624.1 X7S684 AL573167A1445461 AI453743 Aig83655 A1564644 AA977160Aie94111 AI591358 AW07162SA1678712AI720939AI927769 BE439796 
AI963432 AA292956 AW192593 AI865838 A!6g6905 AI424384 A)161312 AI91 1921 AI597801 BI494959 AI240988 AI492554 AW262737 BE044033 
AW008570 AW629S0S 61494958 AA088439 AA706057 BF222820 BF593608 BE50ig57 AA524S26 BE044134 AW572531 AW015724 BE349186 
. AA043217 BE219784 AI799814 AAia575 AI671727 AM70033 BE646195 AW779725 AA903050 AA147228 AA404570 AI07SB78 W381 61 AI972739 
AW8731 52 AA723200 C061 23 6F057147 AA627686 AA1S7944 A1990245 AA662S17 T324S7 AI800106 A)333170 AI8591 60 W45410 AI990B27 
AW275048 AA182640 AA478328 A1298935 AW0851 58 AW471421 AW103470 AW300456 AW191997 AI823466 AA962397 AA1 36658 AI251817 
AW339104 AA724739 AA41 1 100 AA191 349 AA757735 AA037696 Ai769516 AW772283 AA01 0631 AI692846 AI061065 H80983 R79933 AI950693 
AI245632 AI349390 AA148284 A1798502 AA487893 Ai621320 AW194272 C06365 AA953883 BE858936 A1916523 AI872628 AI927217 AI453453 
A1189366 AW338678 AI261 359 At500576 BF477735 A1032S69 A1972699 AI985583 Z28771 A1363829 At693030 AA603586 BE773488 AW339301 
8E773489 BE773462 BE7734g5 AI650338 BE773499 AI745717 BE811475 BE811470 BE811464 6E811416 BE611415 BE81 1400 BE811398 
BE81 1388 BEei1352 BE773501 BE773494 BE773488 BE773474 BE773473 BE773470 BE773461 BE811350 BE811337 BF593847 BG055071 
AW675302 BF003068 AA719173 BE81 1 348 A1582462 Al^240 BE773500 AI244845 AlS6543g AI918453 AI472527 At446740 AA035576 AA191414 
AW674145 C0S782 AI589264 057558 AI468237 AI432033 AA9B9662 R217S2 BF002457 AA988297 AL574095 AL576200 AL571074 AL574525 
AL578810 BG498381 AI92B364 SE679732 AA479834 AA479712 C17732 BM0912S8 BF843901 AW820230 C17478BE3Z7120 AA129574 AA136645 
BF843gW AW806193 AA502832 AA649494 AL568520 AL5479G0 BE706937 6E611360 BE773498 BE81 1401 6E773484 6E811437 BE81 1380 
BE81 1399 BF997171 8F757734 BE926037 AI377598 C0611 1 AW088968 BE81 1404 6E81 1472 AI865912 Ai925607 AI871^ AI093510 BE905927 
BE81 1435 AA191387 AW7720Q0 BE81 1453 BE614379 BFB44522 BI044896 AI744233 AW9e4527 C17504 BFB43883 AI248307 BE773483 A)567995 
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BE790436 AW08Q238 AU137549 66429896 BE392486 AW961686 B6721056 BE908365 BE546656 B6S41235 AW583735 66628290 6(260895 
AW851691 6M048974BM043805BG142165AA315188AM46615COS300BG497644AA088544AI81S987 86528631 6E619162AW239ie5 
AW062910 AW062902 AA347236 F11933 AA488005 AA301631 AA376600 D56120 AA343532 AA308636 F00242 AA376088 AA31696B AA343799 
61870221 8E910282 66538748 AWg60564AV732B79 D16854 AA192519 BP922148 AA216013 86624091 BE544387 B6S0700B AW176446 
8F790033 6E088925 6E088854 AA921353 R21800 AA011222 T97S25 
438729 6624.1 X7S684AI573167 AI445461 AI453743AI983655AI5&4644AA977180AI694111 AI59135B AW071625AI678712AI720939AI927769 8E439796 
AI963432AA292956AW192593AIB65838AI696905AM24384AI161312AI911921AI597801 BI494959A1240988A1492554AW262737BE044033 
AW008570 AW629505 81494958 AA088439AA7Q8057 BF222820 6F593608 BE501957 AA524526 6E044134 AW572531 AW015724 6E349186 
AA043217 BE219784 AI799814 AA129575 A1671727 AM70033 BE646195 AW779725 AA903050 AA147228 AA404570 AI075878 W38161 AI972739 
AW6731 52 AA723200 C06123 BF057147 AA627686 AA1 57944 A1990245 AA562517 T32487 A1800106 AI333170 A1859160 W45410 AI990827 
AW275048 AA182640 AA478328 A!298g35 AW085158 AW471421 AW103470 AW300456 AW191997 AI823466 AA982397 AA136658 AI251817 
AW339104 AA724739 AA411 100 AA191349 AA757735 AA037696 AI769516 AW772283 AA010631 AI692846 AI061065 H80983 R79933 At950693 
AI245632 A)349390 AA148284 A!798502 AA4S7693 AI621320 AW194272 C06365 AA953883 BE&58936 AI91 8523 AI872628 AI927217 A1453453 
AJ189366 AW338678 AI261359 AIS00576 6F477735 AI03S69 AI972899 A1985583 228771 A1363829 A!693030 AAe03586 eE773488 AW339301 
BE773489 6E773462 6E773495 AI650338 BE773499 A1745717 BEB11475 eE811470 eE811464 eE811418 6E811415 6E811400 BEB11398 
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422940 
409745 

10 407347 
418546 
432407 



423387 2612J 



400211 
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453826 
447727 
45 400121 



BF790O33 BE088925 BE088854 AA921353 R21800 AAOl 1 222 T97525 
AW976398 AI147061 AA765223 AA743380 A1803927 

AA150780 B1033518 BI027818BG015789 BI033807 AA341445 
T23514AI655785 

K\2S^^^^ 

AWM7519AAD99426AWB17981AW856396B(a5l122A^^ 

ocyAQa^naf^WA{\ OP7AMRA BF7a9224 809861 55 AK057283 B1B61466 AA663341 AA457591 BG949294 AW392886 AA071122 AA2Z7849 
IS I^mSSiS W^^^ BF770411 8(771298 AI075321 L13823AA2167W 6^186^^^ 

msmi AW821826 BI055726 BF242643 AA207189 BF77041 2 BF771 157 BG430030 MK5W2 



428504.3 
58443.1 
MHig44.5 



810943_1 
242835.1 



353?.1 



400158 2ie6J 



366136.1 
10123.14 
3532-1 



50 
55 



^^f,^^^i^Sa^mjl^^^^t^^mrXU BM151638AW956921 BM150080BM153173BMM74S1 BF953992AA916e96 

SS ™S'bSSbE909458™ 
oM/ScRi; niBA99ftR nayfiO SG219364 AI122677 BE207297 BF754798 AA3143B4 BEa73951 B6207294 Al148198 AI336189 W14TW/^^ 

S^K3E^iTt^^1WaKb» BE709911 W23826 BG941639BF769034AA026407AA229555 AV75634OAV714380 
!^™^™BSW^IKAI770086B1861138AW2ia79Al^^^ 



415327 9792.2 



60 455353 
415204 
425854 



1160035.1 
1865508.1 
2638.3 



65 



70 



75 



80 



424160 5320.3 
417088 1154.2 



411188 
417529 
417527 
451385 
436740 
419630 
400149 



1072487.1 
3302462.-1 
2431831.1 
85022.1 
1239008.1 
37310.5 
16468.1 



AW902569 AW902557 AW902654 AW902641 AW902650 AW902741 AW902644 
K93AA923304AI66(l828AMrai1BII)173n»AA03S704W65393BB8^^ 

AA193162Z17344AA192546 

AW821260 BE162466 BE161168 

AA203634 

AA203524 W88451 

AAOl 9761 AA017656AA017374 

SlSSSBSSBS^tlSlsB.83410, AU1«,«AU124S,1 AU1«i^«^7t ««n286 
SSSffi 0 B17SBI^reAU1^^ 



675 



wo 09/042661 



PCT/US02/36810 



10 



15 



20 
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452203 2630J 



453709 59915.1 



AI094208AA028946AA975078R16815BG151132AI276297 051676 

^^^Sf^.'SS^ *^^207 U1206 L2120S L21204 AL561404 AIS46423 AL560492 AL556882 AL541576 AL550654 BI823519 
AW295947 BM146642 XS7521 BG820143 BES98390 P06770 F12630 BM423610 AL561518 BM009470 
BG742981 AA279685 AA847441 AA313737 BF172639 BF897216 BF914190 BF903647 S70Z77 AI569694 AW073296 AI361433 AA564644 AA487429 

AI819778 AI346733 AW771150 AW512S25AI249904 AA279809 AI352549 AW512517 BG056280 AA521222 BE271141 AL581932 AL5415re bSiiJJm 
AV660190AL556475 AI620020 AW08988a AVV079179 221S1B^^ F04651 AI7B^611^198A^4^^M^^^^ 

^^^^ AA135727 H05927 H23433R42244 M79997 AW366665 AW366601 
AA678742 AL556474 AA135770 BE774050 BF914200 H88457 AAfi27746 BiS6Q216 BI753585 «"«ooui 

^l^f^^^f ^^^^ ^^^^^ ^^3430 H80793 BF813504 N36311 N39276 H95973 BF79t919 BE739392 BE144239 

AA402764 AI214620 AA765312 BF380770 AA442682 AISI 9746 AVra 
!^^JS^^SSSi'^^®^»^'^95^^^672AA6995» 

S?J^f BE379532 W93803 AI440333 AW367670 AW367640 N77131 BF993216 AI85B263WS2329 N6W06ra3113 

™Sf ^^^^^^BF995236BF9^ 

^^^^ ^^"^ ^5931 AA173568 AI073567 AA004957 AI539585 N9S093 H99798 H95072 H96853 AA215712 
5SS5i^J-i®°^^ '^^^2 "^52 H68346 R94750 R89010 R87951 H65817 N24891 AA173731 AI593577 BE1B1027 
AA7W461 BE181002 W60239BF987598BF995279H17483R76237AL119133BF964815AW663315 H65903H17591 R20167AA310039R58734 



TABLE 68C 



Pkey: Unique number corresponding to an Eos piobeset 

Ret: Sequence source. Tlie7digHnutnbefsinlhisco!umn8reGenban!(ldetitiiler(Gi)nuntiber5. "Dunham L el al.-retm to Otepubiicaiimenfa-llB^ 

sequence of human dvomosoTO 22.' Dunham I. etd. Nature (1999) 402:489495 » »«i«««»n enuuai imim 

J\) Strand: Indicates Dt4A strand tzorn wttich exons were predicted. 
NtposiOon: Imficates mideotlde posifions of predided exons. 



35 



40 



45 



Pkey 


Ref 


Strand 


NLposllion 


400843 


9188605 


Plus 


5863^970.7653.7784.8892-9023.9673^ 


404942 


7382153 


Plus 


92095-92252 


400752 


7331445 


NGnus 


36215-36461 


400496 


9743564 


Plus 


4151541695 


404568 


9966995 


Minus 


92893-93116 


403912 


7710730 


Minus 


72000-72290,72431-72700.72929.73199 


402328 


4464283 


Minus 


13758-13922,14558-14752 


404891 


7329392 


Pius 


84974-85125 


405036 


7543748 


Mmis 


121957-122129 


400845 


916860S 


Phis 


34428^12 


403212 


7630897 


Minus 


156037-156210 


401927 


3873185 


Mbius 


112000-112137 
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TatjteKA tsts aljoirt 1 70 genes ujHegulaled in prostate cancer compared to nomBl aduH tissues. These were sdeded (rem 59680 prolMsets on the Ailymetrix/Eos Hu03 
^nechip aray such that the ratto of •average" prostate cancer to "average" nonmal adult tissues was greater than or equal to az The 'arerao^ prostate cancer level wa set to the 

^(^undlwd^^ 

TABl£ 59A: ABOUT 1 170 GENES UP-REGUUTED IN PROSTATE CANCER COMPARED TO NORMAL ADULT TISSUES 

Pkey: Unkpie Eos prelieset klenti0er number " ' 

ExAocn: Exemplar Aooessbn number, Genbank accession number 
UnfgenelD: Unigene number 
Unlgene TItle:Unigsne gene title 

R1 : Ratio of prostate tumor to normaf adult body Bssue 



Pkey ExAocn 



428330 
426747 
420923 
416854 
425075 
431103 
434666 
419551 
413859 
420154 
428336 
400287 
41G602 
428398 
432441 
414569 
417771 
448999 



L22524 

AA535210 

AR)97021 

H40164 

AA506324 

M57399 

AF151103 

AW582256 

AW992356 

AI093155 

AAS03115 

S39329 

NWL006159 

AI249368 

AW2g2425 

AF109298 

AA804698 

AF179274 



Hs.2256 

Hs.171995 

Hs.273321 

Hs.80296 

Hs.1852 

Hs.44 

Hs.112259 

Hs.91011 

Hs.8364 

Hs.95420 

HS.1837S2 

Hs.181350 

Hs.79389 

Hs.98556 

Hs.163484 

HS.1182SB 

HS.S2547 

Hs.22791 



Unigene Title 


Rl 


matrix metailoproteinase 7 (mabflysln. 


108.1 


kalCkrein 3, (prostate spedSc anti^ 


10Z5 


differentiaify expressed in hematopoietl 


90.5 


Puridnje ceil protein 4 


79.B 


add phosphatase; prostate 


71.6 


ptefotrophln (heparfn binding growth toe 


70.6 


T cell receptor gamma kxajs 


69,1 


anterior gradient 2 (Xenepu; iaevis) hom 


66.4 


Homo sapiens pynivate detivdnigenase kha 


66.4 


JM27 protein 


63J 


irfcroseminoprotdn, bet^ 


61.4 


ka]likreln2,prostalte 


59.7 


nel(chkdcen^2 


54.6 


ESTs 


54.6 


ESTs 


54.8 


prostata cancer assodated protein 1 


54.2 


reCndc add receptor responder (lazaro 


54.2 


transmembrane protein with EGF^ and 


53.7 
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437145 AF007216 Hs.5462 sdute carrier farnly 4, sodium bicatbon 

446057 AI420227 Hs.149358 ESTs. Weakly sImBar to A46010X^inked 

431579 AW971082 Hs.222886 ESTs. Weakly similar to TRHY.HUMANTRICH 

400299 X07730 Hs.l71995 kanikrdn 3. (prostate spedfic anBgen 

5 427574 NM 003528 Hs.217B H2Bhistone family, member Q 

432374 WB8815 HS.3018B5 Homo sapiens cDNAFU11348ris. done PL 

422487 AJ010901 Hs.198267 mudn 4, tracheobronchial 

415314 N88802 Hs.5422 glycoprotein MSB 

43195B XB362g Hs.2877 cadherin 3, type I.P-cadherin {placenta 

10 4092B2 AK000631 Hs52256 hypothetical protein FU20624 

4235B2 BE000831 Hs23837 Homo sapiens cDNAaJl 1812 lis, ciona HE 

400298 AA032279 Hs.61635 six transmembrane epithelial anligeft of 

439176 AI4454M Hs.190394 ESTs. Weakly similar to B28096llne-1 pr 

416565 )(54162 H5.79386 letomodin 1 (smooth musde) 

15 447726 AL137638 HS.1936B malriBn2 

426174 AA547959 Hs.115838 ESTs 

425071 NM 013989 Hs.l54424 delodlnase, iodothyronino. type II 

417067 AJ001417 Hs.81086 sohjte carrier famBy 22 {exIranemonaS 

414217 A1309298 Hs^79898 Homo sapiens cDNA: FU23165fe, done L 

20 433043 W57554 Hs.125019 lymphoid midear protein {lAF-4)mRNA 

400302 N48056 Hs.1915 fbtate hydrolase (piostate^edfc mertib 

453096 AW294631 Hs.11325 ESTs 

419239 AA468183 Hs.18459B Homo sapiens cDNA:FU23241 lis. cteneC 

427665 AF134803 Ks.180141 cordin2(musde) 

25 415539 AI733881 H8.72472 BMP^B 

428411 AW291464 HS.1033B ESTs 

428819 AL135623 Hs.l93914 KIAA0675geneprodud 

401424 NML001172:HonK>sapiens arginase. ^pe 11 

452114 N22687 Hs.8236 ESTs 

30 426990 AUM4315 Hs.173094 Homo saptensmRHA far KIAA1750 protein. 

448045 AJ297436 Hs.20166 prostate stem cdlanligBn 

421552 AF026692 Hs.105700 secreted Wzzled-relaled protein 4 

432101 A1918950 Hs.123542 EphA3 

427398 AW390020 Hs.20415 chromosome 21 open reading frame 11 

35 426716 NM_006379 Hs.171921 soma domain, irnmunoglobulin domain (Ig). 

434025 AF114264 Hs.216381 Homo sapiens done HH409untoK«minRMA 

414591 AI888490 Hs.55902 ESTs. Weakly sbrflaf ft) ALUS JUMAN ALU 8 

453355 AW29S374 Hs.31412 Homo sapiens cONAFU114221is, done HE 

408380 AF123050 Hs.44532 diubk;uitin 

40 429500 X7B565 HS.2B9114 hexabrachlon (tenasdn C.cyiotaclin) 

453370 AI470523 Hs.l39338 ATP-Wnding cassette. suWamilyC(CFTR 

408369 R38438 Hs.182575 solute carrier family 15 (H??? transport 

408001 AA046458 Hs.95296 ESTs 

440274 R24595 Hs.7122 scrapie responsive protein 1 

45 417332 AW972717 Hs.288462 hypo&ietk:al protein FU21 511 

442993 BED18582 Hs.l66196 ATPase, Qass I, type SB. member 1 

433404 T32982 Hs.102720 ESTs 

459247 N46243 Hs.1 10373 ESTs, Highly similar to T42526 secreted 

418829 AA516531 HS.S5999 NKhomeobox(Drosophila),!amily 3.A 

50 459290 NM 001546 Hs.34853 Inhibitor of ONAWnding 4. don*tanloeg 

418827 BE327311 Hs.47166 HT021 

410330 AW023630 Hs.46786 ESTs 

450377 AB033091 Hs.74313 KIAA1 265 protein 

424012 AW368377 Hs.137569 tumor protein 63 kDa with strong homolog 

55 441633 AW958544 Hs.1 12242 nonnal mucosa of esophagus spedffcl 

429290 AF203032 Hs.l98760 neurofilamenL heavy pdypeplWe (200kD) 

452340 NM_002202 Hs.505 ISL1 transcription factor, UM/homeodoma 

421566 NM_000399 Hs.1395 early growth response 2 (Krox-20 (Orosop 

409361 NM_O0S982 Hs.54416 slneocui!shoraeobox(DrosopNla)homdo 

60 448100 AW967109 Hs.l3B04 hypothetkalprotdndJ462023.2 

407202 N58172 Hs.109370 ESTs 

43407B AW880709 Hs.283683 chromosome 8 open reading frame 4 

442670 N45018 Hs.87e9 hypothetkal protein DKFZp761J171 21 

403047 NM_005656*:Homo sapiens transmembrane pr 

65 407709 AA456135 Hs.23023 ESTs 

433444 AW975324 Hs.129816 ESTs 

415SB9 AI267700 Hs.317584 ESTs 

430539 AK001489 Hs^42894 ADP-ribosy1a6on factor-like 1 

408221 AA9121B3 Hs.47447 ESTs 

70 448519 AW175665 Hs.278595 Homo sapiens prostdn mi^ complela cds 

437179 AA393508 Hs.300642 serotogicafly defined colon cancer anlig 

426457 AWB94667 Hs.169965 chimerin (chlmaerin) 1 

444484 AKD02126 Hs.11260 hypothetical protein FU11264 

400292 AA250737 Hs.72472 BMP-RIB 

75 433647 AA603367 Hs.222294 ESTs 

429220 AW207206 Ks.136319 ESTs 

427871 AW992405 Hs^9622 Homo sapiens, done IMAGE-^507281.inRNA. 

448106 AI800470 Hs.171941 ESTs 

415992 C05837 Hs.145807 hypothefteal protein FU13593 

80 452792 AB037755 Hs.30652 KIAA1344 protein 

407910 AA650Z74 Hs.41296 fibronectinleudne rich transmembrane p 
428862 NML000346 Hs^16 SRY (sex detemntmng region YHxtx 9 (ca 

416961 AWgS7646 Hsi3Q23 ESTs 



49.6 
48.0 
46.8 
45.0 
44.9 
44.5 
44.5 
43.2 
41.9 
41.1 
40.5 
39.5 
39.3 
39.0 
38.6 
38.1 
38.0 
37.5 
37.0 
35.5 
35.1 
• 35,1 
34.9 
34.9 
34.9 
34.6 
34.3 
34.0 
34.0 
33.8 
33.1 
32.9 
32.7 
32.4 
32.4 
32.4 
32.3 
31.9 
31.6 
31.4 
31.3 
31.2 
30.8 
30.7 
30.3 
30.2 
29.6 
29.6 
29.3 
29.2 
29 J) 
28.6 
28.6 
28.5 
28.2 
27.7 
27.7 
27.6 
27.4 
ITA 
27.4 
27.4 
27.3 
27.2 
27.0 
26J 
28.8 
26.5 
26.5 
26.4 
26.4 
26.2 
26.2 
26.0 
26.0 
2S.B 
25.6 
25.5 
25.5 
25.3 
25.2 
24.9 
24.8 
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451027 


AV^19204 


Hs.40808 


413517 


N76712 


Hs.44829 


409731 


Ml 259^ 


Hs 56145 


418396 


AI765805 


Ks.26691 


412088 


AI669496 




4^673 


AA884407 




411644 


H92064 




409619 


AK001015 


Hs 55990 


433466 


AA508353 


Hs 105314 


431657 


AI345227 


Hs.1 05448 


440995 


T57773 


Hs.10263 


432278 


AL137506 


Hs 274256 


428695 


AI^5647 




424720 


M89907 


Hs 1S99Q9 


440260 


AI972867 


Hs.7130 


443622 


AI911527 


Hs.1 1605 


426418 


Mg0464 


H&^16389S 


425383 


D83407 


Ms Infirm? 


450642 


R39773 


Hq 71 W 


417421 


AL138201 


R«ft919n 


435981 


H74319 


119. 1000 £1/ 


450693 


AW4S0461 


Hfi 9fi3f}R5 


444784 


012485 


IIQCI 


423242 


AL039402 


ns>, i^OiOJ 


406621 


AI970672 


Hs 46638 


408000 


L1 1690 


Hs.620 


404210 






417622 


AW298163 


Hs 82316 


419526 


A)821895 


Hs 1Q34fi1 


442799 


A1564739 




424846 


AU077324 


Hs.1 832 


420195 


N44348 


Hs 26243 


429922 


Z97630 


Hs 226117 


422511 


AU076442 


Hs 117938 


437330 


AL353944 


HsSOHS 


431474 


AL1 33990 


Hs 1Q0fid9 
no. twoHC 


430887 


N66801 


Hs 260987 


416655 


AWS&8613 


Hs 74498 


408912 


AB01 1084 


Hs.48924 


445133 


AW1 57646 


Hs 153506 


421513 


X00949 


Hs 10^')14 

no. i*t 


413746 


AA133243 


Hfi 17155!) 


446795 


A{797713 


ns.lOO'tf 1 


440774 


AI420611 


Hfi 1978j19 
nd.i&f Ow£ 


407168 


R45175 


H<: 11718? 


417511 


ALJ049176 


no.Of ^« J 


431130 


NM DQ6103 

lln^WU 1 llw 


Hs.2719 


451277 


AKQ0112a 


ns.ZDirD 


411800 


N39342 


Hs.1 03042 


446469 


BE094848 


ns, 10 1 10 


427138 


N77624 


Hft 17^717 


409758 


AW474g6Q 


Hfi 1R995R 
ns. iozaoo 


424897 


D63216 




430280 


AA3fi125B 


Hfi 917888 
n5.c0f 000 


401197 






452814 


A1092790 


Hfi \147m 
no.u^jtf tAJ 


429916 


AWB739&fi 


Hfi 11(»R0 


423073 




Hfi.19ai1Q 
ns. iMi 19 


453469 


AB014533 


Hfi ^1010 


444922 


AI921750 


Hs.1 44871 


436396 


AI683487 


Hfi 1'>991? 

no. 1 1 0 


419440 


AB020689 


Hs 90419 


429170 


NM 001394 


Hs.2359 


441690 


R81733 


Hfi ^llflR 
no.oo ivo 


423690 


AA329648 


Hs.23804 


423044 


AA320829 


ns.9f&DO 


410929 


H47233 


Hfi '^nAd') 


427019 


AAQ017'W 


ns. 1 r JaiM 


431556 


f\rv I o\Ku 


Hq 1R^9R 


405632 






444190 


AI878918 


Hs.10526 


407118 


AA156790 


Hs.262}38 


416370 


N90470 


Hs.203697 


431217 


NH.013427 


Hs.250830 


430187 


AI799909 


Hs.156989 


420120 


AL049610 


Hs.95243 


434423 


Nl^006769 


Hs.3844 


417381 


AF164142 


HS.B2042 


409062 


AL157488 


Hs.50150 


409038 


T97490 


Hs.50002 


436032 


AA150797 


• Hs.109276 


431548 


AI834273 


Hs.9711 


418565 


AKD01S29 


Hs.86149 



ESTs 24^ 

ESTs.WeaMysbiiarto(38QZ2hypothe!i 24^ 

Ciymosin. beta Menfilied In neuroblasi 24.4 

ESTs 24.1 

ESTs 24.1 

pnUn tyrosine phosphatase, noiwecepl 24.0 

Arg/AWnteracOng protein ArgBP2 24.0 

Ba2-8SSoclateda!hanogen8 2 23.9 

relaxin1(H1) 23.7 

ESTs, V\fedkly similar to B34087hypo(het] 216 

ESTs 23.5 

hypothetical proteih FIJ23S63 23.2 

purinergic receptor (Tamtly A group 5) 23.1 

SWl/SNF related, matrix associaled,ac6 2Z9 

coplnelV 215 

ESTs 22.2 

collagen, type IV, alpha 6 (Alport syndr 22.0 

Down syndrome otlical region gene Vik 21 .9 

oopinelV 21.9 

nuclear receptor sutitamlly 4k group A, m 21.8 

ESTs 21.8 

ESTs 21.7 

ectonucieotide pyrDphosphatase/|)hosphodl 21.7 

OEME-6 protein 21.7 

chromosome 1 1 open reading frame 8 21 .6 

bullous pemphigoid antqjen 1 (230/24(9(0) 21 .5 

NK4.005936:Homo sapiens myelotd/lymphdd 21 .5 

WAS protein family, member 3 21.5 

ESTs 21.5 

ESTs 21.4 

neuropeptide Y 21.3 

Homo sapiens cDNA FU11 177 lis, clone PL 21 .3 

HI histone family, member 0 2U 

collagen, type XVII. alpha 1 21.3 
Homo sapiens mRNA; cDNA DKFZp761J11 12 (f 21.2 

ESTs 21.2 

KIAA1841 protdn 21.1 

BCL2^ovirusE1B19k[MntBractingpro 21.1 

KIAA0512 gene product: AtEX2 21.1 

ESTs 21.0 

relaxln 1 (HI) 21.0 

ESTs. Moderately similar to aC3.KUMAN C 20.8 

ESTs 20.7 

ESTs 20.7 

ESTs 20.6 

chordln^ke 20.6 

epididymls-specilic» whey-acidic protein 20.6 

hypothetical protein FU1026t 20.6 

mlcrotubule-assodated protein 16 20.5 

homogentisate 1.2'dioxygenase (homogenll 20.5 

phosphatldic acid phosphatase type 2B 20.5 

ESTs. Weakly simBar to 176685 serine/lh 20.5 

frizzled-reldted protein 20.5 

InterieuUn 7 receptor 20.4 

ENSP00000229263*:HSPC213. 20.3 

hypofheiicd protein FU14529 20.3 

ESTs 20.2 

MAD (mothers against decapentapleglc Or 20.2 

KIAA()633 protein 20.2 

Homo sapiens CDNAFU13752 lis, dona PL 20.0 

wngless-type MMTV integraSon ste fami 20.0 

KIAA0882 protein 20.0 

dual specificity phosphatase 4 19.9 

ESTs 19.9 

ESTs.WealdysIin8artoPN0099son3prDt 19.6 

protocadherin 18 ig.B 

ESTs igj 

hypothetical protein FLJ10970 19.7 

sarcospan (Kras oncogene-assodated gene 19.6 

serine (or cysteine) proteinase inMbito 19.6 

cysteine and glydne^ch protein 2 19.6 

ESTs, WteaWystmiar to Z223JiUMAN ZINC 19.5 

ESTs. Weakly simlar to 138022 hypotheS 19.4 

Rho GTPase activaSng protein 6 1 9.4 

ESTs 19.3 

transcripttonelongalton factor A (SII)- 19.3 

UM dbmain only 4 19^ 

sdute carrter fan% 23 (nucteobase tra 1 9.1 
Homo sapiens mRNA; cONADKFZp564B182(fr 19.0 

sffl^todudUe cytokine subfamily A (Cy lad 

latexinprolein lej 

novel prot^ 16.g 

plKsphoinositol ^fhosptiatfrtinding pm 16J 
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445929 
453160 AI263307 
439897 NM^015310 
453874 AW591783 
434987 AW975114 
407690 R47799 
421913 A!g34365 
418819 AA228776 
450831 R37974 
415691 AW963979 
417124 BE122762 
445162 AB011131 
426647 AA243464 
410099 AA081630 
430722 AW968543 
420344 8E463721 
436420 AA443966 
427315 AA179949 
418432 M14156 
410765 AI694972 
444931 AV652066 
437446 AA788946 
439569 AW602166 
417061 AI675944 
424682 AW604804 
432435 BE218888 
443547 AW271273 
431121 AW971157 
410467 AF102548 
407110 AA018042 
440703 AL137663 
429925 NM.000786 
427958 AA4180Q0 
421059 A1654133 
430487 D87742 
419355 AA428520 
417412 X16896 
423943 AF163570 
434217 AW014795 
439444 AI277652 
447809 AW207605 
430177 AW969233 
432473 A1202703 
421823 N408S0 
418522 AA605038 
420092 AA814043 
414602 AW830088 
417426 NM_002291 
400297 AI127075 
401747 

424181 AU)39482 
442369 AI565071 
432966 AA650114 
426657 NM.015665 
419538 AA60330S 
443745 AB039670 
438899 AF085833 
418555 AI417215 
442064 A1422867 
409385 AA071267 
453070 AKD01465 
443801 AW206942 
437536 X91221 
409196 NM.001874 
438337 AK0020S8 
416239 AU)38450 
448290 AK002107 
407192 AA6092Q0 
409060 AI815867 
442571 006338 
419713 AWg6BQ58 
426125 X87241 
450164 Ai239923 
429663 M68874 
408990 AU)22395 
417094 NM.006895 
436024 AI800041 
412652 A1801777 
456516 BE172704 
452576 AB023177 
430299 W28673 
434792 AAB492 S3 
418036 Z37g76 



Hs.323401 dpy-304Ilce prolan 18-8 

Hs.239884 H2B Wstone famBy, member L 18.8 

Hs.6763 K1AA0942 protein 18.8 

Hs.35131 cdlagen. type XIV, alpha 1 (unduKn) 18.8 

Hs.293273 ESTs 18.7 

Hs.266957 hypothelical protein FU 14281 1B.7 

Hs.109439 osteogtycin(osteoinducUve factor, mime 18.7 

Hs.191721 ESTs 18.7 

ESTs 18.7 

ESTs 18.7 

ESTs 18.7 

piccolo (presynaptic cytomatrix protein) 1 8.6 

pre-B-cell leukemia transcription factor 18.5 

Hs.1 59387 KIAA0036geneproducl 18.5 

Hs.203270 ESTs. Weakly 8in)HarloAUU1_HUMAN ALUS 18.5 

Hs.97101 putative G prolein^oufted receplor 18.5 

Hs.31595 ESTs 18.4 
Hs.175563 Homo sapiens mRNA;cONADKFZp564N0763(f 18.4 

Hs.851 1 2 insiin-lB(e growth factor 1 (scmatomedi 1 8,3 

nucleosome assembly protein l-Blce 2 1 8.3 

genera) iranscription factor ti)A 18.2 

ESTs, Moderately similar to CA1C RAT COl 18J2 

Hs.222399 CEGP1 protein 1B.1 

Hs.188691 Homo sapiens cDNA FU 1 2033 fis. done HE iai 

Hs.151717 KIAA0437 protein 18-0 

Hs.282070 ESTs 17.9 

hypothetical protein FU12666 17.8 



Hs.25255 
Hs.24723 
Hs.25338 
Hs.12376 
Hs.294101 



Hs.66180 
Hs.75113 
Hs.16869 



Hs.23767 



gb:EST383245 MAGE resequences, MAGL Homo 17.8 



Hs.82112 
Hs.135756 
Hs.23349 
Hs.54578 



Hs.28625 

H8.7149 

Hs.88045 

Hs.76550 

Hs.82124 



Hs.9728 



Hs.63931 dachshund (Drosophila) homolog 17.7 

Hs.252085 Prader-Willi/Angelmansyndrome-5 17.7 
Hs.7378 Homo sapiens mRNA;cDNADKFZp434G227(fr 17.7 

Hs.226213 cytochrome P450, 51 (lanosterol 14-aIpha 17.6 

Hs.98280 potassium Inlermediatefemail conductance 17.6 

Hs.30212 thyroid receptor Interacting protein 15 17.5 

Hs.241552 KIAA0268 protein 17.4 

Hs.90061 progesterone binding protein 17.4 

intettetiidn 1 receptor, type I 17.3 

polymerase PNA direded) kappa 17.3 

ESTs 17.3 

ESTs, Weakly similar to 138022 hypdheQ 17.2 

Hs.164230 ESTs. Highly dmilar to JC7266y^HqfC 17.2 

Hs.302746 MSTP028 protein X72 

Hs,152414 ESTs 17.1 

ESTs 17.1 

Homo sapiens cDNA: FU21950 fis, done H 17.0 

ESTs 17.0 
Homo sapiens mRMA; cONA DKFZp564B1264 (f 17.0 

Iaminin,beta1 17.0 

Hs.334473 hypothetical protein 0KFZp564O1 278 17.0 

Homo sapiens Haraiin 17 (KRri7) 17.0 
Hs.142517 Homo sapiens mRNA;cONADKFZp434P0810(f 17.0 

Hs.159983 ESTs 16.9 

Hs.325198 ESTs 16.9 

Hs.171731 solute canier family 14 (urea transport 16.8 

gb»ip12d1U1 NCt.CGAPJ>r3 Homo sapiens 16.8 

ALEX1 protein 16.8 

Hs.135624 ESTs 16^8 

Hs.87159 hypolheUcal prolsnk FU12S77 16.8 

Hs.88594 ESTs 16-8 

gb3m61g01i1StF8tagenefibroUast(93[7 16.5 

Hs.31575 SEC63. endoplasmic relicuiumtranslocon 16^4 

Hs.253594 ESTs 18.3 

Hs.144465 ESTs 163 

Hs.334873 caitioxypepb'dase M 16.3 

Hs.6166 hypo»ietieaiprotdnFU11196 16.3 

Hs.48948 ESTs 16.3 

Hs.20843 Homo sapiens cDNAFLI11245fi8, done PL 16.2 

gbaf12e02.s1 Soares.tesfisJIHT Homo sap 165 

HS.S0130 necdin (mouse) homalog 16.1 

Hs.155464 ESTs 16.1 

Hs.92381 nudbc(nudeostde diphosphate Rniwdmoi 16.1 

Hs.166994 FAT himor suppressor (Drosophila) homolo 16.0 

Hs.30098 ESTs 16.0 

HS.2115B7 phasphoripaseA2. group IVA(cyt050iic 16.0 

Hs.49526 Mxn and letidrie^ repeat protenn 4 16.0 

Hs.81182 NstandneN-meSiyttransferase 16.0 

Hs.190555 ESTs 16J) 

Hs.6774 ESTs 16.0 

Hs.222746 KIAA1610 protein 16.0 

Hs3900 KIAA09G0 proton 15.9 

Hs.106747 seffnecartxBVpepOdasel precursor prat 15J9 

Hs.132458 ESTs 15.9 

Hs.83337 latent tiarisfiormBig growth factor beta b 15.9 
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44Z767 


WS3048 


HS.2S0723 


hvDoUieticd oratebt MGC2747 


15^ 


448402 


BE244226 


Hs^1094 


RAfilft. memhpr RAS nnnvipnn fevnflv 


15.9 


402812 






NM 004930*'Unim gawpng eannliio mnffm 

I^IV^VV^ifiMl «rWIIW «Hl|ilOIP Msp|iuiy ptWwUI 


15.8 


447313 


U92981 


Ks.18081 


Hoox) sapiens ckxio 0T1P1B6 mRNA, GAG rep 


15.8 


413597 


AW30288S 


Hs.1 17183 


ESTs 


15.7 


439677 




Hs.164599 


ESTs 


1^7 


432527 


AW97S02& 


Ks.102754 


ESTs 


15.7 


413854 




Hs.75454 


^iiOwfsdown 3 




41681B 






Hnmn canipfM Himi fwnMn mRNA niwftat 
nuiiiu aopwap nu ill {mogbui iliniw% panioi 


I3.f 


426501 


AWD437B2 


Hs^3616 


ESTs 


15,7 


435050 




Ue S497 


^IJW|HOiBin MOD 


1<S 7 
t3.f 


414504 


AWnfSQIftI 
#\f¥UD9i01 


Me 11^17<; 


stenlo-s^hs nuCf snd teudno zipper c 


ICC 


443960 




nS>Z33^ lO 


hvnnllwlimi nmltffn PI I91QRR 


ICR 


434988 


MIS lomo 


ns>iDi lOv 


ESTs 


ice 

19.0 


435380 






ESTs 


13.0 


41 0268 




no.o 1 o«M 


chr tranemonnhranA nnifhaPal anfi/tan Af 
9iA uaiis>iiiBiiunci)itj tj|jiUKiiuii cuiuytai ui 


I3.U 


437252 




nS. I0<tl39 


TQTe VUoalfhf elmnor (n Al 1 11 UI lUAM Al 1 1 C 

CO 1 9t weaKiy sinuiar lo alu i^nuMAN alu o 


I3.0 


448377 




Ue 17nQC) 


ESTs 


1<i ^ 
13.9 


425009 


X58288 


Ue 1CA1<;1 

ns.i3**i3i 


nmlatn himetiiA gili i^ wli tit gju^gtliM # 

piDiBii lyRninB pnospnsiasOt fecepmr t 


19.5 


415672 








15.5 


450325 




Ue 9fi9M 


ESTs 


19.3 


400294 


N95796 


nS.Af 0093 


Homo sspisns prostsin mRNA, compiots cds 


19.4 


443674 






ESTs 


19.4 


415263 


AA94fiO.^ 


He 1inA<v) 


ESTs 


19.4 


442081 


AA401863 




ESTs 


I'll 


415788 




ns.(0O3i 


KIAAn717 nmMn 


19.0 


445467 


AI239832 


Hs.15617 


ESTfi Weaklvsinii]flrt»ALU4 HUMAN ALUS 


15.3 


43S299 




Hs^m 


iij|juinoiiccii pioiBiii ruiAfrca 


1C1 
19. J 


416693 




Ue fl7^riQ 


thfofflbospondin 1 


19.J 


422153 


AF02720B 


Ue 112380 


nmrnlnln fnmisD\J11n 1 


19rtJ 


443180 




no. 4303/0 


vioUuin l£ 


19.x 


432437 


W070B& 
f wuf woo 


n5>430003 


ESTs 


19.4e 


.415786 


AW41919S 


H&257924 




i<:9 

I9«C 


446091 


AW022192 




ESTs 


149 


409341 


nl9D0i>f 0 


Ue iOtiHO 


chrofnosoms 1 op6n redding framo 21 


15J! 


430376 




Ue iOW) 


chrofnosofns 1 open fBsding framo 21 


19.1 


434096 


AW6fi2gS& 




nlpinmvi^if* artpnnma nenaJikA 1 
liRsiwiHiipiiK* auenonio gcno*tiiw i 


14 1 
19.1 


453698 


AA03761S 


Hs.42748 


ESTs 


15.1 


444805 




Ue i9ni7 


homoloo of y63^ ublQuiSn-proteln Egos 


19.1 


427707 




Ue larnofl 


1 IM llnmotn-f^nnlatnlfwi fvnfemvl Iranelrw* 

Liivt uoiTidin-wiiiduiing preiorroa ucnisioc 


19.1 


453308 




ns.J43vRl3 


PQTa 

CO IS 


19.1 


442607 




Ue OAjnfil 


ruffiio sapiens cuna. rUf&wsO nSt CnXiB n 


19.1 


433927 


A!557019 


HS.11B467 


email niH^ar nmfRFn PR AO 
oillfSil IIUUOOJ (MUUZlli rrVNV 


140 
I9.U 


443162 




n9.3V<9 


rWC70AtAfinV) nmlAin 

UI\r£/'40<loUJ^ pTOIQin 


19.U 


412490 






Unmn eanlane i^KkIA* CI 199C9n fie i«lAMA U 


i9.U 


424580 


AA446539 




CO 1 9) WVOnlj SuiniBi W A4QU III A'QnNeO 


14(1 
19.U 


443912 


R37257 


Ue Ind7fifl 


ESTs 


I4n 


410297 


AA14A7in 


He 7QQ1^ 


tuiTncan 


ISA 
19.U 


431448 






nypouieucai protsin uisr^p3D4Ui//o 


14.9 








protsin phosphatase 1, regulalofy IjtAth 


14.9 


451652 






ESTs 


1AQ 

14,3 


406038 




Ue Rfl!>1Q 


zinc finger protein 200 


14.8 


408784 


AW971350 




ESTs 


14.0 


453510 


Alfi994fi9 


Uo A91C1 


CO IB 


14.0 


407894 




Hs.41143 


pnospnDHDSiiiuHpBGUic pnGspnoiqiasB 


14.0 


433908 


AW298141 


Hs 15797S 


ESTs 


1A II 
14.0 


440529 


AW207640 


Hs.1 6478 


Hmn Mniens rnNA! nJ9171R fie dmA P 


14.8 


413249 


AF167160 


Hs 752S1 


nPAn/H f Aerv^ii.AbuAcn/Ule^ Vvw htnfflnn 


14,0 


408430 


S79876 


Hs.44926 


ritnonfMwtnnwtirfaett lU tCf\0(% niAnnelna 

uipe|juujqie}MiudSQ IV \uu£D, aosnosino 


14.1 


4306^ 






Co 1 St TvsaKij suiiUBr o If 0003 ssnnenn 


44 7 
14, f 


447752 


M73700 


Hs 105938 


Idctotrsnsfeirfn 


147 

14.1 


426044 




n3«330Q93 


CO IB 


4il 7 

14.7 


403362 






i>iivt.u> 101 3 .nomo sapiens sciin, gsmins ^ 


*A 7 
14.7 


*r£f 904 




Ue 1Q1^9fi 


I^AAin?^ rwwfaln 
IMAAIU/d piDlcin 


4A T 
14.7 




AUffHAttQ 
AWwlDaDa 


Ue I^IUli 


UUrMaBNACDeeuai Dsia* i,>N-aosqffguc 


14.7 


448362 


fV\Wl f Of 




nypoTneucai pnxBin ujntcpddalwm sutb 


14.7 


433226 




Ue QAId 


IMAA|*KJ0 pnXBBi 


14.0 


427472 






trsnsposon-dorivod BustsrS transposaso-l 


14.6 


453881 




Ue ^17n 


PCTe Ufaoblu ebnnsr ^ Ml IPJ UI lUAM Kit Id C 


14.6 




AUUttTPOi 4 

AWa/ooli 


nSJ1445i 


CDT.. IMuJAa III ifliii Al 1 14 fJI nJAki Al 1 1 A 

cSTs, weaMy nnflar to ALiUI JiUMAN AiJU S 


14.6 


409264 


raUL014937 


H&52483 


KIAA0966 protdn 


14.6 


432729 


AK000292 


Hs.278732 


hypoihe6caI proli^ FU2D285 


14!5 


422270 


AF114494 


H3.114062 


protein tyrosine phosphalasfrJIto (preG 


14i 


410339 


AI916499 


Hs.298258 


ESTs 


14.5 


431932 


NhUtt2742 


Hs^891 


protein Idnase Ct mu 


14.5 


424432 


AB037821 


HS.14685B 


pfotocadherin 10 


14.5 


431933 


AI187057 


Hs.132554 


ESTs 


14.5 


440749 


W22335 


Hs.7392 


hypotheOca! protein MGC3199 


14.5 


416434 


AW16304S 


Hs.79334 


nuclear factor, tnterteuldn 3 regulated 


14.5 


450382 


AA3976Sa 


H$.602S7 


Homo sapiens cONA FU13598 fis. done PL 


14.5 


407021 


U52077 




gb:Hum3n marinerl trensposase gene, comp 


14.5 


413788 


AW613780 


HS.13S0O 


ESTs 


14.5 


437866 


AA1S6781 


Hs.74170 


metalloihionetn IE (funcSonal) 


14.5 
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454078 AA601518 
411990 AW963624 
443280 AA2g9688 
416836 D54745 
436860 H12751 
425174 DB7450 
442242 AV647908 
443790 NM.003500 
418994 AA2g6520 
419563 AA526235 
437718 A1927288 
412828 Al1333g6 
432712 A9016247 
433332 A1367347 
451533 NM_004657 
424701 NM,005923 
446494 AM63276 
456508 AA502764 
432251 AW972983 
426423 NNL012446 
442281 N34742 
442145 AI0226S0 
418848 A1820g61 
447072 D61594 
439518 W76326 
443967 AW294013 
424775 AB014540 
411190 AA306342 
447384 AI377221 
444880 AW1 18683 
433409 A1278802 
423201 NM.Q00163 
413724 AA131466 
454219 X75042 
429165 AW00988S 
430598 AK001764 
444172 BE147740 
416774 AHH)5169 
410310 J02931 
428738 NM_000380 
400296 AA30S627 
407939 W05608 
452281 793500 
408822 AA056060 
428054 AI948688 
444636 T96667 
416292 AA179233 
442315 AA173992 



452260 AA453208 
428966 AF0S9214 
450316 W84446 
419839 U245n 
443634 H73972 
449474 AA019344 
422278 AF072873 
445817 NM.003642 
434629 AA789081 
416795 AI49777B 
410001 AB041036 
452242 R509S5 
413231 087461 
404641 

426648 AF052728 
414279 AW021691 
411573 AB029000 
417632 R20855 
431487 N71831 
450313 AI036989 
445472 AB006631 
419264 AA877104 
418663 AK001100 
452277 ALD49013 
447898 A1438124 
447082 T85314 
451468 AW503398 
415443 T07353 
427212 AW293849 
442113 &E622187 
433517 AW022133 
430829 AW451999 
453111 AB014598 
435839 AF249744 
^13 028235 



HS.222D9 

Hs.31707 

Hs,24183 

Hs.80247 

Hs.5327 

Hs.154978 

Hs.90424 

Hs.9795 

Hs.89546 

Hs.193162 

Hs.196779 

Hs.74621 

Hs^88031 

KS.4489& 

Hs^6530 

Hs.151988 

H5.286906 

H5.123469 

H3.232165 

Hs.169833 

Hs.170065 

Hs.8117 

Hs.193465 

Hs.17279 



Hs.20a942 
Hs.153026 
Hs.69171 
Hs.40528 
Hs.154150 
Hs.25661 
Hs.125180 
Hs.23767 
Hs.44313 
HS.11825B 
Hs.247112 
Hs.104558 
HSJ28274 
Hs.62192 
Hs.192803 
Hs.139336 
Hs^12679 
HSJZ8792 
Hs.202577 
H5.266619 
Hs.17877 
Ks.42390 
Hs.7956 
Hs.28726 
Hs.194687 
Hs^6434 
Hs.93304 
Hs.134460 
Hs^55 
Hs.114218 
Hs.13340 
Hs.4029 
Hs.20509 
Hs.57771 
Hs.159993 
Hs.75244 



Hs.188021 
Hs.101057 
Hs.70823 
Hs.5422 
Hs^98 
Hs^2633 
Hs.12784 
Hs.293672 
Hs.41690 
Hs^783 
Hs,294069 
Hs.42644 
Hs.293663 
Hs.7948 
Hs.58279 
K$.99670 
Hs.18983d 
Hs-194024 
Hs.31720 
Hs^951 
Hs.196384 



secreted mothilarceikaHTvbinding protein 
ESTs. WedMy sunBarto YEW4jrEAST HYPOT 
ESTs 

cholecystoWnln 
PR01914 protein 
K1AA0261 protein 

Homo sapiens cDNA FU23285 fo. done H 
acyl-Coenzyma A oxidase 2, branched chai 
selecBn E (endothelial adhesion nwlecii 
Homo sapiens cDNA FU11983 fis. done HE 
ESTs 

prion protein (p27-30) {CreutzfekW^b 
sterol<J5^esalurase (fungal ERG3, delta 
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458509 AA654850 Hs.2B2906 ESTs 1U 

^ 416913 AW934714 gb:RC1-DT0001-031 29901 1-8l 1 DT0001 Homo 1U 

0 452784 BE463857 Hs.151258 hypolhelical protein FU21 082 11,2 

435758 AW977167 Hs.155272 ESTs 1U 
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419465 AV\5G0239 Hs.21ie7 Homo sapiens cONA:FU23068 lis. done L 11.2 

430519 AF129534 Hs.49210 F-Inx oniy prdein 4 1U 

418838 AW38S224 Hs.35198 ectonudeoUepynphosphatasefiphospltQd 11.1 

429163 AA884766 gb:8m20a10.s1Soare^NFLT.GBC.81 Homos 11.1 

:0 434158 T86534 Hs.14372 ESTs 11.1 

414341 D80004 Hs.75909 KIAA0182 protdn 11.1 

414650 AA1S0435 Hs.72063 ESTs 11.1 

448475 6E613134 Hs.247474 hypaltieScal protein FU21032 11.1 

,^ 437575 AW954355 Hs.36529 hypoOiefical protein MGC1 1242 11.1 

:5 423566 AW976434 Ks.3623 tiypolhetica) protein FU 11 220 11.1 

425269 AW139342 Hs.155530 interferon. gamma4nducib!e proton 16 11.1 

452598 AI831594 Hs.68647 ESTs. WealdysIniilar(oALU7_HUMAN ALUS 11.1 

417433 BE270266 Hs.82128 5T4oficotel8ltroplK)bl85tdlya}protain 11.0 

438379 N23018 Hs.171391 Otemwitil binding protein 2 11.0 

JO 433230 AW138134 Hs.220277 ESTs 11.0 

412622 AW664708 Hs.171959 ESTs 11.0 

450353 AI244661 Hs.103296 ESTs. Weakly similar to S65657alpiia-1C- 11.0 

434349 NM.015678 Hs.3821 neurobeactdn 11.0 

430261 AA305127 K5.23722S tiypotiietical protein HT023 11.0 

>S 420544 AA677577 Hs.9a732 Homo sapiens Cttfomosome 16 BAC done OT 11.0 

424099 AF071202 Hs.l39338 ATP-binding cassette. sul>4amiiyC(CFTR 11.0 

442082 R41823 Hs.7413 ESTs 11.0 

422890 Z43784 Hs.75893 an!(yrin3,noded Ranvier(ankyrinG) 11.0 

437162 AW005505 Hs.5464 thyroid homwnefeeeptorcoactivatingpr 11.0 

^0 450244 AA007534 Hs.125062 ESTs 11.0 

417169 R13550 Hs.246773 ESTs 11,0 

421481 AW391972 Hs.104696 KIAA1324 protein 10.9 

431576 M76665 Hs.275215 iiydroxysteroid(ll-beta) dehydrogenase! 10.9 

408988 AL119844 Hs.4g476 Homo sapiens done TUASQVdiKdiatregi 10.9 

45 439706 AW872527 Hs.59761 ESTs. WbaMy similar to DAPIJ^UMAN DEATH 10.9 

435133 AJ010462 Hs.31412 Homo sapiens cOMAFUl 1422 fis, dona HE 10.9 

433658 103676 Hs.l56110 immunoglobulin kappa constant 10.9 

428364 AA426565 Hs.311103 ESTs, IModerdldy similar to ALULHUIIMN A 10.9 

441540 C01367 Hs.12712B ESTs 10.9 

50 431154 AW971228 HsJ»02S9 ESTs, Weaidysimiter to 138022 Ivpotheti 10.9 

' 416777 AF146760 Hs.79844 DKFZPS64M1416 protein 10.9 

439556 AI623752 Hs.l63603 ESTs 105 

428280 K05541 Hs.183428 saroospan (Kras oncogene-assodated gene 103 

453942 AWig0920 Hs.19928 hypolheticdl protein SP329 10.8 

55 447982 H22953 Hs.137551 ESTs 10.8 

422779 AA317036 Hs-1 18787 translbnning growth factor. bela4nduced 103 

447595 AW379130 Hs.18953 phosphodiesterase 9A 103 

427115 AW972853 Hs.112237 ESTs 103 

448019 AW947164 Hs.19S641 ESTs. Atoderately similar to 138022 hypot 103 

60 419326 W94915 Hs.42419 ESTs 103 

435163 AA688884 Hs.19155 ESTs 103 

417578 T91443 Hs.193963 ESTs 103 

407930 AA045647 Hs.188361 Homo sapiens cONAFU12807fis. dons NT 103 

450206 A)798450 Hs.201600 ESTs 103 

6S 428413 AA377823 gb:EST90805 Synovial sarooma Homo sapien 103 

421977 W94197 Hs.1 10165 ribosomd protein L26homdog 103 

437967 BE277414 Hs.5947 meltransterming oncogene (derived from 103 

406243 Y00787 Hs.624 interleUldnO 103 

439492 AF086310 Hs.103159 ESTs 103 

70 413492 D87470 Hs.75400 K1AA0280 protein 103 

436962 AW377314 Hs.5364 DKFZP564I052 protein 103 
435572 AW975339 Hs.239828 ESTs, WeaMy similar to GAG2.HUMANl^R0 103 

422583 AA410506 Hs.27973 K1AA0874 protein 103 

^- 417665 AW852858 Hs,22862 ESTs 10.7 

75 433285 AW975944 H3.237396 ESTs 10.7 

419693 AA133749 Hs.3013S0 FXYDdcmaiivcontainlngionbansportreg 10.7 

424878 H57111 Hs.221132 ESTs 10.7 

449659 R60031 Hs.198899 eukaryoIictransialioniniQation factor 10.7 

415910 U20350 Hs.78913 chemoWne (C-X3^ receptor 1 10.7 

oO 433556 W56321 Hs.1 11460 caldum/Scalmodiilitvdeperident protein Idn 10.7 
452241 AL050204 Hs.28540 Homo sapiens mRNA;cONADKFZp586F1 223 (f 10.7 

450330 AWSOOns Hs.24817 bypothelicdl protein FU20136 ia7 

430589 AJ002744 Hs.246315 UOP-M«e(yMpha>Dijdbdosamine:pQlyp ia7 
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433923 
418196 
416155 
430057 
429350 
418601 
437267 
432169 
421982 
414085 
418862 
449685 
441111 
436671 
447974 
417916 
424562 
408331 
443015 
439584 
426298 
420929 
418318 
414565 
418329 
424433 
420230 
419441 
426011 
451900 
424692 
439999 
424368 
402076 
413886 
445041 
428927 
414831 
407902 
426429 
452055 
438913 
443684 
429281 
421040 
425277 
41BS64 
440099 



A1823453 
AI745649 
AI807264 
AW45D303 
AI754634 
AA279490 
AW511443 
Y00971 
AF205019 
AA1 14016 
AI801096 
AW296a69 
AI806867 
AW137159 
R76886 
NM_005416 
Ai420859 
NM_007240 
R33261 
AAB38114 
AW965058 
A1694143 
U47732 
AA502972 
AW247430 
H04607 
AL034344 
AW023731 
AW996096 
AB023199 
AA429834 
AA115811 
AB037766 



Hs,146625 ESTs 

Hs.26549 KIAA1708prolein 

Hs.205442 ESTs, Weakly similar to T34036hyp(rth6ti 

Hs.2534 bone morphogeneficprotefai receptor,^ 

Hs.131987 ESTs 

Hs.86368 calmegin 

H5258110 ESTs 

Hs.2910 phosphoribosyl pyrophosphate synthetase 

Hs.1 10347 REV1 (yeast homctog)- Hks 

Hs.75746 aldehyde dehydiogenase 1 Mly. meniber 

Hs.l 51500 ESTs 

Hs.66095 ESTs 

H3.126594 ESTs 

Hs.146151 ESTs 



419972 
416182 
418365 
452266 
430361 
446716 
419S44 
433023 
409161 
449115 
445715 
443228 
424051 
453496 
452741 
428728 
423905 
413328 
453020 
411359 
420000 
412262 
419875 
414422 
426581 
424649 
407317 
440426 
433495 
423250 
438459 
451SS3 
435106 
438157 



H9.44229 
Hs.6614 



AWg58264 
T64183 
AA441837 
M31158 
AL117474 
X73114 
AI377431 
A)380429 
A1681307 
AA830856 
AA71S026 
NNL001241 
AA631143 
AL0B0058 
T9g949 
AL041465 
NI\UK)4354 
AW014345 
A1358570 
A1033965 
AM36575 
AI909154 
AW864793 
AA30610S 
AW959952 
Ae0129S8 
W24781 
AL1 10203 
AA442103 
BE392914 
NhL01662S 
AW57g860 
Y15723 
AL162039 
H86088 
AB036Q63 
W26406 
AA853410 
AA147224 
AB040956 
BE242035 
AI204033 

Aiisgsoo 

AW373784 
BE061916 
T49300 
AF151B79 
AA100847 
AW137011 



Hs.90250 
Hs.77439 
Hs.41181 



gb7i64b035l Scares placenta Nb2HP Homo 
Hs.82921 solute carrier family 35 (CMP-slaHc aci 
Hs.1 50557 basHc transcrtpSon element binding prot 
dual spedfici^ phosphatase 12 
ESTs. Weakly similar to A43932 mucin 2 p 
Hs.221612 ESTs 

Ks.1 1 1583 ESTs, Weakly similar to 138022 hypoth^ 
Hs^251 programmed cell death 4 
Hs.84072 transmembrane 4 superfamSy member 3 
Ks.1 83390 hypothetical protein FU13590 
Hs.84152 cystalhlonlne-beta-synthase 
Hs.9218 ESTs 
Hs.284166 foikheadboxCI 
Hs.274358 MSTP032 protein 
Hs58924 ESTs, WeaWy similar to JC5594 jerky gen 
Hs.27207 WAA0982 protein 
Hs.151791 KIAA0092 gene product 
Hs.6838 ras homotog gene family, member E 
Hs.146085 KIAA1345 protein 

C5002020*:gij1082876|idrljS55467 tropomy 
Hs.103832 similar to yeast Upf3.varianlB 
Hs.282982 solute canier 
ESTs 

protein kinase, cAMP-^ependent. legulato 
Homo sapiens mRNA; cDNA OKFZp727C191 (fr 
HS.169&49 myosin4}inding protein slow-type 
Hs.141693 hypothetical protein MGC10858 
Hs.172445 ESTs 
H3.65098 ESTs 

Hs.29808 Homo sapiens cDNA: nJ21 122 fe, clone C 
Hs.135280 ESTs 
Hs.155478 cydinT2 

Hs.278695 Homo sapiens prostein ^m^, complete cds 
Hs,6909 DKI=ZP564G202 protein 
Hs.303428 Homo sapiens cDNA FLJ14832 Its, done OV 
Hs.182962 go1girv«7 
Hs.79069 cycEnG2 
Hs.161690 ESTs 

Hs.123933 ESTs, Weakly similar to ZN91_HUHAAN ZINC 
Hs.239926 sterDl-C4^ethyl Qxidase4ike 
H5.16602 ESTs 

gb:QV-eT200^10499W BT200 Homo sapien 
thrombospondin 1 

SEC22. vestele trafRcktog protein (S. c 
ESTs. Weakly similar to AF090944 1 PRO06 
UV radiation resistance assodated gene 
Hs,2937ga KIAA1710 protein 
H8.138411 Homo sapiens mRNA; cDNA DK{^85J1922 (f 
Hs.33084 sdute carrier family 2 (failialed gtu 
Hs.30503 Homo sapiens cONA fOJ1 1344 fis. done PL 
Hs.191381 hypothetical protein 
H5.1351S0 lung typ&^ eel membrane-assodatedgly 
Hs.75295 guanytate cydase 1. sdufals, alpha 3 
Hs.31422 Homo sapiens i«RNA;cDNADKFZp434M229 (It 
HS.2263S ESTs 

Hs.94262 pSaMudUeribomideoBde reductases 

Hs.295923 seven in Absentia (Drosophita) homotog 1 

Hs.93557 proenkephaSn 

Hs.337232 HomeoboxA13 

Hs.135690 K]AA1523p(0tdn 

Hs.151461 embryontc ectoderm devetopment 

Hs.271461 ESTs.Wbaidysimibrtol38022hypothetl 

Hs.7181 Homo sapiens cDNA RJ13663 fis, done PL 

Hs.71 alpha-2-glycopiDt8in 1 . zinc 

Hs.125849 chromosome 8 open reading frame 2 

KS.35304 Homo sapiens cDNA RJ13655 Ss, done PL 

Hs^06 GGI-121 protein 

Hs.ig3380 ESTs.High]ysimilarbAF1746001 F4K»c 

Hs.49576 ESTs 



Hs.87409 
Hs.50785 
Hs.37528 
Hs.13137 



10.7 
10.7 
10.7 
10J 
10.7 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 

lae 

10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10,6 
10.6 
10.6 
10.6 
10.6 
10.6 
lOi 
10.5 
lOi 
10.5 

las 

10.5 
10,5 
IOlS 
10.5 
10.5 
10.5 
10.5 
10.5 
10.5 
103 
10.5 
105 
10.5 
103 
10.4 
10.4 

ia4 

10.4 
10.4 

ia4 

10.4 
10.4 
10.4 
10.4 
10.4 
10.4 
10.4 



10.4 
10.4 
10.4 

m 

m 
m 

103 
10.3 
10.3 
10.3 
10.3 
10.3 
10.3 
103 
1QJ3 
103 
103 
103 
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443181 AI039201 Hs^16 ESTs 103 

449125 AI671439 Hs.196029 Hon© sapiens mRNA lor KIAAl 657 protein. m 

411479 AW848047 QMLJCro214-291299^^12 CT0214 Homo m 

446553 A8021179 Hs.15299 KMBAMucibls 102 

416278 AI088489 Ks.83937 hypolhelical protein 10^ 

419791 AI579909 Hs.105104 ESTs 102 

418866 T657S4 gb:yc11c07^1 StratSQenebing (337210) H 102 

413753 U17760 Hs.75517 l8fTvren,bela3(nic^{125kO).k8linIn 102 

445564 AB028357 Hs.12896 KIAA1034 protein 102 

435021 AA922192 Hs.54709 ESTs m 

457498 Ar732230 Hs.191737 ESTs 102 

425628 NM.0D4476 Hs.1915 folate hydrolase (prostate^pedficmemb 102 

419589 AW973708 Hs.201925 Homo sapiens cONAFU 13446 lis. done PL 10^ 

446162 At631319 HS.53S41 hypotlietical protein DKFZp434E23t 8 10^ 

414523 AU076633 H5.76353 serine (or cysteine) proteinase inhilNto 10^ 

4Z7393 A802g01B Ks.17763$ KIAA1095 protdh 101 

408741 M73720 Ks.646 carbaxypep(ldaseA3(Riastcell) 101 

437743 AI383497 Hs.131B11 ESTs. WeaMysnnDar to ALU1J1UMAN ALUS 101 

414888 AL039185 Ks.77556 thyroUhonnone receptor inlefactor 7 101 

448172 N75276 Hs.135904 ESTs 101 

421863 AI9526n Hs.108972 Homo sapiens mRNA;cDNADKF2p434P228(fr 101 

444618 AV653785 Hs,173334 Eli-RELATtDRNA POLYMERASE II, ELONGATl 101 

413450 Z99716 Hs.75372 N^tylg^actosamlnidase^ alpha- 101 

413431 AW246428 Hs.75355 ubiquiQiHXtf^igallng enzyme E2N(homoio 101 

410150 AW382942 Hs.6774 ESTs 10.1 

444100 AA383343 Hs.22116 CDC14 (cefl division cycle 14.8. oerevi 10.1 

448148 NH4_016578 Hs.20509 HBVpX associated proteiiv8 10.1 

443476 AWD68594 Hs,133878 ESTs, VteaWysimnarbYCOl HUMANHYPOT 101 

433345 AI681545 H5.152982 hypothetical protein FU 131 17 10.1 

423681 AB023215 Hs.131525 Homo sapiens mRNA;cONADKF2p434E1 99 (fr 101 

450205 AI219748 Hs.11356 ESTs 101 

408374 AW025430 Hs.155591 tbridiead box F1 100 

446035 NM.005558 Hs.13565 Sam6d^phosphotyrasine protein. T^ 10.0 

432589 AL135725 Hs.131708 ESTs 10.0 

435604 AA625279 Hs.26892 uncharactertzed Ijone manow protein BM04 10.0 

411997 AW673478 Hs.108323 ubiqui&vconjugating enzyme E2E 2 (homo 10.0 

419672 AA465113 Hs.23853 ESTs. Wfeakly similar Id A34615proSIagg 10.0 

444564 AI167877 Hs.143716 ESTs 10.0 

426931 NM»003416 Hs,2076 zinc linger protein 7 (KOX 4. done HF.1 1O0 

451424 AI862026 Hs.302810 Novel human gene mapping to chomosome 20 100 

433730 AK002135 Hs.3542 hypothetical protein FU 11 273 100 

431616 AA50&552 Hs.195839 ESTs. Wealdy similar to 138022 hypotheO 10.0 

427359 AW020782 H8.7g881 Homo sapiens cONA:FU23006fis. done L 10.0 

425683 AB037B13 Hs.1S9200 hypothetica! protein DKFZp762K2Z2 10.0 

442760 BE075297 Hs.6614 ESTs. Wealdy similar to A43932mudn 2 p 10.0 

418884 AA230228 Hs.59197 ESTs 10.0 

444821 AA053564 Hs.12040 STE20-lii(e Unase 09 

451989 AF169797 Hs.27413 adaptor protein containing pH domain. PT 9.9 

439731 Ai953135 Hs.45140 hypothetical protein FU 14084 09 

453127 AI696671 Hs.294110 ESTs 9.9 

435706 W31254 HsJ045 GIJ004 protein 9,9 

410748 BE383816 Hs.l2532 duomosome 1 open reading frame 21 9.9. 

418250 U29926 Hs.8391B adenosine monophosphate deaminase (isofb 9.9 

408832 AWD85690 Hs.6342B ESTs. Wealdy similar to Z195 HUHilAN ZINC 9.9 

418339 AA639902 Hs.104215 ESTs. Moderately slndar to SPCNJiUMANS 09 

452357 U71207 Hs.29279 eyes absent (Orosophila)homdog 2 9.9 

432887 AI926047 Hs.162859 ESTs 9.9 

430291 AV660345 Hs.238126 CGi-49 protein 9.9 

440370 AA884000 Hs,8173 hypothetical protein FU 10803 9.9 

412350 AI559306 Hs.73826 protein tyrosine phosphatase. noiHecept 9.9 

428825 A1084336 Hs.1287B3 ESTs. VteaMystmOar to 136022 hypotheU 9.9 

441054 AA913591 Hs.1264B0 ESTs 09 

415875 AA894876 Hs.5687 protein phosphatase IB (fbnnei1y2q. ma 9.9 

453078 AF053551 Hs.31584 metaxin2 08 

409203 AA780473 Hs.687 cytodirame P4S0, subfamily tVB. polypepl OS 

446720 AI439136 Hs.140546 ESTs aS 

418475 AI858732 Hs.30443 sentrfn/SUMC>spedftc protease 9.8 

417708 N74392 Hs.50495 ESTs 98 

407870 AB032990 Hs.40719 hypolheScal protein KIAA1 164 9!8 

420568 F09247 Hs.247735 pratocadherin dpha 10 08 

418858 AW98160S Hs.21145 hypolheScal proteih RG083M05.2 9.8 

453548 AL07g983 Hs.115774 integrin. dpha 1 9.8 

427308 D26067 Hs.174906 KIAA0033 protein 9.8 

434579 T55958 gb7b35f05.r1 StrataQenefetstfsp(een{9 9.8 

434826 AF15S661 Hs.22265 pynivate dehydrogenase phosptetase 9.6 

427528 AU0ni43 Hs.179565 minidiromosome maintenance defident (S. 9.8 

413174 AA723564 Hs.191343 ESTs as 

443250 A1041530 Hs.132107 ESTs 9.8 

451957 AI796320 Hs. 10299 Homo sapiens cONAFLJ13545fis. done PL 08 

451408 At6g4320 Hs£295 ESTs. Weakly slnfltf to T17248 hypotheti 08 

422299 AKD00181 Hs.1145S6 hypolheScal protein FU20174 9.8 

427635 BE397988 Ks.179982 tumor protein p53tindif« protein 9.8 

416533 BE244053 H&79362 relin6blaslomaae2(p13IQ 9 J 



wo 03/042661 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



439091 AAB30144 
418575 AA225313 
432426 AW973152 
404571 

444427 H25094 
439183 AW97Q600 
432886 BE15902B 
432689 AB018320 
417333 AL157545 
429302 AU076574 
412324 AW978439 
422072 AB018255 
431318 AA502700 
417171 BE613486 
421709 AA1S9394 
41S156 X84908 
436446 AW016809 
447482 AB033059 
439726 AW449893 
429525 N92540 
409190 AU076536 
419111 AA234172 
452487 AW207659 
416039 AA376989 
408239 AA053401 
419241 AA523939 
409752 AW963990 
453894 AW937825 
439671 AW162840 
407230 AA1S7857 
426083 AW962712 
452221 C21322 
434263 N34895 
412766 BE544475 
418723 AAS04428 
443970 AI280341 
424534 D87682 
419407 AW410377 
447889 AW469180 
429504 )(99133 
433165 AA578904 
418700 Aig63808 
440282 BE262386 
411630 U42349 
408915 NM-Q16651 
448552 AW973653 
432682 AI376400 
435803 Z44194 
437444 H46008 
410252 AW821182 
43B497 AA80872S 
449226 AB002365 
449465 N^^_004380 
420969 A1638310 
449845 AW971183 
434415 BE177494 
420805 L10333 
415083 A16326&3 
430387 AW372884 
44S280 AW05S063 
42S6S7 T89839 
428250 AW809208 
453293 AA382267 
412446 Ai768015 
441102 AA97390S 
421689 N87820 
448073 W19789 
422244 Y08890 
452323 W44356 
441499 AW238235 
420184 AA188408 
420061 AW024937 
420337 AW2g5840 
417407 AA923278 
450580 N40087 
419926 AW900992 
421928 AR)13758 
412639 AW9612&4 
429788 AL080232 
446131 NhUiQQS29 
451418 BE387790 
416658 U03272 
425139 AW830488 



Hs.1 35613 ESTs. Moderately similar to W8022 hypol 
Hs.222886 ESTs. WeaWy similar to TRHY.HUMANTWCH 
H$.310S0 ESTs 

NM 015902*:Homo sapiens progesSn induce 
Hs.293663 ESTs, Moderaidy simito to 138022 hypot 
Hs.303261 ESTs 

H5.279704 chromafin accessibility complex 1 
Hs.278626 Arg/AbMntetaclingpnle!nArgBP2 
Hs.42179 fafomodomain and PHD (inger containing, 3 
Hs.198899 eukayofic translab'on initiaHon factor 
Hs.69504 ESTs 
Hs.1 1 1138 KIAA0712 gene product 
Hs.293147 ESTs, Moderately similar to A46010X-lln 
Hs.81412 lipini 
Hs.107056 CEM protein 
Hs.78060 phosphorylasel(lnase,b8la 
Hs.323795 ESTs 
Hs.18705 KIAA1233 protein 
Hs.293707 ESTs. Weakly similar to 138598 zinc ling 
Hs.205353 ectonucteoside triphosphate diphosfrttohyd 
Hs.50984 sarcoma amplified sequence 
Hs.137418 ESTs 

Hs.6630 Homo sapiens cDNA FU 13329 fis. ctone OV 
Hs.78989 alcohol dehydrogenase 5 (dass 111), chi 
Hs.271827 ESTs, Moderately similar to ALU7_HUMAN A 
Hs.165258 ESTs 

gb:EST376063 MAGE resequences, MAGH Homo 
Homo sapiens cDNA FU12874 fis, done WT 
kinesin family member 5C 
keratin 19 

ESTs. WeaWy similar to AF191020 1 E2iG5 
liypolhetical prdetn FLJ22242 
ESTs 
ESTs 

Homo sapiens, done IMAGE'.3954132» mRNA. 
ESTs 

KIAA0241 protein 
hypotheQcal protein FIJ21276 
ESTs 

fipocaffln 2 (oncogene 24p3) 
ESTs 

ESTs, Moderdlely similar to ALU5_HUMAN A 
ctonas 23667 and 23775 zinc finger prote 
Putative prostate cancer tumor suppresso 
heplacelluiar cardnoma novti! gene^ pro 
hypolheitoat protein FLI00052 
ESTs 

transducer of ERBB2, 2 
ESTs 



Hs.56847 
Hs.6641 
Hs.182265 
Hs.126712 
Hs.288057 
Hs.44648 
Hs.54347 
Hs.10487 
Hs.166571 
Hs.150275 
Hs.41502 
Hs.170651 
Hs.204238 
Hs.292437 
Hs.85970 
Hs.7137 
Hs.71119 
HS.489S0 
85^104 
HS.159S88 
Hs.49g4 
Hs.31518 
Hs.61418 
Hs^1712 
HsJ3311 
H5.23598 
Hs.28310 
Hs^883 

Hs.99947 

H3,27179 

H$.240770 

Hs.306088 

Hs.119471 

Hs.183297 

Hs.10653 

Hs.92127 

Hs^1328 

Hs.106826 

Hs.336635 

Hs.113503 

Hsj292812 

Hs.1016e9 

HS.9566S 

Hs.29410 

Hs.14555 

Hs.290905 

Hs.15248 

Hs.93796 

Hs.109643 

Hs.296235 

Hs^0696 

Ks^ 

Hs.26369 

Hs.79432 

Hs325820 



ihlcrofibrntor-assoddted protein 1 
ESTs. Weddy similar to 138022 hypotheS 
KiAA0367 protein 

CREB binding prol^ (Rubinstein-Taybi s 
ESTs 

DnaJ (Hsp40) homdog. subtennily C, membe 
6b:RO6-HT0596-27030O4)11-C05 KT0596 Homo 
reOculonl 

Homo s^ens cDNA FIJ12933 lis, done NT 
nudear cap binding protein subunit 2, 2 

avian sarcoma virus CT10 oncogene 
ESTs 

DKFZP566F2124 protein 
ESTs 
ESTs 

inlBrmecfiate filament protein syncoffin 
KIAA1696 protein 

Homo sapiens, done IMAGE:41 79482. mRNA 
karyopherin (Impoilin) beta 3 
ESTs. Weakly similar to T33468 hypotheS 
ESTs 

nypotnoicai protein 
ESTs 

Homo sapiens cDNA:FU215t3 fis, done C - 
ESTs, Weakly simBar to protease [H^api 
ESTs 

DKFZPS86D2223 protein 
polyadenytate binding protein-interactin 
ESTs 

Homo s^tens mRNA; cONADKFZpS86A061 (fr 
pbo6pholip3seA2.gR»9V 
hypoMcal protein FU20287 
fibiSin 2 (congehilal contracturd ara 
protease, serine. 23 



9.8 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9,7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.7 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.6 
9.5 
9.5 
9.5 
9.5 
9.5 
9.5 
9.5 
9.5 
9.5 
9.5 
9.5 
9.5 
9.5 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9,4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.4 
9.3 
9.3 
9.3 
9.3 
9.3 
9.3 
9.3 
9.3 
9.3 
9.3 
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448807 AI571W0 Hs.7549 ESTs a3 

412505 AA974491 H5^1734 ESTs a3 

412314 AA825247 Ks^50899 heat shock facior binding protein 1 a3 

445704 Ai493742 Hs.1652ia ESTs. Moderately simiiar to 138022 hypot a3 

^2855 NM.001839*Mxm)8^calponIn3.8cU a3 

42B465 AW970976 Hs.293653 ESTs a3 

42K64 AI148006 Hs.222120 ESTs a3 

430027 AB023197 Hs.227743 KIAA0980 protein a2 

450680 AF131784 Hs.25316 Homo sapiens done 251 94 mRNA sequence a2 

424850 M151057 H&1534S8 chrofnosome 18 open reading frame 1 9.2 

433862 086960 Hs.3610 KIAA0205 gene product 92 

429227 AI961458 Hs.21275 hypothetical protein RJ 11 Oil ^ 

^0^558 ENSP0000O220478':SECRETOGRANINni. a2 

428634 AA811645 Hs.106290 Iteich motif containing protein a2 

437878 AA829860 Hs.122834 ESTs a2 

416653 AA768553 Hs.74170 metatoWoiTein IE (functional) 9.2 

431117 AF003522 Hs.25O500 delta (DrosophilaHtke 1 a2 

450506 NM.004460 Hs.418 fit)fol)iast activation protein, alpha 9.2 

431187 AW971146 Hs,293187 ESTs 9.2 

421202 AF193339 H$.1O2506 eukaiyotic translatbn InWation factor ai 

429597 NM_003816 Hs.2442 adisintegrinandmetafloprxjtelnasedoma ai 

430669 AW969657 Hs^1029 ESTs ai 

435869 AF255910 Hs,54650 junctional adhesion molecule 2 91 

448822 BE149845 Hs.289038 hypothetical protein MGC4 126 ai 

456161 BE264645 Hs^82093 hypothetical protein RJ2191 8 ai 

423800 AA331156 Qb:EST35034Eral»yo. 6 week, subtracted ( ai 

432189 AA527941 gbmh30c04x1 Na.CGAP_Pr3 Homo sapiens ai 

434361 AF129755 Hs.l17772 ESTs 91 

443247 BE614387 Hs,333893 o-Myc target JP01 91 

419879 Z17805 Hs.93564 Homer, neuronal immediate early gene, 2 ai 

411928 AA888624 Hs.l97289 rab3 GTPase-adivatino pretein. noiKala ai 

448704 AW080932 Hs.249247 heterogeneous nudear protein similar to ai 

448430 AI500842 Hs^89067 Homo sapiens cONARJ1 1404 lis. done HE ai 

451246 AW189232 Hs^140 cutaneous T-cefliymphomatiimoranCgen ai 

418821 AA436002 Hs.183161 ESTs ai 

427213 AW007211 Hs.16131 hypothetical protein aJ12876 ai 

419103 Z40229 Hs.96423 hypothetical protein aJ23033 ai 

450654 AJ245587 Hs.25275 KnippeMype zinc finger protein ai 

434194 AF119847 Hs.283940 Homo sapiens PR01S50mRNA,pa1idods 9.1 

447033 Ai357412 H8.157601 ESTs ao 

420757 X76592 Hs.99915 androgen receptor (dthydrotestosterone r aO 

428593 AW207440 H8.18S973 degeneraSve spemiatocyte (homdog Droso 9.0 

430223 NM.002514 Hs.235935 nephroblastoma overexpressed gene aO 

444984 H15474 Hs.l32898 fatty add desalurase 1 aO 

445674 BE410347 Hs.13063 transcriplton factor CA1 50 aO 

430294 AI538226 Hs.32976 guanine nudeotide binding protein 4 aO 

419852 AW503756 H8.286184 hypothetical protein dJ 551 D2.5 9.0 

440349 AABB4196 Hs.31476 Homo sapiens cONAinJ13872fis. done TH 9.0 

432161 AK000400 Hs.292807 ESTs.Wealdysiro[l»toenvdope[Ks^ 9.0 

405523 C8001409':gll74412261plrtlS31212 collage 9.0 

416662 T25853 Hs7538 ESTs 9.0 

422763 AA033699 Hs.83938 ESTs, Moderately similar to 1UIAS2_HUMANM 9.0 

446183 AA354991 Hs.14222 Homo sapiens mf?IM;cONAOKFZp761P019(lr aO 

432897 AF155099 Hs.279780 NY-REN-18 anUgen aO 

448988 y09763 Hs.22785 samma^inobutyric add (GABA) A recepto 19 

449523 NM.000579 Hs.54443 chemokine(OCmofiO receptor 5 8.9 

407204 R41933 Hs.140237 ESTs, Weakly eimilartoALUIJiUftWN ALUS a9 

413554 AA31914S H$.75426 secretograiln II (duomograiln Q 8.9 

414917 C04863 Hs.47191 ESTs a9 

434539 AW748078 H3.214410 ESTs. VteaWy similar to MUC^UMANMUQN 19 

441805 AA285136 H3.301914 neuronal spedfic transcripUon fadof D 8.9 

412530 AA766268 Hs.266273 hypothetical protein FU13346 a9 

424683 N87519 Hs.27196 ESTs a9 

426158 NM_001982 Hs.199067 \^erM)2 avian erythroblasScleukenfev 6.9 

413132 Nl\4_006823 Hs.75209 protein kinase (cAMP^ependenlcatalyB 8.9 

426430 NM.001621 Hs.170087 aryl hydrocarbon receptor 8.9 

446896 T15767 Hs.22452 Homo sapiens mRNA for KIAA1737 protein. 6.9 

441079 AW150G97 Hs.107418 ESTs a9 

437231 BE303000 Hs.288929 hypothetical protein aJ132S88lndar to a9 

431316 AA502663 Hs.145037 ESTs a9 

"103137 NM.00S3B1'M)mosapien$nudeotin(NCU, a9 

433828 AI821784 Hs.188578 ESTs aO 

418469 U76421 H$.85302 adenosine deandnase. RNA^pedOc, B1 (h B.S 

453344 BE349075 Hs.44571 ESTs a9 

410227 AB009284 Hs.61152 exostoses (mul8p!e)^ka 2 a9 

417173 U61397 Hs.81424 ubiqultMVlike 1 (sentrin) 8.9 

408161 AW952912 Hs.300383 hypothetical protein MGC3032 a9 

420495 AI338247 Hs.98314 Homo sapiens mRNA; eONAOKFZ|)5861A120{f 19 

433213 AW865130 Hs.137190 ESTs a9 

451573 AW130351 Hs.243549 ESTs a9 

408393 AW015318 Hs.23165 ESTs aS 

434725 AKD00796 Hs.4104 hypotheltod protein aS 

418876 AA740616 {^:ny97f1U1 NQ.CGAP.GCBI Homo sapiens aS 
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444558 AW181975 
417355 013168 
424084 A1940675 
431706 AI81608B 
424956 AW198103 
441866 BE464341 
444647 H1471B 
444858 AI199738 
409643 AW450866 
428647 AA830050 
412330 NM_005100 
410275 U8S658 
425465 L18964 
424113 AI743880 
459324 AW080953 
451684 AF216751 
451244 AW008798 
439170 AA332365 
424238 AA337401 
449686 AW072813 
440658 H29142 
410870 U61599 
458229 AI929602 
429831 AA5644B9 
453468 W00712 
428340 AF261088 
453345 AA302862 
452206 AW3402B1 
440486 BE243513 
445525 BE149866 
40B949 AF189011 
424668 083702 
412719 AW016610 
423872 AB020316 
408242 AA251594 
430848 AW021726 
421492 BE17eg90 
449893 197999 
410442 X73424 
425913 AA365799 
425704 U79293 
427723 AI355260 
441683 BES64214 
447335 BE617695 
428259 AM24793 
433104 AL0430Q2 
420041 A6005142 
432432 AA541323 
452335 AW188944 
412673 AL042957 
430335 080007 
419904 AA974411 
442402 NA4_000954 
433759 AA680003 
434064 AU)49045 
401785 

418407 AL044818 
419647 AA348947 
425907 AA365752 
452017 AF109302 
424434 H87028 
400303 AA242758 
414680 AA743331 
413992 W26276 
415071 AK002197 
451230 BE54&208 
441790 AW294909 
441124 T97717 
438160 AA779332 
433264 085782 
434851 AA806164 
420608 BE548277 
426535 AU077012 
411667 BE160196 
454058 AI273419 
435614 R09718 
446595 T57448 
435677 AAfi94142 
447894 AW204253 
452682 AA456193 
418372 AA311833 
447231 AKD012S3 
416208 AW206248 



Hs.1 65892 ESTe 

Hs.82002 endothdin receptor type B 
Hs.209t4 tiypolhelical protein FLJ23056 
Hs.296341 adenyiyi cydase-assodated protein 2 
Hs.1581 54 ESTs, WeaWy similar to granule ceD mar 
Hs.21 201 neclln 3; DKF2P566B0846 protein 
Hs.1 1506 Human clone 23589 mRNA sequence 
Hs.208275 ESTs. WeaMy siihilar to ALUAuHUMAN 
Hs.257359 ESTs 
Hs.124344 ESTs 

Hs,788 A kinase (PRKA) anchor protein (gravin) 
Hs.61796 transcription factor AP-2 gamma {actival 
Hs.1904 protein kinase C lota 
Hs.12876 ESTs 

gba(D28c1Zx1 Na^CGAP.Col 8 Homo sapiens 
HS.26B13 C0A14 

Hs.267448 hypothetica] protein FU2003g 
Hs.165539 ESTs, WeaMysimilar to 138022 liypotheti 
Hs.137635 ESTs 

Hs770B68 ESTs. Moderately similar to AUJ4J4UMAN A 
Hs.143032 ESTs. Weakly skiular to neuronal thread 
Hs.66731 homeoboxB13 
Hs.177 phosphatIdylnositoigfycan,classH 
Hs.137526 ESTs 
Hs.32990 OKFZP566F084 protein 
Hs.154721 aoonitase 1 . Mb 
Hs^063 neurocaldn delta 
Hs.33074 Homo saptens, done IMAGE:3606519. mRNA. 
Hs.7212 tiypotheteal protein PP1044 
Hs.14831 Homo sapiens, Similar to zinc iinger pro 
Hs.4gi63 putative ritioniidease Hi 
Hs.151573 cryplDChroma1(photoIyase-like) 
Hs.129911 ESTs 
HS.13401S UfDnyl2-suIfblran5rera$e 
Hs.43913 PIBF1 gene product 

gb:df27e0Zyl Morton Fetal Cochlea Homo 
Hs.104916 hypothetical protein FU21940 
Hs.18214 ESTs. Weakly sbnllar to B34087hypo)hefi 
Hs.63788 propionyl Coenzyme Acarboxylase. beta p 
Hs.50785 SEC22. vesicle trafiicking protein (S. c 
Hs.1 59264 Human clone 23948 mRI^ sequence 
Hs.279789 histonedeacetylase3 
Hs.102946 ESTs 

Hs.286192 liypo(h8ficalprotehFU20940 
Hs.24144 ESTs 

Hs.128246 ESTs, Moderatelysliriiar to unnamed prot 
Hs.94592 Hotho 
Hs.115831 ESTs 
Hs.61272 ESTs 
Hs^1845 ESTs 
Hs.239499 K1AA0185 protdn 
Hs.18672 ESTs 

Hs.8272 prostaglandin D2 synthase (21kO« brabi) 
Hs.109363 HomosapienscDNA:FU23603fis.doneL 
HS.1B0758 hypotheficalprotamPROC082 

Nl^L002275*:Homo sapiens keratin 15 (KRT1 
nudear transci1p6on fador Y, beta 
hypothetical prolsin 
Hs.155g85 ESTs 

Hs.27495 prostate cancer assodated protebi 7 
H3.146661 hypothetical prolan FLJ20580 
Hs.79136 UV-1 protein, estrogen regulated 
H&272S72 hemoglobin, a!pha2 
Hs.136075 RNA,U28mdlmKlaar 
Hs.284270 Homo sapiens d)NA FU11335 fis. done PL 
Hs.26090 hypolheik:ai protein FLJ20272 
HS.13220B ESTs 
Hs.1igS63 ESTs 
Hs.122671 ESTs 

Hs.3229 cysteine dhngrgenase, type I 
Hs.116502 ESTs 
Hs.103104 ESTs 

H&2B8S82 ESTs. Wesikly sifldar to ubiquitous TPR m 



Hs.84928 
H8.91816 



8.8 
8.8 
8.8 
8.6 
8.8 
8.8 
8.8 
8.8 
8.8 
8.8 
8.8 
8.8 
8.8 

as 

8.8 
8.8 
86 
8.8 

a8 

8.8 
8.8 

as 
a8 
as 
as 
as 

8.8 

as 

8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 
8.7 

a7 
a7 
a7 
a7 
a7 

8.7 

a7 
aa 
ae 

8.6 

as 
ae 

8.6 
8.6 

ae 

8.8 

as 

8.6 

ae 
ae 
ae 
ae 

8.6 
86 

ae 

8.6 

ae 
ae 
ae 



gb:QV14fT041»)1020(MlS&4i03Hn>413Homo aS 

Hs.135145 hypothetical protanRJ13984 8.5 

Hs.20403 ESTs 8.5 

Hs.15467 hypotheGcal protein FU20725 B.5 

H5J293726 ESTs. W^ similar to TSGA RAT TESHS SJS 

Hs.21912 ESTs 8.5 

Hs,9071 progesterone membrane binding protein 8.5 

HS.&4318 repfication protein A1(70kD) aS 

Hs.330208 cryslallin,zeIa(quinonereductaseHiK 8.5 

Hs.111092 hypothetical proldnFU22332 as 

689 



wo 03/042661 



PCTAJS02/36810 



434747 AA83708S HS.22056S ESTs 83 

41S938 BE3S3507 Hs.78921 A 1dna5e(PRKA) anchor protefnl aS 

450813 AI739625 Hs.203376 ESTs 8.5 

^ 413356 AI821351 Ks.193t33 ESTs. \AteaIdysiniOarbALU7_HUMAN ALUS &S 

5 408899 AA0S6614 Hs.106200 ESTs. Moderately sifnflar to ZN91JHUMANZ 8.5 

440840 AW82S666 Hs^13 ESTs.Vfe8UysiirilartoS64054liypotheli 83 

407891 AA486620 Hs.41135 endonuicin-2 8.5 

411019 AW993097 Hs.48617 Homo sapiens CDNAFU12540 6s, done NT &5 

432620 AA777749 Hs,5978 UM domain only 7 8.5 

10 424511 BEX0512 Hs.1935S7 ESTs.ModeraielysiinBartoALU7_HUMAN A 8.5 

408170 AW204516 Hs.31835 ESTs aS 

452670 AF068227 Hs.30213 ceroifMipofusdnosjs. neuronal 5 aS 

450516 AA902656 Hs.21943 N1F3 (Nggi interacGng factor 3. S.pombe aS 

417560 U73336 Hs.82283 S^nettiyttetrahydrofolat&lumocysteinema aS 

IS 430605 BE266026 Hs.31476 Homo sapiens cONAFU 13872 fis, done TH a4 

436953 AW959074 Hs.23648 Homo sapler»cDNAaJ13097(ls. done rfT a4 

418120 AA213437 Hs.192249 ESTs a4 

419438 AA991639 Hs.242413 hypothetical prolein DKFZp434K1421 a4 

432600 A1821085 gb:ns95a12.y5NCI^CGAP.F»r3 Homo sapiens a4 

20 448474 AI792014 Hs.13B09 hypolheiicd protein FU10648 a4 

434384 AA631910 Hs.162849 ESTs a4 

452234 AW084176 Hs.223296 ESTs. WeaUy similar to 138022 hypothefi a4 

411562 A1JOS0201 H5.70769 hypothetical protein OKFZp586E1923 a4 

421622 AB037748 Hs.106204 K1AA1327 prot^ a4 

25 431150 AW971174 Hs.324330 ESTs 14 

449567 AI990790 Hs.1 88614 ESTs a4 

411088 BE247593 Hs.145053 ESTs a4 

452186 AA120761 H&28307 WW dom^n binding prolein 4 (fomfti bind a3 

437872 AK002015 HS.5B87 RNA binding motif protein 7 aS 

30 429393 AA383024 Hs.201603 Homos8pieittmRNA;cONADKFZp434DQ917{f a3 

425692 D90041 Hs.155956 N-acelyttiansferBse 1 (arytamine I^«»ly aS 

438440 AA807228 Hs.225161 ESTs a3 

431962 AL049365 HS.2722S1 Homo sapiens mRNA:cONADKF2:pS86M1 418 (f 8.3 

422295 AF051151 Hs.114408 tolMiice receptor 5 a3 

35 440146 AWD14231 Hs.90790 Homo sapiens cDNA:FU22930 lis. done K a3 

425242 013835 H3.155287 K1AA0010 gene product 13 

432769 AA620814 Hs.144959 ESTs aS 

433615 AA732982 Hs.269607 ESTs. Weakly stnilar to ALU1_HUMAN ALUS 13 

427229 AI799751 Hs.5635 ESTs a3 

40 446947 AF146747 Hs.232165 polycythemia rubra vera 1; ceD surface aS 

403149 NA/L001450:Homo sapiens tour and a hdfL 8.3 

436679 Ai127483 Hs.120451 ESTs. Weakty similar to unnamed protein 13 

421991 NM.014918 Hs.110488 K1AA0990 protein 13 

436476 AA326108 Hs.33829 bHl>^ protein 0EC2 13 

45 434980 AW770553 Hs.14553 stetol OacyltransfBrase (acyiCoenzyme 13 

407385 AA6101S0 Hs.272072 ESTs. Wealdy similar to 138022 hypotheO 13 

453121 AI968264 H5.232286 ESTs 8.3 

420630 AL133101 85.99508 Homo sapiens mRNA; cONA OKFZp434O0921 (f 8.3 

_^ 426101 AL049987 Hs.166361 Homo sapiens mRMA:cDNA DKFZp564F1 12 (Ir 8.2 

50 419517 AF052107 Hs.90797 Homo saptens done 23620 mfUIA sequence 12 

425707 AF11S402 Hs.11713 E74^ factor 5 (eb domain transcripl 12 

440080 AW051597 H8.143707 ESTs 8.2 

422049 W25760 Hs.77631 glydnedeavage system protein H (amino 8.2 

430154 AW583058 Hs.234726 serine (or cysteine) pioteinasainhlbito 8.2 

55 432G95 063480 Hs.278634 KIAA0146 protein 12 

407300 AA102616 gbzn43e073l Str8tageneHeLacen8393 12 

408964 AF201468 Hs.49349 beta^itoAPP^aving enzyme 12 

418051 AW192535 Hs.19479 ESTs 8.2 

412125 Y17114 Hs.73393 eyes absent (DrosopMla}hamdog 4 8.2 

60 441523 AW514263 H5.301771 ESTs.Vite8klyslranartoALUF_HUMANIUI a2 

417958 AA767382 Hs.ig3417 ESTs a2 

452040 AW973242 Hs.293690 ESTs. Wealdy similar to 138022 hypolhefi a2 

430468 NM..004673 Hs.241519 anglopoietlivince 1 a2 

407802 084145 Hs.39913 novellV^ntalning protein a2 

65 420556 AA278300 Hs.124292 HomosaptonscONA: FU23123as,ctoneL a2 

414138 AA135884 Hs.3772 ESTs a2 

438209 A1120659 Hs.6111 aryVhydrocafaon receptor nudear IransI a2 

408267 AW380525 Hs.32675 tubu!irv<pedilc diaperone 6 8.2 

„^ 429692 N48422 Hs.9977 ESTs, Weaidy similar to B34087hypolheti 12 

70 408108 A1580492 H5^2743 hypoflulfcal protein 12 

400418 AW963897 Hs.44743 K1AA1435 protdn 12 

430334 AI824719 HS.3207Q0 ESTs 12 

422083 NM_001141 HS.1112S6 aracNdon^ IS^sxygenase. second lyp 12 



75 

TABLE 598 



Pkey: Unique Eos probeset Identifier mnber 
g . CAT number Gene duster number 
Ov Accesstorr. Genbank aocosslon numtiets 



Pkey CAT Nurrtfier Ac c e ss io ns 

40938$ 112523.1 AAOi'1267 T65940TMS15AN)71334 
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409752 


115301J 




411479 


1247077J 




411667 


1253334J 


5 


416913 


163001.1 




418866 


179788J 




418876 


179960^1 




419536 


185688 J 


10 


419544 


185760.2 


423800 


232161J 




426413 


266650.1 




429163 


300543_1 




430B48 


324621_1 


15 


431121 


328275_1 


432189 


342819J 




432600 


350959J 




434415 


385931J 




434579 


38916J 


20 


439518 


47334J 


443161 


561305.1 


447974 


745643J 



AW848214 

T65754AA229857AA229658 
AA740616 M654854AA229923 
AA603305 AA244095 AA244183 
AI909154 AA526337 AA244193 AI9091 53 
AA3311SGAAa311S7AA331155 
AA377823 AW954494 A)022688 
AA884766AW974271 AA592975 AA447312 
AW021726 AA487752 AA488085 
AW9711S7 AM92575 AA492520 
AA527941 AI81fl608 A1620190AA635266 

AI8210B5AW973464 AA554802AI821831 AAB57438AA640756 AA650339 

BE177494AW276909AA632849 

T55958 T57205AF147346 
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430598 AK001764 Hs.247112 hypothetical protein FU10902 a4 

411630 U42349 Hs.71119 Putative prostate cancer tumor suppresso a4 

75 432682 AI376400 H3.159588 ESTs a4 

441499 AW298235 H3.101689 ESTs a4 

441676 BE564206 Hs.49889 ESTs a4 
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431576 M76665 Hs.275215 hydroxysteroid (1 1-beta} dehydrogenase 1 a3 

418994 AA296520 Hs.89546 8electinE(endolheltal adhesion molecul a3 

452277 ALJ049013 Hs.287a3 KIAA1 223 protein a3 

694 



wo 03/042661 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



412953 
441247 
453390 
418450 
407829 
425704 
433610 
448552 
412977 
441217 
443912 
429281 
435021 
425465 
418821 
424511 
448106 
408418 
450728 
427078 
426931 
449907 
458509 
437323 
407902 
429302 
412673 
410150 
421863 
446947 
408968 
409047 
418601 
425710 
439820 
414905 
450295 
412505 
428730 
445413 
451424 
425628 
435677 
431359 
404632 
423748 
449118 
405523 
448807 
404642 
452598 
427212 
435047 
408622 
419038 
416913 
432432 



60 



65 



70 



75 



80 



414528 
432712 
412783 



419083 
420184 
428493 
443250 
443324 
448164 
448172 
433332 
453455 
452242 
410141 
418019 
450813 
419239 
411096 
451684 
427674 
407275 
417958 
418407 
435176 



245794 Hs.238809 ESTs . • « 

AW1 1 8681 Hs,1 28051 Homo sapiens thymic stroma lympnopoiea 

AA862496 Hs^8482 ESTs 

R84397 Hs.193651 ESTs. WeaMy simitar to alternatively sp 

AA04S084 HsJ9725 tiypotheOcsl protein aJ13197 

U79293 Hs.159264 Human done 23948 mRNA sequence 

AA806822 Hs.112547 ESTs „ 

AW973653 Hs^O104 hypothetical protem FU00052 

AA12S910 Hs.191461 ESTs 

A1922183 Hs^13246 ESTs 

R37257 Hs.184780 ESTs 

AA830856 Hs.29808 Homo sapiens cDKA: FLJ21 122 fis, clone C 

AA922192 Hs.54709 ESTs 

L18964 Hs.1904 protein kinase C, iota 

AA436002 H5.183161 ESTs ^«M,u.«iAKi» 

BE300512 Ks.193557 ESTs.ModertleIyslntflartoAUJ7_HUMANA 

AI800470 Hs.171941 ESTs 

AW963897 Hs.44743 K1AA1 435 protein 

AW162923 Hs.25353 preseriHn 2 {Aizheimef disease 4) 

AI676062 Hs.111902 ESTs 

NM003416 Hs.2076 zinc finger ptotrin 7 (KDX 4. done HF.l 

AA004825 Hs.103281 ESTs 

AA654650 Hs.282906 ESTs 

AA371145 Hs.194397 leptinfBceptDr _ „„ 

AL117474 ^41181 Kmo sapiens mRNA; cDNADKFZp727Cl 91 (fr 

AU076674 Hs.198899 eukaryofictranslaBoninitlaBon factor 
AL042957 Hs.31845 ESTs 
AW382942 H8.260024 ESTs 

AI952677 Hs.108972 Homo sapiens mRNA; cDNA DKFZp434P228 (fr 
AF146747 Hs^2165 polycythemia rubra vera 1; cell surface 
A1652236 H5.49376 hypothetical pf0»einnJ20644 
AW961434 Hs.31539 ESTs 
AA279490 Hs.86368 calmegin 
AF030880 Hs.159275 solute carter famfly, member 4 
AL360204 Hs.283853 Homo sapiens mRNA full length insert cDN 
H40873 Hs.175971 ESTTs 
AI766732 Hs^10628 ESTs 
AA974491 Hs^1734 ESTs 
AA625947 Hs.25750 ESTs 
AA151342 Hs.12677 CGI-147piot^ 
A1862026 Hs.302810 Novel human gene mapping to chomwome ZD 
ftilale hydrolase (piostate^peclfic men* 
ESTs. Weakly slnto to TSGARATTESnS 

ESTs . . 

NM-022490:Komo sapiens hypothefcal prd 
AI149048 Hs.3021 1 hypothetical protein FU22313 
R67477 Hs.231 03 Bell (S. ccrewisiae) hcmolog 

C8001409':gl|7441226ltilft|S31212coBage 

A1571940 Hs.7549 ESTs 

NM_021965*:Homo sapiens phosphoglucomula 
ESTs. Weakly simlar to AUU7.HUMAN ALUS 
Hs.58279 ESTs, Weakly slmlar to AliJ7 J<UMAN AIAJ S 
Hs.54973 cadherin-like protein VR20 
Hs^25n HomosaplenscONAaJ12166fc.dooeMA 

H5.190325 ESTs 

gb:RC1-OT0001-03123W)11-8ll DT0001 Homo 

ESTs 
ESTs 
ESTs 

steioKS^esatutase (fungal ER6% ddta 
DEADW (Asp^u-AIa^Aspftfis) box pdypep 
Homosaidens done HB-2 mRNA sequence 
Homo sapiens cONA aJ12292 fis, done MA 
hypottetica) protein 
hypothetical protein FU10883 
ESTs 
ESTs 

ESTs. Moderate^ similar to Z195J1UMAN Z 
ESTs 

Homo sajilens done TCCCTA00151 mRNA sequ 
ESTs. WeaWy simBar to J CI 087 RNA heSc 



NM-004476 Hs.1915 
AA694142 Hsi93726 
AW993522 Hs.292934 



AI831594 
AW293849 
AA454g85 
AA056060 
AW134924 
AW934714 
AA541323 
AA830893 
AA148950 
AB015247 
BE276738 
AF216077 
AI479560 
AA186408 
AK001745 
AI041530 
R44013 
R51660 
N75276 
A1367347 
AA063553 
R50956 
R07775 
R68911 
A1739625 
AA4681B3 
U80034 
AF216751 
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ESTs 

ESTs . „ 
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gb:qw34h07a1 NCa_CGAPJLR4 Homo sajsens 
ESTs 

nuclear ttansaipSon factor Y, beta 
ESTs 
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Z97630 Hs.2261 17 HI Wstona famiy, member 0 
AW958037 Hs^86 ribosoma! prolEin L4 
D13535 HS.1552B7 WAAOOIO gene product 
AW381569 Hs,40334 ESTs „ 
BE242803 Hs562823 hypolheficd protein FU10326 
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ESTs 
ESTs 
ESTs 

NM„015865 Hs.171731 solute canferfainily 14 (urea transport 
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Homo saptens dDNA: FU23068 fis. done L 
DEME-^ protein 

ESTs. WteaWy simlar to K1AA1006 protein 
ESTs, Wbddy similar to 154374 gene NF2 
NM_00S656*:Homo sapiens transmembrane pr 
NM_006159 Hs.79389 nel {chfckenHIke 2 
AF129533 gb:Homo sapiens Fto protem FbI3b (FBL 

AW996096 Hs.58924 ESTs, We^ similar to J C5594ieiky gen 
AA445973 Hs.13303 Homo sapiens cONA: RJ21784 fis. done H 
T30968 HS.13S31 hypothelteal protein FLJ1Q971 
AW962597 Hs.31305 KIAA1547 protein 
AW022192 HSw200197 ESTs 
A!861fl96 HS.304S05 ESTs 



NM.003729 Hs.27076 

AF007835 Hs.32417 

AW449285 Hs.313636 

AI925195 Hs.130891 

NM-016179 Hs562960 
AA453208 
AW961245 
Ai6554g9 

AA534210 
R64512 
R13550 
AF010258 
AI268407 
AI783767 
AIQ05169 
AW500239 
AL0394a2 
AI122843 
T86358 



Hs.161712 

Hs^BO 
Hs.237146 
Hs^46773 
Hs.127428 
Hs511458 
Hs.148635 
Hs.28274 
Hs.21187 
Hs.125783 
Hs.184319 
Hs.193931 
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430226 BE24S562 Hs.2551 adrenergic, bela-2-. receptor, surface 4.6 

431673 AW971302 Hs.293233 ESTs 4.6 

446183 AA3S4991 HS.U222 Homo sapiens mRNA;cONADKF2p761P01 9 (fr 4.6 

452355 N54926 Hs.29202 G proteirKOupted receptor 34 4.6 

3 432093 H28383 gb7t52c03.r1 Soaies breast 3NbHBst Homo 4.6 

448402 BE24423 Hs.21094 RAB18.mefnberRAS oncogene fan^ 4.6 

409019 AW385412 Hs.9615 myosin reguteloiy Gght chain 2. smooSi 4.6 

413812 AW188687 Hs.4474a ESTs 4.6 

414343 AL036166 H1323378 coated vesicle membrane proteto 4.6 

10 434423 NM-006769 Hs.3844 UMdom^only4 4.5 

407355 AAS46203 H5.193974 ESTs. WeaMy similar to ALU1JHUMAN ALUS 4.5 

421724 AB037832 Hs.107287 KIAA1411 prot^ 4.5 

412125 Y17114 Hs.73393 eyes absent (Dra60phila)homdog 4 4.5 

437330 AL353944 Hs.50115 HQmosaptonsmRNA;cONAOKFZp761J1112(f 4.5 

IS 446720 A1439136 Hs.140546 ESTs 4.5 

448664 AI879317 HsJ34691 spGdng factor 3a, subuntt 1. 120)cO 4.5 

415083 AI532883 Hs.27179 Homo sapiens cDNARJ12933fis,cione NT 4.5 

423412 AF1093X prostate cancer assodaled protein 5 4i 

433507 AI817335 Hs.191791 ESTs 4.5 

20 428966 AF059214 Hs.194687 chdesterol 25^droxyt8se 4.5 

423782 A1472209 Hs.323117 ESTs 4.5 

456362 AW973003 Hs.179909 hypctheticai protein FU22995 4.5 

415451 H19415 Hs.268720 ESTs. Moderately similar to ALU1.HUMAN A 4.5 

419745 AF042001 Hs.93005 slug (chicken homotog). zinc finger prat 4.5 

25 428715 AW293716 Hs.53126 ESTs 4.5 

429857 AF069897 Hs.294030 topoisomeraseielated function protein 4 4.5 

459561 AI547306 ESTs 4.5 

416155 AI807264 Hs.2Q5442 ESTs, Weakly similar to T34036hypo(he!i 4.5 

414272 A1651603 Hs.46988 ESTs 4.5 

30 424890 BE538356 Hs.151777 eukatyotic transblion initiatkNi factor 4.5 

417350 U50928 Hs.82001 polycystic kidney disease 2 (autosomal d 4.5 

450094 A1174947 Hs.295789 Homo sapiens mRNA; cDNADKFZp564D1 164 (f 4.5 

459324 AW080953 gbDCc28c12j(1 NCI_CGAP_Co1 8 Homo sapiens 4.5 

429784 M89796 Hs.30 membrane^panning 4^1omains, subfamDy A 4.5 

35 401519 C1500Q476*.^12737Z79)reqXP_O12163.1i 45 

417576 AA339449 Hs.82285 phosphoribosyiglydnamide tbiiiiy H ia m br 4.5 

427484 N328S9 Hs.37288 nuclear receptorsubfamityl, group D,m 4.5 

417061 AI675944 Hs.188691 Homo sapiens cONAFU12033fis. done HE 4.4 

41B858 AW961605 Hs.21145 hypothefna) protein RG083M05.2 4.4 

40 433517 AW022133 Hs.169838 ESTs 4,4 

429559 Aige5345 Hs.2642S ESfs 4.4 

452338 AW608920 Hs.29159 zinc finger protein 75 (D8C6) 4.4 

409190 AU076536 Hs.50984 sarcoma amplified sequence 4.4 

444922 AI9217S0 Hs.144871 Homo8apiensc[>NARJ13752fis.donePL 4.4 

45 416547 H62914 Hs.268946 ESTs.W^sintil3rtoPC425gfenftin 4.4 

430320 BE245290 Hs.239218 uncharacterized hypothalamus pratein HCD 4.4 

436953 AW959074 Hs.23846 Homo sapiens cONAFU13097fis. done KT 4.4 

438497 AA808725 Hs.291712 ESTs. Weakly similar to 138022 hypolheli 4.4 

434384 AA631910 Hs,162849 ESTs 4.4 

50 444564 AI167877 Hs.143716 ESTs 4.4 

447500 AI381900 Hs.159212 ESTs 4.4 

425259 AL049260 H$.155397 Homo sapiens mRNA; cONADKFZpS64K143Cfr 4.4 

408380 AF123050 Hs.44532 dlublquitin 4.4 

448766 AI473827 Hs.31793 ESTs 4.4 

55 417421 AL138201 Hs.e2120 nuclear receptor subfamily 4. group A. m 4.4 

432810 AA863400 ESTs 4.4 

437812 AI582291 Hs.16846 ESTs. Weakly similar to 04HUD1 debilsoqu 4.4 

447247 AW369351 Hs.287S55 Homo sapiens CDNAFU13090 lis. done NT 4.4 

434022 R18374 Hs.1 17956 ESTs 4.4 

60 422365 AF035537 Ks.115521 REV3 (yeast homdOgHike. catalytic Sub 4.4 

417728 AW138437 Hs.24790 K1AA1 573 protein 4.4 

420407 AA814732 Hs.145010 Gpopotysaccaride^pedfk: response 5-1 4.4 

425810 AI923527 Hs.31903 ESTs 4.4 

^- 432882 NIyt013257 Hs.279696 sennn/gfucocortlcdd regulaled kinase^ 4.3 

65 448550 AL161983 Hs2l415 Homo sapiens mRNA; cONA DKFZp781K2024 (f 4.3 

410227 AB009284 Hs.61t52 exostoses (mdlfpleHike 2 4.3 

417845 AL117461 Hs.82719 Homo sapiens mRNA; cONADKFZp586F1822(f 4.3 

452335 AW188944 Hs.61272 ESTs 4.3 

429716 R2568S Hs.211933 collagen, type XIII, a^ha 1 4.3 

70 450316 W84446 Hs.226434 hypdheScal protein MGC4643 4.3 

408527 AL13S018 Hs.33074 Homo sapiens, done IMAG£:3606519. mRNA. 4.3 

419852 AW503756 Hs.286184 hypoOieficd prd^ dJSSIDZS 4.3 

424534 087662 Hs.150275 10AA0241 protein 43 

424850 AA15t057 Hs.153498 chromosome 18 open reading frame 1 4.3 

75 435023 A1692552 gbwd73f12jt1 NCLCGAP_Ui24 Homo sapiens 4.3 

442914 AW188551 HS.S9519 hypothetical protein FU14007 4.3 

452679 Z42387 H8.83883 transmembrane, prostate androgen Induoad 4.3 

421163 AA375974 H8.32450 ESTs. We^ similar to T23762hypolhefi 4.3 

420405 AA743396 Hs.189023 ESTs 4.3 

80 450330 AW500n5 Hs.24817 hypothetk:d protein FU20136 4.3 

423998 H29136 .H5.157113 coenzyme a 7 (ral yeast) homdog 4.3 

439764 T26535 H3.22744 hypothetical protein MGC1 3105 4.3 

446351 AW444551 Hs.35380 xOOl protein 4.3 
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10 
15 
20 
25 



431583 

414312 

438379 

411928 

414680 

423104 

440840 

449802 

434874 

431429 

413492 

419929 

435846 

441523 

450546 

414222 

416445 

409151 

412707 

442991 

447439 

449885 

407204 

450377 

419647 

442D49 



30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



424181 

443634 

426216 

422634 

445895 

447669 

407198 

447752 

402855 

443161 

415827 

408161 

418355 

429525 

435401 

446657 

421141 



AL042613 

AA155694 

N23018 

AA888624 

AA743331 

AJ005Z73 

AW62g666 

AW901804 

N62448 

AF072813 

D87470 

U9026B 

AA700870 

AW514263 

AAD10200 

AL135173 

A10430C4 

AA306105 

AW206373 

BE281238 

AA31356S 

AW296669 

R41933 

AB033091 

AA34a947 

AA310393 

AW969657 

AL0394a2 

H73972 

N77630 

NM.016010 

D29954 

AL049985 

H91679 

M73700 



Hs^62476 
Hs.1 91060 
Hs.171391 
Hs.197289 

Hs.123647 

Hs.23984 
Hs.293970 

Hs.75400 

Hs.93810 

Hs.14304 

Hs.301771 

Hs.175551 

Hs.878 

Hs.79337 

HS.S0785 

Hs.16443 

Ks^688 

H5.14S020 

Hs.66095 

Hs.140237 

Hs.74313 

Hs.91816 

Hs.190044 

Hs^91029 

H5.142517 

Hs.134460 

Hs.138a5 

KS.11B821 

Hs.13421 

HS.1918Q 



HS.10S938 



435020 

445309 

443547 

410763 

410592 

423698 

428634 

430253 

425211 

443273 

426055 

425707 

451294 

430519 

441766 

431117 

446354 

451468 

409706 

447082 

418594 

426501 

436797 

4162B6 

419865 

425920 

416658 

452367 

433219 



419629 
451061 
420544 



AI038316 

H17462 

AW952912 

AW014345 

N92540 

R44477 

AI335191 

AW1 17261 

D800O7 

AW505076 

AL157474 

AW271273 

AF279145 

R94088 

AA329796 

AA811845 

AK001514 

M18667 

AI042063 

AA420564 

AF115402 

AI457338 

AF129534 

R53790 

AF003522 

AW449650 

AW503398 

BE158773 

T85314 

AI732063 

AW043782 

AA731491 

H51299 

NM^007020 

AL049977 

U03272 

U71207 

AB040907 

AW277121 

AB020695 

AW291487 

AA677577 



Hs,23079 
Hs.300383 
H8.1616g0 
HS.20S353 
Hs.10056 
Hs^60702 
Hs.125914 
Hs^39499 
Hs.301855 
Hs.12504 
Hs^3767 
Hs.8966 
HS.43S69 
Hs.1098 
Hs.106^ 
Hs.236844 
HS.1&87 
Ks.132156 
Hs.101760 
Hs.11713 
Hs^9894 
Hs.49210 
HS.232S4 
Hs250500 
Hs^35 
Hs^93663 
Hs^13207 

Hb.187619 
Hs:293616 
H&334477 

H5^3902 
H5.162209 
fte.79432 
Hs^9279 
Ks^78436 
H&2S4881 
HSJ91662 
Hs^13659 
H3:S8732 



417173 U61397 Hs.81424 

419985 K6G373 Hs^8S6 

429340 N3593a Hs.199429 

433759 AA680Q03 Hs.109363 



S-adenosylmethkNune decarfaoxylasa 1 

ESTs 

C-tennina! binding protein 2 
rab3 GTPase-aclivaling protein, non-cata 
hemoglotjin. dpha 2 
antigenic determinant of recA protein (m 
ESTs. Weakly similar to S64054 tiypottieli 
hypothetical protein FU20147 
methylmalonate-semialdBhyde deliydrogenas 
reticulon 3 
K1AA02B0 protein 

ceretiral cavernous mattaations 1 
ESTs 

ESTs, Weakly amilar to AlUF.HUItAAN lUl 
ESTs 

sortrilol dehydrogenase 
KIAA0135 protein 

SEC22. veslde trafficking protein (S. c 

Homo sapiens cDNA: RJ21721 lis, done C 

hypothetical protein FU20424 

ESTs. Weakly similar to K1AA1 205 protein 

ESTs 

ESTs. Weakly similar to AlUI JWMAN ALU S 

KiAAl265 protein 

hypotheScal protein 

ESTs 

ESTs 

Homo sapiens tnRNA; cDNA DKFZp434ra810 (f 
ESTs 

Homo sapiens cONA FU1 1654 lis, done HE 
CGI-62 proton 
KIAA0056 protein 

Homo sapiens raRNA; cDNA 0KFZp564E122 (fr 
gb7v04a07.s1 Soares fetal Ever spleen 
tactotransfenin 

NMJ001839*:Homo sapiens calponin 3. acid 
gb:ox4ac08.x1 Soares_totaLfetus_Nb2HF8_ 
ESTs 

hypothetical protein M6C3032 
ESTs 

edomideoside triphosphate dlphosphohyd 
hypothefical praldn FU14621 
ESTs, Weakly simlar to 210926QA B cell 
ESTs 

KIAA0165 protein 

DiGeorge syndrome crM regnn gene 8 
Gkely orlholog of mouse Arkadia 
hypothetical protein HJ 12666 
hypothetical protein RJ21776 
ESTs 

DKFZ^1813 protein 
Kefch motif containbg protein 
hypothetical protein FU10652 
piogastncstn (pepsinogen C) 
ESTs 
ESTs 

E74Tike factor 5 (ets domalh transcript 
ESTs 

F-box only protein 4 
hypothetical protein FU14393 
delta (DrosophilaHiksl 
ESTs 

E STs, Moderately sbrOar to 138022 hypot 
ESTs 

flikvedoidn^ks 
ESTs 
ESTs 

hypothelicai protein MGC14879 
gb7p07c06^1 Soares breast SNbHBst Homo 
U1-snRNP binding protein tnmdog (TOkD) 
daudlnS 

fibrifin 2 (congenital contradurd ara 
eyes absent (DiosophOa) homdog 2 
KIAA1474 prolan 
ESTs 

KIAA0888 protein 

ESTs. Weakly similar to KIAA1357 protein 
Homo sapiens Chromosome 16 BAG done OT 
CI 1002514*-flll1 1280151ipirllE82756 beta- 
utaquiiln-nke 1 (sentrin) 
ESTs. Highly 8iniilartobA393J16^[H^a 
Honw sapiens mRNA; cDHA OiQ7k)434M2216 (f 
Homo sapiens cONA: FLI23603 fis. done L 
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428862 NM.000346 Hs.2316 SRY (sex detem^ng region YHiox 9 (ca 3.9 

413450 299716 Hs.75372 N-ac^alactosarrai^dase, dpha- 19 

427615 BE410107 Ks.179817 CG1-82 protein 3.9 

450649 NM_001429 Hs^S272 E1A binding protein p300 3.9 

5 445798 KM_012421 Hs.13321 rearranged L-n^c fusion sequence 19 

416193 H27332 Hs.99598 hypothetical protein MGCS338 3.9 

431147 AI767751 Hs.20300 ESTe 19 

439192 AW970S36 Hs.105413 ESTs 19 

. 446157 BE270828 H5.131740 Homo sapiens cONA:FU22562fis. done H 19 

.0 451900 AB023199 H5.27207 KiAA0982 protein 19 

420802 U22376 Hs.1334 v-<nyb avian myeloblastosis vird oncogen 3.9 

426083 AW962712 Hs.126712 ESTs. W^siiniartDAF191020 1 £265 19 

442320 AI287817 Hs.129636 ESTs 19 

- 447541 AXD00288 Hs.1880O hypothe&al protein FU202B1 19 

[5 444638 T96667 HS.17B77 ESTs 19 

432103 T15803 Hs.272458 protein phosphatase 3 ((bnnetty2B). cat 19 

412576 AA447718 Hs.107057 ESTs 19 

423952 AW877787 Hs.136102 KIAA0853 protein 19 

437916 BES66249 Hs.20999 hypothetical protdn FU23142 19 

:0 442242 AV647908 Hs.90424 Homo sapiens cONA:FU23285 lis, done H 19 

447280 BE617907 Hs.97635 ESTs 19 

421750 AK000768 Hs.107B72 hypolhetical protein aJ20761 18 

450580 N40087 ESTs 18 

432359 AA076049 Hs.Z74415 Homo sapiens cDNA FU10229 lis. done HE 18 

15 429323 NM.001649 Hs.2391 apical protein. Xenopus laevis-)i)(e 3.8 

407332 A)80156S Hs.200113 Homo sapiens cONARJ11379 (is. done HE 18 

426413 AA377823 sb:EST90&05 Synovial sarcoma Homo sapien 3.6 

412652 AI801777 Hs.260024 ESTs 3.8 

426226 AA769045 gb:oa80h07.s1 Na CGAP.GCB1 Homo sapiens 18 

}0 437816 AI823445 Hs.280699 ESTs 18 

444534 AW271626 Hs.42294 ESTs 18 

459241 AA032276 Hs.99010 ESTs, Moderately similar to T14342NS01 18 

408242 AA251594 Hs.43913 RBF1 gene product 18 

443484 A]0gi458 Hs.134559 ESTs 18 

35 422083 NM.001141 Hs.111256 aradudonate l&^poxygenase, second typ 18 

428043 T92248 Hs.2240 uteroglobin 18 

407192 AA6Og20O gb:af12e02.8l Soares_testis.NHT Homo sap 18 

421590 AF004715 Hs.105940 Jeilcy (mouse) homolog^e 18 

453020 AL162039 Hs.31422 Homo sapiens ml^ cDI^ OKFZp434M229 (fr 18 

W 437372 AA323968 H&283631 hypdhetical protein DKFZp547G183 18 

432278 AL137506 Hs.274256 hypdhefical protein FU23563 IB 

407917 U63139 Hs.41587 RA050(S.cer6visla9)homdog IB 

408547 AA574291 H5.57837 ESTs 18 

427635 BE397988 Hs. 179982 tumor protein p53>l}inding protein 18 

45 430968 AW972B30 gb:EST384925 MAGE lesequenoes, MAGL Homo 16 

452234 AW084176 Hs.223296 ESTs, Weakly simitar to 138022 hypotheS 18 

453698 AA037615 Hs.42746 ESTs 18 

408875 Nl^015434 H8.48604 OKFZP434B1 68 protein 18 

431197 AtJ038596 Hs.250745 polymerase (RNA) III (DMA diteded) (62k 18 

50 434072 H708S4 HS.2830S9 Homo sapiens PR01 082 mRNA. complete cds 18 

438138 R98299 Hs.177502 ESTs 18 

447906 Ali)50062 Hs.19999 DKFZP566X023 protdh 18 

415992 005637 Hs.145607 hypotheUcdproldnFUl3593 17 

435655 AW105663 Hs.6947 . HSPC069 protein 17 

55 430607 AW973521 Hs.247324 mitodionddal fibosomd prolebi 814 17 

439398 AA284267 Hs.221S04 ESTs 17 

448515 H66441 Hs.13528 hypdheflcd protein RJ 14054 17 

445242 BE156478 Hs.21108 ESTs. Weakly similar to ALUI.HUI^ ALUS 17 

418576 AW968159 Hs.289104 Epl9ienalcaldumchannel2, CaT-iikeA 17 

60 436024 AI800041 Hs.190555 ESTs 17 

407783 AW996672 Hs.172028 adisintegilnandmetalloproteinasedama 3.7 

436207 AA334774 Hs.12845 hypdhetical protein MGC1 31 S9 17 

442861 AA243837 Hs.57787 ESTs 17 

448207 Ai475490 Hs.170577 ESTs 17 

65 450628 AW382864 Hs.204715 ESTs 17 

432606 Nn4.002104 Hs.3066 granzyme K (serine protease, granzyme 3; 3.7 

436613 005569 Hs.243122 hypdhetfed protein FU 13057 similar to 17 

443031 AW134696 Hs,49418 ESTs 17 

„ 447608 AW20S042 Hs.18955 Homo sapiens d)NAaJ20667fis, done KA 17 

70 408312 AF263613 Hs.44198 tntracalhdarmefflbianft^sodatedcddu 17 

412777 AI335773 H3.270123 ESTs 17 

424602 AK002056 HS.1S1046 hypdbelkalprotdnaJ11193 17 

424882 At379461 Hs.153636 farupslream elemen t (FUSqiitndlngprd 17 

425898 AA385649 Hs.269478 ESTs. WeddySimaartoPC42S9fenIQn 17 

75 443323 BE560621 Hs.9222 estrogen receptor tMing site assodate 17 

452129 AW291379 H$.212827 ESTs 3.7 

453927 AA082465 Hs.125031 didlnefethandamlnephosphotrsnstoasa 17 

432336 NM.002759 Hs.274382 protdn kinase. faitBfferocvMudliledou 17 

425988 BE045697 Hs.274454 ESTs, W^ dmilar to 138022 hypotheti 17 

oO 443123 AA094538 Hs^2808 putalhre transcripSon regdafion nudea 17 

445467 AI239832 Hs.15617 ESTs. WeddysknBar to ALU4J1UMAN ALUS 17 

423855 AA331761 Hs.254659 ESTs 17 

403790 NM.001334*:Hamo sapiera caUiepsh 0 (GTS 17 ' 
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434470 
452032 
420026 
421838 
449916 
452270 
445941 
416882 
412533 
431740 
442710 
448212 
413431 
453038 
427661 
420923 
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12 

12 

12 

12 

12 

3.2 

12 

12 

12 

12 

12 

12 

12 

12 

12 

12 

3.2 

3.2 

12 

12 
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421645 AA974127 Hs.129777 ESTs 12 

457469 AI693815 HS.1Z7179 oyp&gene 12 

415691 AW963979 Hs^4723 ESTs 12 

433852 AI378329 H3.126629 ESTs 12 

5 439735 AI635386 H5.142846 hypoUteUcal protein 12 

428279 AM25310 Hs.155766 ESTs, Weakly sinvlar to M7582B^gr 12 

42771S BE245274 Hs.18042B K1AA1181 pratfiin 12 

408699 AA056S14 Hs.108200 ESTs. Moderately sIrnBar to ZN91J1UMANZ 12 

415715 F30364 Hs.302204 ESTs 12 

10 426172 AA371307 Hs.125056 ESTs 12 

434625 N87549 Hs.125287 zinc finger protein ZNF14(Hikeprot^ 12 

436246 AW450963 Hs.1 19991 ESTs 12 

436401 AI087958 Hs.290e8 ESTs 12 

^- 408764 AWg713S0 Hs.63386 ESTs 12 

15 432125 AW972667 Homo sapiens cONAFU12300fis. dona MA 12 

426716 NM.006379 Hs.171921 semadoniainjtnmunoglobulin domain (Ig). 12 

405558 Target Exon 12 

434747 AA83708S Hs.220585 ESTs 12 

^. 414591 AI888490 H$.55902 ESTs. Vfeakly similar to ALU8_HUMAN ALUS 12 

20 426991 AK001536 Homo sapiens cONAaJ10674 {is. done NT 12 

426171 A112B606 Hs.6557 zinc fingef protein 161 12 

402B02 NM.001 397:Homo sapiens endoiheTn conver 3.2 

412S30 AA7G6268 Hs.266273 hypoffnOcal protein FU 13346 12 

433050 AI093930 Hs.163440 Homo sapiens cDNA:aJ21000 lis. done C 12 

25 439221 AA737106 Hs.32250 ESTs, Moderately similar to 178685 serin 12 

440351 AF030933 Hs.7179 RAD1 (S. pombe) homolog 12 

445218 T79971 Hs.12432 Homo sapiens done 24407 mRNA sequence 12 

448568 AA149121 Hs.71947 ESTs 12 

420131 F08286 Hs.95262 nudearfadorreialedtokqipaBblndin 11 

30 429299 A)620463 Hs.347408 hypolhetical protein M6C1 3102 11 

407913 BE393767 Hs.41569 phosphatidic add phosphatase type 2A 11 

415009 C75253 Hs.2209S0 ESTs 11 

406627 T64904 Hs.163780 ESTs 11 

438666 AW014493 Hs.126727 ESTs 11 

35 419875 AA853410 Hs.93557 proenkephaiin 11 

456660 AA909249 Hs.112282 sdutecanler family 30 (zinc transport 11 

418701 AA814948 Hs.g6343 ESTs. Weakly dmilar to ALUC_HUMAN III] 11 

425071 NM.013969 Hs.154424 ddodinase. todothyronlne, type II 11 

440300 N39760 Hs.8859 Homo sapiens. Similar to RIKENcONA 5830 11 

40 444100 AA3B3343 H5.22116 C0C14 (cdl division cyde 14, S.cerevi 11 

431416 AA532718 Hs.178504 ESTs 11 

422662 6E274778 Hs.119007 RAB4, menter RAS oncogene fiamSy 11 

449543 AF070632 Hs.23729 Homo sapiens done 24405 nrtRNA sequence 11 

437083 AW082597 Hs.244862 ESTs 3.1 

45 430294 AiS38226 Hs.32976 guantoe nudeoiide tihding protdn 4 11 

417380 T06809 H5.332086 ESTs 11 

419965 H16382 HS.702S8 ESTs 11 

430039 BE253012 Hs.1S3400 ESTs. Weakly similar to ALU1_HUMAN ALUS 11 

>rv ^188 AL049242 Hs^34794 Homo sapiens mRNA;d}NADKFZp564B083(fr 11 

SO 446146 AI2B7539 Hs.148078 ESTs 11 

426647 AA243464 H5194101 piB-&€ellteukemiatranscripGontetor 11 

418555 AI417215 Hs^7159 hypotheScal protein FU12577 11 

453496 AA442103 Hs^084 sdute canter family 2 (tadBatedglu 11 

423947 AW451954 Hs.135941 KIAA1048 protein 11 

55 451893 AW192083 H&290855 ESTs 11 

447726 AL137638 H3.19368 matrflln2 11 

415068 Z19448 H3.131887 ESTs, Weddy5imOvtoT24396hypdfaet] 11 

453439 A1572438 Hs.32g76 guanine nudeolide titoding protefal 4 11 

443331 A1052026 Hs.149995 ESTs 11 

60 410340 AW182833 Ks.112188 liypathstical protein FU13149 11 

414372 AA1436S4 gb2o65a02j1 Stratagene pancreas (93720 11 

427421 AA402414 Hs.3059 coatomer protein coiiiptex.subunHI)eta 11 

429399 AA452244 K$.16727 ESTs 11 

^_ 430092 Ai821399 Hs.16514 ESTs 11 

65 433577 AW007080 Hs.2B4192 ESTs 11 

433730 AK002135 H3.3542 hypothetical protein FU1 1273 11 

436894 H80696 Hs.233313 ESTs 11 

437756 AA767537 Hs.197096 ESTs 11 

438979 AW976218 Hs.32565 ESTs 11 

70 441791 AW372449 Hs.61271 hypothetical protein FU21 159 11 

457718 F18572 Hs.22978 ESTs, Weakly similar to ALU4J^MAN ALU S 11 

452017 AF109302 Hs.27495 prostate cancer assodated protein 7 11 

419030 779957 H8.188466 ESTs 11 

438308 AI343459 Hs.127585 KIAA1627 protein 11 

75 433571 AA765256 Hs.135191 ESTs. Weakly stmaar to unnamed protein 11 

421685 AF1B9723 H5.106778 ATPase, Ca transporting, type 2C. member 11 
428878 AA436884 Hs.48926 ESTs 11 
432205 AI806583 Hs.125291 ESTs 11 
^. 440099 AL0800S8 H5.6909 DKFZPS64G202 protein 11 
80 428259 AA424793 HsJ4144 ESTs 11 
434614 AI249502 Hs.2966g ESTs 11 
420380 AA640B91 H$.102406 ESTs 11 
433323 AA805132 Hs.159142 ESTs 11 
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5 

10 

15 

20 

25 

30 

35 
40 
45 
50 
55 
60 
65 
70 
75 



439544 
412088 
434361 
400664 
438354 
449474 
410595 
415245 
418647 
434808 
453716 
432952 
408705 
430280 
445919 
441790 
414085 
452619 
422788 
439703 
444489 
453878 
440193 
433680 
426363 
447595 
426044 
431962 
445084 
452737 
458229 
435712 
407378 
414993 
419459 
421988 
432833 
445210 
447620 
449375 
428695 
443987 
441224 
448822 



W26354 Hs.28891 
A1689496 Hs.108932 
AF129755 Hs^4 



441889 
411704 
416954 
419544 
420077 
443475 
447231 
438436 
427871 
443280 
448264 
428673 
453843 
400303 
445943 
432286 
431707 
432675 
443162 
448073 
419713 
447968 
423563 
418304 
417206 
410011 
411850 
438986 
445921 
447124 



AI87g252 
AA019344 
AW629223 
N59650 
AA226198 
AF155108 
AA037675 
AA813887 
AA312135 
AA361258 
T53519 
AW294909 
AA1 14016 
AW298597 
All 17352 
AF086538 
AHSIOIO 
AW964440 
AW902312 
AI805366 
M58524 
AW379130 
AA502490 
AL049385 
H36gi4 
AKD01680 
AI929602 
AA694607 
AA299264 
AW819403 
AW291128 
AW4S0481 
N51075 
H09323 
AW290951 
R07114 
AI355647 
AW294013 
AU0769&4 
BE149845 
H72286 
A)0904S5 
A1499220 
AA171B50 
A)909154 
AW512260 
AI066470 
AK001293 
AA807168 
AW992405 
AA29g688 
A1478933 
AW801325 
025215 
AA242758 
AW898533 
AW327432 
R21326 
AI791855 
T49951 
Wig769 
AW968058 
AA340605 
AL122055 
AA215702 
AA291183 
AB020641 
AK002033 



Hs.5151 
H&2055 
Hs.64794 
H&27252 

HsJ56150 
Hs,152675 
Hs.188173 
Hs.46967 
HsJ37868 
H3.334692 
Hs,132208 
Hs.75746 
Hs.61884 
Hs.77196 
Hs.196245 
Hs.157774 
Hs.19025 
Hs.7037 
Hs.199945 
Hs^025 
Hs.18953 
Hs.170290 
HsJ72251 
Hs^50848 
HU0488 
Hs.177 
Hs.176956 
Hsi7776 
Hs.77724 
Hs^78422 
Hs.161333 
Hs.110028 
Hs.27133 
H5.224965 
Hs.271224 



AW015211 
AW976438 
AIS32884 



HS500942 
Hs.7753 
Hs.289038 
Hs.128387 
H5.268371 
Hs.71573 
Hs.42251 

Hs^7767 
Hs.132809 
H8.330208 
Hs^71552 
Hsj9622 
H&24183 
Hs.188260 
Hs^37757 
Hs^804 
Hs.79136 
Hs.181574 
Hs255843 
Hs^57905 
H3.105884 
Hs.g029 
H&33G635 
Hs.92381 
HS.10S8B7 
H&129836 

HS.B1648 
Hs.57856 
Hs.72782 
Hs.269307 
Hs.146181 
Hs.17428 
Hs^1741 



hypoUielica! proteh FU11360; artenvs p 

ESTs 

ESTs 

NMjD0242S:Homo sapiens mabix tnelaOopro 
RAN binding protein 7 
ubiquitln-acQvaling enzyme El (A1S9T an 
zinc finger protein 183 (RING finger, C3 
ESTs 

gl):nc26a07^ 1 Na»CGAR_Pr1 Homo sapiens 
Homo sapiens. Sinflar ta RIKEN cOl^iA 2810 
ESTs 

Homo sapiens cDNA FU12187 fis, clone MA 

HSPC034 protein 

interieuldn 7 receptor 

hypotlieBcal protein M6C14141 

ESTs 

aldehyde dehydrogenase 1 family, member 
Homo sapiens, done 1MAGE:4298026, mRNA. 
Human DNA sequence from done RPS^6B10 

ESTs 
ESTs 
DC32 

Homo sapiens done 24923 mRNA sequence 

ESTs 

transfbmlng growth factor, t>eia 3 
phosphodiesterase 9A 
ESTs 

Homo sapiens mRNA; cDNA DKI^p586Ml418 (f 
hypothetical prolan FU14761 
DKFZP434F091 proton 
phosphatidyHnosHd glycan. dass H 
ESTs 

ESTs. Moderately similar to 138022 hypot 

K1AA0586 gene product 

DKFZP586G1122 protein 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

pufinergtc receptor (family Agroup 5) 
ESTs 
c^himenin 

hypothetical protein MGC4126 
ESTs 

hypothetical protdn FU20274 
hypothetical protein FU10074 
ESTs 

gb:aV-BT200^10499^7 BT200 Homo sapien 
ESTs 
ESTs 

crystainn, zeta (quinone redudaseHili 
ESTs 

Homo sapiens, done IMAGE3507281. mRNA. 
ESTs 
ESTs 

Homo sapiens mRNA: cDNA DKf^pS66M063 {fr 
hect domain and RLD 3 
UV-1 protein, estrogen regulated 
ESTs 
ESTs 

hypothetical protein FU10422 
ESTs 

DKFZP434G032 protein 
Homo sapiens, done IMA6&4179482. mRNA 
nudix (nucleoside diphosphate linked md 
ESTs, WeaHy siiraTar to Homdog of ralZ 
KIAA1028 protein 

gb2i97g10j1 NCLCGAP.GCBl Homo sapiens 
hypotheScat protein FU1 1021 simaar to 
PFTAIRE protein Idnasel 
hypotheScal protein aJ11171 
ESTs 
ESTs 

RBPI-Oke protein 

ESTs. VfeaMy simnar b A46010 X-Onked 



3.1 
3.1 
3.1 

ai 

3.1 
3.1 
3.1 
3.1 
3.1 

ai 

3.1 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

10 

3.0 

3.0 

ao 
ao 
ao 

3.0 
3.0 
3.0 
3.0 

ao 
ao 
ao 
ao 
ao 
ao 

3.0 

ao 
ao 
ao 
ao 

3.0 

ao 

3.0 
3.0 

ao 
ao 
ao 
ao 
ao 
ao 
ao 

3.0 
3.0 

ao 
ao 
ao 
ao 
ao 

3.0 

ao 

3.0 

ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 

3.0 



80 

TABLE 60B 



Pkey. Unique Eos probesetUentaier number 

705 



wo 03/042661 



PCT/US02/36810 



CAT number Gene duster number 
Accession: Genbank accession numbeis 



Pkey 

411479 

411G67 
414372 
414660 



415989 
41628S 
416882 

416913 
417379 
418304 
418547 
418866 
419536 
419544 
423412 
423800 
426226 
426413 
426503 
426775 

426991 
428342 

429163 
429220 
429258 
430935 
430968 
431429 



432093 
432125 
432189 
432340 
432363 
432500 
432810 

434579 
434966 
435023 
437866 



438147 
439092 
439516 
439904 
440840 

441102 
442562 



443161 
445808 
447082 
446212 
449625 



Number Accessions 



12470nj 



452598 



452815 
453802 
455100 



AWB48047 AW848202 AW848831 AW848142AW848702 AWB48121 AW848632AW848140 AW848571 AW846009AW848067 AW848069 
AW848905AW848214 
1253334J BE160198AW935698T11S20AW93SS30AW856073AW681034 
143909.1 AA143654 AW753140 AA213770 AW970865 AA569075 AA492132 

147525 1 AA743331 AA837388AW664540AA775711 AA150965BE465475 AA968994 AA886905 At141054 AW194991 AA252147AA319500A1 184288 

AA708749 AA644620 AA652769 AA242975 AA151074 T19890 
156454 1 Al267700AI720344AA191424A)023543At469633AA172056AW958465AA172238AW953397AA355a86 
.1 H512g9 H44619 H46391 R88024 H51892 T72744 

A1633044AVV016212AW241143AA7690S8R43272AVV06695BAA210918AA293774A1748815AI^^ 
AIB24624 AW189606AI631751 Z40749 At984673AI871316 AA18g024 AW235412 BE178426 R24677 R40835 H05100 R405g7 
AW934714 BE161007 BE162500 AW749902 AW749864 BE162498 BE161005 AAig0449 AW513465 BE161006 BE162499 
AA196390 AA507837 AA196468 
AA21S702 AA368006 AA215703 BE066555 BE006876 
AA226198 AA226513 AA383773 
T65754AA229857AA229658 
AA603305 AA244095 AA244183 
A]g09154 AA526337 AA244193 A)909153 
AF109300 A1299378 A)202654 
AA331156AA331157AA33115S 
AA769045 AA372590 AW963633 
AA377623 AW954494 A(022688 
AA3801 S3 AA380233 AVV963529 

AA384S64 AVI/966475 HQ2121N412g7D63213AAe86888A)922414AVV044240AW196808A1076738AA^ 

H96134 

AK001 536 AA191092 AVV5103S4 AtS54256 A1353968 AA134266 

AI739168 AA426249 AI199836 AW505198 AW977291 AA824583 AA883419 AA724079 A101S524 AI377728 AW293682 AI92B140 AA731438 

AI092404AI085630AA731340 
AA884766 AW974271 AA532975 AA447312 
AW207206 AW341473 AA448195 A1951341 
AA448765 C04967 C03045 AA658293 

AW072916 AI184913 AA489195 AW466994 AW469044 N59350 A1819642 A1280239 AI220572 AA789302 AI473611 AWB41126 D60937 
AW972830 AA527647 AA489820 AA570362 

AF072813 AF1 19297 AA362885 AF059524 NM_006054 AA1 57365 AW163S23 AA0561 48 AA227062 AA41 8057 AA227076 AA0787S3 AA233594 
D58829 AA232373 AA233577 T35956 6E618035 AA354497 AA35g082 T32010 AA134519 BE299901 BE2680g6 BE396B26 AA324268 AL120308 
AA187561 AA311680 
H28363 AW972670 H283S9 AA52S808 
AW972667 AAS26539 AI057032 AW167842 
AA527941 A1810608AI620190AA535266 
AAS34222AA632632T61234 
AA534489 AW970240 AW970323 

AI821085 AWg73484AAS54802Ai621831 AA657438AA540756AA650339 

AA863400 AI991439 AW016017 AW014704 At367512 H17550 AA744762 R46187 AW471324 AI126670 AA626033 AI276287 AI0942S3 Ai266003 
A11471&3 AI911443 AW512612 AA972102 AA999975 A!6B4428 AI335035 D63102 AI524234 AIS391S6 AA56S542 
T55958 T57205AF147346 
AA657494A)582663AI581639 
AI692552AI393343At800510AI377711 F24263AA861876 

AA156781 AW293839 U52054 AA024963 AA778446 68173977 AW444904 AW802574 BE164040 BE164012 BE163972 BE163974 BE163992 
AA837481 AW468444 BE1BS091 AW468002 AA687333AAB11830 AA581806 AI866686A1572124AA043777AA040926 D20160A1536733 

AA812489AW874142AJ47188 
AW2S0553 107876 Z36843 R30693 A]1900g7 AW96S317 
AA830149 AW978407 M85383 AW503837 
W76326AF085341 W72300 
AW892676 AA853877 D44747 

AW629666 AW959831 AW205739 6E620243 AM12367 AW300025 AW051920 AI288591 AW238114 AI302852 AI038548AAS34496 A1797207 
AA921877 

AA973905 A1299888 AA917019 H63235Tgoni 

BE379584 R34211BE544768AVV973709AI6530S6AI653173AI268043A16567SOH74180A14g2B30AI3760gO^^^ 
AI0B2443AW021142AI167921AI348677AI278577AW130B86AA761517A]698203AA115S35AI26479OR34328O^ 
D62102AI0007 
A1038316A1344631AI261653 
AV655234 AW966332 AA340239 
T85314 A1360684 T6S52BT91254 
AI475858AW969013 

NM_014253 AF100772 BB088769 AL022718 BE161779 AW863569 BE161640 AL039060 BE168542 AW296554 AA323193 AA235370 AW779760 
N48674 AI375997 R45432 059344 AI203107 F07491 R35360 R25094 AI913531 AW98402 T61382 AI01 6320 N45526 T61 415 AA331486 
m0087 H1292S AA460779 AA096372 BE160847 AW816890 AW816893 AWB16577 AW816891 AW816882 AW816868 AW816889 AW816940 
AVrai6892 AVVB16941 AW816S78 AAD29183TB3320 H86850 AA01Q295 BE160823Z25353 AA150883 AW^ 
AA164518 AA730973 W0O417 W65303 
83933 1 AI339732AA010300 AW515041 AA768334 N29860AA425874AA425118AA885829 AW936878 

9074 1 AA453208 NiyL004251 U44103 AI671547 N57453 AW007521 A1479232 T82809 R67109 AW796099 AI633027 AI765395 A1763029 AI758228 

6E326331 Ai934576Ai922378AW276431 AI718466N36566AA9047S3BE464245AI338752Al859875AW272338AM23136AI089270Ai160904 
AAG64354BE1 

92338 2 A1831594 AW970667 AWD27959AI129800AI927g49AI6S0270Al62S105 AWS14661 At708393AL1 38076 BE180510AI926721 A1399955AA749139 
A1862160 AW87401 1 AI242763 AA26Z795 AA03g864 H73499 AI093249 BE24S661 AI816834 N25206 AA82B301 An»4S65 AI302816 AA026905 
AA77255 

93255.1 AA418&41 AI452657 AI788876 AA028973 BE179873 C00215 AA418930 

981589J AL134757AW079131 

1253334.1 BE160198AW935898T1152OAWg35930AW856073AW881O34 

706 



162718J 

163001_1 
167238.1 
173658.2 
177521.1 
179788.1 
185686.1 
185760.2 
228001.1 
232161.1 
262918.1 
266650.1 
268283.1 
271683.1 

27415.1 
290035.2 

300543 1 
301384.1 
»1917J 
325772.1 
326269.1 
33313.1 



341283.1 
341776.1 
342819.1 
345248.1 
345469.1 
350959.1 
354375.1 

38916.1 
396504 1 
398093.1 
44433JZ 



45074.1 
468554.1 
47334 1 
479942.1 
50357J 

509604.1 
54S00JZ 



561305.1 

65133.1 

707248.1 

755099.1 

8113.1 



4S0580 63929.1 



450562 



wo 03/042661 



PCT/US02/36810 



457728 393853J AW974ei1 AA651B34 AA650072 



human chromosome 22." Dunham I. et al., Nature (1999) 402:489^95. 
Strand: Indicates DN A strand from which exons were predicled. 

Nt position: indicates nudeolide positions of p redded exons. ^ — . 

NtJX>si5on 

13558-13721,13942-14090.14554-14679 
160456.160567.164757-164873 
29235-29336,36363-36580 
176341-176452 
24223-24428 
119926-121272 
157315.157950 
103510-104090 

33080-33263,33939-34094,36103^6507 
53242-53432 
59763-59909 

S5707-S5859.5636&^11 



10 



15 



20 



25 



30 



35 



40 



45 Ptey: UrtiqueEosprobeselldenfitiern 

ExAccn: Exemplar Accession nuiriber. Genbank accession number 

UrigenelD: Unigene number 

Urig8neTiiIe:Unig0ne gene title .... 

R1: Ratio of prostate tumor to nomid adult body tssue 

50 R2 RaGo of prostata tumor to normal prostate 6s5ue 



Piiey 


Re( 


Strand 


400664 


8118496 


Plus 


400695 


7249150 


Plus 


400880 


9931121 


Rus 


401197 


9719705 


Plus 


401424 


8176894 


Plus 


401451 


6634068 


Minus 


401519 


6649315 


Pitts 


401558 


7139678 


Rus 


402031 


7656761 


Plus 


402602 


3287155 


Minus 


402855 


9662953 


Minus 


403046 


3540153 


Mime 


403047 


3540153 


Minus 


403790 


8084957 


Minus 


404571 


7249169 


Minus 


404632 


9796668 


Plus 


404641 


9796810 


Minus 


404642 


9796810 


Rus 


405523 


9454643 


Rus 


406SSB 


1621110 


Rus 



87826^947.89835-90002 
112450-112648 
4509645229 
32247.32362 

11^1M6M.117255-117407.11S49O.119599,123237-123395.131W 
4502-4644,5983-6083 



AfljMrix€osHu03GeneChipmW8U*^ 

SssueswasgiratotaorequdlolO The-average'iTCS^ mm.ma*aartteiie8. In orier to remove gene- 



belore llie ratio was evaluated. 
TABU 61 A: ABOUT 440 GENES UP-RE( 



:iarr Atrinw piMCTATE(MMCER(»MPAreOTOtKWMALPimATC AtmW^ 



55 



60 



65 



70 



75 



80 



Ptey 


ExAccn 


UnigenelD 


444151 


AW972917 


Hs.128749 


421566 


NMJ00399 


Hs.1395 


420729 


AW964897 


Hs.290825 


401197 






450096 


Ai6B2088 


Hs.79375 


449156 


AF103907 


Hs.171353 


443271 


B£56dS68 


Hs.195704 


434078 


AW880709 


Hs.283883 


431117 


AF003522 


Hs.250500 


417315 


A1080042 


Hs.160450 


416182 


NWL004354 


Hs.79069 


421913 


A1934365 


Hs.109439 


434217 


AW014795 


Hs^9 


425782 


U66468 


Hs.159526 


442501 


AA31S267 


Hs^128 


429984 


AU050102 


Hs^720g 


449048 


Z45Q51 


Hs.22920 


417407 


AA923278 


Hs.290905 


420120 


ALJ049610 


HS.9S243 


41907B 


M93119 


HS.895&4 


425905 


AB032959 


Hs,318584 


425018 


BE245277 


Hs.154196 


452221 


C21322 


HsJ288057 


421552 


AF026692 


Hs.105700 


409799 


D11928 


Hs.76e45 


411373 


BE326276 


Ks^l 


423445 


NM.014324 


Hs.128749 


422563 


AA410506 


Hs.27973 


438209 


AL1206S9 


Hs^lll 


437147 


A1JD49964 


HsJ358 



alphamelhylacyl-CoA racomase 

eariy growth response 2 (Kn»-20 prosop 

ESTs 

ENSP00000229263*:HSPC213. 
holocarboxytese synthetase (blotin-lprop 
pnBtale cancer antigen 3, nonH»dlng DD 
ESTs 

chfomosome 8 open reading frame 4 
delta (Drosophaa)-liicBl 
ribo5QmaIpn3tetnS24 
cydinG2 

osteogtydn (ostBoinduclhre factor, irime 
ESTs 

cell grovirth regulatory with EF-hand doma 
ESTs 

hypotheticai protein FU21 61 7 
slmBar to S68401 (cattle) glucose indue 
ESTs, Wealdy similar to protease [Ksapi 
transcription elongafion factor A (Sll)- 
insuHnoma-associated 1 
novel C3HC4 type Zinc finger (ring finge 
E4F transcription factor 1 
hypothetical protein i=U22242 
secreted fiizzled^elated proldn 4 
phosphoserina phospha^seUe 
ESTs 

8iph»meihyiacyK:oA racemase 
KIAA0874 protein 

atyMiydrocarbon receptor nudear transi 
hypottieQcd prot^ aJ20366 



R1 


R2 


42.2 


42.2 


12 


26.5 


3.7 • 


15.8 


3.0 


12.6 


12.4 


12.4 


12.3 


12.3 


11.6 


11.6 


Z1 


11.2 


a4 


9.4 


Z3 


9.0 


8.4 


8.4 


Z2 


8.4 


8.3 


8.3 


6.3 


8.3 


2.0 


8.3 


8.1 


8.1 


ai 


8.0 


34.0 


7.9 


7.5 


7.5 


7.4 


7.4 


9.4 


7.3 


7.2 


7.2 


7.0 


7.0 


4.0 


6.6 


6.3 


6.3 


3.2 


6J 


6.7 


6.2 


2.3 


6.2 


&1 


6.1 


26 


6.0 
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PCT/US02/36810 



432415 T16971 Hs^l4 ESTs.WM(ly8imfartoA43932mtidn2p 

446896 T15767 Hs.22452 Homo sapiens mim for KIAA1737pn)tein. 

449118 R67477 Hs^103 Betl (S. cerevlslas] twmolog 

427472 AA522539 Ks.1312S0 IransposoiHlerivBdBustBrStransposase^ 

5 431548 A1834273 Hs.9711 novd protein 

417153 X57010 Hs.81343 ooOagen. II. alpha 1 (primayosts 

410889 X91662 Hs.66744 Mst(DrosophOa)homolog(8crocepha)os 

429597 NM_003816 HsJ442 adislntegilnandmelanoproteinasedoma 

422538 NM.006441 Hs.118131 S.IO^Ihenytletrahydiofbiate synthetase 

10 414812 X72755 Hs.77387 monokine Induced by gamma intederon 

448552 AW973653 Hs^104 tiypolhelical protein FU00052 

416111 AA033813 Hs.79018 chramaQn assembly (actor l.subunft A ( 

414516 AI307B02 Hs.t35560 ESTs.Wealdy similar to T43458hypo&ietl 

414343 AL036166 Hs.323376 coated veside membrane pretebi 

IS 451684 AF216751 Hs.26813 C0A14 

421470 R27496 Hs.1378 anne»nA3 

426350 NM.003245 Hs.2022 tFansgiutaminase 3 (E polypeptide, pmte 

436476 AA326108 Hs.33829 bHUI protein DEC2 

437571 AA760894 Hs.153023 ESTs 

20 447072 061594 Hs.17279 tyrosylprolelnsullblransferBsel 

444917 R68651 Hs.144997 ESTs 

417318 AW9S3937 Hs^40845 ESTs 

434170 AAB26509 H5.122329 ESTs 

432897 AF155099 Hs.279780 NY40-18 antigen 

25 433560 AI92519S Hs.130891 tiypothetical protein M6C4400 

421823 N40850 Ks.28625 ESTs 

451244 AW00879d HsJ43877 hypottteticai protein aJ20039 

453370 AI470523 H$.139336 ATFMiIndlng cassette. sub^amDyCiCFTR 

425242 D13635 Hs.155287 KIAA0010 gene product 

30 439024 R96696 Hs.35598 ESTs 

407235 D20569 Hs.1 69407 SAC2 (suppressor of adin mutations 2, y 

421863 AI952677 Hs.108972 Homo sapiens mRNA; cONA DKI^34P228 (fr 

437916 BE566249 Hs.20999 liypolheacd protein FU231 42 

451952 AL120173 Hs^1663 ^Ts 

35 431676 AI685464 ob:tl86{D4j(1 NQ.CGAPJ^ Homo sapiens 

452242 RS09S6 Hs.159993 gycosyltransferase 

401519 C1500O476*:gl|127372791rellXP^O12163.1| 

414342 AA7421B1 Hs,75912 KIAA0257 protein 

426197 AA004410 Hs.100009 acyl-Coenzyme A oxidase l.paimitDyl 

40 429467 NM-004477 Hs.203772 FSHD region gene 1 

408380 AF123050 Hs.44532 diutuquitin 

425907 AA365752 Ks.155965 ESTs 
427078 AI676062 Hs.111902 ESTs 

419465 AW500239 Hs.21187 Honu> sapiens cDNA: FU23068 lis, done L 

45 429250 H56585 H5.198308 tryptophan ridi basic protein 
431585 BE242803 Hs.262823 hypothetical protnnFU 10326 
443250 AI041530 Hs.132107 ESTs 
423545 APO00692 Hs.129781 chromosome 21 open re a ding fr a me 5 
423698 AA329796 Hs.1098 OKFZp434J1813 protein 

50 442281 N34742 Hs.170065 Homo sapiens cDNAFU13492 lis. done PL 
428826 AL048842 Hs.194019 attractin 
447186 H65423 Hs.17631 hypothetical protein DKFZp434E21 35 
418701 AAB14948 HS.S6343 ESTs. Wea)dysImllartoAUJC.HUkMN!in 
429900 AA460421 Hs.30875 ESTs 

55 439518 W76326 gb2d60d04jr1 Soares.f8taUieartJlbHH19Vtf 

409151 AA306105 Hs.S0785 SEC22,vesMetraffiddnoprateh(S.c 
420544 AA677577 Ks.98732 Homo sapiens Chromosome 16 BAC done OT 
444100 AA383343 Hsi2116 CDC14 (cell division cyda 14. &oerevi 
443622 Ai911527 Hs.11805 ESTs 

60 410037 AB02Q72S Hs.58009 KIAA0918 protein 
421129 BE439B99 Hs.89271 ESTs 
428966 AR)59214 H3.194687 dttiesterol 254iydroxytase 
448664 AI879317 Hs.334691 spGc^ factor 3a, subunit 1. 120id) 
432242 AW022715 Hs.162160 ESTs. Weaidysimlar to ALU4.HUMAN ALUS 

65 433887 AW204232 H8.279522 ESTs 
436556 A1364997 Hs.7572 ESTs 
400301 X03635 Hs.1657 estrogen receptor 1 
443646 A1085198 Hs.164226 ESTs 
430389 AL1 17429 Hs.240845 OKFZP4340146 protein 

70 418432 M14156 HsJ5112 insuGn^ike growSi factor 1 (somalomecfi 
433409 Ai278802 Hsi5661 ESTs 

447247 AW369351 Hs^7955 Homo sapiens cONAFUl 3090 fis, done NT 
423749 U09848 Hs.132390 zinc finger proteb 38 (KOX 18) 
444755 AA431791 Hs.113823 QpX (caseinoiyilc protease X, a coB) 

75 431912 A1660552 Hs.75549 ESTs. WoaMysinBlartoA56154 AWsulJSl 
428493 AK001745 Hs.184828 hypothetk:al protein FU 10883 
447482 AB033059 Hs.18705 1^1233 protein 
450203 AF097994 Hs^1528 L-kynuronine/aipha^noadipatoanMra 
423337 Nhl.004655 Hs,127337 axin 2 {condudin. axil) 

SO 452588 AA889120 Hs.1 10637 homeoboxAtO 

422861 NM_0t470O Hs.119004 KIAA0665 gene product 

407317 A1204033 Hs^1461 EST8.WeaMy8imDartol38(»22hypolheB 

410330 AW023630 H5.159425 ESTs 
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6L0 


S.9 


5.9 


3.3 


&9 


15»7 


5.6 


AJ2 


5.8 


3.5 


5.8 


7.9 


5.8 


5.7 


5^7 


2.5 


&6 


5.6 


&6 


5.5 


Sk5 


Z7 


15 


5.4 


&4 


19 


5.4 


5.3 


Si3 


S.3 


5.3 


2.8 


&3 


Sl2 


5.2 


5.2 


5.2 


5.1 


5.1 


4.6 


5.1 


Swi 


5.0 


3.3 


5.0 


4.6 


5.0 


5.0 


5.0 


4.9 


4.9 


29.8 


4.9 


2.2 


4.8 


5.4 


4.8 


4.8 


4.8 


4.7 


4.7 


3.6 


4.7 


4.7 


4.7 


9.1 


4,7 


4.7 


4.7 


4.6 


4.6 


3l4 


4.6 


3w3 


4.6 


2.1 


4.6 


4.2 


4.6 


2.2 


4.6 


4X 


4.5 


2.7 


4.5 


4.5 


4.5 


2.5 


4.5 


8.1 


4.4 


4.4 


4.4 


4.4 


4.4 


4.4 


4.4 


2.0 


4.3 


4.3 


4.3 


4.2 


4.2 


4.2 


4.2 


Z2 


4.2 


3.5 


42 


10i> 


42 


2.8 


4.2 


2.2 


4.1 


4.1 


4.1 


4.1 


4.1 


3.9 


4.1 


2.8 


4.1 


2.0 


4.1 


4.1 


4.1 


4.1 


4.1 


4.1 


4.1 


4.1 
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4.0 
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4.0 


4.0 


4.0 


3.9 
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422975 AA347720 Hs.122669 
425878 AW964806 Hs.38085 
414664 AA587775 Hs.66295 
437162 AW005505 Hs.5454 
5 421828 AW891965 Hs.279789 
418821 AA436002 Hs.183161 
422049 W25760 Hs.77631 
453160 AJ263307 Hs^39884 
424906 A1556086 Hs.153716 
10 446554 AA151730 Hs.301789 
452259 AA317439 Hs.28707 
448807 AI571940 Hs.7549 
439209 AF0B7993 Hs.91954 
420077 AW512260 Hs.87767 
15 451009 AAfl13140 Hs.115707 
452281 T93500 Hs.28792 
452561 AI692181 Hs.49169 
447033 AI357412 Hs.157601 
427138 N77624 Hs.173717 
20 442991 BE281238 H8.8886 
414680 AA743331 
417380 T06809 Hs.332086 
425710 AF030880 Hs.159275 
441247 AW118681 Hs.128051 
25 426931 NM_003416 Hs.2076 
417873 BE266659 Hs.293559 
432101 A1918950 Hs.123542 
429302 AU076674 Hs.198899 
435513 AW404075 Hs.42785 
30 440643 M78B78 Hs.7314 
418293 Ai224483 Hs.16063 
42S9Q0 AK000166 Hs.288809 
431689 AA305686 Hs^67695 
440749 W22335 Hs.7392 
35 408374 AW025430 Hs.155591 
400277 

432169 Y00g71 Hs.2910 
437872 AKfl02015 Hs^887 
443912 R37257 Hs.184780 

40 414565 AA502972 Hs.183390 
448164 R61680 Hs.26904 
450094 AI174947 Hs.295789 
424800 AL03S588 Hs.153203 
451367 AA923729 Hs.26322 

45 445472 AB006631 Hs.12784 
408101 AW968504 Hs.123073 
421246 AW582962 Hs.102897 
426227 U67058 Hs.154299 
402802 

50 419168 A1336132 Hs.33718 
436207 AA334774 Hs.12845 
453864 AW021407 Hs.21066 
448944 AB014605 Hs.22599 
444489 A1151010 Hs.157774 
55 463124 A1139058 Hs.125790 
453078 AF053551 Hs.31584 
439444 AI2776S2 Hs,54578 
413492 D87470 Hs.75400 
434804 AA649530 Hs^148 
60 445840 A1277811 Hs.146291 
423566 AW976434 Hs.3623 
408161 AW952912 Hs.300363 
414922 D00723 Hs.77631 
430519 AF129534 Hs.49210 
65 430487 D87742 Hs.241552 
423554 Mg0516 Hs.1674 
430226 BE245S62 Hs.2551 
400296 AA305627 Hs.139336 
420154 AI093155 Hs.95420 
70 453293 AA382267 Hs.10653 
457718 F18S72 Hs.22978 
447476 BE293466 Hs.20a80 
419440 AB020689 Hs^0419 
433285 AW975944 Hs.237396 
75 450671 A1356967 Hs.43086 
445921 AW015211 Hs.146181 
416882 A1633044 
414052 AW578849 Hs.283S52 
450580 N40087 
80 447726 AL137638 Hs.19368 
447816 NM_007233 Hs^74329 
420407 AA814732 HS.14S010 
422299 AKD00161 Hs.114556 



KIAA0264 protein 

Homo saj^ens. Sirnitar to WKEN cDNA 0610 
muKi-PDZ-domafH»ntainirg prolein 
thyroid hormone receptor coactivaling pr 
Nstonedeace^laseS 
ESTs 

glycine cleavage system prolan H (arrnno 
H2B histone family, member L 
Homo sapiens mRNA for Hmob33 protein, 3* 
nudix (nucleoside diphosphatB Otded mol 
signal sequence receptor, garmna Oransto 
ESTs 
ESTs 
ESTs 
ESTs 

Homo sapiens CONAFU11041 lis. done PL 
KIAA1634 protein 
ESTs 

phosphatidic acid phosphatase type 2B 
hypothetical protein FU20424 
hemoglolM*n,a)pha2 
ESTs 

sohJle carrier famOy, member 4 
Homo sapiens thymic stromal lymphopoieti 
zinc finger protein 7 (KOX 4, done HF.1 
Homo sapiens. Similar to WKEN cONAA430 
EphA3 

eukaryotic transla^on inWaBon fodor 
DC11 protein 
K1AA0614 protein 
hypothetical protein FlJ218n 
hypothetical prolan FU20159 
UDP-Gal:heta6lcNAc beta 1 ,3-galactDsyllr 
hypothetical protein MGC3199 
forkheadboxFI 
EosContrd 

phosphorlbosyl pyrophosphate synthetase 
RNA binding mo6f protein 7 
ESTs 

hypothetical protein FU13S90 
ESTs, Moderately similar to Z1 95 JiUMAN Z 
Homo sapiens mRNA; cONA DKFZp56401184 
MyoDfarnily inhibitor 
cell cyde related idnase 
Homo sapiens mRHAfar KIAA0293 gene, par 
C0C2-related protein Idnase 7 
CGI-47 protein 

Human proteinase activated receptor-2 raR 
NM.001397:Homo sapiens endolhefin conver 
Homo sapiens cONA FU12641 lis, done NT 
hypotheSca) protein MGC131S9 
hypotheGcai protein 
atiophin-1 MeracGng protein 1; acfivi 
ESTs 

teuc«»nch repeakonldning 2 

meta)dn2 

ESTs. Weakly sinflar to 138022 hypotheti 
KIAA0280 protein 

gb:ns44105^1 Na.CGAPJUvl Homo sapiens 
ESTs 

hypothetical prolein FU11220 
hypothetical protein M6C3032 
gl^e deavage system protein H (amino 
F-box only protein 4 
K1AA0268 protein 

glutamme-ftuctos&^osphate transamm 
adreneigic, beta-2-, lecaptor, anface 
ATP-bindIng cassette. BiWaroily C (CFTR 
JM27 protein 
ESTs 

ESTs, WeaWystmJi»toAUJ4JlUMAM AUJ S 
ESTs. Weakly omBar to 138022 hypdhell 
KIAA0882 protein 
ESTs 

ESTs. Vfeddy stmlar to A4G010 X^inked 
ESTs 

tiyptophanyl IRNA synthetese 2 (mitadton 
ESTs, Weakly staflar to unnamed pnteh 
ESTs 
matri6n2 

TPSSlapgelgenel 

lipopdysaccarid«pedfic response 54i 
hypothe&d protein FU20174 
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420297 

427701 

437812 

445808 

428600 

442320 

418407 

4330S0 

451796 

407783 

459029 

441676 

439352 

453628 

412324 

408083 

421928 

421247 

433865 

423201 

450832 

416913 

417251 

427144 

444668 

434015 

432689 

423482 

448206 

450546 

452270 

458332 

436109 

422867 

412576 

413336 

433577 

439093 

442833 

447401 

409619 

432729 

452721 

447342 

409205 

422805 

446238 

447313 

411630 

410592 

417173 

417601 

433419 

447509 

424580 

407252 

420061 

424432 

417683 

414312 

417135 

437748 

422728 

453070 

406627 

407151 

425815 

4338(£ 

431474 

436204 

439328 

449115 

437531 

445424 

403047 

416198 

417576 

430607 

436401 

450654 

426216 

431325 

410102 



AI628272 

AM11101 

AI582291 

AV655234 

AVtfB83261 

AI237817 

AL044818 

AI093930 

AL133019 

AW998872 

AA131376 

BE564206 

BE614347 

AW243307 

AW978439 

BE086548 

AF013758 

BE3917Z7 

N29862 

NM_0Q0163 

AW970802 

AW9347t4 

AW015242 

X95097 

AA6546S0 

AA844518 

AB018320 

BE280172 

BE62258S 

AA010200 

AW975014 

AI000341 

AA922153 

U2137 

AA447718 

AI569936 

AW007080 

AAS34163 

AA328153 

Be616562 

AKD01015 

AK000292 

AJ269529 

A]ig9268 

A1952884 

AA4369B9 

T95143 

U92981 

U42349 



U61397 

NM_014735 

A1830342 

AF107454 

AA446S39 

AA659037 

AW024937 

AB037621 

AW566008 

AA155694 

AA422067 

AF234882 

AW937826 

AKW1465 

T64904 

H25836 

R94023 

AA708910 

AL133990 

AK002014 

W07411 

AW95g9S2 

AM007S2 

AB028945 

H27332 

AA339449 

AW973521 

AI087958 

AJ245587 

N77630 

AVW26751 

AW248508 



Hs.88323 
Hs^43886 
Hs.16846 

Hs.242413 

Hs.129836 

Hs.84928 

Hs.163440 

Hs.27038 

HS.17202B 

Hs^3809 

Hs.49889 

Ks.169615 

Hs.83937 

Hs.69504 

Ks.42346 

Hs.109643 

Hs.102910 

Hs.44104 

H8.125180 

HS.10S421 

Hs.99488 
Hs^126 
Hs^82906 
H5J00876 

Hs.129228 
Hs.3731 
HS.175S51 
Hs.26 
Hs.220491 
Hs.1 32760 
Hs.1584 
Hs.107057 
Hs.296176 
Hs.284192 
Hs.5476 
Hs.88201 
Hs.97661 
Hs.55220 
Hs.130732 
Hs.301871 
Hs.19322 
Hs.14832 
Hs.121017 
Hs,14511 
Hs.18081 
HS71119 
Hs.43569 
H3.81424 
Hs.82292 
Hs^11272 
Hs.107537 
Hs.339024 
Hs.163780 
Hs.29410 
HS.146&58 
HS.2391&4 
Hs.191060 
HS.50S47 
HS.S814 
Hs.103262 
Hs^1575 
Hs.163780 
Hs.301527 
Hs^560 
Hs.1 12742 
Hs.190642 
Hs.47546 
Hs.118212 
Hs^52B 
Hs.1 12259 
Hs.1 2696 

Hs.99598 
HS.822B5 
Hs.247324 
H5.29068 
Hs.25275 
Hs.13895 
H&5794 
HsI79727 



ESTs. s!maar to ALULHUMAN ALU S 
nudear autoanOoenic spenn protein (his 
ESTft. vyieaMy sMIar to 04HU01 debrisoqu 
ESTs. Moderately sindlar to PC4259 fiani 
hypottietlcsl protein DKFZp434K1421 
ESTs 

nudear transcription (actor Y, beta 

Homo sapieiis cONA: FU21000 (is. done C 

Homo sapiens MRNA; cONA OKFZp43462127 (( 

a (fisottegiin and metaOopretefnase doma 

M))8st growth fador 12B 

ESTs 

hypothetical protein FU20989 
hypothetica) protein 
ESTs 

caiclneuiin-t]bid}ng protein calsardn-l 
pdyadenylato binding proteiivinteractin 
generd transcription (actor UH, polype 
ESTs 

growth hormone receptor 
ESTs 

Qb:RCl-OT0001^1 299^1 1-a11 OTC001 Homo 
ESTs, Wedkly similar to YK54.YEAST HYPOT 
vasoactive intestine! peptide receptor 2 
ESTs 

hypothetical protein RJ13386 
/^AbMnteracting prot^ Ar9BP2 
galactoldnase2 

ESTs. Moderately similar to 138022 hypot 
ESTs 

ferrocheiatase (protoporphyria) 
ESTs 

hypothetical protein MGC15729 
cartilage digomeric matrix protein (pse 
ESTs 

hypothetic^ protein FIJ22637 
ESTs 

Homo sapiens, done l(^6E:3530123, mRNA. 
ESTs. Weakly similar to A Chain A. Ciyst 
ESTs 

BCL2-«ssoda!ed athanogene 2 

hypothetical protein FLJ20285 
sdute carrier family 37 (glyoerol-3-pho 
Homo sapiens, Similar to RIKEN cDNA 2010 
ESTs. Moderately simflar to unnamed prOt 
H2A tnstone famSy, merrdjer A 
SCO (cytochrome oxidase delident. yeast 
Homo sapiens done 0T1P1 B6 mRNA, CA6 rep 
Putative prostate cancer tumor suppresso 
ESTs 

utiiqut&vtito 1 (sentrin) 
KIAA0215geneprodud 
ESTs 

chromosome 7 open reading (rame 2 
ESTs. Wesfdy similar to A48010 X^lnked 
ESTs 
ESTs 

pmtocadherin 10 

ankyrin repeat. Mly A (IV^XANIUike), 

ESTs 

ESTs 

suppression of tumorigenkity 7 

ESTs. Weakly similar to ZN91_KUMAN ZINC 

SEC^ endoplasmto reticulum transtocon 

ESTs 

ESTs, Moderately similar to unknown (H.s 
ESTs. Moderately Bimilarto»8022hypol 
ESTe 
ESTs 

Homo sapiens cONA FU11458 fis. done HE 
ESTs. Moderately similar to ALU3.HUMAN A 
ESTs. WaaUy sbnOar to AF0g0944 1 PRO08 
T ceH receptnr gamma locus 
cortactin SH3 domaln^ndlng proleto 
NM.005656*:Hamo sapise transmembrane pr 
hypothelkai protein M6C5338 



ESTs 

Knippel-type zinc Imger protein 
Homo sapiens cONA RJ11654 lis. done HE 
ESTs. Weakly similar to 210926QA 8 caD 
Homo saptens cONA HJ 1 4035 OS. done HE 
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446791 AI632278 Hs.l95922 ESTs 

418004 U37519 Hs.87539 ddehyde dehydrogenase 3 family, memner 

419791 AI579909 Hs.105104 ESTs 

447210 AF035269 Hs.17752 phosphaBdylsertne.specificphosphoBpas 

5 425294 AF033827 H8.155553 tS*^*! ^ulWraretaW 

452741 BE392914 Hs.30503 Homo sapiens cDNA FU11344 fis. done PL 

447702 AI420255 Hs.161271 ESTs ,_,,«^^m 

412043 BE156622 Hs.333371 Homo sapiens ck)ne TMO unlranslated mRN 

421413 A1B26128 Hs.S7637 ESTs. Weakly similar to M9364 59 protel 

10 429128 M446B69 Hs.113316 ESTs 
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gb2x10e09.rl Scares jQWIjBtus.Nb2HF8. 
P-box only protein 8 
Hs.282093 hypothetical protein FLJ21 91 8 

□biHunian marinerl transposase gene, oomp 
^r^u ^...w.w Hs.244482 Homo sapiens, done IMAGE:361171 9, raRMA, 
408267 AW380525 Hs.343564 tubur«»-spedlicdiapefonee 
447713 A1420733 Hsi07083 ESTs 

Hs^96406 KIAA0685 gene product 
KIAA0310 gene product 



429258 AA448765 

435102 AW899Q53 Hs.76917 

456161 BE264645 

407021 U52077 

437517 AI927675 



456848 AL1210B7 
437617 AI026701 



432378 AI493046 
443180 R15875 



Hs5716 

Hs.146133 ESTs 
Hs.258576 daudlnl2 



445929 AI089560 Hs.323401 dpy-3Wike protein 
424701 NM 005923 Hs.151988 mitogen-activated protein kinase kinase 
445255 NmI014841 Hs.12477 synaplosomal-associated protem. 91 kDa 
409731 AA125985 H3.56145 thymosin, beta. Wenlified In neuioWast 
421709 AA159394 Hs.107056 CEM proton 
412707 AW206373 Hs.16443 Homo sapiens dDNA: FU21721 fis, ctoneC 
418882 NM_004996 Hs.89433 ATP-Wndlng cassette. sul>-famDy C (CFTR 
451071 AW138807 Hs.204939 ESTs. Highly similar to A54677homeotte 
420344 BE463721 Hs.97101 putative Gprotein^joniedreoeptDr 
433037 NM 014158 Hs.279938 HSPC067 protrfn 
418329 AW247430 Hs.B4152 cystalhionine-l)et»^nthase 
4195S W9M154 gb:QV-BT20O4)1049W)07 BT200 Homo sapien 

424602 AK002055 Hs.151046 hypothetical protein FU1 1193 
450693 AW450451 HsJ03965 ESTs ^ ^, 

452387 A1580772 Hs.306094 WnudeoMe repeal containing 12 
412045 AA099802 Hs^83 iransmemlirane, prostate andioynmdiiced 
428180 A1129767 Hs.182874 guanine nucleotide binrfing protein (G pr 
419438 AA406400 Hs.12482 glyceronephosphateOacyltransferase 
443194 AI954968 Hs.279C09 matrix Oa protein 
414869 AA157291 Hs.21479 ubinuddnl 
407300 AA102616 Hs.120769 gb.zn43e075l StratageneHeUc8ll s393 

Hs.152213 wingless-type MMTVinlegraLon site fami 

Hs 32250 ESTs, Moderately sirnHar to I7B885 serin 

gb:DKI=Zp547G1090j1 547 (synonym: hfbri) 
thyroid receptor Inteiactlng protrfn 15 
gb:EST90805 Synovial sarcoma Homo sapien 
ESTs 

_ peroxisomal acyl-CoAlWoestBrase 

44i09i AW022192 Hs.200197 ESTs 
Hs.120912 ESTs 

deformed epidemial autoregulatory fador 
hepsin (transmembrane protease, serine 1 
C2002829:gil4507€89|fBflNP_003298.1|tra 
RAD50 (S. cerevisiae) homdog 
460378 AW2491B1 ris.iasM ESTs. Weakly similar to T1 9873 hypolhefi 
429303 AW137635 Hs.44238 ESTs. Weakly similar to S65657alpha-1C- 
417248 AA329449 Hs.247302 twisted gaslnjlatlon 
42M77 AW452016 H3.127863 ESTs. Weakly similar to SFR4.HUMAN SPUC 
Hs.260024 Cdc42 effector protein 3 



436396 AI683487 

439221 AA737106 

453802 AL134757 

421059 A1654133 

426413 AA377823 

431147 AI767751 

442677 AI557914 



Hs.30212 
Hs.20300 



431563 AI027643 
439478 AF049460 Hs.6574 
413049 NM.002151 Hs.823 



407917 U63139 Hs.41587 
460378 AW249181 Hs.19954 



431555 A1815470 
440099 ALJD8005S 



nuuuuuo- Hs.6909 OKFZP564G202 protein 
416653 AA768553 Hs.193145 melaJtolhtonein1E(funcltonal) 
Hs.5740 



431542 H63010 
401558 

418281 U09550 

422295 AF051151 

432453 AI885537 



ESTs 

ENSP00000220478^SECRETOGRAN1N 111. 
Hs.1154 ovkJiiclalglycoprOldn1.120ld)(mudn9 

HS.11440B ton-like receptor 5 

Hs,27172 ESTs. Moderatdy simiar to PC42S9 fanl 



447499 AW262580 Hs.147674 protocadherinbeta16 
462994 AW96K97 Hs.31305 KIAA1547 prdein 
450325 A1935962 Hs.26289 



450325 AI9353K MSu£Oia» ESTs ^ t—«.i».^ 

422390 AW450B93 Hs,121830 ESTs. Weakly similar to T42fi82byp0ttie!l 

448789 BE539108 Hs.22051 hypothe&al protein MGC15548 

436679 A1127483 Hs.1 20451 ESTs, WeaWysbnPar to unnamed protein 

425263 Nf*iL001197 Hs.155419 Ba2-intBiac8ng killer (apoptosiwndij; 

451939 U80456 Hs.27311 single4rlnded (DrosopWb) homotog 2 

410252 AW821182 Hs.61418 «rtc«^"''af-assodated pioion 1 

439699 AF086534 Hs.1B7561 ESTs. Moderately slmlar to ALU1, HUMAN A 

422575 BE548555 H3.118554 CGW3 prolan 

433293 AF007835 Hs.32417 hypothetic^ protein MGC4309 

410733 064284 Hs.66052 C038 anBgen (p45) 

421379 Y15221 Hs.103982 small tadudbbcytoklna subfamily B(Qr 

442995 AA532511 Hs.288455 Homo sapiens cDNA:FU23270 fis, done C 

408833 AW612232 HS.25483S ESTs 
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446354 
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425628 
424038 
440145 
404641 
407253 



AI168431 Hs.296638 

AW975324 Hs.129816 

AW449650 Ks346335 
AF075009 

NH1.004476 Hs.1915 
AA770688 

AW014231 Hs.90790 

AMni7S H5.141939 



415162 

423349 

424534 

407756 

440658 

416547 

432281 

447533 

448968 

449897 

452959 

427083 

408291 

41B727 

440491 

433466 

432695 

427982 

445873 

434569 

441791 

438520 

414269 

410660 

456660 

450861 

419193 

423784 

416208 

407182 

421689 

432833 

425170 

436278 

438719 

432726 

410310 

429716 

424081 

433800 

413627 

414133 

411096 

450244 

422493 

409219 

419986 

421969 

434128 

434503 

443292 

443555 

448172 

452039 

400290 

449625 

441406 

451369 

434011 

408806 



432653 
446783 
437323 
410076 
421501 
419733 



AR)35718 

AF010258 

D87682 

AA1 16021 

H29142 

H62914 

AK001239 

NM_004786 

AW372914 

AW819642 

AI933416 

Nhi.006353 

AB023191 

AA227609 

R35252 

AA508353 

063480 

NH.016156 

AA250g70 

A1311295 

AW372449 

AA706319 

AA298489 

AI061118 

AA909249 

AI523898 

029643 

AK000039 

AW291168 

AA312551 

N87820 

N51075 

AU077315 

BE396290 

AA357129 

Nh^006979 

J02931 

R25685 

NM_006413 

Ai034361 

BE182082 

AW022168 

U80034 

AA007534 

A W474183 

AA393383 

AI345455 

AF052217 

W93170 

T96231 

AK000213 

N71710 

N75276 

AI922988 

H18836 

NM_014253 

Z45957 

AA017321 

AW953437 

AW847814 

AI432672 

N62096 

AW1 38343 

AA37114S 

T05387 

M29971 

AW362955 



Ks.78061 

Hs.127428 

Hs.150275 

Hs.38260 

Hs.143032 

Hs.268946 

Hs.274263 

Hs.18792 

Hs.86149 

Hs.24135 

Hs.189874 

Hs.173497 

Hs.44131 

Hs^834 

HS.1305S8 

HS.105314 

Ks^634 

Hs.161326 

HS.2S1946 

Ks.344478 

Hs.61271 

Hs.98416 

Hs^171 

Hs.65328 

Hs.1 12282 

Hs.17617 

Hs.34789 

Hs.132826 

Hs.41295 

Hs^30157 

Hs.106a26 

Hs.110026 

Hs.154970 

Hs.5097 

Hs23g625 

Hs.278721 

H3.62192 

Hs.211933 

HS.13912D 

Hs.135150 

Hs.246973 

Hs.41187 

Hs.68583 

Hs.125062 

H8.2S0173 

Hs.133331 

Hs.78915 

Hs.110099 

Hs^84164 

Hs.17762 

H$.9196 

Hs.21393 

Ks.135904 

Hs.172510 

Hs.31608 

Hs.7837 

Hs.269891 

H8.54e6 

Hs.289005 

Hs.288539 

Hs.293185 

Hs.141887 

Hs.194397 

Hs.7991 

Ks.1384 



prastalB diffefBnSaihn factor 

ESTs 

ESTs 

gb:Homo sapiens fuO length insert cONA 

ftilalo hydrol3S6 (piostalB^pedlic memb 

HzA ntsiona laniy, cnemosr l 

Homo sapiens cONA: FLJ22930 fis. done K 

NM.021965*:Ho(no sapiens phosphoglucocnuta 

ESTs. Moderate)/ simfiar to S65657 alpha 

C20O2008:giI73O3957|gb|AAF590O0.1l (AEOO 

transcriplion factor 21 

homeoboxA9 

K1AA0241 protein 

ubIquiGn specific protease 18 

ESTs, WeaMy slmSar to neuronal thread 

ESTs. Weaidy sfmOtf to PC42S9 foiifin 

hypolhefical protein FLl 10377 

thioredoxiiv4Die, 32kO 

phosphoiRosito) 3-phosphato4>inding piot 

transmembrane protein vezatin; hypotheti 

ESTs 

Sec23 (S. cerevisiae) hornolog B 

KIAA0974 protein 

ESTs 

ESTs. We^ similar to 2109260A B eel 
relax!n1(H1) 
KIAA0146 protein 
K1AA1073 protein 

poly(A}4)inding protein, cytoplasmic 1-1 
KIAA0196 gene product 
hypothetical prQtdnFU21 159 
ESTs 

olfactory receptor, family 51, subfamily 
Fanooni anemia, complementation group F 
solute carrier family 30 (zinc transport 
ESTs 

dollchyknphosphooligosacchartde^jrotei 
Homo sapiens cDNA FU14913 Us. done PL 
ESTs. Weakly similar to MUC2_HUiyiAN MUQN 
ESTs 

KIAA1696prateln 
ESTs 

transcdption factor CP2 
synaptogyrin 2 

Intogrd membrane protein 2B 

HLA dass 11 region expressed gene KE4 

coagulation factor III (thromboplastin, 

collagen, type XII), alpha 1 

ribonude3seP(30kD) 

hing typ&^cellinembrane^oclalediAf 

ESTs 

ESTs 



ESTs 

hypolheiteal protein FU131S8 
ESTs 

GA-bindIno protein trenscdpSon (actor, 
core-tnvllng factor, runt domain, dptia 
protein X 0004 
ESTs 

hypotheScsl pioldn 

ESTs. Moderately sbnilar to A Chain ^ H 

ESTs 

ESTs 

hypothetical protein FU2D041 

odz (odd Oz/ten-ni. DrosofMla) homofog 1 

phosphopfotdn regulaled by myogenic pa 

ESTs 

doneaB5214 

Homo sapiens cONA: FU21532 (is, done C 

hypotheOcai protein FU22191 

ESTs, Weakly simSar to JC7328 amino ad 

ESTs 

leptin receptor 
ESTs 

0-6-msthy(guanir\e4)NA msthyttransferase 
Homo sapiens G0NAFU14415fis, dona HE 
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10 



15 



20 



25 



30 



Pkey. Unique Eos probesel idenfflier mimher 

CAT number. Gene duster nuirijef 

Acoesston: Gmbank accession numhere 



Pkey 
414680 



416913 
419544 
419733 

424036 

426413 



431676 
43^9 



439518 
442677 

445808 
449625 

450580 

453802 



CAT Number 
147525J 



416882 162718.1 



16300U 
185760,2 
187589J 

23450.1 

266650J 
301917.1 
33641 1J 
35275.1 

46651.1 
47334.1 
548626J 

65133J 
8113.1 



981589.1 



W«33;AAB37388AW664540 M77S711M150965Ba65475AA968994A«86905«M1«^ 

AM2897lAA179427AA9476B4BE393792 H980l8Al885781AIie8567AI290658C15W 

AA377823 AW954494 AI022688 
AA448765 C04967 C03045 AA658293 

A1685464 AW971336AA51^3587AW^^^^ ^, AAnoAiCT Atfi7337aAIQ00340 R47500W16595AW152297 AI625937 

AB01 832D H56457 AA247916 N83488 ^ 
AA002027 A1814851 AA9026e 
AF075009 R63109 R63068 
W76326AF085341 W72300 
AI557914 W81031 AW473764 AI8140ai V 
Ai248353AW028015 

AW816892 AW816941 AW816578 ^ ' ^' 
AL134757AVW)79131 
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&"^Sr"^eT?^lS^^^ TXinh^nKet^^ieferslolheput^entWed-TteDMAseq^ 
huritanchn)moM!nB21- Dunham 1. el al.. Nature (1999) 40^485^^ 

Strand- Indicales DMA strand from which exons were predicted. 

Nt posifon: Indicates nucteolid fi positions of predicted exons. " 

Pl«y 
401197 
401519 
401558 
402B02 
403047 
404841 



406068 



Ref 


Strand 


Ntposition 


9719705 


Phis 


176341-176452 


6649315 


Phis 


157315-157950 


7139678 


Plus 


103510-104090 


3287158 


Minus 


53242-53432 


3540153 


Minus 


59793-59968 


9796810 


Minus 


32247-32382 


4508129 


Mhnis 


37956-38097 


9114084 


Plus 


382-543 



ariaysuchthattheralioof-average'pTOstatecarK^rto-averag^^ In order to remove flenMpedRc 

rato was evaluated. 

T.«iPfi9A. ABOlIT600r^^^PSMP4.gGUlATEDI ^»P°n5iTATPr^C£RCOMPftPF^TONORMAI PROSTATE TISSUES _ 

Ptey: Unique Eos probesetldenfifier number 

CxAccK ExemplarAooe85lonnumber,Genbankaocessionnumber 

UiiigenetD: Unigene number 



R1: 


RaBoofpro 


Pkey 


ExAecn 


444151 


AW972917 


421566 


Nl^000399 


427274 


NM,005211 


420729 


AW964897 


412326 


R07566 


416188 


Bei57260 


417696 


6E241624 


424247 


X1400a 


401197 




426793 


X89887 


450096 


AI682088 


449156 


AF103907 


443271 


BE568S68 


434078 


AWB80709 


423396 


A1382555 



Hs.1 28749 alpha^nelhytecyl-CoAracemase 

Hs.1395 eaiy growth response 2 (Krox-20(prosop 

Hs,174142 aJlony stimulating factor 1 receptor, fo 

Hs^825 ESTs ^ ^ _^ 

Hs.73817 small inducible cyloWne A3 (homoto gcus^ 

Hs J9070 v-myc avian myelocytomatosis viral oncog 

Hs.82401 CD69an6gen(p60, early T-ceilacflvaffl 

Hs.234734 lysozyme (renai amyloldoMS) 

ENSP00000229263*:HSPC213. 

Hs.172350 HIR (histone cycte reguiafion defec 

Hs.79375 hotocarboxytese synthdasa (biotin-lprop 

Hs.171353 praslatB cancer anfigen 3. non-coding DO 

Hs.195704 ESTs 

H&283683 chromosome 8 open reading frame 4 

H5.127950 bomodomainHsonleiidngl 



Rl 

4Z2 

26.5 

16.0 

15.8 

14.7 

13.6 

13.1 

12.6 

12.6 

12.6 

12.4 

123 

11,6 

11.2 

1U 
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406038 Y14443 zinc finger protdn 200 11.1 

426559 AB001914 Hs.170414 pared basic amino add deaving system 106 

419553 N34145 Hs.10177 ESTs. Moderately Mar bZN91J1UMANZ 1Q.4 

418036 Z37976 Hs.B3337 latert transforming growth facto 103 

S 410023 AB017169 Hs^929 sfit (DrosopttOa) homotog 3 101 

421^ BE281591 Hs.106768 hypothetical (votein FU10511 09 

426490 NM.001621 Hs.170087 aryl liydrocarfaon receptor 09 

437866 AA1S6781 metaBothlondn IE (hincQoitil) OS 

440274 R24595 Hs.7122 scrapie responsive protein 1 04 

10 431117 AF003522 Ks^SOSX delta (DrosophnaHke 1 04 

405141 Y14443 zinc finger protein 200 02 

448520 AB002367 Hs^lSSS dout)leoof1inandCaMtdnasfr4ik0l 02 

417315 AI080042 Hs.180450 rSnsomal protein S24 OO 

433332 AI367347 Hs.44898 Homo sapiens dons TCCCTA00151 mRNAsequ OO 

IS 456614 AV653110 Hs.106650 hypothetical protein FU20533 09 

427019 AA001732 Hs.173233 hypothelicalprOt^FU 10970 09 

432606 NAtO02104 H5.3066 granzymaK {serine protease, granzyme 3; 08 

417381 AF164142 Hs^042 sdutacanler family 23 (nudeobasatra 06 

425174 D87450 H8.154978 KIAA0261 protein 06 

20 445701 AF055581 Hs.13131 lymphocyte adaptor protein 05 

416182 NM^004354 Hs.79069 cyclinG2 04 

445230 U97016 Hs.12451 echinodermmicrotubuie-assodated protei 04 

421913 AI934385 Hs.109439 ostBoglyein(ostBdnducih«fiador,iniine 04 

434217 AW014795 Hs.23349 ESTs 03 

25 417363 AW129357 H3.329700 ESTs 03 

425782 U66468 Hs.1 59525 cell growth regulatory with EHtanddoma 03 

442501 AA315267 Hs.23128 ESTs 03 

429503 AA394183 Hs.26873 ESTs 02 

429984 AIJ050102 Hs.227209 hypothetical protein FU21617 01 

30 443837 AI984625 Hs.9884 spindle pole body protein OO 

449048 Z45051 Hs.22920 simHar to S88401 (cattle) ghicose indue OO 

444880 AW118683 Hs.154150 ESTs 7.9 

417407 AA923278 Hs^0905 ESTs, Weakly similar to protease [Ksapl 7.9 

436962 AW377314 Hs.5364 OKFZP564I052 protein 7.9 

35 450313 AI038989 Hs.332633 Baidel-Biedl syndrome 2 7.6 

420120 AL049610 Hs.95243 transcription elongation factor A (SI I)- 7.5 

438613 C05569 Hs^43122 hypothetical pfotelnFU 13057 similar to 7.4 

419078 Ii493119 Hs.89584 insulinoma-assodated 1 7.4 

425905 A60329S9 Hs.318564 novel C3HC4 ^pe Zinc finger (ring finge 7.3 

40 451900 AB023199 H3.27207 iaAA0982 protein 7.3 

447769 AW873704 Hs.320831 Homo sapiens CDNAFU14S97 lis. done NT 7.3 

452436 BE077546 Hs.31447 ESTs. Moderately similar to A46010X«n 7.3 

452359 BE167229 Hs.29206 hypothetical protein MGC1 4376 7.2 

425018 BE245277 Hs.154196 E4F transcription factor 1 7.2 

45 447737 AKD00643 Hs.19404 DKFZP564L0862 protein 7.2 

424897 D63216 Hs.153684 fiizzledfelated protein 7.1 

433867 AK000596 Hs.3618 NppocaIdr>^ii(e 1 7.1 

427308 D26067 Hs.174905 KIAA0033 protein 7.1 

432359 AA076049 Hs274415 Homo sapiens cDNAf=U10229 lis. done HE 7.0 

50 452221 C21322 Hs.288057 hypothetical protein FU22242 7.0 

416051 AA835868 Hs.25253 mannosUase, alpha. dassIA, member 1 6.9 

421181 NM_005574 Hs.1845B5 UM domain only 2 (rhombolin4ikBl) 6.9 

448076 AJ133123 Hs.20196 adenylate cydase 9 6.9 

425759 AI590401 Hs.21213 ESTs 6.8 

55 416292 AA179233 Hs.42390 nasopharyngeal careinomasusoeptibiiity 08 

417302 BE245812 Hs.8g41 ESTs 08 

417022 NM.014737 Hs.8D905 Rasas8oda8on(R8lGOS/AF-6) domain fam 07 

451957 AI796320 Hs.10299 Homo sapiens CONAFU13545 lis, done PL 07 

_^ 452859 AI300555 Hs.288158 hypothetical protein FU23S91 07 

60 413431 AW246428 K5.75355 ufaiquitirMxxijuga&ng enzyme E2N(homalo 07 

408405 AK001332 Hs.44672 hypothetical protein FU10470 07 

421552 AF026692 K3.105700 secreted frizzled^eiated protein 4 6.6 

426106 AA622037 HS.1S6468 programmed cen death 5 8.6 

429490 A1971131 Hs.23889 ESTs, WeaHysimiiar to ALU7,HUMAN ALUS 6.6 

65 454219 X75042 Ks.44313 v-rel avian reliculoendothdtosis viral OS 

443020 A1350058 Hs.106129 ESTs 05 

415752 BE314524 Hs.78776 putalhre transmembrane protein 04 

412482 AI499930 H5.334885 n^tochondrtat GTP binding protein 04 

417880 BE241595 Hs.82848 selectinL (lymphocyte adhesion rTU)lecule 04 

70 444381 BE387335 Hs.283713 ESTs. WeaJdy similar to S64054hypoth8fi 04 

448019 AW947164 Hs.195641 ESTs, Moderately similar to 138022 hypot 03 

409799 01 1928 Ks.76845 phosphosedne pbosphataseae 03 

424308 AW975531 Hs.lS4443 minlchromosome maintenance defident(0 03 

^_ 411373 BE326276 Hs.8861 ESTs 03 

75 423445 NM 014324 Hs.l28749 atpha^nethytacyt^racemase 02 

422583 AA410506 Hs.27973 KIAA0874 protein 02 

416196 A174S649 H5.26549 KIAA1708 protein 01 

438209 AL120859 Hs.6111 anrMrydrocarbon receptor nudear trsnsi 01 

437147 AU)49984 Hs.8358 hypothetical protein FU20366 OO 

oO 432415 T16971 Hs.289014 ESTs,We^slnflartoA43932mucin 2p OO 

446896 T15767 Hs.22452 Homo sapiens mfVM for KIAA1 737 protein. 6.0 

408242 AA2S1594 H5.43913 PIBFIgeneprodud 5.9 
447965 AW292577 ftb.94445 ESTs 09 
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449118 
427472 
431S48 
417153 
410889- 
414734 
429597 
419047 
435080 
445715 
422538 
431055 
434540 
452144 
407938 
445467 
414812 
448552 
406672 
416111 
453942 
416619 
432485 
414516 
414343 
412490 
416384 
453874 
458079 
451684 
418758 
445757 
449907 
419159 
421470 
411486 
429568 
403851 
428839 
417426 
424624 
426350 
436476 
422746 
437571 
407S02 
446985 
447072 
449969 
453204 
452092 
438510 
444917 
414212 
451593 
417318 
444172 
433800 
434170 
424090 
406331 
435708 
417421 
432897 
433560 
410762 
421823 
417094 
425397 
451244 
453370 
424259 
434094 
452323 
437446 
411352 
443062 
425242 
445800 
439024 
407235 
430935 
412953 



R57477 Hs.23103 Bell (S. cerevlsiae) homolog 

AA522539 Hs.131250 transposofMleiivedBuster3lfansposase-l 

AI834273 Hs.9711 novel protein ■ 

X57010 Hs.81343 coBageft.lypell.dlphal (pnmayoste 

X91652 Hs.66744 twtsl (Drosophlla) homolog (acrocephalos 

AA151712 Hs.82572 ESTs 

NM 003816 Hs.2442 a disWegrin and melalloproldnase doma 

AW952771 H8-90043 ESTs 

AI831760 Hs.155111 hypdhetical protein nJ14428 

AB01295a Hs.13137 UV radiation fesislance assodaled gene 

NM 006441 Hs.1 18131 S.IO^nethenyitetrahydrofolale synthetase 

ALl'57645 Hs.4a793 sialyKranslerase 6 (N-acetyllacosaminid 

M^^016045 HsJ945 CGl-107 pfoWn 

AA032197 H8.102558 Honw sapiens, done MGa5352,fnRNA,cornp 
AA905097 Hs.85050 phospholan*an 
AI239832 Hs.15617 ESTs. Weakly similar to ALU4_HUMAN ALU S 
miss Hs.77367 moroWne induced by gamma Interferon 



AW973653 Hs,20104 hypolhetical protein FU00052 

M26041 Hs.198253 m^hislDCorapaBbinty complex, class 

AA033813 Hs.79018 chromatin assemUy factor 1, sulwral A ( 

AW190920 Hs.19928 hypolhetical protein SP329 

AF013168 HsJ9393 tutKrous sderosb 1 

N90B66 Hs.275770 CDW52 antigen (CAMPATH-1 anggen) 

AI307802 Hs.135560 ESTs. Weakly similar to T43458 hypolheti 

AL036166 Hs.323378 coated vesicle membrane protein 

AWB03564 Hs.288850 Homo sapiens cONA: FL)22528 fs, done H 

AU076903 Hs.79283 seledin P ligand 

AW591783 Hs.36131 coflagen. type XIV. dpha 1 (unduKn) 

AI796870 Hs.54277 DMA segment on diromosomeX (unique) 992 

AF216751 Hs.26813 CDA14 

AW959311 Hs.172012 hypothetfcal protein OKFZp434J037 

AW449065 Hs.13264 KIAA0855 proldn 

AAD04B25 Hs.103281 ESTs 

AW974945 Hs^6B049 hypotheticd protem 

R27496 Hs.1378 annexinA3 

N85785 Hs.1 81 165 eukaryotlc translaJion dongation taclof 

AK)88691 Hs.208414 Homo sapiens mRNA;cONADKFZp564O0472(f 

C5002154*:gi|7299015|gbiAAF54217.11 (AEO 

AI767756 Hs.82302 Homo sapiens d3NAaJ14814fis, done KT 

NM 002291 Hs.82124 lamlnin. beta 1 

AB032947 Hs.1 51301 Ca2'»dependenl activator protein far seer 

NiyL003245 Hs.2022 transglutaminase 3 (E polypeptide, prate 

AA32610a Hs.33829 bHIii protein 0EC2 

NM_004484 Hs.1 19651 glypfcanS 

AA760894 Hs.153023 ESTs „ 

AL117474 Ks.41181 Homosapiens mRNA; cDNA DKFZp727C191 (fr 

AL038704 Hs.156827 ESTs. Weakly similar to ALU1_HUMAN ALUS 

D61594 H5.17279 tyiosylprotein sul f iAansferase 1 

AW295142 Hs.180187 Homo sapiens cONAaJ14337 lis, done PL 

R10799 Hs.191990 ESTs 

BE245374 Hs.27842 hypothetical protein FU 11 210 

AL080220 Hs.6285 DKFZP586P01 23 protein 

R58651 Hs.144997 ESTs 

AA135569 Hs.10848 K1AA0187 gene product 

AF151879 Hs.26706 CGH21 protdn 

AW953937 Hs,240845 ESTs 

BE147740 HS.10455B ESTs. Moderately similar to 138022 hypot 

R42833 Hs.22232 ESTs 

AA626509 Hs.122329 ESTs 

X99699 Hs.139262 XIAP assodated faclor-l 
NiyL007240 Hs.44229 dual spedticlly phosphrfase 12 

W31254 Hs.7045 GLJ0O4 protein 

AL138201 Hs.82120 nudear receptor subfamily 4, group A, m 

AF155099 Hs.279780 NY-fREN-ISanfigen 

AI925195 Hs.130891 hypotheficalprotelnMGCMOO 

AF226053 Hs.66170 HSKM-Bprriein 

N40850 Hs^5 ESTs 
NM-006895 Hs.81182 histamine Wfliethyltranslerase 

J04088 Hs.156346 topdsomerase (DNA) « alpha (ITOkD) 
AW008798 Hs.343877 hypothefical protein FU20039 

AI470523 Hs.139336 ATP-t)tndlng cassette, sub-femilyC(CFTR 

AK001776 Hs,143954 hypothetical protein FLJ10914 

AA305599 Hs.238205 hypothetical protein PRO2013 

W44356 Hs292812 ESTs. WeaHy similar to T3346Bhypolheli 

AA788946 Hs.101302 ESTs, Moderately similar to CAIC RAT COL 

NM 002890 Hs.758 RAS p21 protein acBvator (GTPase adiva 

M77999 Hs.8963 Homo salens mRNA full tength Insert cDM 

D13635 Hs.155287 WAADOIO gene product 
AA126419 Hs.32944 liwsitol pdyphosphale^osphatase. ty 

R96896 Hs.35598 ESTs 

020569 Hs.169407 SAC2 (suppressor of acSn mutate 2. y 

AW072916 zinc finger protein 131 (done pHZ-10) 

Z45794 Hs.238809 ESTs 
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413450 


Z99716 


HS.7S372 


421853 


Ai952677 


Hs.108972 


437916 


BE566249 


H5.20g99 


451952 


AL120173 


Hs^01663 


416155 


A1807264 


Hsi05442 


451831 


NM-001674 


Hs.460 


414522 


AW518944 


Hs.75325 


427176 


AW381569 


Hs.40334 


441390 


NSQ256Q 


Hs.131175 


447382 


AW027790 


K5.182261 


431676 


AI685464 




422241 


Y00062 


Hs.170121 


452242 


R50956 


Hs.1 59993 


401519 






414342 


AA742161 


Hs.75912 


426197 


AA004410 


Ks.100009 


429467 


NM_004477 


H&203772 


414341 


080004 


Hs.75909 


408380 


AF123050 


Hs.44532 


431393 


AW971493 


Hs.134269 


425907 


AA365752 


Hs.155965 


419111 


AA234172 


Hs.137418 


425840 


AW978731 


Hs.301824 


414020 


NM.002984 


Hs.75703 


427078 


At676062 


Hs.1 11902 


419326 


W94915 


Hs.42419 


419465 


AW500239 


H5.21187 


408705 


AA312135 


Hs.46967 


429250 


H56585 


Hs.198308 


431585 


BE242803 


H$.262623 


449873 


AA002064 


Hs.18920 


438440 


AA607228 


HS.22S161 


427210 


BE396283 


Hs.173987 


428673 


AW601325 


Hs.337757 


456974 


M12529 


Hs.169401 


416814 


AW192307 


Hs.80042 


443123 


AA094538 


Hs^2808 


436420 


AA443966 


Hs.31595 


443250 


AI041530 


Hs.132107 


411962 


AA099050 




423545 


APO0O692 


Hs.129781 


423698 


AA3297g6 


H5.1098 


423641 


AL137256 


Hs.1 30489 


430259 


BE550182 


Hs.127826 


453767 


AB011792 


Ks.35094 


428328 


AA426080 


Hs.9848g 


442281 


N34742 


Hs.170065 


438446 


AW016809 


Hs.1 19021 


450704 


H85157 


Hs.40696 


438666 


AW014493 


Hs.1 26727 


417308 


H60720 


Hs.81892 


428826 


AU)48842 


Hs.1 94019 


444212 


AW9D3976 


Hs.10649 


447168 


H65423 


Hs.17631 


447858 


AW080339 


Hs.80426 


418299 


AA279530 


Hs.83988 


426827 


AW067605 


Hs.172665 


432882 


NMJ0132S7 


Hs.279698 


425235 


AA3S3113 


Hs.112497 


417986 


AA481003 


Hs.97128 


438828 


All 34275 


Hs.6434 


408088 


AW1 57022 


Hs.343551 


410853 


H04588 


H8.30469 


414002 


NVL006732 


Hs.75678 


431318 


AA502700 


Hs^93147 


408554 


AA836381 


H3.315111 


416782 


L35035 


Hs.79886 


418701 


AAai4948 


Hs.96343 


419083 


A1479560 


HS.9B613 


429900 


AA460421 


HS.3087S 


437672 


AW748265 


H&5741 


439518 


W76326 




450661 


AW952160 


Hs.146550 


443907 


AU076484 


Hs.9963 


409151 


AA306105 


Hs.50785 


430966 


AW972830 




456804 


AM2164S 


Hs.139d51 


414291 


AI289619 


Hs.13040 


420544 


AASn577 


Hs.98732 


448430 


AI500642 


H5.289067 


429570 


BE242256 


H3.2441 


444100 


AA383343 


Hs.22116 


443622 


AI911SZ7 


Hs.1 1805 
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Homo sapiens mRNA; cDt^ OKFZp434P228 (fr 


47 


hypothetical prol^ FU23142 


4.7 


ESTs 


47 


ESTs, Weakly sinilar to T34035 hypothefi 


4.7 




47 


step 11 spflcbig bdor SLU7 


4.7 


ESTs 


4.7 


ESTs 


4.7 


ESTs 


4.7 


gb:tl88l04j(1 NCI_C6Ap.Pr2B Homo sapiens 


47 


Dfotefn Ivrastne ahMASohalasa facfiohir 1 


47 


gycosyltransferas B 






AR 


K1AA0257 oraten 


AR 


flCvLCnenmnA A orfri jKA 1 nsfmilnwl 


AR 


Cfiun iPoEnfi npnn 1 
rwnw I6||iuii ||dKi 1 


AR 


KIAAD1fi2 orateln 


AR 


fftuMntiffrn 

UtUUIfUIUII 


A C 


CO 1 s» nigiuy sunuar lO v/vsmm lecepio 


46 


ESTs 


AR 
4.0 


ESTs 


^M 




AR 


snidl bidiiciUfl cvtoldnfi A4 flvundooaiis 


45 


ESTs 


45 


ESTs 


A ii 


Homo saotens cDNA: FLJ23068 lis. clana L 


•I.O 


HSPC034 protein 


4.5 


tryptophan rich tjasic protein 


45 


hypothetical protein FIJ10326 


45 


ESTs 


4.5 


ESTs 


4.5 


eukanntic translafion InHiaRan faclnr 


A <i 


Homo sadens mRNA: cDNA DKFZiiSKMQ63 ffr 


4.5 


apoGpoprotein E 


4.4 




A A 




A A 
4,4 


ESTs 


A A 
4.4 


ESTs 


AA 




AA 
***** 


chromosome 21 open feadinQ frame 5 


4.4 


OKFZp434J1813 protetn 


AA 

**t^ 




AA 
**,•* 


RalGEF-BkB protein 3, mouse homotog 


4.4 


extracdiular matrix protein 2, famale o 


4.4 




4.4 


Homo saDienscONAFLJ13492 lis dona PL 


4.4 


ESTs 


A'i 
4.0 


ESTs 


43 


ESTs 


A^ 
4.J 


•wwuiui gene prauuci 


A 4 




A^ 
4.0 


basement memtu ane^duced Qene 


4. a 




A^ 
4.J 


ESTs 


A^ 


intenHn^ VitAa 9 fan}vu>n miR lt^K\ h# 


A% 


nuifhvlMiotolratiwilmfntala rfohwilmnanaeA 

uHuif iMiBwtfonyQioinan ocnyuiogcnase 


A 4 
4,J 


MaiMiHgiuHMXiRMO reyuioiBa lunas&ii 


A 4 


Homo saolans cDNA? FL197743 fin dnnA M 


4.J 


ESTs 


A 1 
4.0 


hviMfhpficnf nmfnln nKr7n7R1P7ni^ 


4.0 


hypothetical protein FLJ22584 




ESTs 


At 


F8J murins Qstefisflreofna uirai AnMOArm h 


A9 
4.4 


PSTfi MfwferirfpV «lrnl9r fn AifiAin yjin 
coib, wwwgi aiciy awniar p wtou tu A*iin 


4.2 


nudfidr refieolor ea-rBflrefiSflrA40AC3 eflim 
iwt^puff vi^G|M wMuunumwv vUliu 


A9 


IUAmO IWOpi IOIXJ IdUIKBIPXI o ^IIUUSKp 9 


4.* 


ESTs Wfiflldv fibnDar (o ALUC HUMAN nil 




Homo saltans cDNAPUl fiR dnnAMA 


it 0 
4.^ 


ESTs 


A 9 
4.4 


flavohemoprotein bS? 


4.2 


gb3d60d04j1 SoafBS.fetaUieartl«)HH19W 


42 


ESTs 


42 


TTRO protein tyrosine kinase binding pio 


42 


$EC22. vesidalreflicking protein (S. c 


42 


gb:EST384925 MAGE resequences. MAGL Homo 


42 


caveQfin2 


4.2 


G protein-coupled receptor 86 


4.2 


Homo sapiens Qvomosome 16 BAG done CTT 


4.2 


Homo sapiens cONA FU11404 lis. dons HE 


42 


K1AA0022 gene product 


42 


CDC14 (ceO division cyde 14. S. cerevi 


42 


ESTs 


41 
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430383 
431475 
446468 
448664 
404390 
408815 
417512 



418295 
432242 
433887 
436556 
430157 
451259 
458776 
400301 
443846 
451491 
452234 
430389 
413275 
418432 
432261 
433409 
452186 
4171B7 
421921 
447247 
415710 
457794 
451124 
424401 
435905 
442731 
418650 
423749 
439394 
442287 
436758 
451030 
405934 
439231 
444755 
447276 
431912 
428493 
412978 
414962 
447482 
449590 
450203 
450399 
423337 
452588 
422861 
437231 
450506 
407317 
410330 
444143 
415156 
422975 
403100 
422449 
424163 
424806 
425878 



443441 
432S29 
432908 
424723 
424855 
414664 
437162 
421828 



A1458213 Hs.77542 ESTs 
BE241880 Hs.10029 cathepsInC 
AB020725 H&S80Q9 KIAA0918 protein 
AI2D7410 Hs.e9280 Homo sapiens, done IMAGE'^636299, mRNA, 
BE439e99 Hs.89271 ESTs 
BE176990 Ks.104916 hypolhefical protein FU21940 
AF059214 Hs.194687 cholesterol 254iydroxylase 
AI861854 HS.21077B hypolheticd protein FU 10989 
AI567669 Hs.40342 putafivenudear protein 
At76S890 Hs.16341 MAWD trinding prolan 
AI879317 Hs.334691 spBdng factor 3a. subunH 1,1 20kD 
Target Exon 

AW957g74 HS.2S48S tiypotheiica! protein aJ22341 
X76S34 fts.62226 gtycoprotetn (transniemt)rane} nmb 
AL0391 85 Hs.77558 thyroid iiormone receptor inlerador 7 
AW970043 Hs.238039 hypotheteat protein FIJ1 1090 
AW022715 Hs.162160 ESTs. Weakly similar to ALU4,HUMAN ALUS 
AW204232 Hs.279522 ESTs 
A1364997 Hs.7572 ESTs 
BE348706 Ks.278543 ESTs 
NM_006052 Hs.26146 Down syndrome crittcd regbn gene 3 
AV654978 Hs.19904 cystalhionase (cystathionine gamma-lyase 
X03635 Hs.1657 estrogen receptor 1 
AI085198 Hs.164226 ESTs « 
AI972094 Hs^86221 Homo sapiens cDNA FLJ13741 lis, done PL 
AW0B4176 Hs^3296 ESTs, WeaWy similar to 138022 hypoBiefi 
AL117429 HsJ240845 DKFZP4340146 protein 
W94748 H5.48821 ESTs 

IVI14156 Hs.85112 insulln4il« gnwrth fector 1 (somatomedi 
R42216 Hs.12342 Homo sapiens done 24538 mRNAsequence 
AI27B802 Hs.25661 ESTs 

AA1 20761 Hs.28307 WW domain tjlnding protein 4 (fbnnin bind 
AB011151 Hs^59 hypottieticaip(0tfiinMGC14139 
H83383 Hs.6820 traislocaseofinnernlitochondiidmemtir 
AW369351 Hs^87955 Homo sapiens CDNAFLJ13090 (is, done NT 
J04543 Hs.78637 annexlnA7 
AA689292 Hs^46850 ESTs 
AI186203 Hs.31432 cardiac ankyrin repeat protein 
H67220 Hs.169681 death effector domalrMxmtainInQ 
AW997484 Hs.5003 KiAA04S6 protein 
AI868167 Hs.131044 ESTs 
BE386750 Hs.86978 prolyl endopeplidasa 
U09848 Hs.132390 line finger proldn 36 (KOX 18) 
AA149250 Hs.56105 ESTs 
AW952703 Hs.8182 synapfc nudel expressed gene lb 
AW977167 Hs.155272 ESTs 

H40697 Hs.181426 ESTs. Moderately similar to YSHUTlhreon 
Target Exon 

Hs.1 41 480 Homo safrfens mRNA; d3NA OKFZp434N079 (fr 
Hs.1 13823 CIpX (caseinolytic protease X. E. coli) 
Hs.17987 hypotheltcd protein MGC1 203 
Hs.76549 ESTs. WeaWy similar to A561 54 Abi subsl 
Hs.184628 hypotheficd protein FU10883 
Hs.620 homeoboxC6 
Hs.235376 XPH«C2prolBin 
H5.1870S KIAA1233 protein 
Hs.268835 ESTs 

Hs.301 528 L-kynureninetiphframlnoadipate annalra 
Hs.177864 ESTs 
Hs.127337 axin 2 (condudin, axil) 
Hs.110637 homeoboxAlO 
Hs.119004 K1AA0665 gene produd 
Hs.288929 hypoiheScd protein FU13258siinlar to 

fibroblast acSvafion proton. al|Aa 
Hs J71461 ESTs. Weakly similar to 138022 hypothetl 
Hs.159425 ESTs 

Hs.160999 ESTs, Moderately similar to AS6m throm 
HS.7B060 phoGphorytase Idnase, beta 
Hs.122669 KIAA0264pralein 

C2001027*:gil7296271|gblAAF51562.1| (AEO 
Hs.l 16784 thyroid hormone receptor Interactor 4 
Hs-142245 HERV-HLTRassodating3 
HS.1056B9 MSTP031 protein 
Hs.38085 Homo sapiens. Siirilar to RIKEN cDNA0610 

flb-jrf76QlU1 Na.CGAP.Co3 Homo sapiens 
Hs.92195 ESTs 
Hs.162245 ESTs 
Hs.304505 ESTs 

Hs.152337 protein arginine N-methyllransferase 3(h 
Hs^5560 ESTs 

Hs.66295 muIii-PDZ-domsin<»ntalning protdn 
Ks.5464 thyroid homione receptor ooacQvaOng pr 
Hs.279789 htstone deacelylase 3 



AW581935 

AA431791 

AL049795 

A1660552 

AK001745 

A143170B 

AF273304 

AB033059 

AA694070 

AF097994 

T77447 

N1^004655 

AA889120 

MM 014700 

BE303QOO 

NW04460 

A12O4033 

AW023630 

AW747996 

X84908 

AA347720 

AF168418 

NI^007071 

AA382523 

AW964806 

AA534489 

AW291196 

AIS89S07 

A!881B95 

BE409813 

AW2(M725 

AA587775 

AW005505 

AW891965 



4.1 

4.1 

4.1 

41 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.0 

4.0 

4.0 

4.0 

4.0 

4.0 

4.0 

40 

4.0 

40 

4.0 

40 

4.0 

40 

4.0 

a9 

19 

3.9 

3.9 

3.9 

3.9 

19 

19 

19 

19 

3.9 

19 

19 

19 

19 

19 

19 

19 

18 

18 

3.8 

3.8 

18 

18 

18 

18 

18 

18 

18 

18 

18 

IB 

18 

18 

18 

3.8 

3.8 

18 

18 

18 

18 

3.8 
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10 

15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



451524 


AK001466 


HsJ6516 


hypo9iet}cal protein FLI10604 


3.8 


418821 


AA436002 


Hs.183161 


ESTs 


3.8 


422049 


W25760 


Hs.77631 


glycine cleavage system protein H (amino 


as 


453160 


AI263307 


Hs.239884 


H2B histone famOy. member I 


3.8 


416072 


All 10370 


H5.79000 


growth associated protein 43 


17 


424906 


A1566086 


Hs.153716 


Homo sapiens mRNA for Hmot)33 protein, 3* 


3.7 


446554 


AA151730 


K5J01789 


nudix (nudaoside diphosphate Enked moi 


3.7 


449523 


NM.000579 


Hs.54443 


dwnoldne (C-C motif) receptor 5 


3!7 


452259 


AA317439 


Hs.28707 


^nal sequence receptor, gamma (trando 


3.7 


417348 


AI940507 


Hs.318526 


hypolhelicd protein FU12661 


3.7 


430289 


AK001952 


Ks.238039 


hypothetical piotein FU11090 


3.7 


435401 


R44477 


Hs.10056 


hypothetic^ proldn FU14621 


3.7 


448807 


A1571940 


Hs.7549 


ESTs 


3.7 


413403 


AA129105 


Hs.1 98425 


ESTs, Moderately simPar to S65657 alpha 


3.7 


418323 


NM.002118 


Hs.1162 


h'stooompaiitiiOty oomptex, dass 


3.7 


449125 


A1671439 


Ks.ig8029 


Homo saptens mRNA for KIAA1657 protebi. 


3J 


408089 


H59799 


Ks.42644 


thlQfQdoxin*lik6 


3.7 


426242 


HS5709 


KS.22S0 


leukemia Inhiliitory fector (cholinergic 


3.7 


439209 


AF087993 


Hs.91954 


ESTs 


3.6 


434927 


H46612 


H5.293815 


Homo sapiens HSPC285 mRNA. partial cds 


3.6 


431735 


AWg77724 


KS.75S68 


ttiymostn, tieta 4i X chromosornB 


3.6 


456619 


AV647917 


Hs.107153 


bridUtor of Qmwth familyi menttior I'Ck 


3!6 


458082 


AW978811 


Hs.314451 


ESTs. similar to ALU1J4UMAN ALU S 


3.6 


411213 


AA676939 


Hs.69285 


neuropjlinl 


3.6 


414709 


AA704703 


Hs,77031 


Sp2 transcription factor 


3.6 


415339 


NM.015156 


Hs.76398 


KIAA0071 protein 


3.6 


416203 


X54942 


Hs.83758 


C0(^pn^tnldnase2 


3.6 


427283 


AL1 19796 


Hs.174185 


edonucieoGde pyrophosphatase/lphosphodl 


3.6 


452260 


AA453208 




RAB9. member RAS oncogens femOy 


3.6 


439506 


'AI361236 


Hs.41136 


ESTs 


3.6 


420077 


AW512260 


H8.87767 


ESTs 


3.6 


451009 


AAD13140 


Hs.115707 


ESTs 


3.6 


436473 


AI193122 


Hs.132275 


ESTs 


3.6 


413198 


AW157712 


Hs.47534 


ESTs. Weakly simBar to 138022 hypotheti 


3.6 


443067 


At077389 


Hs.269818 


ESTs, Weakly simSar to Z195_HUMAN ZINC 


3.6 


452281 


T93500 


Hs.28792 


Homo sapiens cDNA FU11D4i lis. dona PL 


3.6 


452561 


AI692181 


Hs.49169 


KlAA1634ptQte!n 


3.6 


433269 


AI343543 


Hs.126890 


ESTs 


3*6 


445817 


NM.003642 


Hs.13340 


histone acetyftransferase 1 


Z.% 


447033 


AI357412 


Hs.157601 


ESTs 


3.6 


414171 


AA360328 


Hs.865 


RAP1A, member of RAS oncogene famOy 


3.6 


427138 


N77624 


Hs.173717 


phosphafidlc add phosphatase type 28 


3.6 


442991 


BE281238 


H&88a6 


hypothelicd protein FLJ20424 


3.6 


434974 


AA778711 


H5.4310 


6ul(8iyotic tianslaOon IriSaBoo fflctof 


3.5 


443399 


A1452659 


Hs.61153 


proleasome Q)ro5ome, macrop^) 26S subu 


3.5 


401807 






C700135O:gi|6578126|gb|AAF17706.1|AFO496 


3.5 


413979 


8E218090 


H3u{79453 


ESTs 


3.5 


414680 


AA743331 




hemoglotrin, alpha 2 


3^5 


417380 


T06809 


Ks.332086 


ESTs 


3,5 


425710 


AFD30880 


Hs.159275 


solute carrier family, member4 


3.5 


441247 


AW118681 


H$.126051 


Homo sapiens thymk: stmmal lyn^phopoteO 


Z.5 


445183 


AB007877 


Hs.12385 


KIAA0417 gene produd 


3.5 


426931 


NM.003416 


K&2076 


tloB finger pot^ 7 (KOX 4, done HF.1 


3.5 


417873 


BE266659 


H&293659 


Homo sapiens, Similar to RIKEN cONA A430 


3,5 


419594 


AA013051 


Hs.91417 


topcfeomerase (DNA) II tiinding protein 


3.5 


446416 


AV65e299 


Hs.163959 


ESTs 


3.5 


449008 


AW576003 


Hs.22826 


iR^modutln 3 (utdquf tous) 


3.5 


456719 


Z43784 




anliyrfai 3. node of Ronvler (aiil^rin G) 


3.5 


432101 


AI918950 


Hs.123642 


EphA3 


3.5 


453565 


BE298808 


Hs.33363 


DKFZP434N093 protein 


3.5 


449217 


AA278536 


Hs.23262 


ribonudease. RNase A famSy, k6 


3.5 


412922 


M60721 


Hs.74870 


H2.0 (I>rosophQa}4ike homeo box 1 


3.5 


450066 


H56499 


H&252692 


ESTs. yNe^ similar to 138022 hypotheti 


3.5 


429302 


AU076674 


Hs.198899 


etdcaryoGc translaiion initiaSon factor 


3.5 


451246 


AW189232 


HsJ9140 


cutaneous T'ObH lymphoma tumor anfi^n 


3.5 


415528 


R17236 




gb7g12c04j1 Soares infant brain 1N1B H 


3.5 


435513 


AW404075 


Hs.42785 


DC11 protdn 


3.5 


440643 


M78878 


Hs.7314 


K1AA0614 protein 


35 


409068 


AW236991 


H5.102495 


ESTs, Moderately sin^ b 138022 hypot 


3.5 


439132 


H72803 


Hsi8363 


ESTs 




451173 


AI76S082 


Hs.48317 


ESTs 


3.5 


422673 


N59027 




gb:yvS9d11j1 Soares fetal liver spleen 


3.4 


401597 


AA172106 




Rag C protein 


a4 


401744 






Target Exon 


14 


432723 


D29677 


H&3085 


KIAA0054 gene product; HeOcase 


14 


449465 


NM_004380 


HS.23S98 


CREB Undbu protein (Rubinslein-Taybl s 


3.4 


450628 


AW382884 


Hs.204715 


ESTs 


3.4 


432125 


AW972667 




Homo sapiens cDNA FU12300 lis. done MA 


3.4 


435411 


AW444619 


Hs.138211 


ESTs 


14 


434629 


AA789081 


Hs.4029 


gBoma-amplified sequence^l 


14 


437158 


AW090198 




NAAIISOpiotdn 


14 


416375 


H95567 


HS.1247Q0 


ESTs 


14 


419441 


AW023731 


Hs^436B 


MSrP032pRriehi 


14 
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432741 
439192 
440474 
428466 
447397 
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15 

20 

25 
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35 

40 



418293 
424779 
415015 
425900 
408113 
4S2B52 
414571 
431689 
444480 
403389 
440749 
40B374 
410494 
426997 
433505 
4002n 
411031 
417295 
438459 
432169 
437872 
443912 
445270 
425836 
41456S 
418700 
428186 
436499 
448164 
426848 



450094 
402474 
424800 
430280 



45 

50 

55 

60 

65 

70 
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80 



453548 
451367 
444445 
445472 
4006SB 
408101 
410366 
411048 
421246 
422763 
426227 
439047 
444451 
420568 
, 406973 
402802 
431304 
406247 
411653 
412639 
419168 
433561 
436207 
438461 
455473 
441683 
417386 
427286 
442355 
422473 
407816 



AI732358 Hs.185118 ESTs. Moderately siniar to A37413cdl)l 

ZS^f ™' g^^nobutydcaidlGABAJAn^epto 

AF151063 Hs.184456 hypfllhefical protein 

BE247676 Hs.18442 E-1 enzyme 

NM-000020 Hs.172670 acIMn A receptor tyglWtel 

fmmZ Hs.15083 hypolheticai proletn FU21877 

AL046851 Hs.153053 C037anfigen 

NM 002109 Hs.77798 hIslidyl-tRNA synthetase 

AK6b0166 Hs.288809 ^VPOthetical prolan R^l^ 

T82427 Hs.194101 Homo sapiens cONA:FU208e9Rs,c«on8 A 

AKD01972 Hs.30822 hypothetical protein FU1 1 1 10 

VV22335 Hs.7392 hypolhefical protein MGC3199 

AW025430 Hs.155591 fortcheadboxFI 

M36S64 Hs.64016 protein S{al()ha) 

BE620738 Hs.173125 W«^P^y»'S5!3S?Sf f*^?^^ 
AW504027 Hs.15301 Homo sapiens cDNAFU12S96 lis. done NT 

Eos Control 

W37943 Hs.34892 KIAA1323 protein 

AW993524 Hs.43148 ESTs nwA a infflSfls.clon8PL 

T49300 Hs.35304 HomosaptenscONAFU136551fe.ck^^ 

Y00971 Hs^tO phosphoiiljosylpyrophosphatBsynthelase 

AKD02015 Hs.5887 RNA binding motif protein 7 

S ^I^saptenscDNAFUl4014fts.doneHE 

AW955696 Hs.90960 ESTs -p. 

AA502972 Hs.183390 hypothetical Prote^n Fy^^SM 

)Ssm Hs.88970 ESTs^ModeratelyslriflartoA^^ 

AVV504300 Hs.295605 mannosldase, alpha, dass 2^ memoer z 

AJ276678 Hs.283102 HEF liJce Protein u,iuam7 

R61680 Hs.25904 ESTs.ModerrfelysimBartoZ195J1UMANZ 

H72531 Hs.36190 ESTs 

AI174947 HS.«Dio ^^0Q4j79.j^o^osapienscathepsinSlCT5S 

AL035588 Ks.153203 MyoD family inhibitor 

AA361258 Hs^7868 InterteuWn 7 receptor 

AI652236 Hs,49376 hypothetica! prolem FU20644 
AIJ079983 Hs.116774 intsgrin. dpha 1 

AW968504 Hs.123073 CDC2-rBlated proletn Wnase 7 
A1267589 Hs.302689 hWOtheficalpr^in^^^^^^ 
AK001742 Hs 67991 hypothetical protein DKFZp434G052Z 

AV650179 Hs.282431 ESTs 

F09247 Hs.247735 protocadhenn alpha 10 

M34S96 HS.1982S3 major hlstoconHwOTtty cornplex. dass 

M34996 ns.isp^ NM00l397;Homosapiensendothelinconvf 

BE157283 gb:RC4-HT0373.130200^11-a03 HT0373 Homo 
Target Exon 

AF070S78 Hs.71168 Homo sapiens done 24674 mRNA sequence 

AW961284 Hs^6235 ESTs a iiTfiii fe daiBNT 

AI336132 Hs.33718 Homos^t^/^ni^^ ' 

6^64214 Hs.102946 ESTs 

AU)37228 Hs.82043 D123 gene produd . , „ 

AW732802 HsJ2132 eptdemttjgfowftfadorrecgw^hwv 

AA456539 Hs,8262 •ysosomai«soda!fld memh™ 

U94780 Hs.117242 meiilngloma expressed antg^ 6 (ralrt* 

AWS00857 Hs.40137 anaphase^)iomoting coinptex J^jn^ 

AW972512 Hs.20985 sin3«socated polypepfide. 3Uiaj 

AWO21407 Hs.21068 hypothefical protem 

AB01 4605 Hs.22599 alrophln-1 Interacting prolBin 1, aanri 

Ai3816S9 Ks^67086 ESTs 

H83S20 Hs.153678 reprodudionB ^oMOMh 

D28459 Hs.80612 ubiqutfinKXX^ugaBng enzyme E2A(RAD8n 
BE294068 Hs.737 immedjate earty protan 

ALD47586 Hs.10283 RNA binding moH protein 8B 

S^Sa 5b.-QV0^0224-26109M3S^02CT^4Homo 
AA^I Hs^96 ESTs.VltedWysiirtete138022hypctti8fl 



453864 
448944 
435129 
424894 
416959 
410185 
451149 
410531 
411954 



3.4 
3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

14 

3.4 

3.4 

3.4 

3.3 

3.3 

3.3 

3.3 

3.3 

13 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

13 

13 

13 

13 

13 

13 

13 

13 

3.3 

13 

13 

12 

3.2 

12 

12 

12 

12 

12 

12 

12 

12 

12 

12 

12 

3J2 

12 

12 

12 

12 

12 

12 

3.2 

12 

12 

3.2 

12 

12 

12 

12 

12 

12 

3.2 

12 

12 

3.2 

12 

12 

12 

12 

12 

12 
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423748 AI149048 Hs^211 l^ypottielical protein FU2231 3 12 

444489 AI151010 Hs.1S7774 ESTs 12 

453124 AI139058 Ks.125790 laicin&4ch repeat-contaUng 2 3^ 

. 452413 AW082633 Hs^12715 ESTs 11 

5 409390 AI927212 Hs.3734 ESTs 3L1 

453078 AF053S51 HsJ1584 fnelai(in2 3.1 

453024 AWB46787 gb:QV3-CT0194-1810994)04^1 CT10194 Homo 11 

439444 A1277652 Hsi4578 ESTs. WeaMy simHar to 138022 hypdhsO 11 

441124 T97717 H1119563 ESTs 11 

10 416128 AA173632 C0C14 (ceU division cyde 14. S. cerevi 11 

445101 T75202 Hs.12314 Homo sapiens fnRHA;GONAOKFZp586C1 01 9 (f 11 

407949 W21874 H&247057 EST8.Wealdysin41arto2109260ABcell 11 

413492 D87470 Hs.75400 K1AA0280 protein 11 

421044 AF061871 Hs.101302 Human DMA sequence fnxn done RP1-23601 5 11 

15 422603 BE242567 Hs.118651 tiematopoietlcaly expressed tiomeobox 11 

427399 NiyL0148B3 H&177664 KIAA0914genepfDducl 11 

434804 AA649530 H8.348148 0b3ls4«O5£l NQ.CGAPJMvl Honn sapiens 11 

442905 AW2g6888 Hs.170939 ESTs 11 

445840 AI277811 Hs.146291 ESTs 11 

20 446084 AL137658 Hs.13768 Homo sapiens mRNA:cOMADKFZp434I1216{f 11 

43S293 A)040777 Hs.117170 ESTs 11 

400750 Target Exon 11 

416852 AF283776 Ks.80285 Homo sapiens mRNA;cONADKFZp566C1723(r 11 

423566 AW976434 Hs.3623 hypothetical protein FU 11 220 11 

25 409558 BE253407 Hs.72363 Homo sapiens mRNA for iUOOl 16 protein, 11 

400194 NNL003763:Homo8apiens8ynlaxin16(STX1 11 

400479 Target Exon 11 

402895 ENSP00000252117:MyeQntr8nscrfpOonte 11 

403423 Target Exon 11 

30 408161 AW952912 Hs.300383 hypolhefica) protein MGC3032 11 

410886 AWB09324 gb:WBW-ST01 21-1 41099^1 0<306J ST01 21 Ho 11 

414922 000723 Hs.77631 glycine cleavage system protdn H (amino 11 

420121 AW968271 H5.191534 ESTs,Wed!dyslmflartoALU1_HUMANALUS 11 

430519 AF129534 H5.49210 F-box only protein 4 11 

35 447147 AA910353 Hs.292815 ESTs. WeaMy simitar to T23482hypoth8tl 11 

422481 Alj050163 Hs.117339 ONAX-acMon piDtsin 10 11 

430487 087742 Hs.241552 KIAA0268 protein 11 

409549 AB029015 Hs.54886 phosphaltpaseC,epslIon2 11 

423554 M90516 Hs.1674 ghjtBmine-fructose-6i)haspha!etrBnsamin 11 

40 431286 AW263476 Hs.44268 myeTm gene expression factor 2 11 

430226 BE245562 Hs.2551 adrenergic, l)et»-2-, rBceplor, surtee 11 

408051 AI623351 Hs.172148 ESTs 11 

420090 AA220238 Hs.94988 ritxmtidease P {38kD) 11 

400296 AA305627 Ks.139336 ATP-tinding cassette. 5ut}.famlly C (CFTR 11 

45 414279 AW021691 GCN5(generei control of amino-addsynl 11 

440426 AI159800 Hs.7181 Homo sapiens cONAFU13663fis. done PL 11 

423872 AB020316 Hs.134015 uronyl 2-sulfbtransferase 11 

420154 AI093155 Hs.95420 JM27 protein 11 

447560 AF065214 Hs.18858 phosphot]paseA2. group IVC(cytDSoBc. 11 

50 453293 AA382267 Hs.10853 ESTs 11 

434398 AA1210g8 H&3838 8erun[v4n(tucible Idnase 3.0 

414135 NM.004419 Hs.2128 dual specificity phospliatase S 10 

441527 W19504 Hs.78e4 solute carrier family 21 (organic anion 10 

423957 AW978309 Hs.136235 Homo sapiens cDNAFU13542 Us. done PL 10 

55 444001 AID95087 Hs.152299 ESTs. IModerately simaarlo S65657 alpha 3.0 

411315 AW836547 gb:PM31T0032-O3010OO0&«08LT0032Homo 3.0 

414178 AW957372 Hs.46791 ESTs. Wealdy simitar to 138022 hypotheQ 10 

441401 AI824338 Hs.1268gi ESTs . 3.0 

457718 F18572 Hs.22978 ESTs, Wealdy similar to ALU4.HUMAN ALU S 3.0 

OO 429500 X7B565 Hs,289114 hexabradiion (lenasdn C, cytotacfin) 10 

424240 AB023185 Hs.143535 ca!dumA:atmoduIIn^ndentprotdnldn 3.0 

447476 6E293466 H$.20880 ESTs, WeaMy similar to 138022 hypolheti 10 

419440 A6020889 Ks.90419 KIAA0882 protein 10 

^_ 421786 AI188653 Hs.21351 ESTs 10 

65 433285 AW975944 H$.237396 ESTs 10 

409997 Aig06055 Hs.57749 synaptic nude! expressed gene 2; KIAA10 10 

417674 BE616160 Hs.82629 protein tyrosine ptiosphatse. non^pt 10 

420956 AA351584 Hs.100543 Homo sapiens done 24505 mRNA sequence 10 

445345 AW003850 Hs.12532 chromosome 1 open reading frame 21 10 

70 450671 AI356g67 HS.43Q86 EST6,WBaidy6imnartoA46010X4Inked 10 

427315 AA17g949 Hs.175563 Homo sapiens mRNA:cONADKFZpS64N0763(f 10 

434953 6E049102 H5.179982 EST8.W^aldysiniHarbTRHY_HUMANTIVCH 10 

436469 AK001455 Hs.5ig8 Down syndrome critical regton gene 2 3.0 

^. 428130 AW444985 Hs.77603 ESTs 10 

75 414839 X63692 Hs.77462 DNA(Gytosin»^^melhyltranslBrase1 10 

445784 AI25315S Hs.146065 ESTs 3.0 

446677 A1800311 Hs.l56291 ESTs 10 

426448 R06054 gb:ye89g07j1 Soares fatal Bver spleen 10 

445921 AW01S211 Hs.146181 ESTs 10 

oO 405673 M34996 H3.198253 major histocompatit)intycompiex.dass 10 

430387 AW372B84 Hs.240770 nudearcap binding prolehsubuntt 12 10 

427157 U51166 Hs.173824 thymine^ glyoosytase 10 

435907 AW304025 HS.2S63S7 ESTs 10 
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451102 AA015683 Hs.41185 Homo sapiens mRNA:cONADKFZp5640 1262 (f 3.0 

416882 AI633044 tryptophany) tRNA synthetase 2 (mitochon 3.0 

4t40S2 AW578849 HS.2835S2 ESTs. Weakly dmilar to unnamed protein 3.0 

450580 N40087 ESTs 3.0 



TABLE 62B 



10 

15 

20 

25 

30 

35 

40 

45 

50 



PIcey: Unique Eos pratieset identifier nund)er 

CAT numtien Gene duster nundier 

Accession: Gent)anlc aceess'ion nimdiere 



Pliey 

410531 
410886 
411315 
411962 
414279 

414680 

415528 
416128 
416882 

422673 
426448 
430935 
430968 
431304 
431676 
432125 
432363 
437158 



CAT Number Accession 



1207200 1 AW752953 H88044 BE156092 
1225822_1 AW809324 BE144977 BE144956 
1238570 J AWB36547 AW836513 AW836587 

l^'l AV^iraiW^^R4M31AI333«^ 

AI983837AA399623A1676204A!420077 N24944 D51042AA282786AA137264AW236107AW769 
147525 1 AA743331 AA837388 AW664540 AA77571 1 AA150965 BE465475 AA968994 AA886905 AI141054 AW194991 AA252147 AA319500 AI1B4288 

AA708749 AA644620 AA652769 AA242975 AA151074 T19890 
1539409.1 R17236 R52580F11642 

157163 1 AA173632Ai174858AA581361AI700024AA173988BE165417Ai366964 ^ ... 

162718 1 A1633t^AW016212AW24114^ 

AI824624 AW1B9606 AI631751 Z40749A!984673Ai671316AA189024AW235412BE1784 
219674 J N5g027 AA314694 N53937 R08100 
967^23 1 RDGI)54 AA378789 AW956453 

^5772 1 AW072916AI184913 AA489195 AW466994AW469044 N59350AI819642 AI280239AI220572AA789302AI473611 AWa41126D60937 
326269'"l AW972830 AA527647 AA489820 AA570362 
331286"l BE157283BE157287AA50243B 
336411 1 AI6BS464AWg71336AA513587AA52SU2 
341776ll AW972fi67 AA526539 A1057032 AW167842 
345469 1 AAS34489AVV970240AVV970323 

43392J AW090198 AW173544 AW439860 AW007307 AI762577 W8651 6 AA160485 AA974203 A1589521 AW451 857 AW450602 AI702529 AA630766 

AI801 808 AW61 1634 AI393606 AW235356 AW000736 AW468599 AI582546 AA962057 AA523012 AW51 

437866 44433 J AA156781 AW293839 U52054 AA024983 AA778446 BE073977 AW444904 AW602574 BE164040 BE164012 BE163972 BE163974 BE163992 
AA837481 AW468444 BE1 85091 AW468002AA687333AA811B30AA581806AI666686AI572124AA04 
468139.1 AW979177AA846994AA829672 

lS44M^k^7M»^ 

AVW22667 AA528235 AA599775 AW613820 AI435793 AW594230 AI051 758 AI200109 Ai680296 
83929 1 tl40087H12925AA460779AA096372BE160847 AVV816890AVV816893AW816577AW816891 AW816882AW8168B8AW8168B9 AWB16940 

AW816892AW816941 AW816578AA029183TB3320 H86850AA010295BE1 60823 Z25353AA1 50883 AW8 
9074 1 AA453208 NftiL004251 U44103 AI671547 N57463 AW007521 A1479232 T82809 R57109 AW796099 AI833027 AI765395 A1763029 AI758228 

BE326331 AI934576 AI922378AW276431 AI718466 N36566 AA904753 BE464245 Ai338752 A! 

944876 28 AW&46787AW903370AVV903378AVV752032AW83g052AW839051 AW839054AWB39058AVV90M^^ 

AVV839043AW839049AW903372AW846755AW846767AW903368AVW6766BE146826ATO 

1292917 1 AW984788AW984816AW984811 AW9B4807 AW984819 AW984790 AVV984782 AW984784 AW984780AW984814AVW84795 AW9^ 

AVV984789AW984823AVV948021 AVV984802AVV984800AW984799AVV98482 
222707 1 Z43784 R13382 AW572911 AA449369 H17037 R19603 AI632565 AW004030 BE602530 Z25032 AA805324 AA449241 AI651825 AI264863 
AW196918AA948267 AI953735 AI263703 AA319159 AW964436A1903440AW594171 A1867447AW2 



439047 
439518 
450506 

450580 

452260 

453024 

455473 

456719 



55 



TABLE 62C 



PIcey: Unique number corresponding to an Bos piobesel 
Rel: Sequence S0UIG8. Tlie7digHtiuiiifaeisinlMsooluinnareGenbanl(ldenlifi^ -I3unliamLelaL referstothe 

human diiomosome 22." Dunham L et al.. Nature (1999) 402:48M95. 
60 Strand: IndicdesDNA strand framwMchexons were predicted. 
Nljosilion: Indicates nudeoBdeoosifons of predicted exons. 



65 



70 



75 



80 



putDcafcHl «n8M The DNA sequence of 



Ptey 


Ref 


Strand 


NLposnion 


400479 


6439766 


Mmis 


115388-116348 


400658 


8118459 


Minus 


73525*73644 


400750 


8119067 


Plus 


19899M99168,199316-199548 


401197 


9719705 


Plus 


17634M76452 


401519 


6649315 


Rus 


157315-157950 


401597 


3293210 


Rus 


65838-66031 


401744 


2576349 


Rus 


14595-14751 


401807 


7331 538 


Rus 


152325-152912 


402474 


7547175 


Itas 


53526-53628.55755-55920^53^57757 


402802 


3287156 


Minus 


53242-^3432 


402895 


9957547 


Rus 


85537-85671.86379-86469 


403100 


8954402 


Minus 


13683-13874 


403389 


9438331 


Mnus 


163415-163634 


403423 


7105492 


Rus 


6934069615 


403651 


7708872 


Plus 


2273S-23007 


404390 


8887030 


Minus 


3962440072 


405141 


8980911 


Rus 


99881-100054 


405934 


6758795 


Rus 


159913-160605 


406038 


8389537 


Rus 


3776457877 


406247 


7417725 


Minus 


4623446461 
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TabiB 63A Gsts about 966 genes slgnHicbnOy down-regulated in prostate cancer compared to Rornia) prostata. These were selected from 59680 prot)esets on the Af^rmelrix/Eos Hu03 
GeneCtdp array such that the ralio of 'average' normal prostate to 'average' presto The 'average' normal prostate level was set to 

the 75* percentile of nonnal prostate tissues. The 'average* prostate cancer lavd was set to the 75^ pereentiieainongstlunwr sample bi order to remove genft«pedlie 
background leveisof nonspecific hytwtdizsSon. the 10^ percentilB value anvmgslaS the fissues was subtracted (ran tioth the nunierBtor and tttedenonvnatortiefDre the (afo 
evaluated. 

TABI£ 63A: ABOUT 366 GENES SIGNIFICANTLY DOWN-REGUUTED IN PROSTATE CANCER COMPARED TO NORMAL PROSTATE 



Ptey: Ihiique Eos probeset UentlSer number 

ExAccn: Exemplar Accession number, Genbank accession number 

UhlgenelO: IMgene number 

Undone TUe: Unigene gene UOe 

R1; Ratio of nonnal prostate flssue to prostate tumor tissue 



Pkey 


ExAccn 


Unigene to 


Unigene Title 


R1 


425932 


M81650 


Hs.1968 


semenogeSnl 


89.4 


407245 


X90568 


Hs.172004 


Gfin 


35.4 


425545 


N98529 


Hs.158295 


Homo sapiens, done MGC:12401, mRNA. com 


32.2 


426752 


X69490 


Hs.172004 


Qfin 


29^ 


400440 


X83957 


Hs.63870 


nebulin 


20.7 


412519 


AA1S6241 


Hs.73g80 


troponin T1 , skeletal, slow 


13.9 


413778 


AA090235 


Ks.75535 


myosin. Gght poiypeplide 2, regulatory, 


12.0 


420813 


X51501 


Hs>99949 


prolactin-lnduced protein 


11.8 


415337 


Z44881 


Hs.9012 


ESTs, WeaMy similar to S265S0 DNA^l 


10.2 


407013 


U35637 




gb:Human nebcin mRNA, partial cds 


9.1 


433331 


AI73881S 


Hs.1 17323 


ESTs 


8.9 


432117 


AL03819S 


Hs.2909 


prataminel 


8.3 


453863 


X02544 


Hs.572 


orosomucokJI 


8.2 


431847 


AI791314 




gb-.8e46g 1 Zy5 Stratagene lung carcinoma 


7.4 


408855 


T83061 


Hs.319946 


Homo sapiens mRNA tor KIAA1727 protein. 


7.1 


446059 


AI459021 


Hs.170425 


ESTs 


6.8 


403612 






Target Exon 


6.4 


405001 


U58196 




Inlerieukin enhancer IMng feetor t 


&2 


441490 


N46901 


Hs.266720 


ESTs 


&2 


435805 


AW470260 


Hs.48496 


ESTs 


6.0 


401917 


AL050149 




RAN binding prot^ 3 


5.9 


455649 


BE065051 




gb:RC1-BT0313.110500^17-c04 BT0313 Homo 


5.7 


4SQ218 


R02018 


Hs.168640 


BntQflo^ progresdve (mouse) homolog 


S.6 


404606 






Target Exon 


5.6 


432326 


AI280308 


Hs.274381 


amaoride-sensitive caGon channel Z ne 


5.S 


459708 


AA776881 


Hs.168812 


Homo sapiens cDNA FU14132 (is. done MA 


5.5 


440808 


AK001339 


Hs.7432 


hypothetica) protein FU10477 


5.5 


458339 


AW976853 


1^.172843 


ESTs 


5.2 


454278 


AF21752S 


Hs.49002 


Down syndrome cell adhesion molecula 


5.2 


417032 


AA192469 


Hs.271838 


ESTs 


Sl2 


434352 


AF129505 


Hs.86492 


smaD musdepnM. X^tnked 


5.1 


439175 


AF086021 


Hs.271113 


ESTs 


5.0 


439749 


AL3B9942 


H8.1577S2 


Homo sapiens mRNA fiin length insert cDN 


49 


417364 


N73749 


Hs.222475 


ESTs 


4.9 


400831 






C11000936:gl|3746443Igb|AAC63969.1| (AFO . 


4.8 


416935 


AA190712 




gb2p87f09.r1 Stratagene HeLa oeD 83 93 


4.8 


442082 


R41823 


Hs.7413 


ESTs 


4,8 


452625 


AA724771 


H$£1425 


ESTs 


4.7 


440985 


AIS23646 


H5.169859 


ESTs 


4.7 


456815 


NM_013348 


Hs.144011 


potassium irwardly-recflfying channeLsu 


4.7 


430611 


AA837120 


Ks.156481 


ESTs 


4.6 


415981 


R35694 




gbvg67b04j1 Soares intent brain 1NIB H 


4.6 


441040 


AW449782 


Hs.178803 


ESTs 


4.6 


442764 


AI7622S4 


Hs.131122 


ESTs 


4.6 


411426 


BE141714 




gbK2VO-HT0101-0610994)32-d)4HT0101 Homo 


4.6 


433081 


ZB5988 


Hs.188757 


Homo sapiens, done MGC:6564, mRNA, comp 


4.6 


401896 






Target Exon 


4.5 


445323 


AW207282 


Hs.213049 


ESTs 


4.5 


458895 


A!535663 


H5.39379 


ESTs 


45 


417729 


Z43798 


Hs.6777 


ESTs 


4.5 


431627 


AW609720 


Hs.265540 


HSPC042pmtoIn 


4.5 


420721 


AA927802 


Hs.159471 


ZAP3 protein 


4.4 


449519 


W04244 


Hs.49829 


ESTs 


4.4 


442089 


AI801SOO 


Hs.128457 


ESTs 


44 


436781 


AI914535 


Hs.221377 


ESTs 


44 


402797 






Target Exon 


44 


404267 






NM.004348':Hofno sapiens runMelated trs 


43 


442931 


AI024376 


Hs.1 50473 


ESTs 


43 


416626 


AW299S08 


Hs.135230 


ESTs 


43 


423772 


AA306637 




EAP30 siAunit of Ell oomplex 


4.3 


4S7136 


AA428240 


Hs.126083 


ESTs 


43 


436404 


AW9685S6 


H5.137240 


Homo sapiens mRNA for parfld 7UTR, saq 


43 


458840 


AI580296 


Hs.174782 


ESTs. Weakly similar to KIAA1437 protein 


43 


403649 






Target Exon 


42 


435866 


AA704538 


H5.119740 


ESTs 


42 


423871 


AA331908 




gb£ST35805 Embryo, 8 week 1 Homo saplen 


42 
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436190 
400164 
435519 
425094 
415928 
415746 



453752 
404280 
453412 
401411 
415925 
402817 
449233 
435457 
444105 
430610 
411320 
409679 
415386 
446175 
459707 
406917 
455887 
443313 
452351 
400499 
411829 
408229 
427318 
417620 
404660 
409144 
436524 
459200 
418833 
424887 
404984 
454549 
426736 
434552 
438040 
443618 
442097 
435186 . 
429853 
456521 
453282 
400749 
450295 
421154 
434378 
421342 
406704 
429043 
438211 
405258 
440207 
445045 
406177 
438535 
405735 
445797 
444286 
442027 
447889 
40S152 
402460 
448516 
450588 
447600 
406085 
417959 
418672 
446593 
446516 
415696 
410140 
458539 
422399 
413381 
429422 
428561 



AK0010S9 gb:Homo sapiens cDNA FU10197 lis, done 
Eos Control 

A121B950 Hs,1 25461 hypoiheticalprelelnFU11539 

AI955956 Hs.21417 ESTs 

R46799 Hs.23965 ESTs ' . . . ^. 

AA167670 Hs.21413 sdule carrier family 12, {potassiunvdil 

A1028767 Hs.262603 ESTs ^ _ 

AL120800 gb.DlCFZp762E15?j1 762 (synonym: hmel2) 
TaigelExon 

AJ003290 gb-A4003290SeledBd chromosome 21 cDNA 

ENSP0000024717r:HYPOTHETICAL1265kDa 

H09474 Hs.202341 Homo saptott dDHk FU23573 lis, clone L 

H24185 hypothetical protein 

BEO48401 Hs.196511 ESTs 

AA682421 Hs.59125 ESTs 

Aia2?4e5^ Hs 188810 ESTs. Weakly similar IdALU6_HUMAN ALUS 

AW836646 Qb;PM3-LT0032^0100^0B^LT0032Honio 
BE2S0521 ras homdog gene family, member A 

Z43087 gb:HSC13A121 nom^aHzed Infant brain cDN 

AU)36568 Hs.291 glutamyl aminopeplidase (airfnopeptidase 

AA631362 Hs.l20866 gb:np86bOU1 NQ.CGAP.Tbyl Homo sapiens 
X65964 gb:H.sapiens nestin gene. 

BE154173 gb:PM1-HT0340-201299^04.f12 HT0340 Homo 

AI796730 Hs.55513 ESTs ,k.uu^«m 

AA02S647 Qb3e85d01/1 Soares_fetaLhearLNbHH19W 
C10001858:gi|6579124lr6flNP«032759.1l ne 

AW865749 gb:QV3.SN0021.100500-185«03 SN0021 Homo 

AW176091 gb:Q\MT01O7-250899.007-bO8 BT0107 Homo 

AF186081 Hs.175783 zinc Iranspoiter 

R02530 Hs.19,,98 

AW341187 Hs.279714 ESTs 
AA922236 Hs.221037 ESTs 

Y09306 Hs.30148 homeodomaWnlerading protein kinase 3 
AW974899 Hs.292776 ESTs 
AA348112 Hs.259461 ESTs 

Target Exon 

AW806910 gb:QV4-ST0023-160400-172-f04 ST0023 Homo 

AA431615 Hs.130722 ESTs ..^^^^ dm* 

AA639618 Hs.325116 Homo sapiens, done MGC:2962,mRNA,comp 
AI222422 Hs.121846 ESTs 
T82009 Hs.300700 hypothetical piddn FU20727 
AW015799 HS.12B474 ESTs 
AL119470 Hs.145631 ESTs 
'AB020625 Hs.225949 butyfophiIin-likB3 
AW373450 Hs^12 hypothetical protein FU1 1729 
AK000043 Hs.32922 hypothetical protein nJ20036 

NH/L003105»:Homo sapiens sorfltn-related 
AI766732 HsJ2l0628 ESTs . ^ d. 

AA284333 Hs.287631 Homo sapiens cDNAFUl 4269 fis, done PL 

AA531739 Hs.335440 EST . 

AA504749 gb:aa63f08.n Na^CGAP^GCBI Homo sapiens 

M21 665 Hs.929 myosin, heavy polypeptide 7, cardiac raus 
AI824977 Hs.145319 ESTs , ^ u.iuau a 

T08401 Hs.290856 ESTs, Moderately similar to ALUA.HUMAN A 

Target Exon 
At371978 Hs.128326 ESTs 
A1652676 Hs.l47256 ESTs 

TargelExon 

ingoTB gb:Homo sapiens mRNA fragment 

ENSP000002521S4^MAA1S78 protein (Fragm 
gb:aq14f04jt1 Stadey Ftonld NS pod 2 
ESTs 
ESTs 
ESTs 

Target Exon 

C1001261*:gli269S979|emb|CAA70854.1I (YO 
AWB98595 gb:RCl-NN0O73.260400^11-gO9 NN0073 Homo 

AA010319 Hs.60389 ESTs 
AI420990 ESTs 

Target Exon 
AW977642 HsJ291742 ESTs 
L44284 Hs.12915 ESTs 
W79572 Hs.13277 hypothetical prdein FU22054 
AW996692 Hs.257557 ESTs, WeaWy similar to 138022 hypothefi 
H08311 Hs.14822 ESTs, WieaMy similar to 178885 ser!ne/lh 
AL134435 Hs.247837 neurexinS 
AI733837 Hs.145eBl ESTs 

AW410380 H5.116056 mesenchymal stem cell protein DSC43 
BEOgO690 gb:RC1-BT072a^2aO30O4)11-gO2 BT0720 Homo 

AH001494 Hs.202596 Homo saptenscDNAFU 10632 lis. done »fT 
AW973G52 HS.2S3105 ESTs 



AI2S3414 

AI6253a4 Ks.190312 

Al852g26 ^.128395 

AW469180 Hs.346398 



A2 

4.1 

4.1 

41 

4.1 

4.1 

4.1 

4.1 

4.0 

4.0 

4.0 

4.0 

4.0 

3.9 

3.9 

3.9 

3.9 

3.8 

3.8 

3.8 

3.8 

3.8 

3.8 

3.8 

3.8 

3.8 

3.7 

3.7 

3.7 

3,7 

3.7 

3.7 

3,7 

3.7 

3.7 

3.7 

3.7 

3.7 

3.7 

3.7 

3.6 

3,6 

3.5 

3.6 

3.6 

3.6 

ae 

3.6 
3.6 
3.5 
3.5 
3.5 
3.5 
3.5 
3.5 
3.5 
14 
3.4 
3.4 

a4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.3 

3J 

3.3 

3.3 

3.3 

3.3 

13 

13 

13 

3.3 

3.3 

12 
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445608 


AIB30851 


HS.20Q014 


c>u 1 a, fiooNj Miiiuai H nMM^ muuncn 


^9 




449017 


AW002425 


Hs.224142 


ESTs 


^ 9 




415S08 


H08623 


Hs^, 22833 


ESTs 


4 9 
AZ 


5 


457733 


AW974812 




ESTs 


^9 

Jut 


449340 


AW235786 


Hs 195359 




^ 9 




428134 


A/V421773 


no. IO luuo 




jLZ 




434407 








^ 9 




429973 


AI423317 


Hs.164680 


ESTs 


Ac 


10 


418092 


R45154 




ESTs 


O.Z 


411356 


H45377 




abvnSQhOS r1 Soams adiilt bndn M9hSHflS 


3.1 




443366 


AI053501 


(fe.278Sfi9 


ESTs. kfadaraldtf fdfnibir In 91009604 R r 


^ 1 




422069 


AJ010063 




itifal-mm flnlalKw 

oiinsap (OBiBuioninj 


3.1 




420778 


AW970512 




gb:EST3a2593 MAGE resequences, MAGK Homo 


3.1 


15 


403451 






Tomot Ctfmi 
loiycl cxon 


0.1 


451686 


AA059246 


ns. 1 iU£go 


PQTe 
COiS 


9 4 

3.1 




423837 






gu.rnia*i/i wdf*£0lO7n/UI^I 1 ulUUJr nuniO 


4 1 
AI 




422731 


A1.138411 




yu.UrVr£4l4«>Hnl£<a_f 1 •to'* fsynuiijfiii. nicSJ} 


Ai 




450049 


AI681234 


lie KRCnO 


POT 

CO 1 


3.1 


20 


428656 


AB03779B 




K1AA1 ?77 nmlpth 


J.1 


401276 








9 1 




418087 






CQTe 
CO IS 


<9 < 
AI 




421813 


BE048255 




nh^fr^QhfV^ u1 fdCi CtlAD QmCO U<smn eantm 

gonz<43uua.y i nv/i_uuAr^Dni9& nomo sapien 


3.1 




402490 






laiyoicxon 


3.1 


25 


448001 


AW293237 


Hfi 205037 


ESTs 


^ 4 

AI 


445316 
405150 


AI219833 


Hs 166767 


ESTs 

Tiimol Pynn 


A 1 
AI 




413784 




Ue 7n7RAd 


Colo 


Q 4 
Al 




425198 




no. i£Owv<9 


hvnftthpKnal Mvriflln PI 19191^ 


Q 4 
AI 


30 


433224 


AB04QQ19 






) 1 

3.1 


421894 


AI418464 


Hs.1 90836 


ESTs 


3.1 




419386 


AA236887 




ESTs V^teaklv simila' ta 138022 hvnofheS 


11 




402422 






TamAl E-mn 


3 1 
AI 




435849 




ns. luu^TO 


CmUUIII c 


4 4 

AI 


35 


405422 






ENSP0000021fi6S8*WPOT>1FnCAL 133.5 kDa 

Mlwr wWUvW4i 1 WMD .nil Wind l^ni* IvWawKUd 


AU 


420543 




flat 1 f tjOft 


Co IS 


All 




410627 


AAIBI*^ 


Hs.929 


iTijuMn, noavy puiypepuue r , caraiac nius 


AU 




409079 


W87707 




lillBliBUXin D SIglldi UallSulJCQl ^pl w, 


AU 




406600 






Tsniri &fon 


3.0 


40 


408025 


AIG92784 


Hs 41767 




Av 


426349 


AI308855 


Hs.301497 




3.0 




444576 


AJ400974 


Hs 182045 


ESTs 


30 
Aw 




430661 


r\VA<UJ JJ 1 


Lie 1 VI71A 


numo sapiens noruoAo mruxA, paniai cos 


9 n 
AU 




441335 






CO 1 s, vtGisfjj suniiar u> finuQen niHAMM 


AU 


45 


459847 


R34107 




rvpnnanm/ cnM*{fir* hAtti.1-Alwmnfnte}n 1 
cyiiaDlC/ o|icul(v Uoio* l^ijui|jiu[Bin 1 


30 
AU 


435713 


AA699313 


Hs.1 14071 


ESTs 


3.0 




407275 






nh-rmj^hfr7 w1 UfH tSiAD 1 HA Ufwm esfJatie 

goj^o^nUf j[i nujLAaHrjun twiiiu saptens 


AU 




456103 


2^30 


r».f AMU 


ESTs 


30 




435200 






CCTe 

C9l8 


AU 


50 


449245 




Ue 99A9QR 




4 A 
AU 


428132 






gD.zuz4guz.si o<«res_NnnMru_bi nonx) sspt 


<9 A 

aO 




443454 




Ue 1^1^91 


CCTe 
CO IS 


2.9 




423732 


AFOfifiOSfi 


Us nMfl:) 

n3i ii^c io«j 


odUla voiiiDi Idlllllj ID |IIIUIlUWllUUJ^llG 


90 




411944 


AWR771?Q 

ATVOf f lu9 






4 A 

2.9 


55 


432718 


AA563943 


Lie 5M571 


P<5Tc 
COIS 


90 


435534 


AA830927 


Hs.1 17306 


ESTs 


2.9 




43(^48 


AA47691S 


ns. 1 09m9 


CO 1 s, vvoaivij 54iiii4 vo IOOUZ& nypuuicu 


90 






AU/Qfllftlft 
/WVsUlDIO 


Ue Ricnc 


nomo sapiens mKNA, cuna uiNr^rb iio/i jir 


Z9 




453126 




Ue R1ft09 


COIS 


90 


60 


459421 




Ue ion') 


chroniosonie 1 open reeding frame 21 


4 A 
2.9 


441543 






PCTe 

Co IS 


4 A 
2.9 




442252 


AI73339S 




COlo 


90 




419254 


AI469453 


Ue 9997R0 


ESTs 


90 




443727 


Z25389 


Hs. 18459 


ESTs 




65 


419896 


299362 




gKno^sfifooz uiNr^pnaniyi nomo sepieos cuna 


4 0 
2.9 


453893 




Ue O^OnA 


srachkkmatB Hpoxygenese 3 


4 O 

2.9 




415098 


D59687 




giMiuivHiacciw Imuiwui numan iBia uoui 


9 0 
2.9 




415131 
405398 


D61119 




gKnUMidovi ID uontecn nunian nBia Dratn 
TeigetExoo 


4 A 

Z.9 

4 A 
2.9 


70 


433942 


AW7771RR 




cole 


4 A 

2.9 


twm 






TsigetExon 


4 A 

Z9 




442640 


AI20S646 


Hs 147220 


ESTs 


9Q 

2.9 




438814 


AA825278 


Hs.249596 


ESTs 


Z9 




438381 


AA805666 


Hs.146217 


Homo sapiens cONA: RJ23077 fis, done L 


Z9 


75 


422462 


AI439905 


H&344476 


9iKG57g08j(1 Na.CGAP.Lym12 Homo sapien 


za 


407142 


AA412S35 




0bzl99bia8l SoaresJe^_NHT Homo sap 


za 




454319 


AW247736 


Hs.101617 


ESTs, Weakly similar to T325Z7 hypofheO 


za 




442907 


A1023763 


Hs.79707 


ESTs 


za 




456075 


K73442 




gt).7z31h09j1 Soare$jnuaiple.^clefosis_ 


za 


80 


438690 


AA815031 


Hs.123598 


ESTs 


za 


4S2S70 


AW861293 


Hs336940 


Homo sapiens cONA: FU20861 es. done A 


za 




408493 


BE206854 


Hs.46039 


phosphogtycerata mutase 2 (musde) 


za 




447S56 


AI88S187 


Hs.210710 


ESTs, Moderately simaar to ALU^JUiMAN A 


za 




451632 


BE005934 


Hs.310625 


EST 


za 
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426481 AW963g41 gb:ESn76014 MAGE resequences. MAGH Homo Z8 

401656 Target Exon 2.B 

407269 AJ245210 gbrHonio sapiens mRNAIbrlmmunogtobuBn Z8 

435754 AA700752 Hs.117341 ESTs 2.8 

5 433565 AA599763 Hs.112520 ESTs 2.8 

451004 AA044967 gb:zl53d09.r1 Scares retina N2b4HR Homo 2.8 

425223 AA352825 Hs.146065 gb:EST60880 Activated T-cells XX Homo sa ^8 

405770 NH.002352:Han» sapiens melanoma antigen, 2^ 

456227 T84239 Hs.189788 ESTs 2.8 

10 454445 AW749432 gb:RC3-BT0386^01299^11-a09BT0386Homo IB 

419494 W01060 Hs.34382 ESTs 2.8 

427639 AW444530 Hs.105362 Homo sapiens, clone MGC:18257, mRtW, com 2.8 

428079 AA421020 Hs.208919 ESTs 2.7 

406337 C14000021 :gil7242973|dbi|8AA92547.1| (AB 2.7 

15 401884 Target Exon 2.7 

406881 D16154 gb:Hum3n gene for cytochroaeP-450c1 1,8 27 

428986 AA442884 Hs.201201 ESTs 2.7 

450044 R&6444 Hs.51891 ESTs 2.7 

403630 C300170e*:gi|475802e{reflNP.004360.11oo 2.7 

20 445514 AI2412Q0 Hs.148906 ESTs 2.7 

446362 AW612481 Hs.104105 ESTs 2.7 

432492 AW275110 Hs.271106 ESTs 2.7 

430869 U22491 Hs.248117 Gpretein^oupled receptor 7 Z7 

434316 AW411330 Hs.1187g6 annexlnAO 2.7 

25 413155 BE067952 gb:CM0.BT036S^129g^122-«09BTO365Homo 2.7 

433329 AF015041 Hs.199291 numb (DrosopWla) homoteg-IlkB 2.7 

446523 NM_003063 Hs.334629 sarcolipin 2.7 

449923 BE2S8051 gb:601111034F1 N!H_MGCJ6 Homo sapiens c Z7 

453826 AL138129 gb:DKFZp547Fl52_r1 547 (synonym: hfhrl) 2.7 

30 405678 CX001454:gl|8393794|reflNP_058681.11myo 2.7 

432789 D26361 Hs.3104 KIAA0042 gene product 2.7 

455791 BE090669 gb:RC1-6T0720.280300^1 1-106 BT0720 Homo 17 

449109 AW270992 Hs.120949 ESTs. WeaMy similar to AlU7J1Uk^ ALUS 17 

436255 F01143 Hs.284284 zinc finger 1111 17 

35 415984 R19046 Hs.5010 gb:yg21f11.r1 Soares infant brain 1 NIB H 17 

402844 C1000118»:gi|99519l3|rellNP_062832.1lpr 17 

456666 AA452512 Hs.76719 U6snRNA^sociatfidSm-GI(e protein 17 

414620 AA150120 Hs.244621 libosomal protein 814 17 

404979 Target Exon 17 

40 412318 AW936911 Hs.326729 hypothefica! protein MGC1 1082 17 

424361 AK001551 Hs.145944 Homo sapiens CDNAFU10689 (is. done NT 17 

412542 AW961516 Hs,g5097 ESTs 17 

441975 AW173248 Hs.344285 EST 17 

457021 AW968934 Hs.173l08 Homo sapiens cONA:FU21897 lis, done H 17 

45 457861 AW450205 Hs.305890 802*1 2.7 

439204 AF087987 Hs.42696 EST 17 

415642 U19876 Hs.336224 transmembrane protein with EGF-Blce and 17 

446847 T51454 Hs.82845 Homo sapiens cDNA:FU21930fis, done H 17 

443359 AI792583 Hs.135354 ESTs 17 

50 447336 AW139383 Hs.245437 ESTs 2.7 

449045 BE072483 Hs.278337 Homo sapiens cDNAFUl 1537 lis. done HE 17 

422185 AL117530 Hs.112822 DKFZP4348172 protein 17 

436030 RD2287 Hs.121052 ESTs 17 

449589 AW752437 Hs,13S258 ESTs, Wealdy similar to ALU7^HUMAN ALUS 16 

55 436092 A1345995 Hs.127383 ESTs 16 

415054 AI733907 gb2o86h09.y5 Stratagene ovarian cancer 16 

412908 AA121913 Ks.293896 pregnancy-assodated plasma protein-E 16 

409583 AW440117 HsSSSm ESTs 16 

410483 BE163557 gb:C3V3.HT0480.230a00-101-b08Hr0460Homo 16 

60 435383 R61083 weel (S. pombe) tiomdog 16 

426629 A1203933 Hs,97142 ESTs 16 

415831 H1514S Hs.30509 ESTs 16 

412281 AI810054 Hs.14119 ESTs 16 

434898 AW500458 Hs.29956 KIAA0460 protein 16 

65 422229 AF134414 Hs.11327l ABO Uood group (transferase A, alpha 1- 16 

447518 T80061 gbYd22fD8.s1Soares fetal Over spleen 16 

458546 AI215667 Hs.175044 ESTs 16 

438648 AAB13125 Hs.146335 ESTs 16 

450399 AVW11049 Hs.202007 ESTs 16 

70 420833 R47948 Hs.188732 ESTs 16 

453903 AW299606 Hs.232777 ESTs 16 

443650 A1698330 Hs.151444 ESTs 16 

427419 KM 000200 Hs.177888 histaiin3 16 

423741 AA330352 gb:EST34074Erabiyo. 12 weds B Homo sapi 16 

75 451577 N69101 Hs,4fl730 ESTs 16 

441358 AW173212 Hs.12g041 ESTs 16 

402706 TagstExon 16 

436054 AI076262 H&119813 ESTs 16 

_^ 402749 TargdExon 16 

80 442472 AW806859 gbJ^RO5TQ02aQ8119W)04^03ST0020Homo 16 

445762 AI734002 Hs.264S90 ESTs. Moderaleiy similar to ALU5_HUMAN A 16 

441420 AA932872 gb»o57d07.8l NCI.CGAP.UiS Homo sapiens 16 

405564 TagdExon 16 
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TaiQBlExon 


9 A 




AlOIABOil 


Hs.34o429 


ESTs 


9 e 
2.0 


441 597 




ns. amda 


CCTe 


9R 
Cv 


411280 


IX3UDI/ 


Lift pncAC 


smsll nud62r ribcKUidsoprot^ pdypGpt 


9 Ct 




M83554 


Hs.1314 


tumor nscrasis fsctor reosptor suporfanil 


9 A 




AntMUOll 


nS.2o29Uo 


eSTS 






BE172762 


HS.29Z710 


CdTm Mttn nlili- - Ij-Jiu Ijl Al 1 le UilUAIJ Al 11 C 

cSTS, WeSMy Sinvar to ALUSJnUMAN ALU 9 


9 e 

Z.D 


*l£Df 1 / 


TTfifWt 

i/Nxn 


HS.13K46 


hmithnWnnI nrnlnfn Fl 1911 OA 

hypoUieQcai protsn rU2ii20 


9 C 

2.0 


401716 






n ennnon9^iiin7/>tm*iMA a a79i ca ii /UR17 


9ft 








flbrza62d04j1 So3res fetal fiver spleen 


9C 
2.0 








coTs, weaMy siinia d wsuzz nypouiwi 


9e 

2.0 


440702 


AA904i7B 


Hs.148233 


ESTs 


9 C 

2.0 


456310 


AA225522 




gb:nc25c06i1 NCI_CGAP_Prl Hono sapiens 


2.6 




AAfWlflC7 


Hs.90744 


ESTs 


9 A 
2.0 




OtU/ZZ40 




Mlt>nv/il DTAC9C 9719Qfi_ACQ k19 DTnCOC U#irnA 


9ft 
2.0 




AI220072 


nS.944672 


ESTs 


9 e 
Z.D 


40o4j2 


AW1952d2 




0D3(n67b05j(1 NCI.CGAP.CML1 Homo ssiNens 


2.6 


445874 


OflMWif 1 


nS.i rUUiw 


ESTs 


9 ft 
2.0 


44IUDJ 


A A Q1 004a 


HS.1 08025 


ESTs 


Z6 




AVV970o4ll 


HS.309071 


ESTs 


2.6 




Al (1^0177 




go.ut\rz.p4j'4rU2i •jj^ \synonynL nieso] 


9 ft 
2.0 




AYMOCTTjIQ 

AVVoo^43 




gD:PM1-CT0247-<»0100-0uo4H)9 CT 0247 Homo 


9 C 






ns. If 1943 


ruv'1 Kev oinainy proiein 


9R 
2.0 






nS.i7Q410 


ESTs 


Z5 






Me 1710^ 
ns. 1 r l9of 


8tero!d dehyd/ogenss8-tiks 


9 C 








Honu) ssplons pynivdte dehydroQensse kins 


9 C 


451606 




n5./943 


Ate 7C ktfMtinn nmlntn nmlatfi 

Aic-f 3 Dcnouig piuiein pnNcUi 




400427 






nisianune m leoepuH 


Z5 






Ue 90910 


NAAI34D pfotein 


9 G 
2.0 




AWO0D099 




AK>n\/ilJCMm9^91IVinA.101 Kin CMnn9J Unmn 


9 

2.0 




AtJUQ77nQn 


Ue lOMRA 


vA»-A/j proiBui 


9 ft 
^3 


•W1 lal 




Ue I^AAIft 

ns.i'KiOiO 


tldtS 


9 (; 

£•3 


4IJ409 


DCI 44220 




QiKMnlHl 1 lll0>>l4uuHHHJU9<lU4 H 1 U 1 DO nOIIID 


OS 
2«9 


AAOfMC 


NJ4/4Q 


nS.boao 


ESTs 


9 C 


•II 909*1 






sponpopiuiDin n \Q8ia-z-QiycopiCiBin i| 


9*1 
2.0 






nS.*5aSo4 


ESTs 


9 e 
2.0 








gD.7)rSiDU3.r 1 oosres Dressi 2NDnosi rsonio 


9 ft 
2.0 


4l40<d 


AUUfDMO 


7e9e9 


senne |or ^fStemej pnwinase nniDnD 


9ft 
2.0 


414776 


AAlCCqOR 
nn 1333m 


He TI^AM 


nypouiBuCn pnxcHi rumigSi i\i/v\if ii 


9ft 


447730 


AI421251 


Hs.1 14085 


Homo sapiens mRNA for K1AA1755 protein, 


2.5 


434152 


AI792665 


H3.291190 


ESTs 


2.5 


412671 


AW977734 


Hs.37931 


gb:EST389963 MAGE resequences. MAGO Homo 


25 


456401 


W28146 




gb:43f11 Human reUnacDNArandolriy prim 


2.5 


404678 






Target Exon 


23 


408520 


AA225063 


Hs.161614 


ESTs 


Z5 


411332 


AVV837212 




gb:QV2-LT0038'14O30O.081-cO1 LT0038Homo 


2.5 


448920 


AW408009 


Hs.22580 


aikytglycerone phosphate synthase 


2.5 


429906 


AL080137 


Hs.193743 


ESTs 


US 


433712 


AFD90887 


Hs.306562 


Homo sapiens clone HQ0085 


2.5 


438353 


BE5399S1 


Hs.3069g6 


Homo sapiens, dona IMAGE:3447073, mRNA. 


Z5 


446224 


AW4505S1 


Hs.13308 


ESTs 


ZS 



TAB1^63B 



Pkey: Unique Eos probeset identifier number 

CAT number Gene cluster number 

AccBSSten: Genbankacoessionnumbere 



Pkey 


.CAT Number 


Accession 


408229 


104846^1 


AW176091 H24234 


408432 


1058667.1 


AWig5262R27868AW811262 


409679 


114787J 


BE250521 AA076B37 BE249870 AA984291 AW502442 AW501551 AI221491 AA194239 D63048AA1 93426 AA773243AA1 93293 


410483 


1204995.1 


6E163567 BE073689 BE073747 BE073780 BE073739 BE073748 BE163495 AW750178 BE163491 BE073763 6E073671 


411320 


1238624 1 


AW836646AW836580AW836610AW836636AW836603AW836632 


411332 


1239102ll 


AW837212 AW837408 AW837285AWB37380 AW837213 AW837411 AW837418 


411356 


1240273 1 


H45377 H21137AW838640 


411426 


1245515.1 


BE141714 AW845993 AW84S989 


411829 


1260309J 


AW865749 BE179419 BE179492 


411944 


126648^_1 


AW877139AVm7135AW877018AW991635AVV87712BAVV87710BAVV877017AVV877107 


413155 


1351148.1 


BE067952 BB067945 BB)67942 BE067943 BE067949 BE067954 BE067944 BE067953 BE067956 BE067946 


413381 


1365950 1 


6E090690 BE090888 BE090681 BE090e93 6E09067$ 


413489 


I373392I1 


BE144228BE144291 


415054 


151827.1 


AI733907AA1597Q8AI732614 


415098 


1522174.1 


D59887 D59694 DS9856 DS9589 


415131 


1523680.1 


D61119 081508 081734 


415386 


1535560 1 


Z43087 R)7410 H15506 H54108 R9S033 H98000 


415981 


156424^.1 


R35694H1203SRS3312 


416628 


1604848.1 


W03955 H82332 H59247 H724a6 


416935 


163179.1 


AA190712AA190665AA2S2564 


419386 


184356.1 


AA236867 AA237066 AA354236 AW957759 H0B981 


419896 


1888662.1 


3199362 Z99363 


420778 


196389.1 


AW970512 AA280251 AI652287BE466438 AI&S0725AASS1854 AA281574 AVtf571481 
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421342 


201427.1 




421813 


207654_1 




422731 


220507.1 




423741 


231582.1 


5 


423772 


23188.1 




423871 


232749J 


10 


426481 


267878.1 


428132 


287430J 


431847 


33840^1 




434407 


385744_1 




43S383 


405360J 


15 


436190 


41555J 


438535 


45946.1 




441420 


516748.1 




442472 


543371_1 




44S797 


650943,1 


20 


447518 


724787.1 


447600 


728288^1 




448516 


766241.1 




449923 


81926J 




4S0724 


844585J 


25 


451004 


85453J 


452351 


91233.1 


453412 


966264.1 




4S3491 


96917i.-1 




453752 


979899J 


30 


453828 


982669.1 


454445 


1204468J 




454549 


1223789.1 




455048 


1250599.1 




455210 


1260650J 


35 


455649 


1348708.1 


455737 


1353892.1 


455791 


136S954J 




455887 


1380836J 




4SG07S 


1476756.1 


40 


456310 


177089.1 


456401 


1844649^ 



AA504749AA287498 
BE048255 AA313083 AA298419 
AL138411AL138412AA315860 
AA330362 AW962525 H87796 

^3S4raM?AI453139AW16837^ 
C02215AI6525 
AA331906AA332484 

AW983941 AW963944 AA379825 AA379564 
AA42176S AA456076 AI290275 AA455579 
AI791314Ar791434AA516511 
AW815333AW815409AA632553 
R61083 R13743 AA679174 AA679193Z42903 
AKOD1059AA633055 _ 
L03078 103145 L09094 L09098 LD3165 L09102 
AA932872 W28068 W28643 T96110 
AW806859 AW806852 AF049S82 
AI253414A1366014 R34822 
T80061 AI382804 
AI420990 A1399725 AI401757 
AW898595 

BE258051 R45758 AAD04732 BE255126 
R55428A1820704A17322B3R54983 ..„.«no, 
AA044967 H86327AA013079AA058776BE242713AA019987 
AA025647 R45716 AW753786 
AJ003290 AJ0032B8 AW276947 
AL040177 

AL120800BE378580 
AL138129 AL138179 BE064231 
'AVV749432 AW749434 R47332 

AW806910 AWB66461 AW866396 AW866373AW866611 AW866616 
AW85Z749 AW8S2755 AW852620 



AW376418 AW304951 AI859820 AA3e7436 AW516957 BE614519 



DcnAa^i;i RFi'^'iKv'; RP064764 BE155231 BE064648 BE064671 BE064636 
BK9«89BE090^ BE0808W BE0908aOBE090691BB)90696BH)90698BE090686 
BE154173 BE1S4a98 BE154096 
N73442 R98100 BE410380 

AA225522 AA225465 A1820979 AW9739B5 AI791935 AA558735 
W28146W2B187 



TABLE 63C 



45 



50 



55 



60 



65 



70 



75 



80 



Pkey: 



Strand: 
NLposHkM 



hMnaich!OJTOSome22.- Dunham Ut a).. NahirB (1999) 402:489495. 

Indicates DNA strand from which exons were predicted. 

Indicates nucteotide oosHions of oredided exons. . > 



Pkey 


Ref 


Strand 


400461 , 


9929854 


Phis 


400499 


9796071 


Minus 


400749 


7331445 


Minus 


400831 


8576271 


Minus 


401278 


9799936 


Plus 


401411 


7799787 


Minus 


401656 


9100664 


Minus 


401716 


6715703 


Plus 


401884 


8140731 


Minus 


40189S 


8569194 


Phis 


401917 


9502466 


Rus 


402422 


9796344 


Minus 


402460 


9796884 


Minus 


402490 


9797648 


Plus 


402706 


8894426 


Minus 


402749 


9212740 


Minus 


402797 


3421043 


Minus 


402817 


6822166 


Minus 


402844 


9369286 


Phis 


403451 


9838240 


Ptus 


403612 


8469060 


Minus 


403630 


D003999 


Minus 


403649 


8705159 


K^nus 


404260 


9366879 


Rus 


404267 


9581792 


Minus 


404608 


9212936 


Minus 


404660 


9797068 


Ptus 


404678 


9797204 


Phis 


404979 


4160139 


Minus 


404984 


6939882 


Rus 


405001 


6015406 


Minus 


405150 


9929758 


Rus 



NLposition 

32727-32846,3292^33051 

148495-148806 

9162-9293 

56502-57407 

98428-98573 

144144-144329 

1-382 

174722-174911 

89182-90053 

115129-115294 

25054-25229 

32843*33008 

108901-1C9254,110246-110581,113613-113960 

149982-150929 

148640-148805 



1S758-1S930 
4861149012 
54958^13 
77382-78300 
94723-94859 

13909-14466.15251-15760.16898.17431,4174242440 

27141-27247 

51396-51513 

12209-12313,18241-18397 

22310-23269 

168215-168916 

115196-115448 

87762-88217 

87221-87505 

104646-104819 

126475-126773 
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4(6152 


9965S61 


WwHia 


137662.137969 


4052S8 


7329310 


Plus 


129930-130076 


405422 


7243669 


Minus 


101938>1Q2079.102261.102443,102896-103202 


405564 


2114222 


Minus 


16766-17344 


405678 


4079670 


Phis 


151821-152027 


40S735 


9931101 


Minus 


29854-29976 


40S770 


2735037 


plus 


61057-62075 


406003 


6247600 


Plus 


4207942516 


406085 


9123868 


Rus 


18665-18843 


406177 


7279760 


Minus 


18930-19148 


406337 


9213455 


Plus 


90117-90337 


406338 


9256276 


Minus 


118891-118959 


406600 


B248616 


Minus 


36296O6610 



Table 64A Ftsts about 703 Qenes u(H^ulated In BPH compared to normal adutt tissues. These were setected from 59660 probesets on the Aflymelrix/Eos Hu03 GeneChIp ar^ 
such thai the ratio of 'average' BPH to "average* nornwl adult Bssues was greater to The 'average' BPH level was set to Ihe 75^ percentile arnongsl BPH tissues. 

The 'average' normal adull (issue level was set to the 85^ penentite amongst noiMnal^^ 
Ihe 1 0» percenOle vdue amongst the im^nant fissues was sutstraiM 

TABLE 64A: ABOUT 7(a GENES UP^^EGUtATED IN BENIGN PROSTATIC HYPERPtASlAC^ 

Pkey: Unique Eos pmbeset UenGlier number 

ExAccn: Exemplar Accession number. Genbank accession number 

UnigenelO: Unigene number 

Unigene TiUe: Unigene gene title 

R1: RaBo of BPH tissue to nonnal aduit body tissue ^ , . 



Pkey ExAccn UnigenelO Unigene Title R1 

420154 AI0g3155 Hs.95420 JM27proNn 49.6 

426747 AA535210 Ks.171995 kaflDvein 3. (prastatB specific snfigen 47.2 

419526 AI821695 K8.193481 ESTs 43.6 

432441 AW29242S Hs.163464 ESTs 42.7 

431616 AAS085S2 H3.195839 ESTs. Weakly similar to 138022 hypolheti 30.2 

407202 N58172 Hs.109370 ESTs 26.1 

432101 Ai916950 Hs.123642 EphA3 25^ 

400299 mm Hs.171995 k^Dlkrein 3. (prostate specific antigen 25.5 

425075 AAS06324 HS.18S2 add phosphfltese. prostate 24.6 

414569 AF109298 Hs.1 18258 prostate cancer associated protein 1 24.4 

410929 H47233 Hs.30643 ESTs 21.1 

400287 S39329 Hs.1813S0 kaUikrein 2. prostatic 20.3 

446057 AI420227 Hs.l49358 ESTs, Weakly similar to A46010X-llni(Bd 19.8 

423073 BE252922 Hs.123119 MAO (mothers against decapeitteptegic Or 18.6 

415989 A1267700 ESTs 17.8 

428336 AA503115 Hs.1 83752 microseminoproteln. beta- 17.3 

450693 AW45W61 Hs.203965 ESTs 16.7 

400298 AA032279 Hs.61635 six transmembrane epitheHal antigen of 16.7 

407168 R45175 Hs.117183 ESTs 15.5 

408369 R38438 Ks.182575 solute carrier family 15 (H7?? transport 155 

454119 6E549773 Hs.40510 uncoupling protein 4 14.5 

428819 AL135623 Hs.193914 K1AAC575 gene product 14.5 

400302 N480S6 Hs.1 915 folate hydrolase (prostetMpedfic memb 14.4 

400297 A1127076 Hs.306201 hypoOieticsd protein DKFZf^l 278 14.3 

416432 M14156 Ks.85112 tnsullrvae growth factor 1 (somatomedi 14.2 

432674 AA641092 H5.257339 ESTs. Weakly similar to 138022 hypothati 14.2 

433444 AW975324 Hs.129816 ESTs 13.8 

432240 At694767 Hs.129179 Homo saptenscDNAfOJISSBIfis. clone PL 13.5 

428342 AI739168 Homo 5a;nenscDNAFU13458fis, done PL 12.9 

401424 NM_001 172:Homo saptens arglnase, type II 12.7 

432435 6E218886 Hs.282070 ESTs 12.5 

446999 AF179274 H&22791 transmembrane protein wlih EGF-fike and 1Z3 

446100 AW967109 Hs.13804 hypotheticd protein dJ462023.2 110 

425154 NM-001851 Hs.154850 coOagen. type IX. alpha 1 11.9 

407275 AI364186 gb;qw34h07jc1 NQ.CGAP_UI4 Homo sapiens 11.8 

452340 m/L002202 Hs.505 ISL1 transcription factor, LtM/homeodoma 11.7 

432473 AI202703 Hs.152414 ESTs 11.3 

410330 AW023630 Hs.159425 ESTs 11.2 

431579 AW971082 Hs.222888 ESTs. Wea*dy similar to TKHYJftlMANTWCH lU 

452792 AB03776S Hs.30652 K1AA1 344 protein 11.2 

418848 AI820961 Hs.t9346S ESTs 10.9 

400292 AA250737 Hs.72472 BMP-RIB 10.9 

433647 AA603367 Hs.222294 ESTs 10.8 

453160 A1263307 Hs.239884 H2Bhi5lDne family, member L 10.8 

409262 AK000631 Hs.52a6 hypothetical protein FU20624 10.6 

431474 AL133990 Hs.190642 CEGP1 protein 10J 

429220 AW207206 ESTs 10.3 

428134 AA421773 Hs,161008 ESTs 10.2 

408622 AA05KJ80 Hs.202577 Homo saptens CONAFU12166 lis. done MA 10.1 

456497 AW967956 Hs.123648 ESTs. W^5lmnartoAF1064601 ubinu 9.8 

434792 AA649253 Hs.132458 ESTs 9.7 

433466 AAS08353 Hs.105314 retaxin1(H1) 9.5 

439176 AI446444 Hs.190394 ESTs. W^slmRar to 828096 liMhl pr 9.5 

428398 AI249366 Hs.98558 ESTs 9.4 



728 



wo 03/042661 



PCT/US02/36810 



429290 AF203032 Hs.198760 
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429918 AW873986 Hs.1 19383 ESTs 
440260 A1972867 Hs.7130 oopineW 
ESTs 



neurofOament. heavy pdlypeptide (200kD) 

ESTs 

Hs.106541 ESTs 



453095 AW294631 H5.11325 
410467 AF102546 Hs.63931 
456516 BE172704 Hs.222746 



dachshund (Orosophila) hotnolog 
KlAAieiOpfOlein 



^722 aS«M543 Hs2i2TO ESTs.Weddy sb«lartoALU1.HUMAN ALU S 



458072 AI890347 

453006 A1362575 

418339 AA639902 

420424 AB033036 

450642 R39773 

434036 A1659131 



Homosap'enscDNA: FU22785fis.clon8K 
ESTs 

ESTs. Moderately similartoSPCNJHUMAN S 
K1AA1 210 protein 
ooiMnelV 

hypothetical proietn MGC2849 
ESTs 

KK homeobox (Orosophila), fanffly 3, A 
ESTs 
ESTs 

Homo sapiens clone 24416 mRNA sequence 

hypoiheBcal protein 
Hs!246773 ESTs 
Hs.252809 ESTs 

Hs.1 1 2259 T ceD receptor gamma locus 



Hs.271923 
Hs.303171 
Hs.104215 
Hs.97594 
Hs.7130 

Hs.197733 

4^27 AA441837 Hs.90250 
418829 AA516531 Hs.55999 
420345 AW295230 Hs.25231 
446336 AW815036 Hs.151251 
419743 AW408762 Hs.5957 
428728 NM.016625 Hs.191J81 
417169 R13550 
453387 A1990741 

434666 AF151103 

417958 AA767382 Hs.193417 ESTs 

433433 A1692623 Hs.121513 Homo sapiere done 23-1 placenlaexpfes 



444609 AWS71659 Hs.278081 

424099 AF071202 Hs.139338 

433323 A1823453 

437587 AI591222 

441690 R81733 

453370 AI470523 



ESTs ^ 

ATP-Wndlng cassette, sub-femHy C (CFTR 

Hs.146625 ESTs 40TM^ 
Human DMA sequence from done RP1-187J1 1 

ESTs 

ATP^ndlng cassette, sub-fantily C (CFTR 



Hs.72325 
Hs.33106 
Hs.139336 



441247 AW118681 Hs.128051 HoriH) sapiens thymic stroijdj^ 

439444 A1277652 Hs,54578 ESTs. WeaWy similar Iol38022h»oj« 

431448 A1137517 Hs,306201 hypothetical protein OKFZp56401 278 

413597 AW302885 Hs.117183 ESTs 



404592 

409557 BE182896 
420352 BE258835 



NM,022739*J1omo sapiens E3 ul)lquitin tig 
Hs.211193 ESTs 

_ gb:601 117374F1 N1H_MGC_16 Homo sapiens c 

438231 AW594'539 Hs.155689 ESTs nuA n wniRfi, d«»C 

440529 . AW2fl7640 Hs.16478 Homo sapiens cDNA:FU21718 its, done C 

449300 AI656959 Hs.345514 ESTs 

417332 AW972717 Hs.288462 hypothetical protein FU21I511 

453930 AA419466 Hs.36727 »W»the!i(^ Pro»»rRJI09W 

449249 T52285 Hs.193115 Homo sapiens mRNA fx KlAA17B4pioiein, 

430187 A1799909 Hs.158989 ESTs 

434217 AW014795 Hs23349 ESTs 

431217 NH/L013427 Hs550830 Rho GTPase acfivaling protein 6 

S AwS Hs534794 Homo sapiens mRNA; cDNAOKFZp564B083(fr 

415785 AW419196 Hs.257924 hypothefical protein FU 13782 

421059 A1654133 Hs.30212 thyroid leceptorinteracfing protein 15 

428384 AM72078 Hs.303662 ESTs 

458509 AA654650 Hs^82905 ESTs 

443250 AI041530 Hs.132107 ESTs 

428330 152524 Hs^ matrix metdloprotelnase 7 (maW^rsK 

^97 AA2822e2 Hs.107410 ESTs. WeaWysimaartoA46010X-Hnted 

^57 ^53456 gb:aV2-CT0261-26109M11-d11 Cr0261 Homo 

421154 AA284333 Hs.287631 Homo sapiens cONAFU14269 fis, done PL 

429«3 AA452899 Hs.213586 ESTs. WeaWy similaf to KIAAl353^piote^^ 

«1W mm Hs:i56398 HomosaplensmRNA:cONADKFZi>434E0528(f 

424433 H04607 Hs.9218 ESTs 

450164 A1239923 Hs.63931 ESTs ^„ 

423566 AW976434 Hs.3623 hypothetical pretaln FLI11220 

450497 H64159 HS.1532B ESTs 

425312 AA354940 Hs.145958 ESTs ^^..o^pma 

426140 AF131798 Hs.343768 Homo sapiens done 251 19 mRNA sequence 
440911 AA909536 Hs.l43662 ESTs 

H8.73826 protan tyrosine phosphatase, non-P8cepl 

g|)3is95alZy5 Na_CGAPJ>r3 Homo sapiens 
Hs.187832 ESTs 

Hs.203697 ESTs, WeaMy similar to 138022 hypothetl 

ESTs 

nucrotubtMtBFadbig protsin that ass 

Target Exon 
neifopepBdeY 



412350 A1659306 

432600 A1821085 

435375 AI733610 

416370 N90470 

431359 AWg93522 Hs592934 

424736 AF230877 Hs.152701 
403667 

424846 AU077324 



Hs.1832 



AW602166 HSJ22399 CEGP1 prolan 

436396 A1683487 Hs.152213 wingless-type MMlVlntegraBon site lami 

448004 AW4514n Hs.257456 ESTs 

431770 BE221880 Hs^68555 W exoribonudease 2 

453861 A1026838 Hs^20 ESTs.Wfe*ly5WlaftoNUCUiUMAMNUaE 

415621 A1648602 Hs.55468 ESTs 
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436873 N23874 Hs^77 RAB27A. member RAS oncogene tamOy 6.0 

442461 N99B28 gb2a32c04j1 SoaresfietalDver spleen 6.0 

432527 AW975028 HS.1027S4 ESTs 5.9 

447156 AW274731 Hs.157920 ESTs 5.9 

5 404003 Target Exon 5.9 

424853 BE549737 Hs.132967 Human EST dons 1 22887 maherlransposD 5.9 

427726 AI3S9144 K5.143688 Homo sapiens cONA: FU23031 fis. done L 5.9 

433043 W57554 Hs.125019 tymphoid nudear protein (LAF-4) mRNA 5.9 

438138 R98299 Hs.177502 ESTs 5t9 

10 440129 AAS65818 Hs.174936 ESTs. WedMy simOar to S71688 Ste2aiik 5^ 

434973 AW449285 HsJ13636 EST 5.8 

408527 AL135018 Hs.33074 Homo saptens. done 1MAGE:3606519, mRNA, 5.8 

459241 AA032276 Hs.99010 ESTs. Moderately simBar to T14342NSm S8 

434485 Affi23511 Hs.1 18567 ESTs 5.8 

IS 429716 R25685 Hs.211933 ooDaQen. type XDI. alpha 1 5.7 

443960 Ai093577 Hs.255416 hypothetical protein aJ2ig86 5.7 

453200 AA033832 Hs.212433 ESTs a7 

428002 AA418703 gb:zv98c0l8l Soares.NhHMPu.S1 Homosapi 5.7 

432966 AA650114 Hs.325198 ESTs 5.7 

20 448148 Nlit016578 Hs.20509 HBV pX assodated protein^ 5.7 

420948 A6016898 Hs.100469 myeiotd/lymphddormixed^ineaoeleutem 5.7 

• 425810 AI923627 Hs.31903 ESTs 5.6 

414312 AA155694 Hs.191060 ESTs 5.6 

404571 NM_015902':Hamo sapiens progestin induce 5.6 

25 424850 AA151057 Hs.153496 chromosome 18 open reading frame 1 5.6 

439092 AA830149 gtoc44l08.s1 Na.CGAP.6Cei Homo sapiens 5.6 

427078 AI676062 Hs.1 11902 ESTs 5.6 

422805 AA436989 Hs.121017 HMhistone family, meml)er A 5.6 

417511 AL049176 H8.82223 dionJir^ta® 5.6 

30 449625 Nl^014253 odz(oddOz/len4n.Diosophila)homolog 1 5.6 

433927 AI557019 Hs.1 16467 smaD nudear protein PRAC 5.5 

441676 BE564206 H5.49889 ESTs 5.5 

421513 X00949 Hs.105314 relaxin1(H1) 5.5 

432682 A1376400 Hs.1 59588 ESTs 5-5 

35 435021 AA922192 Hs.54709 ESTs 5.5 

454171 AW854832 gb:QV2-CT0261-201099^1 1-105 CT0261 Homo 5.5 

426561 AB040956 Hs.135890 K1AA1523 protein 5.5 

439079 ARSS937 Hs.38348 ESTs 5.5 

443635 AI080230 Hs.134214 ESTs 5.5 

40 400080 EcsControi 5.5 

410196 AI936442 H$.59838 hypothetical proldn FU10808 5.5 

436578 AI091435 Hs.134859 ESTs 5.5 

424051 AL110203 Hs.138411 Homo sapiens mRNA; eONADKFZp586J1922(f 5.4 

450325 AI935962 Hs262B9 ESTs 5.4 

45 421863 AI952577 Hs.108972 Homo sapiens mRNA; cONAOKFZp434P228(lr 5.4 

432161 AK0004X Ks.341181 ESTs. We^y similar to envelope (Hsapi 5.4 

435072 AW592176 Hs.116932 ESTs 5.4 

428647 AA830050 H5.124344 ESTs 5.4 

441111 AI806867 Hs.126594 ESTs 5.4 

50 433087 AI720686 Hs.152520 ESTs 5^ 

450244 AA007534 Hs.125062 ESTs 5.3 

400294 N95796 Hs.278695 Homo sapiens p^oste!nmRN^CQmpletBcds 5.3 

415539 AI733881 Hs.72472 BMP-RIB 5.3 

437267 AW511443 Hs.258110 ESTs 5.3 

55 441916 AA993571 Hs.129075 ESTs 5.3 

452784 BE463857 Hs.151258 hypothetica) protein RJ21 062 5.3 

446715 AI337735 Hs.173919 ESTs. Moderately similar to 2N91JHUMANZ 5.3 

452531 AA429462 H8.293946 ESTs. Weddy similar to 138022 hypothec 5.3 

426503 AA380153 gti£ST93093S)(in tumor t Homo sapiens cD 5.3 

60 423101 M83941 Hs.123642 EphA3 &3 

445704 AI493742 Hs.167700 ESTs. ModeiBtdyslmBar to 138022 hypot 5.3 

450813 AI739625 Hs.203376 ESTs 5J 

409079 W87707 Hs.82065 tnterieuldn 6 Signal transducer (gp130, 5.2 

415890 H0B225 Hs.268712 ESTs 5.2 

65 454968 AWM9046 (^:tl3^:T0214-l5030(V0854{06CT0214Homo 5.2 

441054 AA913591 Hs.126480 ESTs 5.2 

408385 AF055634 Hs.44553 unc5(C.eleganshoraoIog)c 5^ 

437752 AA767376 Hs.291631 ESTs. Moderrieiy$iirilarloS6S6S7 alpha 5.2 

448072 AI459306 Hs.24908 ESTs 5.2 

70 419536 AA603305 ^»ip12d11 .si Na.CGAPJ>l3 Homo sapiens 5.2 

421040 AA71S026 Hs.135280 ESTs 5.2 

446495 D60923 Hs.153460 ESTs 5.2 

415263 AA948033 Hs.130853 ESTs 5.2 

425748 AU048409 Hs.97177 ESTs. WeaWy similar to ALUI.HUMAN ALUS 5^ 

75 436338 W92147 Hs.1 18394 ESTs 5.2 

445238 AA883971 Hs.187506 ESTs 5.1 

450382 AA39765B Hs.60257 Homo sapiens cONAFU13598fis, done PL 5.1 

457211 AW972S65 Hs.32399 ESTs. WeaMy slmSar to S51797 vasodilat 5.1 

450582 Ai339732 Gftch RNA sequence binding factor 1 5.1 

80 438447 AI082883 Hs.30732 hypothetical prot^FU 13409: K1AA1711 5.1 

430598 AKD01764 Hs.247112 hypothetical protein FU1 0902 aO 

440995 T57773 Hs.10263 ESTs iO 

412775 AA7Q9046 HS.27S52 Homo sapiens mRNA; cONA(}KFZ(»588N2424(f SS> 
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425259 AL049280 Hs.1 55397 Honio sapiens niRNA:cDNAOKF2p564K1 43 (fr 

418334 AA319233 Hs.5521 ESTs 

435401 R44477 Hs.10056 hypolhetlcalprolemFU 14621 

418564 AA631143 Hs^78695 Homo sapiens proslein ruRNA, complete COS 

4071 98 H91 679 gb:yv04a075l Scares fetal liver spieen 

403696 C4001100*:gil58523421gblAAD54015.1| (APO 

452891 N755B2 Hs.212875 ESTs. Weakly similar to DYHS.HUMAN QUA 

457374 AM93662 gbinhOSdlZsl Na_CGAPjniy1 Homo sapiens 

430261 AA305127 Hs.237225 hypolhellcal protein HT023 

408829 NM 005042 Hs,48384 heparan sulfate (glucosamine) 3-O^uIfot 

448041 AW292769 Hs.206228 ESTs 

451244 AW008798 Hs.343877 hypolhefical protein FU20039 

443180 R15875 Hs^58576 daudin12 

414422 AA147224 Hs.249195 HomeoboxA13 «„^^,^ 

418866 T65754 gb:yc11c07^1 Slrategenehing (937210) H 

420851 AA2B1062 Hs.29493 hypothetical protein FU2D142 

428715 AW293716 Hs.53126 ESTs 

435937 AAB30893 Hs.119769 ESTs 

435136 R27299 Hs.10172 ESTs 

438132 AA907076 Hs.122060 ESTs 

447058 A1939456 Hs.160870 ESTs 

419187 AA234852 Hs.44693 ESTs 

433523 H29882 ESTs 

420871 AA702972 Hs,6S300 ESTs « . ^ 

450317 A1692689 gbwd86g05jc1 Na_C6AP»lu24Homo8apfens 

453843 D2S215 Hs.35804 heel domain and RLD 3 

430172 AA468591 Hs.161889 ESTs .u « 

431657 AI345227 Hs.105448 ESTs. Weakly sirndar to B34087hypolhBli 

452843 AI795769 Hs.208320 ESTs 

458229 AI929602 Hs.177 phosphaHdyllnositol glycan, class H 

420954 AA282074 Hs.237323 N-acetylglucosamine-phosphalemutase 

452031 AA741314 Hs.865 RAPIA, member of RAS oncogene family 

440354 AA889386 Hs.1254fi8 ESTs 

427212 AW293849 Hs^279 ESTs. Weakly similar to ALU7_HUMAN ALUS 

443381 AI792628 Hs,133273 ESTs ^ , 

409731 AA125985 Hs.56145 thymosin, bete, ktenfified In neuroblast 

420026 A1831190 Hs.165676 ESTs 

450330 AW50a775 Hs.24817 hypothetical protein, FU20136 

415788 AW628686 Hs.78851 KIAA0217 protein 

417173 U61397 Hs.81424 ubiquitin-like 1 (senlrin) 

420931 AF044197 Hs.100431 small lnducibtecytaldneBsut)faifflry(Cy 

434408 AI031771 Hs.132586 ESTs 

454024 AA993527 Hsi93907 hypothetical protein FU23403 

447805 AW627932 Hs^02421 gemln4 

438875 AAa27640 Hs.189059 ESTs 

419511 AA429750 Hs.75113 genera! Iranscfipfion factor tllA 

445242 BE156478 Hs^llOS ESTs. Weakly Simiter to ALU1_HUMAN ALUS 

42821B AA424266 Hs.123842 EphA3 

452277 AU)49013 Hs^8783 WAAI 223 protein 

418838 AI655499 Hs.161712 ESTs 

417601 NiyL014735 Hsi2292 K1AA0215 gene product 

430697 AA484207 Hsi11887 ESTs 

430701 A1760833 HsJ293971 ESTs 

437252 AI433833 Hs.164159 ESTs. Weakly simiter to ALU1_HUMAN ALUS 
407204 R41933 Hs,140237 ESTs. Weakly simiter to ALU INHUMAN ALUS 
420133 AA426117 Hs,155543 ESTs .r^.^^-c 
431740 N75450 Hs.183412 ESTs. Moderately simlar to AP1 16721 67 
439752 T78968 Hs.14411 ESTs 
447816 NM.007233 Hs^4329 TP53laigelgene 1 
431060 AFQ39307 H5^49171 homeoboxAII 
445372 N36417 Hs.144928 ESTs 
452055 A1377431 Hs.141693 hypolhe5caIprotKnMGC10858 
416602 Nh4.006159 Hs.79389 nel (chfckenHika 2 
418019 R68911 Hs.176275 ESTs 
423352 AA324808 Hs.193576 ESTs 
438042 AW29e971 H$.18061O ESTs 
452978 AA029994 Hs.61523 ESTs 
412843 AW971239 Hs.136433 ESTs 
417412 X16896 Hs.82112 interfeukin 1 receptor, type I 
44S210 H0S323 Hs^133 ESTs 
416706 AA314676 Hs588945 hypothelicaJ protein FU13448 
420608 BE548277 Hs.103104 ESTs 
428249 AA130914 Hs.183291 dnc finger protein 268 
442242 AV647908 Hs.90424 Homo saj^ns cONA: aJ23285fis, done H 
AWQ21254 H&13S0S5 ESTs 
AW10S663 Hs.e947 HSPC069 protein 

ENSP00000209376':PI^D65 protein {Fragmen 
ESTs 

Homo sapiens, done IMAGE:3621638. mRNA. 
ESTs 

ESTs, Weakly sinila to 178885 serfne/th 
gb:£ST90605 Synovtel sareoma Homo sapien 
gb:EST3a0551 MAGE faseqtienoes. MAGJ Homo 
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400533 
435285 
450216 



426413 
430535 



AW272603 H8-266134 

AA87334S Hs.60226 

AW1SQe4S Hs.144758 

AWg77556 Hs^1735 
AA377823 
AW968485 



5.0 

5.0 

&0 

5.0 

5.0 

5.0 

5.0 

5.0 

5.0 

5.0 

5.0 

5.0 

4.9 

4.9 

4.9 

4.9 

4.9 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.7 

4.7 

4.7 

4.7 

4.7 

4.7 
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4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

45 

45 

45 

4.5 

4.5 

44 

44 

44 

44 

44 

4.4 

44 

44 

44 

44 

44 

44 

44 

4.4 

4.4 

44 

4^ 
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4.3 

43 
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416312 WD2640 Hs.16247 ESTs.Waa)dysinularto2004399AcltfQnios 4.3 

4541S9 AW96806S Hs.44143 polybramol 4.3 

435176 AA744075 Hs.189413 ESTs 4.3 

^ 451061 AW2914fl7 Hs.2136S9 EST8.W6aWyslmnar to KIAA1357 protein 4.3 

5 407910 AA650274 Hs.41296 fibronectin leudru rich transmembrane p 4.3 

420111 AA255652 gb:zs2 1 hi 1. r1 Na_CGAP.GCB1 Homo sapiens 4.3 

420757 X78592 Hs.99915 an(^en receptor (dihydrotestosteroner 4.3 

459045 N69101 Hs.4O730 ESTs 4.3 

405348 a001664:oi]1<2698061|dt)j|BAB21B49.11(AB 4.3 

10 422906 U80773 Hs.121580 Human EST cione 42944 mariner tiansposon 4.3 

449603 A1655662 Hs.197698 ESTs 4.3 

409705 M37762 Ks.56Q23 brabniefived neurotrophic iactor 4.3 

423782 A14722D9 Hs.323117 ESTs 4.3 

432887 AI926047 Hs.162859 ESTs 4J 

IS 420905 AAS21307 Hs.186651 ESTs 4.2 

416814 AW192307 Hs.80042 doiichy1^-Gic:Man9GlcNAc2-PP4olichylo1 4.2 

427908 AM17272 Hs.24122 ESTs 4.2 

432765 AJ003429 gbAK)03429 Selected chromosome 21 cDNA A2 

444248 H93281 Hs.10710 hypothellcd protein HJ2041 7 4.2 

20 450597 A170163S Hs.207077 ESTs 4^ 

434022 R18374 Hs.117956 ESTs 4.2 

427761 AM12205 Hs.140996 ESTs 4.2 

433209 AB040907 Hs^6436 KIAA1474 protein 4^ 

413525 BE145899 gb:MR0-HrQ20&-2212g9.2D44>10 HT0208 Homo 4.2 

25 436679 A1127483 Hs.120451 ESTs. WeaUysfnOlar to unnamed prot^ 4^ 

449655 AI021987 Hs.59970 ESTs 4.2 

440774 AI420611 Hs.153934 ESTs 4.2 

427521 AWS733S2 Hs.2g0585 ESTs 4.2 

440594 AW445167 Hs.12603$ ESTs 4.2 

30 458912 A)911066 ESTs 4.2 

410790 AW803357 gb:IL24JM0O7»D9030(M)5(M08UM0079Homo 4.1 

415245 N59650 Hs.27262 ESTs 4.1 

435743 T66861 Hs.12962 ESTs 4.1 

442786 H50733 Hs.256261 ESTs. Moderately similar to AUJ8.HUMAN A 4.1 

35 436714 AA728964 Hs,293399 ESTs 4.1 

423789 AK002084 H5.132851 hypothetic^ protein aJ11222 4.1 

408177 AI241733 Hs.43871 ESTs 4.1 

424200 AA337221 gb:EST41944 Endometrial tumor Homo sapte 41 

^_ 430523 AW451385 Hs.161954 ESTs 41 

40 445206 A1350199 Hs.269990 ESTs 4.1 

452335 AW18B944 Hs.61272 ESTs 4.1 

438431 AW207860 Ks.293116 ESTs 4.1 

449907 AA004825 Hs.103281 ESTs 4.1 

430487 D87742 Hs.241552 KiAA0268 protein 4.1 

45 4481S2 AI741053 Hs.170770 ESTs 4.1 

448515 H68441 H$.13S28 hypotheGcd protein FU14054 4.1 

423242 AIJ039402 Hs.125783 DEME-6pratein 4.1 

412715 NM.000947 Hs.74519 pHmase, polypeptide 2A(S6kD) 4.1 

400746 Target Exon 4.1 

50 413081 BG064415 gb:RC44T0311-241199^12403Brr0311 Homo 4.1 

446416 AV658299 Hs.163959 ESTs 4.1 

451640 AA195601 Hs^6771 Human DNA sequence ftom clone 747H23 on 4.1 

427203 AW6295t7 Hs.244855 HSTs 4.0 

440840 AW629866 ESTs. Weakly similar to S64054hypotheQ 4.0 

55 442338 AI761976 Hs.156080 ESTs 4.0 

446307 T50083 Hs.22247 ESTs 4.0 

455276 BE176479 gb:RC34{TD585-16030U)22-fa09 HT0565 Homo 4.0 

415861 Z43123 Hs.144513 ESTs 4.0 

418258 AA215404 ESTs 4.0 

60 418818 AA22B899 Hs.101307 Homo8a{»ensHUT11 protein mRNA. partial 4.0 

432229 AW290976 HS.143S87 ESTs 4.0 

418310 AA814100 Hs.86693 ESTs 4.0 

416760 H85182 Hs.191327 ESTs. Highly similar to K1AA1 102 protein 4.0 

419083 Ai479560 Hs.98613 Homo sapiens CDNAFU 12292 lis. done MA 4.0 

65 421312 AA824627 Hs.291670 ESTs 4.0 

448131 AI575054 Hb^81 ESTs 4.0 

439731 AI953135 Hs.45140 hypolheflcal protein RJ 14084 4.0 

418243 W51B73 Hs.171857 Homo sajto tesQs protein mRNA. paiHa 4.0 

_^ 434072 H70854 Hs.283059 Homo sapiens PRO1082mRNA, complete cds 4.0 

70 434844 AF157115 Hs.223S0 hypothetical protein LOCS6757 4.0 

452221 C21322 Hs.288057 hypothetical prot^ FU22242 4.0 

432697 AWg75050 Hs.293892 ESTs. Weakly similar to AIU4J1UMAN ALUS 4.0 

446354 AW449650 H3.346335 ESTs 4.0 

447072 D61594 Hs.17279 tyrosytprolelnsultotransferase 1 40 

75 417333 AL157545 Hs.173179 bromodomain and PHO linger containing. 3 40 

441568 AI733322 Hs.127176 ESTs 40 

441736 AW292779 Hs.8182 ESTs 40 

457498 AI732230 Hs.191737 ESTs 3.9 

433234 AB040928 Hs.65366 KIAA1495proteln 3.9 

SO 434222 AF119886 Hs.283941 Homo sapiens PR02S91 mRl^oompleleods 3.9 

448568 AA149121 Hs.71947 ESTs 19 

415068 Z19448 Hs.131887 ESTs.WeaMy8lntotoT24396hypalhs6 3.9 

424940 AA98S308 Hs.283902 ESTs 3.9 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



416288 
420301 
429066 
435878 
446862 
447530 
452619 
401403 
448779 
420533 
411084 
419629 
423453 
434833 
45SS46 
411479 
419038 
421129 
424332 
441766 
447033 
439308 
410352 
407S61 
410252 
4395G0 
440450 
458611 
419589 
431576 
447280 
438379 
416009 
416534 
423044 
424701 
433507 
437718 
419831 
424630 



HS1299 

AA767526 

AA868555 

R08330 

AV660697 

AW192Q63 

AW298597 

BE042877 

AI809510 

T18987 

AB020695 

AW450737 

AF156548 

BE064420 

AW848047 

AW134924 

BE439899 

AA338919 

R53790 

AI357412 

BE22fiig9 

AW969725 

AW672939 

AW821182 



AI333129 
A1268407 
AW973708 



431447 
435932 
442447 
403242 
433908 
452323 
412095 
418759 
422299 
452462 
423096 
454037 
428055 
447785 
451746 



BE617907 

N23018 

Z43G62 

H69043 

AA320829 

NML005923 

AI817336 

AI927288 

AW448930 

AW270580 

A1J044675 

AA505138 

W03928 

AA999723 



Hs.22030 

Hs.178222 

Hs^0152 

Hs^82700 

Hs.248865 

HS.618B4 

Hs.177135 
HS.11B971 
Hs.125472 
Hs.gi562 
Hs.128791 
Hs.192969 



Hs.190325 

Hs.89271 

Hs.101615 

Hs.23294 

Hs.157601 

Hs.150444 

Hs.41694 

Hs.61418 

Hs.74899 

Hs.156147 

Hs.211458 

Hs.201925 

HS.27S215 

Hs.97635 

Hs.171391 

Hs.224g61 

Hs.97266 

Hs.151988 

Hs.191791 

Hs.196779 

Hs.5415 

Hs.189311 

Hs.173081 

Hs.2gi341 

Hs.114524 

Hs.129607 



438671 

407437 

408418 

420092 

446947 

441865 

419875 

431231 

418348 

419261 

422899 

429163 

438075 

440947 

404561 

430096 

430320 

444794 

426991 

431316 

414178 

450630 

411067 

436326 

410268 

423590 



AW298141 

W44356 

A1624707 

AA227879 

AKD00181 

BE173S15 

AA732684 

AW99S716 

AA420564 

AL0417e5 

MB617B 

AA382267 

AW137159 

AF220264 

AW9S3897 

AAB14043 

AF146747 

AA384726 

AA853410 

AA6535S2 

AI537167 

XD7876 

D16471 

AA884788 

AFQ&5933 

AAgi0403 

U91935 

BE245290 

AI419991 

AK001S36 

AA502663 

AW957372 

AA010429 

A!681Q06 



Hs.157975 
Hs.292812 
Hs.5921 
Hs.187621 
Hs.114556 

Hs.278428 

Hs.101760 
Hs^0375 
H&3112S8 
HS.106S3 
Hs.146151 

K&44743 
Hs.88045 
Hs.232165 
Hs.5722 
Hs^557 
Hs.116532 
Hs.96322 
Hs^791 
Hs.121571 

Hs.292620 



AA316181 
A\M952412 



Hs.233321 
HSJZ3g21B 
HS.14S225 

Hs.145037 
Hs.46791 
Hs.191939 
Hs.71721 

Hs.61635 
Hsi5874 



gb7p07c06.s1 Soares breast 3NbHBsl Homo 

paired box gene 5 (B-ce!l Kneage specif 

ESTs 

ESTs 

ESTs 

ESTs, Moderately similar to JC5238 galac 

Homo sapiens, clone 1MAGE:4298026.mRNA. 

Target Exon 

ESTs 

ESTs 

ESTs, Moderately similarto KIAA0B77 pro 
KtAA0888 protein 
CGU09 protein 

ESTs, Weakly similar toATIA^HUMAN POTEN 

gb:RC4^0311-24119^012.c08 BT0311 Honw 

gb:IL3<?r0214-2912994)52nA12 CT0214 Homo 

ESTs 

ESTs 

ESTs 

hypothetical proton FU14393 
ESTs 

WD40 protein Daol 

KlAA0373gene product 

origin recognition complex, subunit 2 (y 

microfibrniar'^sociated protein 1 

hypolhelicdl protein FU12820 

ESTs 

DC-specific transmembrane pnjteln 
Homo sapiens cOt^ FU13446 fis, dona PL 
hydroxysterotd (lUeta) dehydrogenase 1 
ESTs 

C-terminal binding protein 2 
gb:HSC12E041 normalized infant brain cON 
Homo sapiens cOl^ RJ14366 fis. done HE 
ptotocadheiin 18 

nvtogen-adivated protein tdnaseldnase 

ESTs 

ESTs 

ESTs 

ESTs. Weddy similar to putfiBve pi 50 IH 

KIAA0530 protein 

ESTs 

ESTs 

ESTs 

TagelExon 
ESTs 

ESTs. Weakly similar to T33468 tiypoitiefl 
Homo sapiens cDNA: FU21S92 fis. done C 
ESTs 

hypolheticd pititdn FU20174 
gb:RC2-HT0560-2102004)12-fl)3 HT0560 Homo 
progestin induced protein 
gb:PM4-BN0067-25030OO02-ll1 BN00B7Homo 
ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

gb:Homo sapiens MOST-1 mRNA, complete cd 
KIAA1435 protein 
ESTs 

polycythemia rabra vera 1; cell surface 
hypotfietical protein FU23316 
praenicephartn 
ESTs 

hypotheSca) protein FU23560 
wlngless4ype MMr\/ integration site fami 
Human mRNA, Xq lermlna! portion 
gb:an20a105l Soares_NFljr.GBC^Sl Homos 
ESTs 
ESTs 

trfchorhinophalangeal syndrome 1 gene (T 
Retlna<lerived POU-domain fador-l 
uncharacterizfid hypoflialamus protein HCD 
ESTs 

Homo sapiens cDNA FU10S74 fis. done NT 
ESTs 

ESTs, Wedldy similar to 138022 tiypctheB 
ESTs 
ESTs 

dd»teto reductase family 1. member B1 
sfxtransmendiraneepHhdiai anSgenof 
ESTs, Weakly similar to A40348 Elavto- 
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3.9 

a9 

3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
3.8 
18 
3.7 
3.7 
3.7 
3.7 
17 
. 3.7 
3.7 
3.7 
3.7 
17 
17 
17 
17 
17 
17 
17 
17 
17 
17 
17 
3.7 
3.7 
3.7 
17 
17 
16 
16 
16 
3.6 
16 
16 
16 
3.6 
16 
3.6 
16 
16 
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430376 AW2920S3 Hs.12532 chromosome 1 0pen leadlne tame 21 3.6 

451193 N2S8S0 Hs.44098 ESTs 3.6 

416239 AL038450 Hs.48348 ESTs 3.6 

_ 444190 Aie78918 Hs.10526 cysteine and glycine^lch piDt^ 2 16 

5 407902 A1117474 Hs.41181 Homo safnens cnRNA; cONA DKFZp727C191 (fr 3.6 

423349 AFOt0258 Hs.127428 homeoboxA9 IS 

426917 AA913814 Hs.172854 OKFZP586B0923 protein 3.6 

429430 AI381837 Hs.155335 ESTs 3.6 

433563 AI732637 Hs^77901 ESTs 3.6 

10 425465 U 6984 Hs.1904 protein kinase C, iota 3.5 

452498 AKD00101 Hs.29700 hypothetical prot^ FU20094 3.5 

401132 C12000517':gi|47587121rBf|NP.004659.t|a 15 

421105 AA766501 Hs.125113 ESTs 15 

_ 435177 AI018174 Hs.42936 ESTs 15 

15 449343 A]1514t8 protsin phosphatase 3 (formeity 2B). cat 15 

457653 AI820719 Hs.154S62 OnaJ (Hsp40) homotog. subfamily A. membe 15 

419563 AA526235 Hs.193162 Homo sapiens cDNAFU 11 983 fis. done HE 15 

419994 AA282881 Hs.1900S7 ESTs 3L5 

427304 AA761526 Hs.163853 ESTs 15 

20 434763 AA648618 sb:ns07a11.r1 NCI.CGAP.Ew1 Homosaptens 15 

447497 AW167254 Hs.205722 ESTs 15 

449988 AW372068 H9.201420 ESTs. Moderately similar to ALU7.HUMAN A 3.5 

422321 AA906427 HS.1B1035 hypoUieHcd protein MGC1 1296 15 

418723 AAS04428 H8.104a7 Homo sapiens, done 1MAGE:3954132. mRNA. 15 

25 438680 AAS06121 Hs.173421 ESTs 3.5 

452903 A!g53425 Hs.345291 ESTs. Weakly Simlar to l3B022hypoUietl 15 

443273 AI042063 Hs.132156 ESTs 15 

403510 TaigetExon IS 

435681 AA694192 Hs.148979 ESTs 15 

30 451722 H86374 Hs.40861 ESTs 3.5 

435981 H74319 Hs.188620 ESTs 15 

449845 AW971183 H5.g683 DnaJ (Hsp40) homolog. subfamily C. membe 15 

435024 AI800041 Hs.190555 ESTs 15 

429543 AM55889 H5.167279 FYVE-finger-conteining RabS effector pro 15 

35 443324 R44013 Hs.164225 ESTs 15 

458332 A1000341 Hs.220491 ESTs 15 

435688 H72285 Hs.128387 ESTs 14 

435047 AA45498S Hs.54g73 cadherin^ike protein VR20 14 

432606 NM.002104 Hs.3086 granzymeK {serine protease, granzyme 3; 14 

40 409047 AW961434 Hs.31539 ESTs 14 

404848 ENSP00000240769*:BG1S3O11 (sirnBar to C 14 

412494 AL133900 Hs.792 ADP-p-bosylaiion factor domain protein 1 14 

417435 NM.005181 Hs.82129 caitonicanhydrase 111. musde specific 14 

430403 AF039390 H$.241382 tumor necrosis factor (ngand)8uperfami 14 

45 436340 fM2246 Hs.21606 ESTs 14 

441596 AAg39300 Hs.206768 ESTs 14 

442231 W02434 Hs.222413 ESTs 14 

447124 AW976438 Hs.17428 RBPI-like protein 14 

449517 AWS00106 Hs.23643 serine/threonine protein kinase MASK 14 

50 450297 AW901347 H&38S92 hypothetical protein RJ23342 14 

453682 T79703 gb:yd71e08.r1 Soares fetal Over spteen 14 

456995 T89832 Hs.170278 ESTs 14 

444324 AI301330 Hs.143838 ESTs 14 

400379 NM.018432 Homo sapiens ovarian cancer related prat 14 

55 419964 AA811657 Hs.220913 ESTs 14 

424026 AI798295 Hs.137576 ribosomal protein L34 pseudogene 1 14 

427033 AI4S7449 Hs.192817 ESTs 14 

453942 AW190920 Ks.19928 hypothetical protein SP329 14 

431421 AWg69118 Hs.108144 ESTs, Weakly similar to unnamed protein 14 

60 408764 AW971350 Hs.63386 ESTs 14 

420184 AA188408 Hs.95665 hypothefical protein 14 

420721 AA927802 Hs.159471 ZAP3 protein 14 

422728 AWg37826 Hs.103262 ESTs. Weakly similar to ZNSIJ^UMAN ZINC 14 

436703 AW880614 Hs.146381 RNA binding mofir protein. X chromosome 14 

65 429165 AW009866 Hs.1 18258 prostate cancer assodated protein 1 14 

427674 NH.003528 Hs.2178 H28hi5tone family, member Q 14 

412505 AA974491 Hs.21734 ESTs 3.4 

431408 AA504757 Hs.l05738 ESTs 14 

„^ 438801 AA825971 Ks.124284 ESTs 3.4 

70 445432 AV653771 gb:AV553771 GLC Homo sapiens cONA done 14 

418575 AA225313 Hs.222886 ESTs. Weakly sinvlar to TRHY.HUMANTfVCH 13 

436345 AA873008 Ks.121572 ESTs 13 

423023 N50128 Hs.173400 ESTs 13 

427615 BE410107 Hs.179817 CG»^ protein 3.3 

75 429588 AI080271 Hs.134533 ESTs 13 

400362 AF068294 Hs.272414 Homo S8ptensH0CMB45PmRNA. partial cds 13 

425523 AB007948 Hs.158244 KIAA047g protein 13 

426237 AK001104 Hs.168241 hypothetical protein aj1Q242 13 

427473 AW274439 Hs.252709 ESTs 13 

80 434520 AA205273 Hs.177011 hypotheUcal pnteh 13 

447282 A1989963 H$.197505 ESTs 13 

433554 AW957666 Hs.810B (fisd]lad (Drosophila) horadog 1 13 

414818 BE541217 Hs.23608 ESTs 13 
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4189B5 A1042330 HS.B7128 liypofteIleipKilalnFU23309 

436854 M749167 Hs.173911 ESTs 

430865 AI073424 Hs^232 

447182 BE24186a Hs.17Se5 



HSPC125iiralein 

._ WAAOeOlgenepfodud 

423645 A121S632 Si«487 ESTs 
429227 AI961456 HS.2127S liypolhelicipiotenFUIIOII 
411928 AA88B624 Hs.197289 rab3GTPas»«*ralkiBlico«n,i»rwala 



10 
15 
20 
25 
30 
35 
40 
45 
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418051 AW192535 Hs.19479 
418719 AVW75590 Hs.l61707 



ESTs 
ESTs 



4377,4 AA766346 Ks^42 gS,^,.,„,t^BT»32Homo 
H9w105940 iefky (mouse) homology 
H5.114390 ESTs 

41.^00 nv,<^*. flb:QVW017W70mi43^2CT0179Homo 
426657 NM.015865 HS.171731 solute carrier family 14 {urea trareport 
prostale cancer associated protein 5 
DKFZP564I052 protein 
««03;,o« HomosapienscDNAFU13485fc.clonePL 
429318 AW861930 Hs.102500 hypothetical protein dJ511E16.2 
433213 AW665130 Jb.137«0 ^l^^^^^j,,^^, 
Hs.83883 transmembrane, prostate androgen Induced 
Hsl2240 uteroglobin 

Hs^2072 ESTs. Weddy similar to 138022 hypottiet! 
Hs.220702 ESTa 

gb:Human marinerl transposase gene, oomp 
ESTs 



455710 BE072049 

421590 AF004715 

445707 A1248720 

411436 AW846433 



423412 AF109300 
436962 AW377314 Hs.5364 
415319 AA659823 Hs.34955 



453973 AI291B95 
418245 AA088767 



428043 T92248 

407385 AA610150 

423595 R82826 

407021 U52D77 

41898B A1123555 Hs.81796 

43811B AW753311 Hs.346690 ESTs 

447516 W05355 H5.102971 hVPOthetiral protein FU14751 

449570 AA001793 ' 

450687 AA495800 

425657 T89839 



gb2h86c06j1 Soares Jetal>ef.spleen_ 
gb2w05t)07.s1 Soares.NhHMPu.SI Homosapi 

459M6 AW8M968 !^;321190 Q^W3^T0063.290300-13&c04OT0063Homo 
408480 AI350337 Hs.164568 fibroblast growth factor 7 (kerallnccyte 
4^,025 AW0286.9 Hsi01985 f^^^^^,^ 

436995 AI160016 Hs.118112 ESTs 
428736 AK001331 Hs.192662 hypothetical protelhFUlM69 
420120 AL049610 Hs.95243 transcrlpfionetongalion factor A (SU^ 
422352 AA76629B |te.9«» E^^6EN)«624n^ JUTR . 

Hs 94830 ESTs, Moderately simflar to T03094 ArWn 
Hs.12432 Homosapiensctone24407n!RNAsequenc8 
Hs.213675 ESTs 

tnet^thioneln IE (funcDonaQ 
tryplophanyi tRNA synfiielase 2 {mitodion 
homeotx)xB13 



429037 X81895 

432625 At243596 

445218 T79971 

447597 AI8&6036 

437886 AAl 58781 

416882 AI633044 

410870 U81599 

438899 AF085833 

415862 R51034 

420969 AI636310 

415467 R60891 

412666 AL080116 

417380 T06809 



Hs,66731 

Hs.135624 ESTs 

Hs.144513 ESTs 

Hs.28310 ESTs 



Hs.260274 ESTs 

Hs.74420 originrecogntfioncomplex.sut)unil3 (y 
419088 AI538323 Hs.52620 Integ'tn.beteS 



H3.1481 



histidine decarboxylase 

gb:tk13eOlJc1 NCLCGAP.Lu24 Homo sapiens 
ESTs 

Target Exon 



422165 AL041199 

448044 A1458682 

452862 AW378065 Hs^ 
405548 - 

439584 AA83B114 Hs.221612 ESTs 

419839 U24577 Hs.93304 

434512 AW139932 Hs,188941 ESTs 



Homo sapiens cDNA: aJ23006 fis. cto I 



452102 U04343 

425856 AA364908 

416836 D54745 

432589 AL135725 



420512 AA262888 

417206 AA291183 

410621 A1114811 

423855 AA331761 



Hs.27954 
Hs.98927 
Hs.80247 

Hs.13170a ESTs 
Hs.143817 ESTs 
Hs.81648 
Hs.92526 



CD86 anOgen (CD28 antigen ligand 2. B7- 
hypothetica) protein aJ13993 
choiecystokinin 



hypothetical protein FU11021 similar to 
ESTs. WsaUy similar to T00365 hypotheG 
Hs.254859 ESTs 
425905 AB032959 Hs,31B584 n(BtelC3HC4^ Zinc linger (ring finge 
427773 AA412290 Hs.98124 ESTs 
441817 AW969706 Hs.293332 ESTs 



AA909249 Hs.1122B2 

421823 N40B50 Hs^B625 
416812 H91010 
445784 A12531S5 



solute canier tonily 30 (zinc transport 
ESTs 

Hs.44940 ESTs 
HS.14606S ESTs 



434384 AA631910 Hs.162849 ESTs 
416140 AI91B035 Hs,301198 munddbouKaxDnguidancBrecepiDr.Dros 



3.3 
3J 
3J 
3.3 
13 
3.3 
3.3 
3^ 

3.3 

3.3 

3.3 

3.3 

3.3 

3^ 

3.3 

3.3 

3.3 

a3 

13 

3.3 

3.3 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

12 

12 

12 

12 

12 

12 

12 

12 

12 

12 

3.2 

12 

3.2 

12 

12 

12 

12 

12 

12 

12 

3.1 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 

11 
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407426 


AF1 29533 




gh:Homo sapiens Rxtt protein FbOb (FBL 


ai 


416423 


H54375 


Ks.268921 


ESTs 


3.1 


418037 


AI990212 


Hs.86447 


ESTs 


3.1 


419197 


N48921 


Hs.27441 


KIAA1615 protein 


3.1 


420179 


N74530 


Hs^1168 


ESTs 


3.1 


433610 


AA606822 


HS.112S47 


ESTs 


3.1 


436295 


N73895 




gbz862d06.s1 SoaresfBlsl fiver spleen 


3.1 


444600 


AW119071 


Hs.1 53287 


ESTs 


3.1 


418858 


AW9St605 


Hs^1145 


hypotheBcd pratein ROQ83M0&2 


ai 


446469 


BE094848 


Hs.15113 


hMnogenfeste 1,2'dku(y9enas8 (homogenQ 


ai 


431992 


NM.002742 


Hs.2891 


pn^sin Mnsss C, mu 


ai 


405510 






ENSP00000233779*:Hn)O(hetica) 68.0 kOa p 


3L1 


407349 


AA825449 


Hs^3332 


Hgrk) sapiens CDMA: FU22437 lis, done H 


3.1 


410B69 


AW808361 




gb:MR1-STO111.11109»O03404STO111 Homo 


ai 


425354 


U62027 


Hs.155935 


co(n{^n^t component 3a receptor t 


3^1 


425480 


A6023198 


Hs,158135 


K1AA0381 protein 


3l1 


441492 


AI149998 


Hs.146346 


ESTs 


ai 


447D7B 


AW8857Z7 


Hs^4 


ESTs 


11 


459324 


AW080953 




gb3cc28c12j(1 Na.CGAP.Co18 Homo sapiens 


11 


433852 


A1376329 


Hs.126629 


ESTs 


10 


448658 


H71739 


Hs.200227 


ESTs. Moderately similar to A539S9 throm 


10 


452242 


R509S6 


H&159993 


gyoosytlransferase 


10 


424690 


BE538356 


H8.151777 


eukaryotic translation tnitiaSon factor 


10 


405264 






NM_030813*:Homo sapiens suppressor of po 


10 


407253 


AM1 1175 


Hs.141939 


ESTs, Moderately similar to S65657 alplia 


10 


452234 


AW084176 


Hs.223296 


ESTs. WeaMy 8Mlartoi38Q22 tiypolhetl 


10 


434497 


A1821803 


Hs.136580 


ESTs 


10 


420355 


AWg58263 


Hs.123126 


ESTs 


10 


403481 






Target Exon 


10 


412988 


BE046680 




gb.tn42h03jc1 Na.CGAP.RDF2 Homo sapiens 


10 


452679 


242387 


HS.&3863 


transmemtiranei prostata androgen Induced 


10 


416642 


T96118 


Hs.226313 


ESTs 


10 


418948 


A1217097 




gt}:qd43h07jc1 SoaresJeteUieaiUNbHHISW 


10 


426174 


AA547959 


Hs.115838 


ESTs 


10 


430459 


BE176539 


Hs.278634 


ESTs 


10 


439182 


AF08G030 


Hs.21621 


hypo9»tfcsl protein DKFZp762O076 


10 


446258 


AI283476 


Hs563478 


ESTs 


10 


448686 


AA1S86S9 


Hs.334712 


hypothetical protein FU14744 


10 


453455 


AA063553 


Hs.221931 


ESTs. Wealdy similar toJC1087 RNAhenc 


3.0 


414441 


AA234759 


Hs.132950 


ESTs 


10 


427302 


AA400540 


HS.13S282 


Homo sapiens cDNA FU11554 (is, done HE 


10 


437048 


AA743240 


HS.91S82 


ESTs 


10 


450963 


At864668 


Hs.48832 


ESTs 


10 


432336 


NkL002759 


Hs^743B2 


pratein kinase, interferon-indudtile dou 


10 


459535 


AV654907 




giKAV854907 GLC Homo sapiens cDNA done 


3.0 


448734 


BE614070 


Ks.326416 


Homo sapiens mRNA; cONA DKFZp564H1916 (f 


10 


451468 


AW503398 


Hs.293663 


ESTs. Moderately sMar to 138022 tiy pot 


10 


407829 


AA045084 


Hs^725 


hypotheticai protein aJ13197 


3.0 


420407 


AA814732 


Hs.145010 


Rpopolysaccaride^pecrlic response &4 


10 


426743 


AA383833 


Hs.245022 


ESTs 


10 


442326 


H92962 


Hs.124813 


hypofhettcai prote&i MGC14817 


10 


449913 


AA004696 


Hs,333016 


ESTs 


10 


454096 


AW062757 




gb£M0>CT0103-12089W7i}07CT0t03Homo 


10 


437323 


AA371145 


Hs.194397 


{^receptor 


10 


407137 


T97307 




gb:yeS3h0&6l Soares fetal Bver spleen 


10 


450580 


N40087 




ESTs 


10 


429084 


AJ001443 


Hs.195614 


spBdng factor 3b. subunit 3, 1 301(0 


10 


418365 


AW014345 


Hs,161690 


ESTs 


10 


423784 


AK000039 


Hs.132826 


Homo sapiens cONA RJ14913 fts, done PL 


10 


435677 


AA694142 


Hs.293726 


ESTs, Weakly similar to TSGA RAT TESTIS 


10 


414951 


AW794931 


Hs.100861 


hypothetical protdnFU14600 


10 


416819 


AA228776 


Hs.191721 


ESTs 


10 


428634 


AA811845 


Hs.106290 


Keicn moin conuBiimg protein 


10 


431869 


AA521138 


Hs.ig0176 


ESTs 


10 


435008 


AF150262 


Hs.162898 


ESTs 


10 


448880 


AW205507 


Hs32360 


ESTs, Highly similar to 138587 retrovtru 


10 


451391 


AA017410 


Hs.40568 


ESTs 


10 


452959 


AI933416 


Hs.189674 


ESTs 


10 



TABLE 648 . [ 

Ptey: Unique Eos probesetiden&fierniBhber 
CAT numtMT. Gene duster number 
AooBSSIon; Gentwnk accession nunJjers 

Pfcsy CAT Number Accession 

410790 1221131.1 AW803357AW803423AWB12233 R06814 

410669 1225123 1 AVV808361 AVV808404 AVV808388AW808594AVV808654AVi«l8813AVV808551 AVt^^ 

AW808829AW808385 AW808422AW808401 AW808409AW808760AW808863AW808521 AW808539 AW808GQ9AW808472AWB09739 

AW808704 AW80855e AW8067 1 4 AWa08420 AW8 
411438 1245660 1 AW846433AWB46159AW846377AWB46528 
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411479 


1247077J 




412988 


1342150.1 




413081 


1348563J 


5 


413525 


1374635J 




415S89 


156454J 




416009 


1566379J 




41 6288 


1S85983J 




416882 


162718J 


10 




173388J 




418259 




416866 


179788ll 




418948 


180808J 


15 


419536 


185688_1 


420111 


190755_1 




420352 


192979J 




423412 


228001.1 




424200 


236595 1 


20 


426413 


265650J 


426503 


258283^1 


426991 


27415.1 




428002 


285602.1 




428342 


290035.2 


25 


429163 


300543 1 


429220 


3013B4ll 




430535 


319643.1 




432G0O 


350959.1 


30 


432765 


353907^1 


433523 


368873.1 


434763 


392847.1 




436295 


41733.1 




436326 


41795.2 


35 








437866 


44433J2 


40 


439092 


468554.1 


439308 


47088.1 


440840 


50357.2 



Av™80«AVV848202AW84883UV«««1«AVV848702AWB«,2U 

AW848905AW848214 



440947 
442481 
45 445432 
448044 
449343 



505904.1 

543588J 

63943.1 

747196.1 

80517J! 



BE054415BE064430BE064448 




50 


449570 


81018.1 




449625 


8113.1 




450317 


831956.1 


55 


450580 


83929.1 






450582 


B3933.1 




450687 


84327.1 


60' 


452462 


918580J 


453682 


977454.1 




454037 


996287.1 




454098 


1007449.1 




454171 


1049240.1 


65 


454457 


1207274.1 


454860 


1237732.1 




454968 


1247029.1 




455276 


1272541.1 




455645 


1348557.1 


70 


455710 


1352368.1 


457374 


328758.1 




458912 


823104.1 



Z43062R13213H14422 

S^l1S»09BE464132AW271459 N74332A1262ll61 

T65754 AA229857 AA229658 

A1217097 AW886090 W3a035 W38792 AA232835 AW936043 
AAe03305 AA244095 AA244183 
AA255652 AA2B0911 AW967920 AA262884 
BE258835 AW968316 AA25B91P 
AF109300AI299378A1202654 
AA337221 AA336756 AW965196 
AA377823 AW954494 AI022688 

AA380153AA380233AW963529 ^ 

AK001536 AA191092 AW510354 AI554255 AL353968 AA134266 

A1092404AI085630AA731340 
AA884756AW974271 AA592975AA447312 
AW207206 AW341473 AA448195 A1951341 

Ss^AS^AA^S^^AAWOrSSAASa^SS 

{f2^SlfASAI572917AA59B50DAI6IK466A1336M^ 

AA648618AW974389 H51771 

AA812489 AW874142 A147188 
AA830149 AW978407 M85983 AW5ro637 

AA921877 

AA910403 A1815593 W58361 AW162520A1816550 
N99828 BE079873 AI110738 AF074845 
AV653771 BE089370 

AM58682 H24240 R14537 AVWSTOffi BE15044S AW380821 AI540906 C04881 W03542 AA641764 H97053 

H00789 R76925AW1828 

AM95800 AA495737 AA010736 AA654716 AA640726 
BE173515 BE173560 AI902S60 
T79703T96307AL079725 

iS^AWI^ 

AVV854832AW854798AW854857AW854816AVV854834AW854817 
AW753456 AW753036 AW854868 AW854862 

AM93652 AWBg7396 BE154814 
AI91 1 066 Ai933734 AI6B0a88 AJ003S99 




75 



huRianGhrom^22.- Dunham I. rtd^ttotiro (1999)40^489495. 
Strand: imTBatesDNAstiaid from which exois were pr^^ 
80 WtPOsiBoiu tncf «^»'riPiiBteDf«afansrf . — ^ - 



Pfcey 



Raf 



Strand NLposifion 
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400S33 


6S81826 


Minus 


277132-277595 


400746 


7329328 


Minus 


147703-147896 


401132 


87053SO 


Minus 


8567W5735 


401403 


7710966 


Plus 


146180-146294 


401416 


7452889 


Minus 


1214S&-121626 


401424 


8176894 


Rus 


24223-24428 


403242 


7637817 


Minus 


11297-12511 


403481 


9965004 


Ptus 


9349&-93633 


403510 


7652047 


Rus 


6186&62027 


403867 


68S0483 


Minus 


1344-1442,1545-1697 


403696 


3135242 


Minus 


143457-143634 


404003 


8655948 


Rus 


198349-199096 


404561 


9795980 


Minus 


69039-70100 


404571 


72491G9 


Minus 


112450-112648 


404592 


9943965 


Mnus 


39067-39225 


404846 


8248647 


Minus 


23955.24034.25143-25264 


405264 


7329374 


Rus 


28556-2B684 


405348 


2914717 


Mbius 


43310-43462 


405510 


7630909 


Minus 


101028-101174 


405548 


1532158 


Rus 


11552-11688 



Table 65A lists about 347 genes up-regulated in 6PH oomptfed to prostate cancer (Issues. These were sdected liom S9880 probesets on the Aflymetrix/Eos Ku03 GeneChtp array 
such that the rato of 'average' BPH to •averafle" prostate cancer tissues was greater than or equd to 3.0. The "average" BPH level was set to the 75* peroentile amongst BPH 
tissues. The 'average' prostate cancer tissue levd was set to the 85* pefcentOe amongst {nallgnant prostata tn order to remove gene-spedlic background levels of non- 
specific hybridizaOon. the 1 0P percenble value amongst non-maTtgnant body tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

TABLE 6SA: ABOUT 347 GENES UP-REGUUTED IN BENIGN PROSTATIC HYPERPUSIA COMPARED TO PROSTATE CANCERTISSUES 



Pkey: 


Unique Eos probeset Uentifier number 


ExAccn: 


Exemplar Accession number, Genbank accession nunter 


UnigenelD: 


Unigene number 




Unigena Title: Unigene gene title 




R1: 


Rafio of BPH tissue to DiiislalB tumor tissue 


Pkey 


ExAccn 


Unigene ID 


Unigene Title 


428134 


AA421773 


HS.161C08 


ESTs 


446336 


AW81S036 


t4s.151251 


ESTs 


456373 


BE247706 


Hs^TSI 


membranMpsnning 44lain8ins, subfanfly A 


458072 


Ai890347 


Hs.271923 


Homo sapiens cONA: FU2Z78S (is. done K 


400533 






ENSP00000209376':PRED65 protein {Fragmen 


418310 


AA614100 


Hs.86693 


ESTs 


404592 






NNL022739":Konio sapiens E3 ubkfultin flg 


454457 


AW753456 




gbK3V2-CT0261-2610994)11-d11 GT0261 Homo 


400080 






Eos Control 


459646 


AW883968 


Hs.321190 


gb:QV3OT0Q63-290300-13Sc04 OT0063 Homo 


420352 


BE25883S 




gb:601117374F1 NIH.MGCJ6 Homo sapiens c 


438231 


AW594539 


Hs.155689 


ESTs 


418387 


R18085 




gb:yg18b1 2.r1 Soares Infant brain 1NIB H 


442481 


N9982B 




gb3a32c04/1 Soares (etat Ever spleen 


449249 


T52285 


Hs.193115 


Homo sapiens mRNA for KIAA1764 protein. 


457653 


A1820719 


Hs.154662 


DnaJ (Hsp40} homolog, subfamDy A, membe 


404967 






Target Exon 


430535 


AW9B8485 




gb:EST380561 MAGE resequences. MAGJ Homo 


454860 


AW835767 




gb:QV4-LT0016-240200-11OM LT0016 Homo 


423769 


AK002084 


Hs.132851 


hypothetical protein FL111222 


412988 


BE046680 




gb:hn42h03Jt1 NCLCGAPJtDF2 Homosaptens 


400440 


)C83957 


Hs.83870 


netniUn 


454171 


AW8S4832 




gb:QV2-CT0261-2010994)11-(05 CTQ261 Homo 


400086 






Eos Control 


440911 


AA909538 


Hs.143562 


ESTs 


425312 


AA354940 


Hs.145958 


ESTs 


426140 


AF131798 


Hs.343768 


Homo sai^ ckxie 251 19 mRNA sequence 


419015 


T79262 


Ks.14463 


ESTs 


453789 


AA628517 


Hs.1 18502 


ESTs 


424940 


AASB5308 


H&283902 


ESTs 


403667 






Target Exon 


429014 


AI800518 


Hs.118158 


ESTs 


417758 


U27699 


H3.82535 


solute earner family 6 (neurotransndSB 


419999 


AI760942 


Hs.191754 


ESTs 


405348 






C7001664:gi|12698081tdbj]BAB21849.1| (AS 


404003 






Target Exon 


453200 


AA033832 


Hs.212433 


ESTs 


428002 


AA418703 




gb3v98c03j1 Soams_NhHMPu_S1 Homosapi 


432319 


AW510770 


Hs.128388 


ESTs 


445444 


AA380876 


Hs.270 


pteckstrin homology. Sec7 and ocaedfcd 


443361 


AI792626 


Hs.133273 


ESTs 


411518 


AW8S0246 




gb:il3^021M9109»O21^07 CTD219 Homo 


439079 


AF085937 


Hs.38348 


ESTs 


422081 


AW138820 


Hs.196011 


ESTs 


408197 


AA2B2262 


Hs.107410 


ESTs. Wbddy similar to A46010X-«id(ad 


423529 


T873t8 


Hs.120411 


ESTs 



R1 
9.4 
9.3 
&9 
&8 
a7 
a7 
8.1 
7.7 
7.4 
7.4 
7.3 
7.3 
7.2 
7.1 
7.0 
&9 

&g 

6l9 
6.9 
6.8 
6.8 
6.6 
6.6 
6.4 
6.4 
6.4 
6.4 
6.3 

a2 

&1 
&1 
6.0 
6.0 
6.0 

ao 
a9 
a7 
a7 
a7 

&6 
&6 
5.6 

as 
as 
as 
as 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



436578 A1091435 Hs.l34859 ESTs 

450920 AAD1 1 625 Hs.1 33324 ESTs 

435072 AW5921 76 Hs. 1 1 6932 ESTs 

414403 AW969551 Hs.76064 *osomal prolen^7a 

443744 A10B4326 Hs^71548 ESTs, WeaWy simaar to 178885 serinerth 

433087 A1720686 Hs.152520 ESTs 

441916 AA993571 Hs.129075 ESTs 

414818 BE541217 Hs.23606 ESTs 

452531 AA429462 Hs.293946 ESTs, Wedklysimaar to 138022 hypotheK 

S Swe 8ML3^0214-150300^)85.H06CT0214Homo 

415890 H08225 Hs.268712 ESTs 

408385 AF055634 Hs.44553 unc5{Cileganshomotog)c 

437752 AA757376 Hs.291631 ESTs, ModeraftelysiirSlar to S65657 alpha 

446495 D50923 Hs.1 53460 ESTs 

435375 At733610. Hs.187832 ESTs ^^.m uimamaiuq 

426748 ALJD48409 Hs.97177 ESTs. Weakly simdar to ALU1.HUMANMUS 
424994 AW954525 gb:EST366595 MAGE resequences. MAGC Homo 

405321 l^^f^^t Exon 

416706 AA314676 Hs.288945 hypothetical protein FU13448 

438206 AA780385 Hs.187885 ESTs 

S S^li ^^^C«T058(.17030(M)2,^12BT0680Hon«. 
420533 AI809510 Hs.l18971 ESTs 

457374 AA493862 gbjnhOSdlisI Na.CGAP.Thyl Homo sapiens 



440354 AA889386 Hs.125468 ESTs 
440388 A)693520 Hs.223000 ESTs 



421188 AA2B4658 Hs.261493 ESTs 



403481 



Target Exon 



438132 AA907076 Hs.122060 ESTs joaca-- 

«j3333 NMj)02518*;Homo sapiens neuronal PAS dam 

Srai7 A1692689 gbnwl86g05 Jcl Na.CGAP.Lu24 Homo sapiens 

433597 AA708205 Hs.100343 ESTs 

430172 AM68591 Hs.161889 ESTs 

452843 A1796769 Hs.2O8320 ESTs 

452031 AA741314 Hs.865 '^^^.n^berrfRASon^fa^ 

427302 AA400540 Hs.1 35282 Homo sapiens cONAFU11554 lis, done HE 

442123 AI897790 Hs.159961 EST 

438727 AW978756 Hs.205879 ESTs 

420931 AF044197 HS.1C0431 smallindudWe cytokine B subfamily (Cy 

442160 A1337127 Hs.1 56325 ESTs 

442295 AI827248 Hs.224398 Homo sapiens cONAFU11469fis.ctone HE 

434589 AF147363 gbiHcmo sapiens full length Insert cONA 

4049^ ENSP000»251890':Monocytic leukemiazlnc 

422906 U80773 Hs.l21580 Human EST done 42944 manner bansposon 

^5^49 C7001976-:gi|4758712MNP_004659.1|al 

430697 AA484207 Hs.211867 ESTs 

443998 A1620661 Hs.296276 ESTs 
455801 BE140643 



444800 AW119071 Hs.153287 ESTs 



C9IS 

gb:RC^HT001M105984)16 HT0015 Homo sap 



403371 



Target Exon 



438431 AW207860 Hs.293116 ESTs ^ ^ 

421926 AA300691 gb£ST13437 Testis tumor Homo saptonscD 

439752 T78968 Hs.14411 ESTs 



414441 AA234759 Hs.132950 ESTs 



COlo 

gb:RC3-ST01B6-3001004)17-b03 ST0186 Homo 
gb:QV3^T037M101QO.071^06 BT0379 Homo 



454665 AW812866 

454585 6E069128 

452978 AA029994 Hs.61523 ESTs 

438042 AW29e971 Hs.180810 ESTs 

418059 AA2115B6 gbznSedOSil Stratagene muscle 937209 H 

451469 NM14809 Hs.26441 K1AA0319 gene ptodud 

433072 AI928037 Hs.158832 ESTs 

443318 At051G03 Hs.133141 ESTs 

424686 AA34S504 gb:EST51529 Gall bJadder II Homo s^ns 

416312 W02640 Hs.15247 ESTs. Weakly shnilar to 2004399Achfomos 

415467 R60B91 Hs.260274 ESTs 

409111 AUM3362 Hs.7984 ptecksbinhomotogy.Sec7andc6tedteol 

441620 R59595 Hs.26675 ESTs 

427908 AA417272 Hs^4122 ESTs 



432765 AJ003429 



448108 AW30Q021 H5.170685 ESTs 
436345 AAB73008 Hs.121572 ESTs 



gb A1003429 Seleded chromosome 21 cDNA 



H8.S4S76 8uKbtranslisrase,estn)geiHvefening 

gbdUIRW{T0208.221299-20«)10 HT0208 Homo 
transmembrane protein (63kD). endoptasihi 
Hs.118394 ESTs 



409500 U08098 

413525 BE145899 

403305 NM.00682S 

436338 W92147 

427521 AW973352 HS.2905B5 ESTs 

430124 AW204994 Hs.253450 ESTs ^..„«wv«ti 

410790 AW803357 gbtO-UMOO/SWOO^ttaAOB UM0O79 Homo 

434380 AW015415 Hs.127780 ESTs *r 

416385 H54253 Hs.205241 ESr5.WeddyslmtotoS65657alpha.1C^ 

442786 H50733 H8^261 ESTs. Moderately stmOar to ALU8JHUMAN A 



5.5 

5^ 

5.4 

5.4 

5.4 

5.3 

5.3 

5.3 

5.3 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.1 

5.1 

5.1 

5.1 

5.1 

5.1 

5.0 

5.0 

4.9 

4.9 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.7 

4.7 

4.7 

4.7 

4.7 

4.6 

4.6 

4,6 

4.6 

4.6 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4^ 

4.5 

4.5 

4,5 

4.5 

4.5 

4.4 

4,4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.3 

4.3 

4.3 

4.3 

4.3 

4.2 
4.2 
4.2 
4.2 
4.2 
4.2 
4.2 
4.2 
4.2 
4.2 
4.2 
4.1 
4.1 
4.1 
4.1 
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445206 AI350199 Hs.289990 ESTs 4.1 

424200 AA337221 gb£ST4l944 Endometrial tumor Homo sapia 4.1 

4461S2 AI741053 Hs.170770 ESTs 4.1 

453713 R20640 H8.79133 cadherin 8, type 2 41 

5 400746 Target Exon 41 

413081 BE064415 gt):RC44T031 1-241 ig9^1^b03BT0311 Homo 41 

442338 AI761976 H$.156080 ESTs 4.0 

455388 AW938234 gb:OVD-DT002IM)90200-10&^DT0020HornD 4.0 

455276 BE176479 gb:RC34fT058S-160300<)22-b09HT0585HaR)O 4.0 

10 421312 AA824627 H3.291670 ESTs 4.0 

431421 AW969118 Ks.108144 ESTs. Weakly similar to unnamed protein 4.0 

448882 AJ001531 Hs.22404 protease, senna, 12 (neumtrypsin. moto 4.0 

441568 AI733322 Hs.127176 ESTs 4.0 

455646 BE064420 Sb:RC4^0311.2411994)12-c08BT0311 Homo 3.9 

15 424765 AA428211 Hs^256 hypotheScalpratebiFU 14033 Similar to 19 

454024 AA993527 Hs.293507 hypothetical protefai RJ23403 3.9 

453387 AI990741 Hs.252809 ESTs 3.9 

434222 AF119B86 Hs.283941 Homoca|»ensPR02S91 mRNA,GQmplBtBCds 3.9 

454806 AW872430 Hs.273743 ESTs 19 

20 429066 AA868555 Hs,178222 ESTs 3.9 

435878 R08330 Hs.20152 ESTs 19 

453055 AW291436 Hs.31917 Homo sapiens, done AifGC:9658.niRNA,comp 3.9 

447530 AW19Z)63 H8.246865 ESTs. litodeialelysirnilartoJCS238galac 3.9 

407834 AW0B4991 Hs.26100 ESTs 3.9 

25 400398 AF137396 Hs.283879 utxquiHnS 3.9 

421353 AW292B57 Hs.255130 ESTs 3.9 

401459 C14000482':gq9790241HNP.062628.1|S 19 

403433 K^tO01622:Homo sapiens alpha-2-H&g^ 19 

444911 U06117 Hs.250 xanlhene dehydrogenase 19 

30 436350 AA713661 Hs.121091 ESTs 19 

447930 R44574 Hs.107510 ESTs 19 

410559 AW754192 gb:RC2-CT032M 31 2994)12-804 CT0321 'Homo 18 

452320 AA042873 H&160412 ESTs 18 

402145 Target Exon 18 

35 458438 AI141S20 Hs.151464 EST8.W^y8lm9artDALUCJ1UMANIIIl 18 

440450 A1333129 H8.156147 ESTs 3.8 

437587 AI591222 Hs.72325 Human DNA sequence from done RPM87J11 3.8 

416009 Z43062 gb:HSC12E041 nomializedlnbnt brain cDN 18 

434381 AA631634 gb.-np77h05.st Na.CGAP.Pr2 Homo sapiens 18 

40 416534 H6g043 Hs.224961 Homo sapiens dMARJ14366fls. done HE 18 

433523 H29882 ESTs 18 

411436 AW846433 gb:QV0^01794}70300-143W CT0179 Homo 3.8 

424830 AW2705BO Hs.169311 ESTs. Weakly sbiiOar to pulafive pi 50 (H 18 

431447 AA5C5138 Hs.291341 ESTs 18 

45 435932 W03928 Ks.114524 ESTs 18 

442447 AA999723 Hs.129607 ESTs 18 

419831 AW448930 HS.&415 ESTs 3.8 

403242 Target Exon IB 

455490 AW953477 gb:EST365547 MAGE resequences. MAGB Homo IB 

50 449264 A]63764g Hs.196105 ESTs 18 

443635 AI080230 Hs.134214 ESTs 17 

42B200 Ai039624 Hs.98388 ESTs 17 

452462 BE173S15 gb:RC2-HT0560-2102004)12403 HTOSeO Homo 17 

418759 AA227879 Hs.187621 ESTs 3.7 

55 450497 H641S9 Hs.15328 ESTs 17 

447785 ALJ041765 Ks.340375 ESTs 17 

451746 M86178 Hsl112S8 ESTs 17 

416321 H94331 KsJ4024 ESTs 17 

448135 AI470874 Hs.343799 ESTs 17 

60 405510 ENSP00000233779':Hypothefica!68.0kDap 3.7 

407437 AF220264 gb:Homo sapiens MOST-1 mRNA. complete od 17 

451859 m4491 Hs.252938 ESTs. Weakly simSartoALUIJIUMAN ALUS 17 

455135 AW857989 gb-PM2-CTD32B-2B1299<l03^CT0328Kamo 17 

409189 AA125984 gb3n27h08 j1 Slratagene neuroepilhelium 17 

65 420300 AA258245 Hs.l27573 Homo sapiens FKSG41{FKSG41) mRNA, compJ 17 

427726 AI359144 Ks.143688 Homo sapiens cDNA: RJ23031 fis, done L 17 

434306 AWD81757 Hs.44241 Homo sapiens cDNA: FU21447 6s. done C 17 

456354 X56411 Hs.1219 doohd dehydrogenase 4 (dass II). pip 17 

419261 X07876 Hs.89791 wingless-type MMTVIntegrHOonsRetonl 17 

70 422899 D16471 H5.121571 Human mRNA, Xq tennbul porfion 17 

447458 AI741082 Hs.156961 ESTs 17 

411421 BEZ72110 Hs.21177 ESTs 17 

439075 AF085933 HsJ292620 ESTs 17 

440947 AA910403 ESTs 17 

75 417565 Ai203405 Hs.47831 ESTs 16 

4300S6 U91935 Hs.233321 Retina-derived POl><tomaIn fador-l 16 

448658 H71739 Ks.200227 ESTs, Moderate simQar Id AS3959lhfom 16 

404561 trichcrhinophalaiigeai syndrome I gene (T 16 

^_ 429073 AA446167 Hs.47385 ESTs 16 

80 419002 T78625 Hs.268594 ESTs 16 

450630 AA010429 Hs.191939 ESTs 16 

455067 AW85453B gb'J?C3<n'02S5.200t 0^024^ CT0S5 Homo 16 

412766 AW996044 Hs.26239 Human ONA sequence ton done RP11-438B2 16 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



439481 
419622 
449821 
451193 
412701 
419611 
433563 
427235 
449045 
401132 
421105 
405264 
417675 
449988 
434763 
416379 
407557 
437956 
403510 
451722 
435681 
427125 
4242B7 
434497 
453682 
404848 
417435 
442231 
450297 
436340 
441596 



456304 
427033 
400379 
410551 
423357 
450582 
437662 
442388 
445004 
450597 
436801 
445432 
450003 
431408 
428923 
407344 
425523 
427473 
437115 
434520 
447282 
453328 
418985 
449256 
432550 
423101 
424853 
410700 
418719 
402703 
455710 
452011 
453973 
420355 
418898 
418986 
449570 
447516 
408304 
402454 
411552 
407896 
435786 
447597 
432625 



AF086294 Hs.125844 ESTs 
AA452054 Hs.1 19338 ESTs 
AI671141 Hs.211122 ESTs 

"^^"^ |f^.HN(l01«M04«M)11<10HN0(H5H««. 

AB031479 Hs.91600 . SEEKl protein 
A1732637 Hs.277901 ESTs 

A1126288 Hs.192232 ESTs „ M«o-rr. ^n^wc 

BE072483 Hs.278337 Homo sapienscDNA FU11537 ^.^^ne HE 
C12000517^oil475B712N|NP-004659.1Ia 

AA765501 Hs.125113 ESTs 

NM_030813*:Homo sapiens suppressor of po 
AI808607 Hs^781 s'^^a^ tomumeleuclne^idir^lpr 
AW372068 Hs.20l420 ESTs, Moderately simflar to ALU7 HUMAN A 
AA648618 Qtens07a11jl NCLCGAP.Ewl Homo sapiens 

N38857 Hs.203933 ESTs _,.k 
gb:H^ens mRNA for axoneraal dynan he 
Hs.203559 hypolheticd protein FU 12701 

Target Exon 
HS.4Q861 ESTs 
Hs.148979 ESTs 
Hs.97612 ESTs 

Hs.144633 hypothetical protein DKF2p434F2322 
Hs.136580 ESTs , 

gb»d71e08.r1 Soares fetal Over spleen 
ENSP000002407e9':BG153O3.1 {similar to C 
NM.0051 81 Hs.821 29 cartjonic arftydrase 111. musde specific 
Hs.222413 ESTs 

Hs.38592 hypolhetica! protein FU23342 
Hs.21606 ESTs 
HsJ206768 ESTs 

Hs.170278 ESTs . . 

gb:nc21cOZy5 Na.CGAP.Prl Homo sapiens 

Hs.192817 ESTs 

Homo sapiens ovarian cancer rdated prol 

HS.21B16 ESTs 
Hs.157505 ESTs 

G^icti RNA sequence binding factor 1 
Hs.145095 ESTs 
Hs.129485 ESTs 
Hs.148701 ESTs 
Hs.207077 ESTs 

Hs.124284 ESTs . 

gb .AV653771 GLC Homo sapiens cDNAdone 

Hs.191995 ESTs 

Hs.105738 ESTs 

Hs.188785 ESTs 

Hs.271418 Qb:ox29f07ji1 SoatesJotaUelus.Nb2HF8. 

Hs,158244 KIAA0479 protein 

Hs.252709 ESTs 

Hs.129030 ESTs 

Hs.177011 hypothetical prolBta 

Hs.197505 ESTs 

'Ara2635 Hs.346145 ESTs 

AI042330 HS.B7128 hypothetic^ protehi FU23309 

AAfl59050 Hs.59847 ESTs 

AW2972D8 Hs.164018 ESTs 

MB3941 Hs.123642 EphA3 

BE549737 Hs.1 32967 Human EST clone 122887 mariner transpose 

AA352335 Hs.65641 hypotheBcsJ protein FU2D073 
AWS75590 Hs.161707 ESTs 

BE072049 Jb!pwS^-17O10(MX)4^BT0532Homo 

||[:.We*y*rtlartoALU1JiUMANALUS 

AW968263 Hs.1 231 26 ESTs 

T66B47 Hs.194040 ESTs, Weakly similar to 138022 hypotheO 

AI123555 HSA1736 ESTs 

AAD01793 gb2h86c06j1 SoaresJetalJwr_spteen_ 

W05355 Hs.102971 hypothetical protein FU 14751 ^^^.^ 
A!fflW279 i^MR4.ST0125.15129M29^ST012SHorao 
C100250r5i|129092|spIP23270lOlJ7,RAT 0 
AW851255 gb:lIJ^0220-16020(M)66-H02 CT0220 Homo 

D76435 HS.411S4 Zlc family member 1(oddHiairedDrosophi 
H09175 Hs,26085 ESTs 

A1886036 HS213675 ESTs _ ^ ^Tnonfl4A^t« 
AI243S96 HSJ94830 ESTs. Moderately dnto toT03094 Wdn 
XJSS? gbAV654907GLCHomo8aplenscDNAclone 
A1554733 Hs.173ia2 ESTs 
AI203933 Hs.97142 ESTs 
AI435B48 Hs.172978 ESTs 
AA428240 Hs.126083 ESTs 
AW4669B3 Hs5B3949 enameDn 



AA773283 

H86374 

AA684192 

AA683362 

AL133105 

AI821803 

T79703 



W02434 
AW901347 
R42246 
AA939300 
T89832 
A!820973 
AI457449 
NM.018432 
R36730 
A1285124 
AI339732 
AA765387 
AW663442 
A1204616 
Am)1635 
AA825971 
AV653771 
AA777809 
AA504757 
8E047698 
A103S025 
AB007948 
AWZ74439 
AA744703 
AA205273 



447183 
425629 
447892 
457136 
443585 



3.6 
3.6 

ae 

3.6 
3.6 
3.6 
3.6 
3.6 
3.5 
3.5 
ZS 
3.5 
3.5 
3.5 
3.5 

as 

3.5 
3.5 
3.5 
3.5 
3.5 
3.5 
3.4 
3.4 
3.4 
3.4 
3.4 

a4 

14 
3.4 
3.4 

a4 

3.4 
3.4 
3.4 
3.4 

a4 

14 

3.4 

14 

3.4 

3.4 

14 

14 

3.4 

3.4 

3.3 

3.3 

13 

13 

13 

13 

13 

13 

13 

13 

13 

3.3 

13 

3.3 

13 

13 

13 

13 

12 

3,2 

12 

12 

12 

12 

3.2 

3.2 

12 

12 

12 

12 

12 

12 

12 

12 

12 

11 
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451399 


AUMZliO 


HS.32G72B 


450687 


AA495600 




416812 


HSlOiO 


Hs.44940 


452102 


U04343 


H3.27954 


434512 


AW139932 


Hs.188941 


458251 


Alj040927 


Hs^0422 


439950 


AW937417 


Hs.293m1 


42^9 


AA454993 


Hs. 138343 


403805 






422000 


AAd779o1 


ns.! iSuZ3 


408799 


AA059412 


Hs.479o6 


429350 


Ai754634 


Hs.131387 


430454 


AW469011 


Hs.105635 


441817 


AW969706 


Hs.293332 


427773 


AMI 2290 


Hs.98124 


415901 


H08396 


Hs.76118 


445758 


R60715 


H8.25804 


403291 






436295 


N73895 




455772 


W2B799 




418037 


AI990212 


Hs.86447 


438142 


T90309 


Hs.269851 


416423 


H5437S 


Hs.268321 


448765 


R15337 


Hs.21958 


457021 


AW968934 


AT^4AO 

Hs.173108 


420301 


AA767526 


Hs.2203u 


420721 


AA927o02 


ns.159471 


436013 


AA703419 


ns^7749 


AA4AM 

441492 


AMJiaoee 
Ali49998 


nS.14D34D 


410869 


AVVou83di 




419386 


AA236o67 




435628 


W88732 


Hs.36107 


444326 


AI939357 


Hs.Z7(l7iO 


413774 


AA131782 


Hs.i82314 


434352 


M^129505 


Hs.86492 


434269 


AK001991 


Hs3781 


416422 


>^0457 




416642 


T96118 


Hs.226313 


439182 


AF086030 


Hs.21621 








433796 


. AAB10867 


Hs.188997 


427813 


029833 


Hs^07 


405733 






426743 


AA383633 


H5^45022 


449913 


AA004696 


Hs.333016 


454096 


AW082757 




440129 


AAB65818 


Hs.174938 


410929 


H47233 


Hs.30643 


458187 


056919 


Hs^6584a 


429430 


A1381837 


HS.1S5335 


451391 


AA017410 


Hs.40568 


414951 


AW794931 


Ks.100861 



ESTs 311 

^2w05b07Al Soares.NhHMPu.S1 Konn sapi 11 

ESTs ai 

C086 antigen (CD28 antigen Dgand 2. B7- 3.1 

ESTs . 3.1 

ESTs ^ 11 

ESTs 3.1 

ESTs, Weakly slmDarb 178885 sefineAh 11 

Taipei Exon 11 

SMC2 (structurd mantenanoe of duomoso 11 

hypothetical protein MGC10940 11 

ESTs 11 

ESTs 11 

ESTs 11 

ESTs 11 

ubiquiHn carlxucyMenninal esterase LI 11 

ESTs 11 

Target Exon 11 

gb3a62d06^1 Soares fetal Ever spleen 11 

gb:52g11 Human reSnacONA randomly pAn 11 

ESTs 11 

ESTs 11 

ESTs 11 

Homo sapiens niRNA;cONADKFZp547D086 Or 11 

Homo sapiens cDNA:RJ21897 lis. dona H 11 

paired tox gene 5 (B^ lineage spedf 11 

ZAP3 protein 11 

HomQsapiensG0NA:RJ23593fi8.cloneL 11 

ESTs 11 

gb:MR1-ST0111>1110994X)M)4ST0111 Homo 11 

ESTs. Weakly similarto 138022 hypotheti 11 

ESTs 10 

ESTs 10 

ESTs 10 

small muscle protein. X-Ttnked 10 

similar to murine leudne-rich repeat pr 10 

ESTs. Moderately simitar to ZN9LHUMAN Z 10 

ESTs 10 

hypotheGca) protein OKFZp762O076 10 

gb:qd43h07.x1 SoaresJetal.he8rLNbHHigW 10 

ESTs 10 

salivary pronne-rtch protein 10 

Niy^021140':Homosaplensubiquilou8lytra 10 

ESTs 10 

ESTs 10 

gb:CMO.a0103-1208994)37-g07 CT0103 Homo 10 

ESTs. Weakly similar to S71886 Ste2(Hik 10 

ESTs 10 

myomegaQn 10 

ESTs 10 

ESTs 10 

hypotheficat protein FU14600 10 



TAB1£65B 



Pkey: Unk)ue Eos probesel UenGfier number 

CAT number Gene cluster number 

Accession: Genbank accession numbers 



Pkey 
408304 



CAT Number 
1050846 1 



409189 110687J 



410559 
410790 
410869 



411436 
411518 
411552 
412701 
412988 
413081 
413525 
416009 
416422 
418059 
416387 
418946 



1208283J 
1221131J 
1225123.1 



1245660.1 

1248692.1 

1249255 1 

1322288.1 

1342150 1 

1348563.1 

1374635.1 

1566379J 

1593811 1 

171879.1 

174731.1 

160808.1 



AW810279 BE146684 BE146693 BE146694 BE146679AW810472AWB10208 AW8103S6 AWB10193 AW178838 AW178637AW178657 AW810515 
AWB10330 AW810514 AWai0441 AWB10358 AW176852AW810359AW810322AW810327AW810211 AW178835AW810635AW6102B8 
AW810263 AW810325 AW810443 AW8 

AA12S984AA127189AA06SG75AA070377AA100017AA079891AA113255AAD75168AA082764AA063380N&46a 
AA0851 19 AA085208 AA085045 

AW7541 92 W00554 AW857797 AW754203 AW7M1 97 AW7541 93 
AW8033S7 AW803423 AW812233 R06814 

AW80d361 AWe08404 AW808386 AW808594 AW808654 AW80B813 AW808551 AW808676 AW80835O AW608406 AW808894 AW808934 

AW80882g AW808385 AW808422 AW808401 AW608409AW808760 AW808863AW808521 AW808539AW808609AW808472 AW808739 

AW808704 AW808558 AW808714 AW808420 AW8 

AW846433 AW8461 59 AW846377 AWS4652& 

AW850246 AW650251 AW8S0302 

AW851 255 AW851432 AW850955 

AW984757 AW984797 AW984734 AW984745 

BE046680 BB)46738 BE0449S8 

BE0644t5 BE064430 BE084446 

BE145e99 BE145848 6E145849 BE145653 BE145927 BE14S925 

Z43062R13213H14422 

H80457 K68709 H73528 H54335 RS7154 

AA211566 F35799AA211641 F29720 AW937387 AWg37408 

R16085 AA219028 R17712 Z44345 

A1217097AW886090W38035 W38792AA232835AW938043 
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10 

15 
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419386 
420352 
421926 
424200 
424686 
424994 
428002 
430535 
432765 
433523 
434381 



434763 
436295 
440947 
442461 
445432 
449570 
450317 
450582 
450687 
452462 
453682 
454096 
454171 
454457 



454665 

454860 

454968 

455067 

455135 

455276 

455388 

455490 

455646 

455710 

455747 

455772 

455801 

456304 

457374 



184356 1 

192979.1 

209246J 

236595J 

242486_1 

245786.1 

285602.1 

319643J 

353907^1 

368873.1 

385155J 

38929J 

392847.1 

41733.1 

505904.1 

543588.1 

63943.1 

81018.1 

831956.1 

83933.1 

84327.1 

918580.1 

977454.1 

1007449.1 

1049240.1 

1207274.1 

1225852.1 

1228599.1 

1237732.1 

1247029.1 

1252050.1 

12S4729J 

127K41J 

1287904.1 

1297826.1 

13485S7J 

1352368.1 

1355877J 

1363114.1 

1370508.1 

176820.1 

328758J 



AA300591 AW963893AA300493 
AA337221 AA336756AW966196 
AA345504 AA345251 AW963243 
AW954525 A1372685 AA349501 AI372687 H10564 
AA418703 AA418711 BE071915BE0719208E071912 
AW968485 AW968670 AA480922 BE350425 
AJ003429 AJ003367 AA564825 



AA631S34 AA533425 AA632455 AI792312 AI792311 
AF147363 T47219T47218 
AA648618 AW974389 H5177t 
N73895AJ001872 

AA910403 AI815593 W58361 AW162520AI816550 
N99828 BE079873 AI110738 AF074645 
AV653771 BE089370 
AA001793AAOO1871 

Sf2MOlf3S^ 
AM9580O AA495737 AA010736 AA654716 AA640726 
BE173515 BE173560 AI902860 
T79703T96307AU)79725 

AW753456 AW753036 AW85486B AW854862 

BE069128 BE069023 AW809375 

AW812866AW812746AW812747AW812884AW812763AW812722 

AW83S767 AW835537 BE160187 



AW854538AW854418AW854412 

AW953477 Z41970F1243ST73889 T09387 ^^,,„ 

BEII74910 BE074913 BEa74911 BEW4903 BE07«92 86074936 

S^S^reiT45BE140644BE140657BE140660BE14(l«9BE140661 

Aia2OS73A1734O77Aia20984AA225796AM26060AA2251O1 

AA493662AW897396BE154at4 
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TABUE65C 



Ptey: 
Ref: 



Strsndi 
NtjDOsRIon: 



human chromosome 22.' Dunham I. et al.. Nature (1999) 402:489495. 
Indicates 0U^ strand from which exons were predicted. 

Iwflcatea ntfJ^iM* pnsiBntifi prAritrted fixoiis. ' 



Pkey 

400633 

400746 

401132 

401459 

402145 

402454 

402703 

403242 

403291 

403305 

403333 

403371 

403433 

403481 

403510 

403667 

403805 

404003 

404561 

404592 

404848 

404967 

404995 

405264 

405321 

405348 

405510 

405549 

405733 



Ref 



7329328 

8705350 

9212270 

8018280 

7534025 

8705069 

7537817 

7230870 

8099945 

8568833 

9087278 

9719611 

9965004 

7652047 

6850483 

8140491 



9795980 
9943965 
8248547 
7523744 
6006247 
7329374 
3419846 
2914717 
7630909 
1552494 



Strand 


NLposition 


Minus 


277132-277595 


Minus 
Minus 


147703-147896 


85679-85795 


Minus 


182001-183323 


Phis 


113086-114800 




14826-15503 


Minus 


15335-15500 


Minus 


11297-12511 


Rus 


95177-95435 


Ptus 


114632-114805 


Minus 


124794-124941 


Plus 


105655-106050 


Minus 


72225-72437 


Plus 


93496-93633 


Plus 


61866^2027 


Minus 


1344-144^1545-1697 


Minus 


51483^1742,53429-53511 


Phis 


198349-199096 


Minus 


69039-70100 


Minus 


39067-39225 


Minus 


23955.24034.25141-25264 


Minus 


8994490729 


Minus 


154015-154123 


PhJS 


28556-28684 


Minus 


44654-45210 


Minus 


43310^82 


Minus 


101028-101174 


Ptus 


10878-11048 


PbJs 


124832-125051 
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Table G6A lists dioul 370 genes uiwegiilated in 6PK compaed to pioslald cancer and nomiai aduK tissues. These were selectsd ftom 59680 prabesets on the Affymelrix/Eos Hu03 
GeneCt^ array such that the raho of 'average* 6PH to 'averts' preslate cancer and nonnalad^ The 'aveiage'BPH level was set to the 

75^ percenOte amongst BPH tissues. The 'average' prostata cancer and normal adult tissue level was set to the 65^ percenlDe amongst maOgnanl prostate tissues and normal adult 
tissues, in order to remove gene-spedfic background teveb of non«pedIto 
numerator and the denominalor before the rafio was evaluated. 

TABI.E 66A: ABOUT 370 GE^€S UP-REGULATED IN BENIGN PROSTATIC HYPERPLASIA COMPARED TO PROSTATE CANCER AND NORMAL ADULT TISSUES 

TR^: m^\A bos prtate6i idfirttihfi/ mw ~~ 

ExAocn: Exemplar Accesston number, Genbank accesskm number 
UnigenelO: Unlgene number 
U^ene Title: Unigene gene tide 



R1: 


Ratio of BPH tissue to Dfostala hrnior and nomial bodv tissue 




Pkey 


ExAocn 


Unigene ID 


umgena Title 


R1 


410829 


H47233 


Hs.30643 


ESTs 


21.1 


450693 


AW450461 


Hs.203965 


ESTs 


16.7 


41B432 


M14156 


Hs.65112 


insulirt-like growth factor 1 [somatomedi 


14.2 


432473 


AI202703 


Hs.152414 


ESTs 


11.3 


446336 


AW815036 


Hs.151251 


ESTs 


10.9 


407275 


AI364188 




gb:(tw34h07j(1 Na_CGAP_Ut4 Homo sapiens 


10.7 


428134 


AA421773 


Hs.161008 


ESTs 


10.2 


400297 


AI127076 


HS.3D6201 


hypothetical protein DKFZp5640127B 


9.6 


433466 


AA508353 


Hs.105314 


relaxlnl(HI) 


9JS 


415293 


R49462 


Hs.106541 


ESTs 


9.1 


458072 


Ai890347 


Hs.271923 


Homo sapiens cONA: FLJ2278S fis. done K 


as 


428927 


AA441837 


H8.g0250 


ESTs 


u 


420345 


AW295230 


Hs.25231 


ESTs 


8.5 


453387 


AI990741 


Hs.252809 


ESTs 


&2 


454457 


AW753456 




gb:QV2-CT0261-26109W)11-dll CT0261 Homo 


7.7 


441247 


AW118681 


Hs.128051 


Homo sapiens thymic stromal lymphopoieti 


7.5 


431576 


M76665 


Hs.275215 


hydroxysteroid (1 1-teta} dehydrogenase 1 


7.4 


400080 






Eos Control 


7.4 


431448 


AL137517 


Hs.306201 


hypothetical protein 0KFZp564O1Z78 


7.4 


404592 






NM^022739^Homo sapiens E3 tibk{uilin lig 


7^ 


420352 


eE2S8835 




gb:601117374F1 NIHJft3CJ6 Homo sapiens c 


7.3 


438231 


AW594539 


Hs.155689 


ESTs 


7.3 


410330 


AW023630 


HS.15942S 


ESTs 


7.2 


449300 


AI656959 


-Hs.346514 


ESTs 


7.1 


449249 


T52285 


Hs.193115 


Homo sapiens mRNA for KIAA1764 protein, 


7.0 


426384 


AI472078 


Hs.303662 


hypothetical protein FU13189 (FU13169) 


6.8 


454171 


AW854832 




gb:aV2-CT0261.201099^11-f05CT0261 Homo 


6.6 


408197 


AA282262 


Hs.107410 


ESTs. Weakly similar to A46010 )Unked 


6l6 


429732 


U20158 


Hs.2488 


lymphocyte ^osdic protein 2 (SH2 doma 


6i6 


421154 


AA284333 


Hs.287631 


Homo saptens cONA FU14269 fis. done PL 


6.5 


431467 


N71831 


HsJ{56398 


Homo sapiens mRNA: cDNA OKFZt>434B)52B (f 


6.5 


424433 


K04607 


H8.9218 


ESTs 


6.5 


442481 


N99828 




gb2a32c04j1 Soares fetel Over spteen i 


6.4 


425312 


AA354940 


Hs.145958 


ESTs 


6l4 


426140 


AF1317g8 


Hs.343768 


Homo sapiens done 251 19 mRNA sequence 


&4 


440911 


AA909538 


Hs.143562 


ESTs 


6.4 


400533 






ENSP00000209376*PRED65 protein (Fragmen 


6J2 


418310 


AA814100 


Hs.86e93 


ESTs 


6.2 


403667 






Target Exon 


&1 


436396 


AJ683487 


Hs.152213 


wingless-type MMTV Inlegratian site fami 


6.1 


404003 






Target Exon 


5.9 


424853 


BE549737 


Hs.132967 


Human EST done 122887 mariner transposo 


5.9 


438138 


R98299 


Hs.177502 


ESTs 


5.9 


424940 


AA985308 


Hs.283902 


ESTs 


5.8 


434485 


At623511 


Hs.1 18567 


ESTs 


5.8 


453200 


AA033832 


Hs^12433 


ESTs 


5.7 


428002 


AA418703 




gb2v98c03^1 Soares.NhHMPu.S1 Homo sap! 


5.7 


424850 


AA151057 


Hs.153498 


chromosome 18 open reading frame 1 


5.6 


445444 


AA380876 


Hs.270 


pteckstlin homotogy, Sec7 and ooiled/bd 


6.6 


443361 


AI792628 


Hs.133273 


ESTs 


5.6 


421513 


X00949 


Hs.105314 


rBlaxln1(H1} 


&5 


439079 


AF085937 


Hs.38348 


ESTs 


&S 


430635 


AW968485 




gb:ESn80561 MAGE resequences, MAGJ Homo 


5.5 


436578 


AI091435 


Hs.134859 


ESTs 


5.5 


424051 


AL110203 


Hs.138411 


Homo saptens mRNA; cDNA DKFZpS86J1922 (f 


5.4 


421863 


AI952677 


Hs.108972 


Homo saptens mRNA; cONA DKFZp434P228 (fr 


&4 


435072 


AW592176 


Hs.1 16932 


ESTs 


&4 


435375 


AI733610 


Hs.187832 


ESTs 


5.4 


444609 


AWS7165g 


Ks.278081 


ESTs 


5.4 


416602 


NlyL0061S9 


Hs.79389 


nd(chktoiHike2 


5.4 


433087 


AI720686 


Hs.152520 


ESTs 


5.3 


439092 


AA630149 




gbxc44ms1 Na.CGAP.GCB1 Homo saptens 


5.3 


437267 


AW511443 


H3.258110 


ESTs 


5.3 


441916 


AA993571 


Hs.129075 


ESTs 


5.3 


452784 


BE4638S7 


H5.151258 


hypothetical protein FLJ21062 


5.3 


452531 


AM29462 


Hs.293946 


ESTs. Viteddy shiiiar to 138022 hypotheO 


5.3 
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5 

10 

15 

20 

25 

30 

35 

40 

45 



Hs.123642 EpllA3 mm 
Hs.72325 Human DMA sequence from done RP1-187Jn 
Kis 9fiS712 ESTs 

gb:lL3^0214-15030(W)S5-H06 00214 Homo 
Hs.44553 unc5(C.etegansho{nolog)c 



423101 M83941 

437587 AI591222 

415890 H08225 

454968 AWB49046 

S frs.291631 

446495 D60923 HS.1S3460 ESTs 

422906 U80773 

427726 AI359144 
426748 AL04B409 
436338 W92147 
416706 AA314676 



450582 AI339732 

420533 A1809510 

438447 A1082B83 H8.30732 



50 

55 

60 

65 

70 

75 

80 



Hs 1215B0 Human EST done 42944 mariner transposon 

Hs.143688 Homo sapiens cONA: FU23031 fis. done L 

Hs.97177 ESTs.WealdysimilartoALU1JiUMANALUS 

Hs.1 18394 ESTs 

diB7GB AA3i4t>fo Hsi8894S hypoOwficaipnJlBin FU 13448 

S Ite.174936 KT8.Vft«idys!mllarbS71B86Ste2im 

445238 AA883971 Hs,187506 f^^^^^^,^, 

Hs 118971 ESTs 

^ _ Hi30732 hypolhefical proton FU13409;KIAA1711 

S lUaWysin^l.»oDYH9.HUMANaUA 

S AmS662 gb:nh05d12i»1Na.CGAP_Thy1Hompsaplen8 

408829 NM 006042 Hs.48384 heparan sulfate (glucosamine) 3-O^ot 

448041 AW292769 Hs.206228 ESTs »^<fc.* 

457653 AI820719 Hs.154662 DnaJ(Hsp40)homcteg. subfamily A. membe 

450497 H64159 Hs.15328 ESTs 

438132 AA9O7076 Hs.122060 ESTs 

5^'3 S gwea«ys*toK.AAl353^td„ 

S S9 gSi^86g05j(lNa.CGAP.Ui24Homosapiens 

443635 A10B0230 Hs.134214 ESTs 

430172 AA468591 Hs.161889 ESTs 

452843 AI796769 HS.2D8320 ESTs iifCM«e rf«n«HF 

427302 AA400540 Hs,135282 HomosaplenscD^U^FU11554^*™^^ 

452031 AA741314 Hs.865 fW'l^ member dRAS oncogene famBy 

423789 AK002084 Hs.132851 hypolhetical protein FU1 1222 

417173 U61397 Hs.81424 "biquM(e Usenlnn) 

420931 AF044197 Hs.100431 small Inducible cytokine B subfam8y (Cy 
M993S2r HS^OZ 

419511 AA429750 Hs.75113 general transcription factor IIIA 

447058 A1939456 Hs.160870 ESTs 

428218 AA424266 Hs.123642 Ep»iA3 

430697 AA484207 HsJ211857 ESTs ^kiao iiai-k^ donaMA 

433280 AA581404 Hs,289037 Homo sapiens CDNAFU14135 lis, done MA 

449821 A1671141 Hs.211122 ESTs 

420905 AA521307 Hs.186651 ESTs 

439752 T78968 Hs. 14411 ESTs 
452055 AI377431 Hs.141693 !5rP<>»^*^P^^"^^°^^ 
430188 AU)49242 Hs.234794 Homo sapiens mRNA; CDMA DKFZp564B083(tr 

423352 AA324808 Hs.193576 ESTs 
438042 AW296971 Hs.18061O ESTs 

452978 AA029994 Hs.61523 ESTs 

420154 A1093155 Hs.95420 JM27 protein 



428249 AA130914 Hs.183291 fjiw^fi^^f^^'^^^j. .^^^cfc don«H 

442242 AV647908 Hs.90424 Homo sapiens cDW^ FlJ2^85 lis. done H 

452498 AK000101 Hs.29700 hypolheficd piol«n FIJ20M4 

459ffi7 AW977555 Hs.291735 ESTs. Weddyshto to 178885 serineflh 

433597 AA708205 Hs,100343 ESTs 



Hs,16247 



Hs.40730 
HS.S6023 
Hs.121513 



416312 W02640 

420111 AA255652 

459045 N69101 

409705 M37762 

433433 AI692623 

427908 AA417272 Hs.24122 

432765 AJ003429 

413525 BE145899 

420355 AW968263 Hs.123126 ESTa 

427521 AW973352 Hs,290685 ESTs 



COIB 

ESTs. Weakly sinto to 2004399Adm)mo5 
gb2s21li1lJ1 NCLCGAP.GCBl Homo sapiens 
ESTs 

bidn^lertved neurotrophic factor 
Homo sapiens done ra-l placenlaexpres 

flbA1003429 Selected chromoscmB 21 cDNA 
Ob:iyiRO.HT020ft-221299-204*10 HT0208 Homo 



458912 Ai911065 
410790 AW803357 
415245 N59650 



ESTs 



cols 

gb:iL24JM0079O90300mAD8UM0079 Homo 
Hs.27252 ESTs 

434360 AW015415 Hs.1277B0 ESTs mimuiiuawa 
442786 H5a733 Hs.256261 ESTs, Modeialdy similar to ALU8JiUMAN A 

Hs^07077 ESTs 

gb:EST41944EftdomdriailumofHomosapiB 

Hs^69990 ESTs 



450597 A1701635 

424200 AA337221 

445206 A1350199 

438431 AW20786Q Hs.293116 ESTs 

448152 Ai741053 Hs.170770 ESTs 

438875 m2im Hs.189059 ESTs 

4fl074B Tsmet Exon 

413081 BE064415 gb:RC4^T0311.24119W)12-b03 BT0311 Homo 

404967 TaigelExon 



427203 AW529517 Hs244855 ESTs 



5.3 

5.2 

5.2 

5.2 

5.2 

&2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.1 

5.1 

5.1 

5.1 

5.1 

5.1 

5.0 

5.0 

5.0 

5.0 

5.0 

4.9 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.7 

4.7 

4.7 

4.7 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.6 

4.5 

4.5 

4.5 

4.5 

4.5 

4.5 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.3 

4.3 

4.3 

4.3 

4.3 

4,3 

4.2 

4.2 

4.2 

4.2 

4.2 

4.2 

4.2 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4.1 

4,1 

4.1 

4.1 

4.0 

4.0 
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442338 AI761976 Hs.1S6080 ESTs 4.0 

455276 BE176479 gb:RC34iT0565-16030»122WHTOS85Homo 4.0 

452903 AI953425 Hs.345291 ESTs. WeaUysfmSar to 138022 hypotheii 4.0 

435136 R27299 Hs.10172 ESTs 4.0 

5 416760 HB5182 Hs.191327 ESTs. Highly similar to KIAA1102 protein 4.0 

421312 AA824627 Hs.291670 ESTs 4.0 

441558 AI733322 Hs.127176 ESTs 4.0 

441735 AW292779 HsJlB2 ESTs 4.0 

443682 AJ001531 HsJ?2404 protease, serine, 12 (neurotrypsin, moto 4.0 

10 434222 AF119886 Hs.283941 Homo sapiens PR02591 mRNA. complete cds 3.9 

420301 AA767526 Hs.22030 paired box gens 5 (B^xIlBneagospedf 3.9 

429066 AA868555 Hs.178222 ESTs 3.9 

435878 R08330 Hs.20152 ESTs 3.9 

447530 AW192063 Hs.24a865 ESTs, Moderately similar to JC5238galac 3.9 

15 412988 BE048680 gb:hn42h03j(1 Na_CGAP.R0F2 Homo sapiens 3.9 

410196 AI936442 Hs.59838 tiypolheM protein FUIOSOS 19 

411084 T18987 Hs.125472 ESTs, Moderately SimBar to KIAA0877 pro aS 

419629 AB020695 Hs.91662 KIAA0888 proteb 3.9 

455646 BE064420 gb:RC4^0311*241t994)12«08BT0311 Homo 3.9 

20 414441 AA234759 Hs.132950 ESTs 3.9 

425810 A1923627 Hs.31903 ESTs 3.9 

409111 AL043382 Hs.7984 pleckstrin homology. Sec7 and coQed/coi 3.9 

411479 'AW848047 gb:n3CT0214-29129^-A12 CT0214 Homo 319 

440450 AI333129 Hs.156147 ESTs 3.8 

25 428342 AI739166 Homo sapiens cDNAFyi3458fis. done PL 3.8 

431421 AW969118 Hs.108144 ESTs. Weakly sbnlar to unnamed protein 3.8 

416009 Z43062 gb:HSC12E041 nomialized infant brain cON Z.B 

416534 H69043 HsZ!4961 Homo sapiens cDNAFU14366fis« clone HE aS 

407198 K91679 gb:yv04a07j1 Scares Eelairiver spleen aS 

30 419831 AW448930 Hs.5415 ESTs 3.8 

424830 AW270560 Hs.189311 ESTs. Weakly sNIar to putaOva pi 50 (H aS 

431447 AASQ5138 Hs.291341 ESTs aS 

435932 W03928 Hs.1 14524 ESTs 3.8 

442447 AA999723 Hs.l29607 ESTs aS 

35 403242 Target Exon ao 

433908 AW298141 Hs.157975 ESTs aS 

454037 AW998716 gb:PM4^N0067.2503(XM)02-f11 BN0067Homo 3.7 

432101 AI918950 Hs.123&42 EphA3 a? 

418759 AA227879 Hs.1B7621 ESTs a? 

40 452462 BE173S15 gb:RC2-HT0560-2102(MM1 2403 HT0560 Homo a? 

448568 AA149121 Hs71947 ESTs a? 

447785 AL041765 Hs.340375 ESTs a? 

451746 M86178 H3,311258 ESTs a? 

436345 AA873008 Hs.121572 ESTs a7 

45 446862 AV660697 Hs.28Z700 ESTs a7 

419875 AA8S3410 H5J3557 preehkephaKn a? 

421040 AA715026 Hs.135280 ESTs 3.7 

454860 AW835787 gb:QV44.T0016-240200-1ia«)8LT0016Homo . 3.7 

^_ 450687 AA495800 gbaw05b07.8l Soares_NhHMPu_S1 Homo sapl 3.7 

50 407437 AF220264 gb:Homo sapiens MOSM mRNA. complete cd 3.7 

431474 A1133990 Hs.190642 CEGP1 protein Z.7 

448004 AW451477 Hs.257456 ESTs a7 

419261 X07876 Hs.89791 wingless-type MMTV IntegraOon site fami a? 

422899 016471 Hs.121571 Human mRNA, Xqtenninal portion 3.7 

55 439075 AF085333 Hs.292620 ESTs a7 

440947 AA910403 ESTs a7 

447458 AI7410B2 H8.1S8961 ESTs a7 

403481 Target Exon 3.6 

404561 trichorhlnophalangeal syndrome I gene (T a6 

60 417565 AI203405 Hs.47831 ESTs aO 

430096 U91935 Hs.233321 Refin»teriV8dPOU4omab(factor-1 a6 

448658 H71739 H3.200227 ESTs. Moderately slmSar to A53959throm a6 

449855 AI021987 Hs.59970 ESTs 3.6 

450630 AA01C429 Hs.1919» ESTs a6 

65 455067 AW854538 gb:RC3^0255*20010O^4-bO2CT0255Homo 3.6 

423566 AW976434 Hs.3623 hypothetical protein RJ11220 3.6 

451193 N29850 Hs.44098 ESTs 3.6 

42W26 AI831190 Hs.166676 ESTs aS 

426917 AA913814 Hs.172854 DKFZP586B0923 protein 3.6 

70 429430 AI381837 Hs.155335 ESTs a6 

433563 AI732637 Hs.277901 ESTs a6 

443744 A1084326 Hs.271548 ESTs. Weaidy similar to 178885 serine/th 3.5 

456373 BE247706 Ks.89751 membrane-spanning idomains, subfamiiy A 15 

„^ -419589 AW973706 Hs.201925 Homo 8aptenscONAFU13446Ss, dona PL a5 

75 401132 a 20005ir:gI)475B712I(ef|l4PJ)046S9.1ia aS 

421105 AA766501 Ks.125113 ESTs aS 

435m AI018174 Hs.42936 ESTs aS 

434763 AA64861B gb*Jis07a11Jl NCI.CGAP.Ew1 Homo sapiens aS 

449988 AW372068 H5.201420 ESTs. Moderately simQar to ALU7JUJMAN A 15 

80 450216 AA873345 Hsi0226 Homo saptens. done lMAGE:382163a. mRNA. 15 

403510 Target Exon 3.5 

435681 AAS94192 Hs.148979 ESTs aS 

451722 H86374 H^40861 ESTs aS 
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430B65 
444800 
428647 
412775 
429643 



A1073424 

AW119071 

AA830050 

AA709046 

AA455889 



443324 R44013 
430124 AW204994 



A1760833 
AA728964 

AI350337 
AL133S00 



430701 
436714 
404848 
408480 
412494 
417435 
430403 
436340 
441596 
442231 
447124 

450297 AW901347 
453682 T79703 
456995 
405510 
400379 



Hs.5232 
Hs.1 53287 
H5.124344 
Hs^7552 
Hs.167279 
Hs.164225 
Hs.253450 
Hs^93971 
Hs^3399 

Hs.164568 
Hs.792 



HSPC125 protein 

ESTs 

ESTs 

Homo sapiens mRNA; cONA DKFZp586N2424 (f 

mE^ngerKsonlalriingRabS effector pto 

ESTs 

ESTs 

ESTs 



T89832 

NM-018432 
419964 AA811657 
427033 AI457449 
AA906427 



30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



AWB80514 

R256B5 

A)126288 



AW451999 Hs.194024 
AA927802 Hs.l 59471 
Hs.188578 
Hs.146381 
Hs.211933 
Hs.192232 
Hs^21190 
BE047698 Hs.188785 
AA504757 Hs.105738 
AAB25971 Hs.124284 
AV653771 
AA777809 
AW300021 
AB007948 
AW274439 
AA205Z73 



ESTs 

ENSP0000024076r:B6153O3.1 (slmHarteC 
fibroblast growth factor 7 (keraflnocyte 
ADP-ribosylalion factor domain protein 1 
NKUiosTsi Hs,821 29 carbonic anhydrase 111, musde specific 
AF039390 Hs.241382 tumor necrosis lactor (Ugand) supertami 
R42246 Hs.21606 ESTs 
AA939300 Hs.206768 ESTs 
W02434 Hs.222413 ESTs 
AW976438 Hs.17428 RBPI-Ike protein 

Hs,38592 hypothetical protein FU23342 

gb:yd71e08.r1 Soares fetal Bver spleen 

Hs.170278 ESTs ^ 

ENSPO0000233779^Hypolhelical 68.0 ld)a p 
Homo sapiens owartan cancer related pro! 

Hs.220913 ESTs 

Hs.192817 ESTs 

422321 AA906427 Hs.181035 hypothetical protein MGC11 296 ^ 

430829 AW451999 Hs.194024 ESTs 

420721 AA927802 H3.159471 ZAPS protein 

433628 AI821784 Hs.1 88578 ESTs 

RNA binding motif protein, X chromosome 

collagen, type Xill, alpha 1 
ESTs 

gb;QV3.OT0063.290300-135HK)4 OT0063Hoino 
ESTs 
ESTs 
ESTs 

gb AV653771 GLC Homo sapiens cDMA done 

Hs.19l9g5 ESTs 
Hs.170685 ESTs 
Hs.168244 K1AA0479 protein 
Hs.252709 ESTs 
Hs.1 7701 1 hypolheticd protein 
Hs.197505 ESTs 
Hs.17585 KIAA0801 gene produd 
432229 AW290978 Hs.143587 ESTs , ^„ 

418985 AI042330 Hs.87128 hypothetical protein FU23309 

S '''''''' ^b^4M.BT0532.170100^6BT0^2Homo 

S AA258245 Hs.127573 Homo sapiens FKSG41 (FKS641) mRNA. compi 
TM853^ Hs.7538 g^^Q^QI 79^0300-143*02 CTOITS Homo 
AA281062 Hs^93 hypothetical protein FU20142 
AW293716 Hs.53126 ESTs 
429318 AWB61930 Hs,102500 hypothetic^ protein dJ5mi6.2 
444246 H932ai Hs.l0710 ^ypolhetlcd protein FUM417^ ^^^^ • 
Hs.61993 ESTs, WeaWy similar to AI.U1J1UMAN ALU S 
HS.1365B0 ESTs 

WI340 proton Gaol 
ESTs 
ESTs 
ESTs 

hypothetic^ protein FU14751 
gb2h86c06j1 Soares JetdLrwer^spleen. 
gb:EST366595 MAGE resequences. MAGC Homo 
Mar to murine teudne-rich repeat pr 
Target Exon 
ESTs 
ESTs 

ESTs, Moderately similar to T03094 Atan 
ESTs 
ESTs 

gbAV654907 aC Homo sapiens cONA done 
ESTs 
ESTs 

dccbol dehydrogenase 4 (dass II). pi p 
ESTs 

origin recognition complex, subuntt 3 (y 
ESTs. Weaidy similar to A4G010 )Uinked 
int]^.beta8 
oentrosomal protein 1 
hteftlinedecatboxylase 

gb:tk13e01 Jtl Na.CGAP„lJu24 Homo sainens 
454665 AVWiaeS QbJ?C3^018M001004)17«3ST01B5Homo 
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436703 
429716 
427235 
459646 
428923 
431408 
438801 

445432 

450003 

448108 

425523 

427473 

434520 

447282 AI989g63 

447182 BE241868 



416662 
411436 
420851 
426715 



453973 
434497 
439306 
420608 
4189B6 
438118 
447516 
44S570 
424994 
417575 
402145 

448131 A167S054 



AI291895 
A1821803 
BE220199 
BE548277 
AI123555 
AW753311 
W0S3S5 
AA001783 
AW954525 

Aisoseo? 



Hs.103104 
Hs.81796 
Hs.346690 
Hs.102971 



422352 
432625 
447183 
447597 



Hs.3781 

Hs.200481 
Ks.99200 
Hs,94830 
Hs.173182 
Hs.213675 

HsJ!60274 
Hs.1 32586 
Hs.1219 
Hs.1 18502 

Hs.74420 

AW611703 Hs.190173 
AI538323 Hs.52620 
NM-007018 Hs.g7437 
422165 AIi)41199 Hs.1481 
AI458682 



415467 
434408 
456354 
453789 



AA766296 

AI243596 

AI554733 

AI886036 

AV654907 

R60891 

AI031771 

X56411 

AA628517 



412666 AIJ06O116 
418319 
419088 
420397 



3.5 
3.5 
3.5 
3.5 
3.5 
3.5 

a4 

3.4 
3.4 
3.4 
14 
3.4 

a4 

3.4 

3.4 

3.4 

3.4 

3.4 

U 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

3.4 

a3 
a3 

3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
33 

a3 

3.3 

3l3 

3.3 

3.3 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

3.2 

12 

3.2 

3.2 

3.2 

12 

12 

3.2 

12 

12 

12 

12 

12 

12 
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405321 






TogetExon 


429569 


AM54993 


H$.138343 


ESTs. WeaMy simflar to 178885 serinefth 


434512 


AW139932 


Hs.168941 


ESTs 


452102 


U04343 


HS27954 


C086 antigen (C028 antigen ligand 2, B7* 


433444 


AW975324 


Hs.129816 


ESTs 


410821 


All 14811 


H5^2526 


ESTs, WeaMy similar to TDQ365 hypoQiea 


415861 


Z43123 


Hs.144513 


ESTs 


422299 


AK000181 


HS.114SS6 


hyp0lh86caIpioleinaJ2O174 


432527 


AW975028 


Ks.102754 


ESTs 


427773 


AA412290 


Hs.98124 


ESTs 


441617 


AW969706 


Hs.293332 


ESTs 


416812 


H91010 


Hs.44940 


ESTs 


417958 


AA767382 


Hs.193417 


ESTs 


407426 


AF129533 




gb:Honio sapiens F-box piotein R3i3b (FBL 


416423 


H54375 


Hs.268921 


ESTs 


418037 


Ai990212 


Hs.86447 


ESTs 


419197 


N48921 


HS^441 


K1AA1515 protein 


420179 


N74530 


Hs.21168 


ESTs 


436295 


N73895 




gb2352d06^1 Soares fetal Iver spleen 


405548 
423595 


RB2826 


Hs^02 


Target Exon 
ESTs 


412533 


AA679863 


Hs^980& 


ESTs 


434072 


H70854 


H5^83059 


Homo sapiens PRO1082 mRNA. complete cds 


405264 






NM_03081 T'MaoiO sapiens suppressor of po 


410B69 


AW808361 




gb:MR1-ST0111-1110994)03-I04STOl11 Homo 


425354 


U62027 


Hs.155935 


complement component 3a receptor 1 


441492 


AI149998 


Hs.146346 


ESTs 


447078 


AW885727 


Hs.9914 


ESTs 


435021 


AA922192 


Hs.54709 


ESTs 


408832 


AWD85690 


Hs.63428 


ESTs. VieOOf similar to Z195.HUMAN ZINC 


450580 


N40087 




ESTs 


432319 


AW510770 


Hs.128388 


ESTs 


453713 


R20640 


Ks.79133 


cadlierin 8, type 2 


445784 


AI253155 


Hs,145065 


ESTs 


416642 


T96118 


Hs.226313 


ESTs 


416946 


AI217097 




gbxid43tia7ji1 SoaresJetaUeartjn)KH19W 


433796 


AA810867 


Hs.186997 


ESTs 


439182 


AFD86030 


H&21621 


hypothelicat protein DKFZp762O076 


404995 






ENSP00000251890*:MonQcyticteukendazfa)C 


444794 


AI419991 


Hs.145225 


ESTs 


443634 


H73972 


Hs.134460 


ESTs 


420133 


AA426117 


HS.15S543 


ESTs 


407829 


AA045084 


Hs.29725 


hypothetical protein aJ13197 


426743 


AA383833 


Hs.245022 


ESTs 


442326 


H92962 


Hs.124813 


hypothetical prolein MGC14817 


449913 


AA004696 


Hs,333016 


ESTs 


454096 


AW062757 




gb:CMW:T0103-120899^7-g07 CT0103 Homo 


419622 


AA452054 


Hs.119338 


ESTs 


449745 


AI688593 




gbyt38a05j(5 Soares breast SNbHBst Homo 


428412 


AA42B240 


Hs.126083 


ESTs 


428200 


AI039624 


H3.98388 


ESTs 


414951 


AW794931 


Hs.100861 


tiypotheCcal pnM aj14600 


431869 


AA521136 


Hs.190176 


ESTs 


451391 


AAD17410 


Hs.40568 


ESTs 


452959 


AI933416 


Ks.189674 


ESTs 



ai 
ai 
ai 

3.1 
3L1 
3.1 

ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 

3.1 

ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 

3.0 

ao 
ao 
ao 
ao 
ao 
ao 

3.0 

ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 

3.0 

ao 

3.0 

ao 
ao 
ao 
ao 
ao 
ao 
ao 



TABLE 66B 



Pkey: Uni(;ue Eos probeset Identiiier number 

CAT number Gene duster number 

Acoessfan: Genbanfc aeeession numbers 



Pkey, 

410790 
410869 



411438 
411479 

412988 
413081 
413525 
416009 
418948 
420111 
420352 
424200 
424994 
428002 



CAT Number Accession 



1221131.1 
1225123J 



1245660,1 
1247077J 

1342150J 
1348563J 
1374535.1 
1568379J 
180808_1 
190755J 
192979.1 
236595.1 
245786.1 
285602.1 



AW803357AW803423AW812233 R06814 

AW808361 AWB08404 AVV808386AW808594AVV808654 AVVa08813AVtf80B551 AW808676AW808350AW608406AW80B894AW808934 
AW808829 AW808385 AWa08422 AW808401 AW808409 AW808760 AW808883AW808521 AW808539 AW808609 AW808472AW808739 
AW808704 AW808558 AW608714 AW808420 AW8 

AW846433AW846159AW846377AW846528 ^ ^^^^ 

AW848047 AW848202 AW848831 AW848142 AW848702 AW848121 AW848632 AWB48140 AW848571 AW848009 AW848067 AW848069 

AWB4890SAW848214 

8E046680BE046738BE044958 

BE064415 BE064430 BE064448 

BE145899 8E145848 BE145849 BE145853 BE145g27 BE14S925 
Z43062R13213H14422 

AI217097AW886090W38035 W38792AA232B35AW936043 
AA2S5652 AA280911 AWg67920AA262684 

BE258835 AW968316 AA258918 AW843305 R14744 AI580S88 BE071923 R36280 

AA337221 AA338756AW966196 

AW954525 AI372685 AA349501 A1372687 H10564 

AM18703 AA418711 88)71915 BE071920 BE07191 2 
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15 



428342 

430535 
432765 
433523 
434763 
436295 
439092 
43330B 
440947 
442481 
445432 
448044 
449570 
449745 
450317 



290035^2 

319643^1 
353907^1 
368873_1 
392847.1 
41733.1 
468554_1 
47088J 
505904^1 
543588.1 
63943^1 
747196.1 
81018J 
814534.1 
831956.1 





4S058D 


83929.1 


20 


450582 


83933.1 


450687 


84327.1 




452462 


918580.1 




453682 


977454.1 


25 


454037 


996287_1 


454096 


1007449.1 


454171 


1049240.1 




454457 


1207274.1 




454665 


1228599.1 


30 


454860 


1237732.1 


454968 


1247029.1 


455067 


1252050.1 




455276 


1272541.1 




455646 


1348557.1 


35 


455710 


1352368.1 


457374 


328758.1 


458912 


823104.1 



AI739168 M426249 AI199536 AW505198 AW977291 
AI092404AI085630AA731340 
AW968485 AW968670 AA480922 BE350425 
AJ003429 AJ003367 AA564825 
H29882AW665S33AW149901 
AA648618AW974389 H51771 
N73895AJ001872 

AA830149 AW978407 ^A85983 AW503637 
BE220199 W01813AF086118 N70760 BE221405 
AA910403 A1B15593 W58361 AW1 62520 AI816550 
N99828 BE079873 All 10738 AF074645 
AV653771 BE089370 

AI458682 H24240 R14537 R18426 AW867082 
AA001793AA001871 

AI66B593 AI820774RB6205 H39971 H22177 H26241 
A1692689R14223R18395 
N40087H12925AA460775 
AW816892 AW816941 AW816578 AA029ia3 
AA164518 AA730973 W00417 W65303 



AA8245a3AA883419AAr24079AI015524AI377728AW293682AI928140AA731438 



AA495B00 AA495737 AA010736 AAB54716 AA640726 
BE173515 BE173560 A1902B60 
T79703T96307AIJ07972S 
AW998716 AW022148 N68020 



AW854832 AW854798 AW8S4857 AW854816 AW854834 AW854817 

AW753456 AW753038 AW854868 AW854862 

AW812866 AW812746 AW812747 AW812884 AW812763 AW812722 

Sor6SSAW847957AW848279AW848698AW849034^^^^^^ 

SS^bSbeu^ 

iKrEr4rBS^ 

AM93662 AW897396 BE154814 

AI91 1066 AI933734 AI680888 AJ(103599 



40 



45 



50 



55 



60 



65 



Pkey; 
Reh 



Strand: 
KLDOslSon: 



^ine 22.' Dunham 1. el aL, Nalure (1999) 402:489495. 

liidteaiBsDNAslraftdftom which axons were pred^ ^ 

inifeatMnudeoSdBDodBonsofwgnctedex^ , " 



Ptey 

400533 

400746 

401132 

402145 

403242 

403481 

403510 

403667 

404003 

404561 

404592 

404848 

404967 

404995 

405264 

405321 

405348 

405510 

405548 



R0f 

6981826 
7329328 
8705350 
8018280 
7637817 



76S2047 
6850483 



9795980 



8248647 
7523744 
6006247 
7329374 
3419846 
2914717 
7630909 
1532158 



Strand 


NLposiilon 


Minus 


277132-277595 


Minus 


147703-147896 


Minus 


85679^795 


Plus 


113086-114800 


Minus 


11297-12511 


Plus 


93496-93633 


Plus 


6186&62027 


Minus 


1344-1442,1545*1697 


Plus 


198349-199096 


Mnus 


69039-70100 


Minus 


39067-39225 


Minus 


23955-24034.25143-25264 


Minus 


89944-90729 


Minus 


154015-154123 


Phis 
Minus 


28556-28684 


44654-45210 


Minus 


4331(M3462 


Minus 


101028-101174 


Rus 


11552-11686 



70 TABl£67A:6896ENESUP4lEGUlATEDINPROSTATECANCeR(X)MP^^ 

T^67A,^-«.««^«rKeoula.din^^^ 
araythatshouradsomeexpresstoihhur^^ 

tissues was greaterthanoreaualtoZ^The-s^^^ non- 
to the 8591 p8n»nlil8 amongst nonHTiangnartfissues. In cKde^^ *^ 
maBgnanl tSies was sutrtracled fcom both the numerator 



75 



Pkey: UniquB Eos prot)eset{den6fier number 
ExAccn: Exemplar Accession number, Genbank accesdon number 
80 UnigenelD: Unigene number 
Unigene Title: Unigene gene tUlD 
R1: Raiio of tunnor to noimal body tissue 
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80 



Pfcey 


ExAccn 


UnigendD 


IMQeneTUto 


R1 


448999 


AF179274 


Hs.22791 


transmembrane protein wfOi EGBIike and 


732 


426747 


AA535210 


Hs.171995 


kallikrein 3, (prestslBspeciOc enOgen 


65.0 


432441 


AW292425 


Hs. 163484 


ESTs 


S6.0 


446057 


AI420227 


H5.149358 


Tfp-p8 transient receptor potential cati 


SSi) 


400302 


N48056 


Hs.283g46 


folate hydrolase (prostate-specific memb 


48.1 


4145G9 


AF109298 


HS.1182S8 


pnstelBcsuiersssocialBd protein 1 


41.4 


432240 


Ate94767 


Hs.129179 


Homo $aptens cONA RJ13581 lis. done PL 


40.3 


419526 


A1821895 


Hs.193481 


ESTs 


35.9 


400298 


AA032279 


Hs.61635 


six transmentrane epMai antigen of 


35.7 


400299 


X07730 


Hs.171995 


kaflikrdn X (prostate specific ant^en 


34.9 


453370 


AI470523 


HS.13933S 


ATP-tinding cassettfti sub-temBy C (CFTR 


33.9 


409731 


AA12S985 


Hs^6145 


thymosin, bel% tdenfified In nsuroUast 


32.8 


424099 


Ai=071202 


HS.13S336 


ATP-t)indIng cassette, sub^^mPy C (CFTR 


32.6 


400292 


AA250737 


Hs.72472 


BMP-R1B 


28.8 


400287 


S39329 


Hs.181350 


kalliladn 2. prostalic 


28.8 


425075 


AA506324 


Hs.1852 


add phosplelase, prostate 


28.6 


409361 


NM_005982 Hs.54416 


sbie octiBs homeobox (Orosophila] homdo 


27.8 


415539 


AI733881 


Hs.72472 


BMP4^1B 


27jO 


428819 


A1135623 


Hs.193914 


K1AA0575 gene product 


25.7 


409262 


AK000631 


Hs.52256 


hypotlielical protein FU20624 


25.5 


432374 


W68815 


Ks.301885 


Homo sapiens cONA iaJ11346 fis. done PL 


243 


407166 


R45175 


H8.117183 


ESTs 


24.5 


400296 


AA305627 


Hs.139336 


ATP-binding cassette, sub-family C (CFTR 


23.6 


428336 


AA503115 


Hs.1 83752 


micnoseminoprot^, beta- 


23.5 


433043 


W57554 


H5.125019 


lymphoid nuclear protein (LAF-4) mRNA 


23.4 


403047 






NMl005656*:Homo sapiens transfflsmbrane pr 


23.4 


444484 


AK002126 


Hs.11260 


hypothetkal protdn FU11264 


22.0 


423073 


BE2S2922 


Hs.123119 


MAD (mothers against decapentaplegic. Or 


21.6 


407709 


AA456135 


Ks.23023 


ESTs 


21.5 


401424 






NA1.001172:Homo sapiens aiginase. ^ It 


20.6 


448290 


AK002107 


Hs.20843 


Homo saptens cONA FU1 1245 fis, done PL 


19.7 


434666 


AF151103 


Hs.1 12259 


T ceil receptor gamma tocus 


18.5 


415989 


A1267700 




ESTs 


17.9 


437052 


AA861697 


Hs.120591 


ESTs 


17.8 


451939 


U80456 


Hs^311 


single-minded (Drosophila} homolog 2 


16J 


431548 


A1834273 


Hs.9711 


novel protein 


16.6 


425628 


NM_004476 Hs.283946 


folate hydrolase (prostale-spedfic memb 


18.5 


428862 


NIIIL000346 Hs2316 


SRY (sex deternvnteg region Y)-box 9 (ca 


16.5 


450096 


AI682088 


Hs.79375 


holocarboxytese synthetase (biotin-lprDp 


165 


413597 


AW302885 


Hs.1 17183 


ESTs 


16.1 


411096 


U60034 


Hs.68583 


mitochondrial intennedlatd pepOdase 


15.7 


435677 


AA694142 


Ks.293726 


ESTs. We^ simHar to TSGA RAT TESTIS 


15.3 


419743 


AW408762 


Hs^957 


Homo saptens done 24416 mRNA sequence 


15.3 


407122 


H20276 


Hs,31742 


ESTs 


1&1 


427958 


AA41B000 


Hs.98280 


potassium intennediateteniaiil conductance 


14.1 


416829 


AA516531 


Hs.55999 


NK homeobox (Drasophite), family 3, A 


13.9 


426501 


AWD43782 


Hs.293616 


ESTs 


13.9 


428898 


AB03307D 


H5.194408 


KtAA1244fffDtein 


13.7 


418981 


AW967646 


Xs.23023 


ESTs 


13.3 


448519 


AW175665 


Hs.278695 


Homo sapiens piostein mRNA. oomptete cds 


13.2 


418648 


AI620961 


Hs.193465 


ESTs 


13.1 


42B39B 


A1249388 


Hs.98558 


ESTs 


13.0 


429220 


AW207206 




ESTs 


12.7 


401451 






NM-004496*:Homo saptens hepatocyte nude 


12.4 


424012 


AW368377 


Hs.137569 


himar protein 63.kOa with strong horodog 


12.4 


419078 


M93119 


Hs.89584 


insulinoma-associated 1 


12.3 


450382 


AA397656 


Hs.60257 


Homo saptens cONA FU13598 (is, done PL 


11.9 


430376 


AW2920S3 


Hs.12532 


dttomosome 1 open reading firame 21 


11.8 


408826 


AF216077 


Hs.48376 


Homo sapiens done KB-2 mRNA sequence 


11.4 


429918 


AW873988 


Hs.119383 


ESTs 


11.3 


427212 


AW293849 


Hs.58279 


ESTs, WeaUy sitdter to ALU7_HUMAN ALU 8 


11.1 


412446 


At76801S 




ESTs 


11.1 


433404 


T32982 




ESTs 


10.9 


420757 


X78592 


Hs.99915 


androgen receptor (dihydrotestostarone r 


10.9 


427674 


NM 003528 Hs.2178 


H2B histone famSy, member Q 


10.6 


444151 


AW972917 


Hs.128749 


alph»me!hylacyKCQA racemase 


10.4 


447342 


A1199268 


Hs.19322 


Homo sapiens, Mar to RIKEN cONA 2010 


10.3 


418278 


AI088489 


HS.B3937 


hypotheScal protein 


10.3 


430226 


BE24S562 


Hs.2551 


adrener^, beta-2-. receptor, surface 


in 0 


433927 


AI557019 


Hs.116467 


small nudear protein PRAC 


10.2 


408000 


L1 1690 


Ks.198689 


buikxis pemphigoid antigen 1 (230/24(M)) 


10.1 


449825 


NM_014253 


odz (odd Oz/ten^. Drosophila) homdog 1 


10.1 


431117 


AR)03522 


HSJ250500 


delta (Drosophite^lcel 


10.0 


439444 


A1277652 


Hs.54578 


ESTs, Weddy similar to 136022 hypofheS 


9.8 


437718 


AI9Z7288 


Hs.196779 


ESTs 


9.8 


440529 


AW20764Q 


1 Hs.16478 


Homo saptens cDNA: FU21718 fte. done C 


9.7 


453160 


AI263307 




K2B histone family, member L 


9.7 


432715 


AA247152 


Hs200483 


ESTs, WeaUy sinflar to KIAA1074 protein 


9.7 


450325 


AI935962 


Hs.91973 


ESTs 


9.6 


434170 


AAfi26509 


HS.122329 


ESTs 


ae 


428600 


AW883261 


i Hs.138860 


hypotheficd protein DKFZp434K1421 


9.6 
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447033 
401747 
434423 
411887 
457211 
415263 
432729 
421896 
432101 
451640 
42B04S 
420216 
434926 
424692 
417333 
452594 
446100 
400294 
4161B2 
431542 
447397 
432674 



443822 
451684 
437124 
416239 
432415 
424800 
428728 
418564 
442049 
429597 



A1918950 Hs.123642 

AA195601 HS.2S771 

AWB12795 Hs.337534 
AW958037 

BE543259 Hs.50252 

AA429834 Hs.15l79l 

AL157545 Hs.173179 

AU076405 H5.29981 

AW967109 Hs.13804 

N95798 Hs.278695 
NM 004354 Hs.79069 
H53010 Hs.5740 
BE247676 Hs.18442 



A1087412 Hs,143611 

AF216751 Hs.26813 
AA554458 

AU)38450 Hs.48948 

T16971 Hs.289014 

AL035588 Hs.1 53203 
NM_016625 Hs.191381 



443180 
433285 
410870 
418836 
444922 
431992 
42S905 
432S86 
431325 
435047 
447476 
422728 
426108 
433323 
423349 
416815 
425154 
438869 
418329 
452367 
418601 
429769 
436962 
425465 
450377 
451418 
418250 
416111 
426350 
440774 
413992 
421928 
433293 
452340 
451027 
436063 
440749 
432103 
431958 
411019 
421556 
452744 
425259 
442772 
448045 
428342 
453439 
433517 
424038 



A1357412 Hs,157601 ESTs 

Homo sajtons kerafih 17 (KRI17) 
mjasm Hs.3844 UMdom^nonly4 
AW182924 Hs.128790 ESTs 
AW972565 Hs.32399 ESTs. Weakly similar to S51797\i 
AA948033 HsJ30853 ESTs . , _^ , ^, 
AK000292 Hs.130732 hypolhebcal protein FU20285 
N62293 Ks.45107 ESTs 

EphA3 ^ 
Human DMA sequence from done 747H23 on 
ESTs, Moderately similar to 138022 hypd 
nbosomal protein L4 
mitochondrial ribosomd protein L32 
KIAA0092 gene product 
btomodomain and PHD finger containing. 3 
solute cam'er family 26 (sidfale transp 
hypotheSca) protein dJ462023.2 
Homo sapiens proslein mRNA, compJete cds 
cyctinG2 
ESTs 

6b247b/B nsjow E-1 enzyme «... 
AA641092 Hs.257339 ESTs. WeaWy sinuiar to 138022 liypotheb 
AA909249 Hs.1 1 2282 solute carrier family 30 (zinc transport 

ESTs.Weaklyslm«arto2004399Achromos 

CDA14 

KIAA0666 protein 
ESTs 

ESTs. WeaWy similar to A43932 mudn 2 p 
MyoOfemnylnhlljitor 
NWLU100Z3 ns.isiooi hypothetical protein «u,,^., 
AA631 143 Hs.278895 Homo sapiens prostein mRNA, complete cos 
AA310393 Hs.190044 ESTs 

a disinlegrin and melalloprotelnase doma 
twist ([>osophaa) homoiog (acrooephatos 
ciaudin12 
ESTs 

homeo 1)0X613 

Aioaotaa n» iwm*. ESTs 

A1M1750 Hs.144871 Homo sapiens cDNA FIJ13752 fis. clone PL 
NM 002742 H5.2891 protein kinase C. mu _ ^ 

Ab632959 Hs.318584 novel C3HC4 type Zinc finger (nng tinge 
ESTs 

ESTs. WeaWy similar to 210926QA B cdl 
cadharin-liiffl protein VR20 
Bta^ ns..uoo« ESTs,We^ysln«lartol3B022^j^ 
AW937826 Hs.103262 ESTs, Weakly simflar to ZN91.HUMAN ZINC 
AA622037 Hs.166468 programmed cell deaJh 5 
AA805132 Hs.159142 ESTs 
AF010258 Hs.127428 homeo box A9 ... 
U41514 Hs.80120 UOP-N-acetyl^lpha^alactosaininBTOlyp 
NNL001851 Hs.154850 collagen, type IX. ^ptia 1 

gb:Homo sapiens full length insert cDNA 
cyslalhlonine^eta^ynth^e 
eyes absent (Drosophila) homotog 2 
/v\£/;^f9u n3.«k/»*w" csimegin . .. 

NM_004917 H$.218366 kaffikiran 4 (prostase. enamel raatnx.p 
AW377314 Hs^ DKFZP5641052 ptoWti 
protein kinase Ctota 
KIAA1265 protein 
hypothetical protein FU20287 
adenosine monophosphate deaminase (isofb 
chromaBn assembly factor 1, subunit A ( 
transgtutemlrvase 3 (E polypeplWe. pwte 
ESTs 

TO..oow.« RNA,U2 small midear 

AF013758 Hs.109643 pdlyadenybte Knding protriMnteiacSn 
AF00783S Hs^2417 hypothetkalprotrinMGOWW^^ 
NM>002202 Hs.505 1SL1 transcrtptton factor, UM/homeodoma 
AW519204 Hs.40808 ESTs 
AK00002B ribosomaipiotanS24 
W22335 Hs.7392 hypothetical protein MGC3199 
T15803 Hs5724S8 protein phosphatase 3 (formally 2B), cat 
X63629 Hs.2877 cadherin3.type1,P-cadheTTn(placente 
AW993097 Hs.48617 Homo sapiens cDNA FU12540 lis, ctone NT 
NM_000399 Hs.1395 ^arty growth respond 2(^^ 
AI267652 Hs.246107 Homo sapiens mRNA; cDMAW^pttjaffi fr 
^M280 Hs.155397 Homo saptens mRNA; cDNADKFZpS64K143(fr 
AW503680 Hs.5957 Homo saptensctone 24416 mRNA sequence 
AJ297436 Hs.20166 Pfostete stem cell antigen 
AI739168 HomosapienscDNAFU13458fis,donePL 
A1572438 Hs.32976 guanine nucleotide binding protein 4 
AW022133 Hs.189838 ESTs ^ , 

AA770688 H2Atiistonefaniy. member L 



NM_003818 Hs.2442 

X91662 Hs.66744 

R15875 Hs.258576 

AW975944 Hs.237396 

U81S99 Hs.66731 

AI6S5499 H8.161712 



AA568548 

AW026751 Hs.5794 

AA454985 Hs.54973 

BE293466 Hs.20880 



ARI75009 

AW247430 Hs.84152 

U71207 Hs^9279 

AA279490 H3.86368 



116984 Hs.1904 
AB033091 

BE387790 Hs.26369 

U29926 Hs.83918 

AA033813 HS.7S018 

NM-003245 Hs.2022 

A1420811 Hs.153934 

W26276 Hs.136075 



9.5 

9.3 

9.3 

9.2 

9.2 

912 

9.2 

9.1 

9.1 

9.0 

8.9 

8.8 

8.6 

8.6 

8.6 

8.5 

8.5 

8.5 

8.5 

8.4 

as 

8,1 
8.1 
8.1 
8.1 
8.0 

ao 

7.9 

7.9 

7.9 

7.8 

7.8 

7.8 

7.7 

7.5 

7.5 

7.4 

7.4 

7.3 

7.3 

7.3 

7.3 

7.3 

7.3 

7.3 

7.2 

7.1 

7.1 

7.0 

6.9 

6.9 

6.9 

6.8 

6.8 

6.8 

6.8 

&B 

6.6 

6.6 

6.6 

6.6 

6.5 

6.5 

6.S 

6.4 

6.4 

6.4 

&4 

6.4 

6.3 

6.3 

&3 

6JI 

6.2 

6.2 

&1 

&1 

&1 

6.0 

6.0 

6.0 

6.0 

5.9 
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420092 AAB1 4043 Hs.68045 ESTs 

410258 AA316181 Hs.61635 six tr an s m em brane epilteSal anBgen of 5.6 

42S071 NML013989 HS.1S4424 deio(toase,iodot}rynMdne,lypell 5.8 

441866 BE484341 Ks.21201 nec8n3:OKFZP566B0845pioleln 5.8 

S 450244 AA007534 HS.12S062 ESTs 5.8 

429165 AWOOSSeS HS.11B258 prostate cancer sssodatedpiotfiinl 5.7 

451952 AL120173 Ks.301663 ESTs 5.7 

429084 AJ001443 Hs.195614 8pOcing<aclor3l),6ubuna3. 130kO 5.7 

445873 AA250970 HS.2S1946 poly(AHAKfingpnteih.c/toplasmic1^ 5.7 

10 412935 BE267045 Hs.75064 tubutiiKspecilicchaperonec 5.7 

415068 Z1944S Hs.131687 ESTs, Weakly sintBar to T24396hypotheti 5.7 

434626 AF155661 Hs.22265 pyruvate dehydrogenase ptvosphatase 5.7 

415621 Ai648602 Hs.55468 ESTs 5^7 

416653 AA768553 Hs.193145 metaOofhton^ IE (functional) Sl6 

15 433332 A1367347 HS.4489B Homo sapiens dona TCCCTA001 51 mRNAsequ 5.5 

455497 AA112573 Hs.278895 Homo sapiens prosteinmRNA.completscds 5.5 

418245 AA088767 Hs.83883 transmembmne, prostata androgen induced 5.4 

428593 AW207440 Hs.1 85973 degeneralwespennatocytBlhoiTioJogDreso 5.4 

425211 M18667 Hs.1867 progastricsin (pepsinogen C) 5.4 

20 456508 AA502764 Hs.123469 ESTs, Weaidy similar to AF2088S5 1 BM)1 5.4 

456809 AW972512 H$.20385 sin3^od8ted polypeptide, 30kO 5.4 

410762 AF22B053 Hs.66170 HSKM^ protein 5.4 

440594 AW445167 Hs.1 26036 ESTs &4 

413328 Y15723 Hs.75295 guanytate cyclase 1, 6otut))e, alpha 3 5.3 

25 447805 AW627932 Hs.302421 flemln4 5l3 

434808 AF155108 Hs.256150 Homo sapiens. Slfiiar to RlKENcONA 2810 5.3 

453308 AW959731 Hs.323099 ESTs 5.3 

421470 R27496 Hs.1378 annexlnA3 5^3 

418555 AI417215 Hs.87159 hypothetical protein FU 12577 5J 

30 404632 NNt022490:Homo sapiens hypothetical prot 5.1 

450861 AI523898 Hs.17617 ESTs 5.1 

431563 AL042613 Hs.262476 S-adenosytmethiodne decartioxyiase 1 5.1 

400303 AA242758 Hs.79t36 LIV-1 protein, estrogen regulated 5.1 

400290 H18836 Hs.31608 hypothetical protein FU20041 Sil 

35 410037 AB02072S Hs.58009 KIAA0918 protdn &1 

410240 AL157424 Hs.6128g synaptajanin 2 &0 

403046 NVL005656*:Homo sapiens transmemt)ranepr 5.0 

419647 AA34B947 Hs.91816 hypotheScai protein 5.0 

450203 AF097994 Uynurenine/alphframlnoadipateafflinotra 5.0 

40 450164 AI239923 Hs.63931 ESTs 5.0 

417318 AW953937 Hs.240845 ESTs 4.9 

417163 X57010 Hs.81343 collagen, type II, alpha 1 (primary oste 4.9 

412350 AI659306 Hs.73826 protein tyrosine phosphatase, non^ecep^ 4.9 

45608B BE177320 Hs.156148 hypothetical protaln FU13231 4.9 

45 433852 AI378329 Hs.1^29 ESTs 4.9 

452679 Z42387 Hs.83883 transmenArane, piastdte androgen induced 4.9 

430387 AW372884 Hs.240770 nuclear cap bindiDg protein subunitZi 2 4.9 

416276 U41060 Hs.79136 UV-1 protein, estrogen regulated 4.8 

441021 AW578715 Hs.7644 HI hlstone family, member 2 4.8 

50 453171 R76472 Hs.55646 ESTs 4.8 

416795 AI49777B Hs.20509 HBV pX assodaled proteiivO 4.8 

427615 BE410107 Hs.173817 CGl-82 protein, PSDR1 4.8 

419440 AB020689 Hs.90419 K1AA0882 protein 4.8 

422048 NM^012445 Hs.268126 spondin 2, extracellular matrix protein 4.8 

55 453082 H18835 Hs.31608 hypolhefical protein FU20041 4.8 

420948 AB016898 Hs.100469 myeloid/lympholdormbced-ineagateukem 4.8 

442592 BE566623 KsJ^g89g ESTs, Waak(y similar to GQ2075transcffp 4.8 

421685 AF189723 Hs.10677B ATPase, Catiansporflne. type 20, member 4.7 

431724 AA51453S H3.283704 ESTs 4.7 

60 423242 AL039402 Hs.12S783 DEME-6 protein 4.7 

434485 AI623511 Hs.118567 ESTs 4.7 

407103 AA424681 Hs.256301 hypothetical protein MGC13170 4.6 

414085 AA114016 H8.75746 aUehyde dehydrogenase 1 family, member 4.6 

422486 BE514492 Hs.117487 gene near HD on 4p16.3wlfh homology to 4.6 

65 422083 NNL001141 Hs.111256 arachidonatd l&tipQxygenase. second ^ 4.6 

439735 AI635366 Ks.142846 hypotheticai protein 4.6 

420039 NiyL004605 Ks.94561 8uIfbtran8fara8efamQy.cytosdDc2B, 4.6 

449845 AW9711B3 Hs.6019 DnaJ(Hsp40)homatog,8UbrafflIlyCmBmb8 4.5 

423445 NM-014324 Hs.128749 aiphwnethytacyWoAraoemase 4.5 

70 433730 AK002135 H3J542 hypolhetkalprot8hFU11273 4.5 

426006 R49031 Hs.22627 ESTs 4.5 

451982 F13036 Hs.27373 Homosa|il8nsatfOtA:cOHAOKFZpS6401763(r 4.5 

415082 AA160000 Hs.137398 ESTs.V«teddy8lmlartoJC5238gdactosy 4.5 

409799 011928 Hs.76845 phosphoscrine phosphataso^Dce 4.5 

75 423583 AL122055 Hs.12g838 KIAA1028 protein 4.4 

452017 AF109302 Hs.27495 prostata cancer associated protein 7 4.4 

437162 AWDOSS05 Hs.5464 thyroid hornxmeiBoeptorooaclhratingpr 4.4 

451468 AW503398 Hs.293663 ESTs. Moderatflty similar to 138022 hypot 4.4 

429467 NM_004477 Hs.203772 FSHD regton gene 1 4.4 

80 451752 AB032997 KIAA1 171 protein 4.3 

430294 A1538226 Hs.32976 guanine nudeoQde bimfing proton 4 4.3 

452259 AA317439 Ks.28707 signal sequence receptor, gamma (transto 4.3 

456362 AW973Q03 Hs.179909 hypotheticsl protein FU2»g5 4.3 
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449048 
440300 
427308 
435706 
416854 
451406 
410076 
410275 
419239 
442501 
436761 
420380 



458440 
446416 
417873 



Z45051 Hs.22920 similar to S6B401 (cattle) glucose Muc 

S Hs-eSSS Homosaplens.SimilartoRlKENcONA5830 

026067 Hs.174905 KIAA0033 protein 

W31254 Hs,7C45 GL004 protein 

H40164 Hs.80296 Purkiiiecenprote«n4 

A1694320 Hs.6295 ESTs. Weakly similar to T1724Bhypottie8 

T05387 Hs.7991 ESTs 

UaseSB Hs.61796 transcription factor AP-2 gamma (acRvai 
U85BS5 Homo5aplenscDNA:FU23241fis.cloneC 

ESTs 
ESTs 
ESTs 
ESTs 

Homo sapiens done 1 Uirombospondin mRNA 
ESTs 

Homo sapiens. Similar to FaKEN cDNA M30 
hypothetical protein FU 10902 
diplheria toxin resistance protein reqJ 
hypothetical protein MGC13102 



AA468183 Hs.184598 
AA315267 Hs^3128 
A1817776 Hs.236557 
AA640891 Hs.102406 
AI364997 Hs.7572 
AI095468 Hs.135254 
AV658239 Hs.1 63953 
BE266659 Hs.293559 
AKD01764 Hs.247112 
421305 BE397354 Hs.324830 
429299 AI620463 Hs.347408 
407894 AJ278313 Hs.41143 
414664 AA587775 Hs.66295 
408418 AWg638g7 Hs.44743 
430945 U80669 Hs^9g9 
432363 AA534489 
447574 AF162666 Hs.l8895 
447585 AW379130 Hs.18953 
453857 AL080235 Hs.3S861 
444108 R55784 Hs.140942 
422890 Z43784 
417379 AA196390 
418818 AA22fl899 Hs,101307 
410102 AW248S08 Hs.279727 
418821 AA436002 Hs.183161 
438825 BE327427 Hs.79953 
433233 AB040927 Hs.301804 
415276 U8B666 Hs.78353 
440146 AW014231 Ks.90790 
407819 R42185 
450402 BE218027 Hs.89969 
432527 AW975028 Hs.102754 
419733 AW362955 
422134 AW179019 Hs.112110 
432435 6E218886 H5.282070 
450680 AF131784 Hs,25318 
436420 AA443966 Hs.31595 
430122 NM_013342 Hs^33765 
411031 W37943 Hs.34892 
429259 AA420450 Hs^H 
407813 AL120247 Hs,40109 
417067 AJ001417 Hs.81086 
410227 AB009284 Hs.61152 
417958 AA767382 H8.193417 
427176 AW381569 H5.40334 
448826 AI580252 Hs^46 
447966 AA340605 Hs.106887 
432675 AI791855 
419713 AW9B8058 Hs52381 
427479 BE410092 Hs.178471 
443162 T49951 Hs.9029 
413950 AA249096 Hs.32793 
439963 AW247529 H&6793 
419083 AI479S80 KbJ8613 
448148 NM-016578 HS.20S09 
419465 AW500239 Hs51187 
432274 AKD00382 Hs574251 
447620 AW290g51 
430589 AJ002744 Ks^46315 
418004 U37519 HS.87S39 
416655 AW968613 Hs.79428 
459284 AF155660 Hs.300496 
421829 AB0ie330 Hs.108708 
437252 AI433B33 Hs.164159 
437967 BE277414 H8.5947 
417061 AI675944 Hs.188691 
423337 NM>004655 Hs.127337 
418838 AW385224 Hs.35198 
453469 AB014533 KsJ3010 
408063 6E0B6548 Hs.42346 
422072 AB018255 Hs.111138 
420297 AI62B272 Hs^8323 
420522 AW957137 Hs.98541 
408833 AW612232 Hs.254835 
426647 AA243464 Hs^lOl 



pnospnoino5iwK«H'»^'"' i^^y"""^ 
mulfi-PDZ-domalfrContaining protein 
KIAA1435 protein 

NK homeobox (Drosophiia). family 3. A 
gb:nf76g1U1 Na.CGAP.Co3 Homo sapiens 
tousled^ike kinase 1 
phosphodiesterase 9A 
Di<FZP586E1621 protein 
ESTs . . ^ 

ankyiin 3, node of Ranvier (ankynn^ 
gb:zp99t>10,s1 SIratagene muscte 937209 H 
Homo sapiens HUT1 1 protein mRKA. parN 
ESTs; homoJogue of PEM4 IQona savignyl 
ESTs 
ESTs 

t<iAA1494protan 
SFRS protein Idnase 2 
Homo sapiens cDNA: FU22930 fis. done K 

ESTs 
ESTs 

Homo saptens cONA FU14415 lis. done HE 
n^tochondrial ribosomaJ protein U2 
ESTs 

Homo sapiens clone 25194 mRNA sequence 
ESTs 

TCF3 (E2A) fusion partner (in cWWhood 
KIAA1323 protein 
Plakophilin 
K1AAD672 protein 

solute carrier famiy 22 (exlraneurona 
exostoses MfipleHII® 2 
ESTs 
ESTs 

ESTs. Weddy similar to pulaBve pISO [H 
ESTs, Vteddy slnflar to Homdog of m Z 

ESTs 

nudix (nucleoside diphosphate linked end 
KIAA0798 gene product 
OKFZP434G032 protein 
ESTs 



Homo sapiens cDNA FU12292 fis. done MA 
HBV pX assodated prolan^ 
Homo saptens cDNA:FU23068 fis. doneL 
hypothetical protein FLJ20375; KIAA1797 

ESTs ^ 
UDP-N-aoetyl^ha-l>g8lactosaniIne:pdyp 

ddehyde dd^drogenase 3 family, member 
BCL2tadenovirus E1B 19kD4nterading pn) 
milodiondriai solute carriar 
cakftmVcalmodunn-dependenl protdn kh 
ESTs. WeaidysimilartoAlU1_HUMAN ALU S 
met transfoming oncogene (derived from 
Homo saptens cDiMA FU 12033 fis. done HE 
axin2(conductin.axi0 
edonudeoOde pyrophosphatase/ptwsphodi 
KIAA0633 protein 

cateitieuriivtin(fing protein calsanan-l 

KlAA0712geneprodud 

ESTs. Wed^simaartoALUl-HUMAN ALU S 

hypofhefical protein 
ESTs 

pr&848l teukemla transcripSon tetor 
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a9 

3.9 
3.9 
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3.9 

a9 
a9 

3.9 

3l9 

3.9 , 
3.9 

as 

18 
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3.8 
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as 
as 

18 
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3.7 

3.7 

3.7 

17 

3.7 

3.7 

17 

17 

17 

17 

16 

16 

16 



753 



wo 03/042661 



PCTAJS02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



456177 

425689 

432370 

422424 

446157 

433339 

421887 

43S114 

412520 

436476 

441224 

404922 

432278 

452747 

429686 

408001 

428330 

418113 

428055 

418827 

431103 

427701 

419168 

409151 

439671 

452721 

449933 

432615 

443884 

403752 

427723 

421878 

440494 

426716 

433647 

407137 

432888 

427715 

437617 

447818 

414407 

421537 

435655 

427871 

421662 

407204 

407908 

407846 

420568 

436873 

411145 

435017 

435020 

443991 



433891 

430389 

432242 

419972 

445707 

412628 

425263 

419879 

433345 

417515 

414922 

437898 

426126 

422089 

450649 

404210 

434954 

401519 

419517 

431585 

427461 

453288 

412513 

43^9 

439593 

451945 

434614 

445525 



NVL012391 

W16460 

AA308334 

A118&431 

BE270B28 

AF019226 

AW161450 

A/1775483 

AM42324 

AA326108 

AU076g64 

AL137506 

BE153855 

AI871613 

AA046458 

L22S24 

AI272141 

AA420564 

BE327311 

M57399 

AA411101 

AI336132 

AA30610S 

AW162840 

AJ269S29 

AWt57098 

AA557191 

N20617 



AI355260 Hs^79789 

AA299652 Hs.1 11496 

BE618768 Hs.7232 

NM.006379 Hs.171921 

AA603367 Hs.222294 
T97307 

BE159028 Hs.279704 

BE245274 H5.180428 

A1026701 K3.5716 

W79940 Hs^1906 

AA147026 H&76704 

BE383488 Hs.105547 

AW105663 Hs.6947 

AW992405 Hs^9622 

Nlil.014141 Hs.106552 

R41933 Hs.140237 

BE379758 Hs.110853 

AA426202 Hs.40403 

F09247 H5.247735 

N23874 Hs^77 

BE439553 Hs.2S0628 

AA336522 Hs.12854 

AW505076 H3.301855 
NM_002250 Hs.10082 
BE26ig44 
AA613792 

AL1174a H3^40845 

AW022715 H3.162160 

AIJ041465 Ks.182982 

A1248720 Hs.114390 

AI972402 Hs.308051 
NM_001197 Hs.155419 

217805 Hs.93564 



Hs.79414 prostate epttheGunvspedlic Els Iranscr 16 

H&24283 eSTs. Moderately shnlar to reduced expr 16 

Hs.274424 N^etylneuranunic acid phosphate syntha 3.6 

Hs:»6638 prostate dtiTerenfialion factor 16 

Hs.131740 Homo sapiens cDNA:FlJ22562fis, done H 3.6 

Hs.8036 ^oblastomacverexpressed 16 

Hs.109201 CGl^ protein 16 

Hs.288936 mitochondrial rOxKomsl protein L9 16 

Hs.795 K2Ahislonefamt!y. Renter 0 16 

H5.33829 lAWM protein 0EC2 3.6 

HS.77S3 calumenin 3.S 

NVL003071:Hotno sapiens SWiTSNF related, IS 

Hs.274256 hypothetical protein FU23563 IS 

Hs.61460 Igsuperfamily receptor OIIR IS 

H5.28538 Homo sapiens cONA:FU21086ri5, done C 15 

Hs.95298 ESTs 15 

Hs.2256 matrix metaUopreteinase 7 (matrilysin. IS 

HsJ3484 SI?Y (sex detemMng region YHmx 4 15 

Hs.101760 ESTs 3.5 

Hs.47166 Hro21 3.5 

Hs.44 pteiotrophin (heparin bindino growth fac IS 

Hs.243666 nudear auloantigenlc spenn protein (hb IS 

Hs.3371 8 Honx) sapiens cDNA FU12641 fis, done NT 15 

SEC22. vesicle trafOddng protein (S. c IS 

Hs.6641 Idnesin family member 5C 14 

Hs301871 sdute carrier family 37 (glycerol-a^Jho 14 

Hs^24104 Human DMA sequence from done RP1-63M2 o 14 

Hs.55028 ESTs,Weakly8imB8rtol54374geneNF2 14 

Hs.194397 teptin receptor 14 

NM.002753*:Homo sapiens mitDgen-acllvatB 14 

histone deacetylase 3 14 

Homo sapiens cDNA FU1 1643 Us. done HE 14 

acetyl-Coenzyme A cart)0xylasG alpha 14 

sema domain, immunoglobulrn domain (Ig), 14 

ESTs 14 

gb:ye53h05.8l Scares fetal Over spleen 14 

chromatin accesslbity complex 1 14 

KIAA11B1 protein 3^ 

KIAA0310 gene product 13 

Homo sapiens done 24670 mRNAsactuenoe 13 

ESTs 13 

neural proliferation, dlfferenUation an 13 

KSPC069 protein 13 

Homo sapiens, done tMAGE:3507261, mRNA, 13 

cell recogiiffion molecule Caspr2 13 

ESTs.Wealdy8iniartoALU1J1UMANALUS 13 

uncharacterizedhematopoiellcstBm/iproge 13 

Cbp/p300^nterBcting transacBvator, wit 13 

pcotocadherin alpha 10 13 

RAB27^ member RAS oncogene family 13 

Homo sapiens, done IMAGE:4098694. mRNA. 13 

angiotensin 11,^ I leceptor-assodat 13 

DiGeorgesyridromeaiflcal region gene 8 13 

potassium Intemnediate/smail conductance 13 

bexotdnase 1 13 

gb:no97h01s1 Na.CGAPJ>r2 Homo sapiens 13 

DKFZP434D146 protein 13 

ESTs. WeaMy similar to AUM_HUMANAIiJS 13 

gdgin-67 13 

ESTs 3l3 

hypothetical protein l\AGC2648 13 

6CL2-interacting killer (apoptosis-induc 13 

Homer, neuronal immediate early gens. 2 13 

hypothetic^ protein FU131 17 13 

ataxia^elangiectasia group Dissociated 13 

giydne cleavage system protein H (amino 13 

ESTs 12 

ESTs 12 

ESTs, Weakly slnflar to SFR4_HUMANSPUC 12 

E1A binding protein p300 12 

NM.005936:Homo sai^ mydokUlymphdd 12 

Homo88piensHSPC337mRN^ partial ods , 12 

C15000476*:gqi2737279|reqXP.0121611| 12 

K5.90797 Homo sapiens done 23620 mRNA sequence 12 

Hs^62823 hypothetical pfolBlnFU10326 12 

Hs.332040 hypotheficdprotdnMGC13010 12 

Hs274412 slmilartoyeaslUpflvariantA 12 

Hs^163 EST$.W^MartoAF1S18401CGt4 12 

Ks.278439 roideoiar protebi 3 (apoptosls repressor 12 

Hs.124883 ESTs 12 

Hs^ll420 ESTs 12 

Hs.29869 ESTs 12 

H5.14831 Homo sapiens, Similar to zinc fnger pro 12 
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Hs.152982 
Hs.82237 

Hs.43410 



Ai681545 
L24203 
D00723 
W81260 

AL118747 Hs.26691 

AAS23172 H5.103135 

NML001429 Hs.25272 

AF161455 Hs.284295 



AF052107 
BE242803 
AA531527 
AWS83292 
AA322599 
AFa43244 
BE073S97 
fiES04055 
AI249502 
8E149886 
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419991 
408101 
425810 
443123 
447439 
452167 
440789 
436087 
414222 
419749 
418559 
408764 
424285 
417193 
428738 
436489 
433006 
426991 
445943 
434194 
432426 
416974 
451131 
423453 
417215 
436278 
'432908 
'432952 
438705 
427982 
431578 
409757 
407136 
434293 
410001 
434970 
432800 
423392 
432205 
448807 
439979 
435561 
427315 
410082 
432621 
429638 
452908 
426030 
407688 
434958 
418810 
451815 
433556 
413010 
449459 
438523 
434263 
446825 
408681 
429966 
412652 
442409 
450832 
440074 
438032 
419594 
421674 
432302 
415172 
412926 
413142 
437179 
418372 
439609 
427398 
447958 
409340 
420061 
431683 
417622 
420344 
448791 
433313 



AJ000098 Hs.94210 eyes absent (Drosophaa) homotog 1 

AW968504 Hs.123073 CDC2-felaled protein kinase 7 

A1923627 Hs,31903 ESTs 

AA094538 Hs.272808 putalive tfanscripBon regulation nuctea 

AA313565 Hs.145020 ESTs. VteaWy similar to KWAI 205^ 

N75238 Hs.13075 Homo sapiens cONA: FU23013 fe. done L 

AB007857 Hs.7416 KIAA0397 gene product 

BE300295 Hs.5054 CGI-133prot^ 

AL135173 sorbitol deliydrogenase 

X73608 Hs.93029 spaictosteonecBn, cww and kazaWlffl d 

AA225048 Hs.104207 ESTs 

AW971350 HS.633B6 ESTs 

BE2071 68 Hs.144530 nuclear receptor subfamily 2, group v, m 

A1922189 Hsi88390 hypothetical protein FU22795 

NfJL000380 Hs.192803 xerodennap1gmentDSuin.complementaflong 

AJ272269 Hs.l21429 zinc^ftiding protein Rbcc728 

BE242758 Hs.190223 ESTs.Modcralriy8inBlartoT29285hypol 

AK001536 Homo sapiens cONA RJ10674 fis. done NT 

AW898533 Hs.181574 ESTs 

AF119847 HoraosapiensPRD1550mRNA. partialcds 

AW973152 HsJIOSO ESTs . . » • ■ 

AF010233 Hs.80667 RALBP1 associated Eps domain coraaming 

A1267586 Hs.26a012 fa«y-acid-Coen2ymeABgase,loog^*an 

AW450737 H5.128791 CGM)9 protein 

BE2531 81 Hs^1687 noMnelaslaHc celb 3, proteta expiBSse 

BE396290 Hs.5097 synaptogyrin2 

AAbS Hs.188173 Homo sapiens cDNAFU12187 fis, done MA 

A1049624 Hs^83390 ESTs, Weakly Similar to 2109260ABcen 

NiyL016156 Hs.181326 KIAA1073 proldn 

6CN2elF2ahihaWnase 

cystatinSN 

Homo sapiens cONA FU11S33 lis, done HE 
EphB6 
loiiikreinll 
ESTs 



AB037759 Hs.261587 

NM_00189a Hs.123114 

T64896 Hs.287420 

NM_004445 Hs.3796 

AB041036 Hs^771 

AW272262 Hs^67 

BE391046 Hs278962 AIM-I prutein 

AA195037 Hs.169341 HTPAPprot^ 

A1806583 H5.125291 

AI571940 HsJ549 

AW600291 Hs.6823 

AA351978 Hs.4943 



ESTs 
ESTs 

hypothetical protein FU1043O 



piot 



AA179949 Hs.175563 Homo sapens mRNA; cONA DKFZp564N0763 (f 

AA081594 Hs.158311 MusashI (DrosopWla) homotog 1 

AI298501 Hs^1192 ESTs.WbaklysiniaaftoT4642Bhypothea 

AI916662 Hsil 1577 Wnedin 1 (Wnesin receptoi) 

AB001451 Hs.30965 neuronal She adaptor homdog 

BE243933 Hs.108642 zinc finger prolan 22 (KOX 15) 

W25317 Hs.37616 Human D9 splice vartantBmRNA. complete 

T99949 H3.303428 Homo sapiens cONA FLJ14832 lis, done OV 

AW245993 Hs.223394 hypothetical protein M6C2742 

AW97491 1 HS.1B4793 Homo sapiens cDNA: FU21880 fis, done H 

W56321 Hs.1 1 1460 cakJlum^Dalmodu!ln-dependent protein Idn 

AA393273 Hs.75133 transcilptton factor 64ike 1 (mitochond 

BE546846 Hs.195048 ESTs 

H66220 Hs.278177 ESTs 

N34895 Hs.44648 ESTs 

BE266822 Hs.344097 filamln ^ alpha (acfln-blnding protdn- 

AW953853 Hs^2833 ESTs, Wealdyamilar to 138022 hypothetl 

BE081342 HS583037 HSPC039 protein 

AI801777 ESTs 

BE208843 Hs.129544 hypothetkal prolan MGC1 5438 

AW970602 Hs.105421 ESTs ^^^^ .u r 

AA863045 Hs.10669 ESTs, Weakly similar to T00050 hypothetl 

AA150797 Hs.109276 latexin protein ^ 

AA013051 Hs.91417 topdsomeiase (DflA) 11 Binding pcotdn 

T10707 Hs.296355 hypothetical protein FU2313B 

AA345857 Hs:274307 NAAI 442 protein 
AF079529 Hs.7810B 
AI879076 Hs.75061 
M81740 Hs.75212 
AA393508 

AA311833 Hs.84318 
AW971945 HS293236 
AW390020 Hs20415 
AW796524 Hs.68644 
BE174629 HsJ21130 
AW024937 Hs59410 
NM 016569 Hs^67182 
AW298163 Hs.82318 
BE463721 Hs57l01 
AI832278 Hs.195922 ESTs 
W20128 Hs:!9e039 ESTs 



macrophage niyiisloylatod alanine^ C 
ornithine decaitxscytasel 
serologtodly defined Goton cancer anBg 
re(Mon protein A1(70kD) 
ESTs 

chromosome 21 open reading frame 11 
Homo sapiens tTicrosomd signai pepGdase 
hypolhatk:al prdein MGCZ771 
ESTs 

TBXSfeo prdein 

WAS protein family, member 3 

putalive 6 proleicHxupted leceptor 
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42S465 AW970976 H8.293653 ESTs 2.9 

457489 AI693815 Hs.127179 cryptic gene 2.9 

452092 BE245374 H577642 hypoOtelica) protein FU11210 2.9 

446880 A)811807 Hs.106846 Homo sapiens cONAFU14934tis. done PL 2.9 

S 419829 AI924228 Hs.115185 ESTs. Moderstety slmaar to PC4259 fenl 2.9 

437396 BE140396 Hs.21621 hypothetical protefn OKFZp762O076 29 

413125 BE244589 H3.75207 glyoxalasel 2.9 

401785 NM_002275':HonK) sapiens keralin 15 (KRTl 29 

433495 AW373784 Hs71 alplia-2-Qlycoprotrfn l.zlnc 29 

10 452099 BE612g92 Hs.Z7931 hypolhelicai protein FU 1 0607 simBar to 29 

437298 AA350994 Hs^l KIAA1700 29 

421254 AK001724 Ks.102950 coaipmteingenin^p 29 

44S109 AF039916 Hs.12330 edonudeoside triphosphate diphosphdiyd 29 

423551 AA327598 Hs.89633 ESTs 29 

15 421154 AA2B4333 Hs,287631 Homo sapiens cDNAFU 14269 fis, done PL 29 

410193 AJ132592 83.59757 zinc finger protein 281 29 

435854 AJ278120 Hs.4996 putative ankyrin^epeaicontaMngprote 29 

423396 A13825S5 Hs.1279S0 faromoddm^ontaMng 1 28 

442202 6E272882 Hs.106534 hypothefical protein RJ2262S 28 

20 441345 AW068S79 Hs.7780 Homos^!ensfnRNA;cDNADi<FZp564A072(rr 28 

444367 H54892 Hs.10974 liypoiiwlical protein FU22390 28 

422522 AI023428 Hs.3454g ESTs. H^hty similar to S945411 done 4 28 

443337 Y07604 Hsj9235 nofMitelastalicoeils 4. protein expresse 28 

418166 AI754416 Cdc42effedorpR)iB!n3 28 

25 448734 BE614070 Hs^26416 Homo sapiens mRNA:cD»IADKFZp564H1916(f 28 

413550 W03011 Hs.306881 MSTP043 protein 28 

426170 BE161065 Hs.167531 maliiylcrDfonoyl-Coenzyme A cartxngrlase 2 28 

444101 R19175 HS.1G9793 ribosomal protein L32 28 

42S320 U29344 Hs.63190 titly acid synthase 28 

30 431631 AA548906 Hs.122244 ESTs 28 

448804 AW512213 Ks.34284g ADP<ribosytaiionfador-lil«5 26 

431416 AA532718 ESTs 28 

447881 . BE620888 GCN1 (general control of amino^addsynt 28 

445309 AL157474 Hs.l2504 HlcfiiyorihQJog of mouse AitedlB 28 

35 453186 AK001708 Ks.32271 hypothetical protein FU 10846 28 

439778 A1109729 Hs.g9364 putative transmembrane protein 28 

425010 T16837 Hs.4241 ESTs 28 

432840 AK001403 Hs^79521 hypotheticai protein FU20S30 28 

45(S46 AA010200 Hs.175551 ESTs 27 

40 431674 AA098901 Hs.301642 &proteln coupled receptor 27 

422017 NM_003877 Hs.1 10776 STAT induced STAT lnhiKtor-2 27 

4431B1 A1039201 Hs.283316 ESTs 27 

448913 AA194422 H8.225&4 myosin VI 27 

440193 AW902312 Hs.7037 Homo sapiens done 24923 mRNA sequence 27 

45 452941 AL110347 Hs.31074 N^Uoglucosamine sutfohydidase (suite 27 

4S133B AW612322 Hs.19131 transcdption factor Dp'2(E2Fdimerizat 27 

411190 AA30$342 Hs.69i71 protein kinase Wlw 2 27 

434629 AA78g081 Hs.4029 gOom^ampfiiied sequence^l 27 

407192 AA609200 gb:af12e02.8l So3resJesQs.l4HT Homo sap 27 

50 434747 AA837085 ESTs 27 

428171 AA489323 Hs.182825 rtbosomd protein 1^ 27 

426857 NW_015865 Hs.171731 solute carrier famfly 14 (urea transpol 27 

447147 AA910353 Hs.75432 ESTs.Wealdy8imaartoT23482hypolhefi 27 

452955 AW390282 Hs.31130 transmemt3rane7supeffamllymerober2 27 

55 407748 fiXmm HaJa&m KIAA06Q6 protein; SCNOrcadiBnOsdflst 27 

445896 RB9543 Hs.12942 vesidetrafSdong protein 27 

452268 NM.003512 Hs.28777 H2AhlstDnetemi]y. member L 27 

446494 AM63276 Hs.288906 WW Oomab>-0onteinlng Gene 27 

438157 AW137011 Hs.49576 ESTs 27 

60 452260 AA453208 H8.330994 1^9, member RAS oncogene temDy 27 

409648 AW4S1449 Hs.57749 ESTs 27 
401666 Target Exon 27 

400301 X03635 Hs.1657 estrogen receptor 1 27 

453390 AA862496 H8.28482 ESTs 27 

65 426514 BE616633 Hs.1701SS bone morphogeneSc protein 7 (osteogenic 27 

425294 AF033827 Hs.155S53 HNK-1 sulfdtransferase 27 
405387 NIil.022170*'itomo sapiens Wiiaams-Betiren 27 

441266 H1S968 Hs.293845 Homo sapiens, done iMAG£:3S02329. mRNA. 27 

^ 432388 X15218 Hs.2969 \Nsld avian sarcoma viral oncogene homd 27 

70 450937 R49131 H3J26267 ATP-dependanl interferon response protai 27 

447210 AF035269 Hs.17752 phosphaSdytsedne-spedticphQephoiipas 27 

445098 AUD50272 Hs.12305 DKFZP566B1 83 protein 27 

451404 AA460775 Hs.6295 ESTs. WeaMyslmDar toll 7248 hypotheD 27 

409650 T08490 Hs,2B8969 HS(yO^G protein 27 

75 452707 AI093823 Hs.45070 ESTs 27 

451134 AA31B315 Hs.2S999 hypothetical protein FU22195 27 

452826 BE245286 Hs.301636 peroxisomal t^enesis factor 6 27 

420818 AW969635 Hs33032 ESTs. Weaktysimiar to 1207289A reverse 27 

438510 AU08O22O Hs.6285 OKFZP585P0 123 protein 27 

80 406527 T64904 Hs.163780 ESTs 27 

442315 AA173992 Hs.7956 EST8.litoderateiy6imaartoZN9LHUMANZ 27 

421717 AF230924 Hs.107187 divalent catkin tolerant protein CUTA 26 

425910 AA830797 Hs.184760 OCAAT-bncbbuBng transoripSon tector 26 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



440695 
416941 
422717 
426110 
422027 
401197 
442607 
410297 
447963 
433101 
437646 
443725 
436213 
408157 
420B05 
454144 
426761 
428695 
431725 
425174 
410467 
41343$ 



AL043100 H8^19 

AA507576 Hs.288361 
AA148710 



428180 
439680 
424395 
406670 
413762 
429922 
449518 
44S919 
429343 
438552 
431472 
409299 
434672 
443015 
45257S 
412843 
430375 
408196 



AW088363 Hs.245240 ESTs 
BE000150 Hs.48778 niban protein 
AI557623 Hs.1 19475 cold inducible RNA-Wnding prolein 
NM_002913 Hs.166563 replication factor C(activalor1) 1(14 

' faUyaddamidehifdrolase 

ENSP00000229263':HSPC213. 
Homo sapiens cDNA: FU22696 fis, done H 

mS Hs.165900 ESTTweaWy similar to ALULHUM^ 
AW572317 Hs.12082 Homo sapiens mRNA;cONADKFZp566L203(fr 
AW074836 Hs.1739B4 T-boxl 
AW245680 Hs.9701 

AA325512 Hs.7l472 hypothefical prolein aJ10T74; KIAA1709 
AA047685 Hs.62946 ESTs 
L10333 HS.S9947 ceticuton 1 

BE280478 Hs.l82695 ^^^P^'lff^^^^^^^^u 
AI015709 Hs.172089 Homo sapiens mRNA; cONA DKFZp58512022 

purineigic receptor {family A group 5) 

Norrie disease (pseudogEoma) 
KIAA0261 protein 
dachshund (DrosopWla) homolog 
carboxypeptidase E 
sdule earner f amfly 1 {neutral amino a 
guaiine nucleotide binding protein (G pr 
ESTs, Wealdy sMIar to A356S9 knieppeip 
micTOtobuIe^ocialed protein 7 
hypothefical prolan MGC13170 
FK506-binding prolein 4 {59kD) 
HI histone family, member 0 
ESTs 

,o«.:. hypolhelical protein MGC14141 

AK000785 Hs 199480 Homo sapiens, Sfawlar to epsm 3, clone 
AJ245B20 Hs.6314 type 1 transmembrane receptor (seinrre^ 
nudeoUde binding protein 2 {E.co« Mh 
smafl nuctear libonudeoprotein 02 poJyp 
ESTs 

ESTs, Weakly similar to A43932 muan 2 p 
KIAA0960 protein 

protein tyrosine phosphatase, receptor I 
H4 histone family, member H 
SRY (sex determining regton Y^box 22 
endoglycan 

nasophaiyngei carcinoma suscepBWnty • 
ESTs 

libosomal protdn 129 
KIAA0779 protein 
homeoboxAlO 

ESTs, Weakly slmBar to T23273 hypotheti 
Homo salens. Similar to RlKENcDNA 2310 
hypolhetJcal protein aJ20280 
libosomal protein 129 
NMUUUUS4 ns.! WW coBagen, type Vll, alpha 1 (eptdarmolys 
AmSSw [te.169119 EsS.Weaklyslmi1artoT25731 hypotheti 
AA262331 Hs.48376 Homo sapiens done HM mRNA ^ence 
Intermediatefilamenlprotelnsyncollln 
ribosomal protein U3a 

A1571835 ESTS «M.a^««f«rMr 

AW792792 Hs^64330 r^acytsphlngoslne8n«ohydf0lase(aqwc 
AA391508 Hs.105317 ESTs 

J02931 Hs.62192 coagulation fador III . „ 

S70114 Hs^39489 TIA1 cytotoxic granu>MSSj^*d RhWrS 
AI720078 Hs^1997 ESTs. Weakly similar to A47582B^gr 
AA826425 Hs.192375 ESTs 

libosomal proten 126 
ATPase. H transporting, lysosomd (vacuo 
Eos Control . ^ 

ESTs. Highly BlnfflartoT46395hypQlhefl 
H ER2 leceptor tyrosine Mnase 
ESTs 

HSP0067 protein 

peptidylprolyl isomerase B (cydcphBIn 
hypolheOcal protein RJ10369 
hypoUntical protein aJ2Q729 

450628 AW382884 Hs^04715 ESTs _,^Hofar 

426793 X89887 Hs.172350 HIR (histone ceBcjcter^aton^^ 

431122 A1257593 Hs.250535 Homo salens mRNA; cOMA^J^54MN2412lf 

407238 W79485 Hs.173980 nudear mahix protein NMP200 related to 

421109 L3283? Hs.101842 AT-blndlng transoiplion factor 1 

408770 AW270608 Hs.170195 bone morpho^nefic protein 7 (osteogenic 

416737 AF1S4335 Hs.79691 UMdoman protein 

414869 AA157291 HsJ21479 ubfeudehl 

431222 X56777 Hs.273790 2M8Pen«»lafl'5fwP«?fln»W^ 

NM.Q24838*temo sapiens hypotheBcd pro* 
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416292 
451040 
445636 
419175 
422000 
441128 
446237 
431797 
406789 
423217 
423115 
420460 
436165 
430542 
452827 
431609 
431108 
410310 
430333 
439864 
438821 
421091 
439414 
400263 
451428 
449051 
431615 
433037 
409504 
409330 



AI355647 Hs.189999 

X65724 Hs.2839 

D87450 Hs.154978 

AF102546 Hs.63931 

X51405 Hs.75360 

BE250944 Hs.183555 

AI129767 Hs.182874 

AW245741 Hs^461 

AA1 65082 Hs.146388 

W79632 Hs.256301 

AW411479 Hs.848 

Z97630 Hs.226117 

BE395253 Hs.30861 
T63519 Hs.334692 



AK001023 H5.256549 

AA045650 Hs.53125 

AW29402O H5.117721 

R33261 Hs.6614 

AB023177 Hs.29900 

AF007555 Hs.74624 

AW371048 Hs.93758 

AL034548 Hs.43627 
BE257148 

AA179233 Hs.42390 
AA324743 Hs.40808 
AW105401 
AW270037 

M30S99 Hs.1 10637 
AA57Q256 

AW270615 Hs.149596 
BE16g641 Hs.270134 
AI041403 

NM.000094 Hs.1640 



AI373544 Hs.331328 
A1557486 Hs.119122 
A1571835 Hs.55468 



W22821 
NIA.001183 Hs.6551 

AW0833B4 Hs.11057 
AWOeUOO Hs.333526 
AW295859 Hs.235860 
NM.014158 Hs.279938 
AA304961 Hs.699 
AKD01231 Hs.53940 
AKD00767 Hs^lll 
AW382884 Hs^04715 
Hs.172350 



Z6 

Z6 

Z6 

2.6 

26 

IB 

U 

2.6 

Z6 

2.6 

Z6 

i6 

2.6 

16 

Z6 

Z6 

2.6 

2.6 

16 

16 

16 

16 

16 

16 

2.6 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

15 

IS 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

IS 

15 

15 

15 

15 

IS 

15 

15 

15 

15 

IS 

15 

15 

15 

15 

IS 

15 

15 

25 
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4111049 


M09o4o5 


nS.1K041 


cbis, MOOBfafflqf svniarifiiooDor apiiB 


2.5 


443804 


AL1 35352 




cSTs, weany sinuar d mbozc nypouieu 




407887 


AA579668 


Hs.41072 


senre ;or cystetns; pfoieniaso mniDND 




414556 


AW975ud3 


Hs.343443 


ribosomal protein L38 


9 <C 


440311 


N27605 


nS.1b492 


UJsr^raMbcuz^c proiein 


£•9 


435120 


AI393666 


Hs.42315 


p104)Inding protein 


9C 


4218% 


M24470 


Hs.1435 


Quano^ns nxsnophosphate (edwtese 


9(t 


4AfOO 


U6^15 




owuoixr reiaoeo, mainx Bssogaieq. acu 


9 ^ 
£.9 


447050 


NM,016314 


K&17200 


diAM-uke protein containing 5n3 and ITA 


9 C 


408461 


A DAI wee 


Hs.45207 


nypotneiicai prolan iwVAiiMd 


CD 


421594 


R45689 


m71889 


Homo sajxens cDNA rUrism us, done NT 




443837 


Al 384 525 


Hs.%84 


S(rindl6 pda body protein 


9 l( 


421867 


AA481078 


Ks. 109045 


hypothelicai proldn FU10498 


2^ 


435021 


AA922192 


Ks.73962 


ESTs 




435750 


AB029012 


Hs.4990 


K1AA1089 protdn 


IS 


435025 


T08S90 


Hs.4742 


anchor attachment protein 1 (Gaalp. yeas 


2.5 


407255 


AA0(29K 


HS.25oo01 


nypoineticai protein Mviuiji / u 


9 It 


425976 


C75094 


HS.334514 


NG22 protein 


15 


449458 


AI805078 


Hs.208281 


ESTs 


2.5 


426013 


AF151020 


Hs.181444 


tiypothetical piotein 


2.5 


424369 


R67622 


Hs^6714 


KIAA1831 protein 


2.5 


431604 


AF17526S 


Hs.264190 


vacuolar protein sorting 35 (yeast tiomol 


IS 


452779 


AA418775 


Hs.47234 


ESTs 


Z5 


433588 


T85301 


Hs.194397 


gb:yd76d06s1 Soares fetal Over spleen 


IS 


438682 


AA354489 


Hs.222103 


EBP5»'OZInteractarGf64kD 


2.5 


427515 - 


T79526 


Hs.179516 


Integral type 1 protein 


2.5 


418700 


A]963808 


Hs.86970 


ESTs, Moderately similar to ALU5.HUMAN A 


ZS 


TABLE 67B 











Pkey: Unique Eos probeset identiiier number 
CAT number Gene duster number 
Accession: Genbank aocesskm numbers 



Pkey CAT Number Accession 

415989 10194 1 BC01 3389 BC01 7398 AI023&43AA1 91 424 AI267700A)469633AVV9S8465AVV953397AA1720566E9402% 

BG285837 AI720344 BF541715 AA355086 AA172236 
429220 15103.7 AW34U73AA448195AW207206AI951341 AA989259 

412446 ' 63467 1 80)21735 AI669212Al.120184AI769949BE701002BE184363BE819031BG702238BF090049BF963318BF98«^ 

AA151245 BF960659 AA987907 Z41449 BF908059 BF908053 BF908049 BE699424 BF908060 BF962832 BF952020 BF963134 BI035538 
BF908052 BF908057 BF090026 BF943158 AI632924 BF512340 BF952021 BF960776 BF943437 6F942847 AI768015 F09778 F04816 F02721 
AA102645 A1533838 AA617929 BF947001 BI035448 BE935876 AW890837 AW898604 BF957405 BF963433 B6704815 

433404 7392-1 BCQ22980 BF224081 BG149908 AW672842 BE670687 AI702161 AW341832 BE222503 N71836 A1026061 AW953116 AW083132 AI979261 

AV725377AI423298A1640707AVV675518AI032611A1818044AI299508AI911386AI270418BE219257BM1^^ 225159AA587421 
N59447 Z39438 T32982 R54110 BF1 15783 F09044 BF808433 

449825 249224.1 81918168 AW779760 N48674 AI3759g7 AA235370 BG699146 AI913631 AI498402 A1016320 AA323193 R49021 D59344 BG986750 N45526 
BG986917T61382 R49391 R45432 AI203107 R35004 F07491 R25094 R35360 

453160 6028 5 BC009612NM-003526BIS97616AV761592AV760377AI.601008BI604131 BE645918BG187760BG181525BG210634BG192999AI263307 

AA344186AW952966AA033609AA037S62AA722183R7g4S2H70775BF674991 BE769437BG007656AA037483AW572535 A! 143991 
AA084581 AA033810 AV742510 AV735788 R08336 

420218 191547 1 AVV958037 R42S57A1337047AA948360A1638005AA459950AI624915AI638047A1467856A1521826AA880305A1^^^ 

AW779380 AA609879 AI634791 AI493770 Al 56621 1 Z41 145 AI627952 AA303734 BE349457 AW196765 AA256527 BE089727 

437124 59408 1 AL050013BG939500AW969191 AA769925AI377973Ai625&45AAai1365AA521114N24705A1379579AA424899A168^^^ 

N3S401 AA677452 AA504340 Ata09149 AAa83574 AI379062 AI084455 AI280147 AAS44327 BF43250d N27873 N47364 N34880 AI147024 T86860 
AI219716 AA960926 H2S544 81857123 AW960489 AASg9099 AA765246 AA328537 BG434703 AA890373 AA424765 A]2923ia AA829886 N95742 
A)2187S8 H25588 rQ82B2 AA024987 N36687 61919187 N49471 AAB89970 AW166152 AA468546 AI262504 A14527a2 AA554458 AA807080 
AA724542 AW102730 AA909978AW116134AW827241 W56431 BM1273d1 BF436987 A1016509AW663972BM12768SC1SS52N63435 N51744 
T98800 N56980 6G108636 N49381 R49866 061276 BI756612 AA508234 R49885 6F850422 

4325B6 6633J BC022881 AU150944BG7S0783AW754175AW857737AI911659A10S0038AAS54053AI828259AA568546 

438869 52134.1 AF075009 R63109 R63068 

450377 12109 1 AB033091 AIJ520743 BE81 1813 N53332 N99716 AL561910 AA280655 BE710392 AV705100 AW293978 AW444556 AA281459 AI679751 AI873695 
BG700891 B1553517 R80518 B6779771 BG534451 AM79402 AW9615B0 BF061 430 AI857643 A1768486 AW5121 1 6 AA479302 AW770384 
AW072470 AI041596 A1049599 AW592865 AA976261 6E679747 6G1 1 41 19 AW1 83811 AA909938 BF571621 BF350794 BF35t37S BE925699 
AL050294 BC010371 BFS82270 ALD42656 BF095732 AW812B18 BF095731 8G212397 BF876765 BI038602 BG388664 AW675337 BG2B9398 
BE939598 AW805570 AAS27097 AW150540 AI693720 AA743384 AI915793 N48185 AI573107 AA043474 A13S1615 AI969490 AI910763 R50868 
AI69gi81 N73808 K08ie4 

436063 S483 1 AK000028AM94483AI29a674AA720773AW61529AI884670AI936202AVV294235D616S2BFB81184AW1138^ 

N40094 N28596 AA884747 AA512890 BG438593 
428342 6712.1 AK056315AI01S524AA724O79BI713619AI377728AVV293682Ai928140AI0924O4AI08563OAA731340BM4^ 

AA769094 BF446026AW1 16719 AI332765AW500888AW576556AI859571 AW49g664AW614573AW82g495 AV\Q05314 W74704AI396361 

AI923&40 AW070509 AI521500 AL042095 AA609309 AA761319 AI381489 H45700 AA761333 AyV265424 AA909S24 AA635311 AA649040 

AI392620 Z40708 Ai985564AW263513 AAS13892 AI693486 AW263502 A1806164 AW291137 81061872 BI0S9496 AA134476 AWD84888 AA036967 

AW370823 T552&3BI002756AA489664BF827261 W74741 BFB63166 
424036 6226 1 NM-033445BC001193AI885781 BF794032AA476520AA81(B06AA810905A1291244A1B85097 AI359708AI3^ 

AA457566 AW771833 BE465621 AI384068 A1364452 AI648505 AI918342 AI928670 AA866580 AL531029 AA886344 A1186419 BG329096 

BM045466 A1331028 BG4371S1 BE668021 AA179427 
450203 19009 1 AK0S5952 6G162166BG220105BG191589 86188964 BG187388BG220104BG183714B£645998AI819354AW974Q68AI39^ 

A1024796 AWQ2009a BI491 127 A1393644 N74993 AW4729S9 BM478854 BI597437 H12165 BI45861 2 BE543192 
451752 10408 S AB032997 AI141678AW978722BE457119 AI761408BF727385AW237035A1934521 BF436248AI479568 240632 AA832081 AW295901 

BF057835 BE46S977 AI621269 BE465983 BF756369 N74056A18 17898 AA716567 AAg34774 K62600 H09497 BF943762 6E395335 6EB83333 
432363 1234917.1 AW97Q240AA534489AW970323 



758 
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422890 61426J 



F02655Z28734T16575 F10145 Z45266 AW572911 



417379 
407819 



1610005J 
7392_2 



10 



15 



20 



25 



419733 7612^3 



432675 
447620 
403151 



1237917.1 
687223.1 
•4123J 



409960 39S76J 



433891 
414922 



647290J 
1563J 



30 414222 18695J 



35 



40 



45 



50 



55 



60 



65 



70 



75 



80 



426991 29771.1 



IX^^™«F1^^51H10118H17037BF855407R19603 

AI973051 A1400921 AI796154AVW41817 AW^^^^ 80)01364 AW993471 AW993481 AW993283 

NiyL0O4892 AF047442 BE275338 B"24863 BB^^ BI260001 



AAB08206 AA725223 AI766003 



B61074B4 AA632009 AI432670 
AU14l755Am41988AUU2M1 AU 41^AU 4^^^ 



434194 62680.1 
432908 452S41J 
412652 18858J 



424338 50559.1 



9^30761 BE792868AW328267AL13517^^^^^ 

AW274435 L29008 NM.003104 U07361 BF002824 8^949 /WMM^ ^^^^^ 
AW069877AW015214/^948718BE219mAI95^^^^^ 

AA336950 BE501521 BF740566 AA3114M AA384M9 B^^^ ^^^^ ^827118 N78641 



AA570172 A1753825 AA171566 AU159257 
C75260 



AU158883AU159396A!016B67AU15923BAI282517 



T71053 

AK001536 AK056135 BM474813 Bl 
AU128438 BE384458 AL353967 BI8571 17 Bl 
B1256542BG108S20AU1S0719AW51035' ' 
AF119847 AA437261 AA436987 A1132965 



437179 12239.1 



418166 18858.1 



431416 120918.1 
447881 44623.1 



407192 2200202^1 
434747 117643.1 
410297 2990.1 



AI801777 BE577762 AWWB-iiu pc^j- BF449023 A1289476 AW074381 BF972912 AI9917ao 



AAT71919AI0922S9 
R41226 



Ai633486 A1096810 AW183016 A1635738 N27524 BE64591I 
F11313 ' 



1972337 AW953841 AA372437 AI216746 H11384 



AKD74291 AW293424 BE676135 _AI832125 Bai91« BE46^^^ ^£272975 BF949 



AA7221&4 BF934174 BE00432B AV749301 
AW814195BE879126 

B?SlK?K^^ 
AA602964 AA609200 
AW976537AI033582AA837085 M7«^^^^ 



BF949119 
N23123AA588805 
BI035539BF747723 



AVV662760AI8B8087AI342098AA7K4 8 W815^^ 



61911169 



AA648303 



W19723R32966 BEI183B41 Wi'OM.^^Ii^lfKSjIiSSKSS^^ 
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445636 8561.5 
419175 35068.1 



441128 20932^1 



406789 0.0 
421091 24941J 



4G0263 18977.1 



BF339388 A1345516 BG391657 BE708967 BG0S6O34 BE261703 H56716 H65572 K93801 T48830 R96953 R98SB9 RSBW BE867593 AA090310 
AA090672 

AB01B322BC012480BI524873 AW665554AI934469AI479916 BF096179 BF096162 BF096132 M744972 AI951988 AI858a39 BED76331 
AA88G998 AI570585 AI91 6688 A167881 1 AI693109 AI308135 AA669046 AA981064 AI01 8062 H8061 6 BE^ 

Z44671 Bt052776 BF882488 8G286184 A15B955B AA931663 AAS34979 AI275392 At273455 R52553 AA829920 H80652 AA360728 F1061 8 
AW953666 AW176773 K85S27 AA765570AA0819278F093262 BG7437S3 AL037576 AA534314 BE814964BE973713 N49493 6E006634 
BE006630 AW270037 AA234765 A1334004 BF057179 AI857450 AI341 191 AI434143 A1917449 AW517207 AA2S5424 AW008334 AA847572 
AA934211 AA861901 AA581873A1580157A)364363AW242357AW235291 N55645AA319869R36911 AA256551 AW044188A1203159r(49403 
F02090 AI187299 AI609644 Z40516 AW952314 

6C014072 6E328650 A1356S67 AI148171 AI022165 B6149661 6F000671 AA233101 AA573721 AA447991 AW016855 AI005068 AA554071 
6F47B215AA906902AW014761 BE90S651 6E512923BM047129AA243852AA232991 AA127550AA127551 AA570^AM73237BF033706 
N90525 AW973623 A)3S9827 BG674S74 6E903322 
AI041403Z4914B 

AK057700 BC01S899 BE867108 AL528926 AL527436 BG91 3023 AI884B67 8E858461 A1885227 Ai935218 BEB4&596 Aig22406 AA778161 
BF345973 AW195853 AI687121 AI336147 AI091364 AI769203 AW627859 BE677432 BF439954 BG820230 AA283686 AAB12396 AI35B396 
AA932022 BE222881 AW016109 6M352667 BF528099 BG818616 AI935916 AA9122S5 BG910887 AL56B301 AL567278 BI52244S BI754384 
BG819375 BF835950 AA323718 AA860955 AI089847 AL520776 AL526045 AL538507 AL567798 AL536876 AL574332 BF834531 BF3401 16 
BF83S954 A1573997 ALSB12S2 BF957667 AL580170 AW952324 AL569382 AW148695 AL559234 BG034270 BI913839 AL581327 A).565842 
H43S68BF94S1B8AL559686AL539326T1S481 AW895092 AL582684 BIS 19896 

Z1 1692 X51466 NM_001961 M19997 BI224253 BG830478 AU122147 AU 1 23437 BG 11 3591 BG752624 BE886804 B1868669 BG337216 AW62993S 
BM016525AI560409 AL562866AI909178BF849556AA371735BF038841 BF727115BC008547BG757526AL555664 BI261304 BG770095 
BI033486 B)517580 BG876466 BI01 1828 At313235 BG831724 6F869862 BG998348 B!01 1834 BF88d337 BF896627 8F092380 AW803215 F01241 
BF80S719 BG876467 AW49&S36 BFg88866 60998849 AA24S724 BG829202 BG756456 BG032392 61859287 BM01699Q BG332369 BE933685 
BE1667S8BM4S2445AI937808AW026128N23684AVW08041 A)337621 F33111 BF344301 BG10S4S06G387343BF569547BF1 54671 
BM007368 BF569385 BE772D07 BI199487 BF761700 61261519 6F944452 BF898S06 AI03a3g0 BM044934 AW381142 BG743618 BE769206 
BE893g73 B)01S047 8F886479 BF761350 BE769769 BG7661 17 BF847365 BE397634 AW371121 BF06912S BE082996 BF183ig3 BG180964 
BF089940 BI000274 B625S503 BG674499 BG774174 61015084 



TABLE 67C 



Pkey: Unique number corresponding to an Eos prot)eset 

Ref: Sequence souxce. The 7 digit numbers in Uus column are Genbanic Identifier (Gl) numbers. "Dunham I. et al." refers to the publicaiion entitled The DMA 
sequence of human chromosome 22.* Dunham I. et al.. Nature (1999) 402:489495. 
Strand: Indicates DMA strand from which exons were predicted. 
Ntj)osiaon: indicates nucleotide positions of predicted exons. 



Pkey 


f^ 


Strand 


N)_positJon 


403047 


3540153 


Minus 


59793>59968 


401424 


8176894 


Plus 


24223-24428 


401451 


6634068 


A4lnus 


119926-121272 


401747 


9789572 


Minus 


118596-118816.119119-119244.119609-11976 


404632 


9798668 


PhJS 


4509645229 


403046 


3540153 


Minus 


55707-55859,56369.56511 


404922 


7341893 


Phis 


13248-13428 


403752 


7678857 


P!us 


33704^828 


404210 


5006246 


Pius 


169926-170121 


401519 . 


, 6649315 


Rus 


157315-157950 


401785 


7249190 


Minus 


165776-165996.166189-166314.165408-16656 


401866 


8018106 


Plus 


73126-73623 


405387 


6587915 


Minus 


376&^570M89S 


401197 


9719706 


Plus 


176341-176452 


403532 


8076842 


Mnus 


8175081901 



TABl£ 68A: 995 GENES UP-IREGULATED IN PROSTATE CANCER COMPARED TO NORMAL ADULT TISSUES 

Table 68A Ssts about 995 genes up^egulaiBd In prostate cancer compared to nomal adult tissues. These were selected from 9009 probesets on the AfiymetJix/Eos Hu03 GeneChIp 
array lhal showed some expresston h human xenogrrft lumciB and ceD nnes. The 995 genes w^ 
tissues was greater than or equal to 2.5i The "average* prostate f»noer bvel was set to 
to the 8SBi pefcentila anongst noiHitillgnant flssuss. to 0^ 
mallonant tissues was subtracted from both Ihe flumerator and i^ 



Pkey. 
ExAccn: 



Unk)ue Eos probeset identifier mimt^er 
Exemplar Accesskxi number, Genbank aocesskin number 



UnigenelD: 


Unlgene number 




Unlgene TlHstUnigene gene title 




R1: 


RaOo of tumor to nomia! txxJy tissue 


Pkey 


ExAccn 


UnigenelD 


UnigeneTiOe 


448999 


AF179274 


Hs.22791 


transmembrane protein with EGF-like and 


426747 


AA535210 


H5.171995 


kMrein 3, (prostate specific anBgen 


446057 


A1420227 


H5.149358 


Trp-p8 transient receptor potential cali 


400302 


N480S6 


Hs.283946 


IblatB hydrolase (prostatflhfipedfic memb 


432441 


AW292425 


Hs.163484 


ESTs 


419526 


AIB21B95 


Hs.193481 


ESTs 


414569 


AF109298 


Hs.118258 


prostate cancer associated protein 1 


424099 


AF071202 


Hs.139338 


ATP-tMng cassette, sub-fiamBy C (CFTR 


432240 


AI694767 


Hs.129179 


Homo sapiens cONA FLI 13581 fis. done PL 


400298 


AA032279 


HS.6163S 


sfadransmenteane epOheBal anfigenof 


453370 


AI470523 


Hs.139336 


ATP-Undlng cassette. siMiamOy C (CFTR 



R1 

85.5 
68.6 
65£ 
61.9 
60.4 
45.9 
45.7 
45.2 
44.9 
40.9 
39.6 
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10 



15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



409731 
400299 
400296 
400292 
42S075 
409262 
428819 
409361 
407168 
400287 
415539 
432374 
433043 
423073 
403047 
444484 
428338 
401424 
407709 
407122 
425628 



AK002126 Hs.11260 
AAK)3115 Hs.183752 



448290 
437052 
411096 
451939 
4S0096 
419743 
427958 
431548 
434666 
426501 
413597 
428862 
435677 
429220 
408826 
418961 
428698 
420757 
, 428398 
419078 
450382 
449625 
401451 
447033 



448519 
418829 
430376 
418848 
429918 
424012 
418278 
408000 
443822 
432101 
447342 
412446 
437718 
433404 
431089 
4Z7212 
429597 
444151 
428046 
453160 
433927 
431117 



AA125985 Hs 56145 ttiymosm. bela, identified in neuroblasl 
X07730 Hs.171995 kallikreln 3. (prostate speafc gflf" 
AA305627 Hs 1 39336 ATP-bindIng cassette, suWanffly c ici- 1 k 
AA250737 Hs.72472 BMP-RIB 
AA506324 Hs.1852 ^cld phosphatee. prostate 
AK000631 Hs.52256 hypoOielical proton FU20624 
AL135623 Hs-193914 WM0575 gene product 
NM.005982 Hs.54416 6ineocurishomeobox{Drosophlla)homoto 
R45175 Hs.117183 ESTs 
S39329 Hs.181350 WIKkrein 2. prostate 
A1733881 Hs.72472 BMP-R1B Hnn^ PL 

W68815 HS.30188S Homo sapiens cDNA Pyjl^^^fs. done PL 
W57554 Hs 1 25019 lymphoid nudear protein (LAF4) mRNA 
BE252922 Hs.123119 MAD (mothers againsldecapenlaplegto^ 
Btz:,^^ n5.i« oo5655-:Homo sapiens Uansmfimbrane pr 

hypothellcal protein FU11264 
microseminopfotein, beta- 
NM_001172:Honiosapiet(s arglnasctypen 

AA456135 Hs.23023 ESTs 

nSlOM476 Hs'.283946 Wate hydrolase (prostale-spedficmenib 

S2107 Hsi0843 HomosaplenscDMAFU112451is.clonePL 

AA861697 Hs.120591 ESTs 

U80034 HS.68SB3 initodwrtdrid intermediate peptidase 

U80456 Hs.2731 1 8lnglB^T^^ded (DrosopNla) homolog 2 

A16a2068 Hs.79375 holocarljoxytase synthetase (blofln-lprop 

AW40W62 H5.5957 Homo sapiens done 2441 6 mRt4A sequence 

AA418000 Hs.98280 potassium intermediate/small conduclafwe 

AI834273 Hs.9711 luwd protein 

AF151103 Hs.112259 T cell receptor gamma locus 

AW043782 Hs.293616 ESTs 

AW302B85 Hs.117183 ESTs ^ o,^ 

NM 000346 Hs.2316 / SRY (sex detemuning region Y)-box9lM 

M694142 Hs.^ ESTs. Wbaklysliiiflar to TSGA RAT TESTIS 

Hs.48376 too sapiens clone HB-2 mRNA sequence 

AW957646 Hs.23023 ESTs 

AB033070 Hs.194408 WAM244pfol^ 

X78592 Hs.999t5 andiogeniec8ptor(dihydrote8losteroTOr 

AI249368 Hs.98558 ESTs 

Mcniig Hs 89584 insdinoma^oaateo 1 

SsB fte,60257 HomosaiienscDNAFU13S98(is.clonePL 

014253 odz (odd Ozften-m, Drosophila) homolog 1 

NNLOHZW NNL004496*:Homo saptens hepalocyle nude 

AI357412 Hs.157601 ESTs ^ ^ 

AU076405 Hs^981 sdute carrier family 26 {sulfate Iransp 
AW175665 Hs.278695 Homo sapiens prostem mRNA. complete COS 
AA516531 Hs.55999 NKhomeohox (Drosophila), fan^^S. A 
AW292053 Hs.12532 chromosome 1 0pen reading trame^i 
A1820961 Hs.193465 ESTs 

AW873986 Hs.119383 ESTs 

AW368377 Hs.137569 tumor protein 63 kOavinth Strong nofwaog 
AI088489 Hs.83937 hypothefcal protein -tn* 
L11M0 Hs.198689 bullous pemphigoid antigen 1 (230fl40kD) 
a1o87412 ^43611 ESTs.WteftlysWI«to2004399Adiromos 

AI9189S0 Hs.123642 EphA3 mutzuMtOMQ 
AI199268 Hs.19322 Homo saptens. Stoto to RIKENcDNA 2010 

AI768015 ESTs 

AI927288 Hs.196779 ESTs 

T32982 ESTs , . , 

BE041395 Hs.156110 ESTs.WeaWydrrtiartounkrtt^^ 

AW293849 Hs58279 ESTs, WeaWy similar to ALU7-HUMAN ALU S 

NiyL003816 HSJ2442 adidntegrinandmstaUoprotejnasedoma 

AW972917 Hs.128749 ^«»««t!y^a?f!^^ 

AW812795 HSOT534 ESTs. Moderately steflarto 138022 hypd 

A1263307 H2BhIstDne family, member L 

A1557019 Hs.116467 sm* nudear protein PRAC 

AF003522 H3.250500 deIte(DnJSOphilaH0te 1 

AIJ035588 Hs.153203 MyoDfan^Wiibltor 

NM.003528 Hs.2178 H2Bhistone family, menawQ 

AA429B34 Hs.151791 KlAAD092genBprcdud 

AA948033 Hs-130853 ESTs 

NM.004354 Hs.79069 cydin G2 

AW958037 ntxsomal proteh L4 

AW182924 Hs.128790 ESTs 

NHiL001851 Hs.154850 odiagen. type IX, alpha 1 

BE245562 Hsi551 adrenergic t]eta-2-,receirtDr. surface 

2^6K {tei4OT8 ESTs. Weddy slmaaf to 138022 hypotheO 

Sio fe16478 H0!nosapfensdDNA:FU21718fis.d2«C 

AVWTKK ^3^99 ESTs, V&y similar to S51797vasodaat 

aSi Si388S0 hypoiheBcalprote.OKFZp434K1421 



427674 
424G92 
41S263 
416182 
420218 
411887 
42S154 
430226 
450325 
439444 
440529 
457211 
428600 



37.7 

34.9 

31.7 

31.4 

31.4 

31.4 

3U 

303 

29.6 

29.6 

28.8 

2B.8 

2B.1 

27.5 

27.4 

25.7 

25.0 

24S 

24.7 

24£ 

23.2 

23.1 

2Z7 

22.6 

22.5 

21.2 

20.8 

20.5 

20.5 

19.8 

19.4 

19.3 

18.9 

18.7 

18.0 

17.9 

17.6 

17.3 

17.3 

16.8 

16.3 

15.8 

15.4 

15.2 

14.9 

14.9 

14.7 

14,6 

14.5 

14.4 

14.3 

14J2 

14.1 

14.1 

13.9 

13.3 

13.3 

111 

117 

116 

12.6 

12.6 

12.5 

12.5 

1Z4 

12^ 

12.2 

111 

12.1 

11.9 

11J9 

11.7 

11.3 

11.3 

113 

11.2 

11.2 

1U 

11,1 

11.1 

11.0 

11J) 

11J) 
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422728 AW337826 Hs.103262 EST8.We8MysImBartoZN91_HUMANZIt4C 11.0 

417333 AI157545 Hs.173179 bromodomain end PHD linger contatnit«. 3 10.7 

434423 NM.00676g Hs.3844 UM domain only 4 10.6 

. 434170 AA626509 Hs,122329 ESTs 10.B 

5 432729 AK000292 Hs.130732 hypoOetical proteh RJ20285 10.5 

446100 AW987109 Hs.13804 hypothetical protein dJ462023w2 10.4 

432715 AA247152 H5.200483 ESTs.WeaMys{inlarbK1AA1074piotehi 10.4 

421696 N62293 Hs.45107 ESTs 10.3 

401747 Homo sapiens keiafin 17 (KRT17) 10.1 

10 451640 AA195601 Hs.26771 Human DNA sequence from done 747K23 on 10.1 

431542 H63010 Hs.5740 ESTs m 

447397 BE247676 Hs.18442 E-l enzyme 10.0 

433285 AW975944 Hs.237396 ESTs 10.0 

431325 AW026751 Hs.5794 EST8,WeaMyfilmaarto210926QABcen 9.9 

15 410889 )(91662 Hs.66744 twist (OrosophBa) homotog (acrocephte 9.6 

432674 AA641092 Hs.257339 ESTs. WeaUyslniar to 08022 hypotheli a6 

434926 8E543269 HsjQ2S2 m!tochondrid ribosomal protein 132 a6 

442049 AA310393 Hs.190044 ESTs 9.6 

443180 R15875 HsJ58576 daudlnl2 9.5 

20 406964 M21305 FGENES predicted novel secreted protein a5 

428350 NMJ003245 H&2022 transgiulaminase 3 (E polypeptide, prate 9.5 

456660 AA909249 Hs.112282 solute carrier My 30 (zinc transport 9.5 

448045 AJ297436 Hs.20166 prostate stem cell antigen 9.5 

451684 AF216751 Hs.26813 C0A14 9.5 

25 440594 AW445167 Hs.126036 ESTs 9.4 

432415 T16971 H8.289014 ESTs. W^aUy similar to A43932 mucin 2 p 9.3 

418601 AA279490 Hs.e6368 calmegin 9.3 

433332 A1367347 Ks.44898 Homo sapiens done TCCCTA00151 mRl^sequ 9.2 

437124 AA554458 K1AA0668 protein 9.2 

30 428728 NM.016625 Hs.191381 liypolhetical protan 9.2 

438869 AF075009 gbiHomo sapiens fuH length insert cONA 9.1 

431992 NM.002742 Hs.2891 protein kinase C mu a9 

413992 W26276 Hs.136075 RNA. U2 small nudear 8.9 

428342 A1739168 Homo sapiens GDNAaJ13458 lis, done a 8.9 

35 418836 A1655499 Hs.161712 ESTs 8.8 

409799 01 1926 Hs.76845 phosphosenne ptiosphatas&^ke 8.8 

400294 N95796 Hs.276695 Homo sapiens prosteinmRNA. complete cds 8.7 

434826 AF155661 Hs.22265 pyruvate dehydrogenase phosphatase 8.7 

418250 U29926 Hs.83918 adenosine monophosphate deaminase (Isolb 8.7 

40 425905 AB0329S9 Hs.318584 novel C3HC4 type Zinc finger {ring finge a7 

418329 AW247430 iHs.84152 cystathtonine^ta^ynthase 8.7 

450203 AF097994 l-icynuienine/^pha-amlnoadlpateaminotra 8.7 

425465 L18964 Hs.1904 protein kinase C; tola as 

416239 A10384S0 Hs.4e948 ESTs aS 

45 436962 AW377314 Hs.5364 OKFZPS64i052 protein 8.4 

450164 A1239923 Hs.63931 ESTs a4 

452744 Ai267652 Hs.246107 Homo sapiens mRNA;cONADKFZp434E082{fr a4 

440774 AI420811 Hs.153934 ESTs a3 

444922 AI921750 Hs.144871 Homo sapiens cONAFU13752 (is. done PL B.Z 

50 410870 U81599 Hs.66731 homeot)OxB13 6.3 

435047 AA4549B5 Hs.54973 cadherin^ke protein VR20 SJZ 

418564 AA631143 H$.278695 Homo sapiens prostelnmRNA, complete cds a2 

451027 AW519204 H5.40808 ESTs a2 

445873 AA250970 Hs.251946 poty(AH)inding protein, cytoplasmio 1-1 a2 

55 423349 AF010256 H5.127428 homeot)oxA9 ai 

421928 AF013756 Hs.109643 pdyadenylatetilndingprotein^nteradin ai 

432SB8 AA566548 ESTs aO 

426108 AA622037 Hs.165466 programmed cell death 5 8.0 

^. 417153 X57010 Hs.81343 cdl^en. type II. alpha 1 (prlmaiy osie aO 

OO 416653 AA768553 H5.193145 metsHothionein IE (fundional) 7.9 

447476 BE293466 Hs.20880 ESTs. VMlysimSar to 138022 hypothefl 7.9 

450377 AB033091 iClAA1265 protein 7.8 

429769 Nl^064917 Hs.216366 kaOikiein 4 (proslase, enamel matrix, p 7.7 

^_ 416816 U41514 Hs.80120 U0P-N-acetyl^pha.[>^alactO3amine:polyp 7.7 

65 433323 AA805132 Hs.159142 ESTs 7.7 

451952 AL120173 Hs.301663 ESTs 7.7 

452367 U71207 Hs.29279 eyesat>senl(Oiosoplvla)hoiTK}log2 7.7 

421470 R27496 Hs.1376 annsxlnA3 7.7 

420092 AA814043 H3.88045 ESTs 7.6 

70 416111 AA033813 Hs.79018 chromaSn assembly factor l.subunit A ( 7.6 

440749 W22335 Hs.7392 hypothetical protein MGC31 99 7.6 

441866 BE464341 Hs.21201 nedin 3; DKFZP5666Q846 protein 7.6 

411019 AW993097 Hs.48617 Homo sapiens cONAFU12540fls. done NT 7.5 

421566 NM.000399 Hs.1395 eaity growth response 2 (Krax-20 (Drosop 7.4 

75 451418 BE387790 Hs26369 hypothetical protdn FU20287 7.4 

433517 AW022133 Hs.189838 ESTs 7.4 

415621 AI64e602 Hs.S5460 ESTs 7.4 

442592 BE566623 hls.29899 ESTs, Wealdy similar to G0207Stranscr1p 7.3 

OA 452340 N1^002202 H$.505 ISU transcrtptkxi fador. UM/homeodoma 7J 

oO 450244 AA007534 H8.12S062 ESTs 72 

433293 AF007835 Hs.32417 hypothelieal protdn MGC430g 7.2 

425259 AL049280 Ks.155397 Hocno8apierBmRNA;cONAOKFZ|)564K143(fr 7.2 

4344B5 AI623S11 Hs.118567 ESTs 7.2 
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442772 


AW503680 


Hs.5957 




425211 


M18667 


Hs.1857 




431S5B 


X63629 


Hs.2877 




40B41B 


AW963897 


Hs.44743 


5 


436063 


AKD00028 






412350 


AI6S9306 


HsJ3826 




414654 


AA587775 


Hs.6B295 




428465 


AW970976 




10 


436476 


AA326108 


Hs.33o29 


431S85 


BE242803 




434808 


AF15S108 


nS.£0u13U 




432103 


T15803 


Hs-272458 




456088 


BE177320 


Hs.156148 




429084 


AJ001443 


Hs.ig5614 


15 


422486 


BE514492 


HS.1174B7 


410227 


AB009284 


Hs.61152 




453439 


AI572438 


Hs.32976 




410037 


AB020725 


Hs.58009 


20 


420297 


AI626272 


Hsi8323 


409648 


AW451449 


Hs^7749 


448148 


NlA-016578 


HS.20S09 




410258 


AA316181 


Hs.61635 




422134 


AW179019 


Hs.112110 


25 


415058 


Z19448 


Hs.131887 


404632 







Homo sapiens done 24416 mRNA sequence 

progaslricsin (pepsinogen C) 

cadherin 3, type 1, P-cadherin (pbcenla 

K!AA1435 protein 

ribosomal protein S24 

protein tyrosine phosphatase, noiwecepl 

mutti-PDZ-domaln^ontalning protein 

ESTs 

lJHl>^ protein DEC2 



exostoses (multipleKi)(e 2 
guanine nucleofide binding protein 4 
KIAA0918 protein 

ESTs. Weakly amBato ALU1_HUMAN ALU S 
ESTs 



30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



six transmembrane epithelial antigen of 
mitochondrial ribosomal protein L42 
ESTs. Weakly similar to T24396 hypotheti 
NM_022490:Hom> sapiens hypothetical prot 

tubuiin-speclfiCchaperonec 

453308 AW959731 Hs.323099 ESTs 

^9048 Z45051 H8.22920 similar to S68401 (cattle) glucose indue 
410762 AF226053 Hs.66170 HSKM-B protein 
436032 AA150797 Hs.109276 latexin protein 
4S6508 A^764 Hs.123469 EST8.WeaklyslmiiarloAF2088551 BhWI 
413328 Y15723 Hs.75295 guanylale cyclase 1, solubte. alpha 3 



425071 ^- 

424036 AA770688 
418245 AA088767 



450881 A1523898 
418821 AA436002 



I^M 013989 Hs.154424 deiodinase. kxlothyronine. type II 
H2A histone family, member L 
transmembrane, prostate androgen Induced 
ESTs 
ESTs 

slnS^sodated polypeptide. 30kD 
ESTs 

hypothetfcal protein FU11273 
OnaJ (Hsp40) homolog. subfamlhf C. membe 



Ks.83883 
Hs.17617 
Hs.183161 

458809 AW972512 Hs.20985 
432527 AW975028 Hs.102754 
433730 AK002135 Hs.3542 
449845 AW971183 Hs.6019 



420948 AB016898 Hs.100469 myeloidytymphold or mixed-fineage leukem 

425704 U79293 Hs.159264 Human done 23948 mf^ sequence 

458440 A1095458 Hs.l35254 Homo sapiens done 1 thromtxjspondln mRNA 

419647 AA348947 Hs.91816 hypothetfcal protein 

455497 AA112573 Hs.278695 Homo sapiens prostsmmRhW^completecd^ 

428593 AW207440 Hs.185g73 degenerative 8peraffltocyta(homOlogDroso 

400303 AA24Z758 Hs.79136 UV-! protein, estrogen legirtated 

446416 AV658299 Hs.163959 ESTs 

407819 R42185 ESTs 

430387 AW372884 Hs.240770 nudearcapWndingproteinsubumt2, 2 

410102 AW248508 Hs^79727 ESTs; homologua of PE^W [Ctona savignyl 

429155 AW009886 Hs.l18258 P^slate cancer as^ated protein^ 

417873 BE266653 Hs^659 Homo sapiens, Smlar to RlKENcONAA430 

410240 AL157424 Hs,61289 synaptojanln 2 ^ ^ , 

421305 BE397354 Hs.324830 diptharia tojdn resistance protem requ 

451406 A1694320 Hs.6295 ESTs. Weakly simRar to T1 7248 hypotheti 

416795 AI497778 Hs.20509 HBV pX assodated proteiiv« 

427701 AA411101 Hs.243886 midearautoantigenlc sperm proton (^^ 
451468 AW503398 Hs.293663 ESTs. Moderrfely similar lo 138022 hypol 
433852 A1378329 Hs.126629 ESTs , ,^u«««Ji 

432882 NM.013257 Hs^9696 senim/glucocorticoklregulaledWnase^l 
41SW0 AB020689 Hs.90419 KIAA0882 protein 
435706 W31254 Hs.7045 GliMW protein 
431583 AL042613 Hs^62476 S-adenosytmethtonlne decarboxylase 1 
442409 BE208843 Hs.129544 hypotheBcal protein M6C1 5438 

4^252 mlm Hs.164159 ESTs. Weakly sinnlar to ALU LHUMAN ALUS 

422083 NH/L001141 Hs.l112S6 arachidonatelS^poxygenase, second typ 

429638 AI916662 Ks.211S77 Unedin 1 (kinesin receptor) 

4Z9b« MisiooD* N!yL005656*iiomosap1ens transmembrane pr 

geniin4 

DKFZP434G032 protein 
hypothetical prolan aJ12577 
thyrdd hormone feceptorcoadwafing pr 
Homo safOens cDNA: RJ2306B Us. done L 
Homo sapiens cONA: FIJ22930 fis, done K 
(^174905 K]AA0033protetn 

SEC22. veside trafRddng protein (S. c 
hypdheifcal pro^ aJ20S30 



403046 

447805 AW627932 Hs.302421 

443162 T49951 Hs.9029 

418555 AI417215 Hs,87159 

437162 AW005505 Hs.5464 

419465 AW500239 Hs^1187 

44CM46 AW014231 Hs.80790 

4Z7308 D26067 

409151 AA306105 

432840 AKfi01403 



Hs^79521 - . 

423242 AL039402 Hs.125783 DEME-6 protein 

453082 H18835 Hs31608 hypothe0cdprolEteFU20041 

441021 AW578716 H5.7644 " 



HI histone famDy.meirtier 2 



7.1 
7.1 
7.0 
7.0 
7.0 
6.9 
&9 
6.9 
6.8 
6.8 
6.7 

a7 

6.6 
6.6 
6.6 
6.6 
6.5 
6.5 
6.4 
6.4 
6.4 
6.4 
6.3 
6.3 

as 
a3 

&3 
&3 
6.3 

a3 

6.3 
6.2 
6.2 
6.2 

a2 

6.1 

ai 
ai 
ai 
ai 
ai 

6.1 

ao 

6.0 

ao 
ao 
as 
a9 

5.9 
5.9 
5.9 
5.9 

a9 

5.8 

ao 
a8 

5.8 

a7 
a7 
a7 
a7 
a6 
ao 
a6 

5.6 

ae 

5.6 

ae 
a6 
as 

5.5 

as 

5.4 

a4 
a4 
a4 
a4 
a4 
a4 
a4 
as 
as 

5.3 
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415276 

400290 

432435 

417318 

429457 

416276 

410076 

420039 

423445 

436420 

414085 

422048 

427176 

450B32 

448807 

420568 

421685 

427615 

430598 

452576 

431724 

409757 

432242 

407103 

421154 

400301 

426006 

452679 



444108 
452259 
419063 
416854 
422890 
428330 
41916B 
452017 
456362 
442501 
439735 
451752 
423583 
446157 
432363 
433313 
408101 
453857 
451982 
447574 
429299 
420522 
417379 
411031 
431725 
441224 
407813 
440074 
430294 
415082 
414922 
430945 
43882S 
425174 
420380 
410193 
440300 
436761 
410275 
404922 
436556 
429302 
447595 
433006 
407894 
418818 
433556 
443123 
419991 
419594 
453390 
417061 
419239 
4388n 



Hie836 
BE218888 
AW953937 
NM.004477 
U41060 
T053B7 
NM.004605 
NM_014324 
AA443966 
AA114016 
NM.012445 
AW3BtS69 
AW970602 
A1571940 
F09247 
AF189723 
BE410107 
AK001764 
AB023177 
AA514535 
Nl^001698 
AW022715 
AA424881 
AA284333 
X03635 
R49031 
Z42387 
AI811807 
R55784 
AA317439 
A1479560 
H40164 
Z43784 
L22524 
A1336132 
AF1D9302 
AW973003 
AA315267 
A1635386 
AB032997 
AL1Z2055 
BE270a28 
AAS34489 
W20128 
AW968504 
AL080235 
F13036 
AF162666 
Ai620463 
AW957137 
AA196390 
W37943 
X65724 
AU076964 
AL120247 
AA863045 
A)538226 
AA160000 
D00723 
U8066g 
BE327427 
D874S0 
AA64Q891 
AJ132592 
N39760 
A1817776 
U8S6S6 



Hs.78353 

HS.31G08 

Hs^TO 

H3.240845 

Hs^772 

Hs.79136 

Hs7991 

Hs.94581 

Hs.128749 

Hs.31595 

Hs.75745 

Hs.288126 

Hs.40334 

Ks.105421 

Hs.7549 

Hs.247735 

Hs.106778 

Hs.179817 

Hs.247112 

Hs.29900 

Hs.283704 

Hs.123114 

Hs.162160 

Hs.256301 

Hs.287631 

Hs.1657 

Hs.22627 

HS.B3883 

Hs.108646 

Hs,140942 

Hs.28707 

Hs.98613 

Hs.80296 

H5^256 

Hs.33718 

H3^7495 

Ks.179909 

Hs.23128 

Hs.142846 

Hs.129836 
Hs.131740 

Hs.296039 

Hs.123073 

Hs.35861 

Hs.27373 

Hs.18895 

H8.347408 

Hs.98541 

Hs.34892 

Hs.2839 

Hs.7753 

H$.40109 

Hs.10669 

Ks.32976 

Hs.137398 

HS.S5999 

HS.799S3 

Hs.154978 

Hs.102406 

Hs.59757 



SFRSprDtain kinase 2 
hypothetical protdn FU20041 
ESTs 
ESTs 

FSHO region gene 1 

UV-1 projeh. esbogen regulated 

ESTs 

sulfbtranslerase fanStf, cytosolic. 2B, 
alpha^nelhylacyU^oA raDemase 
ESTs 

aldehyde dehydrogenase 1 famOy, mentber 

spondln 2, extracelhilarmablx protesn 

ESTs 

ESTs 

ESTs 

protocadherin alpha 10 

ATPase. Ca Uansporfing, type 2C. member 

CGI-e2 protein, PS0R1 

hypothetical protein FU10902 

KlAA0960pfQtBin 

ESTs 

cystatlnSN 

ESTs. WeaUy simBar to ALU4_HUMAN ALU S 

hypotheUcal protein MGC13170 

Homo sapiens cDNA FU142e9 fis. done PL 

estrogen receptor 1 

ESTs 

transmenit)rane, pradate androgen Induced 
Homo sapiens cONA FU14934 6s. done PL 
ESTs 

signal sequence receptor, gamma (transto 
Homo sapiefis cONA HJ12292 (is, done MA 
Purkinjecell protdn4 
ankyrin 3. node of RamHer {ankyrin G) 
matrix metaDoproteinase 7 (matritysin. 
Homo sapiens cONA RJ12641 lis. done NT 
prostate cancer associated protein 7 
hypothetica} protein FLI22995 
ESTs 

hypothetic^ protein 
KIAA1171 protein 
KIAA1028 protein 

Homo sapiens cDNA: FLJ22562 fis. done H 
gbiif76g11.s1 NCI.CGAP_Co3 Homo sapiens 
ESTs 

C0C2-felded protein Idnase 7 

OKFZP566E1621 prot^ 

Homo sapiens mRNA; cONA DKF2:t>56401763 (f 

tousied-Gke Idnase 1 

hypothetical protein MGC13102 

hypottiettod protein 

gb:Q)99b10£l Stratagene musde 937209 H 

KiAA1323 protein 

Nonie disease (pseudoglioma) 



AI364997 

AU076674 

AW379130 

BE242758 

AJ278313 

AA228899 

W56321 

AA094538 

AJ000098 

AA013051 

AA862496 

A1875944 

AA468183 

N23874 



HS.2365S7 
Hs.61796 

Hs.7572 



Hs.18953 

Hs.190223 

Hs.41143 

Hs.101307 

Hs.1 11460 

Hs.272808 

Hs.94210 

H5.91417 

HS.2&482 

Hs.188691 

HS.18459B 

Hs.50477 



K1AA0872 protein 

ESTs. Weaidy simllar to T00050 hypolheti 
guanine nudeotide binding protein 4 
ESTs. WeaMy simOar to JCS238 gaiadosy 
gtyiAie cleavage system protdn H (antino 
NK homeobox (Orosophiti). Mly 3, A 
ESTs 

K1AA0261 protdn 
ESTs 

zinc finger protein 281 

Homo sapiens. S^ to RilCEN cONA 5830 
ESTs 

transcription factor AP-2 gamma (adivat 
NM_003071:Homo sapiens SWi/SNF related. 
ESTs 

eukaryoQc translation Initiation factor 
phospliodiesterase 9A 
ESTs. Moderately sinflar to T292BS hypol 
phosphdnosilide«pedfic phosphdipase 
Homo sapiens HUTl 1 prot^ mfWA. partid 
calciumfcalmodulln^lependent protein kin 
putative transcriptkn regulation nudea 
eyes absent (Oosophila) homdog 1 
topdsomerase (DMA) II binding protein 
ESTs 

Homo sapiens cONA i=U1 2033 fis, done HE 
Homo sapiens cOHA: FU23241 fis. done C 
RAB27 A. member RAS oncogene fantfy 



&3 
5.3 
S.3 
&3 
&3 

&3 

&3 

5^ 

5l2 

5^ 

5.1 

5.1 

5.1 

5.1 

5.1 

&1 

5.0 

5.0 

&0 

&.0 

SlO 

&0 

5.0 

5.0 

&0 

S.0 

5l0 

4.9 

4.9 

4.9 

4.9 

4.9 

4J 

4.9 

4.9 

4.9 

4.9 

4.9 

4.8 

4.8 

4.8 

4.8 

4.8 

4.8 

4.9 

4.8 

48 

47 

4.7 

4.7 

4.7 

4.7 

4.7 

4.7 

47 

4J 

4.7 

4.7 

4.7 

4.7 

4.7 

4.7 

4.7 

4.7 

4.7 

4.6 

4.6 

4.6 

46 

4.6 

46 

46 

45 

4.5 

4.5 

4.5 

45 

45 

4.5 

4.5 

4.5 

45 

4.5 
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408001 AAD46458 HsJ 

413950 AA249096 Hs.32793 

416655 AW968613 Hs.79428 

418004 U37519 Hs.87539 

419733 AW362955 



ESTs 
ESTs 

BCL2/adenovlnis E1B igkOlnteracling |W 
aldehyde dehydrogenase 3 famDy, membef 
Homosaptens cDNA FU1441S Its, done HE 



433233 AB040927 Hs^1804 KIAA1494pro^ 
439979 AW600291 Hs.6823 hypolheficadpratemFUlMSO 
Hs.248315 ..^^.r..,^ 



430589 AJ002744 
417958 AA767382 Hs.193417 
450680 AF131784 Hs^l8 



UOP-N-acetyl-alsdia^dactasanbieipd^ 
ESTs 

Honn sapiens done 25194 mRNA sequence 



450680 Arl31f04 rw-^aaio nuiiiwoaH»www— - — 

435020 AW505076 Hs^01855 DiGeorge syndrome cnMr^ 9^^^ 

437396 BE140396 Hs.21621 hypothefical protein OKFZp762O075 

425810 AI923627 Hs.31903 ESTs 

426028 NWL001110 Hs.172028 adisintegrinandmetalloprotelnasedoma 



452747 BE153855 Hs.61460 

429259 AM204S0 Ks.292911 

452092 BE24S374 Hs^842 

437957 BE277414 

459284 AF15S660 

417067 AJ001417 



Ig supertemly lecepUx LNIR 
Ptatophin 

hypotheScalprotdnFU11210 

met transfonning oncogene (deiived from 

H5.300495 initDchondrial solute earner 
Hs^1086 sohrtecanierfamily 22 (exlraneuronal 



Hs.5947 



423453 AW450737 Hs.128791 CGM)9 protein 

407137 T97307 gbye53h05^1 Soares fetal fiver spleen 

448826 AI580252 Hs.293246 EST8.WeaWyslinnartoputeSv6p150[H 

419713 AW988058 H3.92381 ™<'«<""''!«»^^jSP^?^n?^^ 

427359 AW020782 Hs.79881 Homo sapiens cDNA:FU23006 lis. done L 

450402 BE218027 Hs.89969 ESTs 

428055 AM20564 Hs.101760 ESTs . - 

Hs504096 ripophi8nB(uteiodk)to family membei) 

ESTs 



429441 AJ224172 

432675 AI791855 

439963 AW247529 H8.6783 

445707 AI248720 " 

410297 AA148710 

416737 AF16433S Hs.79691 



pIMMivatinQ fatisst acetyihyditita 
H5.114390 ESTs 
turncsn 

UM domain protein 



430255 AK000703 Hs'.323822 Homosaplens mRNA tor WAA1 551 pr^n, 
421829 AB018330 Hs.108708 Mldiai^alraoduBn-dependent protein Wn 



447620 AW290951 
426647 AA243484 Hs.294101 
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ESTs 

4«o-i/ pre*ceIlteukBmia^pfcnfactDr 

432886 BE159028 Hs.279704 <^^^^S^^f^^J ^.^.^^n 

446237 AW270515 Hs.149596 H»««sapier«.a™i^^^^^^^ 

421878 AA299652 Hs.111496 Homo sapiens cDNAFU11643 lis. done HE 

423337 NM_004655 Hs.127337 a3dn2(condudIn,aJdi) 

435854 AJ278120 Hs.4996 putafiveankywwepealcontantngprote 

427723 A1355260 Hs^79789 hlstonedeacetyiaseS 

430122 NiyL013342 Hs^33765 TCF3(E2A)lusion partner Cm childhoQd 

416140 A1918035 Hs^01198 ioimdahoirt(aj«nfl(ftIanceieoeptDf,Dros 

428231 U17989 H5.183105 nudearautoanfigen 

447966 AA340605 Hs,105887 ESTs, Weakly similar to Homdog of ralZ 

432274 AK000382 Hs^74251 hypothetic^ protein FU20375;WAA1 797 

43^21 AI298501 Hs.21192 ESTs. Weaidy simitar to T46428 hypolheD 

408053 BE086548 Hs.42346 cdcineurift^dittflng protein c^a^dfr 

407192 AA609200 ' gl>an2e02j1 Soares_testis_NHT Homo sap 

426716 NVL006379 Hs.171921 sema domain, immunoglobulin domrin{lg). 

427479 BE410092 Hs.178471 K1AA0798 gene product 



434194 AF119847 
422072 AB018255 Hs.111138 



Homo sa^Jtens PRO15S0 mRNA, partial cds 

422072 ABUieao ns.imoo 

411145 BE439553 Hs.250528 Homo sapiens, done lMAGE:4098e94, mRNA. 
449459 .BE546846 Hs.195048 ESTs . , ^ - 

421662 NM.014141 Hs.l06552 cell recagnitlon mdecule Caspi2 

fikelyorthdog of mouse Artwfia 

H2A histone famBy. member 0 
hypdheficd protein M6C14797 
ESTs, Moderately dmilar to reduced expr 



445309 AL157474 
412520 AA442324 
448663 BE614599 
W16480 



Hs.12504 
Hs.795 

^ HSJ24283 

433647 AA603367 Hs.222294 ESTs „^«v,« 

426030 BE243933 Ks,108642 zmc finger protem 22 (KOX 15) 

418838 AW3a5224 Hs,35198 edonudeotide pijopjioj^^ 

439820 AL360204 Hs.283B53 Homo sapiens mRNA ftiltenglh insert CUN 

422634 NVLQ16010 Hs.118821 CGk62proteln 



453489 AB014533 

418827 BE327311 

446791 AI632278 

443884 N20617 



Hs,33010 
Hs.47166 



K1AA0633 protein 
HHttl 



Hs.195922 ESTs 
Hs.194397 leptin receptor 



416857 AA188775 Hs592453 ESTs 



401519 

407846 AA4262Q2 Hs.40403 

431689 AA305688 Hs^67695 

408784 AW971350 Hs.63386 

43S6S5 AW105663 Hs,6947 

432615 AAS57191 Hs^5Q28 



C1500047e*:gil127372791reilXP_012183.1| 
apA^QMuacGng transaclivator, vnt 
UDP^afcbete(acNAcb^1,34daBlDsyllr 

ESTs 

HSPO069 protein 

ESTs. Weddy sknHar to 154374 gene NF2 



448804 AW512213 Hs342849 ADP-Aosylaeon factor^ 5 

430389 AL117429 Hs^40845 0KFZP434D146 protata 

Hs274255 hypo&ieSc8lproldnFU23S63 

Hs21479 tAwiuddn 1 



432278 AL1375Q6 
414869 AA157291 
429163 AA884766 



gbani2Daias1 Soares.NFU'JBBCjSI Homos 

765 



4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

4.4 

44 

4.4 

4.4 

4.4 

4.4 

4.3 

4.3 

4.3 

4.3 

43 

43 

43 

43 

43 

4.3 

43 

43 

4.3 

4.3 

4.3 

4.2 

4.2 

42 

4.2 

42 

42 

42 

4.2 

42 

4.2 

42 

42 

4.2 

4.2 

42 

42 

4.2 

42 

41 

41 

41 

41 

41 

41 

41 

41 

41 

41 

41 

41 

41 

40 

40 

40 

40 

4J) 

40 

40 

40 

40 

40 

40 

40 

40 

40 
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3.9 
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444190 AI87B9tB Hs.10526 cysteine and giyrin^tch protBin 2 19 

443991 NM_002250 Hs.10082 potassium IntermediatefeniaaoonductBnoe 3.9 

433339 AFD19226 Hs.8038 gliobiastoma overexpressed 19 

435021 AA922192 Hs,73962 ESTs 3.9 

S 412834 R77123 Ks.79881 Homo sapiens cONA:FU23008fis. dona L 19 

442507 AA507576 Hs.288361 Homo sapiens d)NA:FU22696fis. done H 19 

408833 AW612232 Hs.254a35 ESTs 19 

432952 AA813887 Hs.188173 Homo sapiens cONAaJ12187fis, dona MA 19 

456177 KM.012391 Ks.79414 prostate epOheGunv^Sc Ets transcr 18 

10 433345 A1681545 Hs.152982 hypothetical pffltdnFUISII? 18 

421887 AW161450 Hs.109201 CQ^Sprot^ 18 

434614 AI249502 Hs.29669 ESTs 18 

42S910 AA830797 H$.1847G0 (X:AAT4xK4)!ndingtr8nsGrip(lmeac^ 18 

432370 AA308334 Hs^4424 N-acelylneuranMcaddfrtiosphatBsyntha 18 

IS 413010 AA393273 Hs.75133 transcripSon(iaclor64iI(Bl(mllodund 18 

435114 AA7754B3 Hs^88938 mitDchcndrial ribosomal protein L9 18 

439024 R96696 Hs.35598 ESTs 18 

426991 AMQ01536 Homo sapiens cONAaJ10674 lis. dona NT 16 

427871 AWg92405 H&59622 Homo sapiens, done IMAGE:3507281,mRNA, 18 

20 439671 AW162840 Ks.6641 IdneslnlamSy member SC 18 

418113 A1272141 K3.83484 SRY (sex detendning region YVbox 4 3.8 

422424 A)186431 Ks298638 prostate difieienfiationfadDr 18 

447439 AA313S65 HS.14S020 ESTs. Wealdy similar bKIAAl205 protein 18 

414178 AW957372 Ks.46791 ESTs, Weakly similar to 138022 tiypotheti 18 

25 427099 AB032g53 Hs.173560 oddQzAen^homdOo2(Oirosophila.mous 18 

407908 BE379758 H8.1 10853 undiaracterizedhematopdeScstam/iiroge IB 

440695 AW088363 Hs.246240 ESTs 18 

429686 AI871613 HS.2B538 Homo sapiens cDNA:aJ210a6 (is. done C 18 

447533 NM_004786 Hs.18792 Ihioredoxin^ike. 32kD IB 

30 411190 AA306342 Ks.69171 protein kinase Cfika 2 18 

426126 AL118747 Hs.26691 ESTs 18 

434253 N34895 Hs.44648 ESTs 18 

414407 AA147026 Hs.76704 ESTs 17 

432426 AWg73152 Hs.31050 ESTs 17 

35 425770 NM_014363 Hs.159492 spastic ataxia of Charlevobc-Saguenay (8 3.7 

432579 AF043244 Hs^8439 nudeolar protein 3 (apoptosls npressor 17 

444101 R19175 Hs.169793 ribosomal protein 132 17 

432908 AI861B96 ESTs 3.7 

432800 BE391046 Hs.278S62 AtM-l protein 17 

40 429966 BE081342 Hs.283037 HSPC039 protein 17 

419972 ALD41465 Hs.182982 0Q(g!rv«7 17 

410001 AB041036 Hs.57771 kailDuelnll 17 

432205 AI806583 Hs,12S291 ESTs 3.7 

401197 ENSP0000022926yi<SPC211 17 

45 420061 AWQ24937 Hs.29410 ESTs 17 

431103 M57399 Hs.44 ptelotrophin (heparin binding growlh fee 17 

433577 AW007080 Hs.284192 ESTs 17 

435017 AA336522 Hs.12854 angiotensin II. type I receplor-^sodal 17 

420805 L10333 Hs.99947 reficutonl 17 

50 401866 Target &(on 17 

457183 H91882 KS.116569 DvUMng protein IDAX{inMbiQon of 17 

427982 NNL016156 Hs.181326 KIAA1073 protdn 17 

405387 NM.022170*:Homo sapiens WilHams-Beuren 17 

__ 449933 AW1S7098 Ks.324104 Human DNA sequence from done RP1-63M20 17 

55 432388 X15218 Hs.2969 v-sklarian sarcoma vkd oncogene homd 17 

438157 AW137011 Hs.49576 ESTs 17 

451845 BE504055 H5.211420 ESTs 17 

45Z721 AJ269529 Hs.301871 solute canter famBy 37 (glycerot-lilho 16 

^_ 454229 AW957744 Hs.278469 lacrimal prdlno rtdi protein 18 

60 416974 AF010233 H3.80667 RAl^PI assodatedEps domain containing 16 

421537 BE383488 Hs.1 05547 neural proliferation, diftereniiation an 16 

428738 N1^000380 Hs.192803 xerodenna pigmentosum, comptementaOong 3.6 

440494 BE518766 Hs.7232 acetyl-Coenzyme A carboxytesedfdia 16 

407748 ALJ079409 Hs.38176 KIAA0606 protein: SCN Cbcadian Osdilal 16 

65 453049 BE537217 H8.30343 ESTs 16 

422089 AA523172 Hs.103135 ESTs, Weakly skniar to SFR4.HUMANSPUC 16 

408096 BE250162 Hs.63765 dihydroteiate reductase 16 

407204 R41933 H3.140237 ESTs, Weakly simSar to ALU1J1UMAN ALUS 16 

450849 NM.001429 Hs.25272 E1A binding protein p300 16 

70 436489 AJ2722G9 K5.121429 zinoWng potein Rboc728 16 

447818 W79940 Hs.21906 Homo sapiens dona 24670 mRNA sequence 16 

424285 BE2a7168 Hs.144630 nudearraceptoi subfamily 2, group F.m 16 

452260 AA453208 Hs.330994 RAB9.men«)erRAS oncogene tamBy 16 

420344 BE463721 Ks.97101 pulaGve G proteiiKOUpted receptor 16 

75 427715 BE245274 Hs.180428 WAA1 181 protein IB 

426793 X89887 H5.1723S0 HIR(histDneceDcydereoutaaondefec 16 

419879 Z17805 Hs.93S64 Homer, neuronal Immediate eariy gene, 2 16 

403752 NML00Z753*:Homo saptens mItogeivacGvate 16 

418559 AA225048 Hs.104207 ESTs 16 

80 438523 H66220 Hs^8177 ESTs 16 

438705 AI049624 Hs.283390 EST8.We^dmBarto2109260ABcdi 16 

443960 AI093577 Ks.255416 Ivpolhelicd protein FU2ig86 15 

41^13 AA322S99 HS.S163 EST6.WtoUydmitertoAF1518401OGM 15 

766 



wo 03/042661 



PCTAJS02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



428695 
419517 
446494 
417515 
433891 
427315 
445S2S 
434672 
453288 
434970 
417193 
437617 
445943 
412628 
452167 
410467 
440193 
451B15 
429170 
410082 
436087 
437898 
451131 
439609 
443555 
418610 



AI355647 

AF052107 

AA463276 

L24203 

AA613792 

M179949 



425263 
404210 
442323 
452707 
421437 
426514 
450628 
446825 
421867 
434954 
4S2908 
429922 
448734 
434293 
414222 
421674 
438279 
411078 
419749 
432302 
407S44 
431674 
408291 
431578 
440789 
434958 
452295 
417229 



AW294020 
AW583292 
AW272262 
AI922189 
AI026701 
AW898S33 
AI972402 
N75238 
AF102546 
AW902312 
AW974911 
NM_001394 
AA081594 
6E30Q2g6 
WB126Q 
A1267586 
AW971945 
N71710 
AW245g93 
BE261944 
NMLOOIW 



Hs.189999 
Hs.90797 
Hs.288906 
Hs.82237 

Hs.175563 
Hs,14831 
Hs.117721 
Hs^74412 
Hs225767 
Hs^8390 
Hs.5716 
Hs.181574 
HS306051 
Hs.13075 
Hs.63931 
Hs.7037 
Hs.184793 
H5.2359 
Hs.158311 
Hs.5054 
Hs.43410 
Hs^68012 
Hsi93236 
Hs,21398 
Hs.223394 

HS.1SS419 



purineigte receptor {family A group S) 
Homo sapiens clone 23620 mRNA sequence 
WW DomalfrConlalning Gene 



gbuio97h03^1 Na.CGAPJ« Homo saptaj 
Homo sapiens mRNA; cDNA OKFZpS64Na763 (f 
Homo sapiens, Similar to rinc finger pn) 
ESTs 

sirrtlar to yeast UpJ3, variant A 
ESTs 

hypothetical protsin FU22795 
KiAA0310 gene product 
ESTs 

hypolhetjcal protein MGC2648 

Homo sapiens cONA: FU23013 lis, done L 

dacfishund (Drosophlla] homolog 

Homo sapiens clone 24923 mRNA sequence 

Homo sapiens cDNA: FU21880 fis. done H 



Musashi (DrosopMte) hMK^ ^ 

CGM33 protein 

ESTs 

fatty-acid-Coenzyme A Dgase. tong^*ain 
ESTs 

ESTs, Moderately dinilar to A Clwiln A. H 
hypothetical protein MQC2742 
hexoWnasel 

Ba2-4nteracling knter (apoptosls-lnduc 



AW016669 

AI0938Z3 

AW8212S2 



AW382884 

BE266822 

AA481078 

AF1614SS 

AB001451 

Z97630 

6E614070 

NfUXM445 

AL135173 

T10707 

AA805166 

A1222020 

X73508 

AA34S857 

R34Q08 

AA098901 

AB023191 

AB0377S9 

AB007857 



407136 

421044 

427461 

417315 

423392 

412652 

415172 

418372 

447958 

425010 

420460 

443181 

442064 

431663 

412926 

420818 



436278 
424560 
417215 
418166 
434629 
427398 
457489 
434747 
413125 



BE379g36 

AA975096 

BE073597 

T64B96 

AFQ61871 

AA531527 

AI080042 

AA19S037 

AI801777 

AF079529 

AA311833 
AW796524 
T16837 
AA282331 
At039201 
A1422867 
NM-016569 
AI879076 
AV\I969635 
NIiiL006042 
AW953853 
BE3g6290 
AA158727 
BE253181 
AI754416 
AA789081 
AW390020 
AI69381S 
AAB37Q85 



Hs.29190 
HS.4S070 
H8.104336 
Hs.170195 
Hs^04715 
Hs.344097 
HS.109Q45 
Hs^295 
Hs.30965 
Hs.226117 
Hs.326416 
H8.3796 

H$J296355 

Hs.154762 

Hs.182364 

Hs.93029 

H5,274307 

Hs^27 

Hs^1642 

Hs.44131 

HsJl61587 

Hs.7416 

Hs.303428 



Hs.19522 
H5.124863 
Hs.287420 
Hs.101302 
H5.332040 
Hs,18045O 
Hs.169341 

Hs.78106 

Hs.84318 

Hs.68644 

Hs,4241 

Hs.48376 

Hs^16 

HSJ8594 

Hs^67182 

Hs.75061 

HS.33Q32 

Hs.48384 

Hs.292833 

Hs.5097 

HS.15055S 

Hs.81687 

Hs.4029 

Hs^15 

Hs.127179 



ESTs 
ESTs 

hypothetical protein 

bone morphogenetic prtftein 7 {osteogertc 
ESTs _^ 
filaniin A, dpha (adirvbWmg protein- 
hypothefcd protein FU10498 . 
Homo sapiens \{SPC3S7 mRNA, partial cos 
neuronal She adaptor homdog 
HI histone famly, member 0 
Homo8apien8fnRNA:eONADKFZp564H1916(f 

EphB6 

sorbitol dehydrogenase 
hypothetical protein FU23138 
HIV-1 rev binding protein 2 
CocoaCrisp 

sp»c/osteonecfin, cwcv and kazal-Hka o 
KIAA1442 protein 
desmocoinn2 
Gfroteln coupled receptor 
K1AA0974 protein 
GCN2elF2aIpha Kinase 
K1AA0397 gene product 
Homo sapiens cDNA FU1 4832 lis. done OW 
programmed celdealh 10 
hypothetical piotBJnPR02849 
ESTs 

Homo8aplenscONAFU11533li8.toeffi 
Human DNA sequence from done RP1-238D15 
hypotheticai protein MGC13010 
ribosomal protein S24 
HTPAP protein 
ESTs 



phosphodiesterase 8B 



BE244589 Ks.752Qf7 ^i^Bsel 



Homo sapiens nflcrosorrHl stgnd pepfidase 
ESTs 

Homo saptens done HB-2 mRNA sequence 

ESTs 
ESTs 

TBX3^ protein . 
macroph^omyrTStoyia!BdaIanine.ncnC • 
ESTs, Weddy amilar to 12072B9A reverse 
heparan sdfate (ghicosamlne) 3-0«Jlfot 
ESTs, Weakly siniHar to 138022 hypothefi 
synaptogyrin 2 

prot5n predicted by done 23733 
nownetaslalic cells 3. protein expressa 
Cdc42 effector protein 3 
gloma^ptified seqMenc&41 
chromosome 21 open reading frame 11 

aypticgene 

^8 



3^ 
3.5 
3.5 

as 

3.5 
3.S 
3.5 
3.5 
3.S 
3.5 

as 
as 
as 
as 
as 
as 
as 

3.5 

as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 
as 

3.5 

as 
a4 
a4 
a4 
a4 

3.4 
3.4 
3.4 

a4 
a4 
a4 
a4 
a4 

14 
3.4 

a4 

3.4 
3.4 
3.4 
3.4 

a4 

3.4 
3.4 

a4 

14 
3.4 
14 
3.3 

a3 

13 
3.3 
13 
3.3 

a3 

3.3 

a3 
as 
a3 
a3 
a3 

3.3 

a3 
a3 
as 
a3 
as 
as 
a2 
a2 
a2 
a2 
a2 
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435561 


AA351978 


K3.4943 


447210 


AP035269 


HS.177S2 


42K22 


A!023428 


Hs^9 


423396 


A1382555 


KS.1279S0 


401785 






441345 


AW068579 


Hs.7780 


451404 


AA460775 


H&6295 


422173 


BE38562B 


Hs.250619 


452099 


BE612992 


HS27931 


452826 


BE245286 


Hs.301636 


419829 


AI924228 


Ks.115185 


407688 


W25317 


Hs.37616 


406214 






416292 


AA179233 


Hs.42390 


438714 


AA614859 


Hs.160074 


433213 


AW565130 


Hs.137190 


412170 


D16532 


Hs.73729 


409340 


BE174629 


Hs^1130 


413142 


M81740 


Hs.75212 


451338 


AW612322 


Hs.19131 


437179 


AA393508 




418700 


Aig63808 


Hs.86970 


438361 


AA80S566 


Hs.146217 


450546 


AA010200 


HS.1755S1 


409995 


AW960597 


Hs.129206 


408739 


W01556 


Hs,44685 


438821 


AAa26425 


Hs.192375 


403532 






452941 


AL110347 


Hs31074 


414341 


080004 


Hs.75909 


423044 


AA320829 


Ks.97266 


429716 


R25685 


Hs.211933 


444367 


H54892 


Hs,10974 


423551 


AA3275g8 


Ks.69633 


453186 


AKDdl708 


H5.32271 


413550 


W03011 


Hs.306881 


431933 


A]187057 


HS.132S54 


439778 


AL109729 


H&9g364 


446044 


A14S8682 




422017 


NM-0038n 


Hs.110776 


421254 


AK001724 


Hs.102950 


424339 


BE257148 




445109 


AP039916 


Hs.12330 


425320 


U29344 


HS.8319Q 


426170 


BE161065 


Hs.167531 


408770 


AW270808 


H$.170ig5 


442202 


BE272862 


Hs.106534 


417622 


AW298163 


Hs.62318 


439864 


AJ720078 


Hs^1997 


433036 


AA574091 


Hs.105964 


447050 


NMJ)16314 


Ks.17200 • 


436299 


AK000767 


Hs^m 


408380 


AF123050 


H3.44532 


407910 


AA650274 


Hs.41296 


445098 


AL050272 


Hs.12305 


431797 


6E169641 


Hs.270134 


437295 


AA350994 


Hs^0281 


452627 


AI122843 


Hs,184319 


448913 


AA194422 


Hs.22564 


415079 


R43179 


85.22895 


408157 


AA047685 


Hs.62946 


443337 


Y07604 


Ks.9235 


410310 


J02931 


Hs.62192 


437546 


AW074836 


H8.173984 


451134 


AA318315 


Hs.25999 


42393? 


T95633 


Ks.1 89703 


433495 


AW373784 


Hs.71 



453293 AA382267 K8.10653 

428171 AA489323 Hs,1B2a25 

428293 BE250944 Hs.183556 

426657 NM.015B65 Hs.171731 

406627 T64904 Hs.163780 

418259 AA215404 

426110 NML002913 Hs.166563 

411089 AA456454 

431416 AAS32718 

431631 AA548306 Hs.122244 

409251 R10723 Hs.20573 

434974 AA77B711 

447147 AA910353 H3.75432 

450937 R49131 Hs.26267 

43272B NM.006979 Hs^8721 

433037 NM.014158 Hs779938 



hepatocaBular cardnoma Bssodated pn>t 
phosphaikfytseftoe-fipedfic phosphdSpas 
ESTs. h^hty sinnQar to S94541 1 done 4 
bromodomaliKonlaning 1 
NM.002275^HonK) sapiens keratin 1 5 (KRT1 
Homo saidens mRNA; cONA DKFZp564A072 ^ 
ESTs. WeaMy sbriiar to T17248 hypothsQ 
phoiboOnAe protein MOS019 
hypolheticd prateh aj10507 similar to 
permdsoma) bbgenesb factor 6 
EST8,Mod8ralBlyslmflBrtoPC4K9tBfTi " 
Human 09 spQoe valiant B mRNA. compteto 
NMU016371Miinosa|^ hydraxystemU (1 
nasopharyngeal cardnoma suscepSUIily 
ESTs 
ESTs 

vety kwdensily lipoprotein receptor 
hypottieOcal protein MGC2771 
ontiSiina dscaituxyteso 1 
transcription factor Dp-2 (E2F donertcat 
serologically defined colon cancer anlig 
ESTs. Moderately similar to AIJU5.HUMAN A 
HomosaiMenscDfjA: FLJ23077 lis, dona L 
ESTs 
ESTs 

ESTs. Moderately slmilartol38022hypot 
ESTs 

NMjQ24638J{omo sapiens hypothefical prol 

t^sulfogluoosamhe sulfohydrdase (sulfa 

K1AA0182 protein 

protocadherin 18 

collagen, type XQI,dlpha1 

hypothetical protein i=U22390 

ESTs 

hypothelicd protein RJ10846 

MSTP043 protein 

ESTs 

putative transmembrane protein 

gb:tk13e01 J(1 NCI.CGAP„Lju24 Homo sapiens 

STATtoducedSTATinhibitor^ 

coat protdn oanvndcop 

endoglycan 

edonucleoslde triphosphate diphosphohyd 
fatly add synthase 

methytorotonoyM^oenzyme Acartxsgflase 2 

bone nurphogenafic protein 7 (osteooedc 

hypothetical protein FU22625 

WAS protein fan%. memlier 3 

ESTs. WeaMy simaar to A47582 MH fir 

ESTs 

STAMMika protehcontMig SH3 and ITA 
hypothetical protein FU20729 
duiblquitin 

litNonecSn leucine rich (ransmembrane p 
OKFZP566B183 protein 
hypothetical protein FU20280 
K1AA1700 

ESTs. WeaMy sbnOar to KtAAIOOS protein 
myosin VI 

hypothetical protein FU23S48 
ESTs 

noiHnetaslaSc oeBs 4, protein expresse 
coafidafion factor 111 (IhrombofAasfin, 
T-boxl 

hypolheticd protein FU22195 
ESTs 

8lpha-2-gtycoprotdn 1, zinc 
ESTs 

ribosomal protein L35 

solute canter fam9y 1 (neutral amino a 

sdutocarrter family 14 [urea transport 

ESTs 

ESTs 

repScatton fador C (adivator 1) 1 (14 

ceD (fivtsion cyda 24ile 1 (PITSIRE pr 

ESTs 

ESTs 

ESTs 

eukaryotic franslalian iniliation factor 
ESTs. We^ simSar to T23462 hypotheS 
ATP'dependant Interferon response protd 
HLA dass n legbn expiBssed gens KE4 
HSPG067 protein 
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411598 BE336654 Hs.70937 HShtetonefaniy, member A 

43026B AKD00737 Hs537480 hypothetical prote^FU20730 

443725 AW245680 Hs5701 grovi* arrest and DJ^^amags^diW 

431155 AW971213 S*'^^^™ ^^^J^h'SSa^Si^ 

407355 AA846203 Hs.l93974 ESTs,WeaWysimaarto ALU l.HUMAN ALUS 

438209 AL1206S9 Hs.6111 3nfl4iydrw:aTl»nrece^ornt^^ 

434392 AW983709 Hs^50824 Homo sa;MenscDNA:FU23435tis. done H 

432B10 AA863400 Hs^3054 ESTs .^qki*k 

430333 S70114 Hs^39489 TIAI cytotoxic granule-associated RwWii 

445598 RB9543 Hs.12942 >«side trafficWiy pjo^n 

406670 W79632 Hs.256301 hypothefical pfolein MGC13170 
452779 AA418775 Hs.47234 ESIs ^ 
439680 AW245741 Hs^8461 ESTs. WeaWy stater to /^kruepp^^ 
408298 AI745325 Hs^1923 Homo sapiens cDNA:FLI22785!i8. Clone R 
424395 AA165082 Hs.146388 mIcrotubute.assodatBdproteln7 
423472 AF041260 Hs.129057 breast carcinoma amplified sequence! 

H8.162209 daudln8 u 
Qb:yc19d03/1 Stratagenelung (937210) H 
GCN1 (generd control of amino^ synl 

H8.221612 ESTs 

K1AAQ21S gene product 
H2A hlstona fanfly, member L 



446911 N2760S 

428801 AWOT121 

430462 AI584156 

420552 AKD00492 

428180 AI129767 

418222 AI675881 

433009 AA761668 



425920 AL049g77 
409927 T69981 
447881 BE620888 
439584 AA838114 
417601 NM_014735 Hs.82292 
452268 NM_003512 Hs.28777 

422576 BE548555 Hs,1 18554 CGl-83 protein 

438510 AIJ080220 Hs.628S DKFZPS86P01 23 protein 

423217 NiyLOOOJM Hs.1640 coDaQen,typeVll.a!pha1 (epjdemroJys 

427581 NM_014788 Hs.17g703 KIAA01 29 gene product 

S Al«297r HS.165900 ESTs. WeaMysirr^ar to AW1 HUMAN AUJS 

44^15 R33261 Hs.6614 ESTs. Weakly similar to A43932mudn 2 p 

429351 AK001490 H8.200016 hypotheticaJ protein FU10628 

425294 AF033827 Hs.155553 HNK-I suiltattan^er ase ^ 

452955 AW390282 Hs^1130 lransnwflbran878upert&mDjrmea«)er^ 

416439 AA180363 H5.118769 ESTs 

442315 AA173992 Hs.7956 ESTs. Moderately SBnilar to ZN91_HUMANZ 

Hs.16492 (JKF2P564G2022proteln 

Hsi54881 ESTs 

HS.10S640 Homo sapiens, clone 1MAGE:4139774 mRNA, 

Hs.98806 hypothefical protein 

Hs.182874 guanine nuclaolide binding protein (Gpr 

Hs.86538 ESTs 

nn.«,www gb3iz24c085lNCLCGAP_GCB1Hom08aptens 

432140 AKD00404 H3.272688 hypothetical protein FIJ2W97 

434617 AA635S90 Hs^251 hypothetical prolem MG^W 

448718 AA220235 Hs.153959 hypothefical protein MGC1 5436 

408196 AL034548 Hs.43627 SRY (sex detemilning region Y>box 22 

419849 BE041436 HsS3379 «*anpfctr8ns!^ar>lnlfia^^^ 

462256 AK000933 Hs.28861 Homo sapiens cDNAFU10071 lis. done HE 

430375 AW371048 Hs.93758 H4Wstone family, member H 

409550 T08490 Hs.2889e9 HSCARG protein 

413588 AA971014 Hs.75432 IMP On 

ESTs , , 

Hs.6314 ^ I transmembrane receptor (seizurer 

Hs.123910 ESTs, Highly similar to B34087 hypoM 

_ - ESTs 

414256 AW410035 Hs.75862 MAD (mothers against decapenteptegjc. Dr 

429343 AK000785 H8.199480 Homo saptens. Similar to epsin 3. done 

415941 BE000150 H&48778 nban protein , 

421594 S H851B89 Homo sapiens cDNAaJ12978fis. done NT 

S A^12 Sj1472 hypolheflcalpotelnFU10774;KIAA1709 

S KTs.WeaHyslmilartoB8022hypothe6 

AI015709 Hs.172089 Homosapter^W^dDNADM^ 

AA133243 HS.171S53 ESTs. Moderalriy similar to aC3JIUMANC 



412719 AW016610 

438552 AJ245820 

439621 A1200281 

437050 AA766420 



426751 
413746 



457733 AW974812 



ESTs 

TargclExon 

«61W AI373544 HS.33132B WennedlatefllaTOnlp^ 
433312 A1241331 Hs.131765 ESTs. Moderately simBar to 138937 0^ 
431604 AF175265 Hs^lSO vacuolar protein sorting 35 (ye^ hand 
421717 AF230924 Hs.107187 divatert cation It^tprateki CUT A 
453912 AL121031 sWI/SNFidated, mabix associated, acB 

435703 AW630133 HsJ3313 CKD03 protein 
431108 AA991508 HS.10S317 ESTs 
451040 AA324743 Hs.40808 ESTs 



Hs^ 
Hs^9 
K825010 
Hs^O 



443837 AI984525 

418196 AI745649 

450447 AF212223 

409330 AK001231 

413762 AW411479 Hs^ 

433586 TB5301 

424720 M89907 

422027 AL0431OO 

422717 AI557623 



K1AA1708 protein 
hypothafica! protein P1&-2 
hypolhe8calprotrinFU10369 
FK50&«ndlnfl protein 4(5gkD) 
Hs.194397 gb:yd78d055l Scares feW Over spteen 
Hs.1S22d2 sWI/SNFieteted. matrix assodated.ac& 
Ks.306319 fatly add amlds hydrolase 
_ Hs.119475 odd IndudbteRNAJwuSng protein 

412843 AFM75K Hs.74fi24 protein ^toanepho^ijatea, receptor I 
434237 AF119908 HsJ35516 hypotheficd protete PR0B955 



3.0 
3.0 
3.0 
3l0 
3.0 
3.0 

3.0 
3.0 
3.0 
3.0 

ao 

3.0 

3.0 

Z9 

2.9 

29 

2.9 

2.9 

2.9 

ZB 

Z9 

Z9 

2.9 

2.9 

29 

2.9 

2.9 

Z9 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

29 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 

28 
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407255 AA012992 H3J2S6301 hypoUttlica)|iotinM6C13170 ZB 

431472 AKD01023 Hs.256549 iwdeoSdebMino protein 2 (ExoQM^ 2.8 

423318 AW467064 H5.5740 ESTs M 

454144 BE280478 Hs.182595 hypoOeticaipraleiaMGC3243 2-8 

5 452827 AI571835 Hs55468 ESTs 2J 

452040 AW973242 K3.293690 ESTs, WeaWyslfrilar to 138022 hypdheB U 

418830 BE513731 Hs,88959 hypdhelfcal protein MGC481 6 2.8 

417517 AR)01176 HsJ2238 P0P4 (procassing of prccureof , S. ccrw 2.8 

41928B AA23600S Hs.1287S4 ESTs 2.8 

10 430287 AW1B2459 Hs.125759 ESTs. similar to LEU5J1UMAN LEUKE U 

420911 U77413 Hs.100293 (Minked N-astylgiinisand^ 2.8 

428054 AI948888 H8.266619 ESTs 2.8 

409504 AA304981 Hs.G99 peptMylpiO)yllsomer8S8B(cyctophiSn 2.8 

440080 AW051597 ESTs 2.8 

IS 431609 AW792792 Hs.264330 toylsphingosineamktohydralase(acidc Z8 

447698 A1438124 Hs.294069 Homo sapiens cONAFLI13384fi8. done PL 2.8 

431525 AAS06656 Hs.618S KIAA1557 protein 2.8 

442995 AA532S11 H8.288455 Homo sapiens cDNA:FU23270fis. done C Z6 

433101 AW572317 Hs.12082 HomD8apJen8ntRNA:d)NADKFZp566l203(«r Z8 

20 449052 AW02g507 Hs.161102 ESTs 2.8 

418863 AK001100 Hs.41690 desmocoinn3 2.8 

442013 AA506476 Hs.10600 Human DNA sequence from done RP11-353C1 2.8 

449051 AW961400 HsJ33526 HER2 receptor tyrosine kinase (oert>4}2. 2.8 

4530^ AW29241S Hs.20509 HBVpXassodatedprotdiv^ ^8 

25 419175 AW270037 KIAA0779 protein 2.8 

426788 U66615 Hs.172280 SWUSNF related. maWx assodated. acH Z8 

421091 W22821 ribosomat protein L26 2.8 

413435 X51405 Hs.75360 cartnxypepSdaseE 2.8 

432651 AW973744 Hs.293100 ESTs 2.8 

30 452700 Ai85g390 Hs.288940 five-span transmemtirane protein 2.8 

454148 AW732837 Hs.42390 nasophaiyngeal carcfnonia susceptibffity 2.8 

419452 U33635 Hs.90572 PTK7 protein tyrosine kinase 7 Z8 

425491 AA883316 Hs.255221 ESTs 23 

414556 AW975053 H5.343443 ribosomal protein 136 2.8 

35 435126 A1393666 Hs.42315 p10^n(fing protdn 2.8 

435602 AF217515 HS.2B3532 unctiaracterized IXKio manow protein BM03 2.7 

441128 AA5702S6 ESTs. WeaMy similar to T23273liypollieli tl 

440340 AW895503 Hs.125276 ESTs 2.7 

410339 Ai916499 Hs.29a258 ESTs 2.7 

40 430542 A15574e6 Hs.119122 riljcsomal protein LI 3a 2.7 

406789 A(041403 ribosomal protein 129 2.7 

424130 AL050138 K5.140945 Homo sapiens mRTIA: cDNA DKFZp58ai41 (fir 17 

449518 BE3952S3 Hs.30881 ESTs 2.7 

410099 AA081630 KIAA0036 gene product 2.7 

45 422000 M30S99 H8.110637 homeoboxAlO 2.7 

407110 AA018042 Hs.252085 Ptrader-WaE/Angelman 8yndron»S 2.7 

415443 T07353 Hs.7948 ESTs 2.7 

432745 A1821926 gb3^178f05J(5 NCLCGAPJ>r3 Homo sapiens 2.7 

409299 AA0456S0 HS.S3125 smaDnudearnbonudeQprotelnD2 polyp 2.7 

50 424369 R87622 HsJ2S714 KIAA1831 proteih ^^ 

417831 H16423 HS.82G85 C047 antigen (fMatedanligen.integr tl 

424723 BE409813 Hs.152337 protein aiginlna rMnethyltransferase S^i 17 

451428 AW083384 Hs.11067 ESTs. Highly simSar to T46395hypdheti tl 

400263 EosControl 2.7 

55 435750 AB029012 Hs.4990 KiAA1089 protein tl 

443804 AL13S3S2 Hb.2S5883 ESTs. Wtektysinilar to 138022 hypdheS 2.7 

421709 AA159394 Hs.107056 CED^ protein 2.7 

421077 AK000061 KS.1015S0 tiypothettca! protein 2.7 

416359 AL042210 Hs.16493 hypdhetlcai protein OKFZp762N2316; WAA 2.7 

60 442104 UXmi KS.18B phosphodiesterase 48. cAMP^pedfic (dun 17 

411605 AWQ06831 ESTs 17 

437133 AB018319 K5.5460 K1AA0776 protein 17 

407236 W79485 Hs.173980 nudearmabix protein NMP200 related to 17 

432125 AW972667 Hs.183006 Homo sapiens cONA FU12300 fis. done IkAA 17 

65 427657 AV652249 Hs.160107 polymerase (DNA directed), beta 17 

445536 AW105401 rfeosomal protein L29 17 

443801 AW208942 Hs.253594 fntron ofitrichortiinophalaRged syndn 17 

420223 N27807 ribosomal protein L4 17 

427515 T79526 Hs.179516 integral type I protein 17 

70 447673 AI823987 Hs.182285 ESTs 17 

411960 R77776 Hs.18103 ESTs 17 

433212 BE21B049 Hs.121820 ESTs 17 

448244 6E613416 Hs.336425 Homo sapiens, done MGC:17296.mRNA, com 17 

441551 AA318224 Hs.296141 ESTs 17 

75 421883 X55079 Hs.1437 ghoostdascdpta; add (Pompe disease, 17 

411582 AL050201 H3.70769 hypothetical protdn OKFZp586E1923 17 

434851 AA806164 Hs.116502 ESTs 17 

442875 6E623003 Hs.23825 Homo 8S«]iens dona TOCaA00142mRNA6equ 17 

421109 L32B32 Hs.101842 AT-blndlng transcrlpfion Cador 1 17 

80 432450 AI990739 HS.1581B4 ORF 17 

426174 AA547959 Hs.1 15838 ESTs 17 

445919 TS3519 H&3346a2 hypothetical protein MGC14141 17 

423115 AA421973 Hs.169119 ESTs,WBaUydmBartoT2S731hypolhe8 17 
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431222 
451S58 
431615 
418649 
431122 
438682 
424954 
458082 
427087 
412524 
435176 
419380 
428013 
441094 
451356 
408461 
418518 
423476 
444034 
404913 
407378 
441064 
428500 
430512 
433301 
444381 
443666 
427378 
439414 
421866 
421605 
426797 
410935 
407887 
430341 
424956 
452748 
408212 
407693 
425976 
448424 
420164 
443444 
412774 
445922 
429925 
419222 
417327 
420337 
408743 
434011 



X56777 
NM-001089 
AW295859 
A1096485 
AI267593 
AA354489 
NM_000546 
AW978811 
BE073913 
AA417813 
M744875 
AI701162 
AF151020 
U33819 
AA748418 
AB037756 
NM^fl06218 
AU035633 
AL161957 



Hs.10177 



417454 
448789 
441049 
437271 
425017 
440333 
434551 
413132 
40^19 
444S50 
448258 
440191 
453187 
412133 
428841 



42S960 
456161 
456236 



416751 



424762 
449458 



42S184 
442336 
445622 
440409 
444610 



AA299264 
AA913591 
A1815395 
AFia2294 
AW296280 
BE3a7335 
AM58179 
BES15037 
NWL001183 
M24470 
eE440108 
AW936258 
BE067395 
AA579668 
NIJL006348 
AW198103 
AB011128 
AA297567 
BE408359 
C75094 
AW009892 
AW33g037 
AW952619 
AA120865 
AI337316 
NM_000786 
AD001528 
NH.004922 
AW295840 
AL1 10246 
AW953437 
AI963a21 
NMJQ00202 
BES39108 
W88g20 
AL137445 
AL119305 
A1378424 
BE387162 
NM_006823 
AK001015 
BE250716 
AI283476 
AI990417 
A1161383 
U83460 
A1052358 
AA830893 
AW410646 
BE264645 
AF045229 
TQBOgO 
T48130 
AA0Q9716 
AL119442 
A1805078 
AA806538 
BE278288 
AW340958 
AF106697 
AW294316 
Ah74783 
U43604 



H5.273790 zDnapeUucl(JaglycoproWn3A(spen^^ 
Hs.26630 ATP-binding cassette, sub-famly A (ABCl 
Hs.235Be0 ESTs ueceRWJnha 

»te^22103 EBP50.PDZlnteractDrof64kD 

Hfi 1 846 tumor protein p53 (UhFraumenl syndrome) 

lte31445l ESTs.WeJ«yViN!artoALU1.HU(M^^ 

Hs 173515 uncharactenzed hypothalamus protein HTO 

Ks',44208 hypothefifia\prot^FU23153 

1^.90207 hypolheflcal protein MGC11138 

Hs.181444 tvpo^hetica! protein . 

HsJ647 MYC-assodated zinc finger protein (purt 

Hs.1 64577 ESTs 

Hs.45207 hypothetical proletaKlAAl^ 

ptedtstrin homology domain Inleracengp 
NiyL024408*i^omo sapiens Itoteh {Diosophil 
HSOT776 ESTs.ModeralelydmIlartol38022hypot 

ESTs 

faUyaciddesafeirase2 
U5 snRNA^sodaled SnOke protem LSm8 
Homo santens cDNA: FU22140 fis. done H 
ESTs, Vteddy simflar to S64054 hypolhetl 
ESTs. WeaWy similar to neuronal Unead 
mdanomaanflgen, family D,1 
ATPase, H transportng. lysosomal (vacuo 
guanosine monophosphate reductase 
RI>IA polymerase 11 6 kDa subunH 
ADP-ribosylalion faclor-tilffl 5 
dyneln. cytoplasmic. Intemiediate polype 
serine (orcysteine) proteinase tahlbitD 
golgl transportcomptox 1 (90 kDa subum 
ESTs. Wfeddy staiter to granute cell mar 
Homo sapiens mRNA for KIAA0556 protein, 
hypothefical protein 

Homo sapiens, Similar to hypothetical pr 
NG22 protein 
ESTs 
ESTs 

Homo sapiens doneT(XXaA00176mRNA8equ 

ESTs 

cytDchrom9P450, 51 (lanosleral 14«lph8 
spermine synthase 

8EC24 (a cerevisiae) related gene famfl 
Homo sapiens cDNA: FU21513 fis. done C 
K1AA1785 protein 
don9FU5214 
ESTs 

Hs 172458 Wuronale 2-«ulfatase (Hunter syndrome) 
Hs.22051 hypothefioalprogjM©C[5548 

Hs.26409 ESTs 

Hs^8761 hypothetical proldn RJ^749 
Hs^80858 ESTs. Highly slirtlar to A35661 DNAaws 
Hs.75209 pioleinWna8e(cAMP-dependOTlca!alyli 
Hs55220 Ba2«9odated athanogene 2 
Hs.87614 ESTs 
H8563478 ESTs 

tubulin, beta 5 

ESTs. Wgtdy similar toS94S41 1 done 4 
sdutecarrierfaniilySI (copper tianspo 
ESTs 
ESTs 

hypothetical protein DKFZp434H247 
hypotheScal protein aJ2l918 
fegutitor of G-proteln signalBng 10 
andior attodimenlprotebi 1 (GaalP;^ 



HS.1&4641 
Hs.241578 
Hs.152016 
HSJ83713 
Hs.41528 
Hs.177556 
Hs.6551 
Hs.1435 
Hs.106127 
Hs.342849 
Ks.66881 
Hs.41072 
Hs.239631 
Hs.18724 
Hs.30512 
Hs.4372a 
Hs.43621 
Hs,3345l4 
Hs.31924 
KS.249Q8 
Hs.17235 
Hs,23l36 
Hs.147998 

Hs^718 
HSJ81964 
Hs.14555 
Hs.47367 
Hs.5486 



Hs.34549 
Hs.73614 
K5.193726 
Hs-119769 
Hs.164649 
Hsi82093 
Jte^O 
Hs.4742 
Hs.8897 
Ks.42311 
Hs.183684 
Hsj208261 
Hs.130732 
Hs.155048 
Hs.7572 
H5.12971 



HS.1S9901 



ESTs 

atayoSotrwstaBontoiSaSon fador 
ESTs 

J<lAA1575protB!n 

Lutheran Mood group (Aubeiger b anSgen 
ESTs 

Moredodnreductosebeta 
ESTs 

gb-iV\2901 HumanfetdthrarcDNAlibraiy 
Human urMenfiSed mRNA. partal sequenc 



17 
2.7 
t1 
Z7 
2.7 
2.7 
17 
Z7 

n 

Z7 

Z7 

Z7 

2.7 

2.7 

2.7 

17 

2.7 

17 

17 

17 

17 

16 

16 

16 

16 

16 

16 

le 

16 

2.6 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

2.6 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 
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438972 



431183 

457638 

442821 

43SS22 

406764 

422032 

409125 

416801 

446091 

419848 

415015 

431836 

414987 

447087 

456050 

426178 

414528 

426494 

407656 

437330 

449139 

448153 

417386 

409420 

408798 

407627 

421535 

415682 

426418 

436557 

413517 

449500 

457090 

445369 

410006 

452906 

450341 

419430 

440099 

452518 

431843 

424795 

448019 

450704 

400262 

435266 

418039 

429491 

456844 

413781 

437450 

424005 

429332 

438572 



431188 
408803 
414482 
437762 
425722 
433881 
451585 



407151 
446054 
452556 
421026 
407687 
433683 

TABLE 688 



AA284679 Hs2S640 daudbiS ^ 

BE3131t4 Hs.29708 ESTs 2.6 

NM.008855 Hs.250598 KDa(Ly&^sp^3ii4^)endoplasii4!refc 2.6 

AI792570 Hs.144405 ESTs 2.6 

BE391929 Ks.8752 transmembrane protein 4 ZS 

N84214 HSJ774 synoirMsaiwiii a tr a n s locaBbn gene one 2.5 

AA42S825 Hs.343443 fibosomdpmt^l36 2.5 

AA476966 Hs.110857 polymerase (RNA) til (DMA (liiBCted) poly 25 

R17268 Hs343557 axona! transport of synepttevesides 2.5 

X96834 H179971 sai(Ora6ophiIaHike2 25 

AW022192 ESTs 2.5 

AAH1242 Hs.i03238 ESTs 25 

NiyL002109 Hs.77798 hfeOdyURNA synthetase 25 

AF178S32 Ha271411 beta«lie APP-dearfng enzyme 2 26 

AAS24394 Ks.294022 tiypotheOcal protein FU 14950 25 

AW403870 Hs,301872 tiypolhetical protein MGC4840 ' 25 

R79445 Hs.76230 rOxisomal protein 310 25 

AA371409 HS.10S664 hypothetlca) protein FU22294 25 

AA14B950 Hs.188836 ESTs 25 

AL1 19528 HS.1700S8 K1AA0372 gene product 25 

AW747986 Hs^443 Homo sapiens mRNA;cONADKFZp434B211 9 (f 25 

AL353944 Hs^llS Homo sapiens mRNA;cONAOKFZp761J111 2 (f 25 

BE26831S Hs^3111 phenylalanln&4RNAQyntlietasa4ikB 26 

Y10805 Hs.20521 HMT1 (hnRNP methytbansferase. S. cetevi 25 

A103722B Hs.82043 D1 23 gene product 25 

Z1S008 Hs.54451 lamlnin,gamma2(nicein(100ld^,ldM 25 

AA688292 Hs.170345 ESTs 25 

AI419020 Hs.62620 chromosome 6 open reading bane 1 25 

AB002359 Hs.105478 pf»osi*orn)osyllbimylglytlhamldine8yntha 25 

R51034 Hs.144513 ESTs 25 

imm Hs.169825 collagen, type IV, alpha 5 (Alponsyndr . 25 

W1S573 HS.S027 ESTs. WeaMys}nnlartoA47582&«ei]gr 25 

K76712 H144829 ESTs. Wbddysirnilar to 138022 hypotlieti 25 

AW95634S Hs.12926 ESTs 25 

AL080243 Hs.160920 ribosomat protein S9 26 

NM_016831 Hs,12592 period (DroscpWla) homolog 3 25 

AW7323Q6 Hs.57783 etikaryoOc translation inltialjon factor 25 

BE207039 Hs.306123 MAGEFIpioteh 25 

N90956 Hs.17230 hypothetical protein aJ22087 25 

AI878942 Hs.90336 ATPase. H transporting, lysosomal (vacuo 25 

A1JD80058 Hs.6909 DKFZP564G202 protein 25 

AA28a722 Hs^4758 ESTs. Wealdy similar to 138022 hypotheQ 25 

AA51&420 ESTs. Weakly similar to 138022 hypothea 25 

AW102850 H5.153177 ntnsoma) protein S26 25 

AW947164 Hs.199641 ESTs, Moderately similar to 138022 hypot 25 

H&5157 Hs.40686 ESTs 25 

Eos Control 25 

AK001942 Ks.4863 hypothefica) prot^ DKFZpS66A1524 25 

R06859 Hs.193172 ESTs, Wtekly similar to 13B022hypothei] 25 

NiyL012111 H5.204041 chromosome 14 open reading frame 3 25 

AI284155 Hs.1 52981 COP-dacylglyoero] synthase (phosphafida 25 

J05272 Ks.850 IMP (Inostne monophosphate) dehydrogenas 25 

AL390154 Hs.26954 HomoMplensmRNA;cDNADKFZp762G123(lir 25 

AB033041 Hs.137507 vang (van gogh. DrosophllaHike 2 25 

AF030403 Hs.199263 Sle-20 related kinase 25 

BE267017 Hs.6315 acetylserotonin Om^lransliBrase^ 25 

090041 HS.15S9S6 N-acetyttransferase 1 (aiylamine N-ace(y 25 

W06656 Hs.169755 ESTs 26 

AF248953 Hs.24049 go|giautoantigen.golginsut)ramilya,2 25 

S57498 HS.762S2 endothdin receptor type A 25 

T7802B HS.1S4679 synaptfltagmin I 25 

AI6Sg076 H8.97031 hypothetical protein MGC1 3047 25 

A1004377 Hs^0380 Homo sapiens cONARJI 3027 fis, done NT 25 

AK001171 Hs.326422 liypothefical protein MGC4549 25 

NiyL005781 Hs.153937 ac6vatedp21odc42Hs kinase 25 

H2S838 HS.301S27 ESTs. Moderately similar to unknown (H.8 25 

AB014537 H5.13604 KIAA0637 gene product 25 

H78517 Hs^905 ESTs 25 

ALJ047332 H3.101087 G(^5 (general control of aminos synt 25 

AK002011 HsJ7558 hypothetical protein FU11 149 25 

AI817723 Hs.22678 hypothe6caIprotehFU21832 25 



Pkey: UTtiqueEosprot)esetkleflti8ernumt}er 
CfiJ number. Gene duster number 
Accession: (Senbank accession nunrtben 



Pkey CAl Number Aocesston 

415989 10194 1 B(X)13389BO017398AI023543AA191424Al267700Al469633AVV958465AVV953397AA17a^ 

BG285837 A1720344 6F541715 AA355086 AA172236 
429220 15103 7 AW341473AA448ig5AW207206AI951341 AAg892S9 
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448825 
412446 

433404 

453160 

420218 
437124 



249224.1 
63467.1 

7392.1 

6028J5 

191547.1 
LI 



BI918168AVm9760 N48674Al375997AA235370BG69914BAl913631AI4ffl^^ 
AA084581 MO33610 AV742S10 AV7357© 



42B342 



450203 



450377 



436063 
424036 

407819 
409151 



52134J 
671?^1 



19009J 



6633J 
12109J 



5483J 
6226.1 

739U 
4123.1 



422890 61426.1 



451752 10408J 



AI219716 AA950926 H25544 B1857123 

Sn56M0BG108^N49381 R49886D61278BI756612AA508234 R49885BF850422 
AFD75009R63109R63058 
AK056315A1015524AJ 
M769094BF446026/1 



AB23640AW»7C«09K?KmS^^^ 



AVB70B23T55263B1«2756/;M8^ 
AKD659S2 BG182168 66220105 



Sl'jil50944BG75CrB^«5^^^^ 



AI699ieiN73808 H08164 



AA45766aAW771833 BE465521 / , 



432363 
417379 
414922 



1234917.1 
1610005.1 
1563J 



419733 7612J3 



432675 
410297 



1237917.1 
2990.1 



AVIW0240AA534489AW970323 

AW339821 AA805951 AI237969 AWS64827 

aJSm1 M AA5a037 AA4492B2 BG190454 H614 
BE841554BI045099T84625 AW12967BB6n(^6 

iXSP^S^SiSS^m^^^^ 



D59858 N89979 AA658425 N81154 062341 AIZ74437 N66M7 mgM AM^ 
N29572AI916833 N7S273AA148710?^^^^^^ 



447620 
407192 
434194 
448663 



687223.1 
220020^.1 
62680.1 
16112.4 



AI973051 AI400921 AI798154 AW241817 AW290951 
AA6Q2964AA609200 
AF119847 AA437261 AA436987 AI132965 



429163 1238297J AVW74271 AA592975AAA47312AABa4766 
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433891 
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452541.1 
647290.1 
39576L.1 



414222 18695.1 



412652 18858^ 



418166 18858.1 



434747 
437179 



411089 



117643.1 
12239.1 



1111791.1 
424339 50559.1 



418259 133853.1 



431416 
434974 



431155 
409927 
447881 



433009 
412719 



437050 
436823 
457733 
453912 



12091^1 
7730^.1 



419175 



1235742^1 
2333801.1 
44623.1 



2142268.1 
1634J 



1240141.1 
MH1660J53 
119160.1 
32562J 



517737.1 
35068.1 



AK001535 AK0S135 BM474813 BE887303 AK022914 AW581996 AW812945 BE882302 AA134286 81043873 AA019433 BI862D88 6M4686S7 
AU128438 BE384458 A1353367 Bt8571 17 Bi^86SS B1465223 BM460132 AU1298n BI222283 BG171S92 B1043544 B6496295 BG7S0710 
Bt256542 BG108520 AU1S0719 AW510354 A(5542S6 AL3S3968 AA191092 BF132835 
AF150424 AI881896 AA570057 AV738855 
AW182329AA6137g2T05304AW858365 

BB644758 ARI82238BF940027 AI201079 A1436035AW275966 AI085394 At291655AVI^^ AI474134AI268978AI76927g AI567682AA693941 

6F477668AVV664149AA283782BF509S38AVV296888A1268977AI168133BM352065AIS276^ 6F763897 

A1365888 BM352383AA427768AA38S348 A/186988 AA931831AA134972BF217480BF111012AAd08246AA31M 

BF364291 A1515057 AV70231 2 AA37739S AL544217 A1341000 AW193S63 AI350789 AA886338 BF945380 AW879092 AA130839 T91066 N92326 

AtOO4389AA07B832AL57237OVVO48228E314OO3AW98O8O6BM36O872AA31916OAA13O778AL514^ 

BO021O85ALS27872ALS26296AL557087BI255090AU143499AL5e03566G823170BE73698B 

AU141755AU141988 AU142941 AU141330AU141784 61770885 61911394 BE901426BI918039 6G760842 BE883026 B1254740 BE732690 
BG430761 BE792868 AW328267 A1135173 AA102674 BF726986 AL564735 BE155962 BE155979 BF741679 H67776 H59234 H89665 AW1 1 7774 
AW274435 L29008 NNL0C3104 U07361 BF002824 B1222949 AI456045 AW951537 BF196474 A1669049 A]04252j 6E463928 AU16012S AU180580 
AW069877 AVU01S214 AI948718 BE2ig706 AI953605 BEZ17755 AI991362 AI245005 6F431 179 AI521843 6B)48908 AI420449 AW275385 
AA3369S0 8E501521 BF740S68 AA311404 AA384639 6072535 BG473076 BE8912S8 BE246928 Bm 2985 BE242893 BE901 342 BG746358 
BF374053 ALJ564430 AU143835 AI635707 6F195492 AI280S59 BR41685 AA3852S7 BE247655 W94974 BE163702 AI025167 AI827116 N78641 
AL581093 AU156984 AU158917 A1282516 AU1463S9 AA713947 AI285028 AA101228 AI338S22 AA832316 AI2849e8 AA857926 BF372568 
AA570172 A1753825 AA171566 AU159257 BM194320 W93390 AW132101 AA5SG8S8 81259678 AAS2Z554 N55172 AW01 3929 Ai826274 AI871237 
C75260 AA934646 AA555036 AAS26579 AA526466 NB0270 AI538347 AW61 5805 AU1 58875 AU1 58883 AU159396 AI016667 AU159238 Ai282S17 
AA406317 AI285043 N530S0 AA96944a N577ie H93323 W93374 A{873751 H5601 1 AI936174 AA937830 AW438877 Alffi)0550 AW323268 
A1244886 AA948424 AA700604 AA832317 AA011SS5 H97671 AA988711 AW1 50529 N70983 H4432S AV657614 AA9Q2238 AA644018 AA034050 
T71053 K71444AA831158T40892 AA706106 

A1B01777 BE677762 AW008210 AW009441 BE350994 BE207949 AI091475 AI802774 A1827533 AI075363 AI659979 AA587855 A1078125 AI090285 
AA670058 AA60241 1 AA683472 A1436058 AA612826 AI038932 BG057726 A1167355 BF449023 AI289476 AW074381 BF972912 AI991780 
AABSS1 19 AI537472 Z39730 AI8689S3 AI192337 SEB12978 BE812939AA1 15248 H99006 At915784 F08973 T16748 020468 AA60S899 BF081234 
AA115336 BE812876 BEB12972 6E812982 BE813006 BE813019 R43883 BE812981 

AK05591 5 BE867252 AIS23348 AA765350 BF446858 Z43675 R19529 AL133837 BG3B9444 AW382942 68702956 AA081961 BE835247 BEB35308 

6E835295 AA376302 8E64S7gO AA375690 AA376592 AVV954423 N85732 AA249770 AI754416 AA213816 V 

AI633486 Ai096810 AW183016 AI635738 N27524 BE645916A1247842AW991230A1754277 H16814AI766892BF108422 A1800361 T9S129 

F11313 Rg7948 R93389 AA375242 6F109388 AIB60939AI680060 AW9S38g9 eF971488AI972337 AW9S3841 AA372437 AI216746 H11384 

R384B4AA249043AA249732 

AW976537AI033582AA837085AA745261 AA648395 

AK055109 BC819085 AA107684 66656226 eM023227AI932311 AW264381 AA398371 BM021483A(432433AI375777 A(12g580 AW262782 
AA134107 BM023515 AA977504 A18SS222 AI34e454 R69725 AA97526B eM021207 AL080074 AA1 29218 AW207842 N90581 AA771919 AI092259 
A!Q28416 AI0741 14 BG656538 BE5016n AW193419 AA917040 W90430 AI342984 AI3789S7 A1J036488 AW020068 BH91093 BF47G021 R41226 
R69631 F04125 C02343 AA115569 RS6480 A1400988 R54266 R31422 
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TABLE 68C 

Pkey. Unique number oonesponding to an Eos piobesel _ ^ , , ^ ..«_^«-i_nMA 

Ref: siuenoesou«».Tlw7dWtnumbe«lntec<*inn8fBG8r^ -DuntiamL el al.'refas to the publc^n entitled -TheDNA 

sequence of human dminicisonra 22.' Dunham L d sl^ 
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strand: bu&alesONA strand (romivMchexons were pradlcU 
NUMfiitton: tndicalBsaudeoQda positions of predded axons. 



Pkey 


Rer 


Strand 


KijiodQon 


403047 


3540153 


Minus 


59793-59968 


401424 


8176894 


Plus 


24223-24426 


401451 


€634068 


Minus 


11 9926-1 21 Z72 


401747 


9789672 


Mhus 


118598-118816,119119-119244.119609.11976 


404632 


9796668 


Rus 


4509645229 


403046 


3540153 


h£nus 


55707-55859.56369^511 


404922 


7341893 


Plus 


13248-13428 


401519 


664931S 


Plus 


157315-157950 


401197 


9719705 


Plus 


176341-176452 


401866 


8018106 


Plus 


73126-73623 


405387 


6587915 


^^nus 


3769-3833^08^ 


4037S2 


7678857 


Rus 


33704-33828 


404210 


5008246 


Rus 


169926-170121 


401785 


7249190 


Minus 


165776-165998.166189-168314.166408-16656 


406214 


7342036 


Rus 


8632086523 


403532 


8076842 


Minus 


8175M1901 


400860 


9757499 


Minus 


151830-152104.152649-152744 


404913 


7341740 


Rus 


97717-97976 



T*le 69A Dsts about 200 genes thai are upregulated In human umbffica! vein endothelial cells (HUVEQ compared to normal txxJy flssues. Tliese genes were selected from 59680 
piotiesetsonlh8Eos/Afiym^Hu03Genechipacray. Gene expresskin data for each probeset obtained from this anal]^ 
vakie rettecSng (Kb ifiiaGra level of mRNA expn^^ 

Table 70Allst5about1489eneslhataredwmreflulaledu8lnglhemfianof*^^ These genes iwreseledtedl«)(n5S^ 

probesets on the Eos/AflymeliixHuOSGenechip array. Gene expresstefi date for each prohesel obtained from Ihban^ was e^^^ 
value reflec6ng relative level of mRNA expression. 

TABLE 69A: 

Pkey: Unique Eos probeset ident^ number 

ExAccn: Ex^lar Accession nuniber, Genbank anesslon number 

UnigenelD: Unigene number 



R1: 


Ratio of the mean of KUVEC ATs to the mean of the normal body tissue ATs 




Pkey 


ExAocn 


UnigenelO 


Unigene Title 


R1 


424806 


AA382523 


Hs.105689 


MSTP031 protein 


1.51 


418036 


Z37976 


H8.83337 


latent transtonning growth factor beta b 


1.94 


414381 


BE387335 


Hs.283713 


ESTs, Weakly simitar to S64054 hypothefl 


1.60 


442802 


AL133035 


Hs.8728 


hypothetical protein OKFZp434G171 


1.73 


417944 


AU077196 


Hs^98S 


ooUagen, type V, alpha 2 


1.48 


410480 


R974S7 


K&63984 


cadheiin 13. H-cadhertn (|ieari) 


1.91 


452516 


AA058630 


Hs.29759 


RNA PaVMERASE 1 ANOTRANSCRIPT RELEASE 


1.59 


425139 


AW630488 


Hs:25338 


piotease. serino. 23 


1.63 


402463 






NM.014624:Komo8apbn8 SlOOcddunvUnd 


1.50 


423798 


AR)47033 


Hs.132904 


Botule canfer family 4, sodium btearbon 


1.31 


412568 


AI878826 


Hs.74034 


caveoSn l.caveolae protein, 22ld) 


1.53 


419946 


AB041035 


Hs.93847 


NM^016931;Homo sapiens NADPH oxidase 4 ( 


206 


447526 


AL048753 


H8.303649 


smaS Mudbie cytokine A2 (monocyta ch 


Z10 


446500 


U78093 


HS.1S154 


8ushl-repeal«o(rtaWng protein. X dirom 


1.67 


441457 


AW996651 


Ks.43838 


ESTs 


1^ 


408296 


AL1 17452 


Hs-44155 


DKFZP586G1517 protein 


U1 


418994 


AA^6520 


Hs.89546 


seledin E (endothelial adhesion molecd 


1^ 


413795 


AL040178 


Hs.142003 


ESTs 


1.64 


441689 


A112370S 


H&289068 


ESTs 


144 


412567 


AI750979 


Hs.74034 


Homo sapiens done 24651 mRNA sequence 


1.75 


424432 


AB037821 


Hs.146858 


protocadherin 10 


1.65 


432673 


AB028859 


Hs.278605 


DnaJ (Hsp40) homdog. subfamly B. membe 


1.31 


418683 


U9D908 


Hs.87241 


hypothetical protein ton dones 23549 a 


1.42 


453085 


AW954243 




KIAAQ251 pratdn 


1.47 


438887 


R68857 


Hs.265499 


ESTs 


1.49 


436729 


BE621807 




transmemtirans 4 superfamfly mernbar 1 


1.91 


400494 






ENSP00000238970^630 (FragmenQ. 


1.34 


442S06 


6E566411 




ESTs 


1.54 


425023 


AW9S6889 


Hs.154210 


endoOieOal dSferentiafion. sphingtAfd 


1.55 


414476 


AA301887 


H3.76224 


EGF-oont^mng fibuOrMike extraoeOuta 


Z65 


452933 


AW391423 


H5.288S55 


Homo sapiens cDNA: HJ2242S fis, dona H 


1.62 


422389 


AF240635 


Hs.1 15897 


pTotocadhertn 12 


1.38 


417124 


BE122762 


Hs.25338 


ESTs 


Z13 


433681 


AI004377 


Hs^eo 


Homo sapiens cONA FU13027 fis. dona NT 


131 


419983 


W55956 


Hs.94030 


Homo sapiens mRNA; cONA DKFZp586E1 624 (f 


154 


414776 


AA155598 


Hs^12839 


hypotheBcal protdn aJ14195: KIAA17f4 


Ul 


450534 


AIS701B9 


HS.2S132 


KIAA047O gene product 


143 


449618 


AI076459 


Hs.15976 


KIAA1272 protein 


142 


446098 


AW072215 


Hs^TO 


ESTs 


1.S3 


413281 


AA661271 


Hs. 222024 


(ransofption factor 6MAL2 


140 


448674 


W31178 


Ks.154140 


ovaiy^iedfic addle protein 


147 


407061 


)(g7748 




gbcKsaptens PTX3 gene promolor regian. 


1^ 



776 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



«4M6 AVIK95389 Hs.H9r68 ESTs 

408570 AU046406 Hs.103483 '<^*P^-,,,.,,rtta»n 

mn AW975688 mebWhooan 1E(liM«*wl) 

453789 AA628517 Hs.118502 ESTs 

424259 AKOOinB Hs.143964 Mfpoltelical protein FU10914 

441W0 W79283 *JS962 

420174 AI824144 Hs.199749 ESIS 
445684 AK001696 Hs.13109 RanWndlngiwlanll 

S NM0M10O Hs.788 AHMse(reK/^anclw(»oteln(gra»in) 

AA703709 HsJ3410 im^^ams,M\aix^J^ 
S W249381 Hs.74122 ca8pase4.apoptosis«laled<:yste».epr 

422099 AA156022 HS.11151B [fl^^f t"^. „ „,cm«^cto»aHE 

449394 AA004368 H8.18160 Hon»saplenscOMAFU11SS0to^H& 

i45119 AF^21 Hs.12337 kinase InserttaiBhiweito (a IffeU 

438142 T90309 HS.269S51 ■ , 

437478 AU90172 H.J174ffi b«nchBdch*ani™ja^w»1.e»te 

453459 BE047032 Hs557789 ESTs _ 
StMO 03Q657 Hs.82353 proWnC receptor. endolheRai(EPCR) 

4157U NM_002290 Hs.78572 lann!nln.aJpha4 -.5 

4^84 AB020722 Hs.16714 Rho guanine exchange factor (GEI^ 15 

SS™ AA428000 Hs.283072 acfin related protein 20 complex, ato 

mm^^ S2 cytDchfomeP450.suWa«TflyUar<m^^ 

S aK ^585 SyL(e475S;Homo6aplenshypo«[e^^ 

S S ^:yb65o12^1StrBla8eneovffly (937217) 

A1.135960 Hs.73828 T^H acute lymphocyficteukemlal 

4S099 NR^002837 H8.123641 proWnlyiosine phosphatase, receptor I 

S S^l fSSyofictranstaSon^on^ 

453983 H94997 Hs.16450 ESTa 

AflfiSQS Target Exon 

42^03 NM_002205 Hs.149509 Wegrin,dpha5Prone(Jnrec^ 

S4 AW58flsa9 Hs.97199 ootflptementcomponen Clqi^or 

S aS HS.171844 NM^OOSS^Homoajfet^^^ 

418941 AAA52970 Hs.239527 ElB-SSktojKOdatedpfOtamS 



450152 AI138635 

437269 AA334384 Hs.149420 ESTs 
445279 R41900 Hs.22245 ESTs 



412564 X83703 

414786 A1246482 

410276 AI554545 

406627 T64904 
405025 

422648 086983 



409509 AL036923 Hs^22710 ESTs 

410240 AL157424 Hs.61289 synapta^nS 

424711 NiyL005795 Hs.152175 «"dtoninreMptoJ|ra» 

449318 Avfe36021 Hs.78S31 ^'^^^^.^^^^ 

40^62 BE548257 Hs.337986 Homo 8aptenscONAaJ10934 lis. done W 

410057 R66634 Hs^107 iroffimerin 

446727 AB011095 Hs.16032 KIAA0523 protein 

ADu^ _ cfftflacanlcyrin repeat protein 

Hs.243010 HomosarfensrashomotogQenefemHy.me 

Hs.71832 angtopoie8n-2 

Hs.163780 ESTs 

BoreraaphogeneBcprotdn 6 

422648 086983 Hs.118893 WeJano^a^^ 

4S276 AF056085 Hs.198612 SprotehKoupled receptor 51 

407704 BE315072 Hs.78768 maBjOTtcellexpr^ojwliancedBenef 

448694 AMWSe Hs.194477 E3ubfe»uienlig8seSMURF2 

434398 AA121098 Hs.3838 sewrMnduable kfaase 

416851 AW963951 Hs.85618 ESTs 
416851 Aw«>«oi bone moiphogenefc protein 2 . 

Hs.79067 MAD(|rottieisa9dnstdecapenta|flegic,w 

{£243010 Hoinosapl8nscDNAFU14445lis.cton9HE 

Hs.79432 ffl)ri!Iin2(congenadconlrartiigara 

HS.112497 H«nosapi^NA:FU22743fis.don9H 

S fX Si KK^^UMANPRDIV 

4569n AKD00252 H8.1fi9758 hypothetolpro^FU^f 

4S77 Ara002S2 H5.169758 |iypotheScaiprotrinFI^45 

«Sw mSw13 Hsa>3084 apetapepBdeBgand for APJ receptor 



412420 A1J035668 

416179 R19015 

450689 A)369275 

416658 U03272 

425235 AA353113 



1^ 
1.47 
1.81 
1.41 
1.35 
1.62 
1.48 
1.75 
1.49 
189 
1.77 
102 
1.64 
1.26 
1.49 
1.56 
1.54 
1.40 
1.45 
1.44 
1.42 
1.51 
1.42 
1.32 
2.67 
2.47 
1.76 
1.40 
1.35 
1.55 
1,90 
1.71 
1.88 
1.75 
1.66 
1.52 
1.61 
1.45 
2.14 
1.50 
1.53 
1.62 
1.94 
1.97 
2.32 
Z35 
1.61 
1.41 
1.70 
1.60 
1.59 
1.52 
1.61 
1S6 
1.81 
1.91 
1.85 
1.67 
1.51 
1.71 
1.91 
1.75 
1.69 
2.33 
1.78 
1.79 
2.02 
1.93 
1.65 
1.48 
101 
1.83 
1.65 
1.69 
1.71 
1.B6 
1j65 
1.83 
1.77 
100 
1.61 
1.61 
1J4 
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10 
15 
20 
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50 
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60 
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70 
75 
80 



425234 AW152225 Hs.165909 ESTs.WbaklyslniBar to 08022 hypolheti 1.74 

444409 AI792140 Hs.49a65 ESTs 1B8 

421340 F07783 Hs,1389 decay acxelerafbvfai^ for compleinsnt 1.74 

44S701 AF055581 Ki13131 lyniphocyta adaptor drM 218 

444009 AI380792 Hs.135f04 ESTs 1.90 

409220 BE243323 HsJ1233 tunrar necrosis factor receptor superCamI 216 

416940 M75520 Ha43157 ESTs i03 

418922 AW9SG580 Hs.426g9 ESTs 209 

431548 AI8342ra Hs^ll novel pretebi 1.81 

434927 H46612 Hsl93815 Homo sapiens HSPC285Rtf»M, partial cds 214 

434558 AW264102 HsJ9168 ESTs 193 

438183 BE263252 Hs.6101 hypoOieScal pratebi MGC317B 205 

428438 NM.00t95S HsJ2271 endoOieBnl 246 

453365 AA03S211 H117404 80X7 SRY (sex detamWi^ region YHkw 220 

418058 AW161552 Hs^l .guanine nucteotide binding protein 11 226 

439410 AA632012 Hs.188746 ESTs 1.93 

453467 A153S997 Hs.30089 ESTs 239 

420209 AA256444 Hs.126485 liypothetical protein aJ12604;KIAA1 692 1.84 

417833 XD2308 Hs^2962 thymidytale synlhetase 1.70 

436420 AA443966 Hs.31595 ESTs « I.97 

414430 AI346201 Hs.76118 ubiquiQn caftoxyHBiminai esterase LI 1^ 

412140 AA219691 K5.73625 RAB6 Interacftig, WnesfavOke (rabWncs 1^ 

442104 120971 Hs.188 phosplwdiesterBsa 4B, cAMP-spedfic (dun 203 

425397 J0408B H3.156346 topoisoroefBse(DNA) II alpha (170X0) 1^ 

418508 AA084248 Hs.85339 6 pm!eln<X)upied receptor 39 1.81 

413745 AW247252 Hs.75514 nucleoside phosphoiybsa 1.99 

405121 mitogen-acavsted protein Unase 8 Inter 299 

425811 AL039104 Hs.159557 kaiyopheiin alplia 2 (RAG cohort 1. Impor 1.76 

415765 NM.005424 Hs.78824 tyrosine Wnasewahlmmunogtobunn and 213 

431089 BE041395 Hs.156110 ESTs. Wiaakly similar to unknown protein 271 

421937 AI878857 Hs.1097O6 hematotoglcal and neurotoghal expressed 1.65 

408669 AI493591 Hs.78146 plateleUendoihellsloelladhestonmalec 239 

416815 U41514 Hs.80120 UOP-N-doetyl4lphfr1>galactos8n<ne:polyp 1.77 

418203 X54942 Hs.83758 C0C2B protein kinase 2 1.67 

408243 Y00787 Hs.624 (nterieuklnO 209 

418054 NkL002318 H5.83354 iysyl oxidase^ 2 242 

407891 AA486620 Hs.41135 endomudh-2 234 

407891 AA488620 Hs.41135 endomucln-2 234 

436032 AA150797 Hs.109276 latexh protein 224 

439382 BE247684 Hs.103070 ESTs 207 

419172 AW338825 Hs.22120 ESTssimitar to TRANSMEMBRANE 4 SUPERF 200 

442006 AWg75183 ESTs. Weakly slmlter to S72482hypQtheti 233 

447560 AF065214 Hs.18858 phosphollpaseA2 group IVC(cytoSOlic 211 

432128 AA127221 Hs296502 ESTs 227 

417426 NM.002291 Ks.82124 lambiin. beta 1 211 

434217 AW014795 Ks23349 ESTs 203 

439265 AL134430 Ks.6906 Homo sapiens cDNA:RJ23ig7fis. done R 208 

442923 AW248322 Hs.95835 ESTs, WeaWysimfly to unnamed protein 1.57 

433001 AF217513 Hs.279905 done HQ0310 PR00310p1 1.60 

418741 H83265 Hs.8881 ESTs, Weakly simile to S41044Ghroniosoin 237 

442573 H93366 H5.7567 brandied chain amlnolransferase 1, cytoa 255 

422544 AB0182S9 Hs.118140 KIAA0716 gene product 209 

449722 BE280074 Hs.23950 cydinBI 1,76 

413794 AF234S32 Hs,61638 myoshX 201 

422603 BE242587 Hs.118651 hematopoieOcaily expressed homeobox 215 

406964 M21305 gb:Human alpha aateOIto and satellite 3 108 

448231 AI701916 Hs.202509 ESTs 227 

408989 AW361666 Hs.49500 KIAA0746 protein 1.43 

429663 M68874 Hs.2115S7 phosphoIipaseA2 group IVA(cyto6aOG; 267 

418738 AW388833 Hs.6682 solute canter family 7. (catlonlcanAw 218 

418185 AW958272 Hs.347326 {nteroeiluteredbesionmotecuto2 260 

417308 H60720 H$.81892 KIAA0101 gene product 1.86 

407975 X89426 HS.4171S endotheBalcelkpediteinoteculel 292 

420256 U84722 Hs.76206 cadheffn5,^2.VBcadherfn(va6CUte 292 

400666 NM_002425:Homo8aptens matrix metadopro 259 

431728 NM_007351 Hs268107 mulfimenn 272 

440088 NAi.005402 Hs288757 iHal simian leukemia vira! oncogene hom 225 

413132 NM.006823 Hs.75209 protein Mnase (cAMPnlependent calatyti 1.76 

451979 R)6972 Ksl7372 endothelal ^roslne Unase (E0() (BMX). 3.37 

415138 C18356 Hs.295944 tissue factor pathway tehibltor 2 3.11 

414577 A1056548 Hs.72116 hypolh60caiprotebiRJ20992s!nflarto 3.11 

444330 AI597655 Hs.49265 ESTs 3.08 

422424 AI186431 HS.29663B prostate diffefenftetion factor 296 

400269 X07820 HS.22S8 matrix metefkvrabbiaso 10 (stromelyste 4.64 

418007 M13509 K8.83169 matrix meteBoprotelnase 1 (intenfllla! 11.91 

TABUE69B 

Ptey: Unique Eos pixibesetidenSlter number 
CAT number Gene duster nunlber 
Accession: Genbankaccesskm numbers 



Pkey 



CAT Number Accession 
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453085 10017.1 



436729 6624J 



BC017336BG716430BG5012e6BU^^«^N9^]^'|^^ 



W3a495 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



60 



AW67315Z AWiQIDO C06123 BF057147 



AI597801 BI494958 A1240988AM92S54 AW262737BE044033 



AW103470AVV300456AW191997A1823«6AA962397AA1»ra«ai81l7 



AI245632AI349390AA148284AI79850; 
AI189366AVV338e78AI261M9A150M76BF4^^ 

BE773489 



re811475BE811470BE811464 BE81M18BEB1141SBE811400BE811M8 



SS^«S8bt1399Bra971TlBFraraBra^^ 
BE905927Bai1435AA191387AVVn2(M0BK114aBK^^ 

BE7734a3 AI567995 W60()75BF9411K AOmMSai^^^ AA043216BG482896 
BE905184AA72220S/«4««AB4KnA^^ 



BG506731 



BG498501 BM044512AU133984AL556586 



BE74S111 

BE906666 BG7S109B B1224135 BG400746 



AA0B8544AI815987BG528631 BE619182 AW239185^ 



BM048974 BM043805 BG1 42185 /^ISIMAI^^^ 



442506 

436772 
434596 
412564 



29197J 

1239464.1 

14701.1 

18571.1 



AA216013 BG624091 BE544387 BG507W8 AW176446 
NM-002640 



AA156151 Z25109C05177AW975688AA731063NS7084 
AF147374 T59538T59589 T59598 T59542 
Xa3703N^L014391BC»186™9M^^^^ 



BG943775 AA488072 AA486364 



6E92491 



BFQ81165 C04160 CD4483 6F229048 



442D06 1239046.1 
TABIE69C . . 

human chiomosome 22" [>.nhain. etaL (1999) tte402:4894SS. 
StreiKt indteatesDNA strand from which exons were predict 
NLposifiorc Indicates nudeoMeposifions of predicted axons. 



Pkey 

402463 

400494 

401234 

406506 

405025 

405121 

400666 



Ref 



9714719 
9929842 
7711374 
7107727 
B102330 
8118496 



Strand NLpoafio" 

Mnus 8818^2 

PUIS 169845-170272 

Plus 120173-120337 

Mintis fi843'*8077 

Plus 105267-105343,106184.106294,106387-10653 

Minus 35816-36004^67-36684 

Plus 17982-18115.20297-20456 



TABIETOA: 



phev: Unique Eos prolieset IdenGfier number 

ExAocn: Exemplar Accession number. Genbankaocesslon number 

65 UnlgenelD: Unigena number 

^"™'SniiKofO»ves«IAr,tolhe«««dll»HUVEC^ 



70 



75 



80 



Pkey 

428928 

439180 

412636 

426158 

414320 

417878 

414572 

415314 

431103 

406973 

456974 

430560 

406828 

422048 



ExAccn 

BE40g838 

AI393742 

NM_004415 

NM_001982 

U13616 

U9Qgi6 

AU077174 

N88802 

M57399 

M34996 

M12529 



AA419202 
NI1.01244S 



UnigenelO 
Hs.194657 
Hs.199067 

Hs.199067 

Hs.75893 

HS.8284S 

Hs^8181 

Hs.5422 

Hs.44 

Ks.198253 

Hs.169401 

H3^43960 

H&84298 

Hs^128 



UnigeneTtfle ^ , 

cadheifai 1 . type 1, Bcadhertn (epRhdi 
v-erb*2 avian efyftKWasfcteutemlav 

desmopIaWn(DPI.DPlI) 

v-eiWj2 avian erythroblastic teukemia v 

ankyrin3,nodeofRamter(ankyrin(5 

Homo sapiens cONA: FlJ21930fis.cianeH 

cathepslnH 
gtycop[Oti^M6B 

plelotrophh {heparin Mndbg growth tec 
WskjcompaBMHy complex, dass 
apofipoprotsinE 

N-myc downstreanHBgulated oene 2 
CD74 anfigen fowarianlpolypepfide of m 
spondin 2, extraedUbr tnalbbc prateb) 



R1 

0J99 

1.06 

1^ 

1^ 

1.50 

1.55 

1.64 

1.70 

1.75 

1.90 
1.91 
1.97 
1.99 
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406826 AW5IG005 Hs^TSS G074 antigen (kwariantpdypepGde of m 2.02 

453023 AW028733 H&3t439 serins protease fatfiBAor.Kun&z type, 2.03 

413391 AI223328 Hs.75335 glydns anMrotransferasQ (L-arghteg Z12 

^ 406824 AW51S961 Hs.84298 C074 antigen (invarfanlpotypepOde of m Z15 

S 418299 AA279S30 Hs.83966 integTfabeta2(anfigenC018(p95).ly 117 

437536 X91221 HS.1444G5 ESTs 121 

442402 NI1.000954 Hs.8272 prastagiandh 02 synlhase (21kO. brafn) 126 

446945 AI193115 Hs.16611 tumor protein 052-^81 127 

422639 AI929377 Hs.173724 creaDna kinase, brain 129 

10 427451 AI690916 Hs.178137 transducer of ERBB2. 1 131 

454042 H22570 ttypotheUcal protein FU20093 137 

418283 S79895 Hs.83942 caQ)epsinK(pycnodysostDsis) 138 

424247 X14008 Ks.234734 lysozyma (rena! amytotdosis) 139 

422103 AAS84330 Hs.111676 piot^ kinase H11;8man stress protein 141 

IS 415994 NM_002923 H3.78944 regutator of Gfrateln signalling 124k 143 

427393 ABO29018 Hs.177635 KIAA1 095 protein 147 

414217 A1309298 Hs^79898 Homo sapiens cONA: FU231 65 fis. done L 149 

414063 H26904 Hs.75736 apdipoprotein 0 150 

426716 Nh^008379 Hs.171921 scma domain, immunogtobulln domain ((g). 151 

20 414803 X0310O Ks.914 Human mRNA for SB dassll t^lstocompatil)! 151 

410532 T53088 Hs.155376 hemogh)bIn, beta 156 

431369 BE184455 KS.2S1754 secretory leukocyte protease inhibitor ( 150 

437952 D63209 Hs.5944 solute car^Mly 11 (protoivcoupted 158 

453555 AW960427 Hs^2874 transforming growth factor, beta rccepto 189 

25 453655 AW960427 Hs.342874 transfbnning growth Cactor. beta recepto 199 

453855 AW960427 Hs.342874 transfbmiing growth factor, beta reoepto 159 

427980 AA418305 K&303205 EST 159 

442695 A0002425 Hs.8603 p8 protein (candidale of metastasis 1) 162 

425751 T19239 Hs.1940 oystanin. alpha B 163 

30 414194 6E175494 HS.7S911 N-acylsphingosine8midohydroIase(acidc 163 

443907 AU076484 Hs^983 TVT^ proton tyrosine kfaase binding pro 168 

453464 A18a4911 H8.32989 receptor (catdtonln) adMly mod^ 167 

410677 Nh/L003278 Hs£5424 tetranecGn (ptasmiitogeivfatntSng protein 167 

452685 AI634651 H&30250 v^muscutoaponetiro6cfibro6aicoma(8 167 

35 425869 AA524547 Hs.160318 FXYDdomain^tainhgbn transport reg 173 

406643 N77976 H8.347939 hemoglobin, alpha 2 173 

453767 AB011792 Hs.35094 extraceDidar matrix prottinlfiBmaleo 174 

424614 X54486 Hs.151242 serine (or cysteine) proteinase InhUb 180 

444195 AB0Q23S1 Hs.10587 KIAA0353 protein 181 

40 417233 W2500S Hs.24395 smaUlndudblecybklnesubfamBy B(Cy 188 

442498 U54617 Hs.8364 Homo sapiens pynivate dehydrogenase kins 192 

412610 M21574 Hs.74615 ptateteMerived growth factor receptor. 193 

440820 AL031846 plakophlIin4 194 

429123 AB011099 Hs.196647 KIAA0527 protein 197 

45 411529 AA430348 Hs.317596 Horho sapiens cDNAaJ12927 lis. done l«T 3.01 

413305 NIIL000426 Hs^23511 Homo sapiens cDNA:aJ23176 fis. ctoneL 3.01 

425622 AW380847 Hs.16578 ESTs 3.01 

420195 N44348 Hs.251385 Homo sapiens cONAaJI1 177 fis, done PL 104 

446584 U53445 Hs.15432 downregulated in ovarian cancer 1 3.04 

SO 407869 A18Z7976 Hs.24391 hypotheOcal protein FU13612 3.08 

423915 AF039018 Hs.135281 alphd-ac6nin'2-assodBted UM pTOlebi 3.07 

410036 R57171 Ks.57975 cdlsequestrin 2 (cardiac musde) aiO 

412047 AA934589 Hs.49696 ESTs 3.12 

414840 R27319 Hs.23823 halry/enhancer-of^ related with YRP ai4 

55 424651 A1493206 ESTs 3.17 

443932 AW888222 Hs.9973 tensin . 3.18 

420859 AW468397 H&.100000 SlOOcaldunvbinding protein A8(cafgran 3.20 

434025 AF114264 Hs.216381 Homo sapiens done HH409 unknown lARNA 3.20 

421834 BE543205 H8.288771 DKFZP586A0522 protein 3.20 

60 423981 D13666 Hs.136348 peiiostin(OSP-2os) 3.24 

447384 AI377221 Hs.40S28 ESTs 324 

425383 083407 Hs.156007 Down syndrome criCcal region gene l-dk 3.25 

447023 AA356764 Hs.17109 Integral membrane protein 2A a25 

420136 AW801090 Hs.ig5851 actin, alpha 1 smooth musde. aorta 3.25 

65 408972 M32Q53 gbiHumanHISRHAgene^ooinpletBOds. 3.26 

410132 NM.003480 Hs.300946 MMbrikssodaled glycoprotein^ a27 

430998 AF128847 Ks.204038 indotethytamhierknethyUransferase 3.28 

456898 NM_001928 Hs.155597 D component of complement (adipstn) 129 

443623 AA34S519 Hs.9641 oomplenienl component l.qstibcomponent 3.33 

70 410614 AI091195 Hs.6S029 growth arrest«pedfic1 3^ 

451529 AI917901 Hs.208641 ESTs 3.35 

430310 U6011S Ms.239069 four and a half UM domains 1 3.37 

424897 063216 Hs.153884 bizzted^el^ protein 3.37 

427111 AA351026 K5.173594 serine (or cysteine) pnMaseinhibao 138 

75 443604 003577 HS.S615 myosin regutatoiyiigMdialnl smooth 141 

421913 AI934385 Ks.109439 o$teoglydn(osteoinducave factor, mtme 143 

451331 AK002039 Hs.251385 Homo sapiens cDNAFU111776s« done PL 144 

416908 AA333990 Hs.80424 ooagut^ factor XW. A1 polypepille 146 

407938 AA90S097 HS.8S050 phospholamban 148 

80 418005 AI186220 Hs^164 oonagen. type X\/. alpha 1 151 

452877 A12S0789 Hs.32478 ESTs 152 

419577 L36531 Hs.91296 integrin,a|pha8 152 

4042n NNL0191iritano8aptensmaiorKstacampa 154 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 



407aiS 
421853 
447111 
426935 
418371 
440274 
427818 
433465 
458568 
459290 



453874 
428957 
434B68 
417043 
417512 



421314 
449925 
453500 
430572 
421823 
422550 
443060 
450912 
432306 
419936 
415165 
414176 
452114 
406850 
428411 
412802 
406849 
453064 
429500 
433336 
421814 
427373 
414290 
415274 
417130 
416784 
453355 
408221 
430223 
416585 
422737 
426406 
448429 
413624 



AW373860 
AL117472 
AI017574 
NM-000088 
M13560 
R24595 
AW511222 
AV657778 
A1769067 
NM 001546 
N{i^003734 
AW591783 
NM.003881 
R50032 
NM_004369 
}C76534 
AA216363 
BE44000Z 
AI342493 
A1478427 
U33114 
N40850 
6E297626 
D78874 
A\W939251 
Y18207 
AU07677^ 
AW887604 
BE140638 
N22687 
AI624300 
AW291464 
U41518 
AA454809 
R40334 
X78565 
AF017986 
L12350 
AB007972 
A1S68801 
AF001548 
AW276858 
AA334592 
AW295374 
AA912183 
NM-.002514 
X54162 
M2S939 
AI742S01 
D17408 
BE177019 



Hs.183660 
Hs.108924 
H5.17409 
HS.17292B 
Hs.84298 
Hs.7122 
Hs.193765 
Hs.3314 
Hs.127824 
Hs.34853 
Hs.198241 
Hs.36131 
Hs.194679 
Hs.159263 



HsX2226 
Hs^62958 
Hs.180324 
Hs.24192 
Hs.43125 
Hs.245188 
Hs.28625 
HS.2Q6049 
Hs^ 
Hsi5547 
Hs.303090 
Hs.1279 
Hs.78085 
Hs.75794 
Hs.8236 
Hs.172928 
Hs.10338 
Hs.74602 
Hs.172928 
Hs.8g463 
H&289114 
H&31386 
Hs.108623 
Hs.130760 
Hs.71721 
Hs.78344 
Hs£12S6 
Hs.79914 
Hs.31412 
Hs.47447 
H&23S935 
H8.79386 
Hs.119571 
Hs.169756 
Hs^1223 
Hs.75445 



hypotheGczd protein RJ20Z77 

SH3Klomain protein 5 (ponsin) 

cysteine-ridi prolein 1 pntestad) 

collagen, type I. dphal 

C074 antigen (bwaiianl polypeptide <A m 

scrapie responsive proteto 1 

ESTs 

EelenopfOl^P, plasma. 1 
ESTs. WeaWy sWRar to T28770 hypolheti 
intitljitor of ONA txnding 4. doirinanl neg 
amine oxidase, copper containing 3 (vase 
collagen, type XIV. alpha 1 (undulin) 
WNT1 indudble signaling pathway protein 
coliagen.typeVl.aipha2 
coflagen, type VI, sipha 3 
glycoprotein (transmentbrane) nrro 



ftypotneucai proiein ut^rtv^a^ 
Hwno sapiens, done IMAGE:4183312. mim 
Homo sapiens cDNA RJ20767 lis. done CO 
esoptiagea! cancer related gene 4 protein 
tissue intubitor of metailoproteinase 3 
ESTs 

mioofiljrillar-assodated proteai 4 
procoOagen C^ndopepiidase enliancer 2 
v-fos FBJ murine osteosarcoma viral onoo 
protein phosi*^ 1, regulatory (InWb 
oom(riemenlcomponenl 1. r sitomponent 
comptemenl component 7 
endotlieGal dinerenfiation. lysophospha 
ESTs 

collagen, type I. dpl«1 

ESTs ^ , 

aquaporin 1 (channet-fbrming Integra pr 

collagen, type I, alpha 1 

potassium large conductance cateium«B 

hexabracWon (tenascin Ccytolactin) 

secreted Wzzled^eteted protein 2 

thrombospondin2 

myosin phosphatese, target subunit 2 
ESTs 

myosin, heavy polypeptide 11, smoom mus 
' si00calclunvbindingprotanA4 (calcium 

iumican 

Homo saptens cDNA FU11422 (is. done HE 
ESTs 

nephroblastoma overexpressed gene 
teiomadin 1 (smooth musde) 
cdlagen, type III, alpha 1 (EMers-DanI 
oomptenwit component 1, s subcomponent 
calponln 1. basic smooth muscte 
SPAR0«l»1(mast9,hevin) 



TABl£70B ^ . 

pksy: Unique Eos probeset identifier nunrner 
CAT number. Gene duster number 
Accession: Genbank accession numbers 



3.56 

3.64 

3.68 

3.70 

3.71 

3.73 

3.73 

a75 

3.77 

3.80 

3.83 

3.88 

3.89 

a90 

3.95 

3.95 

3.97 

4.01 

403 

4.07 

4.09 

4.17 

4.25 

4.26 

4.29 

4.34 

4.37 

4.37 

4.41 

4.43 

4.43 

4.48 

451 

4.54 

4.57 

4.57 

4.68 

4.73 

4.76 

4.S8 

5.13 

5.14 

5.20 

5.50 

5.65 

5.87 

6,47 

6.66 

7.94 

9.90 

951 



Pkey 
412636 



GATNuniber Aocesshm 

14aL1 M77830NM.004415AF1^0«B^^^^ 

AW370813 J05211 BG698865BG7407MM^18Bg^B^^7B^^ 
BE182164BF149266BE940187B}06^^^^ 
ei039774BE713818BE7l3548AW™aBE160^Bl^^ 



AW265328 BG436319 BE182166 AW365175 AW847688 



70 



75 



80 



BE184920 BF839562 BE184933 
AA131128 AA099891 W39488 C04715 BR196JMBa85341 



BF0B6994BF592276 

BSaaOOAWSKlis BE184941 BF749421 
BE184948BG988845 



AW376782 AW848789 AW849074 AW361413 8^92^25 BRm211 



AWa9713g BE865474 BE185187 BE156621 BE715089BE713297 
BG005197BF350086B^196B^^ 

AW377699AW607238BBM2519iMJR™0Bra^ BM314884AA702424AJ417612 
Ai439101 AA451923AI340326AlfflOOT5a^W7^^ AA026864 AI830049 AV™435 
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BG740832 BGG81087 BGG98430 AA4S5100T87267 BE696209 BE696210 BI089483 BE006273 BE872225 AW391912 BE92S51S BG677012 
B6741970AA02M80BE705999BG6771S7BB009090 B6681378BE712291 BG96t498BG678984BI040341 AA337270AW384371 AW847442 
61058659 BE813665W95048W25458AW177786AA025851 BE931733BF154837BG943393BE714441 AW996245BE71t801 AI284090 
BE064323 BE719390 BE94014a BG991 212 BF375714 BF349522 BQ996267 T48793 Bt013292 BE001925 AW3GS1SB AW365154 AW606653 
6F763109 BE931637 BE167181 BE713879 BF354008 BF678726 H90899 AW365145 W^382 AI4S8487 

454042 30254 1 AJ42045BAI018523AA7086B6BF94g633AL1 19553 BF94S960AI081 305 AA041432AI921013A1684910AI654^ 

AW241428 R43035 T66767 AW10371 5 W28(78 BF953052 H45926 BF807568 AW9Q3943 BE170143 BI04043S BF931 989 B1600000 AV722350 
W27787 H45331 B1549761 R53955Bl549855BG99ia3BM91075AVV020G49AW29293H45263 M410309AA340613 R42410AATO^^ 
AW31587 BE858679 AW292267 AM21678 AA041195 BE466753 AI243913 A1358894 AW137298 AD66468 N64350 AA779107 AVTO25969 R49056 
AA347011 R55722AW77l106fW969Z383B1F01659H17396BI493714AI880103AVV771447AI20K61AAra^ 

440820 3091 1 AW9543B1 BG007409BM314058AA465B42T30B61TOllU42834 C04542BIW152BfW^ 

W67500 R)7962 AA322394 BI489987 BE844965 BM313782 AA910364 AI809246 AAfl36750 BF115228 AA829730 N27413 BM141766 AI742325 
AA455261 AA938708 AI420241 AI130039 BF222341 BF941301 AA771B07 Z41034 BF447457 BF447426 AW515347 T03874 F02360 F02302 
N34898 AI678586 AA807824 AA948SS6 AW204638 BM142045 BF446775 AV64B364 AI801368 AA971739 AI017351 AA7e0722 AM60007 AI458383 
AI694152 AA226536 BE467282 N47808 BE348825 BE830581 BE830563 N53009 N58351 N41056 Vy67501 AA016246 H43293 F21282 RS9121 
R56280 

424651 46029 5 BG435302 BM0836B7AA904ll35AM88889 W76175AA761 874 H28767AA91 0081 AAa37086AlS218» 

H88863 BG986375 AA63S644 AI493206 AAfi69979 BE245127 BG986430 BG986529 BF665873 BG030157 B6622575 AA768495 



TABtE70C 

Pkey: Urique number corresponding to an Eos pcobesel 
Ref: Sequence soun».Tlie 7 digit numbeis in this column are Genfaank Identifier (Q) numbere.1>inhan\ et al.' refefs to the piAficaBdn 
twnian chramosama 22* Dunham el aL (199^ Mm 402:48M9& 
StFan± Indicates DMA strand from tMhlch axons were predicted. 
Ntjnsnion: IndicalBS nucleoOde posifions of predlctBd exons. 



enfiOed The DNA sequence of 



PItey 
404277 



Ref Strand Ntj»sition 

1834458 lUlnus 91665-91946 



TABI£71A:774GENESUfMREGUlATEOIN EWIN6SARC01MA00MPARE0 TO NORMAL ADULT TISSUES 

TaUe1Alists774flen8suiKBgulatedlnBringSaR»inaconiaredtDnon^ These were setectedtrom 35371 probesetsontheAllymetFixa)sHu03GeneCh^air^ 

such that the rafio of -average^ Ewlng Saia)ma to •average" nomral adiA tissues was greato 
amongst numerous Ewlngsaroonm The 'werage- nomwl adidl (Issue 1^ 
t»ckground levels of noiwpedflc hytjildizaflon, the lOlh pei^^ 
ratio was evaluated. 

Pkey: Unique Eos [ocbeseA UenSfier mriOGt 

ExAocn: Exemplar Acoesskm number. Genbank aooesskn mimber 

UnlgenelD; Unlgene number 



R1 

70.3 

64.7 

505 

483 

46.7 

46.6 

46.1 

41.4 

40.9 

39.6 

36.9 

35.5 

34.7 

33.0 

31.7 

28.7 

28X) 

26.5 

262 

26.1 

23.1 

22.6 

22.3 

223 

21.3 

20.8 

ia7 

18.2 
17.8 
17J 
16.7 
16.3 
16.3 
16.3 
1&5 
14.8 
14.6 
142 



R1: 


75lh percentile of ewAng sarc 


oma to BStfi pefcenOe Of body map 


Ptey 


ExAocn 


(MgeneiO 


Unigene Title 


104659 


AWg69769 


HS.10S201 


ESTs 


101447 


M21305 




gbiKuman alpha satellite end satelfite 3 


105782 


H09748 


Hs.57987 


B<»U CLUIynY)homa 1 IB (zinc finger pro 


115S81 


NiyLQ05756 


Hs.184942 


G proteln-ooupled receptor 64 


121792 


AW969726 


Hs.98381 


ESTs, WeaMy shnilartD serine prateasa 


101104 


AW862258 


Hs.169266 


neuropeptide Y receptor Y1 


110278 


AF061573 


Hs.19492 


protocadhednB 


126645 


AA316181 


Ks.61635 


^ transmembrane epItheQal antigen of 


116752 


AU)08583 


HsJ1622 


neuronal pentraidn receptor 


119717 


AA91B317 


Hs.57987 


Ml OJUtymphoma 1 1 B (zinc finger pro 


104691 


U29690 


Hs.37744 


Hbfflo sapiens beta-1 adrenergic receptor 


110728 


AA737108 


Hs.32250 


ESTs, Moderately similar to 178885 serin 


121362 


AF050147 


Ks.97932 


chondromoduHn 1 precursor 


131291 


NM.004350 


Hs.170019 


nmkelated transolption (ador 3 


101063 


D54745 


Hs.80247 


oholecystoMiito 

ESTs. We^sIndlartophosphaGdyberi 


121619 


AAS28339 


Hs.178062 


122651 


AW975398 


Ks.293836 


ESTs 


100299 


D49493 


H8.2171 


growth diffeienfiafion factor 10 


129977 


N^L000399 


Ks.1395 


eariy grmrth response 2 (Krox-20 (Drosop 


123619 


AA602964 




gb3io97o02.8l NCL06APJ>r2 Homo sapiens 


124006 


AI1471S5 


Hs.279727 


ESTs; homotogue of PEM^ (Ctona savlgnyl 


116301 


AW969706 


Ks.293332 


ESTs 


121231 


AA814948 


Hs.96343 


ESTs. Weddyslmilar to AUJCJ1UMAN UO 


106533 


AL134708 


Ha.14S998 


ESTs 


109166 


AA2ig691 


Hs.73625 


RAB6 IntaracBng; Unesbvlka (rabUnea 


131313 


R96290 


Hs.75874 


ribosomal protein L44 


116790 


AW161357 




ntotubute-assodatod protdn tau 


105316 


AI671245 


Hs.24835 


hypothetical protein FU14594 


102123 


Nf/L001809 


H3.1594 


centromere protein A (17kP) 


126218 


AIJ049801 


Ks.13649 


Novel human gene mapping to chomosome 13 


119791 


AA554907 


KS58291 


ESTs 


113003 


AW292315 


Hs.7215 


ESTs 


102836 


U94320 


HS.1S8330 


neuopepOde Y receptor Y5 


126799 


AW753865 


Hs.74376 


oQactomedIn related ER tocaQzed pratd 


105298 


BE387790 


Ks.26369 


hypolh68c8l protein FU202B7 


107160 


AA3144g0 


Hs.27669 


K1AA1563 protein 


115313 


AA808Q01 


Hs.184411 


albumin 


123308 


C14187 


Hs.103538 


ESTs 
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126077 
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106821 
110288 
106498 
112134 
115265 
128639 
125698 
105200 
119456 
135155 
106614 
131941 
132968 
132725 
111353 
123289 
10496B 
123532 
104173 
125558 
127240 
123049 
132315 
134321 
128609 
131945 
110730 
119186 
115909 
. 121916 
131402 
101879 
133181 
131307 
113849 
103446 
105091 
106146 
127003 
115414 
117829 
126098 
121910 
130625 
129755 
100335 
111109 
120217 
112891 
131601 
126262 
113903 
105253 
102581 
105172 
100380 
129229 
102725 
130298 
132294 
118644 
106575 
133142 
119499 
100248 
114837 
107098 
123960 
105280 
115147 
134570 
133063 
10S730 
126425 
107254 
134367 
119082 
125400 
129413 
116766 
129075 



14.0 
13.9 
13d 

m 

13.7 

ia2 

m 

1Z3 

m 

12.1 
12.0 
12i) 
11.7 
11.7 
11.4 
11.3 



M7877? Hs.210836 ESTs 

mmm Hs.211595 !«?*«^!?S?^Si!?r?S^ 

NM.(K)6594 H5i8238 adapliir.<8laW pralen complex «, Den 

R41823 Hs.7413 ESTs:caiIsyntenln-2 
AA334274 Hs 18368 DKFZP564B0769 protein 

AW582962 Hs.10^ ^'■^^P"'^'". .1^^ iiu r«w 
AF078847 Hs.191356 general IranscnpUon factor IIH. polype 
AA328102 H8.24641 cytosteleton associated protetn 2 

AA248897 Hs.48784 ESTs tca Hnmain fami 

AI207958 Hs.165556 Hon» sapiens, amBar to TEA domain fami 

AA64&459 Hs.335951 hypolheBcai proWn AF301222 

BE252983 Ks^5086 ubiqullln specific protease 1 

AF234532 Hsj61638 myoshX 

NM 006276 Hs.184167 SIM1gfa(*)^.a^Blnln8teenne^^ch7 

W20090 Hs.6616 ESTs 

AA49S904 Hs.103316 ESTs 

At2495Q2 Hs.29669 ESTs 

AA&087^ flbaeSStoejJIStialagenelurjcachoma 

AAM4273 Hs.76561 ESTs. Weddy similar to S47072 linger pr 

AB033064 Hs.236463 WAA123B protein 

Ai005683 Hs.88998 nudear factor of activated T-ceJs ^. i 
BE047680 Hs.21ie69 dlckl«)pf(X8nopusla8vis)homolog2 
AF091086 Hs.44583 tiypoBvellcaJ protein 
8^8082 Hs.8172 ESTs. Moderately rfnfflar to M6010Wln 
NM_003616 Hs.102456 suwIvalofmotorneutonproWnJiteac 
NMO0S16 HS.35120 repllcationfactorC(ac8wtor1)4C37 
N67655 Hs^5411 ESTs 

AW117207 Hs.98523 ESTs ^ 

Y08890 Hs.113503 karyoirtierin{iinporto)b8te3 

AA176374 H5.243886 nudear autoanfigenic sperm protein (hfi 

^16« Hs.68744 talsl(DTOSoplilte) homolog (acrocephalos 

NM_000025 Hs.2549 adreftergfe, beW-, receptor 

AA4S7211 HS.88S8 bromodoma!nadiacenlto zinc finger doma 

X98834 Hs.79971 sal{DfosopMaHike2 

AM48859 Hs.179909 h3g?»f^P|2^ 

W07288 Hs,118392 ESTs.WteWyslriiartoLNHUBllgEFcrB 

AW816515 Hs.173540 ATPas8.aassV.^pe10D 

AA662240 Hsia3099 AF15q14pKrfrin ^ uiimami 

BE1W9S2 Hs.247117 E5Ts.MbderrfBly8lmBartoALUF.HUMM^l 

S^BB flb:KT01236Sul*acted Hippocampus. Stra 

AI204600 Hs.96978 hypothettedpntelnMGa 

AF176012 Hs.260720 Jdomdncontamrngpcotem 1 

^2^6 [£7759 Homo8apiensdone24538mRNA«quence 

AW247529 Hs.6793 p!atetel«fiv8fing fader 

A1940675 HS.209U hypolheaca! protein FIJ23056 

W Str ^l«<--*i,sM.«.A«oiox* 

NM_007115 HSJ29352 tumor necrosis factor, atphannduced pro 

A1085153 Hs.143764 ESTs. WeaMyslmlbr to unknown (H^a^e 

5^.3079 ESTs.Weak^simHartoA46010)Winked 

AW997484 Hs.5O03 W'^A04S8 protein 

AU077228 HS.772S6 enhancer dzeste(prosopWla)!!omoiogz 

AA187554 Hs300496 niltochondriaJ sohite canier 

082343 Hs.74376 neuroblastoma (nerve Ossue) protein 

AF013758 Hs.109643 polyadenytate binding protein*terac8n 

AB026187 Hs.159166 pmtocadhartnll 

AI347487 Hs.132781 dass I cytokine receptor 

AB023191 Hs,44131 K1AA0974 proton 

;^/^44324i rilxjsontal protdn 144 

Atgi8906 HS.5508Q ESTs 

NIWL015156 Hs,78398 KIAA0071prol* 

BE244930 Hs.166895 ESTs 

AI823593 Hs.27688 ESTs 

AW082862 Hs.287733 hypolhaBcal protein FU231 89 

AA894638 Hs.14600 ESTs 

AA745781 Hs.38399 hypolheficd protan MGC2454 

U66615 Hs.172280 SWi/SNF related. malnxassoci^.acfi 

AI654133 Hs^0212 ttiyroid receptor Interacfcg protein 15 

AW377314 H5.5364 DKFZPS64I052 protein 



AA339449 
AF252297 
AL110151 

Awsneio 

AI606657 
BE2S0162 



H3.22543 
K$.82285 
Hs.91546 
HS.12&797 
Hs.11123 
KS.95Q97 
HS^785 



MM)spnorux»y^ycu>*u»»«» i^mi 
^tedirome P450 retinoid niel^)Oli^ pr 
OKFZP5B6D0824 protein 
DKF7P564G092 protein 
ESTs 



11.1 
11J) 
10.7 
10.7 
10.6 
10.6 
10.5 
10.5 
10.4 
10.4 
10.3 
103 
10.3 
10.2 

iai 

10.0 
10.0 
10.0 

ao 

9,7 
9.6 
9.S 
9.5 
9.4 
9.4 
9.3 
9.2 
9.2 
9.1 
9X) 

ao 

9.0 
8.9 
8.8 
&8 
8.7 
&6 
8.6 
8.6 
&6 
8L5 
8.S 
8.4 

a2 
a2 
a2 
ai 
ai 
ai 
ao 
ao 

7.9 
7.9 . 
7.9 
7.9 
7,8 
7.8 
7.8 
7.8 
7.8 
7.7 
7.7 
7.7 
7.7 
7.6 
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10 

15 

20 

25 
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105143 
132438 
118036 
131U0 
104548 
131495 
132543 
124040 
127695 
132559 
101050 
111823 
116401 
105127 
12B478 
110456 
118846 
120934 
128132 
127431 
108157 
117852 
106213 
118013 
120147 
118267 
132581 
120325 
133276 
127742 
127664 
108778 
121S53 
107059 
133658 
116197 
112268 
103346 
126967 
118499 
105301 
113617 
127968 
134719 
110748 
115844 
1218BS 
102398 
130882 
132256 
106383 
135186 
105510 
109261 
114357 
128S01 
109747 
128361 
115773 
104689 
113575 
121830 
119298 
109841 
115622 
122969 
109872 
114208 
113494 
127684 
129300 
127469 
133479 
105909 
10125 
134676 
130895 
126395 
130723 
107230 
102745 
108699 
128080 



AW363687 
AI471862 
NM.014253 
R33398 
AA812434 
BE568452 
U23752 
AA714731 
AF119B48 
AU077324 
R35252 
AW&93940 
AA04S648 
M708205 
H5234a 
AW299598 
AA226198 
AA22S632 
AW771958 
W 37943 
AW877787 
N4S018 
AI674126 
A1917116 
N34g05 
AK000631 
AA195651 
AW979439 
AW293496 
AA806164 
AF133123 
AA412468 
BE614410 
AA319146 
R18656 
W39609 
X87613 
AA205976 
N57274 
AW352357 
AI869372 
AA830201 
AA852985 
AW581992 
AI373062 
AA934883 
U42359 
AA497044 
AI078645 
AA447453 
U73328 
Z42047 



R41677 
AL133S72 
AI223Q01 
AW172570 
AW445044 
AA420450 
AW13B168 
AW394055 
NM.001241 
H01052 
A1088681 
AW8212S2 
R55841 
AU)49466 
T91451 
AA668631 
W94197 
AA650250 
W01556 
AA195191 
6E385B64 
W28051 
AA541767 
A1468004 
BE247676 
A1034467 
AW753865 
AA121514 
F12310 



H8.24808 ESTs^WeaMysinilar to 138022 hypotheB 
Hs.82916 chapen)rinoQntaM(ioTCP1,subunR6A( 
Ks.198008 Hano8aptenscONAFU117238s,dQnaHE 

odz (odd Oz/te(Hn, OrosopliB^ homdog 1 
Hs.91559 EST8 

SMC2 (stiuctural mahtenanos of dvomoso 
Hs344037 protein fsgutsdordcytoklnBsisI 
Hs32964 SRy (sax detBftninlng region YH>ox 11 
Hs^1457 ESTs. Weakly slmUar to heterogeneous ri 
y\s2nm hypothetical protein PR01580 
HS.1B32 neuropepQdeY 
HS.1305S8 ESTs.W^s{niilarto2109260A8c8ll 
Hs^8 ESTs 

Hs.301957 nudbc(nucteosId8dtohosphatBEid«lnioi 
Ks.100343 ESTs 
Hs.36636 ESTs 
Hs.50895 homeobQxC4 

gb3K26a07^1 NCa_CGAPJ^1 Homo sapiens 
gt>»cOaa07j1 NCLC3GAP_Pr1 Homo sapiens 
ESTs . Moderately similar to PC42S9 fefri 
K1AA1323 protein 
K1AAD853 protein 

hypcUieficd prateta DKFZpTBI J17121 
ESTs 

liefnogI(^)in, beta 

Homo sapiens ctm FU22669 fis. done H 
hypoOieScal protein RJ^24 
AP-2 bete bvnscripfion Cactof 
ESTs 
ESTs 
ESTs 

generd transcription factor IIIC, polyp 
TATAbox btoiSng protdn (TBP>-associat8 
RAD51 (S. oerevlsiae) homolog (E coD Re 
secretogranin il (chromogranin C) 
ESTs 

sohite carder family 6 (neurolransmitts 
thyroid hormone receptor ooacfivaiing pr 
gb;zq48a10.r1 Stratagene hNT neuron (937 
EST 

h/IAGEI protein 

Homo sapiens cONA FU11922 tis. done HE 
ESTs 

chromobox homotog 5 (Drosophtia HP1 alph 
iaAA1387 protein 
hypothetical protein MGC5370 
ESTs, Highly simOar to AF257737 1 cOia 
gb:Human N33 protein fbnn 1 (N33) gene, 
hypothetical protein RJ10392 
murine leulcemla vtral (bnii<1) onoogena h 
Homo sapiens mRNA; cONA DKFZ0586MO723 (f 
dlsta]4esshomeobox4 

Homo sapiens PR02751 mRNA. completo cds 
Homo sapiens cONA RJ13591 is, done PL 
Homo sapiens cONA FU14839 fis. done OV 
protein containing CXXC domato 2 
ESTs, Wealdy similar to Z141_HUMAN ZINC 
ESTs 

Human ONA sequence torn done RP4^ 1 5 



Hs.175437 
Hs.34892 
Hs.138102 
Hsi769 
Hs.94031 

Hs.44653 
Hs.52256 

Hs.69504 
Hs.180138 
Hs.116502 
HsJ0B47 
Hs.48820 
Hsi3044 
Hs.75426 

Hs.22003 
Hs.5464 

Hs.50141 
HS.74S7 
Hs.17207 
Hs.124347 
H$J9232 
Hs^01434 
Hs.332936 
Hs.98467 

Hs^887 
Hs.431 
Hs.27860 
Hs.172648 
Hs283978 
Hs.61779 
Hs£107 
Ks.199009 
Hs^9 
Hs.14600 
Hs.38207 
Hs^ll 
KS.1S671 
HSS8427 
Hs.155478 

Hsi(^14 

H8.104336 

Hs^8653 

Hs.7859 

Hs.86538 

Hs.159971 

H8.110165 

Hs.272076 

Hs.2387g7 

Hs.14g894 

Hs.87819 

HS21015 

Hs.278956 

Hs.18442 

Hs.34650 

H5.74376 

Hs.70832 



ESTs. Wbaldy similar toKBF3_HUMAN NUOE 
ESTs. Wealdy sbnSar to 138022 hypotheti 
cycEnT2 

gb:yi32hOU1 Soares placenta Mb2HP Homo 

Homo sar^ mRNA: d]NA DKFZpS84O04ra (f 

hypothefica) protein 

ESTs 

ESTs 

ESTs 

KlAA0379protdn 
ribosoma) protein 126 homdog 
ESTs 

ESTs. Moderately simiar to 138022 hypot 
hypoSie&d protein FU2072g 
mitodtondHal transtaOonaj IhiOation f 
Homo sapiens, done MGa2492. mRNA. oomp 
hypofheficai proton OKFZpS64L0664 sima 
hypolhe&al protein FU12929 
E-leniyme 
ESTs 

oltadomedin letated ERIocdbed protol 
ESTs 

0b:HSC38O041 nomeBzed Infant breincON 



7.6 
7^ 
7.6 
7.5 
7J 
7.5 
7.4 
7.4 
7.3 
7.3 
7,2 
7.2 
7.1 
7.1 
7.1 
7.1 
7.1 
7.1 
7.0 

7.0 

&9 

6.9 

6.9 

6.9 

6.8 

6.8 

6.8 

6.6 

6.8 

6.7 

6.7 

6.6 

6.6 

6.6 

6.6 

6.5 

6.5 

6.4 

6.4 

6.4 

6.3 

6.3 

6.3 

6.3 

&3 

6.3 

6u2 

6.2 

6.2 

6.2 

6.2 

a2 

6.2 
6.1 
6.1 
6.1 
&1 
6.1 
&0 

ao 

6.0 

a9 

5.9 
5.9 
5.8 
5.8 
5.8 
S.8 
5.8 
Sl8 
6.8 
5.8 
5.8 
5.8 
5.8 
5.7 
5.7 
5.7 
&7 
6.7 
&6 
&6 
5.6 
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H5QB34 
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BE410731 
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Hs.285574 
Hs.35406 
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HS.15B174 
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Hs.16846 
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ribosomal protein L24 
dpy-30-lIte protein 

ESTs ^ ^ 
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ESTs. Weddy similar to 138022 liypottieB 
ESTs 
ESTs 

zinc finger prolan 184 (KnippeWiI») 
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ESTs 
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Hs 130853 ESTs 
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Hs.17109 Integral membrane protein 2A 
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gb:yr77g01 Jl Scares fetal fcer spleen 
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Hs.153684 frizzled^elated protein 
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Hs.74050 folllcularlymplKjnravananlirajdoMto 
1^:21958 HomosapiensiTW^cDNADKFZp547DOB6ar 4.8 
Hs.40568 ESTs 

Hs.97056 hypoJh6eca!protelnFU21634 
Hs.24951 ESTs 
Hs.124511 ESTs 

ribosomal protein L44 
H3H 556 Homosapfensd)NAFU12566fMtoneNT 
H3.107260 fiypdheficai protein DKFZp586H0623 
Hs!9S85 ESTs _ 

Hs.57652 «dhBA».EGFWGS«tf2?,t?^ 
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Hs.247324 milDdwndlid ribosomal protein S14 

Hs.102314 ESTs 

Hs.203933 ESTs 

Hs.17268 ESTs _^ 

Hs.274534 caldtoniiHelated pofypeplide. beta 

Hs.44833 ESTs 
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100893 


BE245^ 
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Hs.93597 
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Hs.68055 


132742 
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AA813192 
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Hs^1697 


113047 
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H3,7549 
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Hs.151738 


113002 


BE243513 
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Hs.ig0325 
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AA831785 
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106489 


AMS2054 


Hs.119338 
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Hs.99519 
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AA595802 
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H8^3653 
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Hs,301763 


102250 
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Hs.74122 
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Hs.334842 
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Hs.310764 
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AF098158 
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129445 
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Hs.29797 


114721 
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Hs.97128 
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AA749209 


Hs.43728 
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Hs.82143 
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AW875398 


Hs.6451 


123829 


AF251237 
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103616 N!4.002647 Hs.32971 

100269 NM_001949 Hs.1189 

112728 R91913 Hs.272104 

135098 AW274525 Hs^21 

106034 AW952005 Hs.14928 

133571 BE515037 Hs.177556 

106246 AL036917 Ks.288821 

125724 AL360190 Hs.318501 

132206 AM25204 Hs.334721 

130227 BE397151 Hs.1 53003 

129650 AF109298 Hs.118258 

130382 NhL003450 Hs.1S5204 

106073 AL157441 H8.17634 

105403 AI473827 H3.31793 

118138 AA374756 Hs.93560 

134126 NM.003747 Hs.131814 

115041 AA2S2457 H&86543 

106012 A1240665 

116732 AW152225 Ks.165909 

130832 AW838006 Hs^082 
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133916 AU)38185 Hs.77558 
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129228 U40714 Hs.239307 
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103023 AVra00470 Hs.117950 
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1^1 AA443323 KS.107B12 
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106882 AA149537 Hs.26994 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 

ESTs 
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zinc finger protein 174 
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ESTs 
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tankyrase, TRFI-WeracQng ankyrin^ 
ESTs, Moderately sbnllar to T00256 hypot 
ESTs 

ESTs, Weakly strolar to 138022 hypotheti 

zinc finger protein 3 (AB^I) 

ESTs 

ttiyrold iNKmone reoeptorinleractor 7 
KIAA1407 protein 
lyrosyl-tRNA synthetase 
ESTs 

memljrane component, chromosome 1 1, surfa 
E|diM 

^8 
EST 

multifuncfional polypeptide slmDar to 8 
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BPOZpoti^ 

Fancoid anemia, complementation group F 
nMhromoswne maintenance decent (S. 
ESTs 
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ESTs 
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131283 AUI77002 HS.249S0 ^*ll>^i^:!^J?l!^L^ 

134417 NM.006416 Hs.82921 «lute ranter (araa, 35 (W^^te^ 

wvm -raajsa Hs16875 ESTs,Weakly8lmilatto823550iESto»iu 

12410S H11484 Hs.79133 ESTs , „ 

100031 AFFXcontrol-DapX-M 

106897 AF039023 Hs.167498 RAN binding prot* 6 

128659 AW630087 Hs.103315 trinucleoOdBrepeaconlalrti^l 

133928 AW403084 Hs.7766 '^»;5'^5°*fl*rS^C(OFTR 

12696S AI470523 HS.13933B ATPiWt^CMseteMb^ 

iminn NM 005574 HS.1B4585 UM domain oily 2 (ihotnbotov«kel) 

Ss Itel^ E8Ts.WeaH,*fartoS339901ingerp, 

118751 N74210 Hs.50454 ESTs 

128797 NM_002975 Hs,105927 stem oil 8r(Jwth(ac*)nlympnocyte seer 

111387 AI244489 Hs^24 ESTs 

118676 N45312 Hs.48506 ESTs 

107348 AW973753 Hs.182426 ribosomal protein 82 

120528 A1923511 Hs.104413 ESTs , . „ 

115652 BE093589 Hs,38178 hypottieflcd protein ^^4^ 

102935 BE561850 HsJOSOB smal nuclear n1)onude<yre^^ 

Hs52D23 corehistonemacroH2A2.2 
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gb7y54cOB^1 SoaresjnuiOpte^derosls 

Hs.21168 Qb2c7Bd03^1 Pancrealic Islet Homo sapi 

Hs!3S962 ESTs . 

Hs.193044 potassium inwardlf-redi^nfl waniwl, 8 
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Hs.173824 thynine^glycosytese 

HS579949 KIAA1007 prolan 
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133^ W45623 Hs.74571 ADP-dbosylaBon bdof 1 
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S Ss Hst456 ch^lnconlalnlngTCP1.s*unil2(b 

12B895 AW467000 Hs.106985 ESTs 
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105476 AL117352 Hs.77196 



KIAAITOt protein 
EST 

flllom^amplified sequence4l 
Homo sapiens, Similar to zinc 
^ _ Human DNAsequence from done BP5-876B10 
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W87536 
BEB12940 



AI738610 
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hypothetical proton FU11753 
5^noiinidazoM-carboxaniUe ribonude 
Qojgi apparatus protein 1 
putafive translation tniOaOon fector 
sbc transmentbfane epitti^ antigen ol 
gb2m92h12^1 Strategeneovarten cancer 
daudin 1 

hypothe6cal protein FU23058 
Janus kinase 1 (a protein tyrosine Unas 
hypothetk^d protein FLi23058 
mefhy1crotonoyU>)enzyme A cartxsvlase 2 
Ot^16c10.r1 Scares Intent brdn 1 NIB H 
RA69-tike protein 
gOoblastoma amplified sequence 
spQckig tector. argininefeerinftfkh 11 
oxysieroi-binding prateiiHOteted pntoi 
beta-1.4 mannosyltransterase 
Hs.161102 ESTs 

mudn 6« gastric 

hypotheficd protein MGC15880 
gb:yi^8d02^1 Strategene liver (937224) 
Hs.112755 EST 
Ks.285753 SCGIO^lkeixotein 
Hs^9808 L£P protein 32 
Hs.143460 protdn kinase Cnu 
H8274415 Homo sapiens cDNARJ10229fis. done HE 
Hs.24763 RAN binding protein 1 
Hs.14364d Insulin receptor substrate 2 
Hs.334838 K1AA1 866 protein 
Hs.19058 ESTs. Moderately simiter to S65657 alpha 
Hs268149 putative methyOransferase 
Ks.75087 Fas-acfivatedseitneAhreonlnekktase 
Hs.101047 transcflpQon factor 3 (E2Aimmunogtobu) 
Hs.136102 K1AA0853 protein 

gb:H.sapiens dbl/acbp gene exon 1 & 2. 



Hs^7S5 



Hs.36473 
Hs^2S2 
H$.191385 



Hs.78934 

Hs.132748 

Hs.45127 

Ks.62348 

H5.90280 

Hs.78979 

Hs.150580 

HS.6163S 

Hs.7327 

Hs.98^ 

Hs^l 

Hs.98968 

Hs.167531 



Hs.152707 
Hs.1 1482 
H8.252716 
Ks.44592 



Hs^6608 



101086 AA382524 Hs^S09S9 liistefini 

133423 T84084 Ks.196008 Homo sapiens CONAFU11723 lis, done HE 

117714 N45225 Hs.46495 EST 

110986 AL133117 Hs.81376 Homo sapiens mRNA; cDNAa<FZp586L1121(f 

114096 AF060219 Hs^007 dvomosomeoondensatnnmike 

117147 AW901347 HS.38S92 hypdhelfeal protein FU23342 

133347 BE25775B H8.71475 add duster protein 33 

132456 AB0110d4 Ks.48924 KIAA0512 gene product; AI£X2 

133765 M62194 H3.75929 cadhefTn11.1ype2.0&cadherfn(a6tobb 

109734 AI927212 Hs^ ESTs 

132786 BB)B3422 HS.S6851 hypotheScal prot^ MGC2668 

106685 AU076617 HS.162S1 cteavageandpdyadenyfatlonspedQeb 

105593 AA279341 Hs.174151 aldehyde oxhfase 1 

131381 M92542 Hs.26208 coflagen, type XW. alpha 1 

108887 BE544475 Hs.54347 ESTs 

113115 AI141426 H5.8705 ESTs 

107234 AA972447 Hs.288833 Homo sapiens mRNA; cONAOKFZp434KD87{l^ 

123110 AA4B6256 Hs.193510 EST 

131019 W28614 chorionic somatomammotropin hormone 1 (p 



a7 

3L6 
16 
16 
16 
16 
16 
16 
16 
16 
16 
16 
16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

16 

3.6 

16 

3.6 

16 

16 

16 

15 

15 

15 

15 

15 

IS 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

15 

14 

14 

3.4 

14 

14 

14 

14 

14 

14 

14 

14 

14 

3.4 

14 

14 
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129079 
111122 
103934 
128671 
1232S8 
128826 
120149 
128817 
110679 
122365 
134455 
11550B 
134267 
106691 
105169 
120120 
126638 
128531 
106650 



112276 
125693 
113474 
132994 
124691 
112511 
132985 
125743 
133363 
107908 
105312 
110256 
132073 
107090 
105463 
109592 
113649 
103898 
116439 
129535 
113283 
128992 
133160 
134076 
128301 
127728 
126516 
127506 



126666 
130453 
107131 
130422 
121292 
123284 
130734 
105400 
105014 
114988 
132667 
124189 
114652 
113876 
111S20 
121748 
106834 



AK000157 
N63753 
8E278111 
AI685045 
AA490929 
Z40313 
AA227609 
BE395776 
AA004798 
AA813546 
BE378152 
AB037756 
AI174596 
AA443164 
BE245294 
BE547267 
AAB49257 
H03721 
AU)49951 
AL121500 
R53442 
H23989 
R50752 
AA112748 
R0583S 
AW970420 
AIJD45579 
H17151 
AI866286 
AF087999 
BE613348 
H63947 
AA2g5052 
AW809208 
AAB25974 
A1198059 
N94768 
AA248884 
AA251594 
AA397972 
T66813 
H04150 
N54968 
AF066215 
U90552 
AW404061 
R95872 
T61039 
AA025887 
AA648886 
U80735 
AW961605 
AW160614 
AA401807 
AA488988 
AW137091 
AF198620 
AA121123 
AA251089 
AF226667 



HS.1G8502 
Hs.16492 
Hs.134200 
Hs.211586 
Hs.105274 
Hs.106330 
HSJ94834 
Hs.168640 
Hs.108311 
Hs.99034 
H5.83S30 
Hs.45207 
Hs.196209 
HS.232S9 
Hs.180789 
Hs.59791 
Hs.8699d 
Hs.63236 
Hs.22370 

Hs.26038 
H3.169743 



hypolhelical protein FLJ20150 
DKFZP56462022 protein 
[)KFZP564C186protBin 
phosphtiInosHlde-3^nase. ragulatDry su 
ESTs,WeaWysimn»toRMS1J^UMANRE6UL 
Homo sapiens done IMAG&23371 . frtRNA seq 

ESTs ^ , 

ankylosis, progressive (mouse) homotog 
ESTs, WeaHy similar to T00351 hypoHieO 
GTP-blnding protein Rlio7 
hypothetical protein 
liypotheficd protein K1AA1335 
RAE1 (RNA export 1. S.pombe) horaoloo 
liypotheticdprdteinFU13433 
S164 protein 

hypotheiicsi pnrton MGC13183 
ESTs 

nl)osomal protein S15a 



3.4 

3.4 

3.4 

3.4 

3.4 

14 

3.4 
3.4 
3.4 
3.4 
3.4 
3.4 
3.4 
3.4 
3.4 
3.4 

a4 

3l3 



Horno8apiensmRNA;c[DNADKFZp56400122{f 3.3 



Hs.27Sg0S 
H5.110153 

Hs.62113 
Hs.7416 
Hs.71962 

Hs.211579 

Hs.237955 

Hs.38516 

HS.1B3297 

Hs.32546 

Hs.26370 

Hs.16400 

Hs,43913 

Hs,112603 

Hs.12947 

Hs.107708 

Hs.66309 

Hs.78980 

Hs.284283 

Hs.117572 

Hs.76067 

Hs.293943 

Hs.151999 

Hs.173854 

Hs.21145 

Hs.180034 

Hs.2937g6 
Hs.18624 
Hs.10283 
HS.2GKS67 



129619 

12S770 

116734 

1002S3 

130999 

114092 

129284 

1191Z7 

123910 

132664 

118397 

107003 

12S735 

130847 

101186 

113626 



AI521936 

AI799751 

Al9853eg 

BE538911 

AL044182 

AA768242 

AA209534 

A1292320 

AW900992 

038024 

AA326683 

H81213 

AA318224 

AA708D35 

AA521262 

AI740461 

BE139479 

AW138437 

M69113 

A1672483 

AA0209S6 

T94318 



Hs.271630 
Hs.107149 
Hs.5635 
Ks.301134 
HS.23454S 
HS.2B070 
Hs.80618 
Hs.284243 
Hs.81361 
Hs.93798 
Hs.157425 
Hs.21992 
Hs.14825 
Hs.296141 
K5.12248 
Hs.179923 
Hs,54542 
Hs.161432 
Hs.24790 
Hs.226795 
Hs.20220 
Hs.179881 
Hs.1735g 



ESTs 

ESTs, WeaWy siraflar to 08022 hypotheti 
Homo sapiens done 25121 neuronal oKad 
hypdlheficd protein MGC5297 
doneHQ0310PRO0310p1 
ESTs 

dynaclin2(p50) 
KIAA0717 protein 

^m37d05.r1 Soares infant brabi 1N1B H 
ESTs, Weaidy similar to B36298 prollnfrr 
ESTs 

melanoma cell adhesion molecule 

RAB7, member RAS oncogene famDy 

Homo sapiens, done M6C:1S887. trSm, com 

DKFZP566F2124 protein 

hypottiefcal protein nJ21901 

ESTs 

ESTs. Weakly similar to jaAA1435 protdn 

^*3517.fieq.F Human feld Iwart, Lanrttida 

PIBF1 gene produd 

diimerin (dAnaeiin) 1 

EST 

ESTs 

hypothetical protein MGC1 1061 
gb:Homo sapiens fuH length Insert d3NA 
butyropWBn, subfamily 3. member A1 
protein kinase C, beta 1 
chemokine binding protein 2 
ribosomal protein LlOa 
hypothaOcai protein MGC11266 
ESTs 

PAX transcription adivation domain inte 
hypoWcai protein RG083M05.2 
deavage stimuiafion factor, J pnWK 
gfa3v65f11.s1 Soares_totaUBtusJib2HF8. 
ESTs 

K1AA1052 protein 
RNA binding moSf protein 8A 
ESTs, WeaWy stiflar to AF161381 1 HSPCO 
gbis04t054i1 NCLCGAPJ3C81 Homo sapiens 
CTP synfiiase II 
ESTs . 
novel protein dnuiar to archaoal, yeast 
ESTs 
ESTs 

hypothetlcd protein NUi=2R 
K1AA0753 gene produd 
hypotheticai protein 
tatraspan NET-6 protein 
heterogeneous nudear ribonudeoprotein 
DKFZP588D2223 protein 
dotibtelximeobox,2 
Gkety orihdog of mouse valiant polyade 
ESTs, VteaMy dmBar to KIAA1S03 protein 
ESTs 
ESTs 

ESTs, Weaidy dnilar to S65657 aipha-lC- 

ESTs 
ESTs 

KIAA1S73prat^ 



oore-binding factor, bela subunlt 

ESTs. lytodeisldy slmBar to ^.44 JIUMAN 6 



3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 

a3 

3.3 

3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 
3.3 

a3 

3.3 
3.3 
3.3 
3,3 
3.3 
. 3.3 
3.3 
3.3 
3.3 
3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

3.3 

a3 

3.3 
3.3 
33 
3.3 
3.3 
3.3 
3.3 
3L3 
3.3 
3,3 
3.3 
3.3 
3.3 
3.3 

3.3 
3.3 
3.3 
3.3 
3.2 
3.2 
312 
12 
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121782 


AW452957 


Hs.63348 


119863 


AA08121& 


KS.SB0OB 


106103 


BE620779 


Hs. 12094 


123808 


AA620552 




133761 


AF041430 


H&75922 


110561 


AA379537 


Hs^199 


115239 


6E^1328 


Hs.73291 


117457 


N29682 


Hs.44071 


128862 


BE250742 


Hs.1 08673 


129673 


D38552 


Hs,1191 


105154 


AA307279 


Hs^947 


126722 


N66148 


Hs.11125 


109966 


H09103 


Hs.30897 


129315 


NM.014563 


Hs. 174038 


109517 


AI631874 


Hs.155140 


105252 


AB039670 


Hs,9728 


101754 


S70114 


Hs^94B9 


1103B4 


H4S282 


H&268798 


134118 


6E336680 


Hs.1 82877 


134869 


AL157518 


Hs.90421 


100780 


BES61958 


Hs.293441 


125728 


AWg54S65 


HS.S7987 


129794 


AF161399 




129056 


AI769958 


Hs.108336 


107129 


AO004770 


Hs.4756 


103038 


AA926960 




130553 


Ar0g2o49 




12S394 


BE1785Q2 


Hs.173772 


132305 


AI806090 


Hs.44344 


131136 


AB033099 


H5.23413 


102933 


BE387202 


Hs.118638 


117639 


AA377165 


Hs.44833 


127076 


AI422951 


Hs.146162 


126153 


K85692 


Hs.40730 


132676 


N92589 


Hs.281038 


104946 


AW242407 


H&73a46 


122110 


A1123000 


Hs301240 


127705 


AJ003322 




109442 


AW296134 


Hs.86999 



100474 Nhl.000699 Hs.300280 

115536 AK001468 Hs.62180 

119651 AW663656 Hs.333513 

127211 AA305520 Hs.108812 

134964 AI803516 H$.272891 

105551 AW005822 Hs.25292 

119750 A1538BB0 Hs.94812 

125590 R23858 Ks.143375 

104590 AW373062 

110724 AW016783 Hs^0799 



116429 


AF191018 


Hs.279923 


133915 


AA81S092 


H8.77554 


12B721 


AW403911 


Hs.266175 


128538 


R44214 


Hs.101189 


129179 


AW969025 


HS.1091S4 


108793 


AA129395 


Hs.71139 


108807 


A1652236 


Hs.49376 


133461 


NfyL000762 


Hs.334345 


132571 


AW674699 


Hs^169 


134937 


A!251449 


Hs.171939 


125756 


6E174587 


Hs.289721 


112369 


AW966243 


Hs.4243 


127002 


AL353940 


H5^4979 


128179 


AW293889 


H8.127116 


117121 


H95044 


Hs.321386 


126556 


AF^5303 


Hs.1 12227 


128403 


AI908008 


Hs.295362 


127930 


AA809672 


Hs.123304 


114250 


At914699 


Hs.13297 


108828 


AK001693 


Hs.273344 


10S225 


AA211777 




117997 


K52090 


Hs.47420 


104558 


R56676 


Ks.88959 


124777 


R41933 


Hs.140237 


108035 


N35568 


Hs.5245 


127521 


AW297206 


Hs.164018 


120215 


AF109219 


Hs.108767 


119403 


AL117554 


Hs.118908 


105024 


AA126311 


H&9879 


123485 


AI308876 


H8.103849 


109416 


BE268388 


H3.86945 


132490 


NM.001290 


Hs.4980 


115348 


AA281562 


HS.7G6 


117297 


AW779829 





Homo sapiens, cloaa MGCIsm mRHA. com 
Homo sapiens cDNA nJ14206 fis, dona NT 
mltochondiial ribosocnal pratsin L30 
gbraeSBgl U1 Stratagene hiRO cardnoma 
tv^pndi^l3 

KSPC1S0 protein sbnDar to utiiqifrcon 
hypoiheScal protein HJIOBBI 
ESTs. WeaMy simSar to AUJ5J4UMAN ALU S 
eukaiyoQc transi^loo iiUQaOon factor 
KiAA0073 protein 

msOtyU^ t]buflng domdn pntBih 4 

HSPO033 protein 

EST 

spondytoepiptiyseal dysplasia, lata 
casein kinase 2. alpha 1 polypeptide 
ALEX1 protein 

TIA1 cytotoxic granule^ssodated RNA« 
ESTs 

tOAA0116 protein 
PR02463 protein 

immunogtobuBn heavy constant m 

M\ ClUlymphoma 11B (zinc finger pro 

hypothsticai protein FU13433 

ESTs. \AfeaMy similar to ALUEJ^UMAN llll 

flap stmcture^pedfic endonudease 1 

COC28 protein kinase 1 

pltdtaiy tumoNranstbmiing 1 

ESTs, Wie^ similar to 178885 serineflh 

hypothetical pralBlnFU20534 

K1AA1273 protein 

non^netastaOc oeils 1, protdn (NM23A) 

ESTs 

ESTs 

ESTs 

ESTs, Weakly sImBar (0 138022 hypotheti 
cardnoen^Hyonic anGgen-related ceO ad 
metanooorfin 1 receptor (alpha melanocyt 
gbAI003322 Selected diromosome 21 cONA 
ESTs, similar to S65657 dpha^lC- 
amylase, alpha 2A; pancreatic 
anillin (Drosophila Scraps homdog), act 
small indudtjle cytokine sutfamOy E, ma 
hypothetical protein FLJ22004 
NppocakMkeprotdn4 
fibonudease K). large subunH 
ESTs 

Homo sapiens, done (I^GE:3840937, mRt^ 
nudear receptor subfamily 1, group I, m 
Homo sapiens cONA FIJ13471 lis, done PL 
putalhra nudeofide IMig protein, est 
Homo sapiens cONA RJ 14967 lis, done TH 
phosphoprotein assodatod wth GEMs 
ESTs 
ESTs 
ESTs 

hypothelicd protdn aJ20844 
cytodirome P450. subMly liA (phenobar 
suppressor of G2 allele of SKP1. S. cere 
ESTs 

growth arrest spedfks transcript 5 
hypothetical proteh FLJ12650 
hypothetical protein DKFZp761P1010 
ESTs 
EST 

mentbran&^odated oudeic add Unding 
Homo sapiens cOMA RJ14459 lis, done HE 
ESTs 
ESTs 

OKFZP564O0463 protdn 

gb3n57dQ24l Stratagena nusda 937209 H 

EST 

hypothetic^ protdn MG04816 

ESTs. Weakly stmBar to ALU1 J1UMAN ALU 8 

hypolheGcal protdn FU20643 

ESTs 

phosphatklyfinositol glycan, dass N 
nudedar protein NOPS/NOP58 
ESTs 

hypotheacal protdn DKFZp761D112 
ESTs. Weakly similar to A46010 X^Inkad 
UM domain Undbtg 2 
ESTs 

gbJmSSaOSJd WajCGAPJOdll Homosapien 
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112501 
107532 
130753 
132425 
115188 
129707 
106474 
106472 
102687 
117602 
105522 
133650 
134624 
112435 
134654 
106651 
109597 
132342 
106057 
106378 
128660 
115467 
128804 
125219 
126690 



AAS72447 

AA443473 

AA205223 

N87549 

AK000219 

AW572317 



119155 
131586 
100237 
105515 
123073 
111375 
130724 
129928 
118922 
131902 
125165 
122219 
132195 
102298 



A12D7162 

KMJ)07019 

N35020 

W19789 

084294 

AF035119 

NM.013255 

AK001741 

AA460421 

AA989362 

AWt62758 

BE614474 

AAB24298 

AAD11597 

A1366784 

A1879099 

A1804331 

AI221147 

BE280478 

R61715 

AA460352 

D30715 



130168 

126997 

128902 

117186 

126096 

106711 

114046 

135029 

112003 

106735 

126628 

133350 

110312 



AM85081 
H56499 
AKD01507 
At338993 
AW206193 
AA180145 
W45350 
AA436002 
BE018717 
AA382ie9 
D38616 
AKD01389 
A13ni50 
AA038637 
H98988 
F08208 
BE390125 
BE01865& 
H58818 
AW978731 
877698 
N49776 
AU99220 



Hs 288833 Homo sapiens mRNA; cONA OKFZp434K087 Jr 

»£l73M4 HomosaptensniRNA:cDNADKFZp7ffiG207(fr 

Hs 189 phospWeslerase4<;cAMP-8pedfic(dan 

Hs125287 zinc finger Pfo^2NF14Mke protein 

Hs.88367 hypolheticaJ protein FU20212 „ 

Hs 12082 Homo sapiens mRNA; cDNA DKFZp566L203 ffr 

Hs 42484 hypothetical protein FU10618 

Hs.3815 stelhmifrlikeiMOlan RB3 

Hs 93002 ubiquHin earner protein E2-C 

Hs 44685 C3HC4^2inc linger protein 

Hs 336635 Homo sapiens, done 1MAGE:4179482. mRNA 

Hsll 1 81 74 tetralricopepfide cepeat donrain 3 

Hs 8700 deleted In Hvercanoer 1 

Hs^88791 muslallnl.totfacenular mediator oorrta 

Hs.8739 hypolhetjcd protein FU10879 

Hs.30875 ESTs 

ESTlweddy8iinllartoAaJ5.HUMANAUIS 
Hs!289074 F-box only proteh 22 
Hs.21 331 hypothetical protein FU10036 

tte!48ffi0^ TATA txjx liindinfl protein (TBP)-assoclate 

Hs.102397 aOT^forgonadotioplnlndudbtelransD 

99423 ATP-dependentRNAheScaBe 

to145088 ESTs,We*lysimllartoT15936hypolhell 

Hs.26966 KIAA1171 protein . . 

Human PAP (pancreali8s-assoaated prote 
Hs^3038 HSPC071 protein 

S Iks^srF^pWa^ 

^^^^ ^^^9^^^^'^^^^\^^,u 
Hs.34348 Hor!w6aptensmRNA;cONAOKFZp434P0235 



129601 

123423 

128695 

123470 

109252 

101445 

102126 

116475 

106573 

103106 

130755 

112246 

126887 

117960 

133626 

113179 

109968 

125770 



T57593 
AB032964 
AAS98484 
NW.003478 
AW303285 
BE440157 
111(21259 
AW950870 
AA733050 
AA223447 
VW7172 



R51321 
H20832 
AA310417 
AW836130 
BEG2aD21 
H09232 
AA143045 



Hs.183161 

Hs.42124 

Hs.54483 

Hs.54941 

Hs.15144 

Hs.150914 

Hs.107052 

Hs.42612 

Hs.263844 

Hs.143187 

H&.141003 

H8^1B24 
Hs.337778 
Hs.170994 
Hs,71573 
Hs.11896 
Hs.87929 
Hs.11572fi 

Hs.101299 

Hs^944 

Hs.78961 
Hs^l2 
Hs.12835 
Hs.1857 
Hs.18910 
Hs^80 

Hs.47044 
Hs.75277 
Hs.152571 
Hs.26484 
HS.8166S 



ESTs 
ESTs 

N-myc (and STAT) Intsractor 
phosphciytase kinase, alpha 2 (liver) 
hypo9«tical protein DKFZp564O043 
ESTs 
ESTs 

ESTs. WeddysirrolartoALUIJiUMAN ALUS 
simil» to rat tricarboxylate carter-fl 
hyMlhefical protein 

HtSno sapiens cDNA: FU21691 fe.doneC 
hydroxysteroid (17^) dehydrogenase? 
hypotheficalpiotanPR01331 
ESTs 

hypothetic^ protein M6C10946 
hypothetical protein FU10074 
hypothetical protein FU120B9 
Homo sapfens cDNA FU 1 3707 te. done PL 

K1AA1138 protein 

flb3e38i04^1 Gesster Wilms tumor Homos 

h!^ DMA sequence from done RP11-110H4 

gbJ^umanAlu repeats in the region 5 to 
protrin phosphatase 1. regulatory (inKb 
smaB nudear nljonudeoprotein polypept 
A kinase (PRKA)awAor protein 7 
phosphodfesterase 6G. cGMP-spedfic. rod 
prostate cancer overexpressed^e l 
Homo sapiens cONA FU12252 lis. done MA 
gb:ym48d03x1 Soaies Intent braon 1NIBH 
ESTs 

hypotheses protein FU13910 
ESTs, Highly slniar to IGWI mRMAAind 

HKVUnterading protein 3 

v4(itHady-Zud(ennan 4 felne sarcoma V 



ai 

3.1 

ai 

3.1 
3.1 
3.1 
3.1 
3.0 
3.0 
3.0 
3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.0 

3.9 

3.0 

3.0 

3.0 

3.0 

ao 

3.0 

ao 
ao 

3,0 
3.0 

ao 

3.0 

ao 
ao 

3.0 
3.0 
3.0 
3.0 

ao 
ao 
ao 
ao 
ao 

3.0 

ao 

3.0 

ao 

3.0 

ao 

3.0 
3.0 
3.0 

ao 

3.0 

ao 
ao 

3.0 

ao 

3.0 

ao 

3.0 

ao 
ao 
ao 
ao 
ao 
11 



TABLE 71B 

Pkey: Unique Eos prot)eselidentifter numt)er 
CAT number Gene duster nurrdser 
Accession: Genbank accession nunteis 



Ptey 



GATNundier 



791 



wo 03/042661 



PCT/US02/36810 





108451 


13766.27 




107908 


46987.1 


5 


123619 


371681.1 




131495 


14200aLl 


10 


101445 


1650.-5 


100944 


2568^.2 




117265 


10421J 




117297 


647718.1 


15 


108859 


137143.1 


125165 


1852047.1 




118790 


19884J 


20 






25 


10303B 


15024.1 





30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



126086 
126098 
125464 
126127 
125558 
126426 



1272B2 
127315 
103898 
126769 
120147 
128080 
104590 



127498 
126872 

126887 
128132 
126967 
120325 
112511 



1606216.1 

16297B9J 

168460.1 

1205826.1 

1703083.1 

110887.1 



118644 81501J 



231725.1 

37938J 

187213.-3 

119008.1 

386607.2 

1540039.1 

44964.1 



340470.1 
142696J 

1572189.1 
177108.1 
169750J 
166688.1 
17406J 



aad7919s aad84955 aa126308 aaq84956 

AF08^Sw^8Sm8467S7N20229AA02689^ 

AI688682 AW389079 AA602099 AW134567 AVW17843 AI682674 AI474874 AA374167 

AAfiQ2964 A^^Q92Q0 

AAM2434 AI831S42AA7662B1 AI789894 N63376AA214392 AA135B33 AV^ 
Zl»«1W4]S7S23AA59B549 Z400a7AI753216AA743^ 
At566634 AW971760 AA211736 AA430089 
M21259 

AA^\9G6Niy^^ 

awitI^swi^^^^ 

AW779829 N22494A1248120 ^ 

AL121500AW291763Ar732432AA129708AA133309AI733750AI225224 

W453S0W45406 

AW161357AI879062A1928938AW161097AW161167BE314465AA351715F07096AA179034F^^^ 

M47CT18 AVm2454 A1807703 R44253 AA976667 AI985ie6 AI650254 H38g42 R84829 AA018724 AA001000 H85934 AA019126 

^75aSw«771AW^^ 

X14474 R19597 H09695 R17455 R13812 R19056 A1881231 AI590200 R37671 AAB61828 AI990023 AISSOK AWO0a21^^ 
H17335 R42802 R46242 R60936 R59731 H28993 AA479907 R44570 AI890696 AA308884 AA50707B R41 274 AI365507 
T16348AI560453 F03259F04722T15312AA018081AW073061BE314824W28930 R44098 R51045 .*„o«ic 
aJ^SS^S26959 W76S21W24^ 

BK^ AA082436 H72525 H77S75 N49786 W80565 H78746 BE569085 W04339 R98127 T6593BBEZ79»1AW«^^ 
AM76873 BE297387AA292753 AA1 77048 NM.001 826 X54941 BE31436SAA908783AI719OT6BKroi5!BEffi 
AI204630 W2S243 AI935150 AA872039 W72395 T99630 AM22691 H98460 N31428 BE255916 H03265 A»57576 AA776ra0 
AMrtOM4 AA4S9522 AA293140 AW514667 R75953 AW662398 AA662522 A!865147 AM23153 AW262230 AA584410AA5W187 
Swiz^ AW069734 AI828996 AA282997 AA876046 AW613002 AA527373 AW972459 AI831360 AA621337 AA100926 AA772418 
Xa^A!033892 W95096 AI034317 AA398727 AJ085031 N95210 AM59432AI041WAAJ^124^^ 
A!004827AI423513A1094597 H42079R54703 W630359AA517681AA978045AA643^^^ 
AA740817AI312104AI911822AA416871AI185409AA129784AA701623AI075239AI139549AA6336«^^^ 
AAS9239AW78n)8A1085351 AI362835 AI346618AI146955 AI989380 AI348243 N92892 AA765850AM94230 AI278887 AA962596 
Ak^OW80435AA001979R97424AI129015 N24127 AA157451 AA235549 AA459292AA03711^4M1j™ 
AWQ59601 AW886710 R92790 N59755 AI361128 AW589407 H47725 H97534 H48076 H48450T99631 AW300758 H03431 R76789 

SiSS^ m96B2 
iSnraJa 8^1919 AA769633AA480310 AA5074S4AA910^ 
T77589 R99156 W95095 R97470 AA702275T77551 AA911952 H82956 N83673 AA283672 
H75681H70975 
M79Q88N88221 
M71B07AA203399 
N95428 W24040 AW7S1366 H81987 

AAlSMf27189AA065075AA070377AA100017AAff^ 

jt^SJili^RSrot^^ 

aS roi5^AW7^8 R82398 AA131925 R21776 R79031 AI129553 N70340 AI276116 AA709381 AO«605 
S»SmA^77AW6117167B6946AA3^ 

R7^2S75 R16780 R26523 H40161 W93871 R99823 R77956 H61601 R98785 W»"B£8^^^^^^ 

H1M0O RsStt M653499 AW953717 R63207 R33888 H54071 H66993T48748 AI7O230O R30775 H68996 AI014957 AA368082 

STS^I088W7«^ C18029AA708613A!168432R^Wie^^ 

^188l^l2m^^ R75872 W04151 AI220869A1090290AA36B730R94434 H81153 H70950AA^ 

M1514 SasS C169M C17797 C17677 C17064 AA082581 C17044 D63217 C18791 D78839 D63290 D78838 N91085 H54070 

So36oSSS7S2a9S4^ 

^2raOTwSKaNSl1 R67494O78775AA388244H126S0D79043AW957062ra2759CW^ 
AA82812S AA834883 AA33055S 
AF116622 A1114507 AA640834 AA377999 
AA248884 

AA0834S6 AA127026 AA084934 AA120972 AA085317 
A1917116 AAfi33698 AI580369 Z39483 



BP46770a AW243400 AW043842 A128824S AI18e932 D5ffi54 055017 D52715 D52477 053933 054679 A1298739 AI146984 

A^^8)Si96aJS59 AI334784 AI86079^ AW513771 AI951391 AI337671 T^^^^2S?mto«w 

AlSS/K^AA3S8688 AI961767 A1866295^^ 
AI611201 AA910B12 AI220713 AW149306 AI758412 AA045713 R79750 N76096 
AI0316S0AA860882A14S8212AA524453 



6E011387 BE011368 BE011362 BE011215 8E011365 BE011363 
H20832Z40184 

AA225632 A1820970 AI820952 AA226472 AI7321 40 AI732059 AA225307 AA225SG0 
AA20S976AA206930 

JSfflSl^AA811736AVV301029BE207945AW449936 AI376801 AA039581 A1424444 AAB10925AA7^BE205843 

S?B4bSw^AI761796A11^ 

S752^^W82^^ 

SX^a\^Sa\W27615<»1^^ 

A^719A117S«AW182752T84462R11149AnfB7627BE218556Be^ 

{^13lS8w!!^^ R11148Aig79278AW235819 AWB74095 

AW196492 

792 



wo 03/042661 



PCTAJS02/36810 



106012 962U_1 



1Z7705 966283J 
127728 3398.5 
129012 22280.4 



10 



15 



106498 245223J 



120934 177521J 
20 115197 42406J 

129706 81501.1 



25 

30 

35 

40 
45 
50 



131019 223488.3 

131170 8113.1 
123470 8785J» 



123532 flenbanK-AA60B733 

125032 QenbankJ74884 

123808 genbanKJ\A620552 

102398 en!ie^U42359 

118129 QenbanK.N57493 

109841 genbanlLH01052 

118922 220660.1 



113119 
104799 
55 113560 
129794 



genbanKJ"47910 
genba\lLAA029703 



60 



65 



70 



75 



80 



1242S0 
101447 

117357 
103392 
135029 
10522S 
121292 



AI24D665TS3681 

K03502Bi 
R25110AA147933 
AJ003322AJ003324 

AW404061 R09654T67160 N50S66r«3259 



100237 
114988 
123423 



R78948AM11449 
AA742532AI360919 

m7^roSfe'm2«V^iSBe9^^^ 



39565J 



314220.1 

entre;^M21305 

genban!cN24829 

entrezj<94563 

H58818.at 

genbanlLAA2t1777 

genbanlLAM01607 

82840.1 



flntre2j)30715 

g8iiban)LAA251089 

genbanlLAA598484 



H80378 H49863H21182 

'li\936 D78695 D78806 07870) C17009 AA004406 aawiu^^^^^^^^ ^^29^ „q^283 

m6^H51478 H20702 H46515H^ 



R35968T97106 078703 
Ht3646R27682T89007 
AI221919Z19967 



R)4002AA452141T23551 
AA226198 AA226513 AA383773 
R18656AW968014AA262288W 
AA262174 AA810595 AA810596 



^ A1361526 

AW08929'l Ai934175 AI423737 D60665 

AW500520 AW593740 F09382 AA8105S7 



AA443241 R23784 RS7255 R00047 A145761; 
A1953638 R31669 AW769278 R82388 AA13^ 
AA327133 A18D5980 AA005377 AVW611716 



AF075351 AI110886 




W28614W27435A1983043AA364395AW57: 



H01715 
AI638647 



SKS^B^29BE1^^^ 
BE439669E_. 

AA382576 A12899Z7 AA382S92 
AA608733 
T74884- 
AA6205S2 
U42359 

S93AW137S94A.953685 «9,9,43^«nS'^Sl^^^ 



T47910 
AA029703 
T9101S 



AVW65046AW3650t4AAS610MM15raiJ««BW^^ 



AW49g885 R94584 R21283 
AA3502S6K6812fi 
M21305 
N24829 
X94563 
HSa818 
AA211777 

AA40t739 N22905 N70378 
030715 
AA251069 
AAS98484 



™e72Asho«theS«q10N^PI«/.ExA«^Uni9^^^ 



Pkey: 
ExAocir. 
UniganelD: 
Unigens'nie: 



8«n{d9 Accession nuirtjer. Genbank accession iwiirtw 
Unigene number 
UnigenegeneliBe 



793 



wo 03/042661 



PCT/US02/36810 



SeqtONo: 


Seq 10 number Gonatelk 




bxAccn 




103080 






410102 




Ub 07Q797 


101104 






447761 






428183 




Ks.%381 


439221 


/VvOr iW> 




121619 


AACOfl^^ 




104659 


AlAJQCfirVfiQ 

AW9o3f09 


n5.1UdcUi 


105782 


H09746 


Ue £7007 


129977 


NMJXX)399 


lie 


1X299 




Ub 9171 


116301 


AXA/DCQTm: 




106533 


ALio4/U0 




131313 




nS./9or4 


105316 


AlD7i24a 




113003 




Ub 791 R 


102836 


U94i^ 


nS.l9o<NU 


102745 


AW/9JO00 


Ue tAtJti 


123306 




ns.io/cUD 


120147 


A19lr llO 




123049 




UeOIIRCq 

ns.zi 1009 


113082 


AcicnoT 




105301 


A\AnKO?CT 




128478 


AAflKUUO 




106111 


AUAnnoft 
AWafMsO 




131307 


NM 000025 


Hs^9 


120830 


A]S66170 


HS.988B6 


127664 


AA606164 


Hs.116502 


102725 


AB026187 


Hs.159156 


132S20 


AA257992 


Hs^l 


130637 


AA356764 


Hs.17109 


117602 


N35020 


Hs.44685 


128797 


NM_002975 


Hs.105927 


129703 


BE388665 


Hs.179999 


125770 


AA143045 


Hs.61665 


414761 


AU077228 


H5.77256 


420462 


AF050147 


HsJ7932 


410268 


AA316181 


Ks.61635 


104691 


U29890 


HSOT44 


416836 


054745 


Hs.80247 



Unigene Title 

cycQn 01 (PRA01: parsQiyraid aienomate 
ESTs: homologuB of PB*^ Pona savignyl 
neuropeptide YfeoeptDfYI 
protocadherinO 



EST8. Moderately sttnOar to 178885 serin 
ESTs, VMdy slirilar to phosphaHdylseri 
ESTs 

&«eQ CUityniphonia 1 1B (zfrK firjge^ 
eaiy giowlh response 2 (Kix»(r20 (Orosop 
growth differenOafion factor 10 
ESTs 
ESTs 

ribosomd protein L44 
hypotheScd protein FU14S94 
ESTs 

.neuropeptide Y receptor Y5 
oitoctomedin related ER tocaiized prote) 
ESTs 

hemoQ^fifaiRi bele 

dk:ldQQpf p£nopus taevb) homdiog 2 
cytDchrome P450 refinoid metoboDdng pr 
MAGE1 protein 
ESTs 

PRO0659 protein 
adrenergic, bet&3-. receptor 
ESTs 
ESTs 

pnrtocadheiUi 11 

Janus kinase 1 (a protein tyrosine Unas 
integral membrane protein 2A 
C3HC4-nke zinc finger protein 
stem cell growtl) factor; lymphocyte seer 
Homo sapiens, done IMAGG:3457003, mRNA 

Kardy-Zuckennan 4 feline sarcoma V 
enhancer of zeste (Dresophila) homolog 2 
chondromodulin I precursor 
six transmembrane eptthellat anilgefl of 
Homo sapiens bete-1 adrenergic receptor 
chotecystokinin 



SeqiOtto 

SeqlDNoB1&82 

SeqU)NoB3&B4 

SeqlDNo85&B6 

SeqlONoB7&B8 

Seq(DNoB9&B10 

SeqlONoB11&B12 

SeqIONoBUBK&BIS 

SeqIDNoBie 

SeqtONoB17&B18 

SeqtDNoB19&B20 

SeqlONoB21&B22 

SaqlDNoB23&B24 

SeqlONoB25«27 

SeqIONoB28&B29 

Seq(ONoB30&B31 

SeqlONoB32 

SeqlDNoB33&B34 

SeqlDNoB35^ 

SeqU)NoB41&B42 

SeqlONoB43 

SeqiDNo644&B45 

SeqlDNoB46&B47 

8eqlDNoB48&B49 

SeqlDltoB5&B53 

SeqlDNoB54&B5S 

SeqtDNo656&B57 

8eqlDNoB56&B59 

SeqtDNoB60 

SeqIONoB81&662 

SeqlONoB63&B64 

S6qlDNoB65&B66 

SeqlDNoB67&B68 

SeqlONoB69&B70 

Se()lDNoB71&B72 

SeqlDNoB73&B74 

SeqIDNoB75&B76 

SeqlDNoB77&B78 

SeqIONoB79&B80 

8eqlDNoB81&B82 

SeqlDNo683ftB84 



Tabte72B 

Pkey: Unique Eos probeset Mentifier number 

CAT number Gene duster number 

Aooesslon: Genbank accession numbers 

Pkev CAT Number Acc ession 

lllW 3138 1 NM 000025 X72861 X70811 M29932 X70812 S53291 AW015148 AW581776AI276134 

13 313 93372 1 KoHmS 018^7 

131313 93372.1 SSt405OTA«6^^ T49595AA694405H7«^ 

^I^Rmi AA702947AW00076 A1088494 C17938 AA599478 H02962R77665C17370 R65618 H73711 R58545 D79189 AW265710 
R77684 T62101 AW953745 AW953739 079107 AA029105AW9S3738AA456487 ^^^^i^^^ti^^^^l}^,,^^,, 

116301 52669J AW969706AA456258AA491881 BE501639 062113 AW9e9710AIS91238AI379869AVW68997AAD40053AIB072^ 

itfififio 17092^1 MraraiA^Simc^^ _ 

103080 1709Z.1 ^J^SJ?Si3^^^iS0B^ 

VWS266 AI824103AI499061 AA642944 AI042556 AA908539VV60380A1CT^^ '^^^2340N754KIAA59^A»^^ 
M126M2 AI023701 A1873252 AA1 5631 9 Al 190622 W60289AI274886 RB1309AA100801 AA227161 AI568929AA1 60603 AI07«44-^1 
A1150778AA852218AA158286 N20142AA622148AAB64225AAS76387AVV182124 T89175AI7^ 

S6746 3 AA642544 AW503909 AA1288S1 W39^ AI298125 BE07S272 N40078 BEO75109 BE080779 

AiSSeiSmBBwirai^ 

AI146884 BE07S154 AW992247 AI186525 A!752230 AVV263140 VTO3329 N26056 AA948080 A^^ 

AA148042 A1740837 BB082728 AA149570 W44495 BE089351 AA375044 N26775 H27771 AA064705 BH)91204 RB9337 N32678 HmA\ 
BE164704H98049W87603AM25548 W31090AAB07411BE173280BEOX178T090aVV23852AA0827M 

B»4igaON42088AA102307AA1137726E276181 H20622W44436 W67604 W46412AW771113 AI700678AA502628 AA1331376E274186 

?l^Kl S^^^ ^55320 A1912334AA4032mW6J256^^^^ 

aSS8822AW080962A1073747 W24123 AA577596 H21716 H27925 H26436 Al^ 

AW^e5 AI276505 AI953979 AA563710 H2I674 H51 747 AM2S389 AA51 6 W 

VW^AW514883AA100876AI366087AA069474AA525859AW771^ 

/S9AA487700AI081104AA613344AI377520AI2B4911AI311^ 

aSvW^AA062689AI755078AI7^ 

A1168564 AA918985 AI066484 AI123S99 AI921518 WS4588 AA535600 AA064665 AA705388 AAM4523 AA962503 AI9249a ^JJ™ 
Av!wSiAI280632 T29S97W48728AW954336VIO8317W94768^^^^ 

AA207064 AI143740AW440672AA632154 AI290286AI350704AI271377 AAD25369AIB64756T77«^ ^^'^^^^^^^ 
AaS7488 R92970 AA934071 AI08M48 AA063257 C05788 N99099 R4a969 AAfl87065 AA662686AAS33833AA662304 H517« ^444 
A^64Affl14595BE537043AI168307BE40893SAA453606RB9«8AA836527AA836890AV^ 

MAa723S4 AI094358 R37210 AA948510 AA22S909 BE172527 Al^ BE54O703 BE409478 AAS31692 



794 



wo 03/042661 



PCT/US02/36810 



AA379252AW8382a2M««CTA^^^ 



C21398 A»-*w»i ♦'w^ • - — ^ 

AAI)45082 A1954225 AA768569 AA709308 AW958363 

\mS 13186_1 *W5M«ro7WF11fflOF^ HHn2FH237R»5WH23123 R6159S 



F07796 F06201 F12289 178^1 ^^5212 F0fl313 F05825 H05399 

T66090 R25292T66236T78766 T79908FMMRM07^^ R54102 W07657 



102836 2S380.1 U?4K()r»L€0M7t"!^^^ 
125770 165B1.2 

AA702310 M748431 M74?3^a^^^^^^^ AA779709T05461 



AI457891AW46L .^.„«™„ 

N20798 AW263947 AI696267 AA449422 AVIffi77867 



105316 181763.1 So81062A.085879/-193262A.870535tB3132H97661 H18098AA«2173*A23392«AA«^ 

1^ S^lf?rSSS^l^SSSSM147700AVV^^ 



AA912574AW130213AI828335WCTTO87W^^^^ 



1M782 24^6111 H<»7S R61554 W3OT2^ 

120830 244476J ".kv^«« au 

128797 20410.1 



AlS9fi82AI57090SAI376008AI871364A1074230A!3raT19^^ 
Aie99224Al5M4?0AW3^^^^ AA4S37R6 D54178 D53224 Ai804341 D53111 M78885AL1 34707 



106533 305354J ^^;j;j^^^^lJ4339)iMl>^^^ 
121619 284072.1 iS^^lS^'lSi^M4421 AB033208AB035181 W55979AI093106AI863392AA715452AA300480AW022313AA^^ 



AWSt4617 

Z«9SS«ABaa889AW338296AI80tMA887^ 
123308 322009 1 C141B7AM96211 D80«6AM840S1O80«5AAS28M6 



795 



wo 03/042661 



PCT/US02/36810 



410102 117657J 
10 410268 11897 J 



414761 14860J 



15 



20 
25 

30 447761 7355.1 



416836 16233.1 
420462 19379.1 



428183 287965.1 
439221 46993.1 



AA730357AI12B690AA630149AW241515AI147003AI183499H90923AI968582AA354145 

M7^AM69192A!199289AI127085H89232N30719A!028165AVtf0»^ 

l«9622AI360625AA719982AI248242AA233925AVV262512AW43B666AA010378AA484010A^ 

AA736720 AA664587 M648672 AA503406 AA5081 23 AA503140 H46638 N7581 2 AA730938 060546 AA483039 AAS^ 

AI768654 AAS58955 AA730803 AA330312 AW021127 BE172D31 AW961052 AA339070 AA648172 BE172832 AA174175M492D12AA491590 

AW118733AA484130 M730783 M730510 D82577 D6282BAI469294AIBD1343NS3447AA740226AB^^ 

AA484040 H38039 Ai038772 AI039410 AA52B387 AA730576 AA527231 AA748111 062946 U38439 AA721708 H22130 AA558229 H51S20 
AA283355 AA730970 R01 595 N72450 AA469123 AA579389 AA480477 AA283306 AA347822 AA328013 

AW248508 AI278454 AI389343 AW291235 AI343946 AI347189 AA970152 AI279668 AI971894 AA564359 AI191039 AA084S98 AA081641 
AA316181 BE439545AC005053AF186249 AW386101 AC004969 AA730199 AA032221 A!688139AI167942AA809228All8407a AI394674 
AW969977 AA032279 AW079284 AA513174 AA888312 AM53179 AM83383 AA528432 A^I^SII ^^^^ 
AU077228 U61145 AL044256 AA206185 AL044975 NM04456 X95653 AW890905 AA332806 AWg65453BE299226 052965 BE275009 
AA428252AA7e9212AA312778AAB10901AA461315AI969288Al953668AVV296248AI291422AA704747Z4^^ 

AA5e85B3 AW403788 AW408386 AA053521 T87S71 AA5B1163 BE183241 T97905 R89149 AI808196 BE618521 AI970278 AI652680 AW130143 

AI970272AW197254BE550449AI628403AA010143AW005107AAK1815AA805836N53459AAOS5309AA643678W 

AI635728 AI871286 Ai018437 A1262514 H7S287 AI033155 AI203388 AA205802 A1475265 AW5941 86 A)896059 AI333312 AW264710 AA876764 

AA884892 AA1731S6 AI292066 T79837 Wg3995 AAS06427 AAB16135 A)376342 AAD10144 Ai310421 AI2233S0 AA970576 N33926T8S364 

AI090913 N5S098AA101673AA826666AA251840N668S7AI890053H0593DAI474199AI436166AA628^ 

BE244495AI365179Tg9538 AI203088Z40549 AW139858 AA599627 R91847AA483681 AW068982 H51748AA091201 H13030 AA459732 

OMT^ a!^189*S^ R711B8 H87563 R80701 AW956319 AA376289 RB2442 H46452 R22481 R64323 AW043690 L00354 AW005571 
H19813 AI745597 AI769202 AI205982AW205841 R64324 AI201975 H46993 C18067 R71189 N29729 AI799838 A1091209 HB7455 R82443 
AW970995AW072136N40841 H13148AI219Q52N30191 T2B007AI817428AA503802 
AR)50147NM007015AB006000AB005999BE218114AI703147AI98S891BE222034BE549774B 
BE222414 BE046984 AVW70357 AW339338 a2S26 AW590220 A1298082 AW296998 AI333135 ^^^^ 
AW136179AA327834BE3273S0BE327366 

AW969726 AA424028AI266636AI271571 AM23g88AI266534AA702780AA452037jM4248aM74M^ 

AA737108 N35765 N35779AIW8045 N30152 Ara4028AI478237AA923562 AI38ZW6AAB46668 AI627389A^^ H99983 

H26576 H9S984 AA745021 AA639180 H26575 

AR)61573NML002S90AA780138AVV135620A1197884AA483348 R05468AVV969724H29216 
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Table 731 Sequences 

Seq ID NO I Bl DNA sequence 

MUclelc Acid Accession ft» NM„053056.1 

Coding sequence t 210.. 1097 



60 
65 
70 
75 
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1 u " " ]l f 

CACMHGACT ACAGOGGAGT TTTGTTGRAO TTOCAJlAOTC CTGOAGCCTC CAGAGGGCTO 

niwurrY-m RfKC&GCftGA ftGCGAGROCC OAOOSOOOAC CCROOCAGGA axiu-fiSM^. 
i?^^ GCCC^CCA TQORACACa OCTCCTQTGC TGCQAftGTGG 

SSatgcca accicctcaa cgacoogctg ctgo^ 
?ScT^c gSggrgacc tgcgcgccct cggigtccta cttcmmct ot^a^ 

SSStcCC GTCOCTGCGG ARflATCCfrOa CCACCroOAT GCTGGAGSrC TGCaA(3GAAC 

^fl^S^ Smoagotc ttmcgcdqo ccatoaacta cctooacogc ttcctgtogc 

S«TGCASC TGCTGBGGQC CACTTGCATG "WTOGCCT 
2SSaA G^ACCATC CCCCTGACXW CCX3AGAAGCT GIGC^TCTAC ACCGACAMT 

SJSS S^cS ^ 
*a3S^ =S =S 

SocS ACAACTTCCT OTCCTACTAC CGCCTOCAC 
S^TgSc AAGTOTGACC CAGACTGCCT COGGGCCIOC CAQGAOa® 
S^aScoS ^QGAGTCa AGCCIGOGCC AGGCCCAGCA GAAC31TGGAC CCC»aBSOOO 
JS^SSI SJ^CTOQM MMCraSQ TOGRCCMQC TT8C3VCACCX ACCGACGTGC 

AfiG^^CT TCATTCTCCT TGTTGTTGGT TGTTTTTTCX: TTTaCTCTTT CCCOCTTCCA 

=^ 5^^' 

It^^SII^ Saaa^S? tttaaaaaca tagaaaaatt caocaaacca 

S =:s sss 

S^^^^S^ ^cScCC CAACAAACCA TCCAGTGACA AAOCATCCAO TOTMBTITO 
SccSaO CaGGOTCGeQ AAAOQCCACC TQTCCCACTC ciM»moo 

S^SS^ GA^CGA AATSSTOACA TAATAIATTC TATTTTTMA CfCTTCCTAT 
SSS^TM OAGATOCrOO TTTTCIACCC AAOGGO^ ^^^^ 

^ss^ is^c^ 

s= =^ 

M^SSSS CAGAGGTTTA CCTAOAGAAC A«tG8Tm SSSS 
TCACACOQQA AfiaTTTTTAA ACACIAAAAT ATATAATTBk TASTTAAOGC 
SS^Stt ^GMOTC MAAOQOCAG TATOATTTAT AAATGCAATC TCCCCTTeftT 
SJii^^S MAT^AC ACACRCACaC ACACACACAC AAACCTTCTO CCTTIGATGT 
S^:^ S^SS ?SSaAAGA TAOA^ 

TCIGQAA8AA AAAAACCACA CAAAGACATT GATTCAGCCt eTTOOOWI «SX*mOTC 
ATCT^tTGO ACAGGCATQQ STGCAAlQGAA AATTAOadTA CICAAOCIAA eTTOSOITCC 
SS^TCT ^COCIGC OCCITCCTTT AAAAAACTTA OTQACAAAAT AGACTATTTG 

Sl^iiri Ststaattt TTATTTAGGA agtgttgaag ggagotggca 

^^S^ SSgtGC CCACACOGGO OACAGOCOGC MCTCaWTt TCTOTKW 
cracraCOBT TOACTTCCAO GCaCaGTTTG GAAATATTCA CATOGCTTCI eTGXATCTCT 
S^SS? ?^J^T TGGAGGATCA GtTTTTTGTr ^^^^SS^S 
MOTACTAGT TTTACTTTTC TCTTAOAACA TTOTATXMA SSSaGGTT 

„. .,. I ,i|iT aTGTCSATCAA TTTTOACTTA ATCTQATTAC TGCTCTATTC CAJUUUUaJjii 

^^^C aSraCTTA GCCAT0GTCS6 ACCCAOO^ SSS^ 

SSSS^ GGGC^SS GCGG60G0GA TCCCACACftG 6CTGGCGGGG 6CCG6CC00G 
S^S^ O^A^ GCGCCGOTGT CCCCAGAGAC CAGGCTGTGT CCCTCTTCTC 
???S?SSc ctS^ GGGCACTTCA TCTGATCGGG GGCGTAGCAT catagtagtt 

ATTATAACAA C3TGTGTCTTA CGTGCCACCA <»0«WTG^ ^SSSSS 
rttTOATTGGA ATAQCTTCTG GAATTTOTTC AAGTTTTGGG TATGTTTAAT CTCTTAT^ 
ctI^J?SS??MT OTTTTGTTAA TTACACCATA ATGCTAATTT AAAGAGACTC 

ACCAAAAGAA TTTGCACCCC GCTGCGGGCC CArarGGTTO GGGCOTCa CTg^^GOT 

tttgStSc gtgatggggc aagggcacaa gtcctogato ttgtct^ 
SgAG^GoS AAGGCTGCxTG gcaagtgcac ggggcacagc cgagtctgtc ctstommg 

CA^TCTQAG GGTCTGGGCG GCGQGOGGCT GGGTCIGTGC ATTTCrGGTT SCAOTOSGC 
AACOGGCATG TTTCXZAGCAG ^AGACAAA^ GACAAACATO 
AAAGTCTAGA AATAAAACTG GTAAAACCCC AAAAAAAAAA AAAAAA 
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Seq ID NO: B2 Protein sequence 
Protein Accession #» NP_444284.l 
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MEHQLLCCBV BTIRRAYPDA NI*UaJRVLRA MLKABETCAP SVSYFKCVQK EVLPSHRKIV 60 

AtHMLBVCEE QKCEBEVFPL AMNYLDRPLS LBPVKKSRLQ LLGATCKFVA 8KMKETIPLT 120 

AEKIjCIVTON SIRPEELU2M EliLLVNKLKM NLAAKTPHDP IBHFLSKMPE AEENKQIIRK 180 

5 HAQTPVALCA TDVKPISNPP SMVAAGSWA AVQGUILRSP MNFLSY YRLT RFLSRVIKCD 240 
PDCLRAOQEQ IBALLBSSLR QAQQKKDPKA AEBEEBBBBB VDLACTPTDV RDVDI 



Seq ID NO: B3 OKA sequence 
Nucleic Acid Accession U : XM_044166 
10 Coding ee^encet 1..1576 

1 11 21 31 41 51 

CTTTTGTTTC GCCATGCCTA GTCTAGTGGT ATCTGGAATA ATGGAAAQAA ATGGGGGCTT 60 
15 TGGAGAACTA GGATGTTTOQ GGGGAAC06C TAAGGACGQA GGGCTSCTGG AAQAOBAOOG 120 
OGCCCTTCAG CTGGCTCTCG ATCAACTCTQ GCTOCTGQGT TTOGGGOAGC CCOOOGCCCC 180 
CAGGGCGGGC GAGGACC3GGG GAGGTGGQQQ GG60QQGQCC 00C3GOGCftGC OSACAGGCCC 240 
CCOGCAGCCG GC6C0QCGGC CGCCGCXXX3C GG0GCCCCCX3 GCX3GCCC0GA CX3AGGGCCCC 300 
06CAOOQCAG PJOQCCCCROC CCCCCACOGC CCCCAAAGGG OOCSAGOOACG CCAAGCTCTG 360 
20 CGCTCTCTAC AAAGAGGCCQ AGCTQCGCCT GAAGQOCAQC AOCAACACCA CGGAGTGTGT 420 
TCCXXJTGCCC ACCTCOOAGC AOaTOGCOOA GAT08TOGGC AQGCAAGOCT GCAAQATTAA 480 
GGCCTTGAGO GCCAAOACCA ACACCTACAT CAAQACACOG GTGAGGGGCG AGC3AAOCAGT S40 
OTTCATGGTG ACAGGGCGAC GGQAGGACGT GGCCACAGCX: OGGCGOOAAA TCATC TCAGC 600 
AGGGGAGCAC TTCTCCATGA TCC6TGCCTC COGCAACAAO TCAGGCGCCG CCTTTGGTGT 660 
25 GGCTCCTGCT CTGCCCGGCC AOGTOACCAT CCGTGTGOGG GTGCCCTACC GCGTGGTOGO 720 
QCTGGTGGTG GGCCCCAAAO GG6CAACCAT CAAGCGCATC CAOC3U3C3^ OO^ACACATA 780 
CATTATCACA CCAAGCOQTG ACCGCGACCC OGTOTTOOAO ATCAOSGOTG CCOCAOGCAA 840 
GGIt»3AGGGT GCGCGCGAQG AGATCGAGAC GCACATOGOG OTGOGGACTG GCAAGATCCT 900 
OQAGTACAAC AATGAAAACG ACTTCCTGGC GGGGAGCCCC GACGCAGCAA TOQATAGCCG 960 
30 CTACTCCGAC OCCTGGCGGG TGCACCAGCC OGGCTGCAAQ CCOCTCTCCA CCTTCCGGCS^ 1020 
GAACAGCCTG GGCTGCATCG GCGAGTOCGG AGTGGACTCT GGCTTTGAGG COCCAOGCCT 1080 
GGGTGA6CAG GQOGGGGACT TTGGCTACGG CGGGTACCTC TTTCCGGQCT ATGGCXSTOOG 1140 
GAAGCASGAT GTOTACTACXS GCGTGG0CX3A GACTAGCCCC CCGCTGTGGG CGGGCCAGGA 1200 
QAAOGCCAOG CCCACCTCCG TGCTCTTCTC CTCTGCCTCC TCCTCCTCXnr CCTCTTCC6C 1260 
35 CAAGGCCOGC GCTOGGCCOC CGGGOGCACA CCQCTCCCCT GCCAC TTCCO CGGGA CCCQA 1320 
GCXXX5C0GGA CTCCCGAG6C GCOXCCGGG AGAGCCX3CTC CAGOGCTTCT CTAAACTTGG 1380 
TOGGGQOGGC CTGCGGAGCC CCGGC3GGCGG GCGGGATTGC ATOOTCTGCT TTGAGA6CX3A 1440 
AGTOACTGCC GCCCTTGTGC CCTGOGQACA CAACCTGTTC T6CATGGA0T GTGCAGTACG 1500 
CATCTGOGAG AG6ACGGACC CA6A0TGTCC OGTCTGCCAC ATCACAGCXSV 06CAAGCCAT 1S60 
40 COQAATATTC TCCTAAGCXX CGTGCCCCAT GCCTCCGGGG COCAC TCCAC TGGGCTCACC 1620 
CTGGACCTGT TTTCCACTAA AGCCTTTTGG AAAGCOGTGA TTTGAOOOGC AAGGTGCTTA 1680 
6AGATACTCG CTOGCTGGGG AAGGGGGGAO GGAGGCaGTG GTGGCTGGAG GGTGCGOCAC 1740 
TTTCAGAOCC TCXOGTCAOC CXGTCCTGGA AAGATTGGGA GGGGGCCAGA CTGAAAATTT 1800 
TACTASAOTT ACAACTCTGA TACCTCAACA CACCCTTAAA TCTGGAAGCA GCTAAGAQAA 1860 
45 ACTTTTQTTT TGCCAGAGGT GGCCACTAAQ GCATTCTGAC OCCCTCTGCC CACCTCCCCC 1920 
OCTGTXSTCTC ACTCCACCCC TTCTTCCGAO GAGGGGGTGG GTAAAAGGGA GAGGGAGAAT 1980 
TACCACCTGT ATCrAOAGGT OCTCTTTGCA ATCCCTAAGC CCTCTGGTOC TGACCIOOOA 2040 
CCTCCCAGCT c mifr ' A i G 'l'T CCTTGTCTTT GTCTTTCTTC CCTTCCXXXrr GCCCCTGCCC 2100 
CTACXaOCCC AGCTTTGQGG AC3VCCATCCT TCTGGGGAGA AGTAGGGGGA GGAATATTTG 2160 
50 GATGGTCCCT CCATTCCTCT TCAGGCATCT GGAGGCCCTC TCCCCXSVCTC CTCCAAAGAA 2220 
ACATCTCAAA TTATTQATGG AATGTATCCC CATTCTCAOT QAAAATGTOA GGAGGGGACT 2280 
AATACTGGGG TAAAGGGTCA AACOCCCACC TTCATCACTA TGOOCATTAT ATTTAGGGA6 2340 
TAGTTCTTGG GCTGGATTTT CTGGTTGrOO AAGTGGGGGC GCCAGAGTAG TGTGTCTGCT 2400 
ATTTAAAGGA GCAGQAAAGO GOGTGAGGCA GGAGGAGAGA CTGGTGQAGG G AAGAG CTGC 2460 
55 TCCrCCCATG CAGTGCCCGA CTCCCTGCAC CCCTCTCAAC CTGACCT6AA CCTTTATTQA 2520 
ATOCTTATTA GCTTGAATCC TTATTAQCTT GAATCCTCCA TOCAAATCAT GGAGTCXOXO 2580 
TCCX3VCCTGA TGTGGTTGAG QAGAAGCCAG GTCTTCAAAO AOOGOTCAOC CTGGGGCSUVA 2640 
GCAOGACZGO GGGGA6GIGG GCAGCAGGGC CTATTCTGAG AATCACATAT T6TTACAGGC 2700 
CTTGCACCCC CTTTGCTGCT TCCCTCCTGC TCATTTGQGG CTGCCACOtfJ CTCTCCACCC 2760 
60 TCCTGGTTCX: GCTGGCCGQG CCAAOAGAGG ATGGAGG6AT 6GQAGTCCCA QGAGATCCTT 2820 
QTAAATAQTG GGGTCGGACT GTTCTGAGTG ATCACCCXSAQ CACTTAAAGC TCCAGAGTCC 2880 
CATTCTTCCT GGATGGAGCA GGTGGAGGTG CAGAGQGQAT TTCCTCCTCT CCTTCCTCCT 2940 
GTOGAOAATT AACAOCTCTC CACAGOCrTC CCCTCCAGAA CACCAGCCAG GGAGGGGTOG 3000 
GQAAGGAGOT CACAGCCAAG AAAACTOCCC TGTGAOGACT TCCCTOCTTC CCXSCCIATOT 3060 
65 6A6CCATCCT QAGATGTCTG TACAATAGAA ACX»AACX»A ATGGGCACCC TOGGTTGCOG 3120 
GGGGGCAQGT GGGGAQGGGQ GTQGGAAGAA GGGATGTCTG TCTGTOGTCC CCCTCCCCCT 3180 
CTCCACTCTT TACCCACAAA GOCAGAAGAC TGTTACACTA GGGGGCTCaO CAAATTCAAT 3240 
CCCAOCCTTA CCAATTGAOC CAAACCTAGA AACAAACACA AAACAOQAAT AGTGAGAGAC 3300 
AAAATAGAG6 AOAQAAAGAG AGCATGAGAG GGAOCQAGAC AGGCGACCAA CACAGAGGAG 3360 
70 AGAAAACAAA AATAGCAAAA AAAAAAAA A A, AAA0CA6TTC TTTATAATTT AATATTCXAT 3420 
TTTAATAAAO OOBTTEATTA OCATATAAAT OTAGCAAAGA ACCTGGQCTA ATATOAA 



75 



Seq ID HOi B4 Protein sequence 
Protein Accession 41 : XPJ)44166.2 



1 11 21 31 41 51 

FCPAMPSLW SOIMERKGGF GELGCPQGSA KDRGIiLEDER ALQLALDQW: LIXH/SEPPAP 60 

RAGEDGGGGG GOAPAQPTAP PQPAPPPPPA APPAAPTTAP AAQTPQPPTA PKGASDAKLC 120 

80 ALYKBAELRL KGSSNTTECV PVPTSBHVAE IVCRQ0C3CIK ALRAKINTYI KTPVRGBEPV 180 

PMVTCRRBDV ATARREIISA ABHPSMIRAS RNKSGAAEGV APALPGQVTX RVRVPYRWO 240 

LWOPKGATI KRIQQQtNTY IITPSRDRDP VFBITGAPGH VBRARBBIET HIAVRTGKIL 300 

EmKENDFLA GSPDAAIDSR YSDANRVHQP GCXPLSTFRQ HSLGCIGECJO VDSGPEAPRI. 360 

QEQG6DPOXO aW»FPGY6Va KQDVYYOVAE T8PPMIAGQB HATPT8VLFS SA8SSSSSSA 420 

798 



wo 03/042661 



PCTAJS02/36810 



KAHAGPPGAH RSPATSAGPE LAGURRPPG EPLQGPSKLG GGGLRSPGGO RDCKVCPESB 
VTAALVPCGH MLFCMECAVR ICERTDPKCP VCHITATQAI RIPS 

8sq ID NO: B5 DNA sequexice 

Nucleic Acid Accession »» NMJ)00909.1 

Coding sequence! 209.. 1363 
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^ " I 1 I 

CATTCCCACC CTTCCTTCTT TAATAAGCAG GAGOGAAAAA GACAAATTCC AAAGAGOATT 
GTTCAGTTCR AGGGAATGAA GAATTCAGAA TAATTTTGGT AAATGGATTC CAATATGGQO 
AATAAGAATA AGCTGAACAG TTQACCTGCT TTGAAGAAAC ATACTGTCCA TTTGTCTAAA 
ATAATCTATA ACAACCAAAC CAATCAAAAT GAATTCAACA TTATTTTCCC AGGTTGAAAA 
TCATTCAGTC CACTCTAATT TCTCAGAGAA GAATGCCCAG CTTCTGGCTT TTGAAAATGA 
TGATTGTCAT CTGCCCTTQG CCATGATATT TACCTTAGCT CTTGCTTATG GAGCTGTGAT 
CATTCTTGGT GTCTCTGGAA ACCTGGCCTT GATCATAATC ATCTTGAAAC AAAAGQAGAT 
GAGAAATGTT ACCAACATCC TGATTGTGAA CCTTTCCTTC TCAOACTTQC TTGTTGCCAT 
CATGTQTCTC CCCtTTAC»T TTGTCTACaiC ATTAATGGAC CACTGGGTCT TTGGTGAGGC 
6ATGTGTAAG TTCAATCCTT TTGTGCAATG TCTTTCAATC ACTGTGTCCA TTTTCTCTCT 
GGTTCTCATT GCTGTGGAAC GACATCAGCT QATAATCAAC CCTCGAOGGT GGAGACCAAA 
TAATAGACAT GCTTATGTAG GTATTGCTGT GATTTGGGTC CTTGCTGTGG CrTCTTCTTT 
GCXrrTTCCTQ ATCTACCAAiQ TAATGACTGA TGAGCCX3TTC CAAAATOTAA CACTTGATQC 
GTACAAAGAC AAATACGTOT GCTTTGATCA ATTTCCATCG GACTCTCATA GGTTC5TCTTA 
TACCACTCTC CTCTTG6TGC TGCAGTATTT TGGTCCACTT TGTTTTATAT TTATTTGCTA 
CTTCAAGATA TATATACGCC TAAAAAGGAG AAACAACATG ATGGACAAGA TGAGAGACAA 
TAAGTACAGG TCCAGTQAAA CCAAAAGAAT CAATATCATG CTGCTCTCCA TTOTGOTAGC 
ATTTGCRGTC TGCTGGCTCC CTCTTACCAT CTTTAAC3^CT OTGTTTOATT GGAATCATCA 
GATCATTOCr ACCTGCAACC ACAATCTGTT ATTCCTGCTC TGCCSVCCTCA CAGCAATQAT 
ATCCACTTOT OTCAAOCOCA TATTTTATGG GTTCCTGAAC AAAAACTTCC AGAGAGACTT 
GCAGTTCTTC TTCAACTTTT GTGATTTCCG 6TCTCGG0AT GATGATTATO AAACAATAGC 
CATGTCCACG ATGCACACAG ATGTTTCCAA AACTTCTTTG AAGC3UGC3UI OCCCAGTCOC 
ATTTAAAAAA ATCAACAACA ATGATGATAA TGAAAAAATC TGAAACTACT TATAGCCTAT 
GGTCCCOGAT GACATCTGTT TAAAAACAA6 CACAACCTGC AACATACTTT GATTACCTGT 
TCTCCXaAGG AATGGGGTTG AAATCATTTG AAAATGACTA AGATTTTCTT GTCTTGCTTT 
TTACTGCTTT TGTTGTAGIT GTCATAATTA CATTTGGAAC AAAAGGTGTG GGCTTTCGGG 
TCTTCTGGAA ATAGTTTTGA CCAQACATCT TTGRAGTGCT TTTTGTGAAT TTATGCATAT 
AATATAAAGA CTTTTATACT GTACTTATTG GAAT6AAATT TCTTTAAAGT ATTACGATQC 
GCTOACrrCA GAAGTACXTTG CCATCCaATA 0GGTCATTA6 ATTGGGTCAT CTTGATTA6A 
TTAGATTAOA TTAGATTCTC AACAGATTGG GCCATCCTTA CTTTATGATA GGCATCATTT 
TAGTGTGTTA CAATAGTAAC AGTATOCAAA AGCAGCATTC AGGAGCCGAA A GATAGTCTT 
GAAGTCATTC AGAAGTGGTT TGAGGTTTCT GTOT TT GG T GOTTTTTGTT TOTTTTTTTT 
TTTTTTCACC TTAAGGGAGG CTTTGATTTC CTOCCGACTG ATTGrCACTT AAATCAAAAT 
TTAAAAATGA ATAAAAAGAC ATACTTCTCA GCTGCAAATA TTATGGAGAA TTGGGCACCC 
ACAGGAATCA AGAGAGAAAG CA3CTCCCCA ACTTCAAAAC CATTTTGGTA CCTGACAACA 
AGAGCATTTT AGAGTAATTA ATTTAATAAA GTAAATTAGT ATTGCTGCAA ATAGCTAAAT 
TATATTTATT TGAATTGATG GTCAAGAGAT TTTCCATTTT TTTTACAGAC TCXTCAGTOT 
TTGTCAAGCT TCTGGTCTAA TATGTACTOG AAASACTTTC CGCTTAOy^T TTGTAGAAAC 
ACAAATATCG TTTTCCATAC AGCAGTGCCT ATATAGTGAC TGATTTTAAC TTTCAATGTC 
CATCTTTCAA AGGAAGTAAC ACCAAGGTAC AATGTTAAAG GAATATTCAC TTTACCTAGC 
AGGGAAAAAT ACACAAAAAC TGCAGATACT TCATATAGCC CATTTTAACT TGTATAAACT 
GTGTGACTTG TGQCQTCTTA TAAATAATGC ACTGTAAAGA TTACXGRATA GTTGTGTCAT 
GTTAATGTGC CTAATTTCAT GTATCTTGTA ATCATGATTQ AGCCTCftSRA TCATTTGGAfi 
AAACXATATT TTAAAGAACA AGACATACTT CAATGTATTA TACA GATAAA GTATTACAT Q 
TGTTTGATTT TAAAAGGQCG GACATTTTAT TAAAATCAAT ATTGTTTTTG CTTTTTCTGA 
GGAGTCTCTT TCAGTTTCAT TTTTTCTCAT CCCATOACTT CCCTCC6ATO GT 
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Seq ID NO: B6 Protein sequence 
Protein Accession #i NP_0 00 900.1 

1 11 21 31 

111) 
MNSTLF8QVE NHSVHSNFSE KHAQLLAFEN DDCHLPLAMI 
LIHILKQKE MRNVTNILIV NLSPSDLLVA IMCLPFTPVY 
CVSITVSIPS LVLIAVERHQ LIINPRGWRP NNRHAYVGIA 
DGPFQNVTLD AYKDiKVCFD QFPSDSHRLS YTTLUjVWIY 
RNNHMDKMRD NKntSSBTKR INXHLLSXVV AFAVCWLPLT 
LPLLOOiTAM ISTCVMPIFY GPUnOIPQRD LQPPPMPCDP 
KTSIJCQASPV AFKKIHNNDD NEKI 

Seq ID NOi B7 DHA sequence 

NUdeic Acid Accession 4i NM_002S90.2 

Coding sequencei 204.. 3416 



41 
I 

FTLALAYGAV 
TLMDHWVFGE 
VIWVLAVASS 
FGPIiCPIPIC 
IFNTVFDHNH 
RSRDDDYBTI 



51 
I 

IXLGVSGNIiA 
AMCKLNPFVQ 
LPPLIYQVMT 
YFKIYIRLKR 
QIIATCNHNL 
AKSTMHIDVS 



60 
120 
180 
240 
300 
360 



75 I 



80 



GCTTCTGTAA 
CTGGAGGCTC 
TTCOQAGAGC 
GGATCGCACT 
TCCCCTTGCA 
GATACA6CAC 
TGCATATGAA 
TGCtCCGGGT 
AGGG6CTGTG 



11 
I 

GAGAGQGAOA 
GGA6CT6CTA 
CIGAGACTGA 
TGAG6CTGGA 
GCTCTTCAGC 
CTTGGAGGA6 
AQTATGGG8T 
G0GG6AAGGC 
TGGCCAGGCC 



21 
I 

GGGQCAGAaT 
CC06CAGACT 
0GCO06AOCT 
GGCATGAGTC 
CTCTGCTGGG 
GATGGCCCCG 
GA CRCAA GCT 
6AGGG0CAGC 
00GCAGTGG6 



31 
I 

GAGGGCGGGT 
TCTCCOGCAC 
GGAAACCAGA 
CTGTGA6G06 
TGCTCTCAGT 
GCACGGTCAT 
TCOGCCTGAT 
TOAOCGTGGG 
TGCrGGGCTT 



41 
I 

CC60GCGTCC 
AGGGCTOGCA 
GAAGACTTGC 
TTGGGGCA6C 
GGCXX3U3AGC 
CGGGACCCTG 
GAAGCAATTC 
GGACGCOQGC 
OGATGTGGTC 



51 
I 

TCAGAGCCCG 
ARGAGCGTGA 
TTA6CCTTTC 
OCCTGCCTTT 
AAAACAGTCC 
GCCGAGGACC 
AACAGCTCTC 
CTGGACC60G 
AGCTTCT06C 



60 
120 
180 
240 
300 
360 
420 
480 
540 



799 



wo 03/042661 



AGGAGCAGTT CCGGCTGGTG CAOOTGQAGG TAOAGGTOAO GOAOOTCAAC GACCM3G0GC 600 
OGcamccc CAGGQCCCAG ATCCOGGTAO AGGTCTOOG A GGGTGOGGCA GTGG GCAOOC 660 
GCATCCCCTT GGAGGTGCOG 0TX3GACGAGQ AOGTGGGCQC CAAOGOGCTG CAGACOOTGC 720 
GOCXGGOCGA GC03CACAGC CCCTTTOGCG TGGAGCTOCA GA0GCXJAQC3G QACXXSOGCTC 780 
AGTGOGCAGA CCTC G T G CTG CTGCAGGA6C TGQACOGOSA GAGCCAG6CC GCCTACAGCC 840 
TGGAOCTGGT GGCCCAQQAC GGGGGCOGCC OGCOOOGCTC OQCXA0G6CT GGCXnXrAGGO 900 
TGOGOGTCCT GGAT0C3QAAT GACCACA6CC OQGCXnTCCC OCAOGGOOCC GTGGCOQAAG 960 
TOGAGCroOC GGAAGAOGCG CXXaSTGGGCT CCCTGCTTCT CGACCTGGAC GCAGCCGACC 1020 
CCGACX5AGGG ACCTAACGGC GACGTGQTX5T TCQCATTTGG CGCCCGCACC COGCCGGAGG 1080 
CGCGCCGCCT CTTTCGGCTT GACCC3Q0QAT CAfiGCOGCCT CACCCTGGCX: GGGCCCOTGG 1140 
ACTAOGAGGQ TCAGGACACC TAOGAGCTGG A0GT60QGGC GCAGQAC06C GGACCOQGGC 1200 
CCCX5CMCTGC CACCTGCAAG GTCATCQTGC GCATCOQAGA OOTCAATGAC AAOGCACCGQ 1260 
ACATCGCCAT CACCCOGCTG GCCOCOCX»0 GCGOGCCGGC AACCTCACCC TTOQCOGCTQ 1320 
CC6CX36Ca3C OGCTGCACTC GOQOQAGCGG ACGCTACCTC GCOGGOQGQA GCOGGGAOGC 1380 
OOGAGGCroa TGCCACTTCG CTGGTGCOGG AGGGGGCX3GC OOOOGAGAGC CTGGTGGCCC 1440 
TGGTCAGCAC CTCGGACAGG GACTCGGGCX3 CCAAOOGGCA AOTGOGCTGC GCCCTCTATO 1500 
GGCA0GA6CA CTTCOGGCTG CAQCCGGCCT AOGCGGGCAG CTACCTGGTO GTaACOOCGQ 1560 
OQTOGCIGOA COGOQAAOGC ATCGCC6AGT ACAACTTGAC GCTGGTGGCC OAGGATCGCQ 1620 
GGGG600CCC GCTQGGCACA 0TGCX3G C CC T ACACXSGTGOG TOTGGGCGAC GAQAACGACA 1680 
ACOOGCCGCT CTTCAOGCGG CCGGTCTATG AOGTGTCGGT GCGCGAGAAC AACCCGCCAG 1740 
GCGCCTACCT GGCCACGOTG GCCGCCOGCQ ACCGGGACCT GQ OCOOCAA C QGCCAOGTCA 1800 
CCTACXX3QCT GCTGGAGGCC QAGGTX3GGCC GCGCOGGGGG OOCCGTOTCC ACTTATGTCT 1860 
CGGTGGACCC AGCTACGG6A GCCATCTAC3Q CGCTGCGCAG CTTC6ACTAT GAGACGCTQC 1920 
GCCSU^CTOQA CX3TTC0CATC CAAGCTAGC6 ACGGCGGCTC CCCTCAGCTT TCCAGCAOCG 1980 
CXXTTAGTCCA AGTGCGCGTG CTGGACCAGA AC3CSACCATQC 6CC3W3TCCTG 6TGCACC0GG 2040 
CGCX3WSCCAA TGGCTCXXTrA QAAGTGQOGG TGCCTGGGC36 CAOOGCAAAG G ACAC3G GTTQ 2100 
TGGCCCGTGT GCAGGCCOGG GATOCAGAOQ AGGGAGCCAA CQGOGAGCXO OOOTTOGAGC 2160 
TOCAOCAOCA GGAGCGGGGC GAAGCCTTCQ CCATCGGCOQ CCGCAOQGGG QAGATACTGC 2220 
TCA00GGC30A CCTCPOGCA6 GAGCXy^CCCG GTCGCGTGTT CAGGGCGCTC CTGGTCATAT 2280 
CCX5ACGGCGG CCGTOCCCCO CTCACCACCA COGCAACTGT CAGCTTCGTQ GTAACAOCAG 2340 
GGGGCGOGOS TGGGCOGGCT GCGCCTGCCA GTGCAGGAAO CCOGOAGCOT TCCGGOCOOC 2400 
CTGGCTCTCG GCTCGGGGTG TCCGGGTOGG TQCTGCAATO GOACAC6CXX3 CTGATCOTCA 2460 
TCATCX3TGCT 06C0GGGAGC TOCAOGCTQC TGCTGGC06C CATCATCGCC ATCGCCACCA 2520 
CCroCAACOO CC30CAAQAAG OAOGTOOGCA AAGGGGGGGC CXTCCQGGAA GAGCGGCCCQ 2580 
OGGOGGCGGG CGGCGQAGCX: TCGGCTCCCX; GCTCCCCGQA GGAGGCCGCC CGG GGAOCCG 2640 
GGCXX3VGGCC CAACATGTTC GAOGTQCTCA CCTTCCCTGQ CACCGGCAAA OOSOOCTTTO 2700 
GCA6CCCCGC GOOOGACGOG CCTCCX3CCTG OGGTOGOOGC GGCCOAAGTQ OOGGGCTCAO 2760 
AGGGGGGCAG OGCCACIGGG OAAAGOGCCT GTCACTTCQA GGGGCAGCAQ 0GGCTCCGCX5 2820 
GC60GCAC0C OGAOCCCTAC GGTGCCTCCC OOGQTTTTGQ AAAGGAGCCX3 QCGCCCCCTG 2880 
TGGCGGTCTC GAAAGGACAC TCCTTCAACA CCATTTCTGG CAGAGAAGCA GAGAAQTTCA 2940 
GOGQCAAAGA CAQCOOTAAA GGGGACAGTG ATTTCAACQA CAGCQATTCC OACATCAOCO 3000 
GGGAOQCTCT GAAAAAGGAT CTCATCJU^CC ACATGCAQAO TGGACTGTGG GCXSTGCAOOO 3060 
CT6A0TGTAA GATCCTGGGC CACTCTOACC GCTOCTGGAG CCCATCCTGC AGCGGGCCCA 3120 
ACOCaCATCC ATOOCCTCAC CCACCaSCCC AQATOTCAAC CTTCTGTAAG AGCACOTCAC 3180 
TGCCTOGGQA TCCTCTGCGC AGGGACAATT ACTACCAGGC CCAGCTGCCC AAQACAGTGG 3240 
GGCTGCAOAG CGTCTATGAG AAAGTACTGC ACAGAQACTA TGACAGGACA GTCACTCTGC 3300 
TCTCCCCTCC CCGTCXaGGQ AGGCTCCCAO ACCTGCAGGA QATTGGAGTA COOCTCTACC 3360 
AOTGGCCTCC TGOCAGGTAC CTOTCCCOaA AflAAGGGAGC CAATGAAAAT GTOTAATCCC 3420 
ATGCroCATG TCTTCACACA TATACAOGTC ACTCOGAGAA GCCCCT AAgT TATTGACCGG 3480 
TTTCAGTGTT GTATATATAA ATATGCAAQA TGTGCCTTAC AATGAAGTTG TTGGA AGCTA 3540 
TTTCCAATCA CATTCGTACT GTTTGGTATT TGCAAACAAA A ATGTA GTTA ATOTAATTTT 3600 
TATGAAATGT GTGCA6TATT TAATTTTTCT TATGCTATTG ACTTTGATTT CAATTGOGGC 3660 
TTCOCATTTT CTTA GI OTTT TTAAOCTGTA CATTGTOTAA TGTAATGTTT GTATATAATG 3720 
AAATTTTOTT ATATTTTTAT ATAATAAAAO CTAAA6TG6A AGTTATTGCC AAAGGAACXG 3780 
TCTQTAAGAC AAAAAACAAA ACATXTTTGGA ATTACTTAAT TGAAATTTAT CTTTCACCTG 3840 
AAACAACCTA GTGTTTGAGA AATTTTOCCT TOCXMGTAT AACTTGTATA TCTTGACTCT 3900 
GXGGTAGATT TCAAGTTCAA TGTTATTTAA TT ACATT TGQ TTTTC06TAA AC03TQTCAC 3960 
TTATAAGCAC AGTAATAAAA OATTTOTCAT GTOTTTOAAO AAAAAAAAAA AAAAAAAAAA 4020 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAA 



Seq ID NO: B8 Protein sequence , 
Protein Accession #t NP_002S81.2 

1 11 21 31 41 51 

MfiPVRRWGSP CLPPLQLFSL CWVLSVAQSK TVRYSTFBED APGTVIGTLA EDLHMKVSGD 60 

TSFRLMKQFN SSLLRVRBOD GQLTVGDAGL DRERLOGQAP QCVLAFDWS PSQEQPRLVH 120 

VEVBVRDVHD HAPRFPRAQI PVBVSBGAAV OTRIPXiBVSV DEDVGAKGLQ TVRLAEPHSP 180 

FRVBLffTRAD GAQCADLVLL QEDDRESQAA YSLELVAQDO GRPPR8ATAA LSVRVLDAND 240 

HSPAFPQGAV AEVBLAEDAP VGSLUiDLDA ADPDEGPNGD WFAPQARTP PEARRLFRIiD 300 

PRSQRLTLAG PVDYERQDTY BUJVRAQDHG PGPRAATCKV IVRHUJVKDN APDIAITPLA 360 

APGAPATSPF AAAAAAAALG GADASSPAGA GTPEAQATSli VPEGAARESL VALVSTSDRD 420 

SGAHGOVRCA LYGHEHFRU} PAVAGSYLW TAASimBRZ ABYHLTLVAE DRGAPPLRTV 480 

RPVTVRVGDB NDNAPLFTRP VYEVSVRnOI PPGAYLATVA ABDRDLQRNG QVTYRLLEAB 540 

VGRAGGAVST YVSVDPATGA lYALRSPDYB TLRQliDVRIQ ASDGGSPQLS SSALVQVRVL 600 

DQNDHAPVLV BPAPAKQSliB VAVPGRTAKD TWARVQARD ADEGANGBLA FBLQQQEFRB 660 

AFAIORRTGE ILLTCDLSQB PPGKVPRALL VISDGGRPPL TTTATVSFW TAGGGRGPAA 720 

PASAGSPBRS RPPOSRLGVS GSVLQHDmi IVIIVLA6SC TLLLAAIIAI ATTOfRRKKE 780 

VRKDGALREB RPQAAGGGAS APGSPBEAAR GAGFRPNMFD VLTFPGTGKA PFGSPAADAP 840 

PPAVAAAEVP GSBGGSATGB SAOaPBOQQR UIGAHABPVG ASPGFGKBPA PPVAVWKGHS 900 

PNTISGREAB KPSQKDSGKG DSDFNDSDSD ISGDALKKDL INHMQSGLWA CTAECKIU3H 960 

SDRCWSPSCS GPMAHPSPHP PAQMSTPCKS TSLPBDPUm D WYYQ AQLPK TVGI^SVYBK 1020 
VUHRDYDRTV TLLSPPRFGR LFDU3BIGVP IiYOSPPGRYL 8PRXQANB2V 



800 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 



seq ID HO: B9 DMA sequence 

Nucleic Acid AccesBion •< Afciaisss-" 

Coding sequences IBS- .It^S 

J 11 21 31 

1 



11 21 

AGCX3GAGTST CAGTGGCGAG CTCGGGGTGC 
GCTCAGGCTG QCTGAGAGGC TCCCAGCTGC 
GATCTCAGCT GACAGTGCCC TCX3GGGACCA 
CAAAATGGAA AATATGCTGC TTTGGTTGAT 
TCGATCTGAA ATGOAATOOO ATTTTATGTG 
TGAAAGGACT TTCCATCTCA CCAGCCCCGC 
TACAGTGTGT GGCATCGAAT GCCAGAAAGA 
GGATTATCTT tCCTATGftOA CTGTCTTT6A 
ftGTTCaAGAT TTGGTTCTTG A6CCGACTCA 
GAGAAAGAGA CAGGTGTATG GCACCGACAG 
AACCAATTTC CCTTTCAGCA CAGCTGTGAA 
TTCCCCTCAQ CATGTTCTAA CTGCTGCCCA 
AGGGAGTAAA AAGCTAAGGG TAGQGTTGTT 
ACGTOGAGGT TCTAAGAGQA GCAGOAQAGA 
CAGAGAOCAT CTGCAQaAaA GAGCGAAGGG 
TCAGAGGATT GCCGAAGGGA GGCCTTCCTT 
TCOGAAGGGC TGGGCACGAG GAGGCATGQG 
TCTGGAGCTG AAQCOTGCTC ACAAAAAGAA 
CAAGAAAATO CCTG6TGQAA TGATCCACTT 
GTTGGTCTAT CGGTTTTGCA GTGTGTCYGA 
CGATGCTGAG TOGGGCTCCA CCGGTTCGGG 
AAAGAATTGG AAGCGCAAAA TCATTGCGGT 
CGQ6GTTCAG AAGGACTACA ACGTTGCTGT 
TTGCCTCXGG ATTCACGGGA ACGATGCCAA 
AGGGCGGTOT ATCATCTAAA TCACAGAGAA 
TTCATAGGTT ATGCCTGGAC TTGAACTCTG 
GGAGATTTTC GTCCATTTAA AAAATGTATA 
CAATGCCAAG TATATACTCT TCTTTACATG 
TTGCCTTCTT AAAAATTA6A CACACTTTAA 
6ACTCCTTAA TCGACTTATT CTCAGGQTCC 
TroTGTATTA AATGTGAAAT YGCATAGATA 
ATAQAGACAG AAAGTT ACAA CACAfllTTGT 
GCCCTCAATG TTTATATTGT GTTATCIGTT 
AAGAATTACA AATCAGAAGA AAAAGCAAQC 
GCTTTAAGAA ATAACAATTA CAATGTGTAT 
ATGAAATAAA CCTAGTTTAG AAAT AGGGAA 
TTTAACTAAT ACTCAAAATA TGGACTTTTC 
TATGAATGAT CATQTGTTGA AAGCCACATT 
GCTACATTTT TAQGACAAAG AATTCTGTAA 
6ACAAAATCC AGCTTTTGTA TGAGGACTAT 
TATGTCCTTT CCTAAAAATG AATAAAATTT 
CQGCCGCGAA TTTAOTAGTA GTAGTOGACC 
ACCAGC 

Seq ID not BIO Protein sequence 
Protein Accession «s CAC3S071.1 



TGTGGCCCGG 
AGCGTCCCCO 
AACAAGCCTG 
ATTTTTCACC 
GCACTTGAGA 
ATTTCAGGCA 

AcrccxavAcr 

GAATG6CACC 
AAATATCACq 
CAGGTTCAGC 
GCTTTCCACG 
CTGTGTTCAT 
GAAGATGAGG 
AGCTAGTGGT 
TGGGAGAAGA 
TCAGTOQACC 
GGAGQCIACC 
ATACATGOA 
CTCAGGATTT 
COAATCCAAT 
GGTCTATCTG 
CTACTCAGGG 
TCOCATCACT 
TTGTGCTTAC 
AACCAGCTCT 
TOUVTAGCAT 
GGTGCAiraTA 
GTGATGAGTT 
ACCTTCAAAC 
TACTCTAAGA 
AAGGTAGATG 
ACTACTdGA 
GGGTCT06GA 
ATTATAAACA 
TATTTAAAAA 
GCTGAGACAT 
ATOTATGCM 
ATTTTAT6CT 
TCTTTTTCAA 
AGGGTGAATT 
ATGAATAT6A 
OGGGAATTGC 



41 51 

1 I 
CCTTGGCGGG GCGGCCTCCO 
CCCGCCTCCr C3GGGAGCTCT 
GCAGQACAAA ATTAGAAGAT 
CCTGGGTGGA CCCTCATTGA 
AAGGTACCCC GGATTGTCAG 
6ATQCTAAGA TGATGGTAAA 
CCCAGCCTTT CTGAATTGGA 
OQAACCTTAA CCAGGGTGAA 
ACAAAGGGAQ TATCTGTTAG 
ATCTTGGACA AAAGGTTCTT 
GGCTGTAGTG GCATTCTCAT 
GATQOAAAGG ACTATGTCAA 
AATAAAAGTG GAGGCAA6AA 
GGTGACCa^AA GAGAGGGTAC 
AGAAAAAAAT CrGGCCGGGG 
CGGGTCAA6A ATACCCACAT 
riGGACTATG ACTATGCTCT 
CrnSGAATCA GCCCAACGAT 
QATAACX3ATA GGGCTGATCA 
GATCTCCm ACCAATAYTQ 
CX3TCTGAAAG ATCC AGACA A 
CACCAGTGGQ TGGATGTCCA 
CCCCTAAAAT AOSCCCAGAT 
GGCTAACAGA GACCTGAAAC 
GCTTACXX3TA GTGASATCAC 
TTCWACATTT TTCAAAATCA 
TTGAAACTAG GTGGGCACTT 
TCATTTGTAG AAAAATTTTG 
AGOTATTATA AATAACATGT 
AGAATCTAAT AGGATGCTGG 
GTAAAGCAAT TAGTATCAGA 
GATGQAYCCA TTCAGCTCa.T 
CATTTAGTTT AGT TTTTT TG 
AAACTAATAA CTGTTTTACT 
TGGGAGAAAT AGTTTOfTCT 
TTTAAGATCT CAA6TTTTTA 
AGG6AAGACA CTTCACAAAT 
ATACATTCTA TGTATGAGGT 
GAAAQAGTCT TTTTCTCCTT 
CTCTGATrAG TAATTTTAGA 
CTTAAAAAAA AAARWCGAOS 
GGACOGSTAC CTGCAGGGOT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 



60 



65 



70 



1 11 

MENMLLWLIF PTPGWTLIDG 
VCX5IECQKEL PTPSLSEIiED 
KRQVYGTDSR FSILDKRPIiT 
SKKLKVGLLK MRNK SGGK KR 
RIAEGRPSFQ WTRVKNTHIP 
KMPGGMIHFS GFDNDRADQL 
NWKRKIIAVY SGHQWVDVH6 



21 

SEMEWDFMWH 
YliSyETVFEN 
HFPFSTAVXL 



KGHARGGMSD 
VYRFCSVSDE 
VQKDYNVAVR 



31 

I 

liRKVPRIVSE 
GTRTLTRVKV 
STGCSGILIS 
SGGDQREGTR 
ATIDYDYAU* 
SNDLLYQYCD 
ITPUWAQIC 



41 

I 

RTFHLTSPAF 
QDLVLEPTQM 
PQHVLTAAHC 
EHLRERAKGG 
ELKRABKKKY 
ABS0STQS6V 
LWIHGEIDANC 



51 

EADAKMMVNT 60 

ITTKGVSVKR 120 

VHDGKDYVKG 180 

RRRKKSGRGQ 240 

MBU3ISFTIK 300 

YUOiKDFDKK 360 
AYG 



seq ID HOs 11 Wk sequence 

Nucleic Acid Accession ftt MM_p0203S.l 

Coding sequence i 108. .1106 



11 



AGGCX3CCXGC 
CCGGCGGCCC 
CTGCOGOCTT 
CCAA6C0CCT 
GGAAGTGCAT 
75 ATOAGGATAA 
AGGTGGTGCT 
TAAAACAAGC 
CAGTGTCAGG 
ATTACCTGGG 
80 TGGGCAGGAT 
CCTACTCTGC 
A6CCATATAA 
COGAAOAAAA 
GCAAACCAGA 



CCX3C0GCGCG 
CCGCCCGGCC 
CCTCGTGGCC 
OGCCCTQCCC 
TGCTATOSAG 
GCTGCTGCAG 
TTGCATATCA 
ACAGGAGAAA 
AAAATTTGAA 
CAOOGTGTAC 
CGTGrrTGTG 
A'TCCAAGTTT 
TGTCTACATC 
CAGAACAAAG 
ACAOGTGQCC 



21 
I 

TGATTCTCGC 
GCTCOGGGCC 
TTCGTGCTGC 
GGGGGGCATG 
TGCTATAAAC 
GCAAAGAAAG 
GTTGATGTAT 
CTGGGTCCAG 
GATCTTGAAG 
CCCAGCOGGQ 
TCCTCCCAGG 
GCCATAAGGG 
ACAGTTQCTT 
CCTTTGGAGA 
AAACAAATT6 



31 

CT06C0GCAG 
CCFG6CCC08 
TGCIGTACAT 
TGGTGGTTAC 
AAGGAGCTTT 
AAATT6AAAT 
CTCAAffiUCXA 
TOGACATGCT 
TTAGTACCTT 
COQTGATCAC 
GAGGAGAGTT 
GATTG6CAGA 
ACGCACX»GA 
CTOSACTTAT 
TTAAAGATGC 



41 



CCCAGCCCIG 
GGGA6GGATQ 
GGTGTCT0C3S 
AGGAGGTTCC 
TATAACTCTG 
GCACTCTATT 
TAACCAAGTA 
GGTAAATTGT 
TGAAAGGTTA 
CACCATGAAG 
GGGATTATTC 
AOCTTTOCAO 
CACAGACACA 
TTCA6AGACC 
CAXACAAOGA 



51 
I 

OGOGCCTTGC 
CTGCTGCTGG 
CTCATCAGCJC 
A6TGGCAT06 
QTTGCACX3AA 
AATGACAAAC 
GAGAATGTCA 
GCAGGAATGG 
ATGAGCATCA 
GAGCGCXS3GG 
GGTTTCACAG 
ATGGAG6TGA 
CCTGGCTTTG 
ACATCTGTGT 
AAITTCAACA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



801 



wo 03/042661 



tfri ' CCClTUU CTCAGATGGO TACATOCrCT OGOCOCTQAC CTOTGGGATG GCTCCACTAA 960 

CTTCTATTW: TGAGGGOCTC CAGCAGGTQQ TCACCATOGG CCTTTTCOOC ACTATTGCTT 1020 

TOTTTTACCT TOGAAGTTTT GACAGCATAG TTCGTCG C TG CATGATGCAG A GAOAA AAAT 1080 

CTCAAAATGC AGACAAAACT GCCTAATCTT CTTACCCCTT GGAAOAAQAC TGTTTCCAAA 1140 

TAATTTGAAC AGCTTOCTGC TAAATGOGAC CCAATTTTTG QCCTATAOAC ACTTATGTAT 1200 

TGTTTTCGAA TACGTCAGAT T6GACCAGTG CTCTTCAOGA ATGT06CTGC AAGCAAGGGQ 1260 

CTAGAAGTTC ACCTCCTGAC AGTATTATTA ATACTATGCA AATATGGAAT AQGAGACCAT 1320 

TTGATTTTCT AGGCTTTOTG OTAGAGAGGT GAAGGTATGA GAATTAATAQ OGTOTGAA CA 1380 

AACTAAAOAA CAGGATTCCA GAATGATCAT TAAATTTGTT TCTATTTATT uiri ii i^lCC 1440 

(XCCTAOAQA TTAAGTCCAG AAATGTACTT TCTGGCACAT AAA6AAATCT TGA GGACTTT ISOO 

GTTTAAACCT TCCATAAAAA AACAATTTTC QOTTTCTOGG GTTCTCICTC T CIGTC TCTC 1560 

TOTCTCTCTO TCTCTCTGTC TCTCTGTCTC TCTCTCTCTC TCTCTTTCTT TCTTTOTGTA 1620 

TTTTATTCAA GATOAOTTGG ACOCATTGCC AOTGAGTCTG AATGTCACTQ ACA GCCCT GT 1680 

GTTQTGCTCA GGACTCACTC TGCTGCTGGT GQAAACTCAT GGCTTCTCTC TCTCTTTGAT 1740 

CCCATAAAGC TAGOAGGGGG AOGGOAGAGG GCAGTGCAAT GGGAAGTAAA Q AGATATT TT 1800 

CCAGTAGGAA AAGCAATGCT TTCTTGTCTT TAGACTCAAA TGCrCAOOQA AOGrTTTCATT 1860 

TCTCATTCAT GGGGAAAGGC AGCCTCCTTA AATOTTTTCT GAAGAGCGGT AAAATCTAGA 1920 

AGCITAAfiAA TTTACAGTTC CTTCAATAAC CATQATGACC TGAAGTTCAC CTATCXXaTT 1980 

TTAGCATCTA CTTCTTTTTC CCATCTCTTC CTTTCCAATT TTGC TTATAC T QCTG T AATA 2040 

TTTTTOTAAA AAAAAAAAAA AAGGAAAAAA AA6A0CAGCT AAAATTTTCG AC TTGACTT T 2100 

TTAACTTAAC TCATGAATTA ATTAAAGCAA ATGAAAAAAT TAAAA AGTGT GACTTTTTCT 2160 

CGGAGCATAT ATGTAGCTTT TAGOAAAGQC TC ATOATGG T ATAAAGTTTG CTCATTAAGA 2220 
AAAAAAGACA AGGCTGATTT TGAAGAGAOT TGCTTTTQAA ATAAAATGAT CA 



Seq ID NOt B12 Protein sequence 
Protein Accession #t NP_002026.1 

1 11 21 31 41 51 

MLLLAAAPLV AFVLLLYMVS PLISPKPLAL PGAHWVTGG SSQIGKCIAI ECYKQGAFIT 60 

LVARNEDKLL QAKKEIEMHS INDKQWLCI SVDVSQDVHQ VENVIKQAQB KIXJPVDKLVH 120 

CAGMAVeCKP BDLEVSTFER LMSINYWSV YPSRAVITTM KBRRVGRXVP VSSQAOQWL 180 

FGFTAYSASK FAIROLABAL QMEVKPVNVY ITVAYPPDTD TPGPABQmT KPLETItLZSE 240 

TT8VCKPBQV AKQXVKDAXQ GMFMSSLGSD GYMLSALTCO MAPVTSITEO LQQWTOOLP 300 
RTIALFYIGS FDSIVRRCMM QREKSENAOK TA 



Seq ID NOt B13 DKA sequence 

Nucleic Acid Accession is CAT Cluster 

1 11 21 31 41 SI 

CTTGGGATGC ATTATATATT GCATTATATT TOCOGGTAAA ACTCX56TTAA TTPTTAAAAT 60 

OOGCAAAATA TTGOTGCCTT TCCCJOAAATT TGGTCCCGGG CTCCCrTATA GGATAATTGQ 120 

TTTGGATTOO TTAAOTCCAA TTATTAAATG CTGC3GGTTTC AAATTCCCAQ CTGOAAGGAC 180 

CACCCATTTA AAAACTTCAG AAGGCAGGAT CCTGCTCAAT T TATAAG GCT TTGGAAAATT 240 

COKGGCATTQ GTTTGACATA TTTCCAGAGC TCAAATCTGC AOTGTTCCAC A TGCAC ATAC 300 

AAGATCCA3A GTCTCATGTT AAAATCACTT ACATACCCAQ AAAGAOCACC ACITPOCAGG 360 

TATAATATTO TACTTAAAOA CAGA6AGGAA GTGTTTCTTA ATCCAAACAC ATGTACACCA 420 

AAQAACACAT AAQATOOCTT CTTCCATCAA ATGCACTTGC TTGTGAATTA ATGGACTTGT 480 

AAATGAAACA ATGCAATC^G TCTTTTATAA TGCACTGTTC AATTTGAQAT TCAAGTATTT S40 

CTATTTCrra GAAAAAATTT TAAGAATCRA AAATAAAGAA AATAAAAAGT GCATACRGTT 600 
AAACATTCCA AAAAAAAAAA AA 



Seq ID KOt B14 DNA sequence 

MUcleic Acid Accession XM_086767.1 

Coding sequence: 276.. 611 

1 11 21 31 41 51 

CTTOTTCATQ OCATCTTTAO AAAGAAACTG CAATTTTATT TCATTTCCTT OTUGCTCATA 60 

CAAAGATTAC AAGACTAGCT TATGTGTGGA CTGTGACTOT TTTAAGOAAA AATCATOTCC 120 

TCGGCTGGS T TATCAAGCCA AOCTATTTAA AOOTOTTTTA AAAGAAAGGA TG6AAGQAAG 180 

ACCrCTTAQQ ACCACTOTOT TTTTQOATAC AAGTGGTACA TATCCATTCT GTAG CCTATT 240 

ATTTTGTTCT CA6TATAATT GTTCCAGATA AAACTATGAT OGATQOCTCG TTTTCATTTA 300 

AATTATTAAA TCAGCTTGGA ATGATTGAAG AGCCAAGGCT TTATGA AAAO AACAAACCAT 360 

TTTATAAACT TCAAGAAGTC AAQATTCTTG CTCAATTTTA TAATGACTTT OTAAATATTT 420 

CAAOCATTOO TTTGACATAT TTCCAGA6CT CAAATCTGCA GTGTTCCACA TQCAC ATACA 480 

AOATCCAGWS ACTCATCTTA AAATCACTTA CATACCCAGA AAQACCACCA CTTTGCAG6T 540 

ATAATATTGT ACTTAAAGAC AGAGAG6AA0 TOTTTCTrAA TCCAAACACA TGTACAOCAA 600 

AGAACACATA AGATGCCTTC TTCCATCAAA TGCACTTGCT TGTGAAITAA TGQAua wa'A 660 

AATGAAACAA TGCAATCAGT CTTTTATAAT GCACTGTTCA ATTTGAQATT CAAOTATTTC 720 

TATTTCIIGQ AAAAAATTTT AAGAATCAAA AATAAAOAAA ATAAAAAATO CATACA6TTA 780 
AACATTCC 



Seq ID NO: BIS Protein sequence 
Protein Accession ft: XP_086767.1 

1 11 21 31 41 51 

iIkDGSFSFKL LNQLGMIEBP RIiYEKNKPFY KLQBVKILAQ FYKDPVHISS laLTYPQSSH 60 
LQCSTCTYKl CRLMLKSLTY PERPPLCRYN IVLKDREEVP LNPHTCXPKM T 



Seq ID !iOt B16 DMA sequence 



802 



wo 03/042661 



Nucleic Acid Accession #i CAT cluster 



1 



11 



10 



15 



20 



TTTTTTTTTT 
ACACAACAGT 
AAGTGCTATT 
ATGCACAATG 
AATAAAATAT 
GGAGTG0A6A 
TAAAACATAG 
ATTATAAAAA 
CTGCCAAAAC 
AGTTTCTCXjT 
CACTGAGATA 
GGTAGCTGGT 
TTCCCTGATA 
CCTGGAAGCA 
AATAAATGT6 

ccrrcAGACx: 



rnTi ' i ' i ' TT T 

AAAAT66CAG 
AGCCCAAGCT 
GTACATATGC 
TTACAGGTTT 
AAGGAGGAAA 
AATTAGTTCT 
TAACATCTAT 
CTQTCCTCAA 
rrGGGTTATC 
CTTTATATAA 
GTCAAGTACA 
TTCCTGATAG 
ATGAAAATGT 
TAGTGGGQAC 
CATGCGQ 



21 
I 

TTAAATOCAA 
rEGTTGTAATT 
TCTTACATTC 
ACAAAATGOA 
AAAAATATAA 
GACCCTATTG 
AGGAGACAAT 
AAACCTACTA 
AGACATGCCT 
TTTGTTACTA 
ATAACGTGQG 
AATGATAGGA 
ACCTACCACT 
TAAATATTAC 
CAGTGGTTGT 



31 

AGGAGCAACA 
TCATTTTCAQ 
ATTAAAAGA6 
ATTATATCAA 
ACATTGATTC 
CTATTTAQAA 
TTTTOATGTT 
ACAATTTTCC 
GACTTTCAGG 
TTTTCAAATA 
CGAAACCTGA 
ATTGACTTTG 
ATCAGATCCr 
TTtGCTAGAO 
AATGTAGATA 



41 

AAATTTATTG 
ATGTTTGAAT 
TGACTATCAA 
CAAATATACA 
CTCTATCCCA 
TCCTTTTTAA 
TTTCAGGGGT 
TCCTGTGCAC 
AAA6CTAATT 
ACCAGCAACT 
AGTTCACAAT 
CCAACAACAT 
CCATATTCAA 
TTTCTCCrCC 
CTTGAGAAGT 



51 
I 

ACTGAATTAA 
GGAACAAGAA 
AAACAGCAAC 
AAATACCCAA 
TTAAACCATT 
AACAAGTTTT 
TTAACATTCT 
AAAAATAATA 
ATG6AAATGG 
CCCTATATTA 
GAGCCTGCTA 
CAAAAGCATT 
TAAGATTTAT 
TTTATTTAGA 
TTCATTGATT 



60 
120 
180 
240 
300 
360 
420 
480 
S40 
600 
660 
720 
780 
B40 
900 



25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Seg ID HO! BIT DMA sequence 
nucleic JVcld Accession «= lJM_02a898.1 
Coding sequences 268.. 2739 



BAAMAGCAA AATSMGRAG ^SgCGGoS CAGCGGOGOC 180 

MKMXMC CCQOOaOAO 0»G6ftOOTGC GSOGGOGMS ^^^^^ CAOCTCTCOG 240 

WOOOOGCGG OOGOGGCTCO GACCCCCTCC '^^^ SS^G^ CCCGCAGCAC 300 

GGOGATGCCA OAATAGATGC 00^0^™ T^MCCGC CATCCTCOAA 360 

TTGTCCCAGA OGQAOCTCAT »CCC»mS ^^^^ aoCTQATGGT GGGTGGCCXX 420 

Q»CCCia»CC TGCTCACCTG TCGCCAGTGT TGGGTGCCTG CTXTGACAaG 540 

emTTATM AGCACM^ GAM^CTOT 0^3«^ g„ 

GCCCTGGRCA AGGACRGCXS: GCO^CCTTC ^^^^ ACCACCIGCT CTCACCCACG 660 

COGOTGGAGA TCGGGATCCA AGTCACOCCC A^CCCTTC CAQCTACATT 720 

AWGGCATCT GTCCCAA«a. GGAGAA ,60 

TOCACAACAT GCAAGCAGCC CWCAACA8C GCCTKTTC ^^^^ CAOOOOOCGO 840 

AOwaooacT tccgcatcta cctgga^cc 5^=^°^ i^ccocGcr catoaatttc soo 

CTCACCATCC CGCOGCCOCT OGGGCOQGM SS^TcS GCGGGACC3VC 960 

CrrGGGtX»a GCAAOXXTT ojccTOcra 08^^ ^„0 

aXSGGCrrCQ GCQAGGGOS OTOCOG^ 1080 

CKX3«XTGG ACCCGCACra OTOCTSM ^Sa^ 11^0 

M3TGCCTTCG ACCGAGICAT GOGCCTGAAC CKCMCGOCCR "^^^iT™ ceTSTCCCCS 1200 
??S0GCGGC GQCTCCGOGA GOCeGOaGGC ^ 

TTCCXGACa CGCOOCCGCT GCCeCCOOT ^330 

OCAOOMOA GCAAGTCGTQ OGMT^ 1440 

GCGGCCIAGG CSCIQGCTGt^ ^^^^ 1920 

GGCCTAGGCO CACTGiXOCA CTACO^ 1980 

TTCCTGAAGC GTGCGGCGGG CGGCiGGGaAC J^j^^^^ ^^TTOQC GCCAGGCACX: 2040 

«XX3AGG0GG GCGO^GGOQG OG^CAAC ^,,0 

6AQCCCTTCC COGGGCTCTT CCCGCGCAAG J^^^ CGOGCTCATC 2160 

AflCGCOSCCA AGCGCATCAA GGTGGAGAJfl 2220 
COGTCOGAGA AOSTGTACTC GCRfflre^ 2280 
AAGGACCOT TCCTGGGCTT O^G^SO^ ^^e^ 2340 
CACrCGXCCG AGAACGGCAG CCTGOGCTTC TCC^COQC ^SSScCT GGGCGGCCCG 2400 
GGCCTCTOGGGCOGC^ 2460 
GBCaXSSBGC GGCCCaOCTC CAAGGW^ ^S^^GGC QGAGCCACAC CGGCGAGOGG 2520 
AAGQTOTTCA AQAACTGCAO CAACTTGACG G^^^ACOGGC ^^^^ CACGCGCCAC 2580 
CCTTACAAGT GCGAGCTGTG ^AC^ TG^^ 2640 
ATGAAGACS3C ACGGGO^ C^CAAG^ CT^ 2700 
TTCAGCGTCT ACAGCACXXT GQAGAAACAC ^TGAMAAGT ^^^^ CCGGCXSCCCC 2760 
ACXAACOAaJ TCAAAATCGA GCAGGCCGAG AG^^ 2820 
GCACCTGTAC ACTTGGAAOCG 2B80 
CACCGCCACC CCGCACCCCG C6TGTCO0OT amGCAGTAC AAATTOTGGA 2940 

CCTGTGTCTG OaVAGTCCTA TGGJAM^ 3000 
GCCmTAACTGTGCAAJAAT^^ 3O6O 
CAOetACm TTATTATTAT TTTTTCICTT TQ«Ail^^ rMSCRRTGAC TCQCAABCAA 3120 
OaTCCCITC TTTGTTTTTT TmMCOT GIAG^^ 

«3TT»GAGGOOAAGCA^«T^A^T^^|^^J5SS 3240 

3«0 
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GAGATGTAGC ACTCATGTCG TCCCGAGTCA AGC3GGCCTTT TCTGTGTTQA TTT0C5GCTTT 
CATATTACAT AAtSGOAAACC TTGAGTGGTO GTGCTQOQGG AGOOVCOCCA CAGACTCA6C 
GCOQCCAGAO ATAGG6TTTT TQGAOGOCTC CTCTOOQAAA TGGCCOGACA GCATTCTQAO 
GrraTGCATO ACCAGCAGAT ACTATCCTOT TCOTOTOCCC TGGGGTGCCA TQQCTGCTAT 
TCOCTGTAGA TTAGGCTACA TAAAATGGGC TOAGGOTACC TTTTTGGGGA GATGG GGTG G 
CCTCCAGTGA CACAQAAAGQ AAGAAACTAO OKTiXfU'CTT TTAOGCGTTT T CTGGC TTQA 
OGGCTTCTCT cmTllTA A ATCACCCCCA CCACATAAAT CTCAAATCCT AIGTTOCTAC 
AA06GGTCAT CCATCATTTC CCAAQCAGAC GAATGCCCTA ATTAATTGAA CTTAOTGTTC 
TCTCATTTAA TtSCACACTOA TGATATTGTA GGQATGGGTQ GGGTGGGGAT CTTGCAAATT 
TCTATTCTCT TTTACTGAAA AAGCAGGGGA TGAGTTCCAT CAGAAGOTXX: CCAGCX3CTAC 
TTCCCAGGTT TTTATTTTTT TTTTCCTATC TCATTAGOTT GQAA GOTACT AAATAT TOAA 
CTCTTAAGAT TAGACATTTG AATTCTOTTG ACCOGCACTT TAAATOTTTT OTTTOCATTT 
AAATTAAATO GCTTCTAAAC AA0AAATT6C AOCATATTCT 'iXTl'Cri TQGC CCAGAGGTGG 
OTTAAACTCT AAOGGACAOC TOAGATTGAG TQTCAffTATT GCTAA GCGTG GCATTCACAA 
TACTGGCACT ATAAAGAACA AAATAAAATA ATAATTTATA GGACAGTTTT TCTACTQCCA 
TTCAATTTGA TGTOAGTQCC TTQAAAACTG ATCTTCCTAT TTGAQTCTCT TGA6ACAAAT 
6CAAAACTTT TTTTTTGAAA TGAAAAQACT TTTTAAAAAA OTAAAACAAG AAAAGTACAT 
TCTTTAGAAA CTTAACAAAGC CACATTTACT TTAAOTAAAA AAAAAAAAAA TTCTQOTTGA 
AGATAGAGGA TATCAAATGC CATAAGACCC AATCAAATGA AGAAAT AAAC CCAGCACAAC 
CTTOGACATC CATTAGCTGA ATTATCCTCA 6CCCCTTTTG TTTTTGOGAC AAOQCTGCTT 
AGATATOQAG TGOAGGTGAT TTACTGCTGA ATTAAAACTC AAGT6ACACA A OTTACAAOT 
TOATATCGTT GAATGAAAAG CAAAACAAAA ACAATTCAGQ AACAAOGGCT AATTTTTTCT 
AAAGTTAAAT TTAGTGCACT CTOTCTTAAA AATACX3TTTA CAGTATTG GG TA CATAC AAG 
GGTAAAAAAA AAATTOTOTG TATGTOTGTT GGAGOGATCT Trrn''m'CA AAGTTTGCTT 
AATAGOTTAT ACAAAAATGC CACAQTGGCC GCGTGTATAT TGTTTTCTTT TGGTGACGGO 
GTTTTAGTAT ATATTATATA TATTAAAATT TCTTGATTAC TGTAAAAGTG G ACCAGT ATT 
TGTAATAATC GAQAATGCCT GGGC3VTTTTA CAAAACAAGA AAAAAAATAC CCTTTTCTTT 
TCCTTOAAAA TGTTGCAOTA AAATTTAAAT GGTGGQTCTA TAAATTTGTT CTTGTTACAG 
TAACTOTAAA QTCGGAOTTT TAGTAAATTT TTTTCTGCCT TGGGTGTTOA ATTTTTATTT 
CAAAAAAAAT QTATAGAAAC TTGTATTTGG GGATTCAAAG GGQATTGCTA CACCATGTAG 
AAAAAGTATQ TAGAAAAAAA GTGCTTAATA TTQTTATTOC TTTGCAGAAA AAAAAAAAAT 
CACATTTCTO ACCTGTACTT ATTTTTCTCT TCCCGCCTCC CTCTGGAATG QATATA TTOO 
TTGGTTCATA TGATGTAGGC ACTTGCTGTA TTTTTACTGG AGCTCGTAAT TTTTTAACTG 
TAAGCTTOTC CTTTTAAAGG GATTTAATGT ACCTTTTTGr TAGTQAATTT GGAAATAAAA 
AGAAAAAAAA AAC3UUU^CA AACAOQCTOC CATAATATAT TTTTTTAATT TGGCAGGATA 
AAATATTGCA AAAAAAACAC ATTTOTATQT TAAGTCCTAT TGTACA GGAG AAAAAOGGTT 
QTTTGACAAC CTTTGAGAAA AAGAAACS^ AGGAAGTAGT TAAATGCTTT GGTTCACAAA 
TCATTTAOTT OTATATATTT TTTSTOOGAA TTGGOCTACA CAGAGAACOG TTCGTGTTGQ 
GCrrCTCTCT GAACGCCCCO AACCTTGCAT CAAGGCTCCT TGGTGTGGCC ACAGCAGACC 
AGATGGGAAA TTATTTGTGT TGAOTGGAAA AAAATCAGTT TTTGTAAAGA TOTCAOTAAC 
ATTCCACATC GTCCTCCCTT TCTCTAAGAG GCCATCTCTA AGATOTCAGA TGTAGAGGAO 
AGAGAGOSAO AGAACATCTT CCTTCTCTAC CATCACTCCT GXGQCGGTCA CCAC CACCAC 
CTCICCCGCC CTPACCAGCA 6AAA0CAAT0 CAAACTOAGC TGCTTTAGTC CTTGAGAAAT 
TGTGAAACAA ACACAAATAT CATAAAAOGA 6CTGGTGATT CAGCTGGGTC CAGGTQAAGT 
GACCTGCTGT TOAOACCGOT ACAAATTGGA TTTCAG6AA0 GAQACTCCAT CACA GCCAGG 
ACCTTTOQTG CCATCGAGAG TGTTGGCCTC TTGTCTTTCT TCCCTGCTTT GCTGCTTTGC 
TCTCTOAAAC CTACATTCCG TCAGTTTCCX3 AATG06AGGG CCTGGGATGA ATTTGOTOCX: 
TTTCCATATC TOGTTCTCTC TCCTTCCCXT GCGTTTCCTC TCCATOCTTC ATCCTCCATT 
GGTCCTTTTT TTTTCTTTCA r iTm ' A ' AT T AATTTCTTTT CTTCCTGTCT GTTCCTCCCC 
TAATCCTCTA TTTTATTTrT ATTTTTTGTA AAGCCAAGTA GCTTTAAGAT AAAGTG GTGQ 
TCTTTTGGAT GAGGGAATAA TGCATTTTTA AATAAAATAC CAATATCAGG AAOCX^TTTT 
TTATTTCAQO AAATOTAAGA AACCATTATT TCAGGTTATO AAAGTATAAC CAAGCA TCCT 
TTTGGOCaAT TCCTTACCAA ATOOUSAAOC VmOWA t: GATGCACTCT TTCCTCCTTG 
CCACTTACCT TTGCAAAGTT AAAAAAAAOO GGGGAGGGAA TGGGAGAGAA AGCTQ AGATT 
TCAGTTTCCT ACTGCAGTTT CCTACCTGCA GATCCXGGGG CTQCTOTTGC CTTTGGAT6C 
CCCACTQAGG TCCTAQAGTG CCTCCAGGGT GGTCTTCCTQ TAGTCATAAC ^^GCTAGCCAQ 
TGCTCACCAO CTTACCAGAT TOCCAGGACT AAOOC ATCCC AAAGCAC AAG GATrGTOTGT 
CTCI6TQACT GCAGAGAAOA OAflAATTTTO CTTCTGTTTT GTGTTTAAAA AACCAACAOG 
GAA6CAQATO ATCC09A0A0 A0A6G0CTCT AGCATOGSTO ACCXaGCOOA CXTTCAGGCCG 
QTTTCCGCAC TGCCACAACT TTGTTCAAAG TTQCXXXXaA TTGGAACCTQ CCACTTGGCA 
TTAGAGGGTC TTTCATGGQG AGAGAAGGAG ACTGAATTAC TCTAAGCAAA ATOTGAAAAG 
TAAGGAAATC AGCCTTTCAT CXXXWTCCTA AGTAAOC3GTC AGCOGAAGGT CT0GTG6AAC 
ACAGGCAAAC COOTGATTTT GOIGCTCCTT 0TAACTCA6C OCTGCAAAGC AAAGTCCCAT 
TGATTTAAGT TGTTTCCATT TCTACTGGCA AGGCAAAATA TTTTTATTAC CTT TTCTAT T 
ACTTATTGTA TGAQCTTTTQ TTGTTTACTT GGAGGTTTTO TCTTTTACTA CAAGTTTGGA 
ACTATTTATT ATTGCTTGOT ATTTGTGCTC TGTTTAAGAA ACaGQCACTT TTTTTTATTA 
TGGATAAAAT GTTGAGATGA CAGGAGGTCA TTTCAATATQ GCTTAGTAAA ATAT TTATTO 
TTOCTTTATT CTCTOTACAA GATTTTGGGC CICTTTTTTT CCTTAATOTC ACAA TOnOA 
GTTCAGCATG TOTCIOCCAT TTCATTTGTA OBCTTOTTCA AAAOCAAOIT T0TTCT06TT 
TCAAOTTATA AAAATAAATT GQACATTTAA CTTOATCTCC AAA 



3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4SO0 
4560 
4620 
4680 
4740 
4B00 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5380 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 
5820 
5880 
5940 
6000 
6060 
6120 
6180 
6240 
6300 
6360 
6420 
6480 
6540 
6600 
6660 
6720 
6780 
6840 
6900 
6960 
7030 
7080 
7140 
7200 
7260 
7320 
7380 
7440 
7500 
7560 



8eq ID NOs B18 Protein sequence 
Protein Accession fit HP_075049.l 



X 
I 

MSRRKQ®7PQ 
CQMNFPLGDI 
PDEDDHLLSP 
PGPASSSLTP 
QTPPLP6PPP 
GHSSTPPFVS 
OGKTPKFQSN 
LSAASSPBPG 



11 
I 

RLSQRCLITP 
LVFiaHCRKQ 
TKGICPKQEN 
RLTIPPPliQP 
RHHI<DPKRI«S 
PGRGNPMHRL 
XiIVBRRSHTG 
T8BLAGBQLK 



21 

I 

EADBVEAAIL 
GGGSLGACYD 
lAGKDSPSSy 
BAVAQSPX14H 
AEEMGLVAQH 
Z^FQPSPKS 
EKFYKOQUD 
AAOGDFRBBB 



31 

1 



KALDXDSPPP 
ICTTCRQPFN 
7IiGDSHPFNI» 
PSAFORVNRL 
PFLSTPPIiPP 
HACSQ ASKL K 
SDPSIiSBBPB 



41 51 
1 I 

PSGLGIJ4VGG FDFDIiLTGOQ 60 

fiSRSBLRKVS EPVEIGIQVT 120 

SAHFUiQHAQ NTHQFRIYLE IBO 

LRKIOPILRD BFGFGCGRLP 240 

NPMAIDSPAM DFSRRLRBXiA 300 

KPPGGTPPPQ PPAKSKSCBP 360 

RHMKrBMBKA GSLAGRSDDG 430 
480 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 



KPAPLPSPGL NSAAKRIKVB KDLELPPAAL IMENVYSOW ^J^^ ^S^^ 

srs 

BVYRCDICQM PFSVYSTIBK HMKKHHQEHL LTSDVKIEQA BRS 

Seq ID NO: B19 DMA sequence 
Nucleic Acid Accession «t NM_000399.2 
Coding sequence: 339.. 1769 



540 
600 
660 
720 
780 



mmmmmm i 

mmmmmmi 

TC»A«X3UXG OCW^GGQGfc aSCTOVSAAB GAO^^ ^JJ^ 
I^SSot SsXtSgTA TGGCrerATA rrXATOOTA TTART^ "« 

MISSIS ^i?U.T <k:ttt<^ ^J«c^ fgIS 

MTTCASATA AQAATCTACA TAATGTTAOC GGACCMAST *SmOBta 3™^???? 
S^TCTGA AAAAATAAAT CTATTCTAAC GC AAAACOV C tRACTGAIWr TCAGAIATAA 2940 
taOATOOm OIQACIATAO TOTAAAraAA tACTTTTCAA CAAT 



Seq IB HO: B20 Protein eeqaence 
Protein Accesaico »t HP_000390.2 



70 



75 



80 



MMTAKAVDKZ 
MXDMTGEKRS 
LQ6VT8PAST 
liYQDPSAFIiS 
TAGPDRKPFP 
AAAAAAAAAY 
IRIHTGHKPF 
LRQKERKSSA 



11 
I 

PVTLSGPVHQ 
UDIiPyPSSFA 
TASSSVTSAS 
AATT8TS8SL 
CPLDTLRVPP 
NPEHLPLiRPI 
QC311CMRNFS 
PSASVPAPST 



21 
I 

LSDNIYPVED 
PVSAPRNQTF 
PNPLATGPLG 
AYPPPPSYPS 
PLTPLSTIRN 
LRPRKYPtlRP 
R8DHLTTHIR 
ASCSGGVQF6 



31 

I 

LAATSVTIPP 
TYNQKFSIDP 
VCTMSQTQPD 
PKPATDPGIiP 
FTLGGPSAGV 
SKTPVHSRPY 
1RTGEKPFAC 
GTIiCSSHSSS 



41 
I 

NAELGOPFDQ 
QypGASCyPB 
U3BLY8PPPP 
PMIPDYPGPP 



PCPABGCDRR 
DYOStKFARS 
LGGGFLAPCS 



51 

MIIGVRGDQ4I 60 

GIINIVSAGI 120 

PPPYSGCAOD 180 

PSQOQRDLHG 240 

GPHIiPGSSSA 300 

FSRSDBLTItH 360 

DERKRHTKIB 420 
SRTRTP 



Seq ID NO: B21 DNA sequence 

Nucleic Acid Accession #i SM_004962.2 

Coding sequence t 457.. 1893 



11 
I 



21 
I 



31 

i 



51 
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CACACROGGO COCACQCACA CGGCAGCCQG OCCAGGQACG ACCCTGTCAG CTGCftGGCCC 60 

AQAGGTC0C3G GGOGOGCAGC CGGGTCOCCT CQAGGGOOCA GCOGGCOGCC COGCCCOQCC 120 

GCTOQAAGCA QCCGGQCOQO OO60GCAGTG GGCTACAAAC TTTCGCAGOG OSAQTCCGCC IBO 

AAOQCAGOGC GCOQACTOQO 0CT0GGCTCX3 GCTCTGCGCT GCTCCGQAOO GCTOTQACCO 240 

CTGG C CGGGO GCTCGGGCC6 OCGGTACCCA CGGACOGOQC GCCOGGGTGC CTGCTCCGCT 300 

AAQCCCCTCG CCCCGCGCGG ACCTOGGTAT CCAGOGOCCT GCTGOOCOGG CTCTCCCOSC 360 

OCGCCCTACr GCCQOQAGGT CAGTCCGCAG CCTO0C3QTGC GCCAGOSCTC GCCiiCCTCC 420 

TCCTGGACTT OJGUC V mt; COQOCCTCRC CAOQCCATGG CTCATGTCCC CGCTCQOACC 480 

AGCCOGGGAC CGGGGCCCCA GCT G CT G CIO CPQCTQCTGC CGTTGTTTCT GCTGTTGCTC 540 

GGGGATGTGG CCGGCAGCCA CAGGGCCCCC GCCTQQTCCG CACTGCCCGC GGCCGCOGAC 600 

GGCCTCCAGO GGQACAGOGA TCTCCAGOGG CACCCTQGQG ACGCGGCCGC CACGTTGGGC 660 

CCCAQCGCCC AG6ACATGGT CGCTQTCCAC ATGCACAGGC TCTATGAGAA GTACAGCOQG 720 

CAGGGOGCGC GGC0GG6AGG GQOCAACAOQ GTCOQCAGCT TCAGGGCX»Q GCTGGAAGTQ 780 

GTOQAOGAQA A6GC0QTGTA TTTCTTCAAC CTGACTTCCA TGCAAGACTC GGAAATGATC 840 

CTTAOGGGCA CTTTCCACTT CTACTCAGA6 C0GCCTCXK3T GGCCTOGAQC GCTOGAGQTO 900 

CTATGCAAGC OGCGGGCCAA GAACGCTTCA GGCCGCCOGC TGCCCCTGOO CCCGCCCACA 960 

OGCCAGCACC TGCTCTTCCG CAGCCTCTCQ CA0AACA06G CCACACAGGQ GCTACTCCGC 1020 

OOQGOCAIOQ CCCTOGOGCC CCCACOSGGC GGCCTGTGGC AGGCCAAG6A CATCTCCCCC lOBO 

ATOGTCAAGO G06CC0G000 GGATGGOSAG CTGCTOCTCT COQCCCfJSCr GGATTCTQAa 1140 

GAGAGGQACC CGGGGGTGCC CCGGCCXJM3C CCCTATG06C CCTACATCCT AGTCTATGCC 1200 

AACGATCTGG CCATCTOQGA GCCCAACAGC GTGGCAGTQA OGCTGCAGAG ATACGACCCX 1260 

TTCCCTGCCO OAGACCXCGA GCCCXX3CGCA GCCCCCAACA ACTCAGCGQA CCCCOSOQTO 1320 

OGCCGAGCOO 0GCAG6CCAC T6G60C0CTC CAGOACAACSG AGCTGCCGGG GCTGGATQAG 1380 

AGGCOGOCGC GOGOGCACGC ACRGCACTTC CSkCAAflCACC AGCTGTGGCC CAGCCCCTTC 1440 

CGGGOGCTOA AACCCCOQCC AGGGCGCAAA QACOGCAGGA AGAAGGGCCA GOAOCSTGTTC 1500 

ATGaCOOCCT OGCAGOTGCT GGACTTTGAC GAGAAGAOGA TGCAGAAAGC CGQQAGOAAG 1560 

CAGTGGQATQ AGGOSAGGGT GTGCTCCOGG AGGTACXTTGA AGGTGGACTT CGCAGACATC 1620 

GGCTOGAATa AATGQATAAT CTCAOGQAAA TCTTTTGATG CCTACTACTG CGOGGOAGCA 1680 

TOTGAOTTCC CCATOCCTAA GATOOTTCGT CCATCCAACC ATGCCACCAT CCAQAOCATT 1740 • 

GTCAGGGCTG TCGGCATCAT CCCTGGCATC CX»QAGCCCT GCTQTGTTCX: O GATAA GATG 1800 

AACTCCCTTG GGGTCCTCTT CCTQOATGAG AATCGGAAT6 TGGTTCTGAA GGTGTACCCC 1860 

AACATOTCGO TG6ACACCTG TGCCTGCOGG TQAGAOCACT CCAG6GTGGA AAOAAOCCAC 1920 

GCCCAGCAfiA GCTGOCTTCT OGGftGCCTTC TGCAA0CW30 ACTTOTQCSTG CAGCTGCAQA 1980 

C!AC»GAGCAC AGCTCATOGG CAACATCACT GGOGOOCAGA GAGAGCTGTC CGCCAGTGCA 2040 

TCATTAGGGO GTCTTTCATT GCTAQTQACT AQCOCCTTAA ATGCCAGCCT GAGTACCTQA 2100 

AGGAATCTGO GAATTAGCCC TGGCCTGAAA GTGGCCC3VTC ATTCATACCC ACTOTTCTQA 2160 

AGGCTTGAAA ACAAAACATA TCCACAACAT TOQCTTGATG TOATCATCAT CTCATAACTG 2220 

A6GAAGAAOA CTATGCAAAT CTTAOOOOBC TCaCTCCCTO CACAC6GAAA GAACTCTGTT 2280 

TAAATGCTCA GTTCAGAACA CTTTGGGCCA CATAGTGATT TTGGAAAACA GGATAATOGT 2340 

GGTOTAAATG AGTGTTTCCT TTCAAAGTCC ACTGCAGAGC TTTT ATCC AT ATQGTATGCA 2400 

CATGTAGCCA ATATTGGTTT CTTTTTCTTA ATATATATAT TTTATTTTAA AACAACAAAA 2460 

AGGGAGGGCG TTGACACCAT TCCCCACAGA GATAGTCATG CTGAGTGTGG GTTGTTTAAA 2520 

CATOCATATT GAAATAACAC ATATAGTAAC OTGGSAATAC T AAAAA ATAA OGAAO ATTTT 2580 

AT ATVrrXGT AAATTATACT TTCTATACTG TAGATTGTGT ATQTTATGTO TTTTTATGGA 2640 
AAGCTAATAA ATTAAAGGTA CAGTGGTATC TTGA 

Seq ZD NO: B22 Protein sequence 
Protein Accession #t NP_004953.1 

1 11 21 31 41 51 

t I I t I I • 

MAHVPARTSP GPGPQLLLIJi I^PLFLIiliLRD VAOSHRAPAW SALPAAADGL QGDRDI^RKP 60 
6DAAATLGPS AQDMVAVHMB iOfYEKySRQG ARPGG(S1TVR 8FRARLBWD QKAVYFFNLT 120 
SMQDSEMILT ATFHPYSEPP RWPRALEVLC KPRARKAS6R PLPLGPPTRQ HLXiFBSLSQN 180 
TATQGLLRGA MALAPPPRQI* WQAKDISPIV KAARRDGBIiL LSAQLDSBER UPGVPRPSPY 240 
APYILVXAND LAISEPNSVA VTLQRYDPFP AGDPEPRAAP NNSADPRVRR AAQATGPI^ 300 
MELPGLDERP PRAHAQHPHK HQLWPSPFRA LXPRPGRKDR RXXGQEVPMA ASQVLDFDEK 360 
TMQKARRKQN DSPRVCSRRy LKVDPADI6H NEHZZSPXSF DAYYCAOACB FPMPKZVRPS 420 
NHATIQSZVR AVGZIPGIPB PCCVPDRMMS LGVIiFIDENR NWLKVYPNH 8VDTCRCR 

Seq ID KOi B23 DNA sequence 

HUcleic Acid Accession ftt AK026322.1 

I 11 21 31 41 51 

ATTCTTTAAA TACTTAAACA TGGTTATAAC AOCTGTGTTT TAAGCTCCTT GTCTGTTAAT 60 

TCCATCATCT GTCATTTTTO CATCTGTTTT TATTGACTAA CTTTCTTCCT C ATCATGG TC 120 

ACATATCCTT GCTTCTTCCC ATATTTAGTA AAGTTTAOTT OGATOCTGOA nOTTTTAAT 180 

TTAGCATTTT G6AGTGACT0 CTTTTGCACT TQCCTTTAAA AOT ATTGQ AC TTCGTTTTGA 240 

TAGTTOAATT ACTTGCAAAT CAGCTTQATC ATTCIGW3AC TTGTTTTTAA CrrrTGTOQA 300 

AAAGGCTATG CTACTTCAAG TATAATAAAA OCTAGTTTTA GTTTTATCCT ATAACTAAGO 360 

CATGTGTTCA ATTTGAATGT CTCCAACGCT GTGTGAACTC IGAAAATTGT TCAGCTCCCA 420 

ATTTOBCAGT AATTTTTTTT GTTCAQCCTT GCROICTCAT CC TACTCAA G TGTGGCTCTG 480 

TATOaUiCAA CAGTCTTGGA GATCTCATGA AOATTTCTGA AACTTTTGCT CIGCAGGATA 540 

C L'I' l ' OL ' i ' l ' m TGGTTATGTG CCCTGAAAAC TCCAGCCTCC GTGTCTTCAA TTCAOTOAAA 600 

CTACTACTCT GCTTGGATTC CCCTCTTATA CAATGGTCTA CX:AAGTGACT GCAAACAGAA 660 

ATCTAAGGGA ATTTCAGOAO TCACCTCATT TATTTTCCTT TTTTTCAGGG ATTATAGTAG 720 

TACTATACCA CCTQTC A GCC AATOTOXQAO AATGGTGOTT TCAT ACAT TT TCTOCAATTC 780 

TTTCrroTTA CAGGAGOCTC CATTACTTTT CAAACAGTAA TGCAOTTGCA OTTCCCrCrC 840 

CTTTTCTTCA TTATXSTGTTT ATCTCTGOCA GTTTGAGCCA AGAQAGGGCA COGAGAAGTA 900 

CAATGACTAG AGAGCACTTC TGTTGAGQCT CATTCATTGA CCCCTACCCC AGTGCTTTAT 960 

GAATGTOTGC TGCAGATGTC ATACAGCATC ACAGCTTCTT CTCTAATTTA TOAGCCATAA 1020 

ITllTmVf TGTATTTTTA TTQTAJTAOC T6CTT00TT0 CAAGAGGATO' ATGAGGAGGA 1080 

CTACTATAGG ATAAATTTOT TTTTATAGAC CAATTTCTCA TGGGTCAGGA OGGATAGTAC 1140 

806 



^VO 03/042661 



TATGOAATCC TTTATGCTTT TTCTCRG6CT GCTTCXOTTA 



1200 
1260 



OATTGTGAAA AAAAAAAAAA AAAA 

Seq ID NO: B24 DNA sequence 

Nucleic Acid Accession « : cat cluster 



1 11 21 31 



41 51 

r I. 



1 0 IgTATACATT icTTTCAAAT IaAGAOI™ ^S^^ 

TAAAGAACTT TGTGGCTAAT TTATACXTCA TGMO^ mS^ScAT CTAGC3GCATA 
CTTTOCCACT CTGATGATTT GTOCi™ OT^SSct SoTTCCCCT 

TTCTTTTCCC TCTTCCTCTr TACCTTTCCT GGT^TC TTTGAAT6CA 
^ ^ AAATTATTGG ACTACAAACT AATATACTAG ^^^^^ tACMTATAT CTATATATAC 
15 GAAATGCTAT CTATCAGTAT ATATAO^AA ^^^^ AACTCTCCro TGGC3TTATGT 
TTAAC3^CTGT AACTTTCAGT ATTCCCCAGT ^^CTAAGCA TATCTACTGG 

TAATTCTTAT TAGACTACTA GAS^^C ^^TCGCAOT '^^^ aaAGATTTAC 
TOrWTTTCT GCGCCCTCTT TTGGCT^TT ^^^^ SaAaSaS AACTTAGGAG 
TGCCCCATAA GTAAATAGTA TAGCCACATT CT^TAT GATGTTATTT 
20 GACTTGTATGT ACAAJAATOT AAW^^ ^^^^^^ G^^StTCCC ATTATATTCT 
CTAGTTCATA AGAAT6TGAT GACTGCTTTG ^^^^ aCtSgCCMC TTTATGTATT 

tgctgtcaat caatcacaaa tttat^^ ^ISSS tcSaaagct ottactttga 

TTATTTTAAA CCTTATTTTG GCAGAGTAAT ^CCTT^T "^^^ ACCAA6CATT 
AATTACOUIT TTATTACAAA ACATAGAAM G^^ 
25 ^CTGTGTTT TAATGAATAT CTAAMAACT 1020 

ATTTTCCTTT TCTTTOTTCT TTTTTTTACA GGTGTTQGGC ATTAGAAAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



1080 
1140 
1200 



1680 
1740 
1800 
1860 



AiTTTCCTTT TCTTTGrTCT TTTTTTTACA ^mS^gS aSaGAAAAT 

ACAATTTCTT ATGTATTCTG GJJAACTGA^ 

AATTGTGAGC AGTAAGATTA CTGATGTAAT ATCT^TGTTG ^LtttACA TCAGTAAAGT 1260 

30 AACATTCTAT TTGATTTT^ X320 

CATTTGTCGA CCTTCTGGJA 1380 

TAACAATCAT ATTTGTCATT GTTOTTTTCT QCAAA^^ otCAAGCAG TAGGCATTCA 1440 

<K;CTTAAGAT TGTAGGCAAA AATGGAC^ 1500 

GTTACAGAflC AOTTGGTACT TTGTAAC^ ?!^tSrT totATTACAA ATATTTGTGC 1560 

35 C^^^TTTCATTATAATJAAAAT^^ 1„0 

TTAACATTAG AAATAG CTQT TTTAAATTGT AG™AtA qtaTAACAGC ' 
GCATGCrTTA TTTTTAATAA T6AAATAGAG TO^ftATGCA TAGAGGCATT 

seq ID NO: B25 DNA sequence _,4^„h 
Nucleic Actd Accession PGEMESH predicted 
45 Coding sequence: I.. 1144 

-ji 31 41 5^ 

1 " ? I 1 I 

I 1 L«««^«/.rv5 L^rroBCQ AQOAOQACCT OTTCCTGCAC 60 

ATGGAGCXSCG GGATGCACCT ^G^SCMOG «CGGC0OMG ^^^^ CACGCCCCCG 120 
50 AAOAGCCXGA GCGCCTCCAC CXCCAAGC^ ^^J^ SgStCCTC CTCCTCQTCO 180 
GGOVTGGACC TGTCCCTGQC OCOGCCGCCT CGGGAAO^ ^OTCTOTT GCCOCCQCCT 240 
CCCCTGGGCT GCTTCGAGOC ^G^^ GGTGGGTCTC 
GGAGGAGGCG GCGGCGGCAG CGCGGGAflOT rTAGCCTAAG CRGCCTGCCG 

CCOSGGCTGC TA^;*^ 
55 GCCGGG6C03 CCCTTTGCCT ^AOGGC ctCGCTGCQA GCTOGIGCTG 

,,QCRGCQGC6 GCGAGCA^G CCCOG^ GAGGTGGTGG C60GAAGGCA 

CGGGCCGGAG TAGCCGACCC GOGGGCCTCC ^^^^ GOTCXXrCC GGGGGGCCTG 
GCOGAGGGCT GCTCCAATGC CCACCTCaC ^OGGWCCA ^^^^^^ CGGTAGCGGt 
GQCGGCGGCG GCGQCX3GGGG TAGCTGttGC ^^agamSc CAAAGAGCAA - - - 

60 AOC3QGCftGC6 GCGGCAGCAG CAG^CAGC AS^^ ^^^^ CCIGAACGAC 780 

^^^^ 

GCGCTGGACG AGCTGCGOGC ^JiCOCC ^A^^^ ^CATGCAGGC GCAGGCCCTG 



300 
360 
420 
480 
540 
600 
660 
720 



840 
900 
960 



GCGCTGGACG AGCTGOG^ "^^^ S^SiSJcC GCAGGCCCTG 
TCCAAGATCG CCACGCTGCT ^rOGC»AG ^A™^^ aGGCCATCTC GGCTGCCTCC 

65 ^^SSSS^^^^S^S^ ifaS 



CCTT 



f f r i' 

75 L.<^U»i^^^^5^^^S" " 

PUSCFEPMP KGAOIiLPPP «3GGGeSRM ?0008^W ^^J^^ POAGQGGAKA 

^^"^^ gS^S SSSSJOCSKBQ 

»^«smma gsmto*^ g^^^ss g^wog^ skiatlllak hwlkjaom. 

SKCAUFNSVS 8SLCKQCTER P 

Seq ID M0» B27 DMA sequence 
NUdeic Acid Accession #t cat cluster 

807 



120 
180 
240 
300 
360 



wo 03/042661 



PCT/US02/36810 



1 11 31 31 41 51 

I I 1 I I I 

' nTTiTi m ' TTTTTTTTAA ATGTTTGATC AAAATATTTT AATAAAGATT CTTTCTGACA 60 

5 TAQATACACA TACRAATGOT OOTACATAGC TGTCATAGTC TQATTGACCT ATTTAATATA 120 

TATATCATTC TTTACACATC CAAAACC06C CAACAOATCC ATGACAGCTC CCAACTCACC 180 

ATCCAACCT6 ACAAACTGAA TTTCTATTAT CTGCRAGQAO TGOAAAATAG CAGGACTOCA 240 

TTTTTAAAAA AGATTTTCTT GATTTTCATA GGC3CGQAAA0 GCAGTCAAAC AGCCA TGCAA 300 

AACTAAAACr GAAAGCTCAC TTTGQGTAAA TAOCTTCTTa TTCTTCCTTA GTTTTCTTTC 360 

10 TTTTTAAATr TTATTTTTTT AGAAAAATAA CAAAGGATTT CACACCATAG GCAAATCAAA 430 

CCAOTCTTTT AACTTAAATA ATTCTOCACA GTTAAAATAA CATATATGTA CAT ATATA TT 480 

AAAAQCAATT AAATTAGACC TTTTAAAAAT GCACAGCACA GCCTGQAAAA ATATTTGCTT S40 

AGCATGTTCT TAOGTATAOC AACTATTGCT GTGATGTTTT TCCCTTTTGG AAT GTAAAG G 600 

AGTCCCCTTT CAAAAAAGAG ATCAATTCAT TCATCAATTA AGAATACACX: TTTCCTQTAA 660 

15 TTTTTGGACT GAAGCAATTT ATTAAAQCTC AATTXAAATA CAGGOATQAT GCA ACTG AAA 720 

ATATCCAGGT GACCTTTCAT AAACCTAAGC A6CTCAGATA CATCAATATT TCTCTTCATA 780 

CTTOTTGGCA AATAAACCTT TAAACACTTG GCACACAGCA TAAGTAATCT ATAAAACAAT 840 

TTTAGAGGCA TTAAAAAAAT CTGCACATAA GACCCATGAC TTTAACACAT GATAAATACT 900 

GTTGAT6TGG AAGGGTCATT GAAQAATAAC AAATAAATAC CATOAATTGT TAATA CATCA 960 

20 TTGCAGAGTA GAAAQTAACA AGGTQCACAT AAATATTTTT AAATGCAATT CTTTCAGCCA 1020 

CAGTCAQTTT TTTTATATCA CTCTCGCCAA AACTTTGA6C ATTTTCACAO GATTA AAOT T 1080 

CAGAGACAAT AAAAAATACA AGTCTTT CA T AGTAACATGT TCTCTCTCTC TOGCTCTGGG 1140 

TTTTATTTCX: CCCTCACTTA AOTCAACATT TCAAGITTTT CTCCTGGCTC AGAATCAAAA 1200 

TTTATTTTCA AOTOCCCTTT CIGATTTQTC TGAATGAATA TTCCATCTCT CATGCTACCO 1260 

25 ATCXX3CT 



30 



Seq ID NO: B3B DNA secjuence 

Nucleic Acid Accession «i HM_002581.2 

Coding sequences 3 68.. 5251 



1 11 21 31 41 51 

I I I 1 I I 

GGGGQAGGGA ATTCAGOSGA TCAGTCTTAA QAQQAOCTTT TTTTTGQAGC GAGAAATCAT 60 

ATAAAATAAA ATQAAATAAA ACAAGGAGGA AGGCAACCAG CTGTTAGGGQ GAAAA TAAGG 120 

35 CAGATAAAGO AOOQaOGAGA GAAATTAATT 6CCAACCAGG AGGAGTTGGQ CTOTATTTTT 180 

CAAAGGTGGG GAGAGTGGAG CACACACCTT GAGGAGGAAA GCQAGAAAGA AAAGAAAAAA 240 

GCAAGTGAAG GGGGGCTCGC CC3U^GAAGQ0 TQAAGAAGCO AAGAAAOTOG AGGCGCGGAO 300 

GCTCOCAAAG CTGOCAGCTC C3QQOTGGaX3 TGCAGGGGCG AAGGGGGGGG CGGGGQGAAC 360 

GTOQGACATG CGGCTCTGGA GTTQGGTGCT GCACCTGGGQ CTGCTGAG08 COOOGCTGGG 420 

40 CTGCGGGCTG GCCGAGCGTC CCXBCCX3GGC CCGGAQAGAC COGOGG GCOQ GCOaACCCCC 480 

GCGCCCCGCC GCCGGCCCX30 CCACCTGCGC CACCC6CGGC COQOOGCOQC 0QGGCCTG6C 540 

CGCXXJCCGCC GCCGC0GCX3G GGOOTGOCTG GGAAGCCGTG OGOGTCCCCC OOOGGOGGCA 600 

GCA6CX3GGAG 0GGAGG6608 CCACCGAGGA GCCGAGCCCG COQAGCCGGG OGCTCTATTT 660 

C3«MG66CaA G6G6AGCAGC TGCGA6TCCT CXXK3GC0GAC CTCGAGCTGC CCCGGGACGC 720 

45 GTTCAOGCTG CAAOTGTQGC TGCGAGOOGA GGGGQGCCAG AGGTCTCCGG CAGTGATCAC 780 

AGGOCTGTAT GACAAATQTT CTTATATCTC AOGTOAOOGA GGATGGGTG6 7GGQCATTCA 840 

CACCATCAGT GACX3UVGACA ACAAAGACCC AOQCTACTTT TTCTCCTTGA AGAOUOACOG 900 

AGCCCGGCAA GTOACCACXSl TCAATOCXXA COGGRGCTAC CTCCCAGGCC AGTGGGTATA 960 

CCIA0CIGCC AOCTATGATG GGOtfSTTCAT GAAGCTCTAT GTGAATGGTG CCXaVGGTGGC 1020 

50 CAOCTCTGGG GAACAAGT6G GTGGCATATT CAGCCCACTG ACCCA6AAGT GCAAAGTOCT 1080 

CATCTTAGGG GGCAGTGCCC TQAATCACAA CTACOGGGGC TACATOBAGC ACTTCAGTCT 1140 

GTGGAAGGTC GCCAGGACTC AOOGGGAGAT ACTGTCTG^C ATGGAAAOOC ATG6CX3CCCA 1200 

GACraCTCTA OCTCAGCTOC TOCTCCAGGA GAACTGGQAC AATGTQAAOC ATGCCTQOTC 1260 

COCCATGAAO OATGGCAGCA GCCCCAAAGT GQAATTCAQC AATGCCCAOO GCTTTCTGCT 1320 

55 GGACACGAGT CTGGA6CCTC CTCTOTGCGG ACAGACATTG TGTQACAACA CAGAGGTCAT 1380 

TGCCAQCTAC AATCAGCTCT CAAGTTTCOG CCAGCCCAAG GrGGTGOGCT ACGGCGTGGT 1440 

CAACCTCTAT GAAGATGATC ATAAGAACCC GAOGGTGACG CGOGAOCAGO TGGACTTCCA 1500 

OCaUXATGAO CTGOCTGAGG CCITCAAOCA ATACAACATC TCCTGGGA6C TGGACGTGCT 1560 

^ GQAGSIOAGC AACTOCTCCC TTCOCCQCOS OCTCATCCTG GCCAACTGTG ACATCAQCAA 1620 

60 GATTGGaGAT GAGAACTGTG ACCCOSAGTQ CAACCACAOG CTGAOGGGCC AOGAO GQOG Q 1680 

GGATTGCCXSC CACCTGCX5CC ACCCTGOCTT OGTGAAGAAO CAGCACAACO GGGT6TGTQA 1740 

CATGGACTGC AACTATGAAC GGTTCAACTT TGATGGTGGA GAGTGCTGTQ A COCTQ AAAT 1800 

CACCAATOTC ACTCAGACTT GCTTTGACCC OGACTCTCCA CAGAQAGCCT ACTTQGATOT 1860 

TAATGAGCIO AAGAACATTC TTAAATTGGA TGGATCAACA CATCTCAATA TTTTCTTTGC 1920 

65 AAAATCCTCA GA0GA6QA0T TGOCAGGAOT AGCAACTTGO CCATGGGACA AGOAQGOCCI 1980 

GATGCACTTA GQTGGCATTG TCTTQAACXX: ATCTTTCTAT 6GCATGCCTG GGCACACXX3V 2040 

CACCATQATC CATGAGATTO GTCACAGOCT GGGCCTCTAT CAOSTCrTCC GAGGCATCTC 2100 

AOAAATCaVS TCCTGCAGTG AOCCCTQCAT GQAQACAGAG CCCTCCTTC3G AGACTGGAGA 2160 

CCrCTGCAAT QATAOCAACC CAOCCCCTAA ACAiCAAGTCX: TGTOGTGACC CAGGGCCAGG 2220 

70 AAAIOACAOC TGTGGCTTTC ATAGCTTCTT CAACACTCCT TACAACAACT TCATGAGCTA 2280 

TQCAGATGAC GACTGTACX5G ACTOCTTCAC GCCCAATCAA GTCGCCAGAA TGCMTOTTA 2340 

CCTGQACXrrO GTCTACCAGG GCTGGCAGCC CTCCaVGOAAA CCAOOGCCTQ TTGCCCTCOC 2400 

GOCOCAAOTT CIGGOCCAGA CAAOQGACTC TGTGACACTG GAGTGGTTCC CACCTATAGA 2460 

_ - TOGOCATTTC TTTGAAAOAO AATTOGOATC AGCATOTCAT CTTTGCCrGG AAQGOAGAAT 2S20 

75 CGTGQTGCAG TATGCTTCCA ACGCTTCCTC CCCAATGCCC TQCAOCCCAT C3tf3GACACTQ 2580 

GAG0CCT06T GAAGCAGAAO CTCATCCTGA TGTTGAACAG CCCTGTAAGT CCAGTGTCOQ 2640 

CACCTOGAGC CCAAATTCAG CTGTCAACCC ACACAOGGTT CCTCCAGOCT GCCCTGAGCC 2700 

TCAAGOCTGC TACCTGGAGC TGOAGTTCCT CXACCCCTTO GTCCCTGAGT CTCTOACCAT 2760 

TTGGGTQACC TTTGTCTCCA CTGACTGGGA CTCtAGTGGA GCTGTCAATO ACATCAAACT 2820 

80 6TTGGCT6TC AGT6G6AAQA ACATCTCCCT GOOTCCTCAG AATOTCTrCT QTGATGTCCC 2880 

ACTQACCATC AOACTCTGGG ACQTG6Q0GA GGAOGTGTAT GGCATCCAAA TCTAC AOQCT 2940 

GGATGAGCAC CTGQAGATOQ ATGCTGCCAT GTTGACCTCC ACTGCAGACA CCGCAGTCT6 3000 

TCTAC»GTGT AAGOCXXTGA AOTATAAGGT OOTOOGGCBM: CCTCCTCICC AGATG G ATGT 3060 

GGOCTOCATC CTACATCTCA ATAGQAAATT GGTA6ACAT0 GATCTAAATC TTGGCAGTGT 3120 

808 



wo 03/042661 



OX^CAaXAT TGCOTCT^ C.r^^ 

CACATACATC CATGGACGTG C3GTACTGTGG OSAT^ 33^^, 

ACAATCCGAC GAOITOAATA AGATCP^ ^ 336O 

AGTCTCCTTC AATTGTATTG ATGAACCCAQ OOGCTG^ SotgTCTACA CGCCCCAGGG 3420 

5 ATGTGAGGAG TTTXy^CAAA AAACCAG^T TWQG^ 3^30 

ATTOCTGGAT CAGTGGGCAT CCAATGCTTC ^^CTCAT ^J^J^ tGATAGATCT 3S40 

CTGGOTCATC ATCGGACAGC CAGCAG^TC 3^,0 

O^GTGAAGGC ATTTCCCAfiC 3660 
GCTGGCTCAG ACCACTTTTT GOTCO^C CTA 3„0 

10 TGTCATTGTC CACCTGGTGA GGGATGGGAC ^TAT^SQ ^^^^ ATGTCCTGAG 3780 

CAGCGTGCAG CTGCTTGATA CCAJJ^^ 3840 

CTGCAGGAAC AATCCCCTGA TMCCCTC^ 35OO 

OVGCCAGGOG GTACGTfflGA GOT^^ 3960 

COSTTCCTTC GACAAC™ ^CCCOTWC ^020 

15 CAG(XCTGCC GAGCAGJ^ GCO^ 4OBO 

GGCTGTGGAG AATGCTTCTC TCAATTGCTC ^^^^^^ reGGATQAlG AGCTGATCAA 4140 
?i5rerOAOC TGCCGGACAG GCTACGTGCT 

GAGCCAGAO; GGACCCAGCG T^G^ CTGTA^^^ ,,,, 

GGCCrorOAG CCAGTOJACT GCRG^TOTC A^C^ ^3^^ 

20 CTCCTGCCCT GJ^CAC^ OCT^^ 43B0 

ACAATTGAAA GGCAACAACA G^TCCTQAC CTG^^^ gTGCCCAATG CAGACCTCCA 4440 

AGAGGCXXTTQ TGTGAGCTCA TOTGCCTOGC TCCACC^ ScTOCAAAT ACAAATGCAA 4S00 

GAOCGCCCGO TGCCGAGAGA ATAAGCACAA GGTGGGCTCC "CTa^KH^ TCAAGACTCA 4560 

S^TACCATGTGCM^T^^ 4620 

25 6TGTACCCAG GATGQO^ GGC^OSG ^^80 
TCCACCAAAA TTCXa^TOOGC OTACaero 

TAGGATCAAG TGTG^^CA GTGATCC^ 4800 

CCGGAAAGAT GGCACCTGGA AOGGCT^ 4360 
CrOGGTTCCA AACOAGCTCA AOGCAAOT ^^J^ qaQTCCATCA TCCTGCCAAT 4920 

30 AGGGTCGGAG TGTGCCACCT OGIGOTG^ 4980 

GAAOGTGACC GTGCGTGACA T^C^^ GCTGA^ S^^^ 

CTGCACTGCT GGTCTCAAQT OTATCCT^ S^OO 
TGAGOCCTTC ATGGGAGACA ATTATTGTGA TGCCATCAAC ^^^1^ CATTCCCTAT S160 

?^TGGG GATTGCTGCA CCrCCA^T G^^ 52^0 

35 OTCCTGTGAC CTi^W ACTOMOTG 5„0 
GAAAGACXrrC CX3GGGATACA 6CCATG6CTA ^GGAA^^ tCAGCTOCTC AACGGAATGG 5340 

AGCCATTTOT CACACAACCA CAGCAAAAAA AAA 

Seq ID NO: B29 Protein sequence 
Protein Accession «: IIPJ)02S72.1 



40 



5400 
5460 
5520 



, 11 21 31 *1 



' L,.,^.rr^nn ] ^PPPPBASR DPRAGRPPRP AAQPATCATR GPRPPMAAA 

MRLWSWVLHL GLLSAALGCQ I'AERPRR^ ^;^;pgQ rqeolRVLRA DLELPRDAPT 

s=s sss 5^ =s iss s=r 

KDGSSPKVEF SNAHGFLLDT SLBPPLOOT ^^5^^ ^SsShRLI LANCDISKIG 
VEDDHKNPTV THKJ^ S^PBITK 
55 OBSCDPBCNH TLTCmG^ f^?^^ ^IF^ SEEELAGVAT WPWDKERIMH 
VTQTCPDPDS PHRAYLDVNE ^I^Jf^ ^BGlSl QSCSOPCMBT BP8PBTGDLC 
I/SGIVI^SF ^^^S SdSdSFTPN QVARMHCYLD 

NDTNPAPKHK SC6DPGPGND TCCTSffi^TOT f*^"; ppBRBLQSAC m-CLEGRILV 

IBLMDVGEEV VGIQIYTI^E ^J^A^ S^pAW S^CGDG IIQKDQGEQC 
ILHLNRKPVD "DLNI^SVYQ WtflTMOTE ^^^^ LeQKTSIKD CGVYTPQGFL 

DDMNKINGDG CSLFCRQBVS ENCIDBPSRC rrqOHASnfPC TISYPYSQLA 

65 DQHASMASVS HQDMCPGWV IIGQI^ X140 

'^^^^ S^S^ ?S^LS SOQRGETYSP 

NNPLIIPWH DLSQPFYHSQ ^^^^ nPVHGAOCTV SCRTGYVLQI RRDDELIKSQ 
AEQSCVHFAC BKTDCPBLAV B^SUWCS^ DROTG^CTV S^^^ SFQCRHPAQL 

70 SSIS SP^K^ 

KCBDSDASQG I^SNVIH^ DGTWKGSF^ „60 
FMGDNYCDAI NNRAPCNYDG GDCCTSTVKT KKVTPFFMSC Diwi^y^ 
75 IjRCYSHG 

Sea ID NO: B30 DNA sequence 
Nucleic Acid Accession «« HM_03280e.l 
Coding sequence 1 61.* 1008 

" f 1' 1' 

^ — . ) ■ ■ x^j-T Lnrrrrrrc TACAAOCCCA TCAGCACXAT TGAGQGCTCC 60 

809 



1200 

1260 
1320 
1380 
1440 



80 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



OTGQAOCCCT 
CAGCTGACCA 
CTQGACTOCA 
GQQCTCAACT 
QAOTTCAAGa 
ATCCGGGACC 
TGCOGGGCOQ 
GTCTCftGCCA 
TACX3CCCAGQ 
GACTCCATGC 
AACAAGACCT 
6CCACIGTQC 
ATCTCTTTCC 
AA6Q6CAACA 
ATCAGCTC06 
GGOCAGGGAC 
CCAOTCCTTC 
GGTOCCCTGC 
AGCCCAGACC 
CX3AACXX3ACA 
TTGGGTTTCA 
TATTTCXTTAT 
TCCAACTCAO 
CTTCCCCAGT 
CTGCCCACOC 
CCGGGCTGGC 
CCrOTCTOCT 
6CTGAGACTC 
CCAGGGGCTG 



GGAACATTAC 
TGTAT6TGAA 



ATQCCTTCOO 
CACTQQAOSA 
ACCOOCTGGC 
TCAAOGGGCA 
ACTTCCCTOA 
GCAAGGCCCA 
ATG6G6ACCC 
AQAGCSUITGG 
TACAGQACAA 
COCSCCCACCT 
TCQCTTTCAT 
CTTTCCOCTT 
T0080QTCGT 
CAAAGCACAA 
COGAOGOQCC 
CCCCGGGOSG 
CCACCTCCTC 
TGCCCCCX36C 
TGGOGACCCC 
C6C6GCAGAG 
ATAATTATGG 
AGCTAGTOGO 
TTTCTTGTTT 
0CX3GA0GGAT 
OGGCCXIAGGC 
TTTTTQCAGG 
GGGCTGCCAO 
TGGACAGAGG 
GAGGTG6GC3C 
AAGCAG6TCA 
CCCCTGCCCT 
AGACTTTGTA 



CGGCCTCAAC 
ATTAGTCTTC 
CTGOQACTGT 
GCA0CCCA06 
TGT6CTACTG 
GCAOGTOTTT 
GGOQCCCGCC 
Q0Q6CTCACA 
GGGCAGGTAC 
GCATGTGCGC 
CTCCAAOCAG 
OQACATCAAG 
CCTCTTCTGC 
CATGGAGATC 
CCGCAAOTTC 
CCGGGCAGGG 
CCTAGCCTTC 
CAGCOCTCAC 
ACCTACACAO 
TCAATAATTC 
ATTTTTATGA 
AATGCAAACT 
TTCTCTTCCT 
CACTCAGGAA 
ACCATCAGOA 
GCGCA6GTGG 
GC6GCAGCAC 
CTGQGGTOCr 
CCACCCCA6C 
CTGGCCTCTC 
GCCTACCTCA 
AGCTGTAAAO 



TACCTGOGC33 

GAcrcGcrrGO 

06GCTCCTGT 
TGCGCCAOGC 
CCXAACTACT 
GTGGACQAGG 
ATCCTCTQGC 
GTCTTOCCTO 
CTGTGCATCO 
AGCTACrCGC 
CC6QGCGAGG 
ACCCTCATCA 
CTQGTGCTGC 
GAGTATGTQC 
AACATGAAGA 
GAAGGGGCCT 
TACACAOGTT 
GACCTGCCCT 
GGGCATTGAC 
AATAAAAAAG 
AAACTTGAAA 
TTTGACGTCC 
CCTOCTCCTC 
AACAGSAAAG 
GCAG6CTAGG 
AGGGGACAGG 
TGCAAGGGGT 
GCTOGGOGAC 
CTCTGGTCCC 
TGGGCCTCAQ 
CAGGGCTQTT 
CGCTGTGCAC 



TOCTCAATGT 
GCAACCTGGA 
GGGTGTTCCG 
COGAGTTTGT 
TCACCT0C06 
GCCACAOGGT 
TCTCAOCCOQ 
ATGGCAOSCT 
CGGCCAAOGC 
COGACTOGCC 
GAGAGGCCAA 
TCX3CCACCAC 
TOTTTCTCTG 
CCG6AAAGTC 
TGATATGAGG 
GGCaSCCACC 
CTCTTTCTOC 
CCTTCTACCA 
AGACTGGAGT 
TTAGQAACTT 
TAATAAAAAG 
TGATTGCTCC 
TTCTTCCTCC 
GAGGTTCCAG 
GGGCAGGCCT 
TCTGCCX3ATG 
GGGAGCCTGG 
A6CACAGTCA 
A6CTCTGCTB 
TCTCCACATC 
GTGAGGAATT 
A06TG 



CTCIGGGAAC 
GACACTCATC 
GCGCGGCTGQ 
CCAQGGCAAO 
CX3GOGCC06C 
GC!AGTTTGTO 
AAAGCACCTQ 
GGAGGTGCGC 
GGGOGGCAAC 
CCATCAGCCC 
CAGCACCOGC 
CATGGOCTTC 
GAGCCGGGGC 
GGACGCAGGC 
CCGGGGCGGG 
TGCTCACTCT 
CTCCCQCCTC 
GGACCTOUSA 
TGAAAQCOGA 
TCTCTGTAAC 
AGAAAAAAAC 
AGGGCCCTCT 
TTTCTCTTCT 
CCCCACXCAC 
GGGCCCAGCT 
GGQGTGGGAa 
CTTGGGTGTG 
GTG6AGAGAG 
CTCACTTGCT 
TGTACAAATG 
GATGAGAtGA 



IBO 
240 

300 
360 
420 
4B0 
540 
€00 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 



Seq ZD KOi B31 Protein sequence 
Protein Accession #i NP_116197.1 



51 



I 11 21 31 41 

I I I I I ) 

MLHELIjRMJE IQLVGGQLAV VEPYAFRGI« YliRViaiVSGN QLTTLEELVP HSVGNLETLI 
LDSNPLACDC RLLWVPRFRW RLNFNRQQPT CATPEPVQGK EPKDPPDVLL PNYPTCRRAR 
lEDRKAQQVF VDEGHTVQFV CRADGDPPPA ILWLSPSKHL VSAKSNQRLT VPPDGTliBVR 
YAQVQmiGTY LCIAANAG(» DSMPAHLHVR SYSPDWPHQP NK TPAPI SKQ PGEGEAN6TR 
ATVPPPPDIK TIiIIATTMOP ISPWSWLPC LVLLPLWSRG HQNTKHMIBI BYVPRKSDAO 
ZSSADAPRKP NMKMZ 



60 
120 
180 
240 
300 



Seq ZD NO: B32 DNA sequence 

Nucleic Acid Accession fts CAT cluster 



1 
I 

CAGCACATAC 
GTAATAACCT 
GTATTOGGTA 
AACXAGGACC 
TGGCACAGCA 
GAAAGTG60C 
AGCCTTT008 
GGGTAXAOAA 



11 
I 

AAOAAACATA 
A6TGAGTGA0 
C3GAAGGAAGC 
CIGCCTCOCA 
CTGACAAAGG 
GGGGTGGTCC 
TCAGGGGCAO 
A 



21 

1 

CAGTGTACCT 
TT6TGATGTC 
CAOGCTOGTC 
GCCCAGAG6T 
TAGAGGGAAA 
TTGGAAAACA 
GOAOGOCTTO 



31 

I 

GAAAAGGGGC 
ATCTG6AACA 
CTGGCAOGAA 
GGAGGAOGGC 
TGTAATAGCA 
GTTGOGCTOT 
ATTTAAAAAA 



41 

I 

CCTTGAAATQ 
TAGGAAATGG 
GTAAATQATA 
GGTCAGGGTO 
CATCTAOQCT 
TCTTGGCAGG 
AATAAATAAA 



51 

I 

TCATCAAAGG 
GGCTCTTAGC 
ATCTTTGGGA 
GGQTCTACAO 
GCAOTCTQGT 
AATTAGTGAC 
TAAAAGGTCT 



60 
120 
180 
240 
300 
360 
420 



8eq ZD NOt B33 DNA sequence 

Nucleic Acid Accession #: NM_006174.1 

Coding sequence! 71.. 1408 



1 

I 

GAAAGGCTAT 
AGACIATAAT 
TAATACTGCT 
AGATGACTTA 
GGGGAATCTA 
CTTOCTCATA 
CACACTGACG 
GCCTTTTCTT 
TGTCAGGTAT 
CTTTCTQATA 
TCACAjQTCTT 
ATGT6TTGAG 
AGTTCAGTAT 
TATAAGCTGT 
AACrCTTCAT 
GAGTTATTCA 
ACCTGCTGCA 
CTCTGTAAGA 
TGAGATAAAA 



11 

1 

CGGTAACAAC 
ATGGATTTAQ 
GCCACTCGGA 
CAGTATTTTC 
CTTATTTTAA 
QOCAATCTGG 
TCTOTCTTGC 
CAA T STGTGT 
CATATGATAA 
GCTACTOTCT 
GTGGAACTTC 
TCATG6CCAT 
ATTCTQCCCT 
GQATTGTCCA 
CCATCCAAAA 
TTCATCAAAA 
GAAAGAOCTT 
AGTCAGCTCT 
CCrOAAGAAA 



21 
I 

TGACCTGCCA 
AGCTCGACGA 
ATTCTQATTT 
TGATTG6GCT 
TGGCTCTCAT 
CCTTTTCTGA 
TGGATCAGTG 
CAGTTTTGST 
AACATCCCAT 
GGACACTAGG 
AAGAAACATT 
CTGATTCATA 
TAGmOTCT 
ACAAAQAAAA 
AGAGTGGGCC 
AACACAOAAG 
CTCAAGAGAA 
CTTCATOOVQ 
ATTCAOATOT 



31 

I 

CAAAGTTAOA 
GTATTATAAC 
CCCA6TCTGG 
CTATACATTT 
GAAAAAOCQT 
TATCTTGGTT 
GATGTTTGGC 
TTCAACTTTA 
ATCTAATAAT 
TTTTGCCATC 
TGGTTCAGCA 
CAGAATTGCC 
TACTGTAAGT 
CAGACTTGAA 
TCAGGTGAAA 
AAGATATAGC 
CCACTCCAGA 
TAAGTTCATA 
TCATGAATIO 



41 

1 

AGAAAGGATT 
AAGACACTTG 
GATGACTATA 
OTAAGTCTTC 
AATCAGAAGA 
GTGCTGTTTT 
AAAGTCATGT 
ATTTTAATAT 
TTAACAGCAA 
TGTTCTCCCC 
TTOCTQAGCA 
TTTACTATCT 
CATACAAGTO 
QAAAATQAGA 
CTCTCTQQCA 
AAGAAGACAG 
ATACTTGCAO 
CCAGGGGTCC 
AGAOTAAAAC 



51 
I 

GATTCAAQAA 
GCACAGAGAA 
AAAGCAGTGT 
TTOGCTTTAT 
CIACGGTAAA 
GCTCACCTTT 
GCCATATTAT 
CAATTGCCAT 
ACCATG6CTA 
TTCCAGTGTT 
GCAGGTATTT 
CTTTATTGCT 
TCTQCAGAAG 
T6ATCAACTT 
GCCATAAATG 
CATGTGTGTT 
AAAACTTTQG 
CCACTTGCTT 
OITCTGTTAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
lOBO 
1140 



810 



wo 03/042661 



PCTAJS02/36810 



5^=:^ 

TGCTGTTAGT TGGATGCCAC TMJVia.aaa* ntn-rrTToa QCftTaATOTC 

TITTTCAAAT ACSGCATTTCA AGTTGGTGTA TTGCATTTGT CATTTGTTOO O^*™^^^ 
TATTTCAAAT AUtsU^illv^ tlTi.-vw^ TCTTAATAAT GGGATTAAAQ CTGATTTAGT 
CTOTTGTCTT AATCCAATTC TATATGGGTT TCTXAATAflUL w-wk* 
QTCCCTTATA CACrCTCTTC ATATOTAATA ATTCTCACTG TTT 

Seq ID HOs B34 Protein sequence 
Protein Accession «: MP_00616S.l 



1200 
1260 
1320 
1380 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 



MDLELDEYYN 
LILKALMKKR 
QCVSVLVSTI» 
VELQETFGSA 
GLSNKENRIiE 
ERPSQENHSR 
KRSRSVFYRL 
NPILYGFUm 



11 
I 

KTLATENNTA 
NQKTTVNFLI 
ILISIAIVRY 
LLSSRYLCVB 
EHEKIKLTLH 
ILPENFGSVR 
TILILVFAVS 
GIKADLVSM 



21 

ATRNSDFPVW 
GNLAFSDiIiV 
BMIKHPXSMN 
SWPSDSYRIA 
PSKKS6PQVK 
SQLSSSSKFI 
WMPLHLFHW 
HCLHM 



31 
1 

DDYKSSVDDL 
VIiPCSPFTLT 
LTANHGYPLI 
FTISLLLVQY 
LSGSHKWSYS 
PGVPTCFEXK 
TDFNDNLISH 



41 
I 

QYFLIGLYTF 
SVLLDQWMF6 
ATVWTLGFAl 
IliPLVCIiTVS 
FIKKHRRRYS 
PBEHSDVHEL 
RHFKLVYCIC 



SI 

VSLLGFMGin« 60 

KVMCHIMPPL 120 

CSPLPVFKSIi 180 

HTSVCRSISC 240 

KKTACVIiPAP 300 

RVKRSVTRIK 360 

HLLGHM8CCL 420 



Seq ID NOi B3S DMA sequence 
Nucleic Acid Accession #: NM_014279.1 
Coding sequence: 286.. 1689 



41 



51 



80 



* " 1* f 1 I 

ice.™ ^GCOAGGAGJ. 
CCTGCCaGC CCTQCCCGGft ^S^SS ^^^^ ^^GGoSo 

SS^^SS ^SSg CCGGAGOOOG 

S^^S CCIGCATGOC AGGTCGTTGG 

t^^^ ^ISot CGGACCCAGA GAQACITCCA OIACGIGORG 

mmmmmm 

isss ^ss ss^ 

s=:fc 

SSSS ACACTAACAA TACOGATCTT GJAM^ 

^^SJ^S^ S™t^ toqaoggato ocattacctc ogtgtttctc octttoqaoc 

S^S^ ISSSiSS OBTATTTGCA OCIOOAACTO CAGCO^OM 

SSS^ T^cTccccQ cocroioccr ctctogtcaa acaacatact am^o^ 

SSSS GTTGGcS^ TCTCAOOGGG GAAAAACCCA CTGTTAGGAT SGCAI^ACA 
TMTG^AG CTCOQAGGAA TGTQGCGTCC MQCrOT™ iSSS^ 
]S^J^Srp^ ^CffiTAMCT AOTOTAACTC OCATCCCAIT GCA(StGCCX?r TTCTTOACTO 

OOCT^ 

(3TACATACTG AAGCGATOGT CAGAGTGIGT AGAGTGAAGT TGCTGTGCOC ^^^j^ 
^^^^ ^OGTAGAT ACATTCTGCA ACGTTCTTCT GTTATTCX3CT TOA^^GGW^ 
^^S^tSg ttSgtttat GOGATQATTQ TTGTAAATGC AATQOOGTAG tttcgattaa 
^^AAGAA AAAAAAAATC AGTGTTCA^ ^^f^ 
^^^^ SoSStga TAATAATCAA AQGAATTACT ctcttcj^ ^,^^c 
SaTCATGTA ACOGCAGATA GGAABG6CTC ACXHXSGGGAA ACTCTOGTTT CCGATGGGAC 

T^CAAC AGTATCCGGA AAOTACXSTTT ^^T^^ 
^i^TTOT ACTATCCAGT TATCTAAGGA ACAATAAAAA CATTAGGAGA AAAAAAAAAA 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA A 

Seq ID H0« B36 Protein sequence 
Protein Accession »: NP_05S094.1 

LgBHSHORD MHPAWOML iFLlLHSrSI. TQVIJTOPBE SWQVKSSAQD SETOCICTVV 
^K^L BKVQNMSQSI EVUIRRTQRD I«WBKME1IQ MR^f^ 
M^i^ DEI*PL1PVL EBYKAnAKLV LQPKBBVWL ISWOTL^ 
^^SS SlBBRI. RACHQKtAOS KLTGISDPWT VIOS^FM 
^^^^^ BBBRFVRBVK SMVDSWlTial FTSHRMHW SSM0WW6 fj™^^ 

??SSI^ ^OTOTW AflnnwmA wmhsdidw vdbsguowt Aiiwn«aiiv 

811 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



60 
120 
180 
240 
300 
360 



wo 03/042661 



VSRUIPVSIiQ TLQTWNTSYP KRSAOEAFII OGTLYVTHGY SGOTKVKYAY QTNASTYSyi 420 
DXPFQNKYSH XSMLDYKPKD RALYANMNGH QILYHVTZiFH VIRSOEL 

Seq XD NO: B37 DNA aequence 
Nucleic Acid Accession fti NM_006334.1 
Coding sequence t 286 . . 693 

I II 21 31 41 SI 

I 1 I t I 1 

GCOOGGGGGA GCCATTAGGA GGOGAGOAQA GAGGAGGGOO CAGCTCCOGC CCAGCCCAGC 
CCTGCCCAGC CCXXSCCCOGA GGCAOACGOG CCGGAACOGQ GAOGOGATAA ATATGCAGAG 
OQGAGGCTTC GCGCAGCAGA GCC06OGOGC COCCCXXrTCC GGQTQCTGAA TCCA GQOGTG 
GGGACAOGAG CCAGGOGOOB OOSCOGGAGC CAG066AGCC GGGGCCAGAG C0GQAG06OG 
TCCGCOTCCA CXSCAGCGOCC GGOOQGCCAO CACCCAGG6C CCTGCATGCC AGGTOGTTGG 
AGOTGGCAGC GAGACATGCA CCOOOCCCGO AAGCTCCTCA GCCTCCTCTT CCTCATCCTG 
ATGGGCACTG AACTCACTCA AQTGCTGCCC ACCAACCCTO AGGAGAGCTG GCAOGTOTAC 
A6CTCTGCCC AGGACAGCGA GGGCAGGTOT ATCTGCACAO TGGTCGCCCC ACAGCAGACC 
ATQTGTTCAC 6GGATGGC00 GACftAAACAO CTGAGGCAGC TACTGGAGAA GGTGCAGAAC 
ATGTCTCAAT CCATAGAGGT CTTGGACAOG OGGACCCAGA GAGACTTGCA GTAOGTGGAG 
AAGATGQAGA ACCAAATGAA AG0ACT6GAG TCCAAGTTCA AA CAGQTQG A GGAGAGTCAT 
AAGCAACACC TGGCCAGGCA GTTTAAGGGC TAACTTAAAA GAGTTTTTTC A ATGCTG CaG 
TGACTGAAOA AGCAGTCCAC TCCCATGTAA CCATGAAAGA GAGCXaCAGA GCTTTTTGCA 
CCATOCATTT TTACTATTAT TTTCCAATAC TTAGCACXZAT TTCACTAAGG AACCTTGAAT 
ACAACCAGOA TCCTCCTTTO CATGOCaVCTO TAOCTQCATT TCATG AATAG TTTGAACCCT 
TCTCAATGCA TTTTTTGAAA AAGAAAOAAA AAAAAAACTT OOTGTATGTQ ACTCAAAGCA 
TOTAACCTTA AGATOTTOCA TTCTAAACTO ACAATAAAGA CCTTTCCCC 

6eq XD NOi B38 Protein sequence 
Protein Accession ftt NP_006325.1 

1 11 21 31 41 51 

MPQIOfRNQRD MHPARKLLSL LPLXLMOTEL TOVLPTNPBS SHOVYSSAQD 8EGRCXCTW 60 
APQQTMCSRD ARTKQLRQIiL EKVQNMSQSI BVIiDRRTQRD LQYVBKMENQ MKOI4BSKPKO 120 

VESSHKQHLA RQFKG 

Seq XD NO: B39 DNA sequence 

Nucleic Acid Accession #1 NM_0S8199.1 

Coding sequence 1 286.. 795 

I 11 21 31 41 51 

GGGCGGGG6A GCCATTAGGA GOOGAGaAOA QAOGAGGGOG CAGCTCCGGC CCAGCCCAGC 60 

CCTGCCCAGC CCT0CC06GA GGCAGAOGCG CCGQAACCGO QACGCGATAA ATATGCAGAG 120 

OGGAGGCTTC GCGCAGCAGA GCCCGCGOGC CGCCOGCTCC GGGTQCTQAA TCCAGGCGTG 180 

GGGACAOGAG CCAGGCGCCG CCGCCGGAQC CAGOGGAGCC GGGGCCAGAG CCGGAGCGCG 240 

TCCGCOTCCA OGCAGCCGCC GGCCGGCCAG CACCCAGGGC CCTGCATGCC AGGTCOTTGG 300 

AGGTGGCAGC GAGACATGCA GC0G6C00GG AAGCTCCTCA GGCTOCTCTT OCrCATGCIQ 360 

ATGGGCACTO AACTCACTCA AAATAAAAQA GAAAACAAAG CAQAQA AGAT GGGAGG GCCA 420 

GAQAGCGAGA GGAAGACCAC AGGAGAGAAG ACACTGAACG AGCTTCCCTT GTrTTGCCTO 480 

GAAGCCCACQ CTGGCTCCCT OGCTCTGCCC AGGATGTGCA GTCCAAATCC CAATCCAQCA 540 

GTGGGGTTAT GT0GTCC06C TTACCCTCAG AGCOCTTCTC CTGGTG CTQC CCAGACGATC 600 

AGCCAOTOOC TGCTQGAGAG GTTCTOCATG aCCTCTA0aA GAGAA6TTTT CTTGGGCCCA 660 

GGAAGGCCTO GTGQAOGGTG GTGGTTGTGC ACTGTTQCTG OACAOATGCA TTCATTCATO 720 

TQCACACACA CACACACACA TGCACACACA GGGGAGCAGA TACCTGCAQA GAAGAGCCAA 780 

OCAGGTCCTG ATTAGTGOCA AGCTGCCCCA CAAAOGGCTA TGCCTGTGTC TTATT6AGAC 840 

ACCTTOGCAA AGAOATGGCT GATTCTGGOT GGTCCTQGAC ATGGCCGCAC CCAAGGGCOC 900 

TCCAAOCCTT AATOOCACCC TOAAGCCTCC ATGCOCAGGC CAAAAOAIOC TTTTCCTCOC 960 
TAAAAAAAAA AAAAAAAAAA 

Seq ID NOx B40 Protein aequence 
Protein Accession «i NP_478106.1 

1 11 21 31 41 51 

I I 1 I i i 

MPGRWRHQRD MHPARKLLSL LPLILKGTEL TQNKRENKAE KMGQPESBRK TTGEKTLNEL 60 
PLPCLEAHAG SLALPRMCSP NPNPAVGLCR PAYPQSPSPG AAQTI8QSLL ERPCMASRRB 120 
VFLAPGRPGO GWWLCTVAGQ MHSFMCTHTH TBABTGBQXP AEKSQPOPD 

6eq ID NOt B41 DNA sequence 

Nucleic Acid Accession «i AYO3B071.1 

Coding sequence : 1 . . 1686 

1 11 21 31 41 51 

11)111 

ATGAGCAATC AGTACCAGGA GGAGGGCTGC TCCGAGAOGC COGAGTGCAA AAGTAAA TCT 60 

CCAACTTTGC TCTCCTCCTA CTGCATCGAC AGCATCCTGG QCOGOAGGAG CCOiTdCAAA 120 

ATCCGGTTGC TGGGAOCOQC 0CAGA0CTT3 CCTOCTCOGC TOACCAGCCG OGCOQAOOOG 180 

GAAAAGGCCG TGCAAGGCTC CCCTAAGAOC AGCAGG6CCC CGTTOQAGOC OaAGCTQCAC 240 

CTGCCOCCCA AGCTGCOGOO CCTGTACQOC COGGOOGGGG GCOGCCTCCT TCAGGGTOCG 300 

GCAOOGGCQG GGGCGGOGGC OGOGGOGOOG GOGGCAGOGG COG OCAOQG C CAOG GOGGG T 360 

CCACGCGGGG AOGCCCCTCC GCOGCCACOG CCAACOGCGC GGC OOGGGG A AGGGCCGGAC 420 

GGOOCAGGGG CCGOOGOGGC AGCG6G6GCC GGGQCGGOOa CGGO CTOQO A CA06CTCAAO 480 

ATCAGCCAGG CG0G6CA0GT GAGCATCA6C OGCAGCAAGT CX5TA0CQGQA QAAGQG0600 540 



812 



03/042661 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



CCCTTCGTGC GQCOOCCQCX: CGC3GCTGGAC 
CCGGAGGAGC GCCTCGGCGT GGCCGGCGGC 
ACCGGCACCG AGGACGACGA GGAGQAOCTG 
GAQOAACTGC TGC3AQQACGA CGAfiGAGGAG 
AMGftSCCCC G6CGCTGTCC TQTGGCOGCC 
GCaOTGGCCA CAGAGGGCGG GGAGCTOTCA 
GAC6CTGAGG GCAAGGACGG CX3AGGACAQC 
GAGGGGCTGC TGAAACQCAA ACAGAGGCGC 
GAGGAACXGG AGCGGGCCTT CX3W3AAGACG 
CTGGCCATGA GGCTGGACTT GACCGAGGCC 
GCCAAiCTGGC GCSAGCGGGA GAAGGC»GGC 
CCGGGGCCQC TCTCCGCCAC CCACCCGCTC 
CCGCACCACC CGGCGCTCGA CTCCX3CTTGG 
TTCCCOAGCC TACCTCCXSCC TCCX3GGCTCG 
GGCCTOAGCA CTTTCCTCGO WSOGQCAGTG 
TTCGGCAGGC TCTTTTCCAC AATGGIXCCC 
CTGAGACAGC CCAC3^CCCGC CGTG6AQGGC 
GCCACGGCGG CCGCAGACAG AOGCGCCTCT 
GAGCACGCGG CGCAGCTCAC GCAGCTCAAC 
GTQT8C 

Seq ID NO: B42 Protein sequence 
Protein Accession i: AAK9390X.1 



GAGCTGGGC6 
OGQGGCAGOQ 
CTOGAGGAOG 
CTGCTGGAGG 
ACTGGCGCCG 
CCXAAGGAGG 
GTGTGCCTCT 
TACOGCACCA 
CACTACCOGQ 
CGAQTCCAGG 
GC6CA6ACCC 
AGCCCCTACC 
ACTGCG6CT6 
GCXAGCCTGC 
TTCC3SACACC 
CTGACCAGCG 
QCAOTGGCAT 
AOCATAGCCO 
ATCCT0CCX3G 



GCCCGGOGGG 
CCCCGGCTGC 
AAGAASATGA 
ACGACGCCOG 
TGGCCGCAGC 
AGCTGCTGCT 
CTGCGGGCAG 
CGTTCACCAG 
AOQTGTTCAC 
TCTGGTTCCA 
ACCC(XCTGG 
TGGACGCCAQ 
CCXX3GGCGGC 
06GCCAGGGG 
CAGCTTTCAT 
CGTCGACCGC 
CQGQCGCCCT 
CGCT6AG0CT 
6CACCAGCAG 



CGTCACGCAC 
GGGTGGTQGC 
GGAC6AGGAA 
CGCGCTGCTC 
AGCTGCCGCT 
GCACXXGGAA 
CGACT0G6AG 
CTACCAGCTG 
CAGGGAGQAA 
GAACCGTCX^G 
GCTGCCCTTC 

ccGCTTCCxrr 

GGCCGCG6CC 
GGC3GCCGCTG 
CAGCCCGGCA 
GGCCX5CGCTC 
GGCCGACCCG 
CAAGGCCAAG 
GG6CAA0GAG 



600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 



MSNQYQEBGC 
EKAVQGSPKS 
PRGEAPPPPF 
PPVPPPPAU) 



LAMRLDLTBA 
PHEPAU)SAU 
FGRLFSTMAP 
EHAAQLTQliN 



SSAPFEAEIjH 
PTARPGERPD 
ELQGPGGVTH 
UiEDDARAIiL 
VCLSAGSDSE 
RVQVWFQNRR 
TAAAAAAAAA 
LTSASTAAAL 
ZLPGTSTGKB 



21 
I 

PTLLSSYCID 
LPPKLRRIiVG 
GAGAAAAAAA 
PEBRLGVAGG 
KEPRRCPVAA 
EGLLKRKQBR 
AKNRKREKAG 
FPSUPPP6S 
LRQPTPAVEO 
VC 



31 

SILGRRSFCK 
FGGffiOiLQGA 
AAAAAWDTIjK 
PGSAPAAGGG 
TQAVAAAAAA 
YRTTFTSYQL 
AQTBPPGIiPF 
ASLPPSQAPL 
AVASGALADP 



41 
I 

MRLLGAAQSL 
AAAAAAAAAA 
ISQAPQVSIS 
TGTEDDEBEL 
AVATEGGELS 
EELERAFQKT 
PGPLSATHPXj 
GLSTPLQAAV 
ATAAADRRAS 



51 

PAPLTSRADP 60 

AAAAATATAG 120 

RSKSYRENGA 180 

LEDEEDEDBB 240 

PKEEUiLHPE 300 

HYPDVFTREE 360 

SPYLDASPPP 420 

FRHPAPISPA 480 

SIAALRIiKAK 540 



Seq ID NO I B43 DNA sequence 

Nucleic Acid Accession «: CAT cluster 



CGCCTGCCCC 
TTCOGCOGGT 
CTQCTCTCCT 
GCTOGTTTCT 
GTCTGTGTTT 
CCTGTTrrGG 
TTGGTGCTTT 
ATCTTCTGTT 
OCTGAGGTTG 
CAGTCTCCAT 
AATGTGGAGA 
TGAGCATTGA 
CTTTCTTGGA 
TCTG6ACATG 
TG6ATTTTAA 
AGCATAGCCC 



11 

1 

CCCGTTGCTT 
TCCGTGC6CC 
CCX5CTCTCAT 
CTTGTTCCTC 
GTGGGTCGTC 
TCCCCCT66T 
GCTCCTGCTC 
TTCTCTTTTT 
GGGAGAGATA 
GCCTGCTCAG 
CXrCGTGAGCC 
AGAGAATATG 
TGTTATTCCA 
GAGGCTGGAA 
GGCTGGAAAT 
TTGCTGATGG 



21 

CTCrCTCTTC 
CTCTCTGQGC 
GCCCCTTTCA 
TCCTTCCCGG 
CTCTGCGTCC 
TCTOG060GO 
TCTGTCTGQT 
CTTGTTTCTT 
ACGCTGTAAA 
CCAAGAAG6A 
TGTGT0006C 
TGGGA6AACA 
TGATAGATAG 
GAGTCAGGGT 
CTGAGGGTCA 
CAA 



31 
I 

CCTTCXGCCr 
TTCGGCTTCA 
GCTCCTACTC 
TTCGTQTTCT 
TGCCTCTTTC 
TTCTGTGTGC 
GTTCTCCGCC 
CTTOTTTTTT 
CTTTTATTTT 
GCrCACTGTG 
CXTTQAACTCT 
AAACAGAAAC 
TAGGGGCAGG 
GTQATTOGGA 
QTGQTCCAAG 



41 
I 

GCGTGCTCGC 
CCCTCCGTCT 
TGGTGTCGTC 
GCTTCTTGQT 
TCTTGCGTTT 
GCGGGCC3GCC 
OTCTCTGTCT 
TTTGTCTTTG 
TCAGGAAATC 
GGCACCAGAG 
CAAGCACAGG 
TGAAAGAATA 
AGTGAGAGA6 
GAGOOGCATQ 
TCACTCAGA6 



51 



1 

CCGTCTTTGG 
GGCTGTOGCT 
CCCCTCCCTC 
GTTCCCTCTC 
CCGCGOGCTT 
CCOTTCTTTC 
TTCTCCTTTT 
TTTTCrCrTA 
TQGAAAOCTA 
ACAGGGACCC 
GCAGGCTTCC 
TGCAAGGIGT 
GCTGACTAGG 
AOAAGGAAGG 
ACAGAATCAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



Seq ID NOt B44 DNA sequence 

Nucleic Acid AcccBsion NM_014421.1 

Coding sequence: 718-. 1497 



11 



21 



CCAjCGCGTCC 
GC6CTG6CAG 
AflTGOGOQTG 
TCCTGATCCC 
TTGACACATA 
GCTGATGCGG 
CCAAOQAGGT 
1GC31CCTTGG 
TTGCAGAACT 
CCTGAGGCGT 
AACaCAATCT 
CTTTGCATTC 
GOCGOSnGA 
ATQGTOGAOA 
CTGGGOOGGG 
GCATTOGGCG 
AAGGAGTGTG 
GIGTGTOGGA 
TQCAATAATG 



G6CGGGAGCC 
GGATTGGCTG 
TGQGGGACCT 
CTACTAAAGC 
AAG6ATAG6A 
GCCTCCTGAT 
GGGGGGCAAG 
GTCA06CCTC 
TCCTGTCCTG 
GAGACTGAGT 
GCAAGCCCCC 
CCACCCCTCC 
TGGGGAGCAA 
GCTCACAGAT 
AGACGCCTGG 
GCAGTAAGAA 
AAGTTGGGAG 
GAAAAAA6AA 
GCATCXGTAT 



CGCGGCX3AGC 
TCTCTTGTGA 
C3GATTCTCTT 
GOCTGCTAAC 
AAAGAGAGGA 
CAATTAAGAG 
AAGGAACGGA 
CTTGGCGAGA 
GTGaAOAAGC 
TCATAGGQTC 
GOGACCCAAG 
GGGCTTTGG6 
GGATTOBTOC 
CGGCAGTPOG 
TCAGGCGGCC 
GGQCAAAAAC 
GTATTGOCAC 
GGQCTGCCAC 
CCCAGTTACT 



31 

GTAGCGCAAG 
OrrCAGGGGAC 
CAGATCTOGA 
TTTGAAAAGG 
GAGAAAAGCA 
GAGAGTTAAA 
AGC6GIGCGA 
AAGCGCCTCG 
GGGTCTOGCr 
CTGGGTOCCX: 
TGAGQGGOOC 
TCTTCCTGGG 
TGCTOCCTGC 
OGGGCCAAAC 
AATCGATCTG 
CTGGGGCAGO 
AGTCCCCACC 
06AGATGGCA 
QAAAGCATCr 



41 
I 

TCOG CTOOCT 
AAG6CTTCX3G 
GGATTCGGTC 
AGCACTGTGT 
ACTGAGTTGA 
CCGCGGA6AT 
TCCACA6G6C 
CATTTQATTG 
TGGGTTCOGC 
GAACX3U3GAA 
GSTGTTGGGG 
GACGCCCTCX3 
TCCTACTGGC 
TCAACTCCAT 
CGGGC ATGTA 
CCTACCCTTG 
AAGGATCATC 
TGTGCTGOCC 
TAACOCCTCA 



51 
1 

AjOGCATOGCT 
GOCAACTGTG 
CGGGGAOGTC 
CCTGCAAAGT 
AGGAGAAGGA 
CCOCjGOGGGA 
TGGGTTTTCT 
CITCCAQTTA 
TAATTTCTGT 
GGGTTGAGGG 
TOCTCXXITCC 
CGGGGAOATG 
CGCGGTGCTG 
CAAGTCCrcr 

ccaaggactg 
tagca6tgat 
ggcctgcatg 

CAGTACCCX3C 
CATOOOGGCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



813 
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CTXMATGGTA CTCGGCACAG AGATOQAAAC CACGGTCATT ACTCAAACCA TOACTTOGGA 1200 
TOGCAiSAATC TAGGAAQAOC ACACACTAAG ATGTCACATA TAAAAGOGCA TQAAGGAQAC 1260 
CCCIGCCTAC GUUrCATOVOA CTGCATrOAA GGGTTTTOCT 0TGCTCC3TCA TTTCTGGACC 1320 
AAAATCroCA AACCAGTOCT OCATCAGGQO QAAOTCTOTA CCAAACAACO CAAQAAGGOT 1380 
TCTCATGGQC TOOAAATTTT CCAGO Q TTGC GACTGTGOGA AGGGCCTGTC TT GCAAA OTA 1440 
TGGAAAQATG CCACCTACTC CTCCAAAGCC AQACTCCATO TGTGTCAGAA AATTTGATCA 1500 
CCATTGAGGA ACATCATCAA TTGCAGACTG T6AA0TTGTQ TATTTAATGC ATTATAGCAT 1560 
GGTGGAAAAT AAGOTTCA6A TGCAGAAGAA TGGCTAAAAT AAGAAAOGTO ATAAGAATAT 1620 
AOATGATCAC AAAAAGGOAO AAAGAAAACA TGAACTGAAT AGATTAGAAT GGGTGACAAA 1660 
TOCAOTGCAO CCAGTGTTTC CATTATGCAA CTTGTCTATG TAAATAATOT ACACATTTGT 1740 
GGAAAATQCT ATTATTAAGA GAACAAGCAC ACAGTGGAAA TTACTGATGA OTAGCATGTG 1800 
ACTTTCCAAG AGTTTAGGTT GTGCTGGAGO AGACOTTTCC TTCAGATTGC TGATTGCTTA 1860 
TAGAAATAAC CTACATQCCA GATTTCTATT CAAGGTTAGA GTTTAACAAA ATACTCCTA6 1920 
AATAACTTGT TATACAATAG GTTCTAAAAA TAAAATTOCT AAACAAOAAA tGAAA ACATG 1980 
GAGCATTGTr AATTTACAAC AGAAAATTAC CTTTTGATTT GTAACACTAC TTCTGCTGTT 2040 
CAATCAAQAG TCTTGOTAGA TAAGAAAAAA ATCAGTCAAT ATTTCCAAAT AATTGCAAAA 2100 
TAATOGCCAG TTGTTTAGGA AGGCCTTTAG GAAGACAAAT AAATAACAAA CAAACAGCCA 2160 
CAAATACTTT TTTTTCAAAA TTTTAGTTTT ACCTGTAATT AATAAOAA CT QAT ACAAG AC 2220 
AAAAACAGTT CCTTCAGATT CTAGGGAATQ ACA6TATATC TCTCrTTATC CTATGTGATT 2280 
CCTGCrCTGA ATGCATTATA TTTTCCAAAQ TATACCCATA AATTGTQACT AGTAAAATAC 2340 
TTACACAQAG CAQAATTTTC ACAQATGGCA AAAAAATTTA AAGATOTCCA AT ATATQT GG 2400 
GAAAAGAGCT AACA6AGAGA TCATTATTTC TTAAAGATTG 6CCATAACCT GTATTTTGAT 2460 
AGAATTAGAT TGGTAAATAC ATGTATTCAT ACATACTCT6 TGGTAATAGA GACTT GAGCT 2520 
GGATCT6TAC TQCACTGGAG TAAGCAAGAA AATTG6GAAA ACTTTTTOGT TTOTTCAGOT 2580 
TTTGGCAACA CATAGATCAT ATGTCTGAGQ CACAAflTTGG CTGTTCATCT TTGAAACCAO 2640 
GGGATGCACA GTCTAAATGA ATATCTGCAT GGGATTTGCT ATCATAATNT TTCCTATGCN 2700 
GNTGAATTCN GTGTQAGGTC CTGTCTCOGT CCTATCCTCA AATTATTTAT TTTATAGTGC 2760 
TOAGATCCTC AAATAATCrC AATTTOOOAO OTTTC»CAAA ATOQACTCCT OAAGTAGACA 2820 
GA0TA6TGA6 GTTTCATTGC CCTCTATAAO CTTCTGACTA GCCAA TGGC A T CATCCA ATT 2880 
TTCTTCCCAA ACCTCTGCAG CATCTGCTTT ATTGCCAAAG GGCTAGTTTC GGTTTTCTGC 2940 
CAGCCATTGC GGTTAAAAAA TATAAGTAGG ATAACTTGTA AAACCTGCAT ATTGCTAATC 3000 
TATAGACACC ACAGTTTCTA AATTCTTTQA AACCACTTTA CTACTTTTTT TA AACTTAA C 3060 
TCAGTTCTAA ATACTTTOTC TGGA6CACAA AAC AATAAA A OOTTATCTTA TAGTT BTGAC 3120 
TTTAAACTTT TQTAGACCAC AATTCACTTT TTAGTTTTCT TTTACTTAAA TCCCATCTOC 3160 
AOTCTCAAAT TTAAGTTCTC CCAGTAGAGA TTGA6TTTQA GCCT GTAT AT CTATTAAAAA 3240 
TTTCAACTTC CCACATATAT TTACTAAGAT GATTAAGACT TACATTTTCT GCACAGGTCT 3300 
GCAAAAACAA AAATTATAAA CTAGTCCATC CAAGAACCAA AGTTTGTATA AACAGGTTGC 3360 
TATAACCTTQ GTGAAATGAA AATOQAACAT TTCAATCAAA CATTT CCTAT ATAACAATTA 3420 
TTATATTTAC AATTTGGTTT CPGC3ATATT TTTCTTATOT CCACCCTTTT AAAAATTATT 3480 
ATTTGAAGTA ATTTATTTAC AGGAAATGTT AATSAGATGT ATTTTCTTAT AGAGATATTT 3540 
CTTACAGAAA GCTTTQTAGC AGAATATATT TGCAGCTATT GACTTTQTAA TTTAGQAAAA 3600 
ATGTATAATA AGATAAAATC TATTAAATTT TTCTCCTCTA AAAACTGAAA AAAAAAAAAA 3660 
AAAAAAAAAA A 

Seq ZD NOt B45 Protein 8eq[ue&ce 
Protein Accession 4: NP_055236.1 

1 11 21 31 41 SI 

I I I 1 i I 

MAALMRSKDS SCCLLLLAAV LMVESSQIGS SRAKLNSIKS SWGBTPGQA ANRSAGMYQG 60 
LAPGGSKK6K NLGQAYPCSS DKECEVQRYC HSPHQGSSAC MVCRRKKKRC HHDGMCCP8T 120 
RCNNGICIPV TBSILTPHIP AI*DGTRHRDR KHQHYSNHDL GWQNIiGRPHT KMSHIKCTEG 180 
DPCLR88DCI 66FGCARRFN TKICKPVI2Q GBVCTXQRKK OSHOLEIFQR CDCAR&L6CK 240 
VWKDATYSSK ARLKVOQKI 

Seq ID NO: 46 DNA sequence 

Nucleic Acid Accession 6: NM_0198BS.l 

Coding seqaencet 1..1539 

1 11 21 31 41 5% 

I } I I I i 

ATCCTCTTTQ AGGGCTTGGA TCTGGTGTCO GCXSCTGGCCA CCCTOGCCSQC OTGCCTGOTO 60 

TCXSTOAOGC TGCTQCTG6C .GGTGTGGCAG CAOCTOTOOC AGCTQCGCTG GGCOGCCACT 120 

OGOGACAAGA OCTGCAAGCr OCCCATCCCXT AAGGQATCCA TGGGCTTCOC GCTCATCQQA 180 

OAGACXXSGCC ACTQOCTGCT GCAGGGTTCT GGCTTCCAGT OGTOGOaSAG GGAGAAOTAT 240 

GGCAACGTGT TCAAGACGCA TTTGTTGGGQ OGGCCGCTGA TACXJOOTOAC OQOCGCOGAG 300 

AAOGTOGGCA AGATCCTCAT GGGCXSAQCSlC CACCTOOTGA GCACCGAGTG GCCTOGCAGC 360 

AOCCQGATOT TGCrOGOCCC CAACAOGGTG TGCAATTOCA TTQGOGACAT O^GOQCAAC 420 

AAGCGCAAGG TCTTCTCCAA 6ATCTTCAGC CACOAGGCCC TGGAGAGTTA CCTGOCCAAG 480 

ATCCAGCTGG T6ATCCAGGA CACACTGOQC GCCIGGAGCA GCCACC0CX5A QGCCATCAAC 540 

QTGTACCAGG AGGCGCAGAA OCTQACCTTC OOCATOGCCA TCOGGGTOCT GCTGGGCTTC 600 

AGCATCCCTG AGGAGQAOCT TGGGCAOCTC TTTGAGGTCT ACCAGCAGTT TGTGGACAAT 660 

OTCTTCTCCC TGCCTOTOaA OCTGOCCTTC AGTGGCTAOC OGOQGGaCAT TCAGGCTOGO 720 

CAGATCCTGC AGAAGGGGCT OGAGAAGGCC ATCOGGGAGA AGCTGCftSTG CACACAGGGC 780 

AAGGACTACT TGGAOGCCCT GGACCTCCTC ATTQAGAGCA GCAAGQAQCA OGGQAAGGAO 840 

ATQACCATCC AGQAGCTX3AA GGAOGGGACC CTGQAGCTQA TCfT TGOSG C CTATGCCACC 900 

AOQGCCAGOG CCAGCACCTC ACTCATCATO CAOCTGCTQA AOCAOOCCAC TGTOCTOOAO 960 

AAGCTGOGGG ATOACCTGOG GOCTCATGGC ATOCTOCACA GTOGCOGCIO OCCCTGOSAG 1020 

GGCACACroC GCCTOGACaiC GCTCAOTGGG CIGOOCTACC TOGACTOCGT CA TCAAOQ AO 1080 

QTCATGOOOC TGTTCACGCC CATTTCCGQC GGCTACOGCA CWAIUCTGCA GACCTTCGAG 1140 

CTTGATGQTT TCCAGATCCC CAAAGOCTGO AGTCTCATGT ATAGCATCCO GGACACCCAT 1200 

GACACAGOGC CCGTGTTCAA AGAOOTGAAC GTOTTOQACC COG ATOGC Tr CAGCCAGGOO 1260 

OQQAGOQAOG ACAAGQATOG C00CTTCC31T TACCTCCXX3T TOGGTGOOQO TOTC CX3QACC 1320 

TCCCTGG6CA AOCACCrGGC CAAQCTGTTC CTQAAGGTGC TGGCGQTQGA GCTGGCTAGC 1380 
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PCTAJS02/36810 



jymrrmrr TTGAQCTOGC TACACGGACC TTCCCCCGCA TCACCTTGGT CCCCQTCCTQ 

CTOCaSCSMA CGOAGGCCRT 0CTQAQ0C3CC ACA8ICTAAC CCMCMCa MOBCCXraB 
aSoOOOGOI GGTCOTTOTO <S<S«^»^ '^^^"'^ 2^^^^ 
iCPeTRCCta AASCCAOTGe GCCCCMTCC TAGGGCTGGO CTCCCCTTCT GGCTCCRBtr 

^ctScot ttaccatcao ctoscccct gogaaooqco tggcmgggc 

GAACTGCTCC CTTCCCTCCQ TTCCTTTCGG ACCCTTTraO CieGOOTTGG GGGAroOQAft 
10 ^SSotOCC CcStGGGCG CACTCTTCRG CGTCTCCTCC TCCTGCGCCC CaCTOOGTC 
^S^A ^TCCTG GGTMCAGAA CftfiGAGTCAA CCTTGGCGGO GOGOGaGCTG 
SSSSa^ ^TTOCC CTTCCCTATG CCACOGTTCC CAOCTOCr 
^StTCA AATTACCTAT TGCTGCTACT TBTTCrorCC TCIGACCTtO WeCAAAG« 
S^MGCC CTGTCTCCCC AGCATCCTCC CIOOIOOCCC TaOBOUJOTO «CIffl^CC 
15 2^^^?T0C CMCCCCXGC IGAACCA8GC CCTGTTACAC ACAGCCGCCT WMSGCOMre 
^S^S^ TGCOOCCCC CATATTTATT CACTGATAOA GAATCTIGGO GATCCTGGGG 
iSrcAOTGl ACATCTCCTC CCCTICATGC CCTAGCCTOT GTTCTAOCTQ TCCTGGTOAG 
Irr^TTTTGA GTGAAGRGQA AQOQGTCtCT OOTCAASOCC MCCCOCAOO GCCTAGC3GTT 
SSIS??^ S^SriSS GGOTTTAATC TOGGAGC^ 

20 ?S*GTCCM tScctcigcc ttatccctgg tggagatgga atotggccca Twccrre^ 

C^?CCTOT CAAAAACCCT GATCRGCSTAG ATTTGGAGGC GOCCACGSATT TCCTOTTTTC 
S^SctTCA JStGCA CTGGCCCIGA CrCCASGCGT GAGTATC3GGG AAGGMACGG 
S^SS SgSaQCAA GGGCCICOGT CITCCCTTCC TTAACTCrCC CCCTTTGCCC 
SSSS SaaIoTGTC CTTGAAerCC CTTCCRCCTC TATflCCftCTO TCMCTTAGC 

■^S p^cJcaS gstgggqaag aggoqaaagc gtogogqago tgasogcroc ggcagttctc 

^C^OTGG TCTCOGGACA GCTGOGGGAA «3CTGCCGCA 
^SSS ^CGGC TAOGIO«« TTGT^ OAT^ 
unTrvMraTT ACTGGGTGAA AGAGGAGTAG CTCCTGOCAC TaOCGTTTTG AGTGTTW^tA 

GGCGTTTGGT GAGTCTCTAG ATTTTTCCTT 
30 StTOOTG TTTATTGGTT TTTGATGTTG TAAAA6CAAT GAATCXXCTT TACAAGAAAA 

?SSSaSc aSagaatga aggacatgcc agtccccgat cgctgctqtg agcacct»g 

?S^Sc AG^CAQATC CCGTAGQCAG CXXCACAGAC CGACCCTGAC CCCACTCAO^ 
^^S^^ AGATA^A TAGGAAC3GGG CCCATACCAC ACAGACTGCT CTCCAATCCC 

SSS^S^ StStt tot^ctac ttttccacta ctaaaaaaca gtgtggaata 

35 G^^^ TCATCCCTAA TCCTGAAAAA CAGGCCAGAA TOGGW^ 

StctSaag cttgcaacat agctacatgg tgcacccgga cctctaccoc ctococota 

ScAMA^ GTGTCTGG6A GGTTCATTTT CCTTTAAACT GATCXAGCTG GCCCXGAA^ 
GACtSSm CTAGGAGAGC AGTAAGTGOA ACTTCAOACA 'iGCCCAClGG 

ctSggtcS ggtgaggggc agggggcatg gggctgggag gtctcagggg ccttccctgg 

40 ?S^^TAGGG GGCAGflGAAG GAAAAGCTGA GGGGGGTCCC ^CTGAGGGAG 

^^^^ TCATTTGCCC CGCTGGGTCT CAAAGGCAGrr GAGAA^GAG CTGAAGAAAG 
SSSc^ CTGACAGGAT CCCTGTGTTG TAATTOGTCC CTCCTTTCAG CTCTCTAGTG 
^TGOGT GTGOGTOTOr "^^^ Sc^S 

QTTTCTTACT TATCATCCCT AACTATTGCA ACTTGACCTT AAAAAGACAA AACCC^CTA 
45 ^IScTTcS GCCACGGGCr TGCAGATTGA AGCACTTTOG ATGTTGGGCG CTGGOTTTO 
TGTTCTGGGC ACCACCGTGA CXXTIGCCCAG ATGGCTATAA TATTATTTTA ^ACACMAOC 
?StTCA TAAATCTTAT AATTTTGTGT CTGTCrrrAT AAACTATTAT AAGTACTATT 
TTTGTTATAA TT^AAATAG ATATTTA6TA TAAAGTTTTT GCTGTTAAAT ATTTGTTATT 
?^T?TGC icTATTGTAA ACATGGTTCA AAATATTAAT ATGTTTTTAT 
50 SS^TT TOATATTGA AAAAGCACTT OTGTOTTTTG TTTTGATJ^G AAAC^TAC 
TOTOTGAGTG TTTTTQCTGT CGIGGTTTTA ATCTGTATAT AATATTCCAT GTIGCATATT 
AAAAA 



1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
12460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3640 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 



55 



60 



65 



seq ID HOi B47 Protein sequence 
protein Accession #: NP_063938.1 



1 
1 

MLFE6LDLVS 
ETGHWLLQGS 
TRMIiLGFNTV 
VYQEAQKLTF 
QIIiQKGUBKA 
TASASTSLIM 
VMRLFTPISQ 
RSEDKDGRFH 
HPVDGLSVKF 



11 

ALATLAACLV 
GFQSSRSBKY 
SNSIGDIKBK 
KMAIRVLLGF 
IREKLQCIQG 
QZiIJCHPTVLB 
GVR1W3TFB 
YliPFGGGVRT 



21 

SVTIiljLAVSQ 
GNVFKTHLLG 
KRKVFSKIFS 
SIPEEDLGHL 
KDYLDALDLL 
KLRDELRAfiO 
LDGFQIPKGW 
CIjGKHLAKLP 
LPETBAMLSA 



31 
I 

QLWQLRHAAT 
RPLIRVTGAB 
HEALESYLPK 
PBVYQQFVDN 



IXjHSGGCPGE 
SVMYSIRDTH 
LKVIAVELAS 
TV 



41 

1 

RDKSCKLPIP 
NVXIKILKGBH 
XQIiVIQDTLR 
VPSLPVDLPP 
KTMQELKDGT 
GTLRUrrLSG 
DTAPVFKDVN 
TSRFELATRT 



51 



KGSMSFPIilG 
ELVSTEHPRS 



SGYSRGIQAR 
LELIFAAYAT 
LRYLDCVIKE 
VFDPDRPSQA 
PPRITLVPVL 



60 
120 
180 
240 
300 
360 
420 
480 



70 



75 



80 



Sea ID KO: B40 DNA sequence 

Nucleic Acid Accession #i AB040527.1; AL136582.1 
Coding sequences 94.. 2319 



1 
1 

GCGGCTGOGG 
TGAGGGAAGC 
06AC6AAGTC 
TGGIGGCTAT 
GGGTCCAG6C 
CCAGACCCXG 
CCGTGCTGCC 
CGCTGCCCGT 
CTCAOGAGAG 
GCCACCCCTT 



11 
I 

GGTTCCTGGT 
TTCAGCGTGC 
GGGGAG6AAG 
GGCACCCTCA 
CTTCGCATCT 
6TGGAG6CAT 
AACGTAGCCC 
ACCGCCTTCA 
GATAOCCAGC 
6CTTCTGGGC 



21 
I 

GCTGAGGAOG 
AATCGGAAAG 
AGATG6TTGA 
CCAGCTTTGA 
TATCXaAATGA 
TGCAGCTGGA 
GCGCOQCOQC 
GTCAGGVGGT 
OCAGGACCTA 
AGACCTGGCA 



31 
I 

GACGCCATTG 
CTAlQUSTGTT 
AGGCAAOGAC 
CATCC3VTATC 
GCCCTGGGAA 
TCOQGAAACA 
CTCCAACOOT 
08CTAGGCAC 
G6CCGCGGAG 
GATGTTAGTC 



41 

1 

6AGTTCCGGA 
GAAGACATGG 
TATQAAGAAT 
CTCAGAGCCr 
CTGGAAAACC 
CTTGCCAATG 
GCX3GCT0QGG 
GGG6TGGCCA 
6CTGAGGGGC 
ACCA0IAASA 



51 
1 

GAA6CATGGC 
ATGAGGGTAG 
TOGGTGCGTT 
TCGGAAGCTT 
CTGTGCTGGC 
AGAOGGCCGC 
CCGCTGCCX3C 
CGCOGCAGGT 
CCACCCCTGA 
TGGCIGCCCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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OOAGGCrOOO OCAACCTCCO CACROTCCCa GACAOGCTCC (XQOOCCAOa AOGCTGCTAC 
TGAOGGCCCT AGTAGOGCCT WXJC T r i' C XC TCAGGCTCCO TQTGCCAOGG AGGTG6AGGC 
CAACOGGCCC AGC3VCAGCCT TCCTQGGCCA OAATGATGTC TTCGATTTCA CTCAGCCX30C 
AGOTGTCAGT GGCAT6GCCT TCCCGCGCCC CAAGAGACCT QCCCCAOCXX AAOAGGCTGC 
CACAGAGQ6C OCCAiSTGCTG CCTCTGOTGT GCCCCAGAOQ QQACCTGaCA GGGAGGTGG C 
AGCCACOOGG CCCAftGACCA OCAAOTGGGO QAAaQOOCTQ GCCAAGACTC G6TGGQT0SA 
GCCXCW5AAT GTTGTGGCAO CW3CTQCIGC CAAGOCCAAG ATQGCCAOQA GCATOCCTQA 
6CO0GAGGQT GCAGCTGCTO CCACTGCTCA GCACAGTQCt GAGCCCTGGG CCAGGATGGG 
AGGCAAGAGQ ACCAAGAAGT CCAAOCACCT GGATGATQAO TATGAQAOCSV GC3QAGGAGGA 
GAGAGAGACT CCCGOGGTCX: CACXX31CCTO OAQAQCATCA CACCCCTCAT TGAOQOTGOG 
G6CTCAGTTG GCCOCTOGGC COCOQATOGC CCOSAGGTOC CAOATAOOCT C AAGGCAO GT 
ACTQTGCCIO CCCCCCOGCA AOCTGACCCT TCTGCAGGAO AOGOCAAATA AGTTCOTQAA 
ATACCTQATG ATTAAGGACT ACAAGAAGAT CCCCATCAAG CGOQCAQACA TGCTGAAGGA 
TGTCATCAGA GAATATGATG AACATTTCCC TQAGATCATT GAAOGAGCAA CGTACA CCCT 
GGAAAAGAAO TTT6G6ATGC ACCIGAAGGA GATOGACAAG GAAGAACACC TGTATATTCT 
TGTCTGCACA 08G6ACTGCT CA6CTG6CCT 0CTT6GAAAA ACCAA GOACA CTOCCAOaCT 
GAGTCTCCTC TTGGTGATTC TGGGOCSTCAT CTTCATOAAT OOCAACOSTO CCAGCSOASGC 
TGTCCTCTGa GAGGCACTAC GCAAOATOGG ACTGOGOCCT GGGGTGAGGC ACCCATTCCT 
CXWCGATCTG AGGAAQCTCA TCACAGATGA CTTTGTGAAG CAGAAGTACC TGGAATACAA 
GAAGATCCXX AACAGC3ACC CACCTGAGTA TGAATTCCTC TQQGGCCTOC GAGCOOGCCA 
TGAGACOVGC AAGATGAGGG TCCTGAGATT CATOOCCGAG AATCAGAACC GAGACCC0CX3 
GGAATGGAAG GCTCATTTCT TGGAOGCTGT GGATGATGCT TTCAAGACAA TGGATGTGGA 
TATGGCOGAQ GAACATGCCA GGQCCCAGAT GAGGGCCCAO ATGAATATOO GGGATGAAGC 
GCTCATTGGA CGGTGQAGCT GGGATGACAT ACAAQTCQAG CTCCTOACCT GGGATQAGGA 
CGGAGATTTT GGOGATCCXTT GQQCCAQQAT CCCCTTTGCT TTCTGGGCCA GATACCATCA 
6TACATTCTG AATAOCAACC OTGCCAACAG GA6G6CCA08 TGQAGAGCTS GGQTCAGCAO 
TQGCACCAAT GGAGGGGCCA GCACCAGC3GT CCTAGATG6C CCCAOCACCA GCTCC ACCAT 
CCGGACCAGA AATGCTGCCA 6AGCTGGCGC CAOCTTCTTC TCCTGGATCC AGCACCGTTG 
ACQAACTGCA GCGATCTTAC TGGCCAAGCC AGAGCGCCTC CTCTCAGATT CCTTCTOBAC 
ACAOCACCCT AGGOGGCTTC TTCCTGTCAQ TCGGAGGTGO CATG CAAGAT GAAGCTCTCT 
TTGCTCTTCC TGCTTTCATT TTOTCCTTTT CCTTGTOTTT TCATGTTTTG GOTATCAGTG 
TTACATTAAA GTTQCAAAAT TAAA 

Seq ID NOt B49 Protein sequence 
Protein Accession #: BAB33378.1| CAB66S17.1 

1 11 21 31 41 SI 

I I 1 I I I 

MAE6SF8VQS ESYSVEDMDE GSDEVGEEEM VEGHDYBBPG APGGYGTLTS PDIHILRAPG 60 

SLGPGLRILS NEPWSLENPV LAQTLVEALQ LDPETLANET AARAANVARA AASNRAARAA 120 

AAAARTAFSQ WASHRVATP QVSGEDTQPT TYAAEAQQPT PBPPLASPQT SQMLVT8XMA 180 

APBAPATSAQ SQrTGSPAQKA ATB6PSSACA PSQAPCAREV DANRPSTAFL GQMDVPOFTQ 240 

PAGVS04AFP RPKRPAPAQE AATEGPSAAS GVPQTGPGRB VAATRPKTTK SGKALAKTRW 300 

VEPQUWAAA AAKAKMATSI PBPBGAAAAT AQHSAEPWAR KGGKRTKKSK HUJDBYESSE 360 

EERETPAVPP TMRASQPSLT VRAQIAPRPP MAPRSQIPSR HVLCLPPRNV TLLQERANKL 420 

VKYLMIKDYK KIPIKRADML KDVIREYDEH FPEZIEHATY TLEKKFQIHL KEIDKBERLY 480 

ILVCTBDSSA RLLGKTKDTP RLSLLLVILG VIFMHGEIRA8 EAVLWEALRK MGLRPGVRHP S40 

PLGDLRKLIT DDPVKQKVLB YKKIPNSMPP BYBFLWGLRA RHETSKMRVL RPIAQNQNRD 600 

PREWKAHPLB AVDDAPKTMD VDMAEEHARA QMRAQMKIGD EALIGRWSWD DIQVELLTWD 660 

BXSDFGDANA RIPFAFWARY HQYZUISKRA NRRATWRAGV 8SGTOGGAST SVLDGP8TSS 720 
TZRTRNAARA QASFFSHIQR R 

Seq ID KOi BSO DKA sequence 

nucleic Acid Accession XM_084965.1 

Coding sequence 1 356.. 2014 

1 11 21 31 41 SI 

1 i i I 1 1 

GACCTAGCGT GT6CTCAGCT CTGGACAAGA CATGQATQTA OGCAGACATG CTTCCTQCCT 60 

GCTGGGCTTA GTGCACCAAT QCTAAGGACA GACATGAAG6 GCTTGGGAAA GGCATGAAGA 120 

TQCAGGGAGT CTAGGAGAQA OGATAAGAAA AACAAGCATT TtOTQQTOOO TTOAATTGOQ 180 

' nVi 'C U T' i Ti TAGAGGCATT TCGTGATCCA TG6TTGG6CT CCOGTGAAGA OOQAGTCTAG 240 

AGAAGGAATC CGAAGOSGCG G0GQC0AG09 CQOCrCAGOT TGATTTAGAA TACGGOTQAC 300 

AGTGGCCTGQ C00C3A0CCCA CTGCTGAOSA AAGOGGCTTA TCCOQCGCGG TTTCaVTGGA 360 

GACGAGCCGG AGCCGOGGCG GOGGCX3G6GC TGTCA6CGA0 CX30300QQA6 CTGaOSOSTC 420 

OGTGGGGGTC TGCAQQAGGA AQGOGGAGGC GQGG6C0GG0 AOOGGOACCC T0GGG6CA6A 480 

CATGGACTTG CATTGTGACT GT0CC0C03A AAOSCCGOCC GC08AG00GC C6T0QGGGAA 540 

GATTAATAAA GCTGCCTTCA AATTATTCAA GAAGAGGAAA TOSGGTGGCA OCATOCCCAG 600 

CATTTTTGGG 6TCAAAAACA AAGGGGAOQG GAAAAGCTOG GOTCGOAOGG GGCTGGTGAG 660 

GAGCAGGACC CACGACGGAC TTGCCGAGGT GCTGGTOCTO QAQAGOGGCA QGAAGGAGQA 720 

G0C60GCGGC GGGGGCXSACA GOGGOOGGGG OGQCOGGGGG 0G6CG6AACC OBGGGGOCCC 780 

CAQAGC06CA 00QCCCG60G G0G6CTCCCT 0GCCA6CAGC TOGGT60CCA AOTGGCACAa 840 

CTTCTTCTGO CTGCTGAAGA AGAAOGGGOG CTCGGAAAAC GGCAAGOGAG AOCCTGTGGA 900 

OOOQAGCAAG GOCGGOGGCA AACAAAA60G QGGOCTGOGO GGGCTGTTCA GOGGCATGOG 960 

CIGGCACAGG AAAGACAAGC OGGCX»AOCC GGAOGC06CX3 GAGGGGOSCXS 0QCCCX3OQQO 1020 

COQCTTGATC CTACCCGGCT OGCTCACCGC C3tfX:CIGGA0 TGOGTCAAGO ACZGAOACOCC 1080 

CAOAGCCGCG CGCGAGCCGQ AGGAGCCCAG CCAGGAOGCC OOOOGAGACC CAGCAGGCTO 1140 

TOOAOATATT ATTGCAGACC AAQAGGAAOA GOCAOGTCCC AGCTGTQACA AGCATGTCOC 1200 

CGGGCCAGOC AAGCCQGCTC TGTCTAAAAA GAACCCCGGC GTGGTGOCCT A OCAAGGAOG 1260 

066G6AAGA6 ATGGCCAGCC CGGACGAGOT GGACX3ACAGC TATCTACAGG AGTT CTGGQ A 1320 

CATOCTCTCC CAGACOGAOO AOCAGGGACC GBAGOCCCAG GAOOGGGOGG CTAAGGTGGC 1380 

A6CT60GCTO GAAACCAAGG TGGTGCCOQA GACCCCCAAA GACACOOOT GTGTQGAAaC 1440 

QOGCAAaQAC GCGTCCTOSG TCAAGGGCAO GAGGCTCAAC GQQAXTCOCA TOQAGOCCCA 1500 

TCCTAAGGA6 GAGGCCAAGC ACCOQQAGAA GQAOGAGCAQ GAAGGCGTCC OCAACAGGSA 1560 



816 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



CGAGGGCTAC 
GAAGGCGGGC 
CCCGGACGGA 
GTCCCGGTTA 
crTGCTGAAO 
CCATCCCGTG 
TTCCAAAGTG 
AACX3GCCTGC 
CCCATGCCAA 
AAGAAAOTCT 
GTCTTTGTGC 
TCTCCTCTCA 
AAGTTTTTCT 
TGCAGAAAAC 
CM3TGTCTA6 
ACGTTTCCTT 



TGGGACTGCA 
ATCCCCCGGG 
AGTCCAGCAA 
AAGCCCGTAT 
QACTCTAAOA 
GTGGACCAQC 
CTGGTCCX3CA 
CACQACAGTG 
OGAATACAAC 
TTTAGGAGAC 
CCTGAGCAGG 
AGATAAGTCC 
TCCTTTTGCT 
AGAACTTA6C 
A6GCCTGAAG 
CCTTCCCTTC 



CCA0GCCAG6 
ATAGCTACAG 
CCCTTCCTGG 
CTCCAGGCAC 
TCGCTATTAO 
AACCCTCCAG 
GAGTCAGCAA 
CCAAAAAtSTT 
TTTTCCCTGG 
CAOCOQTCCC 
GACGGGATAA 
CTGAOAATTA 
TTAATATACT 
CAAACCTAAG 
OAAGGQCIOA 
TTTCCTCTTT 



CCCAGAGGAA 
OSGGGACGCXS 
AGGGAAGGAC 
CATCACCTGT 
CATCAAGCAC 
GAGTGAGAT6 
CCGGGGCTTG 
GTGAGQTCTT 
AAACCACTAA 
CCGCCCTGCT 
CACCAGAAAG 
TTTTCAAQCA 
GAACACTTGG 
TAA6AGTCAT 
AGAACCftGAG 
CCTTTCCAGT 



GACAGCTCGA 
CTCTATGATC 
AAOGAGGAOA 
CXaVCTGCGAA 
CTGACCAACC 
CCCAGAACAA 
GCTGGGACCA 
CCAGG CCAAG 
AGTAAGTTTT 
CCyVGAGCGTG 
.AGGGATOCTA 
CTTTTTTCTT 
AAGTCACCTT 
GCCIGGATAT 
GAGATCTGCT 



GCAGCGGGAA 
TCTATGCTGA 
CQTCCTCCCT 
CACCAGGCAG 
TTCXMCTAG 
AAATCCCGGT 
CCATCAGAGC 
GTGGATGGGC 
6CTTTTCCTA 
GACCGAGGAG 
CACGGGGGTT 
TTTTACCTTT 
TACTTOCCTT 
TGQGATAAGC 
CTTCCAAGAC 



1620 

16B0 

1740 

1800 

1660 

1920 

IdBO 

2040 

2100 

2160 

2220 

2260 

2340 

2400 

2460 



31 
I 

EAGAGTGTXA 
DGKSSGPTGL 
SLASSSVAKS 
KAEAAEGRAP 
EEAGPSCDKH 
GPEPQEGAAR 
BKBQQBGVPN 
FGGKDNBBTS 
SR8ENFRTKI 



41 
I 

ADMDLHCDCA 
VRSRTHDGItA 
HSFFSIiLKKN 
GGGLILPGSL 
VP6PGKFALS 
VAAAIiETXW 
SDE6YWDSTT 
SLSRUCFVSP 
FVSKVLVRHV 



51 

AETPAABPPS 60 

EVLVI£SGRK 120 

GRSENGKG&P 180 

TASLECVKEE 240 

KKNPGWAYQ 300 

PETPKDTRCV 360 

PGPEEDSSSS 420 

GTITCPLRTP 480 

SHRGLAGTTX 540 



Seq ID KO: B51 Protein sequence 
Protein Accession «i XP_084965.1 

1 11 21 

I 1 i 

METSRSRGGG GAVSERGGAG ASVGVCRRKA 
GKIMKAAFKL PKKRKSGGTM PSIFGVKNKG 
EBPRGQGDSG OGGGGRPHPG PPRAAGPGGG 
VDASKAQGKQ KRGLRGLPSQ MRHHRKDKRA 
TPRAAREPEE PSQDAPRDPA GCGDIIADQE 
GGGEEMASPD BVDDTYIiQEF WDMLSQTEEQ 
EAAKDASSVK RRRLNRIPIE PHPKEEPKHP 
6KKA6IPRDS YSGDALYW^Y ADPDGSPATL 
GSliIiKDSKIP ISIKHLTNLP SSBPWHQQP 
FATAOmSAK KL 

Seq ID NO: B52 DNA sequence ^ ^ 

nucleic Add Accession «: P6ENBSH predicted 
Coding sequence i 1..2016 

1 11 " f f " 

rcoSGAQCCG CGGCGOOaOC COGGCTSTCA OCGAGCOCGO CGGAGCTQGC 
^SSaOgS GA00C06GGG CXXMOAOCGO BACCCTCGCG 
SS^S Scttc^tg TGACTGTGCC GCCGRAMGC (BGCCGCXBA gcogccgtcg 
^SS?^ CTTCMATTA TTCAAOAMk OOMAICGQa «a«C«TG 

S^TTT TTGGgSSa AAACftAAGOO OAOSGGAAAA OCTOOGIJrCC eWGGMCTG 
S^^^a OWCCCACGA CXSOACTTGCC CSAGGTGCTGe TeCreSiORQ CGG^GMG 
n>««^e^ OC^GOGGO OGRCAGCGGC GGGGGCGGCG GGGGGCGGCC GAACXXSaOO 
SgCGGGGGC TCCCTOGCa GCAGCTCQGT O0CC«GTCB 
^^SStcT TCtSciOCT QAA0WW3BAC GOKXK^ 

SwmSS ^SmGCXBO OBQCfMCM. MOCaBBBaC MCOOOOOCr «3rr^CGGC 
S^o^^ ^CGAMCA CAftGOGOGCC AAGGOGGftGG CCGOGGAGGG OCQOSCaOOC 
^^SS^ ^CTOoSc ACOGCOWJCC TOQAGTGOQT CAAGGMOM 

CC^=^ 

GGTGAOCCaS CAGGGGGA6A GGAGGTGOCC OCCCC06CCX3 ACCSCGOTC ^SC^QG^C 
?GC^A^ CAGAGGGOCT CX5CGCAC0CC GOOQACACCG GCGCCCGGGQ AOAGQACGCC 
GGCGCGCX3GA GCCGGGGCCC GGGGRGGTCC GCACGGCA6A GGAC6CTW 

SSSg^ ^ttcccgt aaagacggtc ccccttgtcg AcrccGAAGG oesmGCGQC 

CG6CCCCAGA CCCTGCCTCT GTOGATCCAC CCTCAGACCC GTCGGCAGAT 

Stgact tcactgaaaa gctttgactc tcttacaggc 
S^^gSa ttattgcaga ccaagaggaa gaggcrggtc ccagctgtga caagcatgtc 

2?^^ ^^^^ iUUSAACC^ 

ISSJJ atr IVGATGGCCAG CCCX3GACGA0 GTGGACGACA CCTATCTACA OOAOTTCIGG 
^S?^ CCOGJ^ OGC^ 

ari^QCTGCaC TGOAAACCAA GGTGGTGOOC OAGACCCCCA AAGACACCA6 GTGTGTCGAA 
^^^^^ aSoCTC GGTCAAGCGC AGGAGGCTCA ACCQGATTCC ^^t^AGCCC 
ScCCAA GCACCXX5GAG AAGGAGCAGC AGGAAGGOCT CCO©^ 
S?^^ SgACTC CACCAOGCCA GG0CCRGAG6 AAGACAGCTC 
A^AAGGCXSO GCATCCCCC30 G6ATAGCTAC AGOGGGGACG CGCTCTATOA TCTCTATGCT 

rSrr^am QAAerCCABC aacccttcct qoagggaagg acaaoqrgga gacgtcctcc 
SSS^ StctSSSc accatcacct gtccactgog aacaccaggc 

^SSSI S^C^ GATCCCTATT AGCATCAAGC ACCXGACCAA CCTTCC^ 
J^CATC^ TCGTGCACCA GCAACCCTCC AGGAGTGAGA TGCXX»GAAC W^AAATOCOT 
iGCTGGTCOG CAGAGTCAGC AACOGGGGCT TGGCIGGGAC CACCATCAGA 
OCAAOQGGCT QCXAOOACAO TGCSCAAAAAG TTCTGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
730 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 



Seq ID MO: BS3 Protein sequence 
Protein Accession 9 s PGEMBSH predicted 

1 11 ' 21 31 41 51 

METSRSRGGG GAVSERGGAG ASVGTCRRKA BAQA6TGTLA J^JJ^CA ^JJ^| 
GKINKAAPKL FKKRKSGGtM PSIFGVXHKG DGKSSGPTGL VRSRTHD^A BVL^^^ 
SrGG^ GGGGGRPNPG PPRAAGPGGG SLASSSVAKS BSPFSL^ Sl^^S 
^^GLFSO MRWBRKDKRA KAEAABSRAP OaGLII.PGSL TASI^CV^ 
T^M^^ PS^PRDPA 6BPAQ6BBVP APABRAPARS CRBABGLAHP GDfTGAHGEDA 

817 



60 
120 
180 
240 
300 
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AOHRRABPQP GEVRTAEDAS RTGAVPVKTV PLVDSBQGSO RAPAAPDPAS VDPPSDPSAD 360 

RICLMFSDVT SLKSPDSLTQ OSDIIADQBB BAOPSCDKHV POPGKPALaK KNPQWAYQG 420 

GG8KKASPDE VDDTYIiQBFW DMLSQTBEQa PBPQBGAAKV AAALBTKVVP BTPKDTRCVE 480 

AAKEASSVKR RRUTOIPIBP HPKEBPKHPB KBQQBQVPNS DEC3YHDSTTP GPEEDSSSSO 540 

5 KKAQIPRDSY SGDALYDLYA DPDGSPATIiP GOKDMEETSS LSRLKPVSPO TITCPLRTPO 600 

SLLKDSKIPI SIKHLTHLPS SHPWHQQPS RSBWBTKIP VSKVLVRRVS NFCIAGTTIR 660 
ATACHDSAKK Ii 

Seq 2D NO: B54 DNA sequence 
10 Nucleic Acid Accession fii NM_014138.1 
Coding sequence: 60.. 654 

1 11 21 31 41 51 

15 CTCCAGAOAC TTCCCAGOAA GGPTCCAGOGC CCTCTCAGCC TTOST ACTCA GAACAGCCOA 60 

TQATGGOCCT CAGTAACCTG AGCCCCGGTC CTC3GCCCCAG GCACGCOQTG CCTCTCCCAG 120 

AOOGGCTCCT CCOCCAGCOG TACAGAOAGG AGAAGACOCT GQAAGAGGQ6 OGGTGGGAOA 180 

GGCTGGAGTT CCTTCAQAGG AAOAAAGCAT TCCTGOGGCA TOTGAGOAGG AQAC3WXX3CX5 240 

ATCACATOGC CCCCTATGCT G TT GG GAGGG AAC0CA3AAT CTCCCCATTA GGT GACftG AA 300 

20 GTCAGAATCG ATTCCGATGT GAATGTCGAT ACTOCCAGAG CCACAGGCXS AATCTTTCTO 360 

GGATCXXrTGG GGAGAGTAAC AGGGCCCCAC ATCCCTCCTC CTGGGAOAOO CXOOTQCRGG 420 

GCCTCASTGG CTTOACTCTC AGCCTAGGCA CCAACCAGCC OQOGCCrCTG OCTGAAGOOG 480 

CACTCOOGC ACAGGAQACA GAGGAGAAGC OCCAGOGAGA GAGGCAGCAG GAGAGCAAAA 540 

TAAIOTTTCA GAGGCtGCTC AAGCAGTGGT TAGAGQAAAA CTGAGACGTG CA CCCCCAT G 600 

25 GGATGGAGAC CXMAAOGGAC TCAGACGGAG CCX3CCGTGTT GGCAGCGCCT GGGTOT^C 660 

CCaTTTTGGG GACCAAACAG CAAGCTGTGG TCGGATGAOT OCXAGOAOCT GTGTAOOGQO 720 

ACACOTGGGA GTCCTCCCAG CATOATGCTT GACTGACXXO A6GAAG6TCC TCATOTTTCO 780 

TGCXrCGTCAT TCT0G6ATGG CTOTGAGGCA TTCCTTGGCA AGGGACOCTG CQTACCAGCG 840 

GTCCTCACC3G CATCTCACAT QGCTCCTGTG ATGCATGTTG TOGCT TTCCC ACCCGGGATC 900 

30 TCCATCTCTC TTCCCTTCCT GCTGTCAGTA AGA6ATCACA TGTCTOTGTA GTGTOAATGC 960 

CTTGTCGCTG TCCTGTGCTT TTGCACCATT GAGrrOACTG CCTCTGAGAA GCAGCACTAO 1020 

GCCTGTTQAA ATGCAATGTG CTGCCCTGAO ATCCAGTTTC AAGAATGOGC AOGTAAAOGC 1080 

AGTOTGOOAA AGGAATOTOG AATGAGAACT TGOTGOTTCA CCOCIGTACT ATTTGTGTAA 1140 

AlCTTTAOGT ATOTQATAAG CTACATQTAT QTAAATGTTG CAATACCCCT AACAGTCGAG 1200 

35 TAGTAGTCTC CCTTACAGGA ATTTTTGACXS GGGTTCCTCA TCATCAATAC CAAATAAATA 1260 

TATCTAGGAA TGGAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 1320 

AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 1380 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAA 

40 Seq ID MOt B55 Protein sequence 
protein Accession «i HP_0S48S7.l 

1 11 21 31 41 51 

45 MMQLSNLSPG PGPSQAVPLP EGLLRQRYRE BKTIiEERRWB RLEFIiQRKKA PLRHVRHHHR 60 

DHMAPYAVGR EARISPLGDR SQNRFRCECai YOQSHRPNLS GIPGESNRAP HPSSWBTLVQ 120 
GLSGLTLSW TNQPGPLPEA ALQPQKTEEK RQRBRQQBSK IMFQRLLKQW LEBN 



Seq ZD NO: B56 DNA sequence 
50 Nucleic Acid Accession «i NM_000025.1 
Coding sequence! 198. .1424 

1 11 21 31 41 SI 

55 OCTACTCCTC CCCCAAGAGC GGTGGCACCXS AGGQAOTTGG GGTGGGGGGA GGC TGAGO GC 60 

TCTGGCTGGG ACAGCTAGAO AAGATGOCCC AGGCXGGGGA AGTOGCTCTC ATGGCITQCT 120 

GTCCCCTCCC CTQAGCCAGG TQATTTGGGA GACCCCCTCC TTCCTTCTTT CCCTACOGCC 180 

CCA0G00C3GA CCCGGGGATO GCTOOOTGGC CTCACGAQAA CAQCTCTCTT 6CCCCATGGC 240 

OSGAOCTCCC CAC0CTGGCX3 CCCAATACXXI CCAACACCAG TGGGCTGCCA GGGOTTCCXJT 300 

60 GGGAGGOGGC CCTAGOOGGO GCCCTGCTGG OGCTGGOGGT GCTGOCCACC OTGGQAGGCA 360 

ACCTGCTGGT CATCGTGGCC ATCOCCTGGA CrCCXSAOACT CCAGACCATG ACCAACJGTGT 420 

TCOTGACTTC GCTGGCCGCA GCOGAOCTGG TQATGGGACT CCTGGTGGTG COQCOGGOOG 480 

CCAOCTTQGC GCTGACTGGC CACTGGCCQT TGGGCGCCAC TGQCTGCGAO CTGTGGACCT 540 

GGGTGGA06T GCTGTOTGTO AGOGCCAGCA TOSAAACCCr GTGCGCCCTG 6CCGTGGACC 600 

65 OCTACCTCGC TGTCACCAAC COGCTGCGTT AOGGCGCACT GGTC ACCA AG CGCTOOGCCC 660 

QOACAGCTGT GGTCCTGGTG TGGGTCGT6T OGQCOGOGGT GTCGTTTGCX3 CCC3VTCAT6A 720 

GCCAGTGGTG GOGOGTAOGO 0C06A0GC00 AGGCGCAGOS CTGCCACTCC AAOOGGOGCT 780 

GCIOTGCCrP OSOCSOCMC ATGOCCTAOG TGCTOCTGTC CTCCTCCXSTC TCCTTCTACC 840 

TTCCTCTTCr CGTGATQCTC TTCGTCTA03 COOGGOTTTT OOTGGTGGCT ACGCX3CCAGC 900 

70 TGCX5CTTGCT GCGCGGGGAO CTGGQCOOCT TTCCGCCCGA GGAGTCTCOO COGGOGCOOT 960 

CGOGCTCTCT GGCCCCGGCC CCGGTGGGGA CGTGCGCTCC GCCaaAAGQG OTQC CCGOCT 1020 

6CGGCCGG0G GCC0GCX50GC CTCCTGCCTC TCOGGGAACA CCGGOCCCTG T0C3UX.TltS0 1080 

OTCTCATCAT GGGCACCITC ACTCTCTOCT OOXTOCCCTT CTTTCTGQCC AACGTGCTOC 1140 

GCGCCCTGGG 6GGCCCCTCT CXAOTCCOQG GCCOGGCTTT CCTTGCCCTO AACTGG CTAG 1200 

75 GTTATGCCAA TTCTGCCTTC AACCCGCTCA TCTACTGCCG CAGCCOGGAC TTTGGCAOCG 1260 

CCTTCCGCCG TCTTCTGTGC CGCTCOGQCC GT03CCTGOC TC0QGA600C TGOGC0600S 1320 

OOGQGOOGGC CClVnOCCC TCXSGGOSTTC CTGOGGCCOG GAGCAGOCCA 60QCAGOOCA 1380 

GGCTTTGOCA AOOGCTGQAC GGQGCTTCTT GGGQACTrrTC TTAGGCCTOA AOQACAAGAA 1440 

GCAACAACTC TGTTOATCAC AACCTOTGOA AAACCTCTGG CCTCTGTTCA GAATGAGTCC 1500 

80 CATOGQATTC CCCGGCTGTO ACACTCTACC CTCCAQAACC TGACGACTGG GCCAIOTOAC 1560 

CCAAGQAGGG ATCCTTACCA AOTGOOTTTT CACCATCCTC TT6CTCTCTG TCTQAO AOAT 1620 

GTTTTCTAAA CCCCAGCCTT OAACTTCACT CCTCCCTCAG T GQTAQTGTC CAOGTOCOGT 1680 

GQAGCAGCAO GCTtSGCOTO GTAGGGOCAC CCATCAC0C30 OCTTOCCTGT OC AOTCAO TQ 1740 

AGIGCTTAGO GCAAAGAOAG CTCCCCTQOT TCCATTOCTT CTGCCAOOCA AAOOCTGATO 1800 

818 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 



AGACCTTA6T 
AAGATTTGGG 
CTTTAQCCAT 
TTTTGGGAGC 
TTTGCAATCA 
GTTTGTTTTC 
CAGAGGCAGT 
AATGAAAAGT 
ACCCTTCCTG 
GGACTTGOAC 
GCATTTGTCC 
TGCGTGTGTG 
TCAAATGTCT 
TTCCCACTCA 
TTAC 



GTTCTCCAGa 
GTTTTATCTC 
GGAATGGCTC 
TCCAGGGTTC 
GATAAATAAA 
TTTTCATAAT 
AAATTAGGCC 
CTGTCTGGAC 
AAACTCTTGA 
AGAGGGCXXZA 
CCrCCATGCT 
TGTGT6TGTG 
TGTGTCATAA 
CCTTCCCCAG 



CTCTGTGGCG 
TGGTTCCCTT 
CGATCTACCT 
ATAAGAAGGT 
TATCACTGAA 
CCACTTACTC 
TAATCCTCAC 
GAAGGGGA6T 
AATCCAGTTG 
CAGGGG6AT6 
ATAATCCAGT 
TGTGTCTGGA 
ATATATTCTG 
CTACAAAAAT 



CSWSaCTGAGA 
ATTACTGCTC 
CACAGCAGTG 
GAACCATTAG 
TOCAGTTCAT 
CCTTCOCTTC 
TCTTTTCTTC 
GAGCTTGAGC 
CCATTGAGTA 
GGCTGGCTGT 
GGTGCCTTAC 
GGCACAGGCA 
ATGTTTCCCA 
CTGTATTATC 



GCAGCAGGGT 
TCAAGCAGTG 
TCAQAAGGAC 
AACA6ATGCC 

cxrrcGGCccA 

TACTCTQOGC 
CTAATCTTCA 
CTTTOATATC 
GCAAA6CCAC 
GGCCAGGTTT 
ATGGTGTGTG 
CAAAGCATTG 
GCCITTCCAC 
CTCTTAAAGT 



AGAAAAGACC 
GCCTCTCTCa 
TTCXSCCAGGG 
TTCTTTTCCT 
CTTTCCCTCC 
TGQCTTTTGA 
TCAAACAAAA 

TTGcrccccx: 

GCTCCCCACA 
AGGGCAGGGG 
TGTGTGTGTG 
CTTGGGTTGG 
AACCTCTACC 
AAAACTGGAG 



1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2S80 

2640 



Seq ID NO: BS7 Protein sequence 
Protein Acceseion #: NP_000Ol6.1 



1 
I 

MAFHPBENSS 
AIAMTPRUIT 
VTASZETIiCA 
GADAEAQRCH 
BLGRFPPBB8 
FTLCHLPFFIi 
CROGSRIiPPB 



11 

I 

LAPWPDIiPTL 
MTNVFVTSIiA 
LAVDRYIAVT 
SNPRCXAFAS 
PPAPSRSLAP 
ANVLRALGGP 
PCAAARPALF 



21 
I 

APHTANTSGIi 
AADLVMGLLV 
NPLRYGALVT 
NMPWLIiSSS 
APVQTCAPPE 
SLVPGPAFLA 



31 

I 

PGVPHEAALA 
VPPAATLALT 
KRCARTAWL 
VSPYLPIiLVM 
GVPACGRRPA 
XJIWLGYANSA 
PAQPRIiCQRIi 



41 
I 

GALLAIiAVLA 
GHHPIiGATGC 
VWWSAAVSF 
LFVYARVFW 
m,LPLREHRA 
FNPLIYCRSP 
D6ASWGVS 



51 

TVGGNLLVrV 60 

ELMTSVDVLC 120 

APIMSQWHRV 180 

ATRQIiRLLRG 240 

LCTLGLIMGT 300 

DFRSAFRRIiIi 360 



8eq ID M0» B58 DMA sequence 

H^leic Add Accession #: KM_032S53.1 

Coding sequences 3 7.. 1038 



CACCATTAGG 
AGGCCAGATG 
ATTCTTGTGC 
AAAGAAACAA 
GTTCTTTCCT 
GGTCTCTGCA 
TTGGTCTGCA 
TGCAAACAGA 
TGTGTACTCT 
TTTGTGGATC 
GGGGAGTTGA 
GTTTTATCAC 
TT6AAGATGA 
AGTTTTCCTT 
GTGATTCTAA 
CCRGTCATAT 
GATGACAGCA 
ACACCTGAAT 
CAGAACATAT 
AGrrClQCTC 
GCATTACXSAT 



11 

CAAAGATAGT 
GA6ACAATAC 
CAGGTCTCAT 
AACGAGCTGT 
TGCCACTGAG 
TGTTCTGTTT 
TCAGTGTGCG 
AATATGACCT 
TTCCACTCCT 
TTCCTACCAG 
TTGGGTTTGT 
TGCAAGATAA 
TTCTAACXrrQ 
TAGATTTCCT 
TATTTCATTC 
ACTACTTTTC 
TCCAACTCCA 
TATGCTAAAA 
CT6CAATACC 
TATCTTACTQ 
CCACQATTAT 



21 



31 



41 



TTCTCTAGAG 
AGATTTTCGA 
AGGOAATATA 
GATATTTATG 
GATCTTCTAC 
CTACCTGAAG 
AOGATTTTGG 
GTACATCAGC 
CAGAACCAGT 
GAATGTCAAC 
AACTCCGCTT 
ATATCCCATG 
IGCAflGGQTA 
GGT6AAGTCC 
TGTGGCATTG 
GACTAATGAG 
TGCAAAATCC 
CAAAAAACCA 
CAM3CCACA0 
CTATCGGQAA 
TGATGTT6AC 



AGAATCATGC 
TACTTTATTT 
TTAGCCCTGT 
ATAAACTTAfl 
TACTTGAATC 
TATGTCAACA 
TTTCTCATGT 
ATTGGTGGCT 
GATQATAOCT 
CTGGCCC3Myr 
CTGATTGTCC 
GCCCAAGATC 
TTCCTAATTT 
AATGAAATTA 
TGTCTTGCTA 
TTCCGAAGAC 
TTTGTGAGTA 
AACIGAAT6T 
aOAA GAACTT 
TTCACTTCTT 
ATGTCCATGT 



CTGCTAATTA 
ATGCAGTGAC 
GQGTATTCTA 
CCATTGCTGA 
ATGACTGGCC 
TGTATGCAAG 
ACCCCTTTCO 
GGCT6ATCAT 
CTGGCAATA6 
CCGTTGTTAT 
TATATTGTAC 
TTGGAGAGAA 
GCTTTGCACX: 
AAAGCTGCCT 
QTCTGAATTC 
GGCTTTCAAG 
ACCATACA6C 
GACCTGAAAT 
GCAAAACAAC 
CAAAGCAG6A 
AGCAATTTTT 



51 
1 

CACGTGTAC3C 
ATACACTGTC 
TGGTTATATO 
CTTACTACAA 
ATTTGGGCCT 
CATCTACtTC 
CTTCGATGAC 
CTGCCTTGCC 
GACCAAATGC 
GATGAGCA-rr 
CTQGAAOAOG 
ACA6AAAGCC 
TTATCATTTC 
AGCCAGAAGG 
ATGTCTTGAC 
ACAA0ATTT6 
TTCCACCATG 
GCAAGTACAT 
ACaUSCTTTTC 
CCTATTTGGA 
CTTCAAGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 



Seq ID NOi B59 Protein sequence 
Protein Accession «i NP_115942.1 

1 11 " 

I 1 I 

KPAmrrciRP dgdntdpryp iyavtytvil 

LAIADLLOVL SliPLRIWYIi HHDHPPGPGL 
MYPPRFHDCK QKYDLYISIA GWLIICLACV 
QSWMMTIGB LIGFVTPLLI VLYCTWKTVL 
ICFAPYHFSF PUDFLVKSNE IKSCLARRVI 
RRLSRQDIiHD SIQIfiAKSPV SMHTASnCTP 



31 41 51 

I I I 

VPGLIGNILA LWVFYGYMKE TKRAVIFMIM 
OflPCFYLKYV NMYASIYFLV CISVRRFWPL 
LFPLURTSDD TSGHRTKCFV DLPTRNVNLA 
SLQOKYPKAQ DUSEKQKALK HIbTGACJVFI. 
LIFHSVALOi ASIiHSCLDPV lYYFSmBFR 
EZiC 



60 
120 
180 
240 
300 



Seq ID NO: B60 DMA sequence 

nucleic Acid Accession «i CAT cluster 



80 



1 
I 

GATTCGGATT 
CCCGAGGGTT 
TCATATATAA 
TACAXTTTAA 
AA6AGTG6AC 
CCCTTTTTAT 
TCTAATTATT 
TGCCTCCAG6 
AATTTTCXCA 
TTOCACQATT 



11 
I 

TTAATCCGAC 
AGACATTTAA 
TTAATTTTCA 
GGAATTTATA 
TTGGTATCC3G 
TTTCATCTTC 
TAGAACACTG 
TG06AGTTTA 
ATTOGAAAAC 
ATTTCCTGTC 



21 

i 

TCACTATAGG 
CTTGAGTCTT 
TCTGGGCATA 
CATTTGCATC 
TCTGATTATA 
TCTTTCTCTA 
7CTC06AGIA 
TGIGTGTTTA 
TATTTTOCTT 
CTTGGTCTTTT 



31 
I 

GAATTTTGGC 
TTCATATCAC 
TATTTOCAGA 
TGAAATTGTA 
TTTTCTTTGT 
GTGTTTATAA 
TGTGTTTATT 
TOTTTOCTAT 
CAGCACTCAO 
CXSTGTTCrTA 



41 

1 

CCTOGA GGCC 
GGTATGCTTT 
TTAGAAATCA 
TTCATTATCr 
TGGTAAAGAG 
TCTTATTTTT 
TGG6TTTGTG 
TT6AGGTT6G 
AAATTTTTAT 
AOCTAGAATT 



51 
I 

AAGAATTGGG 
TATTTTACCC 
TTTCTTTTCA 
TCTAGAAACC 
CCTCTTTTTT 
ATGAATGTAG 
TTTTGAACAT 
ACACTTAGAA 
CAA AGATTAT 
CAKTTGTTTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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ATGTTAGACC 
ATATCTTTTQ 
AAAACTHCAT 
GATATATTCA 
TQTQAACTQT 
TTTCTTTAAA 
ATTCATAAGO 
GAATIUkATAA 



TTACACATCT 
GACTATTGTG 
TTTCAAATTT 
TTTTGA6GAT 
GGGATTTCTT 
TTATCTCTTC 
0G06CTTTCC 
GCTAATTTGA 



TCAATGTATC 
TGAAAGCAAT 
AATACACACA 
TTCTTTAAGT 
QAAACTTTTT 
CTTCAOAATT 
TTGAATACCA 
AAAAAAAAAA 



ATATATATTT 
AAATGTATAT 

AATTGTGCAT 
GTTATITTAA 
GAAAACTCTC 
A C TTTTOT G T 
GATAACTCIG 



CACTCATATT 
TACTTTAAAA 
ACCCACACAC 
AAATAATCAT 
ATTAGTCTGT 
TTTGAATTTG 
AOmCCTQT 



ATTTATTGTC 660 

AAAAAAAAAA 720 

ATATACCACA 780 

ATTCTTATTT 840 

tfr m 'ityr oG 900 

AOTCTTTGCC 960 

TGATATTTAA 1020 



Seq ID KO: B61 DMA sequence 

Nucleic Acid Accession tfs NM_014522.1 

Coding sequence: 846.. 3911 

1 11 21 31 41 51 

CTGeTOGTCC ioTACCTCCA AAGATATGQA ATACACTCCT QAAATATCCT GAAAACTTTT 
TTTTTTCAGA ATCCTTTAAT AAGCAOTTAT GTCAATCTGA AAGrTGCTTA CTTOTACTTT 
ATATTAATAO CTATTCTTOT TTTTCTTATC CAAAGAAAAA TCCTCTAATC (XCTTTTCAC 
ATCATAGrrO TTACCATGTT TAGGCATTA6 TCACATCAAC CCCTCTCCTC TCCCAAACTT 
CTCTTCTTCA AATCAAACTT TATTAGTCCC TCCTTTATAA TGATTCCTTG CCTC3STTTTA 
TCCAGATCAA TTTTTTTTCA CTTTGATQCC CAOAGCTGAA GAAATGOACT ACTGXATAAA 
TTATTCATTG CCAAGAGAAT AATTGCATTT TAAACCCATA TTATAACAAA GAATAATGAT 
TATATTTTGI GATTTOTAAC AAATACXXTTT TATTTTCCCT TAACTATTGA ATTAAATATT 
TTAATTATTT GTATTCTCTT TAACTATCTT GGTATATTAA AGTATTATCT TTTATATATT 
TATCAATGGT GGACACTTTT ATAGGTACTC TGTGTCATTT TTQATACIGT AGOTATCTTA 
TTTCATTTAT CITTATTCTT AATGTAOGAA TTCATAATAT TTQAT TCAG A ACRAATTTAT 
CACTAATTAA CAGAGTGTCA ATTATGCTAA CATCTCATTT ACTGATTTTA ATTTAAA ACA 

tfrmmiiA acatgcatgt ttagogttgg cttcttaata atttcttctt cctcttctct 

CTCTCCTCTT CTTTTQGTCA OTGTTGTGOG GGTTAATACA ACAAACTGTA AC3U«STGTAC 
CTGGTATOGA CTTGTTGTCC OGGACGTACA TTTTOGCGGT OCTGCTAGCA TGOOTGGTGT 
TCCACTCTGG CGCCCAGGAG AAAAACTACA CCATCCGAGA AGAAATGCCA GAA A AO QTCC 
TGATAGGCX5A CTTGTTGAAA GACCTTAACT TGTCGCTGAT TCCAAACAAO TCCTTGACAA 
CTOCTATGCA GTTCAAGCTA GTGTACAAGA CCGGAGATGT GCCACTQATT CGAATTGAAG 
AGOATACTOG TOAGATCTTC ACTACTGGOS CTCQCATTGA TOGTG AGAAA TTATGTGCTG 
GTATCCCAAG GGATOAGCAT TGCTTTTATO AAGTGGAGGT TGCCATTTTG CCGQATGAAA 
TATTTAGACT GGTTAAQATA CGTTTTCTCA TAGAAGATAT AAATGATAAT OCAOCATTGT 
TCOCAGCAAC AGTTATCAAC ATATCAATTC CAQAQAACTC GGCTATAAAC TCTAAATATA 
CTCTCCCRGC GGCTGTTGAT CCTGA0GTA3 GAATAAACGQ A6TTCAAAAC TAOQAACTAA 
TTAAGAGTCA AAACATTTTT OGCCTOGATG TCATTGAAAC ACCAGAAGQA GACAAGATGC 
CACAACTGAT TGTTCAAAAG GAGTTAGATA GGGAAQA6AA GGAT ACCTA C GTQATGAAAQ 
TAAAOOTTGA AGATGGTGGC TTTCCTCAAA GATCXaOTAC TGCTATTTTG CRAOTGAOTO 
TTACTGATAC AAATQACAAC CACXXAQTCT TTAAGGAGAC AGAQATTGAA GTCAOTATAC 
CRGAAAATGC TCCIGTAGOC ACTTCAOTGA CACAlGCTCCA T6CCACAGAT GCTGACATAG 
GTGAAAATGC CAAGATCCAC TTCTCTTTCA GCAATCIAOT CTCCAACATT GOCAGGAGAT 
TATTTCACCT CAATGCCACC ACTGGACTTA TCACAATCAA AGAACCACTG GATAGGGAAG 
AAACACC3UUI CCACAAGTTA CTGGTTTTGG CAAGTGATGQ TGGATTGATQ CCAGCAAGAG 
CAATOGTGCT GGTAAATOTT ACAQATOTCA ATGATAATGT OCCATCCATT QACATAAGAT 
ACATOQTCAA TCCTQTCAAT QACACaM3TTO TPCTTTCAOA AAATATTCCA CTCAACACCA 
AAATTGCTCT CATAACTGIG AOGQATAAOG ATGCOGACCA TAATGGCAGG GTOACATQCT 
TCACAGATCA TGAAATCCCT TTCAQATTAA GGCCAGTATT CAGTAATCAG TTCCTCCPGQ 
AQACTGCAGC ATATCTTGAC TATGAGTCCA CAAAAGAATA TOCCATTAAA TTACTGGCTG 
CftGATOCTGG CAAACCTCCT TTGAATCAOT CAGCAATGCT CTTCATCAAA GTGAAAGATQ 
AAAATGAC»A TOCTOCAGTT TTCACOOVOT CTTTOGTAAC TGTTTCTATT CXTTGAOAATA 
ACTCTCCTGG CATCCAOTTO ACGAAAOTAA GTGCAATGQA TGCAGA CAGT GGGCCTAATG 
CTAAGATCAA TTACCTGCTA OGCCCTGATG CTCCACCT6A ATTCAGCCTO QATTGTOSTA 
CS^GGCATCCT GACTGTAGTG AAGAAACTAQ ATAGAGAAAA AQAGGATAAA TATTTATTCA 
CAATTCTGGC AAAftGATAAC GGOOTACCAC CCTTAACCAG C3UVXGTCACA aTCTTTGTAA 
GCATTATTGA TCAOAATGAC AATAGCCCRO TTTTCRCTCA CAATGAATAC AACTTCTATG 
TCCCAGAAAA CCTTOTUVGG CATGOTACAO TAGQACTAAT ttCTGTAACT GATCCTGATT 
ATGGAGACAA TTCTGCAGTT ACGCTCTCCA TTTTAGATGA GAATGATGAC TTCACCATTO 
ATTCACAAAC TGOTOTCATC CGACCSAATA TTTCATTTGA TAGAGAAAAA CAAGAATCTT 

ACAcrrrcTA tgtaaaggct gaggatggtg qtagaotatc acgttcttca agtgccaaao 

TAAOCATAAA TGTGGTTGAT GICAATOACA ACAAACCA6T TTTCATTGTC C3CTCCTTCCA 

AcrerrcTTA tgaattggtt ctacogtcca ctaatccago cacaqtggtc tttcaggtaa 

TTOCTGTTOA CAATGACACT GGCATGAATG CAGAQQTTOO TTACAGCATT GTAGGAGGAA 
ACACAAGA6A TCTGTTTGCA ATCGACCAAG AAACAOGCAA CATAACATTQ ATGGAGAAAT 
OTGATOTTAC AGACCTTOOT TTACACAGAG TGTTGGTCAA AGCTAATGAC TTAGGACAGC 
CIGATTCTCT CrTCAfiXOTT OTAATTOTCA ATCTOrrOQT aAATGAGTOO GTGACCAATQ 
CTACACTGAT TAATGAACTO GT6CGCAAAA GCACTGAAOC ACCAGTGACC CCAAATACTG 
AGATAGCTGA TGTATCCTCA CCAACTAOTO ACTATOTCAA GATCCTGGTT GCAGCTGTTO 
CTX3GCACCAT AACTOTOGTT GTAOTTATTT TCATCACTGC TGTAGTAAQA TOT06CCAG0 
CACCACACCT TAAGQCTGCT CAGAAAAACA AGCAGAATTC TOAATOOGCT ACCCCAAACC 
CA6AAAACAO OCAGATGATA ATGATGAAGA AAAAGAAAAA GAAGAAQAAG CATT CCCCTA 
AaAACrroCT GCTTAATTTT GTCACTATTO AAOAAACTAA 6GCAGATGAT QTTGACAQTO 
ATCGAAACAG AQTCAC3VCTA GACCTTCCTA TTGATCTAQA AGAGCAAACS^ ATGGGAAAGT 
ACAATTGGGT AACTACACCT ACTACTTTCA AGCCGGACAG COCTGATTTG GCCCGACACt 
ACAAATCTQC CTCTCC3VCA0 CCTGCCTTCC • AAATTCAGCC TGAAACTCCC CTGAATTCGA 
AOCACXavCAT CATCCAAGAA CT Q CCICT0 3 ATAACACCTT TGTGOCCTQT GACTCTATCT 
CCAA6TQTTC CTCAAGCAGT TCAGATCOCT ACAGCGTTTC TQACTGTGGC T ATCCAG TGA 

OGAOCrroOA OOTACXrrcTG tcoctacaca ccaqaccgot aogtat ccaa gtttctaaca 

CAACTTTCTA ACTATTTTTT TATTATTATT TTCAGTTGAT GTAGAACTTT ACAAAATCTA 
TTGACrrCAA AGAGGGATCA AAACAATCAT ATTCTACAGA TGTACCCAAT AGATATATOO 
ATTCAAITAA GTTTGOTAGA AGATGAGAAC AAAATAACTA CTGATTTAGG AAAATTGQAT 
OCAGAATAAT AATTATAOTA OOOOCAATTT TOTCTOTAGA TOGCAGTATO ACAATTCTTO 

820 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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720 
780 
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900 
960 
1020 
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ISOO 
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3820 
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3060 
3120 
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3780 
3640 
3900 
3960 
4020 
4080 
4140 
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PCT/US02/36810 



CTAGAGAATA TATTGAAAAA AACTTCAACA CAAAGGQTTO 
TTGTGTGCAT GAQGATCAGA ATAGTCTQGG CTAGATACAT 
TCTGATAAAT AGCTCTAAAT ACTAATGATA TTGAGAAOOC 
TGTQGCTGTT CACAGAAATT CAGCACCAAG TTATTCCCCC 
GGTOCXCATA AAGAAAAGTG TCGTTTTCAG ATTAGGAACT 
AAATCTACA6 TCACRCAATA TAACSU^GAAT GGGATTAGAA 
TCATCTTTAA GCCAOAOAAT GAAATATATA T6AGGTCTCT 
GCATATTTAT GCAAG6TATT TTQAGCCCTT CRGAAGACAT 



TAGCACTGTC 
CACATTAAAG 
TAGCTTCACT 
CATACTCTAC 
CAAAATTATT 
AAATGAAAGC 
G6ATAGCTAT 
TCT 



CTCAGTACCA 4200 

CTTTTCAGAA 4260 

TGGGAAAATC 4320 

CAGGCCTTCA 4380 

TTGGTGCATC 4440 

CTACTCATTC 4500 

TTAAATATTT 4560 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Seq ID NO: B62 Protein eeguence 
Protein Accession #: 1IP_055337.1 



11 
1 

AVUiACWFH 
DVFLIRIEEO 
DINDNAPIiFP 
ETPEGDKMPQ 
ETEIEVSIPE 
IKEFLDREET 

SENiPiitrna 

EYAIKLLAAD 
KDADSGPNAK 
TSNVTVPVSI 
DEMDDFTIDS 
PVFIVPPSNC 
GNITLKEKCD 
EAPVTPHTEl 
NSEHATPKP& 
LEEQflMGKYN 
TFVACDSISK 



MDLLSGTYIP 
MQPKIiVYKTG 
RLVKIRPIiIE 
SQNIFGLDVI 
DTNDNHPVFK 
BLHATT6LIT 
VNPVNDTWL 
AAYLDYESTK 
PGlQIiTKVSA 
LAKDNGVPPL 
DNSAVTLSIL 
IHWDViroilK 
RDLFAIDQET 
LINEIiVRKST 
HLKAAQKHKQ 
NRVTLDLPID 
HXXQELPLDH 
F 



Seq ID N0» B63 DNA sequence 

Nucleic Acid Accession #: XM_0S9180.2 

Coding sequence: 276.. 3740 



21 

I 

SGAQEKHm 
TGEIFTTGAR 
ATVINISIPE 
LIVQKELDRE 
NAPVGTSVTQ 
PNHKLLVLAS 
ALITVTDKDA 
AGKPPLNQSA 
INYLLGPDAP 
IDC2NDNSPVF 
QTGVIRPMIS 
SYELVLPSTN 
VTDLGLHRVIt 
ADVSSPTSDY 
NRQMIMMKKK 
WVTTPTTPKP 



31 
I 

REEMPENVLI 
IDREKLCAOl 
NSAIHSKYTL 
EKDTyVMKVK 
LRATDADIGB 
DGGLMPARAM 
DHNGRVTCFT 
MLFIKVXDEN 
FBFSLDCRTG 
THNBYNFYVP 
PDREKQESYT 
PGTWFQVIA 
VKAMDLGQPD 
VKILVAAVAG 



DSPDIARKYK 
VSDCOYPVTT 



41 

I 

GDLLKDLNLS 
PRDEHCFVBV 
PAAVDPDVGI 
VEDG6FFQRS 
NAKIHFSPSN 
VLVNVTDVND 
DHEIPFRLRP 
DNAPVFTQSF 
MLTVVKKU3R 
ENLPRHGTVG 
PWKAEDGGR 
VDNDTGMNAE 
SLPSWIVNL 
TITWWIPI 
IjLLNFVTIEE 
SASPQPAFQI 
FEVFVSVHTR 



SI 
I 

LIPNKSLTTA 
EVAILPDEIP 
NGVQMYELIK 
STAlIiQVSVT 
LVSNIARRLF 
NVPSIDIRYI 
VFSNQFLLET 
VTVSIPENNS 
EKEDKYIiFTI 
LITVTDPDYG 
VSRSSSAKVT 
VRYSIVGGNT 
FVNESVTOAT 
TAWRCRQAP 
TKADD\7DSDQ 
QPETPLNSKH 
PVGIQVSNTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 



51 



i IX 21 31 |1 J 

GCGGCG6CCG CGGAGTATCC IGGAGCTGCA GACAGTGCGG GCCTOOQCOC ^TCCOQOCT 
GTCCTCGCCX3 CGACCCCTCC TCAGCCCTGG GOGCQCGCAC GCTGGGGCCC COCGQGGCTO 
GCCGCCTAGC QAGCCTGCCQ GTCGACCCCA GCX^GCGCAG CGAC^GGGOS CTGCCTCGCC 
SS^romS TOGAAGTGC3G CTTCTCIGAA GTAGCTTTGG AAAGTAGAGA AGAAAATCCA 
$S^aSc TGGACAfiCTG AATAAATGCA GTATCTAAAT AT^GAGG 
aSgCAATGC ^GGCTTTC TOTGCTAAAA TGAGGAGCrC CAAGAAGACT ^GGT^ACC 

^^^SccS tcSccaggg gtggaagtga tcttctatct gtcggacagg gmcccctcc 
tcStac acagcagagg aactgtgcat cagggctgca cwsgc^ 
^^?Sctcc tSttScac aacctctttg cccxgtatqa ogagaacacc aagctctggt 

A^CCAAA TCGCACCATC ACCfiTTQATO ACAAGATGTC CCTCCX3GCTC CACTAC0G6A 
?^55Sa tScACCAAT TOGCA-TCGAA CCAACX5ACAA TGAGCAGTCA GTGTGGQGTC 

^aagSa aatggctacg agaaaaaaaa gattocagat ooac^ 

TCCTTGATOC CAQCTCACTQ GAGTATCTGT TTGCTCAGGG ACAGTATGAT TTGGT^AAT 

SSgoctcc tmtosagac cccaagaccg agcrggatgg acatgatatt gagaacgagt 

^S?^ SS^O^ GCCATCTCAC ACTATGCCAT GATGAAGAAG ATGCAGTTOC 

SaS?? agctacaagc gatatattcc JSiiiiSSTI? i^SJS 

TOGACAGAG GAACCTTCTC ACCAGGATGC GGAIAAATAA TGTTTTCAAG ^""^^ 

I^Sa^taa caacaagacc atttgtgaca gcagcgtgtc cacgcatgac ctgaaogtca 
SSsStggc taccttggaa actttgacaa aacattacgg tgctqaaata tttgaqactt 
SSSS Stgaga tgaattggtt tcattcgaat gaoggtgg^ 
SSttctcta ctacgaagtg atggtgactg ggaatcttgg aatccagtgg aggcataaac 

S^?^ AAGGAAAAAA ATAAACIGAA OCG^AAAAA CTOG^ 

amaSagaa ggatgaggag aaaaacaaqa tccgggaaoa gtgoaacaat ttwcttact 

CACTUS GTAATAAAGG AGTCTGTGGT CAGCATTAAC M^CAGGACA 
IS^AAT ^AACTGAAO CTCTCTTCCC AOGAGGAGGC CTTGXCCTTT GTCT<XCTGG 
T^^gSa CTTCCGGCTC AC3«3CAGAT0 CCCATCATTA CCTCTGCACC QACGTGGCa 
C^^S C^CAAC ATACAGAATG GCTGTCATQG JSSJ^ t^ISS 
CCATCAATAA ATTGCGGCAA GAAGGAAGCG AGGAGGGGAT 6TA0GXGCTG ASGTOGAGCT 
^S^CTT TGACAACATC CTCATGACCG TCACCTGCIT TGAGAAGTCT QAGCAGOTGC 

SSSottc AAGAACTTTC AGATOGAGGT GCAGAAGGGC cgctacagtc 

^SotStc ggacggcagc ttcxx:cagcx tqqgagacct owdgago^c ct^J^ 

^SgOG CACX3GATAAC ATCAGCTTCA TQCTAAAACO OGCIGCaG CCCM^GCCCC 
GftBASTCTC CAACCTGCTG CTGGCTACTA AGAAAGCCCA GOAOrGGCAO COCJQTCTACC 
^^S^ ^Sg^tS GATOGGATCC TCAAGAAGGA TCTGGTGCAG ggogagca^ 
^SSgO CAOGAGAACA CACATCTATT CTGGGACCCr GATGGATTAC AAGGATGAOG 
AAfiSACTTC TGAAGAGAAG AAGATAAAAG TGATCCTCAA AGTCTTAGAC CCCAGCCACA 
TTCGAGGCAfi CCAfiCATGAT GAOACAGGTC JOC^ 
^rCGTOTA CCTCTAIGGC QTCTOTGTCC QCGAOyiGGA GMXtO^ ^^^^^r 
iiSlGGAAGG GGGTCCTCTG GATCTCTTCA TGCACOGGAA AAGOGATGTC CT^CCACAC 
Si^ftSr CAAAGTTGCC AAACAGCTGG CCAGTGCCCT GAGCTACTTG QAKATAAAG 
ACCTGGTCCA TGGAAATGTC TGTACTAAAA AOCTCCTCCT GGCCC6T6M 0^^!^°^ 
^GTGTGG CCCATTCATC AAGCTCAGTC ACOCCGGCMP CCCCATTACG GTGCTGTCTA 
GGCAA6AATG CATTGAACGA ATCCCATGGA TTCCTCCTGA QTOTOrTGAG SACTCOAGA 
AOCTGAGICT GGCTGCIGAC AAGTGQAflCT TTOQAAOCaC GCTCTGGGAA ^^0™^ 
ATGGOQAOAT CCCCTXQAAA QACAAGACQC TGATTGAGAA AGAGAGATTC TATGAAAGOC 

821 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 



GU'fUCAOGGC 
ACTATQ2VCQC 
AAOAOCAOAA 
ATTTTQAAAA 
TTGA6CTCTG 
CTCTGAAGCC 
TAAGGMICCT 
GAAAT06TAT 
CAAAGAATAA 
AGGGQATGGA 
TCCTTOTTGA 
AAACCGATAA 
CTCCAGAATG 
TCACTCTOCA 
TGAAAATGAT 
AAGAA06AAA 
GGAAATGCTG 
TTQAAGCACT 
CTTCTCCTGC 
TTCTGTCCAA 
TA6TGCTTAA 
ATAATC3ACAA 
CACCATTTCA 
ACGAQGAGTT 
TGAAATGTTT 
AATTTCAGTA 
ATATATTGTT 
TCrcCAGTOG 
TGGTTCTACA 
ACTAAGCCTG 
ACCTGGATGC 
CCACTTTOGG 
ACCACATACG 
GATCCCTGTT 
AGGCACTATG 
AATCAAAAAT 
CTGAAAATCT 
GAGCCCAAAT 
AGCCTACATC 
CTCTTTATAC 



AGTGACACCA 
CAATCAGAOQ 
TCCAGATATT 
GCGCTTCCTA 
CAGGTATGAC 
TGAGAGTOGA 
CTATCATGAO 
TAAGCTCATC 
GAACAAAATA 
CTATTTGGGT 
GAGTGAACAC 
GGAGTATTAC 
TTTAATGCAA 
TGAGCTOCTQ 
AOGCCCAACC 
A06CCTGCC6 
GGAATTOCAA 
TTTAAAATAA 
AACAAATGCC 
AAAGTCACTO 
TATGTGTAAO 
CCAAAATATT 
TCTGGCTAGT 
GACCAAAATA 
TGCTGGCACA 
TCTATACAQT 
TCTGTACAAA 
CTTAGCTCCT 
TGGGGGGATA 
TGCCAGTGCT 
TATTACAGAT 
GCAAOCTATT 
CTGCACTGTT 
TTTACCATCA 
GACTTCAGGA 
GTTTAGTCAT 
TTTTGTTATG 
TCAQGATTGG 
ACCAAGGTCT 
AAATAAATAT 



TCATQTAAGO 
CLTI T CTiUJ 
OTTTCAGAAA 
AAGAOGATCC 
CCOGAAGOGG 
qOTA ACCAC A 
AACATTQTQA 
ATGGAATTTC 
AACCTCAAAC 
TCTOQGCAAT 
CAAGTGAAAA 
A0CGTCAA60 
TCTAAATTTT 
ACTTACTGTQ 
CATGGOCAGA 
TGCCCACCTA 
CCATCCAATC 
GAAGCATGAA 
CAAGTCATTT 
AACTCATACT 
GACTTCCTCT 
TGAAAGCACT 
TCACCATCAC 
ATATCTGAAO 
TTAATCATAG 
ACTAGACCAT 
AATGACTOTA 

G r r cLTriia a 

GCTGTGGAAT 
TTCCTAA6CA 
aCTTTTAAOA 
CCAGCACTGO 
CTTAGAGGGT 
ATCATCACCC 
TCCACTAGAC 
TGATTCAATG 
CTQTTTAOTA 
TTCAGTGGCA 
CTGTGTCAAA 
ACTAAAGACT 



AGCTOQCTGA 
GA6CCATCAT 
AAAAACCAGC 
GTGACTTGGG 
ACAATACAG6 
TAGCTQATCT 
AOTACAAAGG 
TGCCTTCGGG 
A6CAGCTAAA 
A0GTTCAC06 
TTGGAGACTT 
AT6ACGQGGA 
ATATTGOCTC 
ATTCA6ATTC 
TGACAGTCAC 
ACTGTOCAGA 
6GACAAGCTT 
TAACATTTAA 
TTTAAAAATT 
TCAGTACATA 
TTAAATTTG6 
TAAGCACTCC 
AACTQCATTA 
ATGATTGCTT 
ATAAAGAAAG 
GCATTCTTAA 
TTCTCTCACC 
6TGATCACTA 

AGATAArrra 

GTATAGCTTT 
AACG TCAATG 
TTTTGAATGC 
TTCCATACTT 
TQTGGTGCAA 
AGTTTTCAGT 
TQ AAOGATT A 
TTG6TTTGAT 
GCAAT6AAGT 
CCTGTGGCCA 
TT 



CCTCATGACC 
GAGAGACATT 

AACTGAAOTG 
AGAGG6CCAC 
G6AGCAGGTG 
6AAAAAGGAA 
AATCTGCACA 
AAGCCTTAAO 
ATATGCOGTT 
GGACTTGGCA 
GGGTTTAACC 
CAQCCCTGTG 
T6A0GTCTGG 
TAGTCCCATG 
AAOACTTGTG 
TQAGOTTTAT 
TCAGAACCTT 
ATTCXACAGA 
TCTAATGAAA 
TACATGTATA 
TACCAGTAAC 
TCCTTOTGGA 
CCAAAAGGGG 
TTCCCTGCTG 
ATTGATGGAC 
AATATTAGAT 
AGTAGQACTT 
GCACCCATTT 
CTGCATQTTA 
AATCAG AACT 
TATATCCTTT 
T6TAT6CAAC 
ACCACCGATC 
CACTTGAAAG 
TTGCTTGGAG 
OQGTCTTTAT 
ATTQTTACTT 
TGGCA'mAA 
CTCTATATGC 



G6CT6CATQA 
AATAAGCTTO 

GACCCCACAC 
TTTGGGAAGG 
GCTQTTAAAT 
AT06A0ATCT 
QAAOAOGGAO 
GAATATCTTC 
CAGATTTGTA 
6CAAGAAAT0 
AAAGCAATTG 
TTTTGGTATO 
TCTTTTGGAG 
GCTTTGTTCC 
AATAOGTTAA 
CAACTTATGA 
ATTGAAOGAT 
TTATCAAGTC 
QAAGTTTGTG 
AG6CACACT0 
TTASTGACAC 
AAGAATATAC 
ATTTTTGAAA 
CCAGCTGATC 
TTAGCCCTCA 
AGGAGGTA6T 
AAACTTTGTT 
TTGAGAAA6C 
ATTCTCAAGA 
CATTCCCAGA 
TATAACrCIA 
CAGTCTGAAT 
TACAAGGGTT 
ACCCGGCTAG 
GTAGCTGGGT 
QACCA ACAGT 
TTCACCTGTT 
ATTTGTTCAT 
ACTTTGTTTA 



3760 

3830 

2880 

2940 

3000 

3060 

3130 

3180 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3720 

3780 

3640 

3900 

3960 

4020 

4080 

4140 

4200 

4260 

4320 

4380 

4440 

4500 

4560 

4620 

4680 

4740 

4800 

4860 

4920 

4980 

5040 



Seq ID NOt B64 Protein sequence 
Protein Acceaeion ft: A39577 



MQYLNIKEDC 
CXRAAQACRI 
DNEQSVHRHS 
D6HDIENECL 
NNVFKDFLKB 
WFHSNDGGNV 



HYLCTDVAPP 
CFBKSEQVQG 
KRCCX)FKPRE 
TLMDYKDDBG 
VBNIMVBBFV 
LLAREGIDSB 
TTIjWBICYNQ 
IMRDINKLEB 
TGBQVAVKSL 
86SLKEYLPK 
DFGLTKAZET 
D88FMALFLK 
SFOHblEOFB 



11 

1 

NAMAPCAKMR 
SPLCHNLFAIi 
PKKQKNOYEK 
C91AVLAISBY 
FNNKTICDSS 
LYYEVMVTGH 
EITHIVIKBS 
LIVHNIQNGC 
AQKQFKNPQI 
ISMLLVATKK 
TSEEKKIKyi 
EGGPZiDLFMR 
C36PFIKLSDP 
BIPLKDKTLZ 
QNPDIVSRKK 
KPESGGNHIA 
NKNKINLKQQ 
DKEYYTVKDD 
MXGPTBGQMT 
ALLK 



21 

1 

6SXKTEVNLE 
YDmJTKLWYA 
XKIPDATPXiL 
AMMKKMQLPB 
VSTHDLKVinr 
LOIQWKHKFN 
WSINKQISMK 
HGPICTEYAl 
EVQKGRYSLH 
AQEWQPVYPM 
LKVWPSBBD 
RKSDVLTTPW 
GIPITVLSRQ 
BKBRFYE8RC 
NQPTEVDPTR 
DUOCBIBILR 
LKYAVQICKG 
HDSPVFWYAP 
VTRLVNTIiKE 



31 
1 

APBPGVBVIF 
PNRTITVDDK 
DASSLEYLFA 
LPKDISYKRY 
lATLETLTKH 
WSVBKERMK 
KMELKLSSHE 



GSDRSFPSLO 
SQLSFDRILK 
Z8LAPFEAAS 
KFKVAKQLAS 
ECIBRIPWIA 
RPVTFSCKBL 
FEKRFUCRIR 
NLYHQ7XVKY 
KDYL6SRQYV 
ECUfQSKFYI 
GKRIiPCPFNC 



41 
I 

YLSDREPLRL 
MSLRUIYSMR 
QGQYDIjVKCL 
IPETUiKSIR 
YGAEIFETSM 
LKRKKLENKD 
EALSFV8LV0 
GMYVLRHSCT 
DU4SHLKKQI 
KDLVQGEHL6 
MMRQV8HKHI 
ALSYLBDKDL 
PBCVEDSKHZ« 
ADLKTRCMHY 



51 
I 

GSQEYTAEEL 
FYPTNWHGTN 
APIRDPIOTEQ 
QRNLLTRKRl 
IiLISSENEMN 
KKDEEKNKIR 
GYFRLTADAH 
DFDNILMTVT 
LRTD2II8FNL 
RGTRIHIYSO 
VYLYGVCVRD 
VECaiVCTKNIi 
SVAADKNSFO 
OPSVgRPFFRA 



KGXCTEDGGN GXKLXMEFLP 
HRDLAABNVL VESEHQVKIG 
ASDVWSF6VT LHELLTYCDS 
PDBVYQLHRK CNBFQFSKRT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 



Seq ID NO: B6S DMA sequence 
Hucleic Acid Accession ift MM_004a67.1 
70 Coding sequence t 140.. 931 

1 11 21 31 41 51 

GATCCCAGAC CTCGGCTTOC AOTAGTQTTA QACTGAAGAT AAAGTAAGTQ CTGTTTGGGC 60 

75 TAACAGGATC TCCTCTTGCA GTCTGCAGCC CAG6A06CTG ATTCCAGCAG OGCCTTA COB 120 

CGCAGCCOGA AGATTCACTA T0GT6AAAAT GGCCTTCAAT AOCCCTACOO C08T6CAAAA 180 

GGAOGAGGCG CX3GCAAQA0G TGGAOGOCCT CCTGAGCOQC AOQGTCAGAA CTCAGATACT 240 

GACOGOCAAO GAGCTCCGAG TTGCCACCCA GGAAAAAGAG GGCTCCTCTG GGAOATOTAT 300 

GCTTACTCTC TTAGGCCTTT CATTCATCTT GGCAGQACTT ATTGTTOTTO GAOCCTGCAT 360 

80 TTACAAOTAC TTCATGCCCA AGAGCACCAT TTACOOTGQA GAGAT6T0CT TTTTTGATTC 420 

TGAGGATCCT GCAAATTCCC TIOBTOQAGO AGAGCCTAAC TTCCTGOCIG TGACTOflCQA 480 

GGCTGACATT CGTOAGGATG ACRACATTGC AATCATIOAT GT6CCTOTOC OCAOTTTC TC 540 

TGATAGTOAC CCTGCAOCAA TTATTCATOA CTTTQAAAAO GQA ATOACIO CTTACCTGGA 600 

VnUTLWm 6GQAACIGGT ATCIGATGCC CCTCAATACT TCTATTGTTA TGCCTCCAAA 660 

822 
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PCTAJS02/36810 



TATTTACCAA CTTTGCAATA ACAGAAAGTC CTTCC6CCTT CBT^«««« CCAACQAATT 

GGGrrrcAAC aaaobtgcca ttqat^ ^^^^ ?Stgg^t 

TATTGTTGAG ACCAAGATCT OTCAAS^A ^^l^^J, CTCAAGATAT 

AAfiAAGTCAQ AGATTTACAA TMGJCT™ ^ST^S AAAAAAAAAA AAAAAAAAAA 
TTACTCATGC ATTTACrCTA TTGCTTATGC COTAAAAAWV 



720 
7B0 
840 
900 
960 
1020 
1080 



10 Seq ID NO: B66 Protein sequence 
Protein Accession ft: NP_004858.1 



20 



SFILAffl-IVO OAcr«m» kswyrs^ ^^^^ ^t^s"!^ m^^^ 

^™«« 

IDKCWKIRHF PNEPIVETKI CQB 

seq ID NO: B67 DMA sequence 

nucleic Acid Ajcceasion #« XM_oe3862.i 

Coding sequences 121.. 813 

31 41 51 



120 
180 
240 



25 X - y I 



icOCGCOAGO UaGCTOT LcTO^C A^CG CX^G3 CTCCGC^TO 
CCTTGAACCT GGGAAACTAT ^^f^^ S^SSS I^S^CC AGAAAAAGTA 



60 
120 
180 
240 



'=^'^=^ 

«<5I«tASCIG AOCTTAM^ TCl^^ 360 



480 
540 
€00 



sss^ss ... 

QOOOGOOCrG ACCTCATOCT GCCTTOTOCT ^^^^ iSw^CTGG AGCAftATCSA 720 

TCGAOTGATC 6ACACM0AA 'TGCCC^ TOftCT^ TCTTAACRTG 7B0 

TCTTOGGIGO TATCRGATGC AOC«CTMA S^A^CT TCTOTTGCTA 840 

40 GCIGATGMQ CAOGCCAGCC C«C^^ ISSS^ GT^OQCAC TOOCACafiAC 900 

5Sa^a AcrroccATO TcrrccaAAA aaaaaaaaaa aaaaa 

45 seq ID !»« BS8 PtoMin •equence 
Protein Accession •> XP_0B3BS2.1 

SIS^Si Slqmi^ swwsdapte ddmanyium adeagqphrp 

55 seq ID NO I B69 DNA sequence 

Nucleic Acid Accession «» 1JM_002975.1 
Coding sequences 180.. 1151 

MCCCTCCCA CCCCAOACAT S^^^SS TTroicCATG 240 

65 ^SSS^SSSS^SS^^^ 300 

^^S^S^tgctgaag^tg™^ 

GQGGGGATOA QAATCCIGCC GQAACIOTTO ftOOOAM^ iSSSraC CCMC«CT 



€0 
120 
180 



60 
120 



360 
420 
480 
540 
600 



ACCAGGGGQA OOAAGAQSAG GAGGAAeCAA i;^^^;^;^: ^^^qgCOTGC CTGGACGCAG 



720 
780 
840 
900 
960 



AGGAGGCGCA GGGTCX3CGCC OAGCGOTAB^ ^SS^at^T SaAGCTCAQ GCGGCGGCGC 

CI6AC0AO0O CTCCTGSTOG QACCACGACI GCCAGCGOCG TCTCTJ^C , 
TOTaOAATCI GAAAAAAAAA AAAAAAA 

823 



80 
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8eq ID NO: B70 Protein sequence 
Protein Accession i}t NP_002966.1 

1 11 21 31 |1 . ^1 

ilQAANLLGJlL WPQLLGFGH OAnSABREHB GGNOGAQBBB SEREALHLXB LQBAX/3LPA0 €0 

RGDENPAOTV BGKEDWEMBB DQGEBEEEEA TPTPSSGPSP SPTPEDIVTY IIXSRIAGLDA 120 

GLHQLHVRLH ALDTRWBI»T QGLRQLRNAA GDTRDAVQAL QEAQGRABRE HGRLBGOJCG 180 

LRIiGHKCPLL SRDFEAQAAA QARCXARGG3 LAQPADRQQM BALTRYLRAA LAPYNWPVML 240 

GVHDRRAEQL YIiPENGQRVS FFAWHRSPRP ELQRQPSASP HPI£PDQFNO GTLENCVAQA 300 
SDDGSNHDUD OQRRIjYYVCE FPP 



Seq ID HO I B71 DNA sequence 

Nucleic Add Accession ftt BC000839.1 



I 11 21 31 41 51 

II I I I I 

CTGGCCAOGG CX3ACTGGCGG ATAAGOTCTT GTGOGTGGCC TOGAGQCTTA AAAGTAGCAG 60 

TOGGGCTTTO TCAAGGACAA AATGGOSATO GOGGQCOGTG TAGGTCCCCC TTCCTATGAT 120 

GAGGACCTTT TCACAGACCT OTACTGAOCT OOOiaAGGAT A AGTAAC TCT GAGGAGATGG 180 

GCCCTGCAAO CCTCCTTCTT AGCOOTCTGT TCAGAAAATA GOOTTTTCQA AATOCCCTGA 240 

GTTOACCTAA TGTCTTATTQ GGCTCCTGTC TGCAGGATTT AOGOQCACGT TGQAACCGAA 300 

GAGW5CTCTG TTGTTGCAAT GTTCAGCXXS^ CAAGAOCTTA CTGGTGAAOG AATGGGACAA 360 

GACCCATCTT TATGCAAAQC CAOCGTTACA GTAATGTTCC AGCATCTCAT AATCTATCCT 420 

GGGGAATTCA OCTGCCTCCC AGGGTGAATA CAGGTATTCC TGATQAGAOT CTGCCTCTAT 480 

CTTACAGAGC AGCTTGTTGC TATATACCAT TGAAAAOCCT TCAOAGCTQA GAG6TACTAC 540 

TAACCAATAA CCTGCTTGQC TCAAAGOQCC AGOVCCTTCT CTCTAAAGCC CAAGAGGAOT 600 

TTOAOOAAAA CTAGOTGTCT GTGTTCACTC CAGGCTGAAG TTACAG GTCT QAOCAAATAA 660 

GGTOTATAAA AAATGGAATC TGTCTTGGAO GACATCAGAA GGTGAATTTT CCAAGTTCTT 720 

GGACAACCTA GCTGTTGAAA AGCTTTCTGO CTTTGOGGGG TATTTCAGAT GTA CCTTAA A 780 

GTCTTAGCAG ATACAGATTA AGACACTGGO AGCCAATGAA ACAGCAGTTO AQGGTTTOCT 840 

GIGTATCACA TTTCTGTATT TTATCACCCC CTTCCTGCAA CATTATTTAT C TGQA ATCTA 900 

CCTGCCCTTT TGTTTTTTAG ATACAAGGQC TTGGTTTTOT TACCCAGGCT GGTTTCAAGG 960 

CCATAGCTTT AAGAGATCCT CTCACCACAG ATTTCCAAAO TGCTGGGATr GCAGGTQTGA 1020 

TTCATGGCAC CCAGACTTTG CTGCCTTTCT TACATGATGC A GGOCCRGA A COCAAACTCA 1080 

GGCACrGTAT AGATGACCAC TTT06TAAAC TACXOACCTA GCTTOTTGCC AA;i^i^rrGAT 1140 

TQAACTTCCC ATAACTCCAC 'n'CQTGTC T G TTCCTCTGTA TACAGCCACC TTCTGTTCCC 1200 

OTCATGAGCC TTTAQQTCTC CATTTGCATA TTGCAAATAC TATGTTCCAT GTAGQT AGCT 1260 

CATTCAGGOC CTTGCTCTTC ACTTCAAAAA AGGTTCCCTT GAGGACTGGC TOTCAATTTG 1320 

■IXi'nxSCi'GTO r i' GG TTGTT G ATOAAAATAA TAAAATGATT GATTACATAA AAAAAAAAAA 1380 
AAAAAAA 



Seq ID NO I B72 DNA sequence 

Nucleic Acid Accession ft: CAT cluster 

I 11 21 31 41 51 

II I i 1 > 

TGCTAGTAGG GOCTGGGTrA ATOOGCOGAG GGTGGCTTCQ TCGTCTTTAT AGCTGTTACT 60 

CTTTGTACTT QTCTTTTTCT TTTATTTTCT TTTGAGCGAT TGTQOSAACA TAGCATAOCA 120 

CGCACTATGG CACGAGGCTC GTGCTGCCTG GCCAGGGCGA CTOGCXSQATA ACGTCTTGTG 180 

OGTGGCCroO AGGCTTAAAA GTAGCAGTGG GGCTTTGTGA AGCaiCAAAAT 0G0GATG6GG 240 

GGCOQTGTAO GTCCGOCTTC CTATGATGAG GACCTTTTCA CAGACCTGTA CTGAGCTCGO 300 

TQAGQATAAA TAACTCTGAG GAGATGGGCC CTGCAAGCCT CTT GCTTAQC OGTCTGTTCA 360 

GAAAATAGCX3 TTTTOGAAAT GC(XTGAGTT GACCTAATOT CTTAT TGGOC TCCTGTCTGC 420 

AGGATTTACXS CGCACX3TTGG AACCXSAAGAG AGCTCTGTTG TTGCAATGTT CftGC OCACAA 480 

GAGCTTACTG GTGAAGGAAT GGGACAAGAC CCATCTTTAT GCAAAGCCAG CGTTACAOTA 540 

ATGTTCCAOC ATCTCATAAT CTATCCTGGG GAATTCAGCT GCXTTCCCSW^G GTGAATACAG 600 

GTATTCCTOA TGACAGTCTO CCTCTATCTT ACAGAOCAGC TTGTTGCTAT ATACCATTGA 660 

AAAGCCTTCA GAOCTGAQAa OTACTACTAA CCAATAACCT GCTT6GCTCA AAGGOCCAGC 720 

ACCTTCTCTC TAAAGCCX»A GAGGAGTTTG AGGAAAACTA OCTOrCTGTO TTCACT OCAQ 780 

GCTGAA6TTA CACGTCTGAG CAAATAAGGT OTATAAAAAA T6GAATCTGT CTT GGRGGAC 840 

ATCAGAAGOT GAATTTTGCA AOTTCTTGGA CAACCTAGCT GTTGAAAAGC TTTCIGGGTT 900 

TGGaaaOTAT TTCAOATGTA CCTTAAAGTG TTAGCAGACA CAGA TTAAQ A CAC TGQGAGC 960 

CAATCAAAC3^ GCAOTTGAGQ GTTTGCTGTG TAT CACATT T CTOTAT TTTA TCACCC OCTT 1020 

CCTGCAACAT TATTTATCTQ GAATCTACCT GCCCrrTTOT TTTTTAGATA CAftGOOCnO 1080 

GTTTTCTTAC CCAQGCTGOT TTCAAGGCCA TAGCrTTAAG AGATCCTCTC ACCACASATT 1140 

TCCAAAOTOC TGGGATTGCA GGTOTGATTC ATGGCACCCA GACTTT QCTG CCTTTCTTAC 1200 

ATGATCOGG CGCA£SAACCC AAACTCAGGC ACTOTATAOA TGACCACTTT CGTAAACTAC 1260 

TCAC3CTAGCT TGrTOCCSUlT TOTTOATTOA ACTTCCCATA ACTOCACTTC GTGTCIGTTC 1320 

CrCTOTATAC AGCCACCTTC TQTTCCOGTC ATGAGCCTTT AGGTCICCAT TTOCATAITO 1380 

CAAATACTAT OTTCCATOTA GGTAGCTCAT TCAGGGCCTT 6CTCTTCACT TCAAAAAAGG 1440 

TTCCCTTGAG GACXGGCTGT GAATTTGTGT TGCTGTGTTG GTTOTTOATG AAAATAATAA ISOO 

AATOATKSAT TACATAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAACAAA CACAAAAAAC 1560 
OQCOGOQCTT TTTCCOQGGC GCACAAAGTT ATAAAA060C QTCCPOC 

Seq ID NO I B73 sequence 

Nucleic Acid Accession Si NM_000222.1 

Coding sequence: 22. .2952 

1 II 21 31 41 SI 

GATCCCATOO CAGCTACOX: GATOAGAGQC GCTC60QG0S CCXGOGATTT TCTCIGCGIT 60 

CroCT C CT A C TGCTTCGOGT CCAOACAGGC TCTTCTCAAC CATCTGTGAO TGCAGGG6AA 120 



824 
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ATrAGseror tatgcactga TCceoGcirr <n»**™®i SmiSccAC caacacoooc 30o 

ACOAATGWIA ATAAGCAGAA T^ATG^ ^0^^^ 360 

5 CCTGCCAAGC TTTTCCTTOT Sct^«3G GTGCCAGGGO 480 

6TC0GCTQTC CTCTCACAQA CCCAQAAOTO AC»ATOOT CATORTCAAA 540 

AOTGIGAAAC GOSCCTACCA TCGGCTCTGT CTG^^ cCTTCAAAflC TOTOCCTOrr 660 
TCAGTOCTOT CGGAAAAATT CATCCTQAAA °J^*f^^ iariATTCAC ASTGACGTGC ■J20 

^JSaCTA TCRGTTCAGC GAOAGTTAAT QATTCTGOIW «TTaTeiG «MOC^ » 

15 AATATCTTCC OCATOATAAA (aCIACAOTA ITTCT 

ATOOTGAAT ATGAAGCATT CCXXSUtffiCT GA^CWTC ^^^^ 
ACCTTCAOTG ATAAATGGQA AGATTATCCC A^^CTOA^ S^ITA CACATTCCTA 1200 

OTMOTUAAC TTCATCTWLC «^GJT^ 1260 

OTOTCCAATT CTGACGTCSUV TGCTGWATA G^M^ ^320 

20 OAAATCCIQA OTAOOAOW GCTOTGAAT QGC^^ 

Ca«aGCCC» CAATAffl«TO 8»T^^ IMO 

OTACTOCCAO TOOATOTGCA QA»CTMAC TC^^ 15,0 

GTTOGAGTT CTATA<aTCC TAGTG^ AA^«M» ^^^^ 1S60 
TACAACGATQ TGGOaAflAC TTCTTCCTM TT^^ 

OOCATOATOT GCATTASrer ^T^TTCTC ^^StTA CATAGACCCA 1740 

GAAGTACAGT GGAAOGTTCT TOAG^W AM^ACA 

ACACAACTTC CITATGATCA ^TG^ Wl^ffl^ A^GCTG^ ^^^^ 

ACCCTGOeiG CIGGAGCTTT COGGA^ 1920 

30 TOGATGOM CCATGAOTT CGCro^ IggO 

OSGSRSCCCC TCATGTCTGA ACTCA^^ 2040 
OTGAATCTAC TTGGAGOTG CSCCMW^ GWO^^ 

TOCTATOGTG ATCITTTGAA Ttmr^ jUO 

CR1WAA6ATC ATGCAGAAGC TGCSCmAT 2220 

35 TGCAGOGATA OTACTAATQA GTACRTGGM AT 2,8, 

,«a«0GCCO ACAAAAGGAG MCTGT^QA 2j„ 

OOOGCCATCA TGGAG^l^ ««8TTGKC C^a^^ 2400 

XACCaGGTCQ CAAAGGQCAT SGCTTICCTC OO^SS^ ACaWTGTGA rmOQTCTA 2460 
OCACCCAOAA ATATCCTCCT TACTaT«T 2520 
40 OOCMMACA TCAAGAATGA WCMA^ 3590 

TCCTATGGOA TTTTTCrETG OSAOCT^IJ; ISSmGCT TCOSGATGCT CASCCCTOAA 2700 
CACGCACCIO CT8AAATGTA TGACATMM AMA^^ ^g^O 

45 MACCW«»T TCAAGCAAAT TCTra ,880 
CATAWTACr 0CAAC3TAGC JAACTG^ CO^OCWC 

TCKfTGCGQA TCAATTCTOT CGG CaGCACC 0="OTOT TCTTCTTTTG 3000 

"'e^f^^^^l^^^^^^^^'^^ 3060 

GCTTCCATGA TGGTTATnrT ClTWCllXC ^^^^ rraWMATTTt TCTCATCftSC 3120 
50 CCOCACIGCA ATCCTOTCTT TC^jQ^.Cm 

OkCaTCCTA TTGCAAAOQT TCWACTOTA TM^T^ ^^^^ 

AW5AACAGAA AACATTCim TTTTOAM^ 3300 

«:™=«=**« SS?^ 

GGTA3TAATC ACASTTGGCC TTrafiW«a TCCMWKM T^r«^ ^^^^ 

55 A6CTGAAAAC CTAAGTCCTT TATGTQGAAA S^^CA WGQCttTGA 3480 

ATQRACACCT GGOCTTAAOA AATCTAOTAT TTO^^ 

■'^^ *cSS mo 

60 GQGGAAAACA CCATAAGGTT TOSXTTCTeT T^^MW TPITTAAOGA 3780 

^ TAGRAOTAGA TTAAGAGCa TATM™ AAM^mS TO^^ ^^^^ 

TWSt^SAA AGAJTCAWT 4620 
TTGCCATACT TTGTCTGAAA AATTCCTTTG TOTTTCTATT ^^^^^ ^TTTOTC 4800 

Tt A Trcerer atgttgioca attgttgaca GirciOAAfiA Aire 
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PCTAJS02/36810 



Seq ZD NO I B74 protein sequence 
Protein Accession #i NP_O0Oai3.1 

^1 XI 21 31 41 51 

5 I 1 t I 1 I 

MRQASfiANDP LCVLLLLLRV QTSSSQPSVS PQEPSPPSIR PGKSDLZVRV GDBIRUiCTD CO 

PaPVKWTPBl LDBTMBMKQM BWITEKAEAT NTGKyTCTNX HGLSNSIYVP VRDPAKLPLV 120 

DRSLYGKEDN DTLVRCPLTD PBVTNYSLKG OQGKPLPKDL RFIPDPKAGI MIKSVKRAYH 180 

RLCLHCSVDQ EQKSVLSBKP IliKVRPAPKA VPWSVSKAS YLLREGEEPT VTCTIKDVSS 240 

10 SVYSTOKREN SOTKLQEKYN SWHHGDFNYB RQATLTISSA RVKDSGVPMC YAN NTPG SAN 300 

VTTTLEWDK GFINIFPTON TTVFVND6EH VOLXVEYBAP PKPBRQQWXY MNRTPTDKHE 360 

DYPKSENESN IRYV8ELHLT RLKOTEGGTY TFLVSMSDVN AAIAPNVYVH TKPEILTVDR 420 

LVNGMLQCVA AGPPBPTI0W YFCPGTEQRC SASVLPVDVQ TLNSSGPPFX3 KLWQSSIDS 480 

SAFKHNGTVB CKAYNDVGKT SAYPNFAFRQ NNKEQIHPHT L PTPLL IGFV IVAGKMCIIV 540 

15 MILTYKYLQK PMYBVQWKW EBINGNNYVY IDPTQLPYDH KWEFPRNRIiS FGKTLGAGAP 600 

GKWEATAYG LIKSDAAMTV AVKMLKPSAH LTEREALMSB LKVLSYLGMH MNZVNItUSAC 660 

TIOOPTIiVlT EYCCYGDIiLN FLRRKRDSFI CSKQBDHAEA ALYKNXiLRSK BSSCSDSTNB 720 

YMDMKPGV8Y WPTKADKRR SVRIGSYIER DVTPAIMEDD ELALDLEDLL SFSYQVAKGM 780 

AFIASKNCIH RDLAARNILL THGRITKICD FGIARDIKND SNYWKGNAR LPVKWMAPBS 840 

20 IPNCVYTFES DVHSYGIFLM BLPSLOSSPY PGHPVDSKFY KMIKB6PRML SPEHAPAEMY 900 

DIMKTCWDAD PLKRPTFKQI VQLIBRQISE STMHIYSNLA KCSBKRQKPV VDBSVRXNSV 960 
GSTASSSQPL LVHDDV 



Seq ID NO I B75 DNA sequence 
25 Nucleic Acid Accession «t NM_0044S6 
Coding sequence i 58.. 2298 

1 11 21 31 41 51 

I I I i ' I 

30 GAATTCCGGG CQACGCGCGO GAACAA0GCX5 AGT CGGOGOG OGGGACGAAG AATAATCATO 60 

GQCCAQACTG GQAAGAAATC TGAGAAGGGA CCABTTTGTT GGCCSQAAGOS TQTAAAATCA 120 

GAGTACATGC GACTGAGACA GCTCAAGAGG TTCAGAOGAO CTGATGAAGT AAAGA6TAT0 180 

TTTAOTTCCA ATCGTCAGAA AATTTTGGAA AGAAC33QAAA TCTTAAACCA AGAATGGAAA 240 

CAGOOAAOGA TAOIQCCTGT GCACATCCTG ACTTCTQTGA GCTCATTGCQ CXJOGACTAGO 300 

35 GAGTQTTOGG TGACCAGTGA CTTGGATTTT CCAACACAAG TCATCCCATT AAA GACTC TG 360 

AATGCAGTTG CTTCAGTACC CATAATOTAT TCTTGGTCTC C0CTACA6CA GAATTTTAT8 420 

GTGGAA)GATO AAACT6TTTT ACATAACATT CCTTATATGG 6AGATGAA6T TTTAGATCAO 480 

OATGOTACTT TCATTGAAGA ACTAATAAAA AATTATGATG GGAAAGTACA OaOGGATAQA S40 

GAATGTGGOT TTATAAATQA TGAAATTTTT GTQGAGTTGG TGAATGCCCT TGGTCAATAT 600 

40 AATGATGATG AOGATGATGA TGATGGAGAC GATCCTGAAG AAAQAGAAGA AAAGCAGAAA 660 

QATCTOGAGG ATCACCX»QA TGATAAAGAA AGC06CCCAC CTCGGAAATT TCCTTCTGAT 720 

AAAATTTTGG AGGCXATTTC CTCRATGTTT CCAGATAAGG GCACAGCAGA AGAACTAAAG 780 • 

GAAAAATATA AAGAACTCAC CCSAACAOCRO CTCCCAGGCG CACTTCCTCC TGAATGTACC 840 

CCCAACATAO ATOGAOCAAA TGCXAAATCT OTTCAQAGAG AGCAAAGCTT ACACTCCTTT 900 

45 CATAOGCTTT TCTGTAGQ06 ATGTTTTAAA TATGACTGCT TCXTTACATCC T TTTCATQC A 960 

ACACCCAACA CTTATAAGCG GAAGAACACA GAAACAGCTC TAGACAACAA ACCTTQTOGA 1020 

CCACAGTGTT ACCAGCATTT GGAGGGAGCA AAG6AGTTTG CTGCTGCTCT CACCGCTGAO 1080 

CGGATAAAOA OCCCACCAAA AOSTCCAGQA GGCOQCAGAA GAGGAOGGCT TCCCAATAAC 1140 

AOTAGCA66C CCA6CACCCC CACCATTAAT GT6CTGGAAT CAAAGQATAC AQACAGTGAT 1200 

50 AGGGAAGCa«3 GGACTGAAAC GGGGGGAGAG AACAATQATA AAGAAGAAGA AGAGAAGAAA 1260 

QATGAAACTT CQAGCTCCTC TGAAGC3\AAT TCTCGQTGTC AAACAOCAAT AAA GATGA AQ 1320 

CCAAATATTO AACCTCCIOA OAATGTGGAG TQGAGTGGTG CTGAAQCCTC AATGTTTAGA 1380 

GTCCTCATTG GCACTTACTA TOACAATTTC TGrGCCATTG CTAGGTTAAT TGGQACCAAA 1440 

ACATGTAGAC AGGTGTATGA 0TTTA6AGTC AAAOAATCTA GCATCATAGC TCCAGCTCCC 1500 

55 GCTQAGQAT6 TGQATACTCC TCCAAGGAAA AAGAAGAGGA AACAC CGGTT GTGGOCTOCA 1560 

CACTGCAGAA AGATACAGCT GAAAAAGGAC GGCTCCTCTA ACCATOTTTA CAACTATCAA 1620 

CCCTGTQATC ATCCAGGGCA GCCTTOXGAC AQTTOGTGCC CTTOTGTGAT ASCS^CAAAAT 1680 

TVf T G TGAAA AGTTTTGTCA ATGTAOTTCA GAOTGTCAAA ACOaCTTTCX: GGGATQCCX3C 1740 

TGCAAAOCaC AGTOCAACAC CAAGCAGTGC COGTGCTACC TGGCTQTCOO AGAOTaTOAC 1800 

60 CCTOACCTCT GTCTTACTTG TGGAGCCX3CT GACCATTOGO ACAOTAAAAA TGTGTC CTGC 1860 

AAGAACTQC3V GTATTCAGCG GGGCTCCAAA AAOCATCTAT TGCTGGCACC ATCTGAOQTG 1920 

GCAGGCTQGG GGATTTTTAT CAAAGATCCT GTGCAGAAAA ATGAATTCAT CTCAQAATAC 1980 

TGTGGAGAaA TTATTTCTCA AGATGAAGCT GACAGAAOAO GGAAAOTGTA TGATAAATAC 2040 

ATGTGCAGCr TTCTCTTCAA CTTGAACAAT OATTTTOTGO TGGATGCAAC CCGCAAGGGT 2100 

65 AACAAAATTC UTXTiXS CAAA TCATTCGGTA AAT0C3UVACT GCTAT6CAAA AGTTATGATO 2160 

GTTAAOGGTG ATCACaiGGAT AGGTATTTTT GCCRAGAGAQ CX3VTCCAQAC TGGOQAAGAG 2220 

CXGTTTOTTG ATTACA6ATA CA6CCAGGCT GATGCCCTGA AGTATOTOOa CATOSAAAGA 2280 

GAAATGGAAA TCCCTTGACA TCIGCTACCT CCICOCCCTC CTCTGAAACA GCTG CCTTAG 2340 

CTTCAOGAAC CTOQAGTACT CTGGOCAATT TAGAAAAAGA ACATGCAGTT T^AATTCTO 2400 

70 AATTTGCAAA GTACTGTAAG AATAATTTAT ASTAATGAGT TTAAAAATCA ACTTTTTATT 2460 

GCCTTCTCAC CAGCTGCAAA GTGTTTTGTA CCAOTGAATT TTTGCAATAA TGCAGTATQO 2520 

TACATTTTTC AACTTTGAAT AAAQAATACT TQAACTTGAA AAAAAAAAAA AAAAAA 

8eq ID NOt B76 Protein sequence 
75 Protein Accession ft NP_004447 

I 11 21 31 41 51 

^ MGQTCKKSBK 6PVCWRKRVK SEYMRLRQLK RFRRADBVKS MPSSNRQKIL ERTBILNQEW 60 

80 KQRRIQPVHI LTSVSSLRGT HBCSVTSDLD FPTOVIPLKT UIAVASVPIM YSNSPIX)QNP 120 

KVEDBTVIiHN IPYMGDEVU) QDGTPIBELI KHYDGKVHGD RE03FINDBI FVBLVMAW3Q 180 

YNDDDODDDG DDPBERBBKQ KDLBDHRDDK BSRPPRKPPS DKIL BAISSM FPDiCaTAEBL 240 
KBKYKBLTEQ QIiPGALPPEC TPNIDOPNAK SVQSEQSLKS FHTLPORCP IWDCFI^PH 
ATPNTYKRXK TETALDNKPC OPQCYaHLBG AKEPAAALTA ERIXTPPKRP GQRRRGRLPN 

826 



300 
360 



wo 03/042661 



420 
480 



KPNIEPPENV EWSGAEASMP ^S^WY QPOTnTOPC OSSCPCVIAQ 540 

PAEDWTEPR KKKRKHRU.A MTCBM^ SSlStoGA ADKMDSKSVS 600 

HPCBKFCQCS SBC«1«MPGC RCKWOTTO CTW^MC 

ELFVDYRYSQ ADALKYVGIB RBMBIP 

sea ID KOs B77 DNA sequence 
10 Hucletc Acid Accession NM.00701S 
Coding sequence: 1..1005 

f f f 1' 

TGC«KXXCC OQOOOTACK ^CGCT^ OTOMQ^ „0 

MOOIGGGAG CCQTCGtCCT CMTTCOSa OCTCTOCT^ CACCMGAGT 240 

GCCTTCTACT TCTGGMGGG GAGCGkCMT ^JS^OA CTTGGAGACC 300 

WCAAT«3» AACTAO^A TOGOT«A« OAA^ 

ftCAQOAATTC GTrTTGCTGG ScATCTCCT CCAAACIGGA AGOCAAOATC 480 

ATTCCTOAGG TQGGCGCCQT GACCMACM ^^^^ CKTAGATCA GCCTOTCAAO SAO 

ATGCCAGTCA AATATGAAOA ^TOACCTTCC TATTTTCrGG 600 

CIGAATAATO AAACCAGACC <»8MJTCAA ®^CTCAC ^^^J^ TCACGAAGGA 640 
CClTATCaTC AGCAGGAAGO <^^^ ^^AtSg TGAACCCCTQ 900 

^ ATCTGTTCTA TAGAATQTAS OtMaMCCAC CAGAQTCAIC 960 

ATOOCATGTA OCTGGTGGGT GGCCCGTATC y™™^"" .™~~~rA AGGCR8GTTC 1080 
CMGTGCr<?r AAAATAAGAACIAGCT^AG^AAO^ 

ATGCrOATGG GACCATMlW TMTTT^ UOO 

taacagaatt TrrarjATW TTTwamA CT^ ijeo 

35 ^^^SSSSSSS^SoGAAATAAACACGAAAAmAC 



AGTTTGCC 



Seq ID KO: B78 Protein sequence 
40 Protein Accession #« NP„O0B946 



45 ls=b='^^^5^ 

QOOTHPyNY QQCRSAOIVI MPCSWWVARI LGKV 



60 
120 
180 
240 
300 



50 



Seq ID NOi B79 DNA sequence 
Nucleic Acid Accession »» NM_012449.1 
Coding sequence* 66..108S 



=^ 

«««*«^ '^^^^ ^S^I™ GGGAGAGAOC AGCAIGCIAA 



CAGAACTTCA GCACACACAG OMCTCTW ^2"^ St^TT CACCCmAG 
CIATTATAGC ATCTCIGACT TTTCIXTAa "CTTC^ ^CAAC AAAGTCTIGC 



^SSS 

aSfirSJwT G^AATTGTG GGATTGGCAA TACTGGCTCT GTTGGCTGTG ^^JCIATT 
^T!!^I^ ^TACTGA 



360 
420 
480 
540 
600 
660 
720 
780 
840 



ATATAAAACA ATTTCTATGQ TATACACCTC CAACrrTTAx ^^^^^^^^ IIgItaCTGA 
nSnJJSTW GATATTTAAA AGCATACTAT TCCTGCCATG CTTCAGGAAG ^AGJ^J^^G^ 

TCAACTTTCT ATTTGTTAAT AAAATQATTA TTCAAGGAAA AAAAAAARAR ««™ 



960 
1020 
1080 
1140 



80 



seq 10 NO: B80 Protein sequence 
Protein Accession »i »P_036581.1 

827 



wo 03/042661 



VSJTLLALVy LPGVXMVZVQ IflNOTKYKKF PHHU3KHMLT RXQFGLLSFF PAVLHAIYSL 180 

SYFMRRSYRY KLLNHAYQQfV QQHKSnAWIB HDVWRMBIYV SLOIVGIAIL ALIAVT8IPS 240 

VSDSLTWRBF HYIQSKLOIV SLLLGTIHAL IFANmOflDI HQFVWYTPPT FKXAVFLPIV 300 
VLIFKSILFL PCUIKKZLKI RHGWBDVTKI HKIBICSQI* 



Seq ID NOt B81 DNX sequence 
Nucleic Acid Accession fft 1IM_000684 
Coding sequence : B7 . . 1520 

1 11 21 31 41 51 

TGCTACCOGC GCCOGGOCTT CTGQGGTCTT CCCCAACCAC OGOCCAOCCC TGOCACACCC 60 

CCCGCCCCCG GCCTCOGCRG CTCGGCATGQ OCGCGGGGGT GCTOGTCCTG GGCGCCTCOQ 120 

AGCCCGGTAA CCTGTCX3TOG QCCGCACOQC TCCCCGACGG CGOSGCCACC GCX3GCQCGGC 180 

TGCTCGTOCC CGCX3TCGC0G CCC6CCT0GT TGCTGCCTCC a5CX3«30QAA AGCCCOSAGC 240 

CGCTGTCTCA GCAQTGQACA G0GG6CATGS CfTCTOCTGAT GGOGCTCATC GTGCtGCTCA 300 

TCGTCGOQGG CAATGTGCTO OTGATOQTOO OCATOGCCAA GACGCOGOGG CTGCAGACGC 360 

TCACXaAOCT CTTCATCATG TCCCTGGCCA GCSCOGACXTT GGTCATGGGG CTOCTGGTGG 420 

TGCOQTTCOG GGCCACCATC GTGGTGTGGG GCCGCTGGGA GTACGQCTCC TTCTTCTGCO 480 

AGCTGTCGAC CTCAGTGGAC GTGCTGTOOG TGAOOGCCAG CATOGAGACC CTGTGTGTCA 540 

TTGCXXrrGQA CXX3CTACCTC QCCATCACCT CGCCCTTOCXS CTACCAGAGC CTGCTGACGC 600 

GOGCX3CX3GGC GCQGGOCCTC GTGTGCACCG -KStOGGCCAT CTOGGCCCPO OrOTCCTTCC 660 

TGCCCATCCT CATGCACTGG TGGCGGGCGQ AGAGCGACXIA GGCGCGCCGC TOCTACSU^OG 720 

ACCOCAAGTG CTGOGACTTC GTCACCAACC GGGCCTACGC CATCGCCTCG TCCOTAQTCT 780 

CCTTCTAOGT GCCCCTGTOC ATCATGGCCT TCGTGTACCT GCGGGTGTTC CGCGiMSaCCC 840 

AGAAGCAGGT GAAOAAOATC GACAGCTGGQ A0GQCG8TTT CCTCOGCGGC CCAGCQGGGC 900 

CGCXXrrCGCC CTCGCCCTOO CCOGTCCCOS COCCCQOOCC GCOGCCCQQA CCCCCGOOCC 960 

COSCCGCCGC 03CCGCCACC GCCCCGCTGG CCAACGGGOQ TGCGGQTAAG OGOOSGCOCT 1020 

CGCGCCTCGT GGGCCTACGC GAGCAGAAGG CGCTCAAGAC GCTGGGCATC ATCATGGGCG 1080 

TCTTCACGCT CTGCTGGCTG CCCTTCTTCC TQGCCAAOQT GGTGAAGGCC TT CCACO GCQ 1140 

AGCTGGTGCC CGACCQCCTC TT03TCTTCT TCAACTGGCT 6GGCTACGCC AACTCQQCCT 1200 

TCAACCCCAT CATCTACTGC CGCRGCCCCQ ACTTCOGCAA QOCCTTOCWl GGACTGCTCT 1260 

GCTGCOCQOG CAGGGCTGCC CGCCGGCGCC ACGOGACCCA CGGAQACOGG CCGCG06CCT 1320 

C6G6CTGTCT GGCCGGGCCC GGACCCCCGC CATCGCCCGG GGCCGCCTOG GACGAOQACO 1380 

ACGACGATGT COTCGGGGOC ACGCCGCCOG C606CCTGCT GGAGCCCTGG QCCG6CTGCA 1440 

ACGQCGGGGC GGCGGOGQAC AGCGACTOSA GCCTGQAOGA GCCGTGCCGC CCCGGCTTCG 1500 

CCTOGGAATC CAAGGTGTAG GGCCCGGOGC GOGGCQOSGA CTCOGGGCAC GGCTTCCCftG 1560 

GGGAACGA06 AGATCTQTGT TTACTTAAGA CGGATAQCAG G TGAA CTCGA AGCCCACAAT 1620 

CCrOGiTCTOA ATCATCCGAG GCAAAGAGAA AAGCCROGGA CCGTTOCIiCA AAAAGOAAAO 1680 
TTTGGQAAGG GATGGGAGAG TGGCTTGCTQ ATGTTCCTT6 TTO 



Seq ID NOt B82 Protein sequence 
Protein Accession §: NPJ)00675.i 

1 11 21 31 41 51 

MQAGVLVXiGA SEPGNLSSAA PLPDGAATAA RLLVPASPPA SLLPPASE8P EPMQQHTAG 60 

KGLLNALIVL LIVAj(33VLVI VAIAKTPRIiQ TLTNLPIMSL ASADLVKGIjL WPPGATIW 120 

WSRHBYGSFP CELWTSVDVL CVTASIETLC VIAIiDRYLAI TSPFRYQSLL TRARARGLVC 180 

TVWAISALVS FIiPILMHWWR ABSDBARRCY NDPKCC3)FVT NRAYAIASSV VSFYVPLCIM 240 

AFVYLRVFRE AQKQVKKIDS CERRPLGGPA RPPSPSPSPV PAPAPPPGPP RPAAAAATAP 300 

LANGRAGKRR PSRLVAliREQ KALKTJiOIIM GVPTLCWUF FLANWKASH RELVTORLFV 360 

FFMHL8YANS APNPIIYCRS PDFRKAPQGL LCCARHAAHR RHATHGDRPR ASGCLARPQP 420 
PPSPGAASDD DDDDWGATP PARLLEFWAG CNGGAAADSD 88U)BPGRPG FASBSKV 



Seq ID NOt 683 DNA sequence 

Nucleic Acid Accession «i NM_000729.2 

Coding sequence: 2.. 421 

1 11 21 31 41 51 

OGCTCAGCTG CCGGGCIGCT OCGGTTOGAA AOQCCAAGCC AGCTGCCGTC CTAATCCAAA 60 

ASCCATGAAC AQOGGOBTQT GCCTOTGCGT GCTGATGGOG GTACTGGOGG CTOGOGCCCT 120 

GAGGCASCCG GTCOCTOCCG CAGATCCCGC GGGCTCCGGG CTGCAGOGGG CAQAGGAGQC 180 

GCCCCGTAGG CAGCTOAGGG TATCGCAGAO AACGGATGGC GAGTCCOGAG OGC ACCIGG G 240 

CGCCCTGCTG GCAAGATACA TCCAGCAQGC COGGAAAGCT CCTTCTG6AC GAATOTOCAT 300 

COTTAAQAAC CTOCASAACC TGGACCCCAG CCACAGGATA AGTGACCQGO ACTACATGGG 360 

CiaOATOQAT TTTGGCajrC GCAGTGCCGA GGAGTATGRO TACCCCTCCT AGAGGACCCA 420 

GCG6CCATCA GCCCAAOGQA AGCAACCTCC CAACCCAGAG GAGGCAGAAT AAGACAACAA 480 

TCACACrCAT AACTCATTOT CTGTaGAGTT TGACATTGAA TGTATCTATT TATTAAGTTC 540 

TCAATOTGAA AATTGTGTCT GTAAGATTGT CCAGTGCAAC CACACACGCT CACCft GAAgT 600 

ItSTGCAAACT GAAGACAAAA CTOTTTTCTT CATCT9TGAC TCCf G TTCIG AAAATGTT8T 660 
TATOCTATTA AAGTGATTTC ATTCTCCC 



Seq ID NOt 884 Protein sequence 
Protein Accession «s NP_000730.l 

1 11 21 

I I 1 

MNSQVCLCVL KAVLAAGALT QPVPPAOPAO 
LLARYIQQAR KAPSGRMSIV KNLQNLDPSB 



31 41 51 

1 1 I 

SGLQRAEEAP RRQLRV6QRT DGBSItAHLGA 60 

RISDRDYMQIf KDFORRSAEB YBYPS 



828 



wo 03/042661 



PCTAJS02/36810 



TABLE 74 Gene Sequences Ulp- or Down-Regulated in Cancer 
Anqioqenesle 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 



HI DMA SEQUSyCB 
Gene names 
Unigene numbers 
probeset Accession #» 
Nucleic Acid Access icm » 
Coding sequence: 



e«iothelial diKerentiation. sphingolipW 0-proteln-coupled receptor. 

KS. 154210 

M3I210 

M31210 

251-1396 



60 

120 



TCTAA;^C GGG^CAGC^ GCWG^1«« 

ftAOSCAACrT CGCCCTGCTT GMMMBCT ^GGCTCT 180 

TGACIACBTC AftCrATOATA OTGrTCATTC TCATCTGCTO 

CAGCGCGaAC AAGGAGAACA SSSSStT TGGAAAACCA MAAATTCCA 

'^^■^•^ '=^S^2l!iS ^^lOTIBQ CSOQAGTAGC 

CCGACCCAIO TACTATTTTA rl^ScCTAC AAOCTCACTC COOCCCROTO 

CTACACABCT AACCTGCTCT "^^^^ S^S^ ^C^otS OTCTCCTOOC 
GTTTCtOCGO <3AAGGGAGTA T^Og ^J^J^ J^SIS OQAGCAATAA 
CATOGCCATT GAQCGCTATA TCaCAATGCT "^^^2" TCCCTCATCC TOGGTGGCCT 
CTTCOGCCTC TTCCTGCTAA ^^SS TCCTGCOGCr 

60CTATCAT0 GQCTGOAACT <3Wra?J«= MTCTGCTEC TCCICTCCAT 

CTACCACAAG CACTATATCC TCTTC^^S ^^^^ SSgCC GCXOTAOGTT 
I^SSI^ S^CTGC TCAAGI^COGT 

CCGCAAOAAC ATTTCCMfiO OraGM^ CTGGOCACCG CTCTTCATCC TGCTCCIOCT 
AATTATCGTC CTGROOGTCT VXtW^ ^ISSot? AOAGCGQAGT ACTTCCTGOT 
^^^c «T^c S^SSa ACAAOQAGAT 
GTTRGCTOTO CTCWACTCOG S»CCAACCg "i^^V^ CCQAGCGGRG ACTCTGCTOG 
eOGTOGOGCC TTCATCCG6A T^MTOTG SocSSi OGOACAATTC 

CRARTTCAAG OGACCCATCA «0OT8OTr ^^^^ ATTATOTCTT CTGGAAACGT 
CTCCCACCCC CAOAAAGAOB M^OemOA SScOCTCTT TACTTOQTCG 

CftRCTCTTCT TCCraOAA^ 1^^^ SS^^ ScTOCWSOCA GQGRGOAOCT 
CIGOCCACCC CRGTGTTTGG A^^CT ^raSS^DB ^^^^^ CSMSIGTrGG 

'^<'°^ '^'':SSS^i^S^^^^^^^^<»^ GTCCCOGOCT 
^Jl^^^^ SSSSS SS??S ScAAAG GTCTAGCATT 
GQRATATATA TTCIMCCCC tcctSaAGA CTAATGICCC CSTOXGAAAO 

eicRAGeroc TAAAGCGrrc Ar™80ccc !EE^SS crrraomc aaaoccaagt 

CGICICTTTG TCIGQAOCTT TOAGGAQATG "TTCCTT^ CACCCTCCCT 

TCCCnCKtP. CCOCXCCI^ Al»"w^ii VSioc»AAT AGGCTATGTT GAGTAOGTAG 
ftORSCXOGSO TTGTGQAATG M«OT«TC »**°OAAT aAGGCCAAAG 
^'^""'^ AmCTTTAA 
XTTCCAIOTA AG08G0ATCC GnTTTTQ^ ttTqSaTCC KIT8AA0CC8 AAATCTOCAT 
ISa^ AGGAGAAACA 
AAOQWMSCCC ACTttATCTA AATGRTATIA GCAAACXaAG GGAGATTTCT 

GACAAGCaAA ACAAAOIOAA AACOGAATOG ^^^S^S ^SJ^S^ TGITTAITTC 
TAGCARATGA OTCTAACAAA TATGACATCC e^J^ES^ TTTTOTTOTO TTAAAAGTAC 

iGAATcrrrcr gtgattcatt tovagcaaca ™^ ?S??5aac 

TTTTCTTQAT •mTQAATGT MTTOTrTa, ^^^CTT TAACTGGIAG 

«=^*«= I^JESSSS TATGTAWAA 

TCATTTTQCA CATAGCTTTA TCAACTTTTA AACATTAATA Al».i^*** 



300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1660 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
3700 



65 



70 



A2 protein sequence; 
Qene name: 
XAiigene numbers 
Frdbeset Accession fts 
Protein Accession #: 
Signal sequences 
Transmerabrane domains: 
Cellular Localizations 



endothelial differentiation, spbingolipid O-protein-coupled receptor, 

Hs. 154210 

M31210 

AAA52336 

SS^l!°^110. »a-X40. UO-177 , 202-222. 251-269. 
plasma nenibrane 



283-301 



31 



41 



51 



LsvPLVK Lsv^vv Lir^ ir^^^ ^SS^ 

LEHIPVLLTI MKTKKPHRPM WKBILALS ^^^^^^ StTtsaCHVI SLILGGLPIM 
„^ EOSMFVALSA SVPSLLAIAI ERYITTfl^ ^SJwSS KsiS5«KH 

75 GMNCISALSS CSTVLPLYHK WH-FCTTVP T^?^^ ^SSm mSlVLAV 

=!fv -SKSCSSHP 

QKDEGDNPET IMSSGNVNSS S 



60 
120 
180 
240 
300 
360 



80 A3 DNA SBOOEWCE 
Gene naioes 
imigene nunibert 
Probeset Accession Ss 
nucleic Acid Accession ft: 



G protein-coupled receptor 51 

Hs. 198612 

AA452928 

MM_004624.l 

829 



wo 03/042661 



PCT/US02/36810 



Coding Bequencei 



l>a826 (underlined eequences correspond to start and stop codons) 



5 ^ 11 21 31 41 SI 

ATGGCTTCCC ixK»GAOCTC OGGGCAGCCA GGGOQGCX36C CGG0GC06CC ACX»CCGOCC 
GCOCXXXrtGC TACTGCTACT GCTOCT6C0G CTGCTOCTGC CTCT060G0C OGGGGCCTGG 
60CT6GGG6C OGGOOGCCCC COGGCCGCCG CCCAGCAGCC CQCCOCVCTC CATCATGGGC 
CTCATGG06C TCACCAAGGA GGTGGCCAAQ GGCAOCATOJ GGCGCGGTGT GCTCCCCX3CC 
10 GTOQAACTGG CCATOQAGCA GATCCOCAAC GAGTCACTCC TCCGCC CCTA CTTCCTOSAC 
CTGCGGCTCT ATGACAOGGA GTGOOACAAC GCAAAAGGGT T6AAAGCCTT CTAOOATGCA 
ATAAAATAOG GGCCX5AACCA CTTGATGGTO TTTGOAaGOQ TCT QTOCATC OtSTCACATCC 
ATCATTGCAO AOTCCCTCCA AGGCTGQAAT CTGQTQCAGC TTTCTTTTGC TGCAACCACG 
C C TO TTCTAG CCC5ATAAC5AA AAAATACCCT TATTTCTTTC GGACCGTCCC ATCAOACAAT 
15 GOGGTOAATC CAGCCATTCT GAAGTTGCTC AAGCACTACC ACTGOAAGCO CXSTGGGCACG 
CTGACQCAAG ACGTTCAGAG GTTCTCT6AQ GTGOQGAATO AOCTOACTGG AG'rTCTGTAT 
OGCGAGGACA TTGAGATTTC AGACACOSAQ AQCTTCTCCA AOGATCCCTG TACCAGTOTC 
AAAAAGCTOA AGQQ6AATQA TOTGOGQATC ATCCTTGGCC AGTTTQACCA QAATATG6CA 
GCAAAAGTOT TCTCTTOTOC ATA06AGGAG AACATGTATG GTAGTAAATA TCRGTGGATC 
20 ATTCCGGGCT GGTACX3AGCC TTCTTGGTGG GAGCAGOTGC ACAOGGAAGC CA ACTCATC C 
CGCTGCCTCC GGAAGAATCT QCTTQCTGCC ATGGAGGGCT ACATTGOOGT GQATTTOSAO 
CCCCIGAGCT CCAAGCAGAT CAAGACCATC TCAGGAAAGA CTCCACA6CA OIATGAGAGA 
6AGTACAACA ACAAOOOGTC AG6CGTGGGG CCCAGCAAGT TCCAOOGQTA OGCCTAOQAT 
GGCATCTOGO TCATOGCXaA GACACTGCAG AGGGCCATGO AQACACTOCA TGCCAQCAGC 
25 OCSGCAOCAGC GGATCCAQGA CTTCAACTAC ACGGACCACA CGCTGGGCAG GATCATCCTC 
AATGCCATOA ACGAQACCAA CTTCTTCGGG GTCAOGGOTC AAOTTOIATT CC3GGAATGGG 
GAGAGAATGG GGACCATTAA ATTTACTCAA TTTCAAOACA QCAGGQAGGT GAAGOTGGOA 
GAOTACAACG CTOTGGOOGA CACACTGGAG ATCATCAATQ ACACCATCAQ GTTCCAA QQA 
TCCGAACCAC CAAAAGACAA OACCATCATC CTGGAGCAGC TGCGGAAGAT CT CCCTAC XTT 
30 CTCTACAGCA TCCTCTCTOC CXnrCACCATC CTCGGGATGA TCATQGCCAQ TGCTTTTCTC 
TTCTTCAACA TCAAGAACXX3 GAATCAGAAG CTCATAAAGA TGTOSAGTCX: ATACATGAAC 
AACCTTATCA TCCTTCGAGG QATGCTCTCC TATGCTTCCA TATTTCTCTT TG6CCTTGAT 
GGATCCTTTG TCTCXGAAAA GACCTTTGAA ACACTTTGCA CCGTCAGGAC CTGGATTCTC 
ACCGTOOOCP ACACGACCGC TTTTGGGGCC ATGTTTGCAA A6ACCTGGA0 AGTCCAOGCC 
35 ATCTTCAAAA ATGTCAAAAT GAAQAAGAAO ATCATCAAGO ACCAGAAACT GCT TG TGATC 
GTGGGGGGCA TGCTGCTGAT CQACCTGTQT ATCCTGATCT GCTGGCAOGC TOTGGACCCC 
CTGOGAAGGA CAGTGOAOAA GTACAGCATG GAGCOSQACC CAGCAGGACG GGATATCTCX: 
ATCCMCCCTC TCCTOGAGCA CTGTGAGAAC ACCCATATGA CCATCTGQCT TGGCATCOTC 
TATOCCTACA AGGGACTTCT CATOTTQTTC GGTTGTTTCT TAGCTTGOGA GACCOGCAAC 
40 GTCAGCATCC COGCACTCAA GQACAGCAAO TACATCGGGA TQAGTOTCTA CAAOOTGGGG 
ATCATGTGCA TCATaSGQGC CGCTGTCTCC TTCCTQACCC GGGAOC3U3GC CRATOTOCAO 
TTCTGCAT06 TGGCTCTGGT CATCATCTTC TGCAOCACCA TCACCCTCTG CCTGGTATTC 
GTOCGQAAGC TCATCACCCT OAOAACAAAC CCAGATGCAG CAACGCAGAA CAGGCGATTC 
CAOTTCACTC AOAATCAOAA ORAAGAAGAT TCTAAAAOGT CCACCTOSGT CACCAGTGTG 
45 AACCAAGCCA GCACATCCCG CCTG6AGGGC CTACAGTCAG AAAACXaiTCXJ CCTGCGAATO 
AAGATCACAG AGCTGGATAA AGACTTGGAA QAGGTCACX3V TGCAGCTGCA GGACACAOCA 
GAAAAGACCA CCTACATTAA ACAGAACCAC TACX^AGAGC TCAATGACAT CCTCAACCTO 
GGAAACTTC3V ClGAOAOaVC AGATGGAGQA AAGGOCATTP TAAAAAATCA CCTCGATCAA 
AATCOCCAOC TACA61GGAA CACAACAGAO CCCTCTC6AA CATGCAAAGA TCCTATAQAA 
50 GATATAAACT CTCCAGAACA CATCXaOCOT COGCTGTCCX: TCCAGCTCXX: CATCCTCJCAC 
CACGCCTAOC TCCCATCCAT CGGAGGCGTG GACGCXaCCT GTGTCAOOCC CTGOQTCAGC 
CCCACOGCCA GCCCCCGCCA CAGACATGTG CCACCCTCCT TC06AGTCAT GGTCTCGGGC 
CTQ TAA 

55 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1960 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2B20 



60 



65 



70 



75 



80 



A4 Protein sequence t 
Gene name: 
Unigene nuniberi 
prdbeset Accession ft: 
Protein Accession #: 
Signal sequence: 
P£ain docnains: 
Tranaaiembrane domains s 
Cellular Localization! 



G protein- coupled receptor 51 
He. 198612 
AA452928 
NP_005449.1 
1-42 

7tm 3 [481-754), ANF receptor [130-204] 

22-44, 477-499, 517-539, 552-574, 595-617, 653-675, 692-713, 722-744 
plasma nendbrane 



1 11 21 31 41. 51 

MASPRRSGQP ORPPPPPPPP ASLLLIXIAP LLLPLAPQAW GWARGAPRPP PSSPPLSIMG> 
LMPLTKEVAK GSIGROVLPA VELAIBQIRM BSLLRPYPLD tRLYDTECCN AKQLKAPYDA 
IKYGPNHUW FGGVCPSVTS IIAESLQGWN LVQLSFAATT PVLADRKKYP YPFRTVPSDN 
AVNPAILKUi KHYQWKRVGT LTQDVQRPSB VRNDLTGVLY GKDIEISDTE SP8NDPCTSV 
KKLKGNDVRI ILGQPDQNMA AKVFCCAYEB NMYGSJOfQUr IPGWYBPSWW EQVHTRANSS 
RCLRKNUiAA MB0VI6VDPB PLSSKQIKTl SGKrPQOVER BWINKRSGVG PSKFHGYAYD 
QIWVIARniQ RAMBTIiHASS RHQRIQDPHY TDHTMRIII. NAMMBTOPFG VTGQWFRKa 
ERMGTIKPTQ PQDSRBVKVG EYNAVADTIiE IIKDTIRFQG SEPPKDKTII LBQUUafiLP 
LYSILSALTI LQMIMASAFL PFNIKNRNQK LIKMSSPYMN NLIII/»MLS YASIPLPOliD 
GSFVSEKTFB TLCTVRTWXIi TVGYTTAFGA MPAKIWRVHA IPKNVKMKKK IIKDQICLLVI 
VGGMLLIDW: XWCWQAVDP LHRTVEIOfSM BPDPAG8DIS IRPLLEHCKM THMTIWIXJIV 
YAYKGLLMLP GCPLAWETRM VSIPALNDSK YIGMSVYHVG IMCIIG AAVS FLTRDQPNVQ 
PCIVALVIIF CSTITLCLVP VPKLITLRTN PDAATQNRRF QFTQN QKKED SKTSTSVTSV 
KQASTSRLEG LQSEHHHLRM KITBLDKDLE EVTKQLQDTP EKTTYIKQNH YQBLNDXUilL 
GMFTBSTDGO KAILKNHLDQ NPQIiQMNTTB PSRTCKDPIE DINSPHHIQR RLSLQI*PIU1 
HAYI.PSXGGV OASCVSPCVS PTASPRHRHV PPSFRVMVSO L 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



830 



wo 03/042661 



AS DNA SEQUEMCE 

Gene name: '^^^ 
unigene nuirbers 

Prbbeset Accession it AW0437B2 

SS^^'^errstro/sCunaerXlnJ^^r^ corr«^ to tart and atop ccaoa, 



10 

15 

20 
25 
30 
35 
40 



11 



21- 31 41 SI 

IgCAACGACO C00GGCM50Q LuKOGCBO COOOGCCMO roGCTOCTGO OGCCSCTGTO 
SreCTQ AGC»GCGCCQ CGORGAGCCA GCTGCTCOX GGGAAOMT 
CTGCAACATA CCW3QCAACT TCATGTOCftG CRATGGWX3G TGCATCCCGO GOSOCMOCk 

SgSct octtcgacm. gastgrtgag aaggagigcc ccmggctaa 

SCWAMOT QQOCCAAOCT TCTICOOCTO TGCCaGCGGC ATCCATTGCA TCOTTOGICQ 
AMGGOXTTO AGOACrOTCC OGATOGCAGC GATGAAGAQA ^CTGCACAGC 

Saccctctg CTTTGCTCCA CCGCCCOCIA ccactgcaag aacggcctct 

^S^ATC TGCGATGGAC AGAATAACTG TCAAGACAAC WSTGATBMG MMCTO^ 
A^TTCTCAA OAACCCGOCA OTGGGCAflOT 3TTTGTGACT TCAGAOAACC AACITexeTA 
5^^^ aJ^SaTG CCATCATOGO CAGCrCCGTC ATTmOTGC «eTC8TGGC 

cSgctqqca ctootcttoc ACCACcaoao gaagcqgaac aacctcatga cgctgcccgt 

SJSS SoCACCCTG TGCTOCTGIC OOSCCTGOTO GTCCXG6ACC ACCCCCACCA 

ScAACG TCAATAAtGG CATCCAOIAT OTGOCOflCC 
QAATQOOICO OAAGTAGGCT C(XCACCCTC CTACTCCGAO GCC3TGCTQG ACCAGAGGCC 
i^^QM OMCTTCCTC CACCGCCCTA CTCTTCTGAC ACQGAATCTC TGAACCAAOC 
SSSr ^S^COGO GAGIOCCAAC AGTGOCAGCT CCCAGG^C 
^^SgOT^ arGAGCGTGG AAGACACCAG CCACAGCCW3 GGGCACCCTO GCCCCO^ 
^^^SctgS gagcEcagog ACTCTGAQCC CAGCCAGQGC ACIGAASAAO '••^^ 
^iSw^ AMTCCATAT GGGTTAATCT QCICIGACIT GTTOCCATTC TAACAAXTTB 
SSSS iwciCTTTA AGCACCTGTA AGGATOICTC AAGTTACAGT ^K^^Tl 
StSS OOTTCOCCT CCTCCCCCAG ACTTCAGAGA TGTrTTTCTG GCGTCXaOT 

VS^toSc tgttgtqcgt crrrrciGTC aggtcactct TcccrrGGGA cccga»t« 
^^^^ iircACArrA ttctcstttct OTTOQAflAOA afla«««* JSSSS 

AAATAGGCTG GOAGAGAGCA ATGTTTCTGT GCrPATATTOO ATOCTCAGAA OTGCSlBfflOA 
^S^^ aaSctctct GCTGGCSTAGT TACCTTATAG CATTTGGGGA "TGGGTTAG 
SooSa^ TCACIGGATG gtcaoxocc caaaaaaatt ccatttgagc 
$Sacct gctttgcaca atcctattto ATQOCCCCAO TTCAGCAGM TCWrOOCCA 
^^^AAAAOT TGGACeiGAO TAACACOCTT CAQCAOIOSC f*Caeaan »GalTTTGTG 
JS^S^^ AAACCATCTA CCCICTAtAA ATTCMQCIT «fiMMTrO COCAAG^TG 

^Stciqa gaoctttcct cagcascata tatcatcagc ctcatcctaa aataggc^ 
Q^COCTCC CATQAamA tccaagttct cagctcctaa aatgcaogct gccaaoaocc 

CT^OTCTAC AGOaCITAC CTGGTTTCTG GACIGTCACC CTCCCAGCTG 

^^^^ ^^SSggaX tgaggaccta acttgagttq occcaaaotc macctggct 

S^i^OCT GTGQCCCACA CCCAGCCtOT CTTOCTC 3CTT CM0CA6CCI CAA»CTSGC 
45 ^^AAOTT CCCTTAACAC TTGC3VAACTC CTrrTTACCT GTQCATrTGG ACTTCAGGAC 
^^TOT ATCAaSGTQ AOAGCCATOT TCAATACCTC CAQCAAGCTC TCCTGGCTCC 
aSSSc TioCCAAQOI CCCAATACCA GCAOCTCTAG TTA^TTAG 
S?^GGTC AGGCCTCTCC CAACATCOCA OIAOTtlCTC CICP8A<!A£a a^GGOM 

^ISmttg g^caaoat tttccaitto gatciatttt AMTCirraA aj^TsaTT 

50 tSamwtg TCTTTGTTTT TTCCCTTCTA QTTAAGGGAC TATTTATATG KTMAOaA 

AraCTCTCT ttttttgttt ttcctttaac aaggtccaaa gaaagatgca magg»m«c 

tScCCTTOC CCOGCTOAflC CCOOTGAtAA CAAQTCACXC CAGACTAACC TGTOTOCCM 
A^SctGC StGTTOTC •mSAGGTTA TTATTtATCA ACTTCTTGAA G^^GCAGJA 
^GG^TC CICICTCCCT CGBT8IATA0 TCTCTAieil TOTGCrAGTT TTTCTTTTTT 
55 ^SSt^ oSoTCAGCC ACAOGOCCCG CCTCCCTGCA OGAATAAGGO 2?^^^^ 

kocaagaaa ccacactgac tgatgagggg taaaatgoaa cra«mmo 

SSciCOQQQ CAGCIQTCAC CCaiTCaGAA CTTOnETCCG CAGCTGAAGA MOenOBt 
iStTTO AOBCTAATTA AAACAOAOCC TGCAGGAAOT OOGOCIAAAG ^"CAO 
?SScCTGTT CICTftSACTT TTCTTTCrTT TTTTAACCAA ATCCAAAOGA TOTTACAGAA 

60 ^^St gttttgttta aaaaaaaaaa gaaagaaaga aaoaaa^aa 

AAraaaAAQO AACCIAGCTG CCTGTATCTT TCATITTtAA AATAGCACrr eAGTTMTII 
^T^TAMC CAATAAAQAA CTTTTGATQA CAGCCAGAAT GTGTTAQAAC TCTOGCTMA 
^aftWC ASAAOBaCfT TMTTCTCCC TTXGATGGGG CCCCITCITC 

TTOGAMii eitraaAGGA aaqaattcta attttaatta awgogcagt 

65 GAOTTAATCT CACTCGCTTT T CTGCTTCCA GQCATCTTAO ^J^JCWJi 

agataaggga tgcctactaa tgctttttta aaacaaacao ggacattttt «ramom 

TQMTTTTTT AAIGAATGTT ITOAAAATA TATAAATAGG ACACCAAACC OGCAGGSTTT 

^^^^ SooirT <nTTTa3«C tcaagatggc acattaotgg ccagcrmcat 

TTTTTAMTC AITCCAACCA OOAAlSCTttT TTAXACATTG CCIAAATCTA CGCCAACCRG 
70 AMMMTCT CATCTCTTTT rETCTCAAAT QAGATCCGTO TCTTATmA QOaWXTT 
' iSiGACTCO OCTATTACCT GACICAGCTC OCICtAOCIT O^WWAa 

TTTTTAAAAA AIQCAACTAA OTGGITAATA GIGTGTGACQ CTCAAABITA MOTAAACTO 
^A^TTGT (StlfKBtmC TTTTTOIGTT TTGGTTAGQC riWm ' W T TITTTAATTI 

^iiTTC ^rukm easmcKS tctttctgtt tgigcaaamg gwmctamarm 

75 II^^AAAC SwmOOGG GGGCTTGG6C CTC5SGAAAAA OITITTAACA OCACTOXSQG 

GAAACCCTGG CCAAGAAAAA GGTGGCGAGA ATTCTOCACA CCAORAAAAA AGGOOCGGOG 
^MaSgS ^TCTTGCG TAAAOaCAC COGAAGAGAG AACTCftGAAG OVCACAAGCO 
GGACTCAACC AGtaOGACCC AAGGOAACOC 6ATAGAGTAC 6 

80 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 



A6 Protein ae<mence; 
Gene name: 



831 



wo 03/042661 



PCTAJS02/36810 



Unigene number i 
Probeset Accession 
Protein Accession #> 
Signal sequence: 
Tranemeaibrane doovalnss 
LDLa domains: 
Cellular Localization! 



HS. 293616 
AH0437e3 
none found 
1-17 
169>m 

28-66. 70-108, 112-149 
plasma nenft>raoe 



1 
1 

MWLL6PLCLL 
EKBCPKAKSK 
KNGIiCIDKSF 
VIPVLWALL 
YVASQAEQNA 
NSASSQAASS 



11 



21 31 41 ?1 

I 1 I I > 

LSSAAESQLL PGNNFTKBCM IPOIFWCSKO RCIPGAWQCD OLPDCFDKSD 
CGPTPPPCAS GIHCIIGRFR CNGPEDCPDG SDEEMCTAMP LLCSTARVHC 
ICDCXJNNCQD NSDBBSCBSS QEPGSGQVPV TSENQLVYYP SITYAIIGSS 
AliVLHHQRKR NNLMTLPVHR UJHPVLLSRL WLDHPHHCM VTVNVNNGIQ 
SEVQSPPSYS EALLDQRPAM YDIiPPPPYSS DTB8I «QM>L PPYRSRSGSA 
LLSVEDTSHS PGQPGPQEOT AEPRD8BPSQ GTBEV 



60 
120 
180 
240 
300 



A7 DNA 8BQUENCB 
Gena name: 

Unigene nuniber: 
probeset Accession 
Nucleic Acid Accession tf : 
Coding sequences 



Integrln, alpha 5 (fibronectin receptor, alpha polypeptide) 

Bs. 149609 
X06256 

l^ilSO^^underlined sequences correspond to start and stop codons) 



1 U 21 31 41 51 

iTGGGGAOCC GGAOCCCAGA GXCCCCTCTC CACGCOOTGC AGCTGCGCTQ GGG^OCCGG 
^S^CCCC CGCTSSTOCC GCrGCTGTTG CTQCTSSTeC CGCCGCCACC CAGGQTOGGG 
GGCTTCAACT TAGACGCGGA GGCCCCAGCA GTACTCTCGQ GQCCOXG^ SES^^ 
GGATTCTCAG TGGAGTTTTA COGGCCGGQA ACAGAOGGGO TCAGTGTOCT 00^00^^ 
CCCAAGGCTA ATACCAGCCA GCCAGQAGTO CTGCAGGGTG GTGCTGTCTA OCraraXOT 
TGGGGTGCCA GCCCCACACA GTGCACCCCC ATTGAATTT6 ACAGCAAAGG CTCT06GCTC 
CTOGAOTCCT CACTGTCCAO CTCAOAGGGA GAGGAGCCTG TGGAGTACAA GTCCTTQCAO 
TCGTTCGGGG CAACAQTTCG AGCCCATCGC TCCTCCATCT TGGCATGOSC TCCACTOTAC 
AGCTGGCGCA CAGAGAAGGA GCCACTGAGC QACCCCGTGO GCACCTGCTA CCTCTO^ 
GATAACTTCA CCOGAATTCT GGAGTATOCA CCCTOOOGCT CAGATTTCJ^ CT^G^O^ 
GGACAGGGTT ACT6CCAAGG AGGCTTCAOT GCOQACTTCA CCAAGACTGG COGTCTOCTT 
TTAGGTGGAC CAGGAAOCTA TTTCTCGCRA GGCCAOATCC TQTCTGCCAC TCAGOAGCAG 
ItTGCAGAAT CTTATTACCC CGAGTACCro ATCAACCTGG TTC^GGGCA GCTCCAGACT 
CGCCAGGCCA QTTCCATCTA TGATOACAGC TACCTAGGAT ACTCTGTGGC TGTTGGTORA 
TTCAOTGGTG ATGACACAGA AGACTTTGrT GCTGGTGTGC CCAAAGGGAA CCTC^AC 
GGCWTGTCA CCATCCTTAA TOOCTCAGAC ATTCGATCCC TCTACAACTT CTCfl^GGAA 
CAGATGGCCT CCTACTTTG6 CTATGCAGTO GCCGCCACAG ACGTCAATOQ G^QGGCTG 
GATCACrroC TGGTGGGGGC ACCCCTGCTC ATGGATCGGA CXXXTTGACGO GCGGCCTO^ 
GAGGTGGGCA GGGTCTACGT CTACCTGCAG CACCCAGCCO GCATAGAGCC CACGCCCAOC 
CT^C^ TGAGTTTGGC OQATTTGGCA OCTOTTQAC CCCCCTGG^ 
ScCTGOACC AGGATCGCTA GAATOATOTG GOCATCGGGG CTOCCTTTGQ TGGG6AGACC 
CAGCAGGGAG TAGTGTTTGT ATTTCCTGGG QGOCCAGOAG GQCTGGGCTC TAAGCCTTCC 
CAGGTTCTGC AGCCCCTOTQ GGCAGCCAGC CACACCCCM ACTTOTTOG CTCTOCCCTT 
CGAGGAGGCC QAGACCTGQA TGGCAATGQA TATCCTGATC TQATTGTGQO OTCCTTTGCT 
OTGQACAAGG CTGTGGTATA CAOGGGCCGC CCCATOGTGT CCaCTAGTGC CTCCCTCAOC 
ATOTCCCCQ CCATOTTCAA CCCRSAGOAG CGGAOCTQCA GCTTAGAC^ Si^^SS?!? 
^TGCATCA ACCTTAOCTT CTCCCTCAAT GCTTCTGGAA AACACOTTGC TG^^TT 
GOTTTCACAO TGGAACTTCA GCIGGACTGG CAGAAGCAGA AGGQAGGGGT AOGGOG^ 
CTGTTCCTGG CCTCCAGQCA GGCAACCCIG ACCCAGACCC TGCTCATCCA 6AATOGG0CT 
CGAGAGGATT GCAOAOAQAT GAAGATCTAC CTCAGOAACG AGTCAG^ !S^2?S^ 
ScTOGOOGA TTCRCATOGC TCTCAACTTC TCCTTOGAOC CCCAW300CC Jf^^ 
S^CC^ GGCCAGCCCT ACATTATCRG AGCAAGAQCC GGATAGAGGA CAAG^TCAO 
iScrrGCTOQ ACTGTOGAGA AGACAACATC TGTGTGCCTO ACCTGO^CT QGWAOTGTTT 
GGGGAGCAGA ACCATGTGTA CCTGGGTQAC AAGAATGCCC TGAAOCT^C JXTC^^ 
CAGAATOrGG GTGAGGGTGG OGCCTATQAO GCTGAGCTTC GGOTCACGGC CCCTOCMAO 
GCTGAGTACT CAGOACTOOT CAOACACCCA GQQAACITCT CCA6CCTGAG CTGTQACTAC 
^C^^ CCTGCTGOTO TOTOACCTGO GCAACCCCAT GAAGGCAGGA 
S^Sot TCGGTTTACA OTCCCTCATC tccgogacac taagm^ 
AtcSgTTTC ACTTCCAGAT CCrCAGCAAG AATCTCAACA ACTCGCAAAO OSAOGTOOT 
SiScC TCTCCOTGOA GGCTCAGGCC CAGGTCACCC TOAA<»GTGT CTCW^ 

SSSgigc tattcccagt aaoosactog catcccogao accagcctca gaagqagqao 

ScCTGGOAC CTQCTOTCCH CCATCTCTAT GAGCTCATCA AOC3UV3GCCC CAGCTCCATT 

^SSIS ?S[act cagctotccc caggctctgq aaggtcagca gctccta^at 
St^c^ ttacqggact caactgcacc accaatcacc ccattaaooc AA^GGOcro 
SSt^c ccgagqgttc cctgcaccac cagcaaaaac ^gaagctoc aa^ogcwc 
?ctSttcct cggqacctca qatcctgraa tccccggago cTOAOTGm caggctqcqc 
J^^Stcg ggcccctqca ccaacaaoag agccaaaotc tccagttgca ^ttotagtc 

ScAAGA CTTTCTTQCA GOGGGAGCAC CAGCCATTTA GCCTGO^ IS^SS 
T^AAAGCCC TCAAGATGCC CTACCGAATC CTGCCTCGGC AflCTQCCCCA ^^^^^ 
J^St^CCA CAGCTGTXXa ATOOACCAAG GCAGAAGGCA <^ATGGOGT CCCMTOTOO 
ScatStCC TAGCCATCCT GTTTGGCCrC CTCCTCCTAG OTC^TCAT CTA^CTC 
TACAAGCTTG OATTCTTCAA AOGCTCCCtC CCATATGGCA COOCGATOQA AAAAGCTCMJ 
CTCAAOOCTC CAflCCACCTC TGATOCCTGA 



60 
120 
180 
340 
300 
360 
420 
480 
540 
600 
660 
720 
760 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 



832 
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AS Protein sequence •. 
Gene names 
Unigene number: 
Probeset Accession ft* 
Protein Accession Us 
Signal sequence: 
Transmeinbrane doniaina 



integrin, alpha 5 (flbronectin receptor, alpha polypeptide) 
Hs. 149609 
X06256 
MP_002196 
1-42 
998-1020 

integrinalpha domains s 56-115, 268-318, 322-384, 388-444, 452-503, 1022-1036 
Cellular Localization: plasma membrane 



35 



15 1 11 21 31 ^41 ^51 

MGSRTPESPL HAVQLRWGPR RRPPLLPLLL LLLPPPPRVG GFMLDAEAPA VLSGPPGSFF 60 

GFSVEFYRPG TDGVSVLVGA PKANTSQPGV LQGGAVYLCP WGASPTQCTP lEFDSKGSRIi 120 

LESSLSSSEG EEPVEYKSW} WFGATVRAHO SSILACAPLY SWRTEKEPLS DPVQTCYLST 180 

20 DNPTRILBYA PCRSDPSWAA GQGYOQGGPS ABFTKTGRW W3GPGSYFWQ GQILSATQBQ 240 

lAESYYPEYL INIiVQGQLQr RQASSIVTOS YLGYSVAVQE PSGDDTEDPV AGVPKGNLTY 300 

GYVTILNQSD IRSLYNPSOE QMASYEGYAV AATDVNOTOI* DDIiVGAPLL MDRTPDQRPQ 360 

EVGRVYVYLQ HPAGIEPTPT LTLTGHDEFG RPGSSLTPL6 DLDQDGYNDV AIGAPFGGET 420 

OOGWFVFPG GPGGLGSKPS QVU5PLWAAS HTPDFFGSAL RGGRDLDGNG YPDLIVGSFG 480 

25 VDKAWYRGR PIVSASASLT IFPAMFNPEE RSCSLBGNPV ACINLSPCUJ ASGKHVADSI 540 

SKSh qSkGGVRHA LFIASROATL TOTIAIOHGA REDCREMKIY l^ESEFRnK 600 

LSPIHIALNP SLDPQAPVDS HGLRPALHYQ SKSRIEDKAQ ILtDCGEDHI CVPDLQLEVP 660 

OEQNHVYLGD KNALNLTFHA QMVGEGGAYE AELRVTAPPE AEYSGLVRHP GNPSSLSODY 720 

PAVNQSRLLV CDLQ^PMKAG ASLWGGLRFT VPHLRDTKKT IQFDFQILSK NLNNSQSDW 780 

30 SFRLSVEAQA QVTLNGVSKP EAVLPPVSDW HPRDQPQKEE DLGPAVHHVY ELINQGPSSI 840 

SQG^^SCT QALBGQQLLY VTRVTGLNCT TOHPINPKGL ELDPEGSLHH QQKRBAPSRS 900 

SS^LK CPEAECPRLR CBI/3PIBQQE SQSWMFRV WAKTFI^REH QP 960 

YmJCMPYRI LPRQLPQKER OVATAVQHTK ABGSYGVPLW IIILAILEGL LLLGLLIYIL 1020 
YKLOFFKRSL PYOTAMEKAQ LKPPATSDA 



^^^Sr^ integrin, bet. 1 (£ib«>necein receptor, beta. «.tigen a»9 Includes «df2, MSK12) 



IMigene number: Hs. 287797 

40 Probeset Accession X07979 

Nucleic Acid Accession #* HM_002211.l -n,ionBi 

coding sequences 1-2397 (underlined sequences correspond to start and stop codonsj 



45 1 11 21 31 41 SI 

ATGAATTTAC LcCAATTTT CTGQATTGQA CTQATCAQTT CAQTTTGCTO TOTGTTTGCT 60 

CAAACAGATG AAAATAGATC TTTftAAAGCA AATOCCAAAT CATGTGGAOA ATGTJ^CAA 120 

GCAGGGCCAA ATTQTGGGTG QTGCACAAAT TCAACATTTT TACAGGAAGG AATOCCTACT 180 

50 TCTGCACGAT GTOATGATTT AGAAGCCTTA AAAAAQAAGG GTTGCCCTCC AOMGACATA 240 

GAAAATCCCA GAGGCTCCAA W3ATATAAA6 AAAAATAAAA ATGTAACCAA CCGTAGCAAA 300 

GGAACAGCAQ AGAAGCTCAA GCCAGAGGAT ATTACTCASA TCCRACCACA GCAGTTGGTT 360 

TTGCGATTAA GATCAGGGGA GCCACAQACA TTTACftTTAA AATTCAAQAO AOCTffl\MAC 420 

TATCCCATTG ACCTCTACTA CCTTATGGAC CTOTCTTACT CRATGAAAGA CGWOTQ^ 480 

55 AATCTAAAAA GTCTTGGAAC A6ATCTGAT6 AATGAAATGA GGAGGATTAC TTCGGACTTC 540 

AGAATTGGAT TTGGCTCATT TGTGQAAAAG ACTGTGATGC CTTACATTA6 CACAACACCA 600 

GCXAAGCTCA GGAACCCTTG CACAAOTGAA CAGAACTGCA CCAGCCCRTT TAGCTACAAA 660 

SgSS GTCTTACTAA TAAAGGAGAA GTATTTAATG AACTTGTTGG AAAACAGCGC 720 

ATATCTGGAA ATTTGGATTC TCCASAAGGT GQTTTCSATQ CCATCATGCA AGTTGCRGTT 780 

60 TGTGGATCAC TGATTGGCTG GAGGAATGTT ACACGGCTGC TGGTGTTTTC CACAflATOCC 840 

GGGTTTCACT TTGCTGGAGA TGGGAAACTT GGTGGCATTG TTTTACCAAA TGATGGACAA 900 

TGTCACCIXW AAAATAATAT GTACRCAATG AGCO^TTATT ATGA^ 960 

CACCTTGTCC AQAAAC«M TOAAAATAAT ATTCAOACAA TTTT^^ 1020 
TTtSgCCTG TTTACAAGGA GCTGAAAAAC riX»T^ 

65 TCTOCAAATT CTAGCAATGT AATTCAGTTG ATCATTGATG CATACAATTC CCTTTCCTCA 1140 

GAAQTCATTT TGGAAAACGG CAAATTGTCA GAAGGAGTAA CAATAAGTTA CAAATCTTOC 1200 

TGCAAGAAOS GGGTOAATGG AACAGGGGAA AATGGAAQAA AATGTTCCAA TAT^^ 1260 
GGAGATGAGG TTCAATTTGA AATTAGCATA AClTOtfU^TA AGTG^ 

QACAflCTTTA AAATTAGGCC TCTGGGCTTT AGGGAGOAAG TAGAGGTTAT TCTTCAGTAC 
70 ATCTGTGAAT QTGAATGCCA AA6CQAAG6C ATCCCTGAAA OTCCC^^ 

AATGGGACAT TTGAGTGTGG CGCGTGCAGG TGCAATGAAG GGCGTGTTGG TJ^ACATTGT 1500 

GAATGCAGCA CAGATGAAGT TAACAGTCAA GACATGGATG CTTACTGCAG GAAAGAAAAC 1560 

AOTTCAGAAA TCroCAGTAA CAATGQAGAG TCCGTCTGOG G^^ 1«0 

AGGGATAATA CAAATGAAAT TTATTCTOGC AAATTCroCG AGTGT^^ 1680 

75 GATAGATCCA ATGGCTTAAT TTGTGGAGGA AATGGTGTTT GCAAGTGTOG TO 1740 

TGCAACCCCA ACTACACTGG CAGTGCATGT GACTGTTCTT TGGATACTM WOTGrWA 1800 

GCCAGCAAOO GACAGATCTG CAATQGCOQQ GQCATCTGCG AGTGTGGTGT CIQTAAGTGT 1860 

ACAGATCCGA AGTTTCAAGQ GCAAACOTGT GAGATGTGTC AGACCTGCCT TGGTGTCTGT 1920 

GCTGAGCATA AAGAATOTGT TCAGTGCAGA GCCTTCAATA AAGGAGAAAA GAAAGACACA 1980 

80 TGCACACAGG AATGTTCCTA TTTTAACATT ACCAAGGTAQ AAAQT CGGGA GRAATTACCC 2040 

CAGCCGGTCC AACCTCATCC TGTGTCCCAT TffTAAGGAGA AGGATGTTGA CGACTGTTGQ 2100 

TTCTATTTTA CGTATTCAGT GAATGGGAAC AACGAGGTCA TGGTTCATCT TGTQGAGAAT 2160 

CCAGAGTOTC CCACTGOTCC AGACATCATT CCAATTCTAO CTaOTOTGOT TGCPGGAATT 2220 

833 



1320 
1380 
1440 
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OTTCrrATTG GCCTTGCATT ACTGCTQATA TGGAAGCTTT TAATGATAAT TCATGACAGA 2280 
AGOGAGTTTQ CTAAATTTGA AAAOGAGAAA ATGAATGCCA AATGGGACAC QOOTGAAAAT 2340 
CCXATTTATA AGASTOCCQT AACAACTOTO GTCAATCCGA AGTATGAGGO AAAATGA 



AlO Protein eequence; 
Gene name: 
Unigene number t 
Probeset Accession 
Protein Accession #: 
Signal sequence x 
Transmembrane domains: 
XNB domain: 
PSI domain 1 

Cellular Localization t 



Integrin, 
Hs. 287797 
X07979 
HP 002202.1 
1-21 
732-754 
34-464 
26-76 

plasma membrane 



beta 1 (fibronectin receptor, beta, antigen CD29 includes MDF2, MSK12) 



1 11 21 31 41 51 

I I I I I I 

MKLQPIFWIG LI8SV0CVFA QTOaiRCLRA NAKSCSSCXQ AGPNCGWCZM STFU2E6MPT 60 

SARCDDLEAL KKKGCPPDDI EHPR6SKDIK XQ7KNVTKRSK GTAEKLKPED ITQIQPQQLV 120 

LRLRSGBPQT FTLKPKRAED YPIDLYYLMD LSYSMKDDLE NVKSLGTDLM NEMRRITSOP 180 

RIGPGSFVEK TVMPYISTTP AKLRMPCTSE QWCTSPFSYK HVLSLTNKGB VPNELVGKQR 240 

XSGNLDSPEO GmAIMQfVAV OOSLIGWSNV TRLLVPSTDA OFHFAGDGIOi GOXVLPNDQQ 300 

(XLENNMYTM SHYYDYPSIA BLVQKLSOni IQTIPAVTBB FQPVYKEUCN LIPKSAVGTL 360 

SAMSSNVIQL IIDAYNSLSS EVILENGKLS EGVTISYKSY CKNGVNGTGE NQRKCSNISI 420 

GDEVQPEISI TSNKCPKKDS DSPKIRPU3P TEEVBVILQY ICECBOQSEO IPESPKCHEG 480 

NGXFEOQACR CKEQRVGRHC ECSTDEVNSB DMDAYCRKEN 88EICSMNGB CVOGQCVCRR 540 

RDMTNBIYSG KFCEOniFNC DRSNGLIOG6 NGVCKCRVCE OfPNYTGSAC DCSLDTSTGE 600 

ASKGQIQIGR GICBC6VCKC TDPKFQGQTC EHOQTCLGVC AEHXBCVQCR AFMROEKKOT 660 

CTOECSYFNI TKVBSRDKLP QPVQPDPVSH CKEKDVDDCW FYFTYSVN®* NEVKVHWEH 720 

PECPTGPDIZ PIVASWAGI VLIGLALLLI HKLIMIIHDR REFAKFEKEK HNAKHDTGBN 780 
PIYKSAVTTV VNPKYE6K 



All DMA SEQUENCE 

Gene namet selectin E (endothelial adbealon molectile 1) 

Unigene number: Hs. 89546 

Probeset Accession M24736 

Nucleic Acid Accession #s 1]M_000450 

Coding sequence: 1-1833 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I t 

ATGATTGCTT CACAGTTTCT CTCAGCTCTC ACTTTGGTQC TTCTCATTAA AGAOAOTaaA 60 

GCCTGGTCTT ACAACACCTC CACGGAAGCT ATGACTTATO ATOAGGCCAG TGCTTATTGT 120 

CAGCAAAGOT ACACACACCT GGTTGCAATT CAAAACAAAG AAGAGATTGA GTACCTAAAC 180 

TCCATATTGA GCTATTCACC AAGTTATTAC TGGATTGQAA TCAGAAAAGT CAACAATOTQ 240 

TGGGTCTGGG TAGGAACCCA QAAACCTCTG ACAGAAGAAG CCAAGAACTG G6CTGCAGGT 300 

GAACCCAACA ATAGGCAAAA AGATGAGGAC TGCGTGGAGA 7CTACATCAA GA6AGAAAAA 360 

QATGTGGGCA TGTGGAATGA TGAGAGGTGC AGCAAGAAGA AGCTTGCCCT ATGCTACACA 420 

QCTQCCTGTA CCAATACATC CTGCAGTGGC CAOQGTGAAT GTGTAGAOAC CATCAATAAT 480 

TACACTTGGA AGTGTGACCC TGGCTTCAOT GGACTCAAGT GTGAGCAAAT TGTGAACTGT 540 

ACAGCCCTGG AATCCCCTGA GCATGGAAGC CTGOTTTGCA CTCACCCACT GGGAAACTTC 600 

AGCTACAATT CTTCCTGCTC TATCAGCTGT QATAGGGGTT ACCTGCCAAG GAOCATGQAG 660 

AOCATGCAGT GTATGTCCTX: TGOAGAATGG AOTQCTCCTA TTCCAGCCTG CAATGTGGTT 720 

GAGTGTGATG CT6TGACAAA TCCAGCCAAT GGGTTOGTGG AATGTTTCCA AAACCCTGGA 780 

AGCTTCCCAT GGAACACAAC CTGTACATTT GACTGTGAAO AAGQATTTGA AC TAATGG QA 840 

QCCCAGAGCC TTCA6TGTAC CTCATCTGGG AATTGGGACA AOGAGAAGCC AAOSTGTAAA 900 

GCTGTQACAT 6CAGGGC0GT COGCCAGCCT CAGAATGGCT CTGTGAGGT6 CAGCCATTCC 960 

CCTGCTGGAG AGTTCACCTT CAAATCATCC TGCAACTTCA CCTGTGAGGA AOGCTTCATG 1020 

TTQCMSGaAC CAGCCCAOOT TGAATGCACC ACTCAAGGGC AGTGGACACA GCAAATCCCA 1080 

QTTTOTGAAO CTTTCCAGTG CACAGCCTTG TCCAACCCCG AGOQAGGCTA CATGAATTGT 1140 

CTTCCTAGTG CTTCTGGCAG TTTCGGTTAT GGGTCCAGCT GTGAOTTCTC CTGTGAQCAG 1200 

GGTTTTGTGT TGAAOGQATC CAAAAGGCTC CAATQTGOCC CCACAGQGQA GTGGQACAAC 1260 

OAGAAQCCCA CATGTGAAGC TOTQAGATOC GATOCTGTCC ACCAGCCCCC GAAGGGTTTQ 1320 

GT6AGGT6TG CTCATTCOCC TATTGGAGAA TTCACCTACA AGTCCTCTTQ TGCCTTCAGC 1380 

TGTQAGGAGG GATTTGAATT ATATGQATCA ACTCAACTTG AGTGCACATC TCAGGQACAA 1440 

TGQACAOAAG AGGTTCCTTC CTGCCAAGTG GTAAAATGTT CAAGCCTGGC AGTTCCGG©\ IS 00 

AAOATCAACA TGAGCTGCAO TGGGGAGCCC GTGTTTGGCA CTGTGTGCAA GTTCGCCTGT 1560 

OCTGAAGGAT GGACGCtCAA TGGCTCTGCA GCTOGGACAT 6TGGAG0CAC AGGACACTGG 1620 

TCTOGCCTGC TACCTACCTO TGAAQCTCCC ACTOAGTCCA ACATTCCCTT GGTAGCTGGA 1680 

C r iTCrtf C rG CTGGACTCTC CCXCCTGACA TTAGCACCAT TTCTOCTCTG GCTTOGGAAA 1740 

TQCTTACXX3A AA6CAAAGAA ATTT G T T CCT GCCAGCAGCT GCCAAAGOCT TGAATCAGAC 1800 
G6AA6CTACC AAAAGCCTTC TTACATGCTT TAA 



A12 Protein sequence t 
Gene name: 
unigene nuniberi 
Probeset Accession &t 
Protein Accession 
Signal sequence: 
Transmeuibrane domains t 
lectin domain: 



Selectin B (endothelial 

He. 89546 

M24736 

NP_000441 

1-22 

555-573 

23-139 



adhesion molecule 1} 



834 



wo 03/042661 



PCT/US02/36810 



Cellular Localization: plasma mentorane 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



60 



1 11 21 

1 1 t 

MIASQFLSAI* TliVLLIKESG AMSYNTSTEA 
SILSYSPSYY WIGIRKVNNV WVWVGTQKPL 
DVGMWNDERC SKKKLALCYT AACTNTSCSQ 
TAI.ESPEHGS LVCSHPLGNP SYNSSCSISC 
EC3)AVTMPAN GFVECPQNPG SFPWNTTCTF 
AVTCRAVRQP QNGSVRCSHS PAGEFTFKSS 
VCEAPQCTAL SNPERGYMNC LPSASGSFRY 
EKPTCEAVRC DAVHQPPKOL VRCAHSPIGB 
WTEBVPSCQV VKCSSIAVPO KINMSCSGEP 
SGLLPTCBAP TBSNIPLVAG LSAAOLSLLT 
GSYQECPSYIL 

A13 DNA SEQUENCE 
Gene namet 
Unigene number: 
Probesec Accession 
Nucleic Acid Accession 
Coding sequence: 



31 
I 

MTYDBASAYC 
TEEAKMHAP6 
HOBCVETINN 
DRGYLPSSMB 
DCEBGFBLMG 
CMPTCEEGFM 



41 
I 

QQRYTHLVAl 



PTYKSSCAFS 
VFGTVCKFAC 
LAPFLLWLRK 



YTCKCDPGFS 
TMQCMSSGEW 
AQSLQCTSSG 
LQGPAQfVECr 
GFVLKGSKRL 
CEBGFEIiYGS 
PEGWTIiNGSA 
CLRKAKKPVP 



51 
I 

QHKEEXEYUf 
CVBIYIKRBK 
GLKCEQIVNC 
SAPIPACNW 
NHDNEKPTCK 
TQGQNTQQIP 
QCGPTGEWDN 
TQLECTSQGQ 
ARTCGATGHW 
ASSGQSI.ESD 



60 

120 
180 
240 
300 
360 
420 

4eo 

540 
600 



G protein-coupled receptor 39 

Hs. 85339 

AA349893 

^^I'M^ISnderlined sequences correspond to sWrt end stop codons) 



11 



21 



31 



41 

I 



ATGG CTTCAC 
CCCGASTTTO 
TTC6TGATGG 
AAAGGATACT 
TTGGTGTTCC 
ACGTCCAGCT 
GCTACGCTGC 
TTCAGGTACA 
OTCACCTCCG 
QTGAACGTGC 
CA6CC06AGA 
CAGTCCAGCA 
ATGTGCTGGA 
ACGCGGCCTC 
ACXa^TCATCT 
ATTGGGAGGA 
QOQTACATGA 
CG6CTCCTGT 
TGCCGCCTGT 
ACCACCGACA 
TCTGCAAGGA 
TCTAAGTCGC 
AATTCTGCTG 



CCAGCCTCCC GGGCAGTGAC TGCTCCCAAA TCATTGATCA 
ASGTGQCCAC CTGGATCAAA ATCACCXITTA TTCTGGTQTA 
GCCrrCTQGG GAACAGCGCC ACX31TTCGGG TCACC CAGGT 
TGCAGAAGGA GQTGACAGAC CACATGGTGA GTTTGGCTTG 
TCATCGGCAT GCCCATGGAG TTCTACAGCA TCATCTGGAA 
ACACCCTGTC CTGCAAGCTG CACACTTTCC TCTTCGAGGC 
TGCACGTGCT GACACTCAGC TTTGAGCGCT ACATCX3CCAT 
AGGCTGTGTC GGGACCTTGC CAGGTGAAGC TGCTGATTGG 
CCCTGGT6GC ACTGCCCTTG CTGTTTGCCA TGGGTACTGA 
CCAGCCACCG GGGTCTC3VCT TGCAACCGCT CCAfiO^OCOG 
CCrCCAATAT GTCCATCTGT ACCAACCTCT CCAGCCGCTO 
TCTTOOGOGC CTTCGTGGTC TACCT06TGG TCCTGCTCTC 
ACATGATCCA GGTGCTCATG AAAAGCCAGA AGGGCTOQCT 
CGCAGCTGAG GAAGTCCGAG AGCGAAOAQA GCAGQACCGC 
TCCTGAGGCr QATTGTTGTG ACATTGGCOG TATCCTGQAT 
TCATGGCTGC GGCCAAACCC AAGCAOGACT GGACGAGGTC 
TCCTCCTCCC CTTCTOSGAG AOGTTTTTCT ACCTCAQCTC 
ACACGGTCTC CTCGCAGCAG TTTCGGCX5GG TGTTCGTGCA 
CGCTGCAGCA CGCCAACCAC QMAAGCGCC TGCGCGTACA 
GCGCCCGCTT TGTGCAGCGC COST TGCTCT TCGCGTCCCG 
GAACTGAGAA GATTTTCTTA AGCACTTTTC A^l^??^ 
AGTCATTGAG TCTCGAOTCA CTAGAGCCCA ACTCAGGCGC 
CRGAGAATGO TTTTCAGGaWS CATGAAGTTTCT; 



SI 

CAGTCATGTC 
CCTGATCATC 
GCTGCAGAAG 
CTCGGACATC 
TCCCCTGACC 
CTGCAGCTAC 
CTGTCACXXX; 
CrrCGTCTGG 
GTACCCCCTG 
CCACCAC6AG 
GACOGTGTTC 
CGTAGCCTTC 
GGCCJGGGGGC 
CAGGAGGCAG 
GCCCAACCAG 
CTACTTCCGQ 
GGTCATCRAC 
GGTGCTGTGC 
TGCGCACTCC 
6CGCCAGTCC 
OGAGCCCCAG 
GAAACCAGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



A14 Protein sequence i 
Gene nanei 
unigene nundDer: 
Probeset Accession ils 
Protein Accession #: 
Signal sequence: 
Pfam domains: 
Transinenibrane domains: 
Cellular [localization: 



G protein- coupled receptor 39 

Hs. 85339 

AA349e93 

MM^OOISOB, HP_001409 
ncme found 

7tm 1 172-172, 224-3441 

32-54, 68-90, 111-133, 151-173, 221-243. 
plasma membrane 



280-301, 320-342 



1 11 21 

65 KASPSLPGSD CSQIIDHSHV PEFBVATWIK 
KGYIiQKEVTD HMVSLACSDl lATFLIGMPME 
ATIjLHVLTLS PBRYIAICHP FRYKAVSGPC 
VMVPSHRGLT CNRSSTRHHE QPETSNMSIC 
MCWHMMQVLM KSQKGSIAGG TRPPQLRKSB 

70 IRRIMAAAKP KHDWTRSYFR AYMILLPFSB 
CRLSLQHANH EKRLRVHAHS TTDSARFW 
SKSQSLSLES LEPHSGAKPA KSAABN6FQB 



31 
1 

ITLILVYLII 
FYSIIWMPLT 
QVKLLIGFVW 
TNIiSSRWTVF 



TFFYLSSVIK 
PUiFASRSQS 
REV 



41 
I 

FVKGLLGNSA 
TSSYTLSCKL 
VTSALVALPL 
QSSIFGAFW 
TIIPLRLIW 
PLLYTVSSQQ 
SARRTEKIFI* 



51 

TIKVTQVLQK 60 

HTFLFEACSY 120 

IiFAMGXBYPL 180 

YLWLLSVAP 240 

TLAVCHMPNQ 300 

FRRVFVQVLC 360 

STFQSEAEPQ 420 



75 AI Prostate 

A15 DNA sequence 
Gene name: 
unigene number: 
80 Probeset Accession #: 

Nucleic Acid Accession #: 
Coding sequence: 

1 11 21 



CB6P1 
HS. 222399 
AA2564B5 

AJ400877 , 

81-3080 (underlined sequences corresponfl 



start and ctop codons) 



31 



41 



51 

835 



wo 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 



I I I I I i 

GGOGTCCGCG CACACCTCCC CGOGCOGCOQ CCGOCACOQC CCQCACTCCG COQCCTCTGC 
G06CAACGQC TCAGCCATCC ATGQGGGTOG GGGGCOOCAA CG0TGCGQG6 GCGGCCTGGG 
COOTOCTGCT 0CTGCT6CT0 CT6CX6C06C GACTGCTGCT GCT6GGG0G6 GOOGTOCOGC 
GGGGT06GGG CGGfTGCCGOQ GG6CGGCA60 AGGAT6TAGA TGAGTGT6CC CAAGGGCTAG 
ATCACTGCCA TGC0QACX5CC CTGTQTCAGA ACACACCCAC CTCCTACAAO TOCTCCTGCA 
AOOCTGGCTA CCAAGGGQAA GGCAGGCAGT GTQAOQACAT OQATGAATGT GQAAATGAGC 
TCAATGQAGG CTQTOTCCAT GACTGTTTGA ATATTCCAGG CAATTAT06T T6CACTT0TT 
TTGATGGCTT CATGTT66CT CATGAOGGTC ATAATTGTCT TGAT6TGGAC GAGTQGCTGG 
AGAACAATGG CGGCTGCCAG CATAOCTGTG TCAAOGTCAT GOGGAGCTAT GAGTGCTGCT 
GCAAGGAGGG QTTTTTCCTG A6TGACAATC A6CACACXT0 CATTCA0C6C TOGQAAOAGG 
GCCTGAGCTG CATGAATAAG GATCAC3GGCT GTAGTCACAT CTGCAAGGAQ GCCCCAAGGG 
GCAGOGTOGC CTGT6AGTGC AGGCCTGGTT TTGAGCTGGC CAAGAACCAG AGAGACTGCA 
TCTTGACCTG TAA0CATG6G AACGGTGGGT GCCA6CACTC CTGTQAaSAT ACAGCCSQATO 
GCCCAGAGTO GAGCTGCCAT GCACAOTACA AGAT6CACAC AGATGGGAOG AGCT6CCTT0 
AGOGAGAOGA CACTGTCCTG GAGGTGACAG A6AGCAACAC CACATCAGTO GTGGATGG6G 
ATAAACGGGT GAAACGGOGO CTGCTCATGG AAAOGTGTGC TGTCAACAAT 0GAG6CTGTG 
ACCXSCACCTG TAAGGATACT TCQACAQGTG TCCACXGCAG YiMiVC^S GGATTCACTC 
TOC!AOTTGaA TGOQAAOACA TOTAAAOKIA TTQATQAGTa GCAOACCOGC AATGQAQgTT 
GTGATCATTT CTGCAAAAAC AT06TGGGCA GTTTTGACTG OGGCTGCAAG AAAGGATTTA 
AATTATTAAC AGATGAGAAG TCTTGCCAAG ATGTGGATGA GTGCTCTTTG GATAGGACCT 
GTGACCACAG CTGCATCAAC CACCCTGGCA GATTTOCTTG TGCTTOCAAC 06AGGG7ACA 
CCCTGTATGO CTTCACCCAC TGTGGA6ACA CCAATGAGTQ CAGCATCAAC AAOGGAGGCT 
GTCAGCAQGT CT6TGTGAAC ACAGTGGGCA GGTATGAAT6 CCAGTGCCAC CCTGGGTACA 
AGCTCCACTG GAATAAAAAA GACTGTGTGG AAGIGAAGGG GCTCCTGCCC AGAAGTaTOT 
CAGCC06TGT GTCCCTGCAC TG06GTAAGA GTGGTGGAGG AGA06GGTGC TTCCTCAGAT 
6TCACTCTGG CATTCACCTC TCTTCAGATG TCACCACCAT CAGGAC3^A0T GTAACCrTTA 
AGCTAAATGA AGGCAAGTGT AGTTT6AAAA ATGCTGAGCT GTTTCCCGAG GOTCTGOGAC 
CAGCS^CTACC AOAOAAGCAC AOCTCAGTAA AAGAGAOCTT CCGCTACGTA AACCTTACAT 
GCAGCTCTGG CAAGGAAGTC CCAGGA6CCC CTGGCOQACC AAGCACCCCT AAOGAAATGT 
TTATCACTGT TGAGTTTGAG CTTQAAACTA ACCAAAAGGA GGTGACAGCT TCTTGTGACC 
TGAGCTGCA7 O6TAAA0GQA ACOGAGAAGC GOCTCGGTAA AGCCATCXSSC AOOCTCAGAA 
AGGCXXSTCCA CAGGGAGCAG TTTCAOCTCC AGCTCTCAGG CATQAAOCTC GACGTQGCTA 
AAAAGCCTCX: CAGAACATCT GAA06GCAG6 CAGAGTCCTO TGGAGTGGGC CAGGGTCATG 
CA6AAAACCA ATGTGTCAQT TGCAGGGCTG GGACCTATTA TGA1GGAGCA OSAGAAGGCT 
GGATTTTATG TCCAAATGOA ACCTTCCAAA ATQAQGAAOO ACAAATQACT TGTGAACCAT 
GCCCAAGACC AGGAAATTCT GGGGCCCTGA AGACCCCaGA AGCTTOOAAT ATGTCTGAAT 
GTGGAGGTCT GTGTCAACCT GGTGAATATT CTGCAGATGG CTTTGCAOCT TGCCAGCTCT 
GTGCCCTGGQ CACGTTCCAG CCTQAAGCTQ GTCGAACTTC CT6CTTCCCC T0IGGAG6A0 
GCCTTGCCAC CAAACATCAG GOAOCTACTT CCTTTCAGQA CTOTGAAAOC AGAGTTCAAT 
GTTCACCTGG ACATTTCTAC AACACCAOZA CTCACCXSATG TATTCGTTGC CXAGTGGGAA 
CATACCAGCC TGAATTTGGA AAAAATAATT GTGTTTCTTG CCCAGQAAAT ACTACGACTG 
ACTTTGATSG CTCCACAAAC ATAACCCAOT GTAAAAACAQ AAGATOTOGA GGQGAGCTGG 
GAGATTTCAC TGQOTACATT GAATCCCC3A ACTACCCAGG C3ATTACCCA QCCAACACOG 
AGTGTAC5GTG GACCATCAAC CCACCCCCCA AGCGCCGCAT CCTGATCGTG GTC5CCTGAGA 
TCTTCCTGCC CATAGAGGAC GACTGTGGGG ACTATCTGGT GATGOGGAAA ACCrCTTCAT 
CCAATTCTGT GACAACATAT GAAACCTGCC AGACCTACXSA ACGCCXX31TC GCCTTCACCT 
CCAGGTCAAA GAAGCTGTGG ATTCAGTTCA AGTCCAATGA AGGGAACAGC GCTAGA GGGT 
TCCAGGTCCC ATACGTGACA TAT6ATGAGG ACTACCAGGA ACTCATTGAA GAATAGTTC 
GAGATGGCAG GCTCTATGCA TCTGAGAACC ATCAGGAAAT ACTTAA6GAT AAQAAACTTA 
TGAAOQCTCT OTTTOATQTC CTGGCCCATC CCCAQAACTA TTTCAAOTAC ACAOCCCAGG 
AGTCGCX3AGA GATGTTTCCA AGATOGTTCA TCOGATTGCT ACGTTCC3UVA GTGTCCAGGT 
TTTTGAGACC TTACAAAT6A CTCAGCCXaiC GTGCCACTCA ATACAAATGT TCTGCTATAQ 
GGTTGOTGGG ACAQAGCTOT CTTCCrTCTO CATOTCAGCA CAGTOQOGTA TTGCTGOCTC 
C06TATC3\6T GACTCATTAG AGTTCAATTT TTATAQATAA TACAGATATT TTGGTAAATT 
6AACTTGGTT ' mVlT l' UUU AGCATOGTGG ATGTAGACT6 AGAATGGCTT TGAGTGGCAT 
CAGCTTCTCA CTGCTGTGGG CGGATGTCTT GGATAGATCA OGQGCrGGCT GAGCTGGACT 
TTGGTCAGCC TAGGTGAGAC TCAOCTGTCC TTCTOGOGTC TTACTCCTCC TCAAGGAGTC 
TGTAGTGGAA AGGAGGCCAC AGAATAAGCT GCTTATTCTG AAACTTCAGC TTCCTCTAGC 
OOQGGOCTCT CTAAGGQAGC CCTCTGCACT OGTGTGCAGG CTCTGACCAG GCAGAACAGG 
GAAaAOGOGA OQaAAaaAGA OOOCTGCAOQ CTCCCTCCAC CCACCXTQAQ ACCTGQ GAGG 
ACTCAGTTTC TCCACAGCCT TCTOCAGCCT GTGTGATACA AGTTTGATCC CAGGAACTTG 
AOTTCTAAGC AGTGCTGGT6 AAAAAAAAAA GCAGAAAGAA TTAGAAATAA ATAAAAACTA 
AGCACITCTO 6AGACAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
12O0 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1B60 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 



A16 Protein sequence 
Gene name: 
Vtaigene nuniber: 
Probeset Accession #: 
Protein Accession #t 
Signal sequence i 
Transraeixbrane domains < 
PFAM domains) 

Cellular Localization: 



CEGPl 
He. 222399 
AA256485 
CAB92285 
1-31 



EGF-like domains {49-84,132-167,177-213,286-321.407-442) 
CUB_dooiain (809-918] 
may be secreted 



1 11 21 31 41 SI 

I I I I 1 1 

oU KGVAGRNRPG AAHAVLUiXiL LLPPX«IiLLAG AVPFGRGRAA GPQEDVCECA QGLDDCTADA 60 

LGQNTPT8YR CSCRFGYOGB GRQCBDIDEC GNELNGGCVH DCLNXPGHYR CTCPDGFMLA 120 

HDGHKCLOVO ECLEIOiGGCQ KTCVNVMGSY BCCCKEGFFL SDNQBTCXHR SBBGI«SQQQC 180 

DSGCSBICKB APROSVACBC RPOFBLAKNQ BDCXLTCNHG KQGGQBSCDD TAOGPECSCH 240 

PQYXMBTDGR SCLBREODIVL EVTBSNTTSV VDGDXRVKRR tiUffiTCAVNK 6G0DRTCKDT 300 



836 



wo 03/042661 



PCTAJS02/36810 



STGVHCSCPV GFTLQLDGKT CKDIDEOQTR NGGCDHFCKN 1VGSFDC3GCK KGFKLLTDEK 360 

SCQDVDECSL DRTCDHSCIN HPGTPACACN RGYTLYGPTH CX3DTNECSIN NGGCQQVCVN 420 

TV6SYECQCH PGYKLHWMKR DCVEVKOIiLP TSVSPRVSLH GQKSGG6DGC FLRCHSGIHL 460 

SSDVTTZRTS VTFKUIE6KC SUWAELFPE GLRPALPEKH SSVXESFRYV NLTCSSGKQV 540 

PGAP6RPSTP KEMFITVEFE IiBTHQKEVTA SCDLSCXVKR TEKRLRKUR TLRKAVHRBQ 600 

FHLQLSGMNL DVAKKPPRTS ERQAESCGVG QGHAENQCVS C3UU3TYYX>6A RERCILCFMG 660 

TFQNEEGQMT CEPCPRPGKS GAUCTPEAWN MSECGGLCQP GEYSADGFAP CQLCALGTFQ 720 

PEAGRTSCFP CGGGLATKHQ GATSFQDCET RVQCSPGHFY KTTTKRCIRC PVGTYQPEFQ 760 

KHNCVSCFON TTTDFDGSTN ITQCSQiRROG GELGDFTGYZ BSPNYPGNYP AMTEC1HTIK 840 

PPPKRRILIV VPEIFLPIED DOQDYLVMRK TSSSNSVTTY ETCQTYERPI AFTSRSKKIM 900 

IQFKSNEGNS ARGFQVPYVT YDEDYQELXfi DIVRDGRLYA SENHQEZLXD KECLIKALFDV 960 
LAHPQNYFKY TAQESREHFP RSFIRLLRSK VSRFLRPYK 



A17 DMA secmence 

Gene namet ESTs 

tmigene nuniber: Hs. 293X02 

Probeset Accession ft: AI951118, AW17003S, AL044e91. AI908272 

Nucleic Acid Accession #: none found 

Oodlng sequence I 1-4B9 (entire sequence is an <^pen- reading- frame) 



1 11 21 31 41 51 

) I I I I 1 

CAAAAAGAAA TAGATAAAAT AAATGGAAAA TTA6AAGAGT CTCCTGATAA TQATGGTTTT 60 

CTGlUtfSGCTC CCTGCAGAAT 6AAAGTTTCT ATTCCAACTA AAGCCTTAOA ATTGATG6AC 120 

ATGCftAACTT TCAAAGCAGA 6CCTCCCX3A6 AAQOCATCTO CCTTOGAGCC TGCCATT6AA 180 

ATGCAAAAGT CTGTTCCAAA TAAAGCCTTG GAATTGAAGA ATGAACAAAC ATTQAQAGCA 240 

GATCAGATGT TCCCTTCAGA ATCAAAACAA AAGAASGTTG AAGAAAATTC TTGGQATTCT 300 

GAGAGTCTCC GTGAGACTGT TTCACAGAAO GATGTGTGTG TACCCAAGGC TACACATCAA 360 

AAAGAAATGG ATAAAATAAG TQGAAAATTA GAAGATTCAA CTAGGCTATC AAAAATCTTG 420 

GATACAGTTC ATTCTT0T6A AAQAACAAGG GAACTTCAAA AAOACCCCTQ TQAGCCACQT 480 
TCAGGAAAA 



A18 Protein sequence 
Gene name: 
IKilgene nuiniber: 
Probeset Accession fti 
Protein Accession #: 
Signal sequence: 
Transmembrane domains t 
Cellular Localization: 



ESTs 

Hs. 2 93 102 

AI951118, AH170035, AL044891, AI90B272 

none found 

none 

none 

nuclear 



1 ' 11 21 31 41 51 

I I I I I I 

QKBIDKIHGK LEESFDNDGF LKAPCRMKVS ZPTKALfiLMD NQTFKABPPE KP8AFBPAIB 60 
HQKSVPmCMi ELKNEQTUtA DQMFPSESKQ KXVEENSHDS BSLRBTV8QR DVCVPKATHQ 120 
KEMDKIS6KL EDSTSLSKIL ZJTVHSCERTR ELQKDPCDPR S6K 



Breast ' 



A19 DWA SBQUEWCE 
Gene name: 
Unigene number: 
Prdbeset Accession #i 
Shaclelc Add Accession #: 
Coding sequence: 



TMPRSS3a 
Hs. 298241 
AI53B613 
AB038157 

202-1566 (underlined sequences correspond to start and stQp codons) 



1 11 21 31 41 51 

i I I I I I 

ACCX3GGCACC GGAOGGCTCG GGTACTTTCG TTCTTAATTA GGTCATGCCC GTGTGAGCCA 60 

GGAAAGGGCT QTGTTTATGQ GAAGCCA6TA ACACTGTG6C CTACTATCTC TTCCGXGGTQ 120 

CCATCTACAT TTTTGG6ACT CGQCSAATTAT GAG0XA6AG0 TGGAGGG8QA GCCXjGATGTC 180 

AGAGGTCCTG AAATAGTCAC CATGGGGGAA AATGATCG6C LTG Cl XaT GA AGCCOCCTTC 240 

TCATTCCX3AT COCTTTTTGG CCTTGATGAT TTGAAAATAA GTCCTGTTGC ACCAGATGCA 300 

GATGCTGTTG CTQCACAQAT CCTGTCACTG CTGCCATTGA AGTTTTTTCC AATCATCGTC 360 

ATTGGGATCA TTGCATTGAT ATTAGCACTG GCCATTGGTC TGGGCATCCA CTTC6ACTGC 420 

TCASQGAAGT ACAGATGTOQ CTCATCCTTT AAlOIGXATCG AGCTGAIAGC TCOATGTGAC 480 

GGAGTCTG6G ATTGCAAAGA CGGOGAGGAC GAGTACCGCT GTOTCGGGGT GGGTGGTCA6 540 

AATGCCX3TGC TCCAG^TGTT CACAGCTGCT TC6TGGAA6A CCATGT6CTC GGATGACTG6 600 

AAGGGTCACT ACGCAAATGT TGCCTQTGCC CAACTOGOTT TCCCAAGCTA TGTGAGTTCA 660 

QATAACCTCA GAGTGAGCTC GCTGGAGGGG CAGTTCCGGG AOQAGTTTGT GTCCATGGAT 720 

CACCTCTT6C CAQAT6ACAA GGTGACTGCA TTACACQ^ CAGTATAXGT GAGGGAGGCSA 780 

TGTGCCTCTG GCCACGT6GT TACCTT6CA6 TGCACA6GCT GTGGTCATAG AA6GGGCTAC 840 

AGCTCACGCA TCQTGGGTGG AAACATGTCC TTGCTCTOGC AGTGGCCCTG GCAGGCCAGC 900 

CTTCAGTTCC AGGGCTACCA CCTGTGCGGG GGCTCTGTCA TCACGCCCCT GTGQATCATC 960 

ACTGCTGCAC ACTOTGTTTA TGACTTGTAC CTCCCCAAGT CATGGACCAT CCAGGTGGGT 1020 

CTAGTTTOCC TGTTGGaUAA TCCAGCCCCA TCOGACTTGG TOGAGAAGAT T6TCIACCAC 1080 

AGCAAGTACA A6CCAAA(»G GCTGGGCAAT GACATCGCCC TTATGAAGCT GGGG6G6CCA 1140 

CTCAOGTTCA ATQAAATGAT CCAGCCTGTG TGCCTGCCCA ACTCTGAAGA GAACTTCCCC 1200 

GATGGAAAAG TGTGCTGQAC GTCAGGATGG GGGGCCACAG AGGATGGAGC AGGT6A06CC 1260 

TCCCCTGTCC TGAACCACGC GGC C GTCOCT TTGATTTCCA ACAA6ATCTG CAACCACAGG 1320 

QA0GIGTA08 GTGGCATCAT CTCCCCCTCC ATGCrCTGCG CQG6CTACCT GACGGGTG6C 1380 



837 
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OTGOACAGCT GCCAGGQ06A CAG08GG6QG OCCCT GG TOT GTCAAGAGAO OAGOCTGTGG X440 

AAGTTAGTGG GAGOQAOCAO CTTTGGCATC GGCTGCGCAG AGGTQAACAA GCCTGGGGTG X500 

TACACCOGTG TCACCTGCTT CCTGGACTG6 ATOCACGAGC AGATGGAGAG AGACCTAAAA 1560 

ACCTOAAGAQ GAAGOQOACA ASTAGCOUX TOAGrTCCTG AGGTQATGAA GACA6G00SA 1620 

TCCTCCCCTQ GACTCCOQT O TAGQAACCTG CACAGGAGCA GACACCCTTG GA6CTCTQAG 1680 

TTCaSGCACC AGTAGCAGGC CCGAAASAGG CACCCTTCCA TCTGATTCCA GCACAAOCTT 1740 

CAAGCTGCTT rnVriTm ' GTTTTTTTGA GGTGGAGTCT CGCTCTGTTG CCX»GGCTGG 1800 

AGTGCAGTG6 CQAAATCCCT GCTGACT6CA GCCTCOGCTT CCCTGGTTCA AGOSATTCTC 1860 

TT Q OCTC A GC TTOOCCAGTA OCTOQaACCA CM3GTGCCGQ CCACCAO^ CAACTAATTT 1920 

TTOTATTTTT A{STAGAGACA GOaTTTCACC ATGTTOGCCA GOCTGCTCTC AAACCCCTGA 1980 

CCTCAAATOA TGTQCCTGCT TCAGCCTCCC ACAGTGCTGG GATTACAGGC ATGGOCCACC 2040 

A0QCX:TAQCC TCACQCTCCT TTCTGATCTT CACTAAGAAC AAAAGAAOCA 6CAACTTCCA 2100 

AGGGCX3G0CT TTCCCACTGa TCCATCTGOT TTTCTCTCCA GGG6TCTTGC AAAATTCCTG 2160 

AOGAGATAAO CAGTTATGTG AGCTCAOGTG CAAAGGCAGC AACAGCXACT CA6AAAA6AC 2220 

6CACCAGCGC AGAAGTGCAQ AACTGCAGTC ACTGCAaJTT TTCATCTCTA GOQACCAGAA 2280 

CCAAACCCAC CCTTTCTACT TeCAAQACTT ATTTTCACAT GTGGGGAOOT TAATCTAGGA 2340 

ATGACTCGTT TAAGGCCTAT TTTCATGATT TCTTTGTAGC ATTTGGTGCT TGACGTATTA 2400 

TTGTCCTTTG ATTCCAAATA ATAT6TTTCC TTCCCTCAAA AAAAAAAAAA AAAAAAAAAA 2460 
AAAAAAAA 



A20 Protein eequencet 
Gene namet 
Uaigene numbers 
Probeset Accession #t 
Protein Accession #t 
Signal sequence: 
Transmembrane domains: 
Tryp_SPc domain: 
Cellular Localizations 



TMPRSS3a 

Hs. 296241 

AIS38613 

BAB20077 

none found 

43-65, 239-261 

216-444 

not determined 



1 11 21 31 41 51 

1 I t I I I 

KGENDPPAVE APFSFRSLFG LDDLKISPVA PDADAVAAQI LSLLPLKPFP IIVIGZIALI 60 

LALAIGLGIH PDCSGKYRCSl SSPKCIBLIA RCIX3VSDCKD GEDEYRCVRV GGQNAVLQVP 120 

TAASWiOMCS DDWKGHYANV ACAQLGFPSY VSSDNLRVSS LEOQPREEFV SIDHLLPDOK 160 

VTALHHSVYV RE6CASGHW TLQCTACGHR RGYSSRIVGQ NMSLLSQWPW OASLQFQGYH 240 

LCX3GSV1TPL WIITAAHCVY DliYLPKSWTI QVGLVSLLDM PAPSHLVEKl VyHSKYKPRR 300 

LGNDIALMKL AGPLTFMEMI QPVCLPNSEE NFPDGKVCHT SGWGAIE06A QDASPVUiHA 360 

AVPLZSNKZC NHRDVYGGIZ SPSMLCAGYL TQGVD8CQGD SGGPLVOQER RLHXLVGATS 420 
FOIGCABVNK PGVyTltVTSF UHflKBQHBR DLRT 

A21 DMA SEQUENCB 

Gene name: ESTs; opposite strand to TRPSl 

imigene nuniber: none 
Probeset Accession tf: AA428090 
Nucleic Acid Accession fft AA42B090 

coding sequence! 1-558 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

i I I I I i 

ATGA AGCOCA OTrTQAAACA CXGG6CTQAT ATAAAAATGT TTTC7GAAAT AQAGCAMOO 60 

GAAOTTOTTO GAOAAQAAAT TCATCTACAA OTAGTATCTO TATCTTATCT TGTAGAAAAC 120 

TTTTCAGACA CAGATGATCT TATGTCCATA GTGGAGGAAT CAGACAGCTG CTACAAOOGT 180 

GATTCTGTTG GGCTTOCTGG TAGAGCTGGA GACAGACTGC AACCCAAGAC AAAAOCCAQA 240 

GGAAAAACAA CTAACCTCAG CCATTTGCCC AATTTCCACC TTGCTAaTTA TaUQAGTTCA 300 

CTATTQTTTA AGCTCCAOGO OICATACTAT GGCAATCTAC TGGTGGAATT TATTCTGAGC 360 

AAGTGTTTTO TTCAOCTTGC AGTATTAAAA CAAAAAAAAC ATTGCCTCCA GCTGCAAAGC 420 

AAGGGCATTG CCATTATGAA AGCCCCTCAA AGACTCTCTO CTATTTTCAA AACATOGAAA 480 

GAAAAAGGGA AAAAAQAAAA AAAAATAATA ATTAGAAGGA TTTGTTCCTT AATTTGGGCT 540 

CCCAAAAATG AGAAATGAA6 ATTGTATAAT GAGGGG AGAT A CTAATTATT TTAAACTCTC 600 

CAAGCAAATC TTCTQAAGCA ATCAATTATT TATATACTTT ATGTTCTGTC TTTTTGXAXT 660 

TTTCCTTCTO OTTAAAAACA TaCAGOTGAO TCTTOCCAAC OTCCXTTCCT ATC TOGAT CT 720 

GTTCTGCCTC ATTTCTCTTT CAAAGTCATC TTTCAGGGAA CTTG0CCT6A TTAATTTGAT 780 

TTTAACCAAA CAAATAAGAT ATTTGATATA TTAATTTAAA CTTTTTGAGA TQATTGATTA 840 

GGAATTGCAT CATGTTCACA TGAGTATACC QAATTCAAAO TTAAACTTCA TAAGCAOQAO 900 

TTTTTACACA TC9TAACATA ATCATTAOCC AATACTCQAC ACTCaATATT TOATACTCRA 960 

CTGAATQTTT TTGAAATAAA CACATTTTTA TGTTATCTCr CTGGA6AAAG TAGTATATAT 1020 

CTTTTTACAC AAAATATATC AGTGAGAGAG TOTTTGTTTA AGAAAAAAAA T CAAAOC ACA 1080 

ACAAOTTQAG AGAOTCCAGG CTTTATCAAT ATAAGTAATA ATTTTTTAGA ATGGTQATTT 1140 

GATTTCACCA TTTCAATTCA GCAGAGCCTO TATATATATA TATATATATA TATATATATA 1200 

TATATATATA TATATATATA TATATTACAA TGATCTOTAT TTOCTATTGC TAGA AGQAT O 1260 

AAAGTGAATC CATATAAACC ATAOCAAOGC OGTT A TGT G T AACTGGTGOT AAAACTTTAT 1320 

TATTCAAOTT TAGATGTAAC AGACATCTTT GCTGOCTGAA GATTOTTTGC ATAAGAAATA 1380 

CACCAAQAAC ATGTTTGTGA GTAGAAATQA ACATGCACTA TGAAAACAAA ATAAAATAAA 1440 

ACGAAAAAAT TTCATGTQTT GTAAGAACAO AACTATTATA GCCAACATTC TAGTATTCAA 1500 

ATCAGGACTA CAAATTQAAT TCTTTTTCTT AGCAACATGA AATCA TTCCA TATOAAAOAC 1560 

ATTTTCTOCT GOTGAATATT GCTOTAAOTT AAATTTTACA TTGGCATTTT GAGATGTTCC 1620 
COCCTCATGC CTCOOOCAAA GTTTTCCATQ TGGTTGTCAA ATAGICCGC 



A22 Protein sequence: 



838 
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Gene name: 
Unlgene nunnlber: 
Probeset Accession Ifi 
Protein Accession #: 
Signal sequence: 
Transmembrane domains t 
Cellular l^ocalizationt 



BSTs; opposite strand to TRPSl 

none 

AA428090 

none £ound 

none found 

113-129 

not datemdned 



10 1 11 21 31 41 51 

1 I 1 I 1 I 

MKPSLKHMAD IKMPSBIDQR QWGEEIHLQ WSVSYLVEN FSDTDDLMSI VEESDSCYNR 
DSVGLPGRAO DRLQPKTKPR GKTTNLSHLP NFHLASYQSS LLFK LQGSY Y GNLLVEPILS 
KCFVQLAVLK QKKHCLQLQS KBIMMKAPQ RLSAIPKTWK EK6KXEKKII IRRICSLIHA 
15 PKMEK 



60 
120 
180 



A23 DWA SEQUENCE 

Gene name: ESTa 
20 Unlgene numbers Hs.29383 
Probeset Accession #: AW207206 
Nucleic Acid Accession #: AL133619 

Coding sequeneet 1-2070 (underlined sequences correspond to start and stop coaonsj 



25 1 11 21 31 41 SI 

ATGAGCGGTG CGGGGGTGGC GGCTGGGACG CGGCCCCCCA GCTCGCCGAC CCCGGGCTCT 60 

COaOQCCGGC GCCAQCGCCC CTCTGTQGGC GTCCAGTOCT TGAGGCCGCA GAGCCCGCAG 120 

CTCAGGCAGA GOQACCOOCA GAAACGGAAC CTGGACCTGO AOAAAAGCCT GCAGTTCCTG 180 

30 CAGCAGCAGC ACTCGGAGAT GCTGGCCAAG CTCCATGAGG AGATCQAGCA TCTGAAGCGG 240 

QAAAACAAGQ GTGAGCCGGC GCGGGGCCCT AGGCCGGCCC TGCCTCCCCA GQCACACTCA 300 

ACACTGCCGC TCCOGCAGCA CAGAAACACA GCCATCAACT CCAGCACACG CCTGGGCTCA 360 

GGQG6RACAC AGQAOQOGOA GCCCCTCCAO ACTQTCCTTO CCCACCTGGC TGCACTGGCC 420 

CCTGTATGCC AACCCAGTGG GTACAGGTTC TGGGQOACCT OGACAGATGC COCTACCTCT 480 

35 AGCCGTGGCT QGACQATGTT ATGCAGCCAA GCACAGCACO TGCTGCTCTC GQGAAGCCCA 540 

GGGCCT6AGG TCATTGCAGG GCGGCAGGTG GCCACAGGGT GCTCCCCAGA CCTCCCTCCT 600 

CCAAGTAGAG CTCAAATGGG AAGGAACCCC TGGQACAGCC CCTGCCCTGC TAGATCTTTG 660 

CCTCRGATTO CTGCTGTGGC CAGGCCCRGG ATTTCCftGCC CTATGGCTCT GAGTCCTCAC 720 

ATGCTGGGGO CCCAGGGOAT ATGGACACAC TCCATCCRGO OATCCCTTCC TGCCATCTGG 780 

40 GCAGCAACCA TGGGGACAAA GGGAGQAAGC AGAffrCCTGT TTCCTT6CCA CTTGTCCAAG 840 

GCACTTCCCC ATCCTGACAG CGGCCCCCAC CCAQCCCAGG ATCCT6GGCT GTGGTCTCAA 900 

GCTCACTTCC CATTATCTTT GGGGCTGGG6 CTGACATCAQ QAGGACATCT GACTGGTGGA 960 

TOOAGCCAGC CXOGOAACAT CQCRGCrGGG GCAOTGCCTA GGGCTCTCCC TTCCCAGGGA 1020 

GACATGGAGA AGGGOGTTGA GOGAGGGOCC TTCCCIAGCC GCTGTGGCAA CTCCAGTGAG 1080 

45 CTGTTCTGGG CAAAGTGTGG CCCAAGTOGO CAGCOCCAGC CCTGCAGT6C TGGGGACGCT 1140 

GACAGGACAC GGGAAGAGGC CATGCTTTCC CTCGGGACCT GCTGTTCCAT GTGTCCCAAG 1200 

CCCTCCTGCT TTCCAGATGG CCCCTCAGGA AACCACCTTT CCAGGGCCTC TGCTCCCTTG 1260 

GGCGCTCGCr GGGTCTGCAT GAAOaOftGTG TQOOTftaAfiC OQGGAGGACC CAGCCCTGCC 1320 

AQGCXGAAGG AGGGCTCCTC ACQGACACAC AGGCCAGOAG GCAAGOGTGG GOGTCTTGCG 1380 

50 GGCGGTAGCQ COGACACTGT GCGCTCTCCT GCAGACAGCC TCTCCATGTC AAQCTTCCAG 1440 

TCTGTCAAGT CCATCTCTAA TTCAQCCAAC TCTCAAGGCA AGGCCAGGCC CCAGCCCGGC 1500 

TCCTTCAACA AGCAAGATTC AAAAOCTGAC GTCTCOCAGA AGGCGGACCT GGAAGAG6AG 1560 

CCCCTACTTC ACAACAGCAA QCTGOACAAA GTTCCTGGGQ TACAAGGGCA GGCCAGAAAG 1620 

GAGAARGCAQ AGGCCTCTAA T6CAGGAGCT GCCTGTATG6 GGAACAGCCA GCACCAGGGC 1680 

55 AGGCAGATGG GGGCGGGQGC ACACCCCCCA ATGATCCTGC CCCTTCCCCT GCGAAAGCCC 1740 

ACCACACTTA GGCAGTGCGA AGTGCTCATC CGOGAGCTGT GGAATACCAA CCTCCTGCAG 1800 

ACCCAAGAGC TGC6GCACCT CAAGTCCCTC CTGGAAGGGA GCCAGA6GCC CCAQGCAGCC 1860 

CGGGAOQAAO CTAOCTTTCC CAGGGAGCAA QAAGCCACGC ATTTOCCCAA GGTCTCCACC 1920 

AAGAGCCTCT CCAAQAAATG CCTOAlGCCCA CCTGTGGCGG AGCGTGCCAT CCTGCCCGCA 1980 

60 CrOAAOCAGA CCCOQAAGAA GAACTTTGCC GAGAGGCAGA AGAGGCTGCA GGCAATGCAG 2040 
AAAC3QG03CC TGCATGGCTC AflTGCTTTGA 

A24 Protein sequence: 

Gene names ESTs 

65 Unlgene number: Hs.29383 

Probeset Accession #: AW207206 

Protein Accession #i T43457 

Signal aequenest none found 

Transmenibra&e domains i 303-322 

70 Cellular Localizations not determined 

1 11 21 31 41 51 

75 MSGAGVAAGT RPPSSPTPGS RHSRQRPSVG VQSLRPQSPQ LRQSDPQKRN LDLBKSLQPI. 60 

QQQHSEMLAK LHEEIEHLKR BNKGEPARGP RPALPPQAHS TLPLPQHRNT AINSSTRLGS 120 

GGTQDGBPLQ TVLAHLAALA PVCQPSGYRP WGTWTDAATS SRGWTMLCSQ AQHVLLSGSP 180 

GPEVIAGROV ATGCSPDLPP PSSABMBRNP WDSPCPARSL PQIAAVARPR ISSPMALSPH 240 

MLGAQGIWTH SIQGSLPAIW AATMGTKG6S RVLFPCHLSK ALPHPDSGPH PAQDPGIiWSQ 300 

80 AHFPLSW3LG LTSGGHLTGG WSQPOOAAG AVPRALPSQG DMBKGVBGGP PPSRCQISSB 360 

LFWAKCGPSR QPQPCSAGDA BRTRBBAMLS LGTCCSKCPK PSCPPDGPSQ KHLSHASAPL 420 

GARWVCINOV WVEPGGPSPA RLKEGSSRTH RPGGKRGRLA G6SA0TVRSP ADSLSMSSPQ 480 

SVKSISNSAN 8QGKARPQPG SFNKQDSKAD V8QKADLEEB VLWSKLDK VPGVQGQARK 540 

839 
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BKABASKAQA Aa4GNSQBQG RQKGAGAHPF HXI.PX.PLRKP TTLRQCEVIiZ RBLKNTNIfLQ 600 
TQELRHLKSL LB6SQEIFQAA PEEASFPRDQ EATRFPKVST KSLSKKCLSP PVAERAILPA £60 
LKQTPKNNFA ERQKRLQAKQ KRRLHRSVL 



A25 DMA SBQUEMCB 
Gene name: 
Unigene nuirber: 
Probeset Accession #t 
Nucleic Acid Accession ft: 
Coding sequence t 



b; prolactin receptor 
Us. 25252 
AA057193 
IIM_000949 

285-2153 (underlined sequences correspond to start and stop codons) 



1 11 21 

I I I 

GOAGGCTGAA ATCCCCAGAC GCGGOTTTTC TGGaCTGGGC TTTCTGCTTA CTCACTCCTT 60 

CTCCCTCm' CTGGATTTTA COGAGGGTTC 60GAAACA6C TTTOCACKCA ATGOAGCITC X20 

ATQTCCT O ST 6CAGGAAGTA CTCATOGACT OATGTGGCftG ACTTTGCTGC GT6ACAAAAC IBO 

TAAAGAACTC TCCTATTCAT GGAGOOQAAC ACT6AGGATG CTTTCCACAT GAACCCTGAA 240 

GTGAACTTCT GATACATTTC CTGCA6CAAG AGAAGGCA6C CAACAT6AA0 GAAAATGTGG 300 

CATCTGCAAC OGTTTTCACT CTGCTACTTX TTCTCAACAC CTGCCTTCT6 AATGGACAQT 360 

TACCTCCTG6 AAAACCTGAG ATGTTTAAAT GT06TTCTCC CAATAAG6AA ACATTCAOCT 420 

6CTG6TGGA6 GCCTGGGACA 6AT0QAQQAC TTCCTACCAA TTATTCACTO ACTTACCACA 480 

GGGAAGGAGA GACACTCATG CATGAATGTC CAC5ACTACAT AACCGOTOGC CCX3U^CTCCT 540 

GCCACTTTGG CAAGCAGTAC ACCTCCATGT GGAGGACATA CATCATGATG GTCAATGCCA 600 

CTAACCAGAT GGOAAOCAGT TTCTCX36ATG AACTTTATOT GGAOGrTGACT TACATAGTTC 660 

A GCCAOA OOC TCCTTTGGAO CTGGCTGTGO AA0TAAAACA aGCAOAAQAC AQAAAAOCCT 720 

AOCTQTGQAT TAAATGGTCT CCAOCTACCC TGATTGACTT AAAAACTGGT TGGTTCAOBC 780 

TCCTGTATGA AATTCGATTA AAACOCXJAQA AAOOUSCTGA GT6GGAGATC CATTTTGCTQ 840 

GGCAGCAAAC AGAGTTTAAG ATTCTCAGCC TACATCCaOO ACAGAAATAC CTTOTCCAGO 900 

TTOGCTGCAA ACCAGACCAT GQATACTGGA GTGCATGGAG TCCAGCXSAOC TTCATTC3U3A 960 

TACCTAOTGA GTTCACCAT6 AATGATACAA OOBT G TGGAT CTCT6TGGCT GTCCTTTCTG 1020 

CTGTCATCTG TTTGATTATT GTCTGQQCAG TGGCTTTGAA GGGCTATAGC ATGaTGACCT 1080 

GCATCTTTCC GCCAGTTCCT GGGCCAAAAA TAAAACSGATT TGATGCTCAT CT6TTGQAGA 1140 

AGGGCAA6TC T6AA6AACTA CTGAGT6CCT TGGGATGCCA AGACTTTCCT CCCACTTCTG 1200 

ACTATGAGGA CTTGCTGGTG GA6TATTTAG AAGTAQATGA TAGTC^OGAC CAGCATCTAA 1260 

TGTCAGTCCA TTCAAAAGAA CACCCAAOTC AAQOTATQAA ACCCACATAC CTGQATOCIO 1320 

ACACTGACTC AG6COG6GG0 AGCIGTGACA 6CCCTTCCCT TTT G TCTGAA AAGTQTOAGO 1380 

AAGCCCAG6C CAATCCCTCC ACATTCTATG ATCCTGAGGT CATTGAGAAG CXZAGAGAATC 1440 

CTGAAACAAC CCACACCTQG GACCCCCA6T OCATAAGCAT GGAAGGCAAA ATCCCCTATT 1500 

TTCATGCTGG TGGATCCAAA TOTTOUICAT GGCCCTT ACC ACAQCCCAOC CAGC A CAACC 1560 

GCAGATGCTC TTAOCACAAT ATTACTGATG TGTGTGAGCT GGCTGTGGGC CCT6CAGGTO 1620 

CAC0GGCX3VC TCTOTTGAAT GAAGCAGGTA AAGATGCTTT AAAATCCTCT CAAACCATTA 1680 

AGTCTAGAQA AGAGQGAAAG GCAACCCAGC A6AGGGAG6T AGAAAGCTTC CATTCTGAGA 1740 

CTGACCAGGA TACGCCCTGO CTGCTGCCCC AGGAGAAAAC CCCCTTTGGC TCOGCTAAAC 1800 

CCTT6GATTA TGTGGAGATT CACAAGGTCA ACAAAGATGG TGCATTATCA TT6CTACCAA 1860 

AAGAOAaAQA GAACAOGGQC AAGCCCAAGA AOCCCGGGAC TCCTGAGAAC AATAAOGAOT 1920 

ATGCCAAGQT GTCOGGGGTC ATGQATAACA ACAiCCTGGT GTTGOTQCCA OA'nXACATG 1980 

CTAAAAAGOT GGCTTGCTTT GAAGAATCAG CCAAA6A6GC CCCACCATCA CTTGAACAQA 2040 

ATCAAGCTGA GAAA6CCCTG GCCAACTTCA CTGCAACATC AAGCAAGTGC AGGCTCCAGC 2100 

TCGGTGGTTT GGATTACCTG QATCCCX3CAT OTTTTACACA CTGCTTTCAC TGATAGCTTG 2160 

ACTAATGGAA TGATTGGTTA AAATOIGATT TTTCTTCAGG TAAGACTACA GAGTAOQTGA 2220 

AATGCTCAAO AAT6TAGTCA GACTGACACT ACTAAAGCTC GCAGCZ*GCTT TCAT6CTCCA 2280 

TTTTTAACCA CTTGCCTCTT TCTCCAGCAG CTGATTOCAG AACAAATCAT TATGTTTCCT 2340 

AACTGTGATT TGTAGATTTA CTTTTTGCTO TTA6TTATAA AACTATOTOT TCAATGAAAT 2400 

AAAA6CACAC TGCTTAGTAT TCTTGAGGGA CAATGCCAAT AOGTATATGC TCT66AAAAG 2460 

QCTTTGATOA TTTGGCATQQ GACAGACX3GA AATQAAATTQ TCAAAATTGT TTACCATAOA 2520 

AASATOACAA AAOAAAATTT TGCACATAGQ AAAATOCCAT OAAAATTGCT TTT6AAAAAC 2580 

AACTGCATAA CCTTTACACT CCTOGTGCAT TTTATTAOGA TTAOCCAAAT ATAACCATTT 2640 

AAAGAAAOAA TGCATTCCAO AACAAATTGT TTACATAAGT TCCTATACCT TACTQACACA 2700 
TTGCTGATAT GCAAGTAAOA AAT 



31 41 51 

i I ) 



A26 Protein sequence* 
Gene name: 
unigene nuinbert 
Prbbeset Accession #t 
Protein Accession #: 
Signal sequences 
Transmembrane domains i 
FK3 domains: 
cellular Local! zat ion i 



ESTs; prolactin receptor 

Hs. 25252 

AA057193 

NP_000940 

1-23 

237-253 

28-112« 127-215 
plasma oenbrane 



1 11 21 31 41 51 

111)11 

MKENVASATV FTIiLLFUITC LLNGQLPPGK PEIFKCRSPN KETFTCHHRP GTDGGLpmY 60 

8LTYHREGET U4HECPDYIT GGPHSGHFOK QYTSKHRTYI KMVHATNQM6 SSPSDBLYVD 120 

VTYIVQPDPP LELAVBVXQP EDRKFYUflK HSPPTLIDLK TGHFTLLYBI SLKPEKAAEH 180 

BIHFAGQQTE FKILSLHPGQ KYLVQVRCKP DHGYWSAWSP ATPIQIPSDP TKNDTTVHIS 240 

VAVI^VICL IIVWAVAUCG YSMVTCIFPP VPGPKIKGFD AHLLBKOKSB KI.T.SAT/30QD 300 

FPPT8DYEDL LVEYLEVDDS BDQHLMSVHS KEHPSQGMKP TYLDPDTDSG RGSCSSPSLL 360 

SEKCCEPQAM PSTPYDPEVI EXFEMPBTTH THDPQCX6KB GKIPYFHAGG SKC8THPLPQ 420 

840 
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PCT/US02/36810 



PSQHNPRSSY HNITDVCEIA VGPAGAPATL UJEAOKDALK SSQTIKSREE OKATQQRBVE 480 

SPHSETDQDT PWLLPQEKTP FGSAKPLDYV EIHKVNKDGA I*SLLPKQRE» SGKPKKPGTP 540 

EMNKEYAKVS 6VMDNMXLVL VFDFflAXNVA CFEBSAXEAP PSLEQNOAEK ALANFTAT68 600 
KCRLQLG6L0 YLDPACFTHS FH 

A27 DNA SEQUENCE 
Gens namet Human neuropeptide 
Uciigene nundber: 
Probeset Accession ft: 
Nucleic Acid AcceBsion #t 
Coding sequence i 



y receptor Yl (MPYYl) 
HS. 169266 
1.076X5 
KM_000909.1 

209-1363 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I i I 

CATTCCCACC CTTCCTTCTT TAATAAGCAG GAGCX3AAAAA GACAAATTCC AAAGAGGATT 60 

GTTCAGTTGft AGGGAATGAA GAATTCftGAA TAATTTTGGT AAATGGATTC CAATATCGGG 120 

AATAAGAATA AQCTGAACAO TTOACCTGCT TTGAAGAAAC ATACTGTCCA TTTGTCTAAA 180 

ATAATCTATA ACAACCAAAC CAATCAA AAT GA ATTCAACA TTATTTTCCC AGGTTGAAAA 240 

TCaTTCAGTC CACTCTAATT TCTCAGAQAA GAATGCCCAG CTTCTGGCTT TTGAAAATGA 300 

TOATTGTCAT CTGCCCTTGG CCATGATATT TACCTTAGCT CTTGCTTATG 6AGCTGTGAT 360 

CATTCTTGGT GTCTCTGGAA ACCTGGCCTT GATCATAATC ATCTT6AAAC AAAAOOAGAT 420 

GAGAAATGTT ACCAACATCC TGATTGTOAA CCTTTCCTTC TCAGACTTGC TTGTTGCCAT 480 

CATGTGTCTC CCCTTTACAT TTGTCTACAC ATTAATGGAC CACTGGGTCT TTGG TGAGGC 540 

GATGTGTAAG TTGAATCCTT TTGTGCAAT6 TGTTTCAATC ACTQTGTCCA TTTTCTCTCT 600 

GGTTCTCATT GCTGTGGAAC GACATCAGCT GATAATCAAC CXTTCSGAGGGT GQAGAC CAAA 660 

TAATAGACAT GCTTATGTAG GTATTGCTGT GATTTGGGTC CTTGCTGTGG CTTCTTCTTT 720 

GCCTTTCCTG ATCTACCAAO TAATOACTGA T6AGCCGTTC CAAAATGTAA CACtTGATGC 780 

GTACAAAGAC ^AAATACGTGT GCTTTGATCA ATTTCCATCO GACTCTCATA GQT TGTC TTA 840 

TACCACTCTC CTCTTGGTGC TGCAGTATTT TGGTCCACTT TGTTTTATAT TTATTTGCTA 900 

CTTCAAGATA TATATACX3CC TAAAAAGGAG AAACAACATG ATG6ACAA6A T6AGAGACAA 960 

TAAGTACAGG TGCAOTGAAA CCAAAAGAAT CAATATCATG CTGCTCTCC3V TTGTGGTAGC 1020 

ATTT6CRGTC TGCTGGCTCX: CTCTTACCAT CTTTAACACT GTGTTTGATT GGAATCATCA 1080 

GATCATTGCT ACCTGCAACC ACAATCTGTT ATTCCTGCTC TGCCA CCTC A CAGCAATGAT 1140 

ATCCACTTGT GTCAACCCCA TATTTTATGG GTTCCTGAAC AAAAACTTOC AGAGASACTT 1200 

6CAGTTCTTC TTCAACTTTT GTGATTTCXX3 GTCTC5GGGAT GATGATTATG AAACAATAQC 1260 

CKItSTCCAOG ATGCACACAO ATGTTTCCAA AACTTCTTTG AAGCAAGCSVA GCCCAGTCGC 1320 

ATTTAAAAAA ATCAACAACA ATGATGATAA TGAAAAAATC TGAAACTACT TATAGCCTAT 1380 

GGTCCCX3GAT GACATCTGTT TAAAAACAAG CACAACCTGC AACATACTTT GATTAC CTGT 1440 

TCTCCX3VAGG AATGGGGTTG AAATCATTTG AAAATGACTA AQATTTTCTT GTCTTGCTTT 1500 

TTACTGCTTT TGTTGTAGTT GTCATAATTA CATTTGGAAC AAAAGGTGTG GGCTTTGGGO 1560 

TCTTCTGORA ATAGTTTTGA CCABAC3VTCT TTGAAGTGCT TTTTGTGAAT TTATGCATAT 1620 

AATATAAAQA CTTTTATACT GTACTTATTG GAATGAAATT TCTTTAAAGT ATTAOGATGC 1680 

GCTGACTTCA GAAGTACCTG CCATCCAATA OGGTCATTAG ATTGOQTCAT CTTGATTAGA 1740 

TTAGATTAGA TTAGATTGTC AACAGATTGG GCCATCCTTA CTTTATGATA GGCATCATIT 1800 

TAOTOTGTTA CAATAGTAAC AGTATGCAAA AGCAGCATTC AGGAGCC6AA AGATAGTCTT 1860 

GAAGTCATTC AGAAGTGGIT TGAGQTTTCT GTTTTTTGGT GQTTTTTGTT TaTTTTTTTT 1920 

TTTTTTCACC TTAAGGGAGG CTTTCATTTC CTCCCGACT6 ATTGTCACTT AAATCAAAAT 1980 

TTAAAAATQA ATAAAAAGAC ATACTTCTCA GCTGCAAATA TTATQGAGAA TTGGGCACCJC 2040 

ACAGGAATGA AGAQAGAAAG CAGCTCCCXA ACTTCAAAAC CATTTTGGTA CCTGACAACA 2100 

AGAGCATTTT AGAGTAATTA ATTTAATAAA GTAAATTAGT ATTOCTGCAA ATAGCTAAAT 2160 

TATATTTATT TGAATTGATG GTCAAGAGAT TTTCCATTTT TTTTACAGAC T6TTCAGTGT 2220 

TTGTCAAQCT TCTGGTCTAA TATGTACTCX3 AAAQACTTTC OGCTTACAAT TTGTAGAAAC 2280 

ACAAATATCG TTTTCCATAC AGCA6TGCCT ATATAGTGAG TGATTTTAAC TTTCAATGTC 2340 

CATCTTTCAA AGGAAGTAAC ACCAAGGTAC AAT6TTAAAG GAATAmAC TTTACCTAOC 2400 

AGGGAAAAAT ACACAAAAAC TGCAGATACT TCATATA6CC CATTTTAACT TGTATAAACT 2460 

GIOTGACTTG TGGCGTCTTA TAAATAATGC ACTGTAAAGA TTACTGAATA GTTGTGTCAT 2520 

GTTAAIGTGC CTAATTTCAT GTATCTTGTA ATCATGATTG AGCCTCAGAA TCATTTGGAG 2 580 

AAACTATATT TTAAAGAACA AGACATACIT CAATGTATTA TAC AGATAAA GTATTACATG 2640 

TGTTTGATTT TAAAAGGQOG GACATTTTAT TAAAATCAAT ATTOTTTTTQ CTTTTTCPGA 2700 
GGAGTCTCTT TCAGTTTCAT TTTTTCTCAT OCCATGACTT GCCrGOSATG GT 



A28 Protein sequence » 
Gene namei 
Unigene numbers 
Probeset Accession ftt 
Protein Accession fti 
Signal sequence: 
P£am domains: 
Transmenibrane domains: 

Cellular Localizations 



Ruman neuropeptide Y receptor Yl (HFYYl) otRNA, exon 2-3 and complete cds 

Hs. 16 92 66 

L07615 

l|p_000900.1 

ncme £ound 

7tni 1 [57-913 

39-61, 77-99. 118-139, 157-179, 212-234, 264-286, 
300-322 

plasma menbrane 



1 11 21 31 41 51 

I 1 I I I 1 

MNSTLPSQVE NHSVHSNPSE KNAQLLAFEN DDCHLPLAMI FTLALAYGAV IILGVSGNLA 60 

LIIIILKQBE MRNVTOILIV NLSFSDIiLVA IMCLPFTFVY TLMDHHVFGB AMCRUIPFVQ 120 

CVSITVSIFS LVLIAVERBQ LII17PKGMRP RSRBAYVGIA VIHVLAVASS LPFLIYQVMr 180 

OEPFQKVTLD AYXDKYVCFD QPPSDSBRLS YTTUiLVLOY FGPLCFZFIC YFKIYIHUCR 240 

SID3MMDXMRD NKYRSSETKR ZKIMLLSIW AFAVGHLFLT lEliTVFDHNH QIIA TQIHM L 300 

LFLLCBLTAM I6TCVNPIFY GFUIKIIFQltD LQPFFNFCDF RSSDOOYETX AMSTMBTX3VS 360 
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KTSLKQASPV AFKKZNNNDO NEKI 



A29 DMA SEQUa?CE 

Gene aame: Homo sapiens 6 protein- coupled receptor (IK)T7T175) 
Unigene nuiriben H8.20B229 
Probeset Accession ft: AXei9l9a 
Nucleic Acid Accession ftt I1M_032S51.1 

Coding sequence t 1-Tl9i (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I t I 1 I 1 

ATGCACACOQ TGGCTACGTC OGGACCCAAC GOGTCCTGGG GGGCACOGGC CAAOGCCTCC 60 

GGCTGCCOGO GCTGTGGOOC CAACOCCTOG QACQGCCCAO TCCCTTOOCC Q06GGCOGTG 120 

GAOGCCTGGC TOGTGCCGCT CTTCTTOGCG GCGCTQATGC TGCTGGGCCT GOTGGGQAAC 160 

TCX3CTGGTCA TCTACGTCAT CTGCCGCCAC AAGCOGATGC GGACCGTGAC CAACTTCTAC 240 

ATCGCCAACC TGG06GCCAC GGACGTOACX: TTCCrCCTGT GCTGCGTCCC CTTCACGGCC 300 

CTGCTGTACC CGCTGCCCX^G CrGGGrPGCTQ GGOGACTTCA TGTGCAAGTT COTCAACTAC 360 

ATCCAGCA6G TCTOGGTGCA GGCCACXTTCT GCCACTCTQA COGCCATGAO T6TG0AC0GC 420 

TGOTAQGTGA 0GGTC3TTCCC GTTGCGOOCC CTGCACOGCC 6CA06CCCCQ CCTGG06CTG 480 

GCTGTCAGCC TCAGCATCTG GOTAOGCTCT GOGGCGGTGT CTGCGCCGGT GCTCGCCCTQ 540 

CACCGCCTGT CACCCX3GGCC GCGOGCCTAC T6CAGTGAGG CCTTCCCCAG COGOOCCCTG 600 

6AGCG0GCCT TCOC3VCTGTA CAACCTGCTG GOGCTGTACX: TGCTGCCGCT GCTCGCCACC 660 

TGCX3CCT6CT ATGOGGCCAT GCTGCGCCAC CTQGGCOGGG T06C0GTGCG CCCCG06CCC 720 

0CCGATAGG6 CCCT6CAGGO GCAGGTGCTG GCAGAQOGCXS CAGQGQC06T GOGGGCCAAG 780 

OTCrOGOOGC TGGTGGGGGC OGTGGTCCTG CTCTTGOCGG CCTOCT GG GG OCCCATCCAG 840 

CrOTTCCTOQ TGCTGCAGQC GCTGGGCGCC GGGGGCTCCT GGCACOCACG CAGCTACGCC 900 

GCCTAOQGGC TTAA6ACCTG GGCTCACTGC ATGTCCZACA GCAACTC08C GCTGAACCCQ 960 

CTGCTCTACX3 CCTTCCTG6G CTC6CACTTC CX3ACAGGCCT TC0GC060GT CTGCCCCTGC 1020 

GOGCCGCGCC GCCCCOSCCG CCCCOGCCGG CCCGGACCCT CGGACCCXX5C AGCCCCACAC 1080 

GCGGAGCTGC ACC6CCXGGG GTCCCACCCG GCCCCCGCCA OGGOGCAGAA GCCAGGGAGC 1140 
AGTGGGCTGG CC6CGCG0GG GCTGTGOGTC CTGGGGGAGG ACAAGGCCCC TCT CTQA 



A30 Protein sequence 

Gene name: Homo sapiens 6 protein- coupled receptor (H0T7T175) , nRMA 

Unigene number: Hs. 206229 

Protein Accession #i AI619196 

Signal sequence: none found 

Pfam domains : 7tm_l 159-3231 

Transoieinbrane domains* 43-65, 86-108, 122-144, 159-181, 203-225, 260-282 

Cellular Localizationt plasma menbrane 



1 11 21 31 41 51 

I I t I I 1 

MHTVAT86PN A8WGAFANAS GCPGOGANA8 DGFVPSPRAV DAWLVPIiFFA ALMLLGLVGN 60 

8LVIYVXCRH KFHRTVTNFY XANIAATIIVT FtJC^CCVPFTA LLYPLFGWVL GDFMCKFVNY 120 

ZQQVSVQATC ATLTAMSVDR WYVTVFPLSA LHRRTFBLAL AVSLSIWVGS AAVSAFVLAIi 180 

HRLSPGPRAY CSEAFPSRAIi ERAFALYNLL ALYLLPLLAT CACYAAMLRH LGRVAVRPAP 240 

AD5ALQGQVL AERAGAVRAK VSRLVAAWL LFAACWGPIQ LPLVLQAL6P AGSWHFRSYA 300 

AYALKTWAHC MSYSNSALKP LLYAFLGSHF HQAFRRVCPC APRRPRRFRR PGP6DFAAPH 360 
AELKRLOSBP APARAQKPGS SGLAAROLCV LGEOHAPL 



flamingo (Drospphila) horaolog 



A31 DMA SEQUEMCB 

Gene name: CH22 FGQ7BS.706r cadherin, EGF XAG seven-pass G-type receptor 1, 
(CEL8R1) 

Rs. 252 3 87 
NM_014246 
MM_014246 

1-9045 (underlined sequences correspond to start and stop codons) 



Unigene number: 
Probeset Accession #< 
Nucleic Acid Accession #t 
coding sequence I 



1 11 21 31 41 51 

i ] t 1 I I 

ATGGCGCCGC CGCCGCCGCC OGTGCTGCCC GrGCTGCTOC TCCTGGCCGC OGCCGCOQCC 60 

CT6CCGGCGA TGGQGCTG06 AG0GGCC6CC TGGGAGCCQC GCXTTACCOOG OGGGACCOOC 120 

GCCTTGGCOC T0CQG0C0G6 CIGIACCTAC GCGGTGOGGO OCGCTTGCAC G0CGC6GGGG 180 

CC80QGGA0C TGCTGOACGT GGGOCGGGAT GGGOGGCIGa CAGGACGTOG G0006TCTCO 240 

GGOGCGGGGC GCGOQCTGCC GCTGCAAGTC 08CTTGGTGG CCCGCAOTGC CCCGACQGOS 300 

CTGA6CCGCC GCCTGCGGGC GCOCAOGCAC CTTCCOGGCT GOGGAGCCOG TGCCCGGCTC 360 

TGOGOftACOG GT0CCCC3GCT CT6CGGGGCG CTCTGCTTCC CCGTCCCCGQ OGGCTGCGCG 420 

GCC80SCAGC ATIOQGCQCT CGCAGCTOCO AGCACCTTAC CC6CCTGC0G CTGCCCGCOG 480 

CGCOCCAGGC C COQCTOTCC 06GGCOTC0C ATCTGCCTGC OGCCGGGCGO CTCGGTCCGC 540 

CTGCGTCT G C TOTGCGCCCT G0QGCG0G06 GCTGGCGCOG TCCGGGTGGG ACTGGCGCTO 600 

OAGGCOBCCA C060GGGGAC OCOCTCCGOG TOGCCATCCC CATOGCOGCC CCTGCOGCOO 660 

AACTTGCCOQ AAGCCCGGGC GOQGCGGOOO CQACGGGCCC GGC3QGGGCAC GAGO GGCR OA 720 

GOGAOCCTGA AGTTTCOGAT 6CCCAACTAC CAGGT6GCGT TGTTTGAGAA CXSAACOGGCO 780 

GGCACOCTCA TCCTCCA6CT GCAOGCGCAC TACACCATOG AGGGOGAGGA 6GA6CGG6TG 840 

AGCTATTACA TGGAGGGGCT GTTOGAOGAG CGCTCCOGGG GCTACTTGOS AATOQACTCT 900 

GCCACXjGGGQ COGTGAOCAC GQACAGCGTA CTGGACOGOG AQAOCAAOGA GAGGCAGQTC 960 

CTCA6GGTGA AAGCOGTGGA CTACAGTA06 COGC0GO6CT GGGCCACCAC GTACATCACT 1020 

QTCTTGOTCA AA8ACACCAA GQACCACAQC C C BGTC TT O Q AO CAOTOGQ A GTACCOCQAa 1080 

O5OQTG0 G 0 Q AGAACCTGOA aOTGGGCTAC 6AGGT6CTGA GCATCOGGGC GhGGOACOQC 1140 
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GACTCOCXXA TCWVCGCCAA CTTGCGTTAC 060GTGTTGG GGGGC36COTG GQACGTCTTC 
CAGCTCAACX3 AGAGCTCTGG CGTGGTGAGC ACACGGGCGG TGCTGGACCG <3GAGGJW3GCG 
GCCGAGTACC AGCTCCTGGT GGAGGCCAAC QACCAGGGGC GCAATOSGGG CCCGCTCftGT 
GCCACX5GCCA CCX5TGTACAT CXaWSGTGGAG OACGAQAACG ACAACTACCC CCAGTTCAGC 
GAfiCAGAACT AGGTGGTCCA GGTGCCXXSaG GAC6TGGG6C TCAACACGGC T6TQCTGCX3A 
CSTGCAQGCCA CGGACCQGGA CCAGGGCCAQ AACGCGOCCA TTCACTACAG CATCCTCAGC 
GGGAACGTGG CCGGCCAGTT CTACCTQCAC TCGCTGAGCG GGATCCTGGA TGT6ATCAAC 
CXXrTTGGATT TCGAGGATGT CCAGAAATAC TCQCTGAGCA TTAAGGCCCA GGATOQGGGC 
OGGCCCCCGC TCATCAATTC TTCAGGG6TG GTGTCTGTGC AGGTGCTGQA TGTCAAOQAC 
AACQAGCCTA TCTTTOTOAG C^GCCCCrTC CA6GCCACGG TGCTGGAGAA TGTGCCCCTG 
GGCTACCCOG TGGTGCACAT TCAQGCQGTG OAOGCGGACT CIGGAGAGAA CGCCCGGCTG 
CACTATCX3CC TGGTGGACAC GGCCTCCACC TTTCTGGGGG 60GGCAGCGC TGGGCCTAAG 
AATCCTGCCC CCACCCCTGA CTTCCCCTTC CAGATCCACA ACAQCTCXIGO TTOGATCACA 
GT6TGTGCC6 AGCTGGACCG CX3AGQAGGTG GAGCACTACA GCTTCGGGGT GGAGGCGGTG 
GAOCAOGGCT CJGCCCCCCAT GAGCTCCTCC ACCAGCGTGT CC3VTCACGGT GCTGGACGTG 
AATGACAAOO ACCOGOTGTT CACGCAGCCC ACCTACQAGC TTCOTCTGAA TGAGGATGCG 
GCCGTGGGGA GCAGCQTGCT GACCCTGCAG GCCCGCGACC GTGACXSCCAA CAGTGTGATT 
ACCTACCAGC TCACAGGC3GG CAACACCCGG AACCGCTTTG CACTCAGCAG CCRGAfiAOQQ 
GGCGGCCTCA TCACCCTGGC GCTACCTCTO GACTACAAGC AGQAGCAGCA 6TACGT0CTG 
GCGGTGACAG CATCGQACGG CACACX3GTCG CACACTGCGC ATGTCCTAAT CAAOGTCACT 
GATGCCAACA CXICACAQGCC TGTCTTTCAG AGCTCCCATT ACACAGTGAG TGTCAGTGAG 
GACA6GCCIG TGGGCACCTC CATTGCTACC CTCAGTGCCA ACGATGAGGA CACAGGAGAG 
AATGCCCGCA TCACCTAOGT GATTCAGGAC CCCGT6C0QC AGTTCOQCAT TQACCCCX3AC 
AGTGGCACCA TGTACACXaVT GATGGAGCTG GACTATGAGA ACCAGGTC6C CTACAGQCTG 
AOCATCATGG CCCAGGACAA CGGCATCCCG CAGAAATCAG ACACCACCAC CCTAGAGATC 
CTCATCCTCQ AT6CCAATCA CAATGCACCC CAGTTCCTGT GGQATTTCTA CCAGGGTTCC 
ATCnTGAGQ ATGCTCCACC CTCGACCAGC ATCCTCCAGG TCTCTGCCAC GOACCGGGAC 
TCAGGTCCCA ATGGGCGTCT GCTGTACACC TTCCAGG6T0 GGGACXSACGG CQATGGGGRC 
TTCTACATCG AGCCCACX5TC CGGTGT6ATT CGCACCCAGC QCCGGCTG6A CCX3GGA6AAT 
OTGGCCOTQT ACAACCTTTG GGCTCTOGCT GTGGATOGGG QCaGTCCCAC TCCCCTTAGC 
GCCTCGGTAG AAATCCAGGT GACCATCTTG GACATTAATG ACAATGCCCC CATGTTTGAQ 
AA6GACGAAC TGGAGCTGTT TGTTQAGGAG AACAACCCAG TGGGGTC3GGT GGTGGCAAAG 
ATTCGTGCTA ACGACCXTTOA TGAAGGCOCT AATGCCCAQA TCATGTATCA GATTGTCGAA 
GGGGACATGC GGCATTTCTT CCAGCIQGAC CTGCTCAAC36 GGQACCTCC6 TCCCATGGTG 
GAGCTGGACT TTGAGGTCCG GCGGGAGTAT GTGCTGGTGG TGCAGGCCAC GTCGGCTCXaS 
CTGGTGAGCC GAGCCACGGT GCACATCCTT CrCX3TGGACC AGAATGACAA CCXXSCXTTGTG 
CTGCOCGACT TCCAGATCCT CTTCAACAAC TATGTCACCA ACa^GTCCAA CAGTTTCCCC 
ACXX5G0GTGA TCGGCTGCAT CCCGGCCXaT GACCCOGACO TOTCAGACAQ CCTCAACTAC 
ACCTTCGTGC AGGGCAACQA GCTGOQCCTO TTGCTGCTGG ACCCCGCCAC GGGC3GAACT0 
CAGCrCAGCC GCGACCTGGA CAACAACCX3G CCGCTGGAGG OGCTCATGGA GGTGTCTGTG 
TCT6ATGGCA TCCACAGCGT CACGGCCTTC TGCACCCTGC GTGTCACCAT CATCACGGAC 
GACATGCTGA CCAACAGCAT CACTGTCCGC CTG6AGAACA TGTCCCAGGA QAAGTTCCTQ 
TCCCCGCTGC TGGCCCTCTT CGrGGAGGGO OTGGCCQCCG TCCTGTCCAC CACCAAGGAC 
GA0QTCTTCX3 TCTTCAAOGT CCAGAACX3AC ACCGAOGTCA 6CTCCAACAT CCTGAAOGTG 
ACCTTCTCGQ CGCTGCTGCC TGGCGGOGTC CGCGGCCAGT TCTTCCCGTC GGAGGACCTG 
CAGGAGCAGA TCTACCTGAA TCGGACGCTG CTGACCACCA TCTCCACGCA GCGCGTGCTO 
CCCTTCGACG ACAACATCTQ CCTQCGCX3AG CCCTGCX3AGA ACTACATGAA GTGCGTGTCC 
GTTCTOCGAT TOOACAGCTC CGC6CCCTTC CTCAGCTCCA CCAC08TGCT CTTCCGGCCC 
ATCCACCCCA TCAACQGCCT GCX3CTGCCGC TOCCOGCCOQ GCTTCRCOGG CGACTACTGC 
GAGACGGAGA TCQACCTCTG CTACTCCGAC CC3GTG0GGCG CCAACGGCCG CTGCC6CAQC 
CGOQAGGGCG GCTACACCTG CGAGTGCTTC QAGGACTTCA CTGQAGAGCA CTGTGAGGTG 
GATGCCC6CT CftGOCCGCTG TGCCAACGGG GTGTGCAAGA AOGGGGGCAC CTGCGTGAAC 
CTGCTCATC6 G06GCTTCCA CTGCGTOTCT CCrOCXGQCO AGTATGAGAG GCCCTACTGT 
QAGGTGACCA CCaGGAGCTT CCC3G0CCCA0 TCCTTOGTCA CCTTCCGGGG CCTGAGACAG 
CGCTTCCACT TCACCATCTC CCTCACGTTT GCCACTCAGO AAAGGAAC6G CTTGCTTCTC 
TACAACGGCC GCTTCAATGA GAAGCAC6AC TTCATCGCCX: TGGAGATCGT GGAOGRGCAO 
GT6CAGCTCA CCTTCTCTGC AGGGOAGACA ACAACGACCG TGGCACCGAA GGTTCCCAOT 
G0IGT6AGTO ACQGGOGGTG GCRCTCTGTG CaGGTGCAGT ACXACAACRA GCXXXATATT 
GGCCACCTGQ GCCTGCCCCA TOGGCOOTCC GGGGAAAAGA TGGCCGTGGT GACAGTGGAT 
GATTCTGACA CAACCATGGC TGTGOGCTTT GGAAAG6ACA TC3GGGAACTA CaGCIGOGCT 
GCOCAGGGCA CTCAGACCGG CTCCAAQAAG TCCCTGGATC TGACCGGCCC TCrACrC!C!TO 
GGGQQTGTCC CC3UV0CTGCC AGAAGACTTC CCAGTCCACA ACCGGCAGTT CGTGGGCTGC 
ATOCOQAAOC TOTCSVGTOQA OBGCAAAAAT GTGGACATGG CCGGATTCAT CGCC AACAAT 
GGCACCCGGG AAGGCTGCGC TGCTOGGAOG AACTTCTGCG ATGGGAGGCG CTGTCT|^T 
GGAGGCACCT GTGTCAACAG GTGGAATATG TATCTGTGTG AGTGTCCACT OC GATTOG GC 
GGGAAGAACT GTQAGCAAGC CATGCCTCAC CCCCAGCTCT TCRGCXSGTai ®^®CGTOSTa 
TCCTGGAGTG ACCTGAACAT CATCATCTCT GTGCCCPGGT ACCTGGG6CT CATCTTCOgQ 
aCCCGGAAGG AGQACAQCGT TCTGATGGAG GCCACCAGTO GTGGGCCCAC CAGCTTTOGC 
CTCCAGATO: TOAACAACTA CCTCCAGTTT GAGGTGTCCC ACGOCCCCXC CGATGTGGAG 
TCCX3TGATGC TGTCOGGGTT GOGGGTGACC GACGGGGAGT GGCACX3^CCT GCTGA TCX3AQ 
CTGAAGAATG TTAAGGAGGA CAQTGAGATG AAQCACCKW TCACXaiOAC CTTGQACTAT 
GGGATGGACC AGAACAAGGC AGATATCGGG GQCATQCTTC CCOGGCIGAC GOTAAGGAGC 
GTGQTG6TCG QAGGOGCCTC TGAAGACAAG GTCTCCGTGC GCC3GTGGATT CXSGAGGCTOC 
ATGCA6GGA6 TGAGGATGGQ GGGGACGCCC ACCAAOGTOS CCAOCCTGAA CATGAACAAC 
GOVCTCAAGG TCAGGGTGAA GQACGQCTOT GAT6TGGA00 ACOCCTGTAC CTOSAG OCOC 
TGTCCCCCCA ATAGCCGCTG CCACGACXSCC TOGGftCGACT ACAGCIGCQT CTGTCaCAAA 
GGGTACCTTC GAATAAACT6 TGTGGATGCC TGTCAOCTGA ACCCXTTGCGA GAACATGGGO 
GCCTGCGTGC GCTCCXXX^ CTCCCOGCAG GGCTACGTGT GCGAGIGTGG GCXX»GTCAC 
TACGGGCCGT ACTGTGAGAA CAAACTCGAC CTTCC23TGCC CCAGAGGCTG OXGGGGGAAC 
CCOGTCTGTQ GACCCTGCCA CTGTGCCGTC AGCAAAGGCT TTGATCCGGA CTGTAATAAG 
ACCAACGGCC AGTGCCAATG CAASGAISAAT TACTACAAGC TCCTAGCXX3V G^CCTCT 
CTGCCCTGCG ACTGCTTCCC COOOOCTCC CACAGCCGCA CTTGCGACAT GGOaCOGGG 
CAGTGTQCCT GCAA6CCCGG 0STCAT0G6C OGCCAOTGCA ACOBCTeOSA CMwC^nmr 
6C0GAGGTCA aaOOCTCGG CTOTOARGIG ATCTACAATG GCIGTCOCAA AGCATTTGAG 
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1200 
1260 
1330 
1380 
1440 
1500. 
1S60 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5O40 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 
5820 
S880 
5940 
6000 
6060 
6120 
6180 
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OCCGGOVTCT GGT6GCOVCA GJVCCAAGTTC GG6CAGGCXXS CTGGGGTGCC ATGCCCTAA6 6240. 
GQATCGGTTG GAAATOOGGT CCGACACTGC AGOGGOQAGA AGGGCTGGCT GCCCCCAGAG 6300 
CTCTT7AACT GTACCACCAt CTCCTTOGTG GACXnTC R GGG COVTGAATGA GAAGCTOAGC 6360 
CGCAATGAGA 06CAGGTGGA CGQCGCCAGQ GCCCTGCAGC TGGTGAGGGC 6CTOCGCAGT 6420 
5 GCTACACAGC ACACGQGCAC GCTCTTTGQC AATGAC3GTGC GCACGGOCTA CCAGCTGCTG 6480 
GGCCAOOTCC TTCAOCACGA QAGCTGOCAO CAGGGCTTOQ ACCTGGCAGC CAOGCAGGAC 6540 
GCCGACTTTC ACGAGGA06T CATCCACT08 6GCAG0GCCC TCCTQaCCCC AOCCACCAOG 6600 
GCGGCGTGGG AGCASATCCA GGGGAGGGAG GGCG6CA06G CACAGCTGCT C066C6CCTC 6660 
QAGGGCTACT TCAGCAAGGT GGCAGGCIUU: GTG06G0G6A CGTACCTGCX3 GCCCTTQGTC 6720 
10 AT0QTCA0CX3 CCAACATQAT TCTTGCTGTC GACATCTTTG ACAAGTTCAA CTTTAOGGGA 6780 
GCCAGGGTCC 06CGATTC6A CACXZATCCAT GAAGAGTTCC CCAGGGAGCT GGAGTCXnXX 6840 
6TCTCCTTCC CAGCOGACTT CTTCAGAOCA CCTGAAGAAA AAGAAGGCXX: CCTGCTGAG6 6900 
COQGCTQGCC GQAGQAOCAC CCCGCAGACC AO3G6CC066 GGCCTOGCAC CGAGAGGGAG 6960 
GCCCC6ATCA GCAOGCGGAG OOGACAOCCT GATGAOGCTG GOC A gTTOG C GQTOGCTCTQ 7020 
15 GTCATCATTT ACOGCACCCT GGGGCAGCTC CTGCCOQAOC OCTAOGACCX: CXSACXSTTCGC 7080 
AGCCTCCGGT TGCCTCACCG GCXXyVTCATT AATACCCG6A TGGTGAGOVC GCTGGTGTAC 7140 
AG0QA06QGQ CTCCGCTCXX: QAGACCCCTG GAGAGOCCOO TCCTGGTOGA GTTOGCXXTO 7200 
CT66A0QT00 AGGAGOGAAC CAAGOCTOTC TGOOTOTTCT GOAACXACTC GCrQGOOGTT 7260 
GGTGGGAbGG GAGG0TG6TC TGCCOSGGGC T60QAGCTCC TGrOCSUSGAA GOQQACACAT 7320 
2U GTOGCCTGCC AGTGCAGCCA CACAGCCAGC TTTG0GGT6C TCATGGATAT CTCCAG006T 73 BO . 
GAGAAOGGGG AGGTCCTGCC TCTGAAGATT GTCACCTATG OOGCTGTGTC CTTCTCACTQ 7440 
GCAGCCCTGC TGGTGGCCTT CGTCCrCCTG AGCCTGGTCC GCATOCTGCX3 CTCCAACCTO 7500 
CACAGCATTC ACAAGCACCT G60CGTGGGG CTCTroUltT CTGAGCTGGT GTT06TGATT 7560 
GGGATCAACC AGACGGAAAA OLWXTiC r U TGCACAGTGG TTGCCATGCT GCTCCACTAC 7620 
25 ATCTACATGA GCACCTTTGC CTGGACCCTC OT0GA0A6CC TGCATGTCTA COQCATGCTQ 7680 
ACOGAGGTGC GCAACATOGA CAOGGGGCCC ATQCGGTTCT ACTACGTCGT GGGCTGGGGC 7740 
ATCCaSGCCA TT6TCACAGQ ACTGGOGGTC GGGCTGGACC CCCAGGGCTA OGGGAACXXX 7600 
GACTTCTGCT GGCTOTOGCT TCAAGACAGC CTQAnTGGA aCTTTGOQGG GCGCATOGGA 7860 
. GCTGTTATAA TCATCAACAC AGTCACTTCT GTGCTATCTO CAAAGGTTTC CT6CCAAAGA 7920 
30 AAGCACCATT ATTATGGGAA AAAAGGGATC GTCTCCCTGC TGAGGACCGC ATTCCTCCTG 7980 
CTOCTGCTCA TCAGCQCCAC CTOGCTGCTQ GGGCTGCTGG CTGTGAACCG OGATGCACTG 8040 
AGCTTTCACT ACCTCTTOGC GATCTTCAGC GGCTTACAGG OCCCCTTOGT CCTCCTTTTC 8100 
CACTGG6TGC TCAAGCAGGA GGTCGGQAAG CACCTGAAOG OCGTQCTCGG OQGQAGGAAO 6160 
CTGCACCIGO AOGACTCOGC CACCACCAGO GCCA0CCT6C TGACGCGCTC CCTCAACTGC 8220 
35 AACACCACCT TCGOTQACGG GCCTGACATO CTGCOCACAG ACTTGGGOGA GTCCACCGCC 8280 
TCGCTGGACA GCATCGTCAG GGATGAAGGG ATCCAGAAGC TCG6CGTGTC CrCTGGGCTQ 8340 
QTGAGGGGCA GCCAOGGAGA GCCAGAOSCG TCCCTCATGC CCAGGAGCTG CAAGGATCCC 8400 
OCIGGCCAOG ATTCGQACTC AGATAGOGAG CTGTCCCTGG ATGAGCAGAG CAGCTCTTAC 8460 
. GCCTCCTCAC ACTCX3TCAGA CAGOQAGGAC GATGGGGTGG aAGCTGAGGA AAAAT6GGAC 6520 

40 CGGGCCAGGG G06CX:GTCCA CAGCACCCCC AAAGGGQACG CTGTGQCXAA CCACGTTCOG 8580 
GC06QCTG0C CCGACCAGAO CCTGGCTGAG AGTGACAGTG AGGAOCCCAQ OGGCAAGCCC 8640 
CGCCTQAAGG TGQAGACCAA GGTCAGOQTG GAGCTGCACC GOGAGQAGCA GGGCAGTCAC 8700 
CGTGGAGAGT ACCCCCOQOA CGAGOAOAGC GGGGGOOCAQ GCAGQCTTGC TAGCAGOCAG 8760 
CCCOCAGAGC AGAGGAAAGG CATCTTGAAA AATAAAGTCA CCTAOCOGCC GC06CTQA08 8820 
45 CTGAOGGAOC AGAOGCTGAA 6GGCCG6CTC 0GGGA6AAGC TGGG06ACTG T6AQCAGA6C 8880 
CCCACATCCT CGCGCACOTC TTCCCTGQQC TCTGG0G6CC CCGACTGCGC CATCACAGTC 8940 
AAGAGCCCTG GQAGGGAGCX: GGGGOGTGAC CACCTGAAOG GGGTQGCCAT GAATGTGOGC 9000 
ACTGGGAGOG CCCAG6CGGA TGGCTGOSAC TCTQA6AAAC OGTGAOGCAA GCCOSTCACC 9060 
CCACACAGGC TOOQQCATCA CCCTCAGAGC TTGGAGCCCA AGGGGOCACT GCGCTTGAAG 9120 
50 TGGAGTGGGC CCAGAGTGTG GOQGTCCCCA TGGTGGCAGC CCCCOQACTQ ATCATCCAGA 9180 
CACAAAGGTC TTGGTTCTOC CAGQAGCTCA GGGCCTGTCA 6ACCTGGTX2A CAAGTGCCAA 9240 
AGGCCACAGG CATGAGGGAG GCGTG6ACCA CTGGGCCAGC ACCGCTGAGT CCTAAGACTG 9300 
CAGTCAAAGC GAGAACTOAO AGGGGACCCC AQACTGQGCC CAGAGGCXGQ CCAGAGrTCA 9360 
GGAA06GCGG GCACAGAOCA AAGAC0GCG6 TCCAGCCCCG OCCAGGGGGG CATCTCATGO 9420 
55 CAGTGCGGAC CCGTGGCTGG GAGCCCGGGC AGTCCTTTGC AAAGGCACCC CTTGTCTTAA 9480 
AATCACTTCQ CTAT6TGGQA AAGOrGGAGA TACTTTTATA TATTTGTATG GGACTCTGAO 9540 
GAGGTGCAAC CTGTATATAT ATTQCATTCG TGCTGACTTT GTTATCCCGA OAGATCCAIQ 9600 
CAATGATCTC TT6CI6TCTT CTCTGTCAAO ATTQCACAGT TGTACTTGAA TCTGOCATST 9660 
GTT6ACQAAA CIGGTOCCCC AGCAGATCAA AGGTGG(»AA TAOGTCAGCA GTGGGGCTAA 9720 
60 AACCAAGOGG CTAGAAOCCC TACAGCTGCC TTOGGGCAaG AAOTQAGGAT GGTGTGG6CC 9780 
CTCCCCGCCG GCCCCCTGGO TCCCCAGTGT TCGCTGTGTG TGCGTTTGTC CTCTGCTQCC 9840 
ATCTGCCCOG GCTGT6TGAA TTCAAGACAG GGCAGTGCAa CACTAGGCAG GT6TGAGGAG 9900 
CCCTQCIGAG GTCACTGTGO GQCAOQGTTO CCACAGGGCT OIGATTTTTC ACCTGGTCAT 9960 
TCTGT6ACCA GCACCCCCTC CCCTCACCGC CTCCCAGGTO GCCOQGGAaC TGCftGGTQGG 10020 
05 GATGGCrrra TCCTTTGCTC CTGCTCCCCG TGGGACCTGG GACCTTAAAG OQTTGCAGGT 10080 
TCCTGATTTG GACAGAQOTG TGGGGCCTTC CAGGCOGTTA CATACCTCCT GCCAATTCTC 10140 
TAACTCTCTG AGACTGCOAG GATCTCCAG6 CAGGQTTCTC CCCTCTGQAO TCTOACCAAT 10200 
TACTTCATTT TGCTTCAAAT GGGCAATTGT GCAGAGGGAC AAAG CCAg^ CCACACTCTT 10260 
CAA06GTTAC CAAACTGTTT TT6QAAATTC ACACCAAGGT CGGGCOCACT GCAGGCA6CT 10320 
70 GGCACAGCGT GGCCCGA6GG GCTGTGQAAC 6GGTC00GGA ACTGTGAGAC ATGTTTGATT 10380 
TTACCGTTTC CTTTGTTCTT CAAATCAGGT GCCCAAATAA GTGATCAGCA CAGCTQCTTC 10440 
CAAATAGGAO AAACCATAAA ATAGOATGAA AATCAAGTAA AATGCAAAGA TGTCCACACT 10500 
QTTTTAAACT TGACCCTGAT GAAAATGTGA QCACtGTTAG CAGATQCCTA TGGGA6A0GA 10560 
AAAGCGTATC TGAAAATGGT CCA0GACAG6 AGGATQAAAT QAGATCCCAa AGTGCTCACA 10620 
75 CCTGAATGAA TTATACATGT GCCTTAOCAG OTXSAGTGGTC TTTGQAAOAT AAAAAACTCT 10680 
AGTCCCTTTA AAOOTTTGOC OCTGGCGTTT CCTAAGTAOQ AAAAGOTTTT TAAGTCTTOO 10740 
AACAGTCTCC TITCATQACT TTAACAGGAT TCTOCCCCCT QAOGTGTAAT ITrmm ' i ' C 10800 
TATTTTTTTC CAOGTACTCC ACAOCCAACA TGACQAGQTO TAATmTAA TTTQATCAGA 10860 
0^ ACTGTTACCA AAAAACAACT GTCAGTTTTA TTOAGATOGG AAAAATOTAA ACCTATTTTT 10920 
80 ATTACTTAAG ACTTTATGGG AGAGATTAGA CACTGQAGGT TTTTAACAGA ACGTGTATTT 10980 
ATTAATGTTC AAAACACTGQ AATTACAAAT GAGAAGAOTC TACAATAAAT TAAGATTTTT 11040 
OAATTTGTAC TTCTGOOGTG CTOOTTTrrC TCCACAAACA CCCCC60CCC TCCCCATGCC 11100 
CAGGGTGGGC GTGQAAGGGA C0GTTTAGG6 A06TQCAGCT GAGCIGTCOG TGTCCCATGC 11160 
TCCCTCAGCC AGTGGAAOOT GGCGGAACTT TTTOTOCATT CCCTASTAGO CCTGCCACAO 11220 
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CCTAGATGGO CAGTTTTTGT CTTTCACCWl ATTTGftGGAC TTTITT^ l^^^Z^ 
TCTTCMTTT TCTTTTCrTO CACTGRTCTT TCTCCTCTCC TTCTGTCACT CCAGTOACTC 11340 
AGACGTTA6A CCTCTTOATO TTTTCCCACr OOTCCCIGAO GCTCTGTTC 



5 A32 Protein Sequence 

Gene name: 

Unigene number: 
Protein Accession 
10 Signal sequences 
Cadberin domains: 

Pfam domains: 
I*atrophilin/GPS domains: 
15 Transmenibrane domalnet 
Cellular Localization i 



CH22 FGENBS.706; cadherin. EGP lAO seven-paas G-type receptor 1, flamixigo 
CDrosophlla) homolog (CELSRl) . 
H8.2S2387 
NP_05506l 

250-344, 358-449. 464-556. 570-678. 692-780. 794-883. 897-990. 1004-1092. 
1110-1199 

Laminin_EGP (2003-20481. 7tin_2 t2465-2708j 

MwIlwS. 2473-2492. 2507-2522. 2529-2547. 2616-2634. 2659-2675. 26B7-2704 
plasma metrbrane 
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MAPPPFPVLP VLLLLAAAAA 
PRELUDVGRD GRLAGRRRVS 
CGTGARLCGA LCFPVPGGCA 
LRLLCALBRA AGAVRVQLAL 
GSIiKFPMFNY QVA LPEMEP A 
ATGAVSTDSV LDRETKETHV 
RVREHLEVGY BVLTIRASDR 
AEYQLLVEAN DQGWIPGPLS 
VQATDRDQGQ NAAIHYSILS 
RPFLINS8GV VSVQVU3VND 
KYRLVDTAST FLGGGSAGPK 
DHGSPPMSSS TSVSITVLDV 
TYQLTGGNTR NRFALSSQRG 
DMITHRFVPQ SSHYTVSVSE 
SGTMWMMEL DYBSIQVAYTL 
IFEDAPPST8 ILQVSATDRD 
VAVYNLWAIA VDRGSPTPLS 
IRANDPDEGP NAQIMYQtVE 
LVSRATVHII. LVDQMDNPPV 
TFVQGNELRL LUiDPATGEL 
DMLTNSITVR LENMSQEKFL 
TPSALLPGGV RGQFFPSEDIi 
VLRFDSSAPP LSSTTVLPRP 
REGGYTCECF EDFTGEHCEV 
BVTTRSPPPQ SPVTFRGLRQ 
VQIiTFSAGBT TTTVAPKVPS 
DCDTTMAVRP GKDIGNYSCA 
MRNLSVDGKN VDMAGFIANN 
GKNCEQAMPH PQIiPSGESW 
I,QILNNYLQP EVSHGPSDVE 
GMDQNKADI6 ©1LPGLTVRS 
ALKVRVKDGC DVDDPCTSSP 
ACVRSPGSPQ GYVCEGGPSB 
TNGQCQCKEN YVKLLAQDXC 
AEVTTLGCBV lYNGCPKAPE 
LPNCTTISPV DLRAMNEKLS 
GHVLQBESWQ QGFDhMiTQTi 
EGYPSNVAItN VRKTYUIPFV 
VSFPADFFRP PEEKEGPLLR 
VIIYRTLGQb LPERTDPDRR 
LBVBERTKPV CVFWNHSLAV 
ENGEVXjPIiKI VTYAAVSLSL 
GXNQTKNPFL CTWAIUiHy 
IPAIVTGLAV GLDPOGYGirP 
KHSyYGKKGI VSLLRTAPLL 
HCVUJQEVRK HLKCVIXSGRK 
SIiDSIVRDEG IQKLGVSSGL 
ASSHSSDSB) DGV6ASBKHD 
RUCVBTKVSV BLBSEBQGSH 
LTEQTUQSRIt REKXi APCBQS 
T0SAQAIX3SD SEKP 



LPAMQLRAAA «EPRVPGGTR AFALRPGCTY 
GAGRPLPLQV RLVARSAPTA LSRRLRARTH 
AAQHSAIAAP TTLPACRCPP RPRPRCPGRP 
EAATAGTPSA SPSPSPPLPP NLPBARAGPA 
OTLIIiQLHAH YTIEGEEERV SYYMEGLFDE 
LRVKAVDYST PPRSATTYIT VLVKDTNDHS 
DSPINANLRY RVLGGAMDVP QLNESSGWS 
ATATVYIEVB DENDNYPQFS BQHYWOVPB 
GNVAGQPYIjH SLSGIIiDVIN PLDFEDVQKY 
MEPIFVSSPP QATVLENVPIj QYPWHIQAV 
MPAPTPDFPP QIHNSSGWIT VCAELDREBV 
MDNDPVPTQP TYELRLNEDA AVGSSVLTLQ 
GGLITLALPL DYKQEQQYVL AVTASDGTRS 
DRPVGTSIAT LSAMDEDTGE NARITYVIQD 
TIMAQDNGIP QKSDTTTLEI LILDAHDMAP 
SGPNGRLLYT FQGQDDGDGD FYIEPTS6VI 
asveiqVtil OINDNAPMPB KDELELFVEE 
GDMRHFFQLD LLKGDLRAHV ELDFEVRREY 
LPDFQILPNM YVTNKSNSFP TGVIGCIPAH 
QLSRDLDNNR PLEALMEVSV SDGIHSVTAF 
SPLLALFVEG VAAVLSTTKD DVFVFNVQND 
QBQIYLNRTL LTTlSTQRVL PFDDNlCrUlE 
IBPXNGIfRCR CPPCFTGDYC BTBIDLCYSD 
DARSGRCAKO VCKNGGTCVN lilGGFHCVC 
RFHPTISLTP ATQERNGLU* YNGRFNEKHD 
GVSDGRWHSV QVQYYNKPNX GHI/3LPHGPS 
AQGTQTQSKK SLDLTGPU*I» GGVPNLPEDP 
GTRESCSUOR !IPC3)(3lR0aM GGTCVNRHNM 
SWSDLKIIIS VPWYUaMFR TRKEDSVLME 
SVMLSGIiRVT DGEWHHLLIE LKNVKEDSEM 
VWGGASEDK VSVRRGFRGC MQGVRMC3GTP 
CPPMSRCHDA WEDYSCVCDK GYWINCVDA 
YGPYCENiCU) LPCPRGHWGH PVCX5PCHCAV 
LPOJCFPHOS HSRTCDMATG QCACKPGVIG 
AGIWWPQTKF GQPAAVPCPK QSVGMAVBHC 
RNETOVDGAR ALQLVRALRS ATQHTGTLPO 
ADFHEDVIHS GSALLAPATR AAWEQIQRSE 
XVTAMKXLAV DIFDKFNPTG AKVPRFDTIH 
PAGRRTTPQfT TRPGPGTERE APISRRRRHP 
SLRIrPHRPIl MTPMVSTIiVY SEGAPIiPRPL 
GGTGGWSARG CBLLSRHRTH VA OQCSH TAS 
AALLVAFVLL SLVRMLRSNL HSIHKHLAVA 
lYMSTPAWTL VESLHVYRML TEVRNIDTOP 
DPCWLSLQDT LIWSFAGPIG AVIIINTVTS 
LLLISATWLL GLLAVNRDAL 3FHYLFAIFS 
LHLEDSATTR ATLLTRSMIC NTTFCHXSPDM 
VRGSHGEPDA SmPRSCKDP PGHDSDSDSB 
PARGAVHSTP KGDAVANHVP AGWPDQSLAE 
RGEYPPDQES GGAARLASSQ PPEQRKGILK 
PTSSRTSSDG 8GGPDCAITV KSP6RBPGRD 



51 
I 

AVQAACTPRA 
I.PGC3GARARL 
XCLPPG6SVR 
RRARRGTSGR 
RSRGYFRIDS 
PVFEQSEYRE 
TRAVLDRBEA 
DVGZiNTAVIiR 
SLSIKAQDGG 
DADSGENARL 
EHYSPGVEAV 
ARDRDANSVI 
HTAHVLIKVT 
PVPQFRIDFD 
QFLWDFYQGS 
RTQRRLDREH 
NNFVGSWAK 
VIiWQATSAP 
DPDVSDSLNY 
CTUIVTIITD 
TDVSSMILNV 
PCENYMKCV9 
PCGAN6RCRS 
PPGEYERPYC 
FIALEIVDEQ 
GEKMAWTVD 
PVHNRQFVGC 
YLCECPLRFG 
ATSGQPTSFR 
KHLVTMTLDY 
YNVATUaMHH 



SK0FDPDCE3K 
RQCNRCDNPF 
SGBKGHLPPE 
KDVRTAYQLL 
GGTAQLLRRIi 



DDAGQFAVAL 
ERFVLVEFAL 
FAVLMDISRR 
LPXfSQLVFVI 
MRFYYWQWG 
VLSAICVSCQR 
GLQGPFVLLF 
LRTDLGESTA 



NKVTYPPPI»T 
HIiMGVAMlIVR 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1360 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 



75 



80 



^'^J^f'"^ (O protein-coupled receptor 9) , chemokine (C-X-C) receptor 3 
Unigene number x Es. 198252 

Probeset Accession ts X95876 

S|°.:^r«-?;4' .^.rli^^'s^B correspond to start and stop codons, 
1 11 21 31 41 51 

CCAAC3CACAA GCACCAAAGC LaGGGGCM GCAGCACACC ACCCftGCAGC CACSAGCAC^ 60 
ecex3UXXM_03TCCTTOAQ GIGAGTOACC ACCAAGIGCT AAATGACGCC GAGGTT6C00 120 
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CCX JCCTGGR GACTTCaGC TCTTCCTATG A CTATG GAGA AAACX3AGAGT QACIOQTGCT 180 

OTA.CCTCC0C GCCCT6CCCA GAGGACTTCA 6CCTGAACTT CGACGGG60C TTCCT6CCAG 240 

cxxrrcTACAG ocTccrc r rr ctgctggggc tgctggqcaa oggggogotq gcagcogtgc 30o 

TGCTGAGCXX; GOGGACAGCC CraAOCAOav CCQACACCTT CCTQCTCCAC CTAGCTGTAG 360 

CAGACA06CT GCTG6T0CT6 ACACTGCOSC TCIGGGCAGT GGAOSCTQCX: OTCCAOTGQO 420 

VCmOQCSC T0QCCTCT6C AAAOTGGCAO O ' LXSC OCS Cn CAAOVTCAAC TTCTAOSCAG 480 

GA6CCCT0CT GC TGQCCTGC ATCAGCTTTO ACC6CTACCT GAACATAGTT CAT6CCACCC 540 

AGCTCTACOS COGGGGGCCC COGGCCOGCQ TOACXXTTCAC CTGCCTGGCT GTCTGGGGGC 600 

TCTGCCTGCr TTTOGCCCTC CCAGACTTCA TCTTCXrrGTC OOCCCACCAC GACGAGCXKX 660 

TCAACGGCAC CCACTGCCAA TACAACTTCC CACAG6TG6G 00QCAGG6CT CTGCG00T6C 720 

TGCA6CT0GT OGCTGGCTTT CTGCTGCCCC TGCTGGTGAT GGGCTACT6C TATGCCCACA 780 

TCCTGGCOGT GCTGCT6GTT TCCAGG60CC AGOGGGGGCT GOGGOCCATG OQGCTGGTGG 840 

TGGTGOTOGT GOTGGCCTTT GCCCTCTGCT GGACCOCCTA TCACCTGGTG OTOCTGGTGG 900 

ACATCCTCAT GGACCTGGGC GCTTTGGCCC GCAACTGTOa COSAGAAAGC AGGQTAGAC5G 960 

TGGCCAAGTC GGTCACCTCA GOCCTGGGCT ACATGCACTQ CTGCCTCAAC COGCTQCTCT 1020 

AT60CTTTGT AGGGGTCAAG TTCOGGGAOC OOATGTGQAT GCT3CTCTTQ CGCCTGGGCT lOBO 

GCCCCAAOCA GAOAGGGCTC CAOAGGCAGC CATOGTCTTC GOGCGGGQAT TCATCCTGGT 1140 

CXGAQACCTC AOAGGCCTCC TACTCGGGCT TGTGAGGCCG GAATCCGGGC TCCCCTTTCO 1200 

CCCACAGTCT GACTTCCCOO CATTCCAGGC TCCTOOCTCC CTCTGCCGGC TCTGGCTCTC 1260 

CCCRATATCX: TOGCTCCCGG GACTCACTGO CAGOCCCAOC ACCACX3VG0T CTCCOGGGAA 1320 

GCCACCCTCC CAGCTCTGAG QACTGCACCA TTGCTGCTCC TTAGCTGCCA AQCOXATCC 1380 

TGCX3XXXX3A GGTOOCTGCC TQOAGCCCCA CTGCCCTTCT CATTTGGAAA CTAAAACTTC 1440 

ATCTTCCCCA AGTGOXKSGA GTACAAGGCA TGGOJrAGAO GOTGCTOCCC CATGAAGCXA 1500 

C3«XXXy«3aC CTCOVGCTCA GCAGTGACTG TGGCCATGGT CCCCAAQACC TCTATATTTG 1560 

CTCTTTTATT TTTATGTCTA AAATCCTGCT TAAAACTTTT CAATAAACAA GATCGTCAGG 1620 

ACCAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA BHCLITERAT 1680 

UREBHCBLAS TPBHCX)RTHO L06UE8M0US ECXCRMYLEV SERQVLDASD FAPLLE2JSTS 1740 

PYDYGENESD FSDSPPCPQD FSU7FDRTFL PALY6LLFLL GLLGNQAVAA VLLSQRTALS 1800 

STOTFUiHLA VAOVLLVLTL PLWAVDAAVQ WVFQPGLCKV AGALFNINFY AGAPLLACIS 1860 

FDRYLSIVHA TQIYRRDPRV RVALTCIWW GLCLLFALPD FIYLSANYDQ RLHATHOQYN 1920 

PPQVGRTAIiR VLQliVAGFLL PLLVMAYCYA HILAVLLVSR GQRRFRAMRL WVWAAFAV 1980 

CNTPYHLWL VDILMDVGVIi ARKOQRESKV DVAKSVT8GM GYMHCCLNPL LYAFV6VKFR 2040 
E3QMW1LFTRL GR8DQRQPQR QPSSSRRBSS HSSTTEASYL QL 



A34 Protein sequence 
Gene namet 
unigene nuirbert 
Protein Accession #t 
Signal sequence t 
P£am domains: 
TransiasTobrane domains t 
DRY box: 

Cellular Localization x 



CXCR3(G protein-co\2pled receptor 9) ;cheroo}cine(C*X>C} receptor 3 
Hs. 198252 

P49682 
none found 
7tm_l [70-318] 

57-78, 92-llJ, 129-147, 169-190, 222-243, 257-275, 307-323 
148-149 

plasma tnenibrane 



1 11 21 31 41 51 

11)111 

MVLEVSDKQV LNDAEVAALL EHFSSSYDYG ENBSDSCCTS PPCPQDFSU7 FDRAFLPALY 60 

SXiLFLLGLLG KGAVAAVLLS RRTALSSTZ>T FLLHLAVADT LLVLTLPLWA VDAAVQHVFG 120 

SGLOCVAGAL FNINFYAGAL LLACISFDRY LNIVHATQLY RRGFPARVTL TCLAVKGLCL 180 

LFALPOFIFL 8AHHDERLNA THOQYNFPQV GRTALRVIiQIi VAGFLLPLLV MAYCYAKILA 240 

VLLVSRGQRR LRAHRLWW WAFALOITP YBLWLVDIL MDLQALARMC GRESRVSVAK 300 

SVTSGLGYHH CCUVPLLYAF VOVKFRERNW MLLLRLGCPN QR0LQRQP8S 8RR08SHSET 360 
SEASY8GL 



A35 DMA SEQUENCE 
Gene name: 
Ubigene nunibert 
Probeset Accession 
Nucleic Acid Accession fti 
coding sequence! 



DiC£erentially eaqpressed C016 gene (clone NGCt5257) 

Hs. 69517 

AA447522 

BC001291 

44-541 (start and stop codons are underlined) 



1 11 21 31 41 51 

I i I I i i 

GGGGGOQCOQ CGCGCTGACC CTCCCTGG6C ACGGCTGGGG AOGATGGCXSC TGCtOGCCTT 60 

GCTGCTGGTC GTGGCCCTAC CGCGGGTGTQ GACftaACOCC AACCTQACTG CQAOACAAOO 120 

AGATCCAGAO QACTCCCAGC GAAGGGAC38A GOOXGACMT AaAGTGIGOT GTCATGTTTG 180 

TGAGAGAGAA AACACTTTC6 AGTGCCA8AA CCCAAG6A0Q TGCAAATGGA CAGAGCCATA 240 

CTGOGTTATA GOGGCOOTGA AAATATTTCC ACGTTTTTTC ATGGTTGOGA AGCAGTGCTC 300 

CGCTGGTTGT GCAGCGATGG AGAGACCCAA GCCAGAOGAO AAGOGGTTrC TCCTGGAA6A 360 

GCCCATOCCC TTCTTTTACC TCAAGTGTTG TARAATTOQC TACTGCAATT TAGAGGGGGC 420 

ACCTATCAAC TCATCAOTOT TCAAAGAATA TGCTOGGAGC ATGGGTGAGA GCTGTGGTGG 480 

GCTGTGGCTG GCCATCCTCC TGCTGCTGGC CTOCATTGCA GCOGGCCTCA GCCTGTCTTG 540 

AGCCAC6GGA CTGCCACAGA CTGAOCCTTC 06QA0CATGQ ACT06CTCCA GACCGTT6TC 600 

ACCTGTTQCA TTAAACTTCT TTTCTOTTOA TTACCTCTTO OTTTQACTTC CCA06GTCTT 660 

GGGATGGGAO AOTGOGQATC AGGTOGAOTT GGCTCTTAAC CCTCAAGGaT TCTTTAACTC 720 

ACATTCAGAG QAAGTCCA6A TCTOCTGAOT A0TQATTT10 OTGACAAOTT I TT Cl 'C mC 780 

AAATCAAACC TTGTAACTCA TTTATTGCTG ATGGCCACTC TTTTCCTTGA CTCOCCTCTG 840 

OCTCTGAGGG CTTCAGTATT GATGGGGAGG GAGGCCTAAG TACCACTCAT GGAOAGTATQ 900 

1GCTGAGATG CTTCCGAOCT TTCAGOTGAC GCAGQAACAC TGGGGGAGTC TGAATGATTG 960 

aQQTOAAGAC ATCCCTGGAG TGAAOGACTC CTCAGCATGO GQGGCA6TGG GGCACAOGTT 1020 

AOOOCTGCGC CCATTGCAOT GGTG6AG60G CTGTGGATGO CTGCTTTTCC TCAACCTTTC 1080 
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CTACCAGATT CCAGGAGGCA GAAGATAACT AATTGTGTTG AAGAAACTTA GACTTCACCC 

acaggtgSc agattcataa attcocacac gtgtctgttc aacj^tc^ 

ACTTAGGCCA AGTAGAGAGC ATCAGGGTAA ATGGCGTTCA TTTCTCTGTT M^GATGOJSC 
^TC^GGG GAGCTGACAA ATCAGACTCA AAGTTCCACC AAAAACAAAT ACAAGQOQAC 
TPCAAAA«SrT CAOQWVAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAA 



1140 
1200 
1260 
1320 



A3 6 Protein seauencet 
Gene name: 

10 Uhigene nuniber: 

Probeset Accession fti 
Protein Accession #: 
Signal sequence: 
TransmeiDbrane domain: 

15 Cellular localizations 



Differentially expressed C»16 gene (clone M0Cs5257> 

Hs. 69517 

AA447522 

AAH01291 
1-17 (first imderlined sequence) 
146 - 162 

plasma mendt>rane 
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X 11 21 31 41 SI 

IftUALIiW LpRVHTnAH WARQRDPED S(»ITDEGDSR VWCKVCERHI ^0^^ 
wItbpycvia avkipprpwi vakqcsasca amerpkpbek RPLLEEPMPP FYLKCCKISV 

CSIBGPPINS SVPKBVAfiSM GBSOSOJAOA ILLLIASIWV OLSLS 



60 
120 



A37 UNA SBOUmCE 
Gene namet 
mlgene vmbatt 
Probeset Accession 8> 
Nocleic Acid Accession <is 



ESTa 

Es.2»6ie 
AND 43782 

found 



SS:^%tSenc:rrBTo7V(underliner^^ corresponds to start and stop codon) 



1 11 21 31 |1 51 

AGCAACGACG CCGGOCAOCG GGAGOQOCGa CXXSOSCCATO TGGCTGCTGG QGCCQCTGTC 
SctG^CTC AGCAGCGCCG CGGAGAGCX3V GCTGCTCCCC GGGAACAACT T^CCAAT^ 
OTGCAACATA CCAGGCAACT TCATGTGCAG CAATGQACGG TGCATCCJCGQ GCGCCTOGCA 
^TOCC^Cr 6CTTOGACAA GAGIX3ATGAG AAGGAGTGCC CO^C^ 
GTCGAAMGT GGCCCRACCT TCTTCCC3CTG TGCCAQCX3GC ATCCATTGCA TCATTGGTCG 
S?^^ S?^^™ ISactgtcc CGATGGCAGC GATGAAGAGA actgcacagc 
AAACCCTCTG CTTTGCrCCA CCGCCGGCTA CCACTGCAAG AACQGCCTCT OTATT^CAA 

^Stcatc tgcgatggac agaataacig tcaagacaac agtgatgagg aaagctctga 
SSSS SaSogqca gtggqcaggt qtttgtgact tcagagaacc aacttctcta 

TTACCcSgC ATCACCTATG CCATCATCGG CAGCTCCX3TC ATTTTTGrGC TOQTGGTGGC 
S^^S^ ACCACCAGCG GAAGO^AAC AACCTCATGA OGCTGCCOGT 

GCACCGGCTG CAGCACCCTC TGCTGCTGTC CCGCCTQGTQ GTC!CTGGACC ACCOCCACCA 
^ScM^GTC ^TACAACG TCAATAATGG CATCCAGTAT GTGGCCAGCC AGGCQGAGCA 

^SgS ccccACCcrc ctactcosag gccttgctgg accaq^cc 

T^CTGOTAT ©VCCTTCCTC CACCGCCCTA CTCTTCTGAC ACGGAATCTC TGAA^AAGC 
SaScC CCCTACCGCT CCCGGTCCX3G GAOTGCCAAC AGTGCCAGCT C^CAGC 
^CAGCCTC CTQAGCGTGG AAGACACCAG CCACRGCCCG <S«CAGCCTO GCOCOAGGA 

gggSctgct gagcccaggg actctgagcc cagccagggc actcaagarg taj^st^ 

AOTTATTCCA AAGTCCATAT GGGTTAATCT GCTCTGACTT GTTGCCATTC TAA^TTTG 
JSScATGGG AAGCTCTTTA AGCACCTGTA AGGAIGTCTC AAGTTACAGT TTGG^^ 
AACTATCTCT GCATTCCCCT CCTCCCCCAO ACTTCAGAGA T6TT1TTCTG GOGTCTCACT 

Stgatc tgttgtgcgt cttttciotc agqtcactct tcccitgoba cotagat^ 

CACCCTCATT TTTCACATTA TTCTGTTTCT 6TTGGRGAGA CAGCATATAA AACAGTATTG 
jMJ^mSBCrO GGAGAGAGCA ATGTTTCTGT GCTATATTGG ATGCTCA6AA GTGC^GAGA 
C6CT6GACCC AATTCTCTCT GCTGGGTAGT TACCTTATAG GATTTGGGGA TTTGGGTTAG 
^TCTAAC CAGGAGGCCA TCACTGGATG GTCACCCCCC CAAAAAAATT CCATTTGAGC 
ATCAAAACCr GCTTTGCACA ATCCTATWG AIGOCCCCRG TfCaGCAGAG JCA^GGC^ 
AA6AAAACTT TCGAOSTGAG TAACACCCTT CAGCAGTCGC AACQTOTTT TGCTTTTGT6 
AAGGACTCTQ AAACCATCTA CCCTGTATAA ATTCTGGCTT TAGAAOTTXG CCO^TC 
CTCATTCTGA GAGCTTTCCT CAGCAGCATA TATCATCAGC CTCATCCTAA AATASQCAGO 
GAGOCX:CTCC CATOAOTTTA TCCAAQTTCT CAGCTCCTAA AATGOGGCT GCCA^^ 
TACACCTGCC CTGGCTCTAC AQCCaCTTAC CTQQTTTCTO QACTQTCACC CTCCCA^ 
ACCT6CCCGT AGCCAAGGAA TGAQGACCTA ACTTGAGTTO GCCXAAAOTC TGAOCTOTCT 
GTATGTCCCT GtGOCCCACA OCCAGOCTGT CTTGCT CATT CATGCAGCOT »A^C^ 
CTCCAAAGTT CXXTTTAACAC TTGCAAAGTC CTTTTTACCT GTGCATTTGG ACTTGft^C 
SS^SCT ATCACAGGTO AGAGOCATGT TCAATAOCTC CAGOUVGCTC TOCTG^ 
iS^TGTG CAOGCTCCTC TTCCGRAGGT OCXSVATACCA GCACCTCTAG TTfl^^AG 
GGTCAGGGTC AGGCCTCTCC CAACATCCCA araGTTTCTC CTCTGAGACA CATG^^ 
AGACAATTTG GAGTCAAGAT TTTCCATTTG GATCTATTTP AAATCTTTTA G^^G^ 
TGAAACAGTO TGTrTGTTTT TTCCCTTCTA GTTAAGGGAC TATTTATATO TOTATAOGAA 
AGCIGTCTCT rm T i V m TTCCTTTAAC AAOGTCCAAA 6AAAGATGCA AMGWSATC 
MCOCTIGC CCCGCTGAGC CCCJGTOATAA CAAGTCACTC CAGACTAACC TGTGT6CCAG 

aSS?^ tttgaggtta watttatca p^;^ SS^SSSJ 

AOAGGGACTC CTCTCTCCCT CCGTGTATAG TCTCTATGTT TCTGCTAGTT TTTCTTTOT 
TTCTCTGTGT CCAGTCAGCC ACAGGGCXX3G CCTCCCTGCA GGAATAAGGQ GIAAMlCGTT 
AQGTGTTGTT TGGCAAGAAA CCACACTGAC TGATGAGGGG TAAAATG6AA OCAGGTAfiRG 
GCACTC0GG6 CAGCTQfTCAC CCATTOWSAA CTTCTTTCaS CAGCTGAAGA AATOTTCAGT 
AACCTGTTTC ACfiCTAATTA AAACAGAGCC TGCAGGAAGT GGG6CTAAAG TGGCATTCAG 
TGATCCTGTT CTGIAGACTT WmVi iJ ! TTTTAACCAA ATCCAAAGGA TCTTACAGAA 

aSciagcca ctggtatttt G - n - ntinrA aaaaaaaaaa gaaajsaaaga aagaaagaaa 

847 



60 
120 
180 
240 
300 
360 
420 
4&0 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1060 
1140 
1200 
1260 
1320 
13 BO 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 



wo 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 



AAGGGAAAGG 
CTQAOTAATC 
CATTTCATCT 
TTTCTGGTGC 
GAQTTAATCT 
flO ATAAQGOft 
TSAl 1 

TTTTTQGGQG 
TTTTTAACTC 
AAAATAGTCT 
AGTTACACTG 
TTTTTAAAAA 
GAAAGQTTGT 
TTATACTTTC 
AAMMAAAAAC 
TGG0600600 
GAAACCCTGG 
G6AAAC06CA 
GGACTCAACC 



AACCTA6CTG 
CAATAAAGAA 
CC7X3TQAGTC 
TCTGGAAGTT 
CACTOGCTTT 
TGOCTACTAA 
AAT6AATGTT 
GAGGG Q GTTT 
ATTCCAACCA 
CATCTCTTTT 
TQATGACTGG 
ATGCAACTAA 
GTCTOSTTGC 
TAATAAATTT 
AWYWTT0GG6 
GG6CCCAGGT 
CCAAGAAAAA 
GAGXQTTGOQ 
AGGAGGACCC 



CCICraATCTT 
CrmGATGA 
AGAAGGGCTT 
GTTTAGAGGA 
TCT6CTTCCA 
TCCTTTTTTA 
TTTAAAAATA 
OTTTTCCAAC 
GGAAGCTTTT 
TTTCTCAAAT 
CCTATTACCT 
OTGOTTAATA 

' i i i ' nmxjT r 

GCAQTTTCAT 
0G6CTTGGGC 
AGGTACX30GQ 
GGTGG06AGA 
TAAAOCACAC 
AAGOOAACCC 



TCATTTTTAA 
CA6CCAGAAT 
TATTTCTOOC 
AAGAATTCTA 
GGCATCTTAG 
AAACAAACAG 
TATAAATAOG 
TCAAGATGGC 
TTATACATTG 
GAQATCaSTC 
GACTCASCTC 
GTGTGTGAOG 
TT6QTTAG6C 
TCTTTCTOTT 
CTCGGAAAAA 
ACCACGCGG6 
ATTCTCCACA 
COQAAGAGAO 
GATAGAOTAC 



AATAOCACTT 
GTGTTAGAAC 
TTTGATGGGG 
ATTTTAATTA 
GAAAAACAAA 
GGACATTTTT 
ACACCAAA6C 
ACATTA£3TG0 
CCTAAATCTA 
TTTTATTTTA 
OCTCTACCTT 
CTCAAAOTTA 
TTGGTTTTGT 
TGTGCAAANG 
OTTTTTAACA 
CCCAAACGGG 
CCAGAAAAAA 
AACTCAGAAG 
O 



aAGTTATTTT 
TCTGQCTGAA 
CCCCTTCTTC 
ATTGOGCAGT 
TGGTTTTAGT 
ATTATAGATT 
GGCAGGQTTT 
CCAGCAATAT 
COOCAAOCAO 
GCATTAAATT 
GAAATTGACA 
AT6TAAACTG 
TTTTTAATTT 
GHNCTAMARM 
CCACTTCX3G0 
ACCCCAGAAG 
AOGCGCGGOQ 
CACACAAGOO 



A3 a Protein sequence i 
Gene name: 
Unigene nuthber: 
Probeset Accession 
Protein Accession #: 
Signal sequence t 
Transmembrane doraainsi 
U}La domains » 
cellular Localization: 



ESTs 

Bs. 293616 
AWO43702 
none found 
1-17 
169-191 

2B-66, 70-108. 112-149 
plasma menibrane 



3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 



35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



MWLLGPLCLL 
EKECFKAKSK 
KKGLCZDKSF 
VIFVLWALL 
YVASQABQHA 
N8ASSQAASS 



11 

I 

LSSAAESQLL 
GGPTFFFCAS 
ICDGQNNGQD 
ALVUIHQRXR 
SEVGSPPSYS 
LXiSV^DTSHS 



21 

I 

PGNNPTNEQJ 
OIHCIIGRFR 



mnMTLPVHR 
BALLDQRPAH 
FGQPQPQBar 



A3 9 PWA sequence 

Gene name: 

Unigene number t 

Probeset Accession ft: 

Nucleic Acid Accession ft: 

Coding sequence i 1-1749 

X 11 21 

I I I 

ATGC TGTCTQ OCTTCTTaAT GAGTCCCAOT 
qO AAAQ AAAC TTCCGTQGGA GGCTTCCATC 
(SAC066QAGA GGGAGAGCOG GCGGGAGGCT 
G6GGAGG0GG AOAAGGGGAA CGGG600GAO 
OCGOOGCCGC CGCCAOCTOG GCAGGCTCCC 
CS0CTQ06TC CTGGAOGTTC COGGGGGAGG 
TCOQOAOQAC AGCCCGGGGG GCCTTCTGAC 
ACTCATAAGO CAGTCCCTAA GGGGACCGGG 
OCTCCTOGAC CTAGGGCCOG QCGTCOTOGC 
CCGCGCGQAA AGCGCCGCGQ GACAGTCAGT 
CTTCTOGGAG ACCGTCCTGC QCTCTCTOGA 
TGTGGGGCGC TCGCCGCTCG TCCGTCTCCT 
TGCTGCTGGC TG08CTGCTG GCGGCGGGOG 
TGGCTGQACO OGCA60GOGT CTGGOGCATC 
GGOGACGCCA CCATCTGCTG OQGCAGCrSC 
GOOOQCCTGG ACCAGGGOGG CTGOOACAAT 
0GG6C6GACA AAGAOGGGCC COGACGGCTC 
GQAQACGGCG AGGGTGCJGCC CCCACCOGTG 
TCCCC6AAAG GAAGGCAGCT CCTCAaOGCT 
CX5CGGATTCC CATCTTCTCC A06G06CGGC 
ATCTACGTGC COTTCCTCAT TGTTGGCTOC 
CTOOTGGCAG CCTGTTGCrO GAGATGTCTC 
GCCCCAGGGG GTAACCGCTT GATGOAGAOC 
OGGGGGTCXrr CCTCACGOCA GTOCAGCACA 
GGGGCCCGGG CGCCCCCAAC AAOOTCACAG 
AACAACQTGT ATOTCAACAT GCCCAOGAAT 
CAGATTOTOC CACATCAAGG GCAGTATCTO 
CAOGACTCTG TGCCCATGAC AGCTGTGCCA 
AGGCAQATTC AGTCCCCCTT CCCTCAC3VOC 
ACTGTATAAC OQAGAGTCAC TGGTGSOTTC 
GATTCTCGAO GTGGAAGTCC GCACATGTCG 
OCTTCATTTG CCCCCAGACT OTATQAAAAC 
CATCCAGGOT ATCATTGATT TATGATGOAA 
TTGCTGATOO GTQTATAACA AATGCTT6A& 
AAGAATTTTA TAAACTGATA AATTAAG6AT 



31 41 51 

i I I 

IFGNFMCSNG RCZPGAHQCD GLPDCFDKSD 
OJGPEDCPDG SDEEMCTANP LLCSTARYHC 
QEPGSGQVFV TSENQLVYYP SITYAIIQSS 
LQHPVLLSRL WLDHPHHCN VTYNVMMGIQ 
YDLPPPPYSS DTE8M QADL PPYRSRSGSA 
ABPRD8EPSQ GTEBV 



BSTs 

R8. 128899 

AA983251 

AA9B3251 
(underlined sequences 
31 41 

I I 
ACCCAGCACA GAGCACAGTA 
GGTGOGCACA CCTCCOGAGG 
GCOGGGCTCC T6T0GGAC00 
CGOCCCQCCT 6QATO0GO6C 
GGGACTGCGQ CTG6GGGC6C 
GTCCGGTTGC CAOTGAAACC 
TGCATCCCGA GATTTCCATC 
CCACCGGCTO AGGAOGGGQA 
CTCCTGG6C6 TCGCQOCAGA 
GA06AGGCCC GG6GGTC6CC 
GA0006CTGT CC6C6CCCAG 
CATCCTGGAA CGCCOCTTCG 
CQAGGGCCCA GC6GOSM3TA 
06CTTCCAGT GTC006A006 
GCGTTGCOCT ACTGCTGCTC 
GACCGCCAGC AGGGCGCTOQ 
0GCA6GGCTT CATGTCTTAG 
AGGGCCTGGC AGCX3GTGCTC 
TTCCC0GG6C TGCTQCCCCQ 
CCCTCTOCCC TGCACGG6CC 
OTOTTTGTOO CCTTTATCAT 
OGGCCTAAGC AGGATCCCCA 
ATCOCCATGA TCCCCAGTGC 
GCX6CCAGTT OCAGCTCCAG 
ACCAACTGTT GCTTGCCGGA 
TTCrCTGTGC TGAACTOTCA 
CATCCCCCAT ACGT G GQGTA 
OCTTTCATGG AOGGCCTGCA 
AACAG TOAAC AOAAOATGTA 
CTTTACTGAA GGQAGACQAA 
GTGGTATTTA T6GCA06ATT 
ATCTCOSAAT TAGCATTTCT 
AAOOGGCCTC AGCTGQAGAT 
TOOOAAGTQC GCTTGAGATA 
TTTTATTAT6 TTGTTATTAT 



60 
120 
180 
240 
300 



correspond to start and stop codons) 

51 

1 

CACTCCOGGA 60 

GOGAGGCAGC 120 

G6CTGCAGCC 180 

CCASGAGCAO 240 

GCAG6ACCCT 300 

TCCAGAGGCT 360 

AOOQAGTGCA 420 

TGGCTTAGQA 480 

GGGGAGTGQC 540 

GGGGGCACGA 600 

GGTGGTGCCA 660 

CTCCTGCAGC 720 

CTQCCACGGC 780 

CTTCQAOQGC 840 

CAG0GC0QA6 900 

CX3AGCCTGGC 960 

GGOTACCCAA 1020 

CCCTGAAGGC 1080 

TQCCAGAGGC 1140 

OQGCTTGCOC 1200 

CTTGOGOTCC 1260 

GCAGAGCCGA 1320 

CAGCACCTCC 1380 

OGCCAACTCC 1440 

AGGGACCATQ 1500 

GCAGGCCACC 1560 

CAOGQTOCAQ 1620 

GCCTGQCTAC 1680 

OCCAGCQOIG 1740 

6GGAGGGGTG 1800 

CCTTTGGATO 1860 

GGATATSTTT 1920 

OACTGrUATG 1980 

TOGTTQAOQA 2040 

TATTTCTTTT 2100 



848 
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TTGTTGTTGA CTGCACAGGA TCARAATGCC 
TTTTTTTTTT TTTTTTTrAA TCAGACAGGQ 
TGGT6GSATC tCGGCFCJiCI GC3ACTTCAG 

iwxxrrcccAC gtggctggoa ttacaggtgc 

5 TCTAGAGATG GGGTTTCACC ATGTTQGCTG 
TCTQCCTGTC TCAGCCTCCC AAASTGCTGG 
TOAGCCTTTT TTTTTTTCTA ATGCATCCAA 
ATTCTAAAAG GAAACCTGTT TGAACTCTGT 
GGCACACCTT AATTTCATTG TAAAAAGATA 
10 GGGCCTATTT TGTGCTTTTP TACCTTATGT 
TTAAAAA6AG ACTQAAATAA ATTGTATA6T 
TGGGATGATT TTAATCTTGA AQTAGTAGGT 
TTGATTGTAT CTTAATTTTC TGGCTTTAAG 
TATATTGAAA TCATAAACTA TCACCOGCTG 
15 TGGTTATGGT TOOCOTTTC CTTCTGrTTG 
6AGTGCAAGT AATTACTATA CTTOTAAATG 
AAAAATTTTC TTGTCTTAGT TATAAAAATT 
TAGCTCCTCA GCCATAACCT GAGACTTGGG 
GCAGATCATA AGQCTTTTTA TACTCTTGTT 
20 GATTOTTAAG AGAAAAGCTT TTCAACGAAG 
ATTTCCTCrC TCTTTCAGGC CTCAACAGGC 
CAAATTCAAG TGAATTTATT TGTGTGTTCT 
ATGTGCAAGT ACATTTCCAA CTGCTAQCAC 
GTATGGTATG GTCTTCTACA CATTTATGTC 
25 TGTTTCaVIGA CTQAATAATG TAAAACCAGT 
TTTTrPAATA ACCAAAQ6CA GOGGAAAATC 
TGAAAAAAAA AAAAAAAAAA AAAAAAAAAA 



TOTTATCTCC CTTTTACTC3G GACTTTrrTT 2160 
TCTTGCTCTG TTGCCCAGGC TOQA6TGCA6 2220 
CCTCCTGGAT TCAGGCAACA CTCCTGCCTC 2280 
CTGCCCCCAT GGCTAATTTT TTGTATTTTT 2340 
OOCrOCTCTC ACTCTCXTTGA CCTCAAGCAA 2400 
GATTACAGGC GTGAGCCACC GCCCCCAGCC 2460 
GGTTAAGGGG AA6ACX3CAAA TAACAGGACT 2520 
GAGATCAGTC ATCAGTCTCA GTA TTCCACA 2580 
TATATATTTT GTCTATTTTT GTOCTTTTOa 2640 
AMATCTTA TTACAAAGTG ATTTTCTACA 2700 
TACTTAACTA ATGAAGACAT TTCAGAACTC 2760 
GGTATAGTCA TAAAACCATT CATC CCCTTC 2820 
GTGACATCTG AGAGGTAATG CATTw rAi^^l 2880 
CTTCTCTGAG TTACTTTTAA TTTTGCCTTG 2940 
GTTrTCAGAG CCCCATGTCT ATATAGTCCT 3000 
AAGATCAGTA TTTCTGCCTA GATCTGATAA 3060 
CAAAGAAATG TGTTACAAAG ATACTT AGTA 3120 
ATGAAATTTA AACCAGATAC GATTTACTTT 3180 
ATCAAAATGG CTTATTrTTC AGGCACTAAG 3240 
QATTGCCTTT CTTCTCCCAC ACTGTTCTTG 3300 
ACrCTATTCA TTGCCAATGT TCCAAATTAT 3360 
TTACTTATAT AAAAAAAGAT AACTTTAAGG 3420 
AACCAGTATT TTGTAATTAA ACAAA TCGCT 3480 
TATAGATATC TATCOATCAT CTTTCTATTC 3540 
GTTO6CAATT GGTATCATCA ATQATACTCA 3600 
ATTTTACTTA TTAATAAATA TTTTAIXSATG 3660 



30 A40 Protein secruence 
Gene nanet 
Utiigene number: 
Protein Accession #: 
Signal sequences 

35 Tranamentorane domaizist 
Cellular localization* 



ESTS 

He. 128899 

none found 

l-ll 
402-424 

not determined 



1 11 21 31 *1 «■ 

^ Legplmsps TOHRAQYTPG IkKI*MEA3I GAHTSRGRGS DRERESRPEA AGlil™^ M 

PrSrRGTVS DEARGSPGPR LLODRPALSG DALSAPKWP OGALA^SP HJ'GT^S^ 24U 

45 MMiMiBiiG rgpsgeychg wldaqgvwri gfqcperfdo gdaticcgsc III 

DrSePG FADKDGPRRL GRASCLRGTQ GDGEQAPPPV RAWQRCSPBQ 360 

^^^?5Karrrgfpssprggpspw^^ 

LVAACCCRCL RPKQDPQQSR APGOniLMET IPMIPSASTS RQSSSRQSST A^SSSSSANS 480 
SS^S TOcSpStM KKVYVHHPTO PSVtNCQQAT Q1VPHQ6Q«. HPPWGYTVQ 540 
50 HDSVPWTAVP PFMDGLQPOY RQIQSPPPHT HSBQKMinPAV TV 

Gtne°S^e?^"^^^' BSTs. Keakly aimllar to JE0350 Anterior gradient.2 iH.sapiensl 

TJhigene number $ . Ha. 100686 

55 Probeaet Accession «: AA487468 

SS^'a^c""*"™ *' ^«"(undorlined Beqoences co™.po«d to .t«:t »d .top codone) 



60 1 11 f Y f 

LnrjVPCRM LcACTGGCC iAGTCAGCTT CTTCTQWaO ftOICieaafiHV SOWMOMB 60 
^^^^^ f^ScTCT CroCCTCITA CTOGTCACAO TETCTTCCRA CCTTOCCMT 120 

65 ^J^^ sa^ttatS agaaootctc ttttatoctc aaaaaaotaa ^cc^ 

^QOWMTC ^SotGGA GGATTGTCAA TACICK3UW CRCnUttOAA *OW|'^ 
SS^S^ AAATACAAOA AATGQCTOG AATAAGITCA KATOCtAAA «ItMOCM 
^^racra ATMSAATTT ATCRCCTGAT 6GQCRATATG TGCCTAGRAT CATGTTTGTA 
SS?^? ^ttOTTOO AGCTGACATA GC1W3AAGAT ACTCTAACAG ATPSIACACTl 
70 ^^T^ CCTAI«»TA <S««U«aT<a AOAAMCATT AAQAC^ 

^^G^ ^AGAQAT GATAQAAAAA MCCMCACT TCAA«fflU«T OAATTTaT 600 
S^SScC ICTGGCACAT TOACRAAWC XAAATQIGCA ABIATATMA "TTemTA 660 
^SmtS GITTTTTTAA TOIOinOCA ATABICITAT TAAAAIAAAT GTTTTTTAAA 720 
TCTGAAAAAA AAAAAAAAAA AAAAAAAAA 



75 



240 
300 
360 
420 
480 
540 



St^e'S^t" BSTB, weakly .Imllar to «03S0 Anterior gradi«t-3 iH-sapiensl 



Unigene nuiriber: Hs. 100686 

80 Probeset Accession «: AA4e7468 

Protein Accession «t none found 

Signal sequence: 1-23 

Transnenbrane domains: none found 

C3ellular Jiocalizationi secreted 
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1 11 21 31 41 51 

I I I I I I 

MMXaSALGLC LLLVTVSSNL AIAIKKBKRP PQTLSRGKGD DITWVOTYEE GLFYAOKSKK 50 
PU9VIHHLED CQYSQALKKV PAQNEEIQEM AQNKFIMUIL MHBTTDKNL9 PDGQYVFRZM 130 
FVDPSLTVRA DIAGRY8NRL YTYBPIlDLPIi LIENMKKALR LIQSBL 



A43 DMA SEQUENCE 

Gene namei ATPase, Ca** transporting, type 2C, meiBber 1 

Unigene nuinben He. 106778 

Probeset Accession #: N51919 
Nucleic Acid Accession #: APia9723 

Coding sequence t 1-3712 (underlined sequences correspond to start and stag codons) 



ATGATTCCTG 
ATTCTCCAAG 
TTTCATGGCT 
TCTCAGTTTA 
ATGCATCAGT 
GCCTTTGTTC 
CCAGAATGCC 
CCAGGTGATA 
GAG6CT6TGG 
AAGGTQACAO 
GCCTTTAT66 
QAAAATTCTG 
CCTCTGCAGA 
ATAOGAATCA 
ATTA6TGTAA 
ACGCTAGCTC 
ATTGTTGAAA 
AAGAATQAAA 
GGAGTTGGCT 
TATAACCCAG 
AOAAACAATA 
ATGG6TCTTG 
G AGCAAA ACT 
TOTTTTATGA 
QGOCAGACCT 
ATGGGCTCAO 
ACATTTCTTG 
ACAACACrCA 
GOVSTTGCAA 
GAAGAAATAG 
TTTTACAGAG 
TCAGTTQTAG 
ATTOGAGTTG 
CTAGIGGATO 
AATAACATTA 
ATCTCATTGO 
ATCAATATTA 
6ATQTCATTC 
CTTAAAAXAC 
GAGCTA06A6 
TTTTTTGACA 
GGACTCTGCA 
CTAOTTATTT 
GATCIGTT6T 
AAGQTTGAAA 
CTTGAAGTAT 



11 
I 

TATTOACATC 
CTGATCTTCA 
GGAATGA6TT 
AAAATCCOCT 
TT6ATGATGC 
AGGAATATGG 
ATTQTGTGOG 
CAGTTTGCCT 
ATCTTTOCAT 
CrCCTCAGCC 
GAACACTGGT 
AATTTGGGGA 
AGAGCATGGA 
TCATGTTOGT 
GTTT6GCTGT 
TTG6TGTTAT 
CTCTGGGCTG 
TGACrGTTAC 
ATAAT CAATT 
CTGTTAGCAG 
CTCTAATGGQ 
ATGGACTTCA 
GGATGGCTGT 
AAGGTGCTTA 
TGACACTTAC 
CGGGACTCAO 
GCTTGGTGGG 
TTGCCTCAGG 
TOQCCAGTCO 
AT6CAATGGA 
CTAGCCCAAG 
CCATGACAGO 
0QATQGGCC3V 
ATQATTTTCA 
AAAATTTCGT 
CTACATTAAT 
TTATGGATGG 
GTAAACXrrCC 
TTGTTTCATC 
ACAATGTGAT 
TGTTCAATGC 
GTAATAGAAT 
ACTTTCCTCC 
TTCTTTTOGG 
GGAGCAGGGA 
OA 



21 
I 

AAAAAAAGCA 

OAATGGTCTA 

TGATATTAGT 

TATTATGCTG 

OGTCAOTATC 

TTCAGAAAAA 

TGAAGGAAAA 

TTCTGTTGGG 

TGATQA6TCC 

AGCTGCAACT 

CAGAT6TGGC 

GGTTTTTAAA 

CCTCTTAGGA 

TGGCTGGTTA 

AGCAGCAATT 

GA6AATQ0TG 

CTGTAATGTG 

TCACATATTT 

TGOGGAAOTQ 

AATTGTTGAG 

GAAGCCAACA 

ACAAGACTAC 

TAAOTOTQTA 

OQAACAAOTA 

TCAQCA6CAG 

AGTTCTTGCT 

AATCATTGAT 

A6TATCAATA 

TCIGGQATTG 

TOTTCAGCAO 

GCACAAGATG 

AGATGGAGTA 

GACTGGXACA 

AAOCATAATG 

TAQATTCCAG 

GAACTTTCCT 

ACCCCCAGCT 

TOGGAACTGG 

AATAATCATT 

TACACCTOaA 

ACTAAGTTCC 

GTTTTGCTAT 

OCTTCAGAAG 

TCTCACCTCA 

AAAGATGGAG 



31 



41 SI 
I I I 

AGTGAATTAC CAGTCAGTGA AGTTGCAAGC 60 

AACAAAT6TQ AAGTTAGTCA TAGGCGAOCC 120 

GAAGATGAGC CACTGTOGAA GAAGTATATT 180 

CTTCTGGCTT CTGCASTCAT CAGTXSTTTTA 340 

ACTGTGGGAA TACTTATGGT TGTTACAG'rT 300 

TCTCTTGAAG AATTGAOTAA ACTT6TGCCA 360 

TTGGAGCATA C3VCTTGCCC3a AaACTTGGTT 420 

GATAGAGTTC CTGCTGACTT AOGCTTGTTT 460 

AGCTTQACAO GTQAGACAAC 60CTTGTTCT 540 

AAT6GAGATC TTOCATCQAO AAGTAACATT 600 

AAAGCAAAGG GTGTTGTCAT T6GAACAGGA 660 

ATQATGCAAO CAGAAGAGGC ACX:AAAAACC 720 

AAACAACTTT CCTTTTACTC CTTTGCSTATA 760 

CTGGQAAAA6 ATATCCT6GA AATOTTTACT 840 

CCT8AAGGTC TCCCCATTQT 6GTCACAGT0 900 

AAGAAAAGGG CXATTGTGAA AAAGCTQCCT 960 

ATTTGTTCAG ATAAAACTGO AACACTGAOO 1020 

ACTTCAGATG GTCTGCATGC T6AGGTTACT 1060 

ATIGTTQATO GT6ATGTTGT TCATGGATTC 1140 

GCiGGGCTQTQ TGFTGCAATGA TGCT6TAATT 1200 

GAAG666CCT TAATTGCTCT TOCAATGAAG 1260 

ATCAQAAAAG CTGAATACCX: TTTTAGCTCT 1320 

CAGOQAACAC AGCAGGACAG ACCAGAGATT 1380 

ATTAAGTACT OTACTACATA GCAGAGCAAA 1440 

AGAGATGTGT ACCAACAAGA GAAGGCA06C 1500 

TTGGCTTCTG GTCCTGAACT GGGACAGCT6 1560 

CCACCTAGAA CTGGTGTGAA AGAAGCTGTT 1620 

AAAATGATTA CTQGAGATTC ACAOQAQACT 1680 

TATTGCAAAA CTTCCCAGTC AGTCTCAGGA 1740 

CTTTCACAAA TAGTACCAAA GGTTGC3Un'A 1800 

AAAATTATTA AGT06CTACA QAAGAAOGGT 1860 

AATGATGCAG TTGCTCTGAA GGCTGCAGAC 1920 

GAT6TTTGCA AAGAGGCAGC AGACATGATC 1980 

TCraCAATOO AAGAGGGTAA AOGGATTTAT 2040 

CTGAGCAOGA GTATAGCAOC ATTAACTTTA 2100 

AATCCTCTCA ATGCCATGCA QATTTTOTGG 2160 

CAQAQCCTTG GAGTAGAACC AGTG6ATAAA 2220 

AAAOACAGCA TTTTQACTAA AAACTT6ATA 2280 

GTTTGTGGGA CTTmrri ' GT CTTCTGGCQT 2340 

QACACAACAA TGACCTTCAC AT6CTTT6T6 2400 

AGATCCXJIQA CX3UVGTCTGT GTTT6AGATT 2460 

GCAGTTCTTG GATCCATCAT GGGACAATTA 2520 

GTTTTTCA6A CTGAGAGCCT AAGCATACTQ 2580 

TCAGTOTGCA TAGTGGCAflA AATTATAAA6 2640 

AAGCATGTTA GTTOGAaVTC ATCATCTTIT 3700 



A44 Protein sequence i 
Gene namet 
unigene nunben 
probeset Accession tf; 
Protein Accession #i 
Signal sequence: 
Transmendbrane domains t 
Pfan domains s 
[744-889] 

Cellular Localizationt 



ATPase, Ca++ transporting, type 2C, raeniber 1 

RS. 10 677 8 

NS1919 

AAF27813 

none found 

60-83, 86-108, 353-374, 282-304, 757-779, 837-849, 856-878 

Cation ATPase N [6-83] , B1-E3 ATPase [89-334] , Hydrolase (338-649) • 

not determined 



Cation ATPase C 



1 11 
I I 

MIPVLTSKKA SELFVSEVAS 
SQFKNPLIML LLASAVISVL 
PBCHCVREGK LBHTLARDLV 
KVTAPQPAAT NODLASRSNI 
PLQKShDLLG XQLSPY8FGX 



21 31 41 51 

1111 

IXiQADLONGL NKCEVSHRfiA FHGVINEFDIS EDBPLHKKyi 60 

KBQFDDAVSI TVAILIWTV AFVQSYRSEK SI£ELSKLVP 120 

PGDTVCLSVQ ORVPADLRLF EAVDL8IDBS SLTGSTTPCS 180 

AFMGTIiVROO KAROWZOIO GNSBFGBVFIC MMOAEEAPKT 340 

iGiXHLvoitL uamivaay isvslavaai peqlpzwtv soo 

850 
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TLAXeVHRMV XXRAIVXKLP IVBTLQCCMV ICSDKTCTLT KMEMTVTHIP TSDGLHAEVT 360 

GVOXNQFGEV IVDGDWHGP TOPAVSRIVE AGCVQIDAVI RNNTLNGKPT GGALUliAKK 420 

HGLDGLQQDY IRKAEYPPSS EQKWMAVKCV HHTQQDRPEI CFMEOASBOV XIKCmQSK 480 

GQTLTLTQCQ RDVYQQBKAR MGSAGUtVlA lASGPELGOI- TPUSfcVeilD PPHlUVKiSAV S40 

5 TTLIMOVSX KMITGDSQET AVMASRLGL VSKTSQSVSG EEIDAMDVQQ LSQIVPIWAV 600 

FtRASPniKM KIIKSLQKIta SWAMTGDGV NDAVAUtAAD IGVAHGQTGT DVCKBAADMI 660 

LVDDDFQTIM SAIEEGKGIY imiKNPVRFQ tSTSIAALTL ISLATLMMPP NPIiNAMQILW 720 

INIIMDGPPA QSU3VEPVDK DVISXPSIlim XDSniTHILl LKILVSStll VCQTLPVPWB 780 

BbRDHVITPH DTTMTFTCPV PPDMFMALSS RSffrKSVPEI GLCSMBHPCT AVLGSIMGQL 840 

10 LVKPPKflK VKJTBSteil. DlAPIiLOIiTS S»CIV»S11K KVBRSBBKIQ KHTOST8SSP 900 



15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



A4S DNA sequence 

Gene name: 
Unigene nundbert 
Probeset Accession #t 
Nucleic Acid Accession 
Coding Sequences 



ESTb 

H8. 157601 

tt07459 

AC005383 

328-2751 (underlined sequences correspond to start and stop codons) 



41 



SI 



1 11 21 31 

111111 
GACAGTGTTC GCGGCTGCAC CX3CTCC3GAGG CTGGGTGACC CGCGTAGAAG TGAAGTACTT 
TTTTATTTGC AGACCTCGGC CGATGCCGCT TTAAAAAACG OJAGGGGCTC TATGCAOCTC 
CCTGGCGGTA GTTCCTCCGA CCTCAGCCGG GTCGGGTCGT GCCGCCCTCT CCCAGGAGAO 
ACAAACaGGT GTCCCAOSTQ GCAGCOSCGC CCCGGGCX3CC CCTCCTGTGA TCCCGTAGCG 
CCCCCTG6CC CQAGCG6C6C CCQGGTCTGT GAGTAGAGCC GCCCGQGCAC 06AGCGCTGQ 
TCGCCGCTCT CCTTCCGTTA TATCAACATQ CCXXXnTTCC TGTTQCTQGA GGCCGTCTGT 
GTTTTCCTGT TTTCCAGAGT GCCCCCATCT CTCCCTCTCC AGGA ACTC CA TQTAAGCAAA 
GAAACCATC6 GGAAGATTTC AGCTGCCAGC AAAATGATGT GGTGCTCGGC TGCAGTGGAC 
ATGATOTTTC TGTTAGATGG GTCTAACAGC GTCGGGAAAG GGAGCTTTGA AAGGTCCAAG 
CACTTTOCCA TCACAGTCTG TGAOGOTCTQ GACATCAGCX: COGSAGAGQGT CRGAGTGGGA 
GCATTCCAGT TCaGTTCCAC TCCTCATCTG GAATTCCCCT TGGATTCATT TTCAACCCAA 
CAGGAAGTGA AGGCAAGAAT CAAGAGGATG GTTTTCRAAG QABGGG6CAC GGAGACGGAA 
CTTGCTCTGA AATACCTTCT GCACAGAGGG TTGCCTGGAG QCAGAAATGC TTCTGTGCCC 
CAGATCCTCA TCAT0C3TCAC TGATGGGAAQ TCCCAGGGGG ATGTGGCACT GCCATCCAAG 
CAGCTGAAGG AAAGGGGTGT CACTGTGTTT GCTGTGGGQG TCAGGTTTCC CAGGTGGGAG 
GAGCTGCATQ CACTGGCCAG OGAGCCTAGA GGGCAGCACG T6CT6TTGGC T6AGCAGGTG 
GAGGATGCCA CCAACGGCCT CTTCAGCACC CTCAGCAGCT CGGCCATCTG CTCCAGOGCC 
ACGCCAGACT GCA6GGTCX3A GGCTCACCCC T6TGAGCACA GGACGCTGGA GATGGTCOQO 
GAQTTCGCTG GCRATGCCCC ATGCTGGAGA GQATOGCGGC GGACCCTTGC GOTGCTGGCT 
GCACACTGTC CCTTCTACAG CTGGAAGAGA GTGTTCCTAA CCCACCCTGC CACCTGCTAC 
AGGACCACCT OCCCAGGCCC CTGTGACTCX3 CAGCCCTGCC AGAATGQAGG CACATGTGTT 
CCAQAAGGAC TGGAC3GGCTA CCAGTGCCTC TOOCOQCIGG CCTTTQGAGO GGAGGCXAAC 
TGTGCCCTGA AGCTGAGCCT GOAATGCAGG GTCGACCTCC TCTTCCTGCT GGACAGCTCT 
GCGGGCACCA CTCTGGAOGG CTTCCTGOQQ GCCAAAGTCT TCGTQAAGCG GTTT6TG0GG 
GCCX3TGCTGA GCQAGOACTC T0GGGCC3CGA GTGGGT6TGG CCACATACAQ CAGGGAGCTG 
CTGGTGGCGG TGCCTGTGGQ GGAGTACCAG GATGTGCCTQ ACCTGGTCTG GAGCCXCXSAT 
GGCKITCCCT TCGQTGGT88 CCCCACGCT6 AOGOGCAGIO GCTTGOQGCA OGOQ GCMftO 
0GTGGCTTC6 GQA0CX3CCAC C3VGGAC3W3GC CAGGAOCGGC CAOGTAGAGT GSTGOTTTTO 
CTCACTGAGT CACACTCOGA GGAT6AGGTT GOGGQCCCAG CGCXSTGAOSC AAGGGC6CGA 
GAGCTQCTCC TGCTGGGTGT AGGCAGTGAG GCCGTOCGGQ CAGAGCTGGA GGAGATCACA 
GGCAGCCCAA AQCATGTGAT GGTCTACTOG GATCCTCAG6 ATCTQTTCAA CCMATCCCT 
GAGCTGCAQG GGAA6CIGIO CAGC0G6CAB 0GGGCAC3GGT GCOGGACACA AGGCCTGGAC 
CTOGTCTTCA TGTTGQACAC CTCTGOCTCA GTAG0QG0CX3 AM,TTTTGC TCAGATGCAG 
AGCTTTOTGA GAAGCTGTGC CCTCCAGTTT GAGGTGAACC CTGAOGTGAC ACAGGTCX3GC 
CrGGTGGTGT ATQGCAGCCA GGTGCAGACT GCCTTOGGGC TGQACACCAA ACXCACCCX3G 
GCTGCQATGC TGOGGOCCAT TAGCCAG6CC OCCXACCTAO GTGGGGTGGG CTCAQCCGGC 
ACCG O OCTOC TGCACATCTA IGACAAAGTC ATQUXXSTCC AQAGGGGT6C CCGGCCTGOT 
GTCC3CCAAAG CTGTGGTGGT GCTCACAQOC GGGAGAGGOG CAGAGQATGC AGCCGTTCCT 
GCGCAGAAGC TGAGOAACAA TGGCATCTCT GTCTTGGTCG TGGGCXSTGGG GCCTGTCCTA 
AGTQAGGGTC TGOGGAGGCT TGCAGGTCCC CGGGATTCCX: TCATCXACGT GGC3W3CrTAC 
GCGSACXITGC OGTACCACCA GGAOGTGCTC ATTGAGTGGC T6TGTGGAGA AfiCCAAfiCAO 
CCnOTCAAOC TCTGCAAACC CAGCCOGTGC ATGAATGA6G GCAGCXGOGT CCTGCAGAAT 
GGGAGCTACC GCTGCAAGTG TOGGGATGGC TGGQAGGGCC CCCACTGCX3A GAACCGTGAG 
TGGAGCTCTT GCTCTGTATG TGTQAGCCAG GGATGGATTC TTGAGACGCC CCIGAGQCAC 
ATG6CTCCCQ TGCAG6AGGG CAGCAGCCQT ACCCCTCCCA GCAACTACAO AQAftGGCCTO 
GGCACTGAAA TGQTGCCTAC CTTCTGGAAT QTCTGTGCCC CAGGTCC TTA GA A1GTCTGC 
TTCCCOCCQT GGCCAGQACC ACXATTCTCA CTGAGGQAGG AGGATGTCCC AACIGCAGCC 
AT6CTGCTTA GAGACAAGAA AGCAGCTGAT GTCACCCACA AACGATGTTG TTGAAAAGTT 
TTGATGTGTA AQTAAATACC CACTTTCTOT ACCTGCTGTG CCTTGTTQAG GCIATGTCAT 
CTGCCACCTT TCCCTTGAGG ATAAACAAGG GGTCCTGAAG ACTTAAATTT AGGGGCCTQA 
CGTTCCTTTG CACAC3U^TCa ATGCT0GCC3V GAATGTTGTT GACACAGTAA TGCOCAGCAQ 
AGGCCTTTAC TAGAGCATCC TTTGOAGGGC GAAGGCCACG GCCTTTCAAG ATGGAAAGCA 
QCaGCTTTTC CACTTCCCCA GAGACATTCT GGATGCATTT GCATTQAGTC TG AAAGG GGG 
CTTGAQGGAC GTTTGTGACT TCTTCGCGAC TGCCTTTIGT GTGTGGAAGA GACTTOGAAA 
GGTCTCAGAC T6AATGTGAC CAATTAACX31 6CTTG0TTGA TGAT GGGGGA GGGGCTOAGT 
TGTGCATGGG CCCAGGTCTG GAGGGGCAOG TAAAATCGTT CTGAGTGGTG AGCAGTGTCC 
ACCTTGAAGG TCTTC 



60 • 
120 

lao 

240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1960 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2860 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 



A46 Protein sequence 



ESTs 
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Xftiigene number t Hs. 157601 

Protein Accessims #: none £ound 

Signal sequence: 1.17 

Transmembrane doinainsi none found 

VGW domains: 49-223; 341-518; 529-706 

BGF domains I 29B-333j 715-746 

Cellular Xiocalization: secreted 

1 11 21 31 41 51 

1 1 I I I I 

MPPFLLLBKV CVFLFSRVPP SLPLQBVHV8 fCBTXGKZSAA SXhOWCSAAV OZKFLI1D6SN 60 

SVGKOSFERS KHFAITVCDQ LDISPBRVRV OAFQPSSTPH LBPPLDSPST QQBVKARIKR 120 

MVPKGGRTBT ELALKYIiLHR GLPGORNASV PQILIIVTDG KSQGDVALPS KQLKBRGVTV 180 

F AVGV RFPRW BBI2AIASEP RGQHVLLAEQ VEDATN6LPS TL8SSAICSS ATPDCRVEAH 240 

PGEHRTLBNV RBPAGNAPCH RGSRRTIiAVL AAHCFFYSHK SVFLTKPATC YRTTCPGPCD 300 

SQP0QM6GTC VPBGLDGYQC LCPLAF6GBA NCALKLSLBC RVDIfLFLLDS 8AGTTLDGFL 360 

RAKVPVKRPV RAVLSEDSRA RVGVATYSRB LI.VAVPVGBY QDVPDLVWSL DGIPPRGGPT 420 

LTGSALRQAA BRGFGSATRT GQDRPRRVW LLTESHSEDB VAOPARHARA RELLLL6VGS 480 

EAVRAELEBI TGSPKHVMVY SDPQDLFNQI PELQGKLCSR QRP6CRTQAL DLVFMUTTSA 540 

SVGPENFAQM QSFVRSCALQ FEVMPDV7QV GLWYGSOVQ TAFGLOTKPT RAAHLRAISQ 600 

APYU3GVGSA GTALLHZYDK VMTVQRGARP GVPKAVWLT GGROAEDAAV PAQKLRMNGI 660 

SVLWGVGPV LSEGLRRLAG PRDSLIRVAA YADLRYRODV LIBWL06BAK QFVNLCKPSP 720 

OINEGSCVU2 NGSYRCRCRD GWEGPHCENR BHSSCSVCVS QGWZLBTPtA HMAPVQBOSS 780 
RTPPSmCREG L6TBKVPTFH NVCAPGP 

COLON 

A47 DNA SBQireKCE; 

Gene name: ESTs, Weakly similar to JEOSSO Anterior gradient -2 CH.sapiensl 

Ubigene number: Hs. 100686 

Probeset Accession St AA487468 
Nucleic Acid Accession #: AA4B7468 

Coding sequence: 55-555 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

111)11 

CGGCACCAAG AOCACTGGCC AAGTCAGCTT CTTCTGAGAG AGTCTCTAGA AQACATGATG 60 

CTACACTCAS CTTT6G0TCT CTQCCTCTTA CTCSTCACAG TTTCTTCCAA CCTTGCCATT 120 

GCAATAAAAA AG6AAAA6A0 GCCTGCTCAG ACACTCTCAA GAG6ATGGGG AGATGACATC 180 

ACTTGGGTAC AAACTTATGA AGAAGQTCTC TTTTATOCTC AAAAAAGTAA GAAGCCATTA 240 

ATGGTTATTC ATCACCTGGA GGATTGTCAA TACTCTCAAG CACTAAAQAA AOTATTTGCC 300 

CAAAATGAAQ AAATACAAGA AATGGCTCAO AATAfttSTTCA TCATGCTAAA CCTTATQCAT 360 

QAA ACCftC TQ ATAAGAATTT ATCACCTGAT GGGCAA3ATG TGCCTAGAAT CATGTTTGTA 420 

GACCCTTCTT TAACAOTTA6 AGCTGACATA GCTGOAAGAT ACTCTAACAQ ATTGTACACA 480 

TATGAGCCTC GGOATTTACC CCTATTGATA GAAAACATQA AGAAAGCATT AAGACTTATT 540 

CAOTCAGASC TATAAGAGAT GATAGAAAAA AGCCTTCACT TCAAAGAAGT CAAATTTCAT 600 

QAAGA AAACC TCTGOCACA T TGACAAATAC TAAATGTGCA AOTATATAGA TTTTGTAATA 660 

TTACTATTTA GTTTTTTTAA TGTGTTTGCA ATAOTCITAT TAAAATAAAT GTTTTTTAAA 720 
TCTGAAAAAA AAAAAAAAAA AAAAAAAAA 

A48 Protein sequence; 

Gene names esTs. Weakly similar to JE0350 Anterior gradient -2 [H. sapiens) 

Utaigene nuitiber: Be. 100686 

Probeset Accession 9i AA487468 

Protein Accession 6: none Sound 

Signal sequence i 1-23 

Transmembrane domains t none found 

Cellular Localization: secreted 

1 11 21 31 41 51 

i I I I i ! 

MMLHSAI^LC UiLVTVSSNL AZAZRKBKRP PQTLSR6HGD DZTWVQTYEB GLFYAQKSKK 60 
PLMVIHHLBD OQYSQALKKV FAQNBBIQQf AOMKFIMLinj KIZBITDXm.S PDGQYVFRIM 120 
FVDPSLTVRA DZAGRYSMRL YTYEPRDLPL LIQIMKKALR LXQ8BL 

A49 DNA SEQUENCE 

Gene name: G protein-coupled receptor 56 
XJtiigene nuniben Us. 652 7 

Probeset Accession St AA478S99 
nucleic Acid Accession fis KN_005682 

Coding sequence: 163-2244 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

1 I I I I I 

OGGCAGCAGO OTCTCOCTCT GTCACKCAGG CTOQAGTQCA GTOQTSIGAT CTTGGCTCAT 60 

GGTAACCTOC ACCTCCOQGO TTCAAGT6AT TCTCATQGCT CAGOCTCOOO AOTAQ C TGGG 120 

ATTACAGGTQ OTGACTTCCA AGAGTGACrC OGXOQGAGOA AAATGACTCC CCA0TOGCZG 160 

852 
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CTGCA^GAGGl^ CACTGTTCCT GCTGAGTCTG 
GGCCACAOGQ AAGACTTTOQ CTTCTGCAGC 
CACTACAAAC CCACACCAGA CXTTGCGCATC 
GTCCATGCCC CTTTCCCTGC AGCCCACCCT 
5 CrCTACCACT TCTGCCTCTA CTGGAACC6A 
AAGCGT6ACT TCTTGCTQAG TGACAAAGCC 
6AQAGCCT0Q CTCAGGGCCX: CCCGCTGTTA 
CAQAACATCA GCCTGCXS3W3 TGCCGCCAOC 
ACGQCCXSCrC ACAATGCCTC GGTGGACATG 
10 AGCCAGTTCC TGAAGCATCC CCAGAAGGOC 
CAGCAGTIGC AGAGCCTGGA GTOGAAACTG 
TOCTTOOAGO AGGACCGGAT CAACX3CCACG 
CAGQACCT6C ACATCCACTC CCGGCAGGAG 
GTGCTGCTGC CTCGAACACT CTTCCAGAGG 
15 AGACTCCTCC TGGTGGACTT CAGCAOOCAA 
GTCCTGGGTG AGAAGGTCTT GGGGATTGTG 
GAQCCCG1G6 TGCTCACTTT CCAGCACCAG 
GTGTTCTGOO TTGAAGACCC CACATTGAGC 
6A6AC0GTCA GGAGAGAAAC CCAAACATCC 
20 GTGCTGATGG TCTCCTOGGT Q6AGGTGGAC 
TCCTACGTGG GCTGTGTOGT CTCTGCCCIG 
TGCTCCAGGG TGCCCCTGCC GTGCAGQAGG 
AT6AACCTGC TGCTGGCCX5T CTTCX:TGCTG 
OCCCTQACAG GCTCTGAGGC TGG CTGCC GA 
25 CTCACCTGCC rrrcCTOOAT GGGCCTCGAO 
GTCTTTGGCA CCTATGTCCC TGGCTACCTA 
CCCATCTTTC TGGTGACGCT GGTGGCCCTG 
TTGGCTGTGC ATAGGACTCC AQAGQGCQTC 
TCX:crGGTCA 6CTACATCAC CAACCTGGGC 
30 GCCATGCTAG CCaCCATGGT GOTOCAOATC 
TCACATGTOC TGACACTGCT GGGCCTCA6C 
TTCTTCTCCr TTGCTTCTGG CACCTTCCAG 
ACCTCCTTCC AA6GCTTCCT CATCTTCATC 
GGTGGCCCCr CCCCTCTGAA GAGCAACTCA 
35 AGCACCTOOT CCaOCCGCAT CrgggOCICC 
TGCGGCCTGQ TCGC3\CACTG CCTGTGGCCC 
CCGCAGACTT TG6AAAGCCC AACGACCATG 
CTCCCGGGQC TGGGGCTTTT GAATTGGCCT 
ACGGGACTCA GAAGTGCGCC GCCATGCTGC 
40 CCA6CTGGAG GCCTGGrCTC TCCTTACAAC 
GGCCTTGGAT CTTGAGGGTC TGGCACATCC 
TQTGQCTCCA QTTGCTCrGT CTCTCGTGGT 
TTTTAACCTC AGGTGGCACC CAGGGCGAAT 
CCCTGGOGGA GGAGAGGCCC TTTGCCAGGA 

45 6 



CTCTTCCTGO TCKAAGGTOC CCAOGGCAGO 240 
CAGCGGAACC AGACACACAO GAGCAGCCTC 300 
TCCATCGAGA ACTCCGAAGA GGCCCTCACA 360 
GCTTCCCGAT CCTTCCCTQA CCCCAQGGGC 420 
CATGCTGGGA GATTACATCT TCTCTATG6C 480 
TCTAGCCTCC TCTQCTTCXSV GCACXftGGAO 540 
GCCACTTCTG TCACCTCCTG GTGGAGCCCT 600 
TTCACCTTCT CCTTCCACAQ TCCTCCCCAC 660 
TGC3GA6CTCA AAAGGGACCT CCAGCTGCTC 720 
TCAAGGRGGC CCTOGGCTGC CCCCQCCAGC 780 
ACCTCTOTOA QATTCATOOG GGACATGGTO 840 
GTATGGAAGC TCCAGCCCAC AGCCGGCCTC 900 
GAGGAGCAGA QCGAGATCAT GGAGTACTCG 960 
ACGAAAGGCC GGAGOQGGGA GGCTGAGAAG 1020 
GCCCTGTTCC AGGACAAGAA TTCCAGCCAA 1080 
GTACAQAACA CCAAAGTAGC CAACCTCACQ 1140 
CTACAGCCX3A AGAATGTGAC TCTGCAATGT 1200 
AGCCCGGGGC ATTGGAGCAG TGCTGGGTGT 1260 
TGCTTCTGCA ACXaVCTTOAC CTACTTTGCA 1320 
GCC3GTGatfa AGCACXACCT GAGCCTCXTTC 1380 
GCCIGCCTTG TCACCATTGC CGCCTACCTC 1440 
AAAOCTOOGQ ACTACACCAT CAAGGTGCAC 1500 
GACACGAGCr TCCTGCTCAG CGAGCOGGTQ 1560 
GCOtfSTGCCA TCTTCCTGCA CrTCT<XCTG 1620 
OGQTACAACC TCTACCGACT CGTGGTGGAG 1680 
CTCaUMSCTGA 6CX3CCATGGG CTGGGGCTTC 1740 
GTGGATGTGG ACAACTATGG CCCC ATCAT C 1800 
ATCTACCCTT CCATGTGCTG 6AT00QGQAC 1860 
CTCTTCAQCC TGGTGTTTCT GTTCAACATG 1920 
CTGCGGCTGC GCCCCC^CAC CCAAAAQTGG 1980 
CTGGTCCTTC GCCTGCCCTG GGCCTTGATC 2040 
CrrGTCGTCC TCTACCTTTT CAGCATCATC 2100 
TGGTACTGGT CCATQCS3GCT GCAOSGOCGa 2160 
GACTGCGCCA GGCTCCCX3VT CAGCTOGGGC 2220 
AGCCCACCTG CCCATGTGAT GAAGCAGAGA 2280 
CCGA6CCAGG CCCAGCGCCA GGCX^VOTCAG 2340 
GAGAGATGGG CCGTTOCXSIT GGTGGACGGA 2400 
TGGGGACTAC TCGGCTCTCA CTCAGCTCCC 2460 
CTAGGGTACT GTCCCCACAT CTGTCCCAAC 2520 
CCCTGQGCCC AOCCTCaTTG CTGGGGGCCA 2580 
TTAATCCTGT GCCCCTGCCT GGGACAGAAA 2640 
CACCCTGAGG GCACTCTGCA TCCTCTGTCA 2700 
GGGGCCCAGQ GCAOACCITC AQGGCCAQAG 2760 
6CACAGCA0C AOCTCGCCTA CXTTCIOAGCC 2820 



A50 Protein sequence 

Gene name: 
50 Qaigene number: 

Protein Accession #t 

Signal sequences 

GPS domain: 

Pfam domains 
55 Transmembrane domains: 

Cellular Xjocalizationt 



G protein-coupled receptor 56 

H8.6527 

NM 005682.1 

1-26 

342-394 

Iw-4l5!°i«-l68, 482-504. 517-539, 575-597. 608-630. 638-659 
plasma membrane 



60 



65 



70 



75 



80 



1 
I 

KTPQSLLQTT 
SKEALTVHAP 
CFQEQEESXiA 
ROLQLIiSQFL 
QPTAGLQDIiH 
DKNSSQVLGB 
WSSAGCETVR 
TIAAYLCSRV 
FLHFSLliTCL 
NYGPIIIAVH 
PHTQKWSHVL 
MRLQARGGPS 



11 
1 

LPLLSLIiPI*V 
FPAAHPASRS 
QGPPLLATSV 
KHPQKASKRF 
IHSRQEEEQS 
KVLGIWQNT 
RSTQTSCFai 
PLFCRRKPRD 



RTPBGVIYPS 
TLZ/HiSLVLG 
PLKSHSDCAR 



21 

1 

QGAHGRGHRE 
FPDPKGLTHF 
TSHHSFONIS 
SAAFASQQIiQ 
EIMEYSVLLP 
KVANIiTEPW 
HLTYFAVLMV 
YTXKVHMHLL 
TOLWEVPGT 
MCWIBDSLVS 
LPWALIPF9P 
LPISSGSTSS 



31 
1 

DFRFCSQRNQ 
CLYKNItBAGR 
LPSAASFTFS 
SLESKLTSVR 
RTLFQRTKGR 
LTFQHQLQPK 
SSVBVDAVHK 
IiAVFIiU)TSF 
YVPGYIiLKLS 
YlTNl/SLFSL 
ASGTPQIiWL 
SRI 



41 

I 

THHSSLHYKP 
LBLLYGKRDF 
FBSPFHTAAH 
FMGDMVSFEB 
SGEAEKRLLL 
NVTIiQCVFWV 
HYLSLLSYVG 
LLSEPVALTG 
AMGW6FPIFI* 
VPLFNMAKLA 
YltPSIXTSFQ 



51 
I 

TPDIiRISIEN 
LLSDKASSIiL 
KASVDMC&LK 
DRIHATVWKL 
VDFSSQALFQ 



CWSALACTiV 
SEAGCRASAI 
VTLVALVDVD 
TMWQILRLR 
GFLXFIWYWS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



ASl PNA SEQXJENCE 
Gene name: 
Ukiigene number t 
PrObeset Accession #: 
Nucleic Acid Accession fis 
Coding sequences 



Hypothetical protein PLJ20063 

HS.5940 

AA053660 

AAOS3660 • 1 

218-1360 (underlined sequences correspond to start and stop codonsj 



1 11 21 31 41 51 

COOCTATOAC iriXyaCAGC TACTTCACTO CTTCCCCCCA ATTAGTACAC ATAGTTCCrC 

853 
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10 
15 
20 
25 
30 
35 
40 
45 



CACAATTCCT 
ACXTTACTGCT 
AATCACOGCT 
TAACAATGA/V 
CGCTTTATTQ 
TCCCTGTGCA 
AGAAGQGTAT 
TTCAGTXSACA 
CTTGCATAGT 
GACTGTAATT 
CAAGTTTGTT 
GACTGTGACT 
TGATTTGACC 
TOGTTTAGCA 
OQTTGCTTCC 
AAAGAAGAGT 
TOOGAACTGC 
GCTGATCCTC 
ATTGATTGTC 
TGAOSAAGAC 
AOGGAOGGTC 
CTATTCAAGA 
OGGCATGGCC 
QAAOTGAOCA 
CCTCTCTC3AA 
TCTATGAGAT 
TCAGTACAAA 
CAACAAGAAC 
CATTGCTCTT 
TCOGAGGGGA 
AAOTOtflAAT 
CAGCXrAGAO 
CTTTTTCAGO 
ACTAAAAATG 
GGCAGAGAOT 
AGGATGAATT 
CACCAAAGGA 
AACAAAAAAT 
CAAAGGOTGC 
TTTCTGAGQT 
ACCAACACAC 
CAAGCTTTTA 
GTTATTTTAT 
AAGTGCCTTT 



ACACCTGCrC 
GCA6ACAGTQ 
TCATCTCCAA 
ATGTCCCCCA 
GAGACCAGCA 
6ATAATT0GT 
TACTACAACT 
GTATCAGAAA 
QAAATTACTA 
CTTACTGTAA 
GATQTAACAA 
6AGAAAATTA 
CTTCGGTGTG 
TGOGATTGCA 
AOTCTCAAGT 
GGTGGGGGGC 
CAAAAGTGTQ 
ACTATTGTGG 
ACAGCAAQAT 
TTTCAAAATC 
TTTGCTAAGO 
GACAGCAGCA 
CCCAACCAAT 
CCA6TAAAGA 
TGQAAGTT6T 
TAAAT9TAGT 
OTACraAGAC 
CATTTCCAAT 
GAGTTAAGTG 
TGAGAA06QA 
AGG6ACACT0 
CTTGCaWGCT 
AGG08TGCCT 
TCCACTATGG 
AAAAAACATG 
AGAOAOGAGG 
GCACTTCTCT 
CCAGGAGTAA 
QAGAGG6AGC 
GTGCCATTGO 
AACCACACAC 
CAAATOTTAT 
TTGTTATTAT 
OTTAOATGGT 



CCCCXJkTAAT 
AOTCAACCAC 
ATGATGGATT 
CXIACAGAAGA 
COCTAAACAG 
TATGTQTTAA 
CTTCTACATQ 
CATTTGACCC 
GCTTGTTTAA 
GCACATCrCT 
TAGTAACAAT 
ATAAAGCAAT 
ATTATTATG6 
AATCTOACCT 
GTCCTGATGC 
CTGAGTQTGC 
GATTTQOCTA 
GCACCATOGC 
CAAATAACAA 
TAAAACTGOS 
TCAG6ATAAC 
TGGCCC6CCC 
GTACAAGCTA 
TCTGaCCTCC 
GAATGTTTGC 
AGATGCTATT 
AATQGTTAGG 
CTAGAGGAAA 
ACCTAATTCC 
TAOCCACCAT 
CXTCTATOCC 
AGCCTCACCX! 
GGGAATCCAG 
GQTGCACTCT 
ACCTGGTAOA 
CACCTGGGAT 
AATCATGCCC 
GAGCCTTAGG 
TTGTGCTCAO 
GGCCTCAGCC 
ACACAACCAC 
TAGTGTCCTT 
TATTTGTTCT 
GAAAAAAAAA 



CAGTACACAT 
AAATOTAAAT 
AATCACAATQ 
CAATCAATCA 
CACAGGTCCC 
GCTQCATAAT 
TAAGAAAGGA 
AGAAQAGAAA 
AGATQTATTT 
GTGACCAAGA 
TTTOGCAGAA 
TAGAAGTAGC 
CTGTAACCAG 
GCAAAGGCCT 
CTGCAAOQCA 
OIGOGTGCCC 
CAGTG6ACTC 
TGGCATTGTC 
AAOQAAGCAT 
GTOGACAGGC 
GGOCTGCAGA 
TGACTA TTAO 
TTATTTA6AG 
GGGGTTTTTC 
AAOGAATCXS^ 
AGOGCTTGTC 
GrTGTTTTCT 
GCTCCCCAGC 
CCTGGGAGAC 
CTTTCAAGGG 
TCCAATGGAG 
AAGAAGACTO 
GAACTTTTTQ 
ACAGTTTTTG 
AGGAAQAGAG 
OCACCTTCTT 
TCCOGAAGAC 
TCAGTTTGAA 
GAGTCCAGCC 
TTCTCTGOTG 
ACACACAAAT 
TTTTAITTCT 
TQACTGTTAA 
AAAAAAAAAA 



AGTTCCTCCA 
TCATTAGCTA 
GTTCCTTCTO 
TCAGGGCCTC 
AGCAATCCTT 
ACAA6TTTTT 
AAGGTATTCC 
CATTCCATGO 
GGCACATCTG 
TCTGAAATGC 
ACCAC3UUnt3 
TCAAGCAACT 
ACTGCGQATO 
AAOCCACAGA 
GAGCACAAGC 
GGCTACCAGO 
GACTGTAAGG 
ATTCTCAGCA 
ATTGAAGAA6 
TTCACCAATG 
GAGAGCCAGA 
AATCATAAGA 
TX3TTTAGAAA 
TTCCATCTGA 
GCTCACTT6C 
AGAGAGGTGG 
TAATTCTITT 
ATTQCTTGCT 
ATAGGCATCA 
TCACAAGCTC 
AGATTCTGGC 
GAAAGAGACA 
ATGCTAATTA 
AAATGCTA60 
GCAAAGGAAA 
OCTTAGGTGC 
TGGCTGGGAG 
ATTGGAGACA 
6TCCAGCCTC 
ACAGAGGCTC 
GQGGGCAACC 
AATGCCTTGT 
T7QTGAATGG 
AAAAAAAAAA 



C3UITT0CTAT 
GCTCTQACAT 
AAACACAAAG 
CCACTGGCAC 
GOCAAGATGA 
GCCTQTGTTT 
CTGGGAAGAT 
CCTATCAAGA 
TTTATGGACA 
GTGCTGATQA 
ACAATGA6AA 
TTCTAAACTA 
ACTGCCTCAA 
GCXXTTTTCTG 
AATGCTTAAT 
AAGA TOCTAA 
ACAAATTTCA 
TGATAATTGC 
AGAACTTGAT 
TTGGAGCAGA 
1GCAAAATCC 
ATGTGGAACC 
GACTGATGGA 
CATCTGCCAQ 
TAAATAAGAA 
TTTTCTTCAA 
OCTGGTAGGG 
OCTQGGCAAA 
ACTGTGGAGG 
ACTCTCTGAC 
AACCTTTGAA 
TATCTCTCAO 
GAAGGCCTGG 
AGQCAGAAGG 
CTG6GT6GGG 
OCTGCTCCAT 
AAGGTTTAAA 
AACTGTCTGG 
6GGGTGTAGG 
AGCTGTGGCC 
ACATCCAOTA 
CCTCT1AAAA 
TAATGCAATA 
A 



120 
IBO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
lOSO 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1600 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 



A52 Protein sequence a 
Gene name i 
Iftiigene number t 
Probeset Accession #i 
Protein Accession fti 
Signal se^ence: 
7ransmeiabrane domains t 
EGP doinain: 
SBA dooaini 

Cellular Localization! 



Bypottaetical protein FLJ20063 

Hs.5940 

AA053660 

none found 

none Sound 

289-311 

45-74 

80-196 

plasma nanbrane 



60 
65 
70 
75 



I 

MVPSBTQSNN 
NTSFCLCLEG 
PGTSVTCQTV 
SSSNFUTYDL 
AQEKQCXiIKK 
VILS>aiALI 
RDSQHQNPYS 



11 
I 

EMSPTTHJNQ 
YYYNSSTCKK 
ILTV8TSL8P 
TLRCDYYGCN 
SGGAPBCACV 
VTARSNKKTK 
SHSSMPRPDY 



21 
I 

GSGPFTGTAL 
GKVPPGKISV 
RSEMRADDKF 
QTAODCLKGL 
PGYQBDAN6N 
HIEBENLZDB 



AS3 DMA SEQUENCE 
Gene name: 
TAiigene nunOser: 
Probeset Accession 0x 
Nucleic Acid Accession #t 
Coding sequence t 



31 41 51 

I I I 

LETSTUrSTQ PSNPCQDDPC AONSLCVKZA 60 

TVSETPDPEB KHSMAYQDLH SBITSLFKOV 120 

VDVTIVTILA ETTSDNBKTV TEKINKAIRS 180 

ACDCXSDLQR PKPQ8PFCVA 8SLKCPDACN 240 

CQKCAFGYSG LDCKDKFQbZ LTZVGTIAGZ 300 

DFQNLKLRST GPTSLGABQS VFPKVRXTAS 360 



TMPRSS3B 
Be. 298241 
AI538613 
AB03ei57 

202-1566 (underlined sequences correspond to start and stop codons) 



80 



} 11 21 31 41 51 

I I I I I I 

ACCGG6CACC GG AOGG CTC3B OGTACTTTCO TTCTTAATTA GGTCATGCCC GTGTGAGCCA 60 

GQAAAOGGCr OTGTTTATGG GAAGCCAGTA ACACTGTOGC CTACTATCTC TTCCOTOOy G 120 

CCATCT ACAT TTTTGGGACT CGGGAATTAT QAGOTAGAGG TGGAGGC6GA GCOGGATOTC 180 

AGAGOTOCTG AAATAGTCAC CATGGGGGAA AAT6ATC0GC CT G C T OTIUA AGCCCCCTTC 240 



854 



wo 03/042661 



PCTAJS02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 



TCATTCCGAT 
GATGCTGTTG 
ATTGGGATCA 
TCAGGGAAGT 
GGAGTCTCGG 
AATGCaSTGC 
AAGGGTCACT 
GATAACCTCA 
CACCTCTTGC 
TGTGCCTCTG 
AGCTCAC3GCA 
CTTCAGTTCC 
ACTGCTGCA.C 
CTAGTTTCCC 
AGCAAGTACA 
CTCACGTTCA 
GATGGAAAAG 

TcxxxrrGToc 

GACGTGTAC6 
GTGGACAGCT 
AAGTTAGTGG 
TACACCCGTG 
ACCTGAAGAG 
TCCTCOCCTG 

rrccGGCACC 

CAAGCTGCTT 
A6TGCAGTGG 
TTGOCTCftOC 
TTGTATTTTT 
CCTCAAATGA 
AOGCCTAGCC 
A6GGGGGCCT 
AGQAGATAA6 
6CAGCAGCCC 
CCAAACCCAC 
ATGACTCGTT 
TTOTCCTTTG 
AAAAAAAA 



CGCTTTTTGG 
CTGCACAGAT 
TTGCATTGAT 
ACAGATGTCG 
ATTGCAAAGA 
TCCAGGTGTT 
ACX3CAAATGT 
GAGTGA6CTC 
CAGATGACAA 
GCCACGTGGT 



AGGGCTACCA 
ACTGTGTTTA 
TGTTG6ACAA 
AGCCAAAGAG 
ATGAAATGAT 
TGTGCTGGAC 
TGAACCACGC 
GTGQCATCAT 
GCCAGGGGGA 
GAGCGACCAG 
TCACCTCCTT 
GAAGGOGACA 
GACTCCCGTQ 
AGTAGCAGGC 
r nXfi ' TlTl T 
G6AAATCCCT 
TTCGCXZAGTA 
AOTAGAGACA 
TGTGCCTGCT 
TCACGCTCCT 
TrCCCACTGG 
CAGTTATGTG 
AGAAGT6CAQ 
CCTTTCTACT 
TAAGGCCTAT 
ATTCCAAATA 



CCTTGATGAT TTQAAAATAA 
CCTGTCACTG CTGCCATTGA 
ATTAGCACTG GCCATTGGTC 
CTCATCCTTT AAGTGTATCG 
CGGGGAGGAC GAGTACCX3CT 
CACAGCTGCr TCGTGGAAGA 
TGCCTGTGCC CAACTGGGTT 
GCTG6AGGGG CAOTTCCXSGQ 
GGT6ACTGCA TTACACCACT 
TACCTTGCAO TGCACAGCCT 
AAACATQTCC TTGCTCTCGC 
CCTGTGCGGO GGCTCTOTCA 
TGACTTGTAC CTCCC CAftG T 
TCCAGCCCCA TCCCACTTG6 
GCTGGGCAAT QACAT06CCC 
CC3VGCCTCTG TGCCTGCCCA 
OTCAGGATGG G6GGCCACAG 
GGCX3GTC0CT TTGATTTCCA 
CTOCCCCTCC ATGCTCTGOQ 
CAGOGGGGGG CCOCTGGTGT 
CTTTGGCATC GGCTGCGCAG 
CCTGGACTGG ATCCAOSAGC 
A0TAGCCACC TGAOTTGCTO 
TAGGAACCTG CACA06AGCA 
CCGAAAGAGG CACCCTTCCA 
GTTTTTTTGA GQTGGAQTCT 
GCTCACTGCA GCCTCOGCTT 
GCTGG6AGCA CA6GTGCCCS 
GGGTTTCAOC ATQTTQGGCA 
TCAGCCTCCC ACAGTGCTGG 
TTCTGATCTT CACTAAGAAC 
TCCATCTGGT TTTCTCTCCA 
ACCTCAOGTQ CAAAGCCACC 
AACTGCAGTC ACTGCACGTT 
TCCAAGACTT ATTTTCACAT 
TTTCATGATT TCTTTQTAGC 
ATAIGTTTCC TTCCCTCAAA 



GTCCTGTTGC 
AGTTTTTTCC 
TGGGCATCCA 
AGCTGATAGC 
GTGTCCGGGT 
CCATOTGCTC 
TCCCAAGCTA 
AGQAGTTTGT 
CAGTATATGT 
GTGGTCATAO 
AGTGGCCCTQ 
TCACGCXXCT 
CATGQAGCAT 
TG6A6AA6AT 
TTATGAAGCT 
ACTCTGAAGA 
AGGATGGAGC 
ACAA6ATCT6 
OGGGCTACCT 
GTCAAGAGAG 
AGGTGAACAA 
AGATGGAGAG 
AGGTGATGAA 
GACACCCTTG 
TCTGATTCCA 
CGCTCTGTTG 
CCCTGGTTCA 
CCACCACACC 
GGCTGCTCTC 
GATTACAGGC 
AAAAGAAGCA 
GGGGTCTTGC 
AACAGCCACT 
TTCATCTCTA 
GTGGGGAG6T 
ATTTGGTGCT 
AAAAAAAAAA 



ACCAGATGCA 
AATCAT06TC 
CTTCGACIGC 
TCGATGTQAC 
GGGTGGTCAG 
CX3ATGACTGG 
TGTGAGTTCA 
6TOCAT06AT 
GAGGGAGGGA 
AAGGGGCTAC 
GCAGGCCAGC 
GTGGATCATC 
GCAGGTGQOT 
TGTCTACCAC 
GGCGGGGCCA 
GAACTT<XCC 
AGGTGACX3CC 
CAACCAGA06 
GAOGGGTGGC 
GAGGCT6TGG 
GCXrrGGGGTG 
A6ACCTAAAA 
GACA6CCCGA 
GAGCTCTGAG 
GCACAACCTT 
CCCAGGCTGG 
AGCGATTCTC 
CAACTAATTT 
AAACCCCTGA 
ATGGGCCACC 
GCAACTTGCA 
AAAATTCCTG 
CAGAAAAGAC 
GGGACCAGAA 
TAATCTAGGA 
TOACGTATTA 



AS 4 Protein sequence i 
Gene namet 
Unlgene number i 
Frbbeset Accession #t 
Protein Accession tt 
Signal sequence: 
TranBToenbrane domains t 
Tryp_SPc domain: 
Cellular Localization: 



TMPRSS3a 

H8. 298241 

AZ53e613 

BAB20077 

none found 

43-65, 239-261 

216-444 

plasma neidirane 



300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
lOBO 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920* 
1960 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 



1 
I 

14GENDPPAVE 
LALAIGLGIH 
TAASWKIMCS 
VTALBHSVYV 
LOGGSVITPL 
LGNDXALMKL 
AVPIjISNKXC 
FG1GC31BVNK 



11 
I 

APFSFRSLFG 
FDCSGKYRCR 
DDNKGHYANV 
RE90CASGHW 
WIITAAHCVY 
A6PLTFNEMI 
KHRSVYGGII 
PGVYTRVTSP 



21 

I 

LDDLKISPVA 
8SFKCIELIA 
ACAQLGFPSY 
TLQCTAGCTR 
DLYLPKSWTZ 
QFVCLPtTSEE 
SPSMIiCAGYL 
LDWIBBQMER 



31 
I 

PDADAVAAQI 
RC3X3VSDCRD 
VSSDNIiRVSS 
RGYSSRXVGG 
QVGLVSLUJM 
NPPDGKyCHT 
TGGVDSGQGD 
DLKT 



41 

I 

LSLLPLKFFP 
GEDBYRCVRV 
LEGQFREEPV 
NHSLIiSQNPH 
PAPSHLVEKX 
86WCATEDGA 



51 
I 

IXVIGIIALI 60 

GGQMAVLQVF 120 

SIDBLLPDDK 180 

QASLQFQGXa 240 

WHSKnCFKR 30O 

GDASFVIiNBA 360 

BUfKLVGATS 420 



ASS DHA SBQTIEWCB 

Gene name: Putative G protein- coupled receptor GFCR150 
Unigene nuntoer: Ha. 9710 1 

Probeset Accession #i AA21S333 
nucleic Acid Accession #» MM_014373 

Coding sequences 322-1338 (underlined sequences correspond to start and stop codons) 



70 1 11 21 

I I I 

QT66CCT06A G6TG6TGGCA GGGCCGCCCC 
GCCTCCGGAG GCAGGTTCGG CTGQAAGGAA 
ATGTCTCCQA GCTTACTCAC ATAGCATATT 

75 AAATAACATA ATTGAAGGCA GTAAAAGTGA 
OAGCCACTGG AGAGGACAOA AAATGAA6CA 
TCTTGAAATT TAACTAAAAA TATGACTGCT 
CAGTTACGTC AAACAAACCA GCCCCTAGAC 
GGGAAAATAT TATTAAATAT CCTTACACTA 

80 TTTATGGAAT ATTTTTGCAT TTCACTAGCA 
TCCATTATAT TQTATTTCAG GGATTTTGTA 
ATCTGCCTAT TTACTCAAAT TATTTCCTTT 
GTGACA6CTT GTATAGATTA TTGCCTGAAT 
TGTCAAAAAT TATTTTATTT CTTTACAGTA 



31 41 51 

i 1 ) 

CTGCAGTCGG GAGAOGAACG CACQGACCGG 60 

COGCTCTOGC TTOGTCCTAC ACTTGOSCAA 120 

GGTATATCAA AATGAAATGC AAGGAACCAA 180 

AATTAAATAG GAAGATCATC AGTCAAGGAA 240 

GTGTTTTATC ATGTGTATTT CAGCAGQTCT 300 

CTCTCTTCAQ AGAACTGCTC TTTTCAGTAC 360 

QTTAACTATC TGCTATTCTT GATCATACTT 420 

GGAATGAGAA GAAAAAACAC CTOTCAAAAT 480 

TT0GTT6ATC TTTTACTTTT G6TAAACATT S40 

CTTTTAAGCA TTAGGTTCAC TAAATACCAC 600 

ACTTATQ6CT TTTTGCATTA TCCAGTTTTC 660 

TTCTCTAAAA CAACCAAGCT TTCATTTAAG 720 

ATTTTAATTT GOATTTCAGT CCTTGCTTAT 780 

855 



wo 03/042661 



PCTAJS02/36810 



GTrrrGGOAG acocagccat ctagcaaagc 

TG l ' CCWItrr ATOTCAGCAT TCAOAOTTAC 
TTTOTAGCTT TCATAACCTG TTGGGAAGAA 
ACTTCCr ATA TX3AATGAAAC TATCTTATAT 
GTGAGATCTA AAAAAATATT CTTATGCAAO 
GCATTTGTAC TACTTCftOCST AATGATTGTT 
GAGATOAATA TTOCCTGGTT ATACTTTGTC 
TTTAATTGTC ACAAOCTTAA TTTAAAAGAC 
TC5GAA0TGCT GCTTCATTCC ACTTACAATT 
TCAATAATGA TTTGTTAATA TTATTAATTA 
TATGAACAGA AAGAACTCAG GACATATTAA 
CCCTGACTGA TAGCATTTCA GAATQTGTCT 
GTrTTATTTT AAAAACAAAA TAATTCCAAG 
TTACAAATAT TACTTTGTTA TTAACACAAA 
QATCTTTGTO TTACTCAAAA AAACTACTOG 
ACTGACAACT TTAASATATC AACCTAAACA 
AAAAAAAAA 



CTGAAGQCAC AGAATQCTTA rfCT OGTCAC 840 

TGQCTGTCAT TTTTCATGGT GAT6ATTTTA 900 

GrPACTACTT TGOTACAGGC TATCAGQATA 960 

■ m - ccri'm ' catcccactc cacttatact 1020 

CTCATTGTCT OTTTTCTCAG TACCTGGTTA 1080 

TTACTTAAAG TTCAGATTCC AGCATATATT 1140 

AATAGTTTTC TCATTGCTAC AGTGTATTGG 1200 

ATTGGATTAC CnTGGATCC ATTTGTCAAC 1260 

CXTAATCTTG AGCAAATTGA AAAGCCTATA 1320 

AAAGTTACAG CTGTCATAAG ATCATAATTT 1380 

AAAATAAACT GAACTAAAAC AACTTTTGOC 1440 

TTTGAAGGQC TATACCAGTT ATTAAATAGT 1500 

AAGTTTTTAT AGTTATTCAG G6ACACTATA 1560 

AAGTGATAAG AGTTAACATT TGGCTATACT 1620 

AT6CAAACTG TTATGTAAAT CTQAGATTTC 1680 

TTTTTATTAA ATGTTCAAAT GTAAGCAAGA 1740 



A56 Protein sequence 
Gene namet 
Ukilgene number t 
Protein Accession ftt 
Signal sequence: 
Transmeinbrane domains: 
Cellular Localization: 



Putative G protein-coupled receptor GPCR150 
Hs. 97101 
NP_0 55168 
none £ound 

23-45, 59-81« 97-119, 138-160, 184-206, 241-263, 276-297 
plaeioa membrane 



1 11 21 31 41 51 

I I I II) 

MTALSSBNCS FQYQLRQTNQ PLDVNYLLPli IILGKILLNI LTLOMRRKNT OQNFMEYPCI 60 
SLAPVDLLLL VNISIILYFR DFVLLSIRFT IWHICLFTQI ISFTYGFLHY PVFLTACIDY 120 
CIJIFSKTTKL SFKCQKLFYP PTVILIWISV LAYVLGDPAI YQSUCAQMAY SRHCPPYVSI 180 
QSYWLSPPMV MILPVAPITC WEBVTTLVQA IRITSYMNET ZI.YFPFSSHS SYTVRSKKIF 240 
LSKLIVCFLS TWLPFVLLQV IIVLLKVQIP AYIBMNIPWL YFVKSFLIAT VYNFNCHKLM 300 
LKDIGLPLDP FVNWKCCPXP LTIPNLEQIE KPISIMZC 



A57 DKA 9EQUEWCB 

Gene name: ESTs, Heakly similar to 0GEU7L collagen alplia l(IXZ) chain preciirsor [H. sapiens} 

Unigene nuinber: H8.19322 
Probeset Accession #i AA086458 
Nucleic Acid Accession #t AA088458 

Coding sequences 862-1995 (underlined sequences correspond to start and st^ codons) 



1 11 21 31 41 51 

t I t I I I 

QCCCTTGGAC ACTGACATGG ACTGAAGGAG TAGAATGGAG CACGAOGACA CTGACATGGA 60 

CTGAAGAAAA AGGAGCTGGA GCAGGAGAAG GA6GTGCTGC TGCAGGGTTT GGAGATGATG 120 

GOGCGGGOCC OCGACTGGTA CCA6CAGCA6 CTGCAACX3AG TGCAGGAGOG CCAG06C06C 180 

CTGGGCCAGA GCAGAGCCA6 CGCCGACTTT GOGQCTGCAG GGAGCCCCOQ CCCACTGGGG 240 

OGGCTACTGC CCAAGGTACA AGAGGTGGCC CGGTGCCTGG GGGAOCTGCT GGCTGCAGCC 300 

T0T6CCAQCC GGGCCCTGCC CCOGTCCTCC TCCGGGCCCC CCTGCCCTGC CCTGAOGTOC 360 

ACCTCACCCC CX;GTCTGGCA GCAGCAGACC ATCCTCATGC TGAAGQAGCA GAAOCGACTC 420 

CrCACCCAGG AGGTGACCGA GAAGAGTGA6 CQCATCACGC A6CTGGA0CA GGAGAAGTOG 480 

GOGCrCATTA AGCAGCTGTT T6AGGCCCGC GCCCTGAGCC AGCAGGA06G GGGACCTCTG 540 

GATTCCACCT TCATCTAGTC CTTGTGGQCC GOGTGGGCCC OCAGGGCCAG CCTGGCACTC 600 

AGCCCTTCGA GGGTGGGOGC CCCATCGCAC CCACCCTCTC TOGCTOGAGA OCCCOOGCAG 660 

OCCCAGGCAC AGTCCCGGAG TGGGOGCCTT CCTGCOGCCC TTGGCAGATG GGCTCCCCAG 720 

GCCTGCCCCC GGCTGOTCCC CGCACOGAGC QCTTGACTCC GTTTRQGCTC CTGGTTQYTG 780 

ACAT6GGCTG GGG6CTCTCT TGAGTCOOCA TAGTCCGCAG CTACTACTGG C06CTGTCAG 840 

TGGACAGTGG GGTACGCCTC CATGAGTTAG C6TCCCCCCX3 TTTOCAGCGG TGCCGCCCTQ 900 

GGTCCCATCT TCAGGGAAAG GCACTGCCCA C6CCAGGCTG CACTTCCAAC AAGGGGCAGC 960 

AGAGGG0S06 6GG0GGCTCC GA060G6GTC CAA6GGCAGC TTGCCGCTCA ACCAGGGGAC 1020 

CAGGACGA6G TGGCTGTAGC T06GAC6GAC GGAAGTAGAT OGAGQGQGTQ GGGACGGCCT 1080 

GTAAQCGQQG GOTGCCTGCC TGGCTGGGGA GCCCCAGGGA TAGOGGTOGG ACTTCAGGTT 1140 

CTGGCGAAQG CTGAGGGACC CTGGCTGCAO CGGATCGGCA OGCCGGGTGG GOGAGAGCTT 1200 

6GCCTQCATG TGCCTCCCAC AGACCCTGGG GTGATG6CCT TGCCGCTCTT GGCOSGGAGG 1260 

TTGCCCCACQ TTGAGTCCCA CACAACATCC TGTGAGOCTG GCTCCCCAGO AGGGCCCCCA 1320 

GACAGCrOCC AGGCAGGTCA TAGGCAAAGC CrGTTTCCCC CGACTCAGGA TTTCCAAGGC 1380 

CTGGGGTOCr GCTCACCCCC CTTXGCTCTC AGGG0CA6CC TGTCCCCAGG TTTCAGCTGG 1440 

GAGAGGCCAC CTCCCTCAGC CAAGGAAAAC QAGAACCCCC AGGGTACAGG AGQAGGC3XX9 1500 

GOGAGGTCCC CTTGGGTGTC ACTCCCTCAG CCCCTGCCCA GGCCCACTCC CGCTGGTGCT 1560 

GGAGTACOCA CTGGTGGGGO GGCCCTGCTC AGCCCAACCT GGAGGGTCCC AGTGTCACCA 1620 

GAACCAGGGG CACGGCAACA GCATOQATGO GTTCTGCAGC CCAGGGCCCC CGATGOGGGO 1680 

TCAGTGTGTG TGGGGOGCAG GGCCTCCGAT GGGGG6TCA0 TGOGTGGGGQ G06CAGGGCC 1740 

CCOGATOGGQ GGTCAGTGCG TGGGGGG06C AGGGGCCCCT CGTGTCCAGG GCACTTTGGT 1800 

ACACTGTCCC ACAAGOCACC TGTCTCAGAO GAGGGGCCCT GGCAGGCAGC GTGGCAACTC 1860 

CCTTCCGGAQ CCCAGCT C CA TGCTAACCTG CCCACAQCAA CCCCACAGAO CCACATTCOC 1920 

TOCTOCACCT GGTCTGCAGO GGTGTCCCAG GACAGGCCCA AGTCAGCCCA GCATOCAOCT 1980 

GCGCTCCTAC CCTQAAQATG QGAGT6GGCT TTCCAGG6GA CATAAGGATG TCAGGCCTGG 2040 

AC C TCCTGGG CAGGAAAGGO TGCAOOTCCT QAOOGCCTGT GCCCCACAOC CCCAGCAOOC 2100 

AGST06ACIQ GAGGGCAGTG GGIGGGCCAG TG6CAGCGAG GGA6AAGCCC COOOTCAGOl, 2160 

GGCTQOGGTC TGCCQVOOWG GGOCTCCCCA 06TCTGGCTT TGAOGGTGOC TY3CCAT6O0C 2220 

856 



wo 03/042661 



PCT/US02/36810 



TQGGGOATCC TG6CATCTTT ACTGCSJ^CTGO 
GGTGACTTCA TCAGGAGACC GCCCACATAG 
GAGACAGGCT GQCACCTCCG GAAAAACXGC 
AAAGAAATAG GTCCTCCCAO TTTACAGCTT 

5 CAa3AaGGaA qaatttaaao gcccgggctg 

GCAGACCCTQ CCTGGAGCCT GCCCTAGGAC 
GAGCAGCX3TC CCTGGGCTCT ATCCCCGPiGG 
GOGTGCACAC TGTGATGACA CCCGGAAATG 
CAGAAOTGTC CCCAGTTGAG AATCTGCCCC 

10 TTTTGTCTTG ATCAAGTTCC AAGGAAAAGG 
CTGOAATCCC AOCACTTGAQ GCCAGGAGTT 
CCCCATCTCT ACAARAAAAA AAAAAGAAAQ 
TCATAAACAC CACAAGGAAA CAATACACTA 
TAGACCCAOA TACTAGAATT ATCAGAGAGA 

IS AOAAATAAAA GAGATTTCTO GAAACATGAA 



AAGCAGGAGA CAGAACAGTG TCTQTCCCGG 2280 

AGCTGGACCC OGCAGCTGAA GOQGAAATGT 2340 

CTTTCAGCCT TGGTGTTCOG TGCAAGQTGA 2400 

GAAATCAGGC TAGTGAGTGG C!CCTGGAGAC 2460 

GCAGGGTCTA GGTGGCTGGC AGAGGCACAT 2520 

GCTGGGCGGG TCAGTCTCCG TGCAGGATGT 2580 

TGCCAGTAGC OTGTGCAGGT ACATACACGT 2640 

TCTCAGGATG TTGAAATOTG TCCTTGGGGG 2700 

AGAGGAACAC ACCCACACCa GGCCTCAGGA 2760 

AACATCTCAG COGGGCX5T6G TGGTTCACGC 2820 

CCAGAGCAGC CTQGGCAACG CAGT6AGAGA 2880 

AAAGAAAATG AGAGATCCAG GTTTAAAAAT 2940 

TCAGACCCAG CAGAAGCAAC AGATTGACTC 3000 

ATATAAAGTA ACAOTOTTTT ATATATCTAA 3060 
AAAAAA 



AS 8 DNA sequence 

Gene name: ESTs 

Unigene nxmiber: Hs. 157 601 

Probeset Accession #: W07459 

20 Nucleic Acid Accession «: AC005383 «w*«„al 

coding Sequence: 328-2751 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

OACAOTGTTC GOQQCTGCAC CQCTCGOAGO CTOaGTGACC OOCGTAGAAG TGAAGTACTT 60 
TTTTATTTOC AGACCTGGGC CGATGCOGCT TTAAAAAACQ OGAOGGGCTC TATGCACCTC 120 
CCrGGOSGTA GTTCCTCCGA CCTGAGCOSG GTCGGGTCGT GCCGCCCTCT CCCAGGAGAG 180 
ACAAACAGGT GTCCCAC6TG GCAGCCGOGC CCCGGGCGCC CCTCCTGTGA TCCCGTAGCG 240 
30 CCCCCXGOCC CGAGCCGCGC CCGGGTCTGT QAGTAGAGCC GCCCGGGCAC CGAGCGCTGG 300 
TOQCCXSCTCT CCTTCCOTTA TATCAACATG OOCCCTTTCC WSTTGCTGGA GGCCGTCTGT 360 
GnTTCCTGT TTTCCA6AGT GCXTCCATCT CTCCCTCTCC AGGAAGTCCA TGTAAQCAAA 420 
GAAACCATCG GGAAGATTTC AGCTGCCAGC AAAATGATGT GGTGCTOGGC TGCAGTGGAC 480 
ATCATGTTTC TGTTA6ATGG GTCTAACAGC GTCGGQAAAQ GGA6CTTTGA AAGGTCCAAG 540 
35 CACTTTCCCA TCACAGTCTG TGAOGGTCTG GACATCAGCC CCX3AGAGGGT CAGAGTGGGA 600 
QCATTOCRGT TCAOTTCCAC TOCTCATCTO QAATWXCCT TGGATTCATT TTCAACCCAA 660 
CAGGAAJSTGA AGGCAAGAAT CAAJSAGGATO GTTTTCAAAG GAGGGCGCAC GGAGACGGAA 720 
CTTGCTCTOA AATACCTTCT GCACAGAGGO TTGCCTGGAG GCAGAAATGC TTCTGTGCCC 780 
CAGATCCTCA TCATCGTCAC TQATOGGAAG TC(X3M3GGGG ATGTGGCACT GCCATOCAAO 840 
40 CAOCIGAAGG AAAGGGGTGT CACTGTGTTT GCTGTGGGGG TCAGGTTTCC CAGOTGGGAQ 900 
GA0CIGCAT3 CACTGGCCAG 08AG0CIAGA QQGCAGCACa TGCTGTTGGC TGAGCAGGTG 960 
GAGGATGCCA CXaAOGOCCT CTTCAGCAOC CTCAGCAGCT OSaCCATCTG CTCCAGCGCC 1020 
ACX3CCAGACT GCAGGGTCGA GGCTCACCCC TGTGAGCACA GGACGCTGGA GATGGTCCGG 1080 
OAGTTCGCrG GCAATGCCCC ATGCTGOAOA GGATOGOGGC GGACCCTTGC GGTGCTQGCT 1140 
45 GCACaCTOTC CCTTCTACAG CTG6AAGA6A GTGTTCCTAA CCCACCCTGC CACCT6CTAC 1200 
AG6ACCA0CT GCCCAGGOCX: CTOTGACTCG CAGtXXTGCC AGAATGGAGQ CACATGTGTT 1260 
CCAGAAGGAC 10QACQ6CTA CCAOTGCCTC TGCCOGCTGG CCTTTGGAGG GGAGGCTAAC 1320 
TGTGCCCTGA AGCIGAGCCT GGAATGCAGO GTOOACCTCC TCTTCCTGCT GGACAGC TCT 1380 
GCGGGCACCA CTCTGGACGG CTTCCTGCGG GCXaAAGTCT TCX5TGAAGC0 OTTTGTOCGO 1440 
50 GCOSTGCTGA GCX5AGGACTC TCGQGCCC6A GTGGGTGTG6 CCACATACAO CAGGGAQCTO ISOO 
CTOaraOCQO TGCCTGTGGG GOAOTACCaG GATGTGCCTG ACXrTGGTCTG GAGCCTCGAT 1S60 
GGCRTTOCCT TCOGTGSTGO CCCC3VCCCTQ AGGGQCAGTa CCTTGCGGCA GGOG GCAGAG 1620 
CGTGGCTTCG GGAGCX3CCAC CAGQACAGGC CAGGACCXKSC CaCXSTAGAGT GGTGQTTTTG 1680 
CTCACTGAGT CACACTCCGA GQATGAGGTT GCQGGCCCAG CGC0TCAC3GC AA0GGG6CX1A 1740 
55 GAOCTQCTCC TCCTGGGTGT AGGCAGTGA6 QCCGTGGGGG CWSACCTGGA GGAGATCAC3V 1800 
G6CAGC0CAA AGCATGTGAT GGTCTACTOG GATCCTCAGG ATCTGTTCAA CCfiMaCCCr 1860 
GAGCTGCAGG GGAAGCTOTQ C3U3CCGGCAG CGGCCAGGGT GCCGGACACA AGCCCTGGAC 1920 
CTCGTCTTCA TGTTGQACAC CTCTGCCTCA GTAGOGCCOG AGAATTTT6C TCAGATGCAG 1980 
AGCTTTGTGA OAAGCTGTGC CCTCCAGTrT GAGGWAAOC CTGAOGTaAC ACAGGTOGGC 2040 
60 CTGOTGGTGT ATGGCAGCCA GOTGCAfiACT GCCTTOGGGC TGGACACCAA AOCCACCXSG 2100 
GCTGCGATGC T6CGGGCCAT TA6CCAGGCC CCCTACCTAG GTGGGGTGGG CTCAGCCGGC 2160 
ACCGCCCTGC TGCACATCTA TGACAAAGT6 AT6ACXX3TCX: AGAGGGGTGC CCGGCCTGGT 2220 
GTCCCCAAAG CTGTGGTGGT GCTCACAQGC GGGAGAGGCX3 CAGAGGATGC AGCCGTTCCT 2280 
GCCCAGAAGC TQA06AACAA TQGCATCTCT GTCrTGOTCXS TOGGOGTOGO GOCTOTCCTA 2340 
65 AGTGAGGGTC TG0G6AGGCT TGCRGGTCCC OGGGATTCCC TGATCCAGGT G6CAGCTTAC 2400 
GCXX3ACCTGC GGTACCACCA GGACGTGCTC ATTGAQTCGC TGTGTGGAGA AGCCAAGCAG 2460 
CCAGTCAACC TCTGCAAACC CAGCCXXnXSC ATGAATCAGG GCAGCTQCGT CCTQCAGAAT 2520 
OGGAGCrAOC GCTGCAAGTG TOGOGATOGC TGGGA6GGCC CCCACTGCSA GAACC6TGAG 2580 
TOGAGCTCTT GCTCTGTATC TGTGAGOCaG OBATGGATTC TTGAGAOGGC CCTGAGGCAC 2640 
70 ATGGCTCCCG TGCAGGAGGG C3UBCAGC0GT ACCCCTOCCA GCAACTACAO AfiAAGGCCXG 2700 
GGCACTGAAA TGGTGCCTAC CTTCTGGAAT GTCTGTGCXX: CAGGTCC TTA GA ATGTCTGC 2760 
TTCCGQCX3GT GGCCAGGACC ACTATTCTCA CTGAGGGAGG AGGATGTCCC AACTGCASCX: 2820 
ATGCreCTTA GAGACAAGAA AGCAGCTGAT GTCACCCACA AACGATGTTG TTGAAAAGTT 2880 
TTCATOTGTA ACTAAATACC OUriTTCTGT ACCTGCIGTO CCTTOTTOAG GCTATGTCAT 2940 
75 CTQOCACCTT TCCCTTGAGO ATAAACAAGG GGTCCTGAAG ACTTAAATTT AGOGGCCTOA 3000 

ULr ri 'or m ' u cacacaatca atgctogcca qaatottott ga cacag taa tgcccagcm 3060 

AGGCCTTTAC TAGAGCATCC TTTGGACGGC GAAGGCCAOG GCCTTTCAAG ATGGAAAGCA 3120 

GCAGCITTTC CACTTCCXXai GAGACATTCT GGATGCATTT GCATTGAGTC TGAAAGGGGG 3180 

CTTGAGG6AC GTrTGTQACT TCTTGGOGAC TCOCTTTTGT GTGTGGAAGA GACTTGGAAA 3240 

80 GOTCTCAGAC TOAATGTGAC CAATTAACCA GCTTGGTTGA TGATGGGGGA GGGGCTGAGT 3300 

TGIGCaiOGG COCAGOTCTG GAGGQGCAOa TAAAATOGTT CTGAGTa3TG AGCAGTGTCC 3360 
AOCTTQAAOG TCTTC 

857 
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AS9 Protein sequence 

Gene natDe: BSTs 

imigene nunibert Ks. 157601 

Protein Accession i: none £oiiiid 

Signal sequence: 1-17 

TransmenDbrane domains t none found 

VGN domains: 49-223; 341-518i 529-706 

EOF domains t 298-333; 715-748 

Cellular Localizations secreted 



1 11 21 31 41 51 

I I I I I I 

MPPFLLLBAV CVFLFSRVPP 8LPLQEVHVS KETIGKISAA SKMMWCSAAV DIMFLIiDGSIT 60 

SVGK6SFERS KHFAITVCDO ICISPERVRV GAFQFSSTPH LEFPIjDSFST QQEVKARIKR 120 

MVFKGGRTBT ELALKYLLHR GLP06RKASV PQZLIIVTOQ KSQGDVALPS KQUCERGVTV 180 

FAV6VRFFRH BELKALASBP RGQHVLLAEQ VBDATNQLFS TL858AIC8S ATPDCRVBAH 240 

PCBHRTLEKV REFAOtVAPCW RGSRRTLAVL AAKCPFYSWK RVFLTHPATC YRTTCPGPCD 300 

SQPCQNGGTC VPEOLOOYQC LCPLAFGOEA NCALKLSLEC RVDLLFUiDS SAGTrUDOFL 360 

RAKVFVKRFV RAVLSBDSRA RVGVATYSRB LLVAVPVGBY QDVPDLVWSL DGIPFRGQPT 420 

IiTOSALRQAA ER6FGSATRT GQDRPRRVW LLTESH8CDB VA6PARHARA RELLLL6VGS 480 

BAVRABLEBZ TGSPKKVHVY SDPQDLFNQI FSLQGKLCSR QRPGC31TQAL DLVFNLDTSA 540 

SVGPE17FAQM QSFVRSCALQ FEVNPDVTQV GLWYGSQVQ TAFGU3TRPT RAAMLRAISQ 600 

APYLG6VGSA GTALLHIYDK VMTVQRGARP GVPKAVWLT GGRGAEDAAV PAQKLRNNGI 660 

SVLW6VGPV LSBOLRRIiAG PRDSLIHVAA YADLRYHQDV LIEWL06BAK QPVNLCKPSP 720 

CMNEGSCVLQ NGSYRCKCRD GHEGPBCENR EWSSCSVCVS QGNIXiETPLR HMAPVQBGS9 760 
RTPPSNYREO USTEMVPTFtf NVCAPGP 



A60 DNA SEQUENCE 

Gene naraex Monx> sapiens type IZ membrane serine protease mRNA 

Unigene numbers Hs. 63325 

Probeset Accession 8i AA411502 
Nucleic Acid Accession Ut NM_01642S 

Coding sequences 1-I3r4 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I t I I 

ATGTTACAQQ ATCCTGACAG TGATCAACCT CTGAACAGCC T06ATGTCAA ACCCCTGOGC 60 

AAACCCOGTA TCCCCATQOA GACCTTCAGA AAGOrGGGOA TCCCCATCAT CATAGCACTA 120 

CTGA6CCTGG CGA6TATCAT CATTGTGGTT GTCCTCATCA AGGTGATTCT GGATAAATAC 180 

TACTTCCTCT G06G6CAGGC TCTGCACTTC ATCCOGAQGA AGCAGCTGTO TGAOGGAGAO 240 

CTGGACTGTC CCTTGQGGaA GQA06AGGAG CACTGTGTCA AGAGCTTCCC OGAAGGGCCT 300 

GCAGTGGCAG TCCX3CCTCTC CAAGGACCGA TCCACACTGC AGGTGCTGGA CTCGGCCACA 360 

GGGAACTGGT TCTCTGCCTG TTTCX3ACAAC TTCACAGAAG CTCTOGCTGA GACAGCCTGT 420 

AiQGCAGATGG OCTACAGCAG CAAAGCCACT TTGAGAGCT6 TGGAGATTGG CCCAGACCA6 480 

GATCICGATO TTGTTGAAAT CAGAOAAAAC A6CCAGGA0C TTCGCATQOQ GAACTCAAGT 540 

GGQCCCTGTC TCTCAGGCTC CCTGGTCTCC CXGCACTQTC TTQCCTQTGG QAAGAGCCTO 600 

AAGACCGCCC GTGTGQTGGG TGGGGAGGAG GCCTCTGTGG ATTCTTGGCC TTGGCAGGTC 660 

AGCATCCAGT ACOACAAACA GCACGTCTGT GaAGGGAGCA TCCTGGACCC CCACTGGGTC 720 

CTCA066CA6 CCCACTGCTT CAGGAAACAT ACCGATGTGT TCAACTGGAA GGTG0GG6CA 780 

GOCTCAGACA AACTGG6CAG CTTGCCATCC CTG6CTGTGG GCAAGATCAT CATCATTGAA 840 

TTCAACCCCA T8TAGCCCAA A6ACAATGAC AT060CCTCA TGAAGCTGCA GTTCCCACTC 900 

ACTTTCTCAG GCACAOTCAG GCCCATCTGT CTQCCCTTCT TTGATGAOGA GCTCACTCCA 960 

GCCACCCCAC TCTGGATCAT TGGATGGGGC TTTACGAAGC AGAATGQAGG GAAGATGTCT 1020 

GACATACTGC TGCAGGGGTC AGTCCAGGTC ATTGACAGCA CAOGGTGCAA TGCAGAC3QAT 1080 

GOOrAOOftGO GOGAAOTCAC GQAQAAOATa ATGT9I0CAG QC aTOOC GGA AGGGGGTOTO 1140 

GACAOCTGOC AGGGTGACAG TGGTGGGGOC CTGATGTAOC AATCTQACCA QTG6CAT6X0 1200 

GTGGGCATG6 TTAGCTGGGG CXATGGCTGC GGGGGCOCGA GCA000CAG6 A0TATACACC 1260 
AAGGICTCAG CCXATCTCAA CZGGATCTAC AAXGTCTGGA AGGCXGnSCT GTAA 



A61 Protein sequences 
Gene names 
Unigene number: 
Probeset Acceeeion #: 
Protein Accession ^s 
Signal sequences 
Transmembrane domains: 
WLa domain: 
Tryp^SPc domain I 
Cellular Localization: 



Homo sapiens type ZZ 

Hs. 63325 

AA4 11502 

NP_0S7S09 

none found 

31-53 

54-94 

204-429 

plasma membrane/ER 



serine protease mlUiA 



1 11 21 31 41 51 

) I I I 1 I 

MLQDPDSDQP LKSLDVKFLR KPRZPMBTFR RVGZPZZZAL LSLASZZZW VLZKVZLDKY 60 

YFLGGQPLHF IPRXQLCEX3B LDCPL6EDBB HCVK8FPBGP AVAVRL8KDR STLOVLDSAT 120 

QSHFSACPDN FTEALABTAC RQMOYSSXPT FRAVBZGPOQ DLDWBZTBH 6QBLRMKH88 180 

GPCLSGSLV8 UiCLAOGECSL KTPRWGGBB ASVDSHPHQV SZQYDKQHVC GG9ILDPRWV 240 

LTAAHCFRKH TDVFNWKVRA 6SDKLGSFPS LAVAXZIIIE FITPMYPKUND lALMKLQFPL 300 

TFSGTVRPZC LPFFDEELTP ATPLHZZ6HQ FTXQNGGKMS DZLLQASVQV ZDSTRCNADD 360 

AYQGBVTBXM MCAQZPBGaV DTOQODSGGP LKVQSDQMHV VOZVSWGYGC GGPSTPGVYT 420 
KVSAYUIWIY MVHKABL 

858 
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Sene'^?^'^ BSra; Weakly similar to LITHOSTATHINB 1 BETA PRBOJRSOR tH.aaplensl 

Unigene number: Hs. 105484 

Probeset Accession #: AA3 14779 

S%r^.r"'"' V.3^9'?^rlin.d s«^encee cor»spond to start and atop coaona, 



10 



15 



20 



25 



30 



CCAAACAGAT 
CTQAGATCCT 
CGGCTGCTCC 
AGACGCAGCT 
AAQCTGAGGA 
CTGGCATCTA 
CAGAGAAGCC 
TGGATTGATG 
AAGCACTGTG 
AACAAGCOCC 
AACTCCTGCA 
TTCAGAGGGG 
GGCTTAGA6A 
CCCCGCCATC 
6CAGTCTAGA 
AAAGATTTGA 
ACACCCTTCT 
TTTTTCCTTT 
TACATTCCTT 



11 
I 

TTGCAGATCA 
TGCACTAGCT 
TArrGCTQAG 
GTGCTCCTGG 
ACTGGTCTGA 
TCCTGAGTTT 
AOCOQATATO 
GGGCCATGTA 
CTGAGATGAQ 
AACACTTCCT 
CCAGCCCCGT 
AAACCTAGCA 
CAGAAACTTT 
CCTTTCCACA 
AGAGTGCATC 
AGACA6AAGG 
GCCCTCTCrC 
GGCCATAOGA 
TAATAAACCA 



21 
I 

AGGAGAACCC 
ACATCCTCAG 
CTGCXnCGOC 
ATGGTTTTAC 
TGCCGAGCTC 
AAAGGAAGCC 
GATTGGCCTG 
TCTGTACAOA 
CTCCAATAAC 
GTGCAAGTAC 
CCTCTTCCTT 
AACTAAGAGT 
ABCATTGG6C 
GTATCCTTCT 
TCCAGCCTAT 
AAGAAACTCA 
CATTGCCTGC 
AGGTTTACCA 
TTGTGTACAT 



31 

I 

AGGAGTTTCA 
GGTAGGAG6A 
AAAACAGGAG 
CACAAGTCCA 
GAGTGTCAGT 
AGCACCATAG 
CAOSAGGCAC 
TGCTGGTCTO 
AACTTTTTAA 
OGACCATAGA 
TCTGCTAGCC 
GATAAGGGCC 
CCAGTAGTGG 
TCCCTCCTCC 
GAAACAGCTG 
GGAGTAAGCT 
ACCCCACCCC 
QTAGAATCCT 
AAGAGAAAAA 



AAGAAGCGCT 
AGATGGCTTC 
TCCTGGGTGA 
ATTGCTATGQ 
CTTAOGGAAA 
CAGAGTACAT 
AQAAGAGGCA 
QCAAGTCCAT 
CTTGGAGCAG 
GCAAGAATCA 
TGQCTAAATC 
CTACTACACT 
CTTCTAGCTC 
CCTGTCTCTQ 
GGTCTTTGGC 
TCTAGACCCC 
AGCCACTCAA 
TGCTAGGTTQ 
AAAAAAAAAA 



51 
I 

AGTAAGGTCT 
CAGAAGCATG 
TATCATCATG 
TTACTTCAGG 
CGGAGCCCAC 
AAGTGGCTAT 
GCAGTGGCAG 
GGGTGGGAAC 
CAACGAATGC 
AGATTCTGCT 
TGCTCATTAT 
GGCTTTTTTA 
TAAATGTTTG 
GCTGTCTCX3A 
CATAAGAA6T 
TTCAGCTTCT 
CTCCTGCTTG 
AXGTGGGCCA 
AAAAAAAAAA 



€0 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
7B0 
840 
900 
960 
1020 
1080 



35 



40 



A63 Protein sequence; 
Gene names 
Unigene number: 
Probeset Accession ft: 
Protein Accession #: 
Signal sequences 
Transnentorane domains: 
C-type lectin domain: 
Cellular Localization: 



ESTs, weakly similar to LITHOSTATHINB 1 BETA PRECORSOR [H.sapiensl 

Hs. 105484 

AA314779 

none £ound 

1-22 

naaa found 

47-156 

secreted 



45 

50 

55 

60 

65 

70 

75 

80 



li 21 31 41 SI 

LrSMRI^L LcIAKTGV LGDIIMRPSC APGWFOTCai C^^j^ !^2^0 
Y^IGAHLASI LSLKEASTIA EYISGYORSQ PIWIGMDPQ KRQCSWQWIDa AMYLYRSWSO 
KSMGGNKHCA EMSSNNNFLT WSSHECHICRQ HFLCKYRP 



60 
120 



A64 DMA SEQt3EWCE 
Gene name: 
unigene number t 
Probeset Accession #: 
Nucleic Acid Accession «: 
Coding sequence: 



Cadherin 3, P-cadherin (placental) 

B8.2877 

X63629 

X63629 

54-2543 (start and stop codons are underlined) 



GOGGAACACC 
TCCCTCGTGG 
CCTCCGAGCC 
OGGAOCAGGA 
CAGCrCTGTT 
AAAGAAGGTC 
GAA6ACACAA 
CCTTCCCCCA 
ACAGCATCAC 
A6ACAGGCTG 
TCTTTGGCCA 
TCATCGTGAC 
GTGTCTTAGA 
ATGAT6CCAT 
AGGACCCACA 
CCAGTGGCCT 
TGGATGGGGA 
ACAATGCTCC 
GCGATGAGQT 
GTGCCACCTA 
CTGAGAGCAA 
AGCACACCCT 
CCACAGCCAC 
GCrCCAAAGT 
CIGCAQAAGA 



11 
I 

GGCCOGCCGT 
ACCTCTCGCG 
GTGCCGGGCG 
GOCGGGGCAG 
TAGCACTGAT 
ACTGAAGGAA 
GAGAGATTG6 
GAGACTGAAT 
OGGGCCGGGG 
GTTGTTGTTG 
CGCTGTGTCA 
OGACCAGAAT 
GGGAGTCCTA 
CTACACCTAC 
06ACCTCATG 
GGACC6GGAA 
CGGCXCCACC 
CATGTTTGAC 
GCAGAGGCTG 
CCTTATCATG 
CCAGGGCATC 
GTACGTT6AA 
CATAGTGGTC 
CQTT6AGGTC 
OQCTGACAAG 



21 
I 

CGCGGCAGCT 
TCTCTCCXCC 
GTCTTCAGGG 
G06CTGGGGA 
AATGATGACT 
AGGAATCCAT 
GTGGTTGCTC 
CAGCICAAGT 
GCAOACAlSCC 
AATAAOCCAC 
GAGAATGGTG 
GACCACAAGC 
CCAGGTACTT 
AATGGGQTG6 
TTCACAATTC 
AAAGTCCCTG 
ACCACGGCAG 
CCCCAGAAGT 
ACGGTCACTG 
GGCGGTGAC6 
CTGACAACCA 
GTGACCAACO 
CACGTGGAGG 
CAGGAGG6CA 
GAOAATCAAA 



31 
I 

GCTTCACCCC 
TTCTCCAGGT 
AGGCTGAAGT 
AAGTATTCAT 
TCACTGT606 
TGAAGATCTT 
CAATATCTGT 
CTAATAAAGA 
COCCTGAGGG 
TGGAOOGGQA 
CCrCAGTGGA 
CCAAGTTTAC 
CTGTGATGCA 
TTGCTTACTC 
ACCQGAGCAC 
AGTACACACT 
TGGCAGTAGT 
AOGAGGCCCA 
ATCTGGAC6C 
AOQGGGACCA 
G6AAGGGXTT 
AGGCCOCTTT 
A3GT6AAT6A 
TCGCCACTGO 
AGATCAGCIA 



41 

I 

TCTCTCTGCA 
TTGCTGGCTG 
GACCTTGGAG 
GGGCTGCCCT 
GAATGGCGAG 
CCCATOCAAA 
CCCTGAAAAT 
TAGAGACAGC 
TGTCTTCQCT 
GGAGATTGCC 
GGACCGCA3G 
CCAG6ACACC 
GGT6AGA0GC 
CATCCATAGC 
AGGCACCATC 
GACCATCCAG 
OGAGATCCTT 
TGTGCCIGA6 
CCCCAACTCA 
TTTTACCATC 
GGATTTTGAG 
TGTGCIGAAG 
G6CACCIGI0 
GGAGCC rCTO 
C06CATCCT6 



51 
1 

GCCATGGGGC 
CAGTGCGOSG 
Q0QGGAGG08 
GGGCAAGAGC 
ACA6T0CAGG 
OQTATCTTAC 
GGOMOGTC 
AAGATTTTCT 
GTAGAGAAGG 
AAGTATGAGC 
AACATCTCCA 
TTCGQAGGGA 
ACAGATGAGO 
CAAGAACCAA 
AGCGTCATCT 
GCCACAGACA 
GATGCCAATO 
AAT6CAGTG6 
CCAGCGTGGC 
ACCACCCACC 
GCCAAAAACC 
CTCCCAACCT 
TTTGTCCCAC 
TGrGTCTACA 
A6AGACCCA6 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 



859 
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CASGGTOSCT AGOOVTGGAC CCAGACAOTQ GGCAGGTOVC AGCTGIGGGC ACCCTGQACC ISfiO 

GTQAGOJITOA QCAOTTT G TG AOQAACAACA TCTATQAAOT CATGGTCTTO GCGATOOAO^ 1620 

ATGGAAGCCC TCOCACCACT GGCROGGGAA CCCTTCTGCT AACACTGATT GATQTCAACX3 1660 

AOCATGGCCC AGTCGCTGA6 CCCOGTCAGA TCACXSlTCTa CAACCAAAGC CXTTGrOOGOC 1740 

AOGTGCTGAA CATCACXMAC AAOQACXnXrr CTCCCCACAC CTCCCCTTTC CAGQCCCAGC 1800 

TCACAGATGA CTCAGACATC TACTGGACGG CAQAGGTCAA CGAGGAACGT GACACAGTGG IB SO , 

TCTPGTCCCT GAAGAAGTTC CTQAAGCSUM ATACATATGA CGTGCACCTT TCTCTGTCTG 1920 

ACCATGGCAA CAAAGAGCAG CTGAGGQTGA TCAGGGCCAC TGTGTGOSAC TGCCATGGGC 1980 

AT6T0QAAAC CTGCCCTGOA CCCTQGAAAO QAGCSTTTCAT CCTCCCTQTO CTQ0GGC5CTG 2040 

TOCTCGCTCT GCTGTTCCTC CTGCTOOTXIC TaCTTTTGTT QQTQAGAAAO AAG0C3GAAGA 2100 

TCAAGGAGCC CCTCCTACTC CCAGAAQATG ACACCOGTGA CAACGTCTTC TACTATGGOG 2160 

AAOAGGGGGG TGQCQAAGAG GACCAGGACT ATQACATCAC CCAGCTCCAC C6A6GTCT0G 2220 

AGGCCAOGCC OaAaOTGGTT CTCOQCAATQ ACGTQGCACX: AACX31TCATC CCOACACCCA 2280 

TGTACCXSTCC TAGGCCA6CC AACCCAGATO AAATOGGCAA CTTTATAATT 6A6AACCTGA 2340 

AGaOOGCTAA CACAQACCCC ACAGCCCOGC CCTACGACAC CCTCTTGGTQ TTOQACTATO 2400 

AGGOCAGCGG CTCOQAOGCC GOCTCCCTQA GCTCCCTCAC CTCCTCGGCC TC08ACCAAG 2460 

ACCAAGATTA CX^ATTATCTG AAOGAGTGGO GCAOCUUCn' CAAOAAOCTG GCAGACATGT 2520 

A0GGTG60GG GGAGGAOGAC TAGGOGGOCT GGCTGGAGGO CTGGG6ACCA AAGQTCAGGC 2580 

CACAOAGCAT CTCCAAGGGG TCTCAGTTGC CCCTTCAGCT GAGGACTTOQ GAGCTTGTCA 2640 

GGAAGTGGCC GTAGCAACTT GG06GAGACA GGCTATGAOT CT6A0GTTA0 AGTGGTTGCT 2700 

TCCTTAGCCr TTCAGGATGO AGGAATGTGG GCAOTTTGAC TTCAGCACTG AAAACCTCTC 2760 

CACCTGGGCC AGGGTTGCCT CAQAGGCCAA GTTTCCAGAA GCCTCTTACC TGCCGTAAAA 2820 

TGCTCAACCC TGTGTCCTGQ QCCTGGGCCT GCT6TGACTG ACCTACAGTG GACTTTCTCT 2880 

CTGGAATGQA ACCTTCTTAG GC C TCCTGOT GCAACTTAAT rrmil ' m ' AATGCTATCT 2940 

TCAAAACGTT AGAGAAAGTT CTTCAAAAOT GCAGCCCA6A 6CTGCTGG6C CCACTGGCCG 3000 

TCCTGCATTT CTOGTTTCCA GACCCCAATG CCTCCCATTC GGATGGATCT CTGCGTTTTT 3060 

AXACTGAGTG TGCCrAGGTT GCCCCTTATT TTTTATTTTC GCTGTTQOQT TGCTATAGAT 3120 
GAA66GTGA6 6ACAAT0BT0 TATATGTACT AGAACTTTTT TATTAAAGAA A 



A65 Protein aeguences 
Gene namet 
imlgene nunbert 
Probeset Accession 
Protein Accession ft: 
Signal sequence i 
Transmembrane domains 

Cellular localizations 



Cadherin 3, P-cadherin (placental) 

B8.2877 

X63629 

CAA45177 

1-24 

659-675 (second iinderlined sequence) 
plasma membrane 



1 11 21 31 41 51 

I I I I 1 I 

MGLPROPLAS LLLLQVCWLQ CAASEPCRAV FRBAEVTLEA GGAEQEPGQA LGKVFH6CPG 60 

QBPALF8TDN DDFTVRNGBT VQERR8LKER NPLKIFPSKR ILRKHKSDWV VAPISVPaiG 120 

KGPFPQRUIQ LKSmCDROTK ZFYSZTGPGA DSPPE6VFAV EKBTGIOiIiLN KPUmEEIAK IBO 

YELFGRAV8B NGASVEDPMK ISHVTDQMD HKPKFTQDTP R6SVLB6VLP GTSVMC3VTAT 240 

DBDOAIYTyN GWAYSIHSQ EPKDPHDLHP TIHRSTGTI8 VISSGLDREK VPBVTLTIQA 300 

TDMDGDGSTT TAVAWBILD AKDNAPNFOP QKYEAHVPQI AViSIEVQRLT VTDIiDAPNSP 360 

AHRATYLIMG 6DDGDBFTZT THPESSQGZL TTR KGLPPEA KKQBTLYVEV 11IBAPFVLKI. 420 

PTSTATIWE VBDVKBAPVF VPPSXyVEVQ BGXPT6BPVC VYTAEDPDKB NQXISYRILR 480 

DPA6WLAMDP DSGQVTAVGT LDREDEQFVR MNIYEVMVLA MDNG8PPTTQ TQTLLLTLID 540 

VHDHGPVPEP RQITIOJQSP VRHVtNITDK DLSPHTSPFQ AQLTDDSDIY WTAEVNEEGD 600 

TWLSLKKFIi KQDTYDVULS LSDHGNKEQL TVZRATVCDC KSIVETCPGP HKGGPILPVL 660 

GAVLALLFU. LVLLLLVXUCK RKIREPLLLP EDDTRDNVPY YGSBQGGEED QDYDITQLHR 720 

(SCiBARPBWL SNDVAPTIZP TPMYRPRPAN PDBZGNFZXB NLKAAMTDPT APPYDTUiVF 780 
DYBOSGSDAA SLSSIiTSSAS DQDQDYDYLN BWGSRFKXZA DHYGOGEDD 



A66 DMA SEQUHiCB 

Gene namet ATPase, Ca-f-i- transporting, type 3C, member 1 

unlgene number: He. 106778 

Probeset Accession ftt N51919 
Nucleic Acid Accession ftt AF189723 

Coding sequence: 1-2712 (underlined sequences correspond to start and stop codons) 



1 11 21 

I I I 

AXGATTCCTG TA7TGACATC AAAAAAAGCA 
ATTCTOOUU; CIGATCTTCA GAATGGTCTA 
TTTCATGGCT GGAATQAOTT TGATATTAGT 
TCTCAGTTTA AAAATCCCCT TATTATGCTO 
ATGCATCAST TT6AT6ATGC 06TCAGTATC 
GOCTTTQTTC AOQAATATOQ TTCAGAAAAA 
CCAGAAT6CC ATTGTGTGCG TQAAGGAAAA 
CCAGGTGATA CAGTTTGCCT TTCTGTTGGG 
QAGGCrOTQa ATCTTTCCAT TGATGAQTCC 
AAGGTGAGAG CTCCTCAGCC AQCTGCAACT 
GGCTTTATGG GAACACTGGT CAGATGT06C 
GAAAATTCTG AATTTGG6GA GGTTTTTAAA 
CCTCIGCAQA AflA QCATgQA CCT CTTAOQ A 
ATAGGAATCA TCATUTTQGT TGGCIQGTTA 



31 41 SI 

I I I 

AGTGAATTAC CAGTCASTQA AGTTGCAAGC 60 

AACAAATGTO AAGTTAgTCA TAGGCGAGCC 130 

GAAGATGAGC CACTGT66AA QAAGTATATT 180 

CTTCTGQCTT CTQCAGTCAT CAGTGTTTTA 240 

ACTGTGGCAA TACTTATGOT TGTTACAGTT 300 

TCTCTTGAAO AATTQAQTAA ACTTGTGCCA 360 

TTOGAGCATA CACTTQCCGQ AQACTTGGTT 430 

GATAGAGTTC CTGCTGACTT AOGCrTOTTT 480 

AGCTTGACAG GTGAGACAAC GOCTTGTTCT 540 

AATGGAGATC TTGCATO SAG AAGTAACATT 600 

AAAGCAAA6G' GTGTTOTCAT TOQAACAQGA 660 

ATSATO CAAO CAGAAG AGGC ACCAAAAACC 720 

AAACAACTTT CCTTTTACTC CTTTGQTATA 780 

CTGQGAAAAG ATATCCTOQA AATGTTXACT 840 



860 



wo 03/042661 



PCTAJS02/36810 



ATTAGTQTAA GTTTGGCTGT AGCAGCAATT 
AC6CTAGCTC TTOGTGTTAT GAGAATGGTG 
ATTGTTGAAA CTCTGGGCTG CTGTAATGTG 
AAOAATGAAA TGACTGTTAC TCACATATTT 
GGAGTTGGCT ATAATCSUVTT T6GGGAAGTG 
TATAACCCaG CTGTTAGCAG AATTGTTGAG 
AGAAACAATA CTCTAATGGG GAAGCCAACA 
ATGGOTCTTG ATGQACTTCA ACAAGACTAC 
6AGCAAAAGT GGATGGCTOT TAAGTGTGTA 
TGTTTTATGA AAGGTGCTTA CQAACAAGTA 
GGGCAGACCT TGACACTTAC TCAGCAGCAG 
ATQGGCTCAG OGGGACTCAO AGTTCTTGCT 
ACATTTCTTG GCTTGGTGGG AATCATTGAT 
AC3VACACTCA TTGCCTCAGG AGTA TCAATA 
GGAGTTGCAA TCX3CCAGTC0 TCTGGGATTG 
6AAGAAATAG ATGCAATGGA T6TTCAGCAG 
TTTTACAGAG CTAGCCCAAG GCACARGATG 
TCAGTTGTAfi CCATGACAGG AGATGGAGTA 
ATTGGAGTTG CGATQGQCCA GACTGGTACA 
CTAGTGGATG ATOATTTTCA AACCATAATQ 
AATAACATTA AAAATTTOGT TAG ATTOC RG 
ATCTCATTGG CTACATTAAT GAACTTTCCT 
ATCAATATTA TTATGGATGG ACCCCXSU3CT 
GATGTCATTC GTAAACCTOC TCGCAACTGG 
CTTAAAATAC TTGTTTCATC AATAATCATT 
GAOCTAOGAG ACAATOTGAT TACACCTGGA 
TTTTTTGACA TGTTCAATGC ACTAAG TTCC 
GGACTCTGC31 GTAATAGAAT GTTTTGCTAT 
CTAGTTATTT ACTTTCCTCC GCTTCAGAAG 
GATCTGTTQT TTCTTTTGGO TCTCACCTCA 
AAGGTTGAAA GGAGCAGGGA AAAGATCCAG 
CTTGAAGT AT GA 



CCTQARGGTC TCCCCATTGT 
AAGAAAAGGO CCATTGTGAA 
ATTTGTTCAG ATAAAACTGG 
ACTTCAGATG QTCTGCATGC 
ATTGTTGATG GTGATGTTGT 
GC6GGCTGTG TGT6CAAT6A 
GAAGGGGCCT TAATTGCTCT 
ATCAQAAAAQ CTGAATACCC 
CACCGAACAC AQCAGQACAG 
ATTAAGTACT GTACTACATA 
AGAGATGTGT ACCAACAAGA 
TTGGCTTCTG GTCCTGAACT 
CCACCTAGAA CTGGTGTGAA 
AAAATGATTA CTGGAGATTC 
TATTCCAAAA CTTCCCAGTC 
GTTTCACAAA TAGTACCAAA 
AAAATTATTA AGTCGCTACA 
AATGATGCAG TTGCTCTGAA 
GAT6TTTGCA AAGAGGCAGC 
TCTGCAATGG AAGAGGGTAA 
CPGAGCACGA GTATAGCAGC 
AATCCTCTCA ATGCCAT6CA 
CAGAGCCTTG GAGTAGAACC 
AAAGACAGCA TTTTGACTAA 
GTTTGTGGGA CTTTGTTTGT 
GACACAACAA TGACCTTCAC 
AGATCCCAGA CCAAGTCTGT 
GCAGTTCTTG GATCCATCAT 
GTTTTTCAGA CTGAGAGCCT 
TCM3T0TGCA TAGTGGCAGA 
AAGCATGTTA GTTOGACATC 



GGTCACAGTG 
AAAGCTGCCT 
AACACTGAGG 
TQAGGTTACT 
TCATGGATTC 
TGCTGTAATT 
TGCAATGAAG 
TTTTA6CTCT 
ACCAGAGATT 
CCAGAGCAAA 
GAAGGCAOGC 
GGGACAGCIG 
AGAAGCTGTT 
ACAGGAGACT 
AGTCTCAGGA 
GGTTGCAGTA 
GAAGAACGGT 
GGCTGCAGAC 
AGACATGATC 
AGGGATTTAT 
ATTAACTTTA 
GATTTTGTGG 
AGTGQAXAAA 
AAACm^TA 
CTTCTGGCGT 
ATGCTTTGTG 
GTTTGAGATT 
GGGACAATTA 
AAGCATACTG 
AATTATAAAG 
AtCATCTTTT 



900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



A67 Protein sequence: 
Gene name: 
Unlgene nuniber: 
Probeset Accession fts 
Protein Accession #: 
Signal sequences 
Transmeoribrane domains 
pfam domains: 
1744-889] ^ ^ ^ 

Cellular Localizationt not determined 



ATPase. Ca++ transporting, type 2C, menber 1 
Hs. 106778 
H51919 
AAF27813 



I 

MIPVLTSKKA 
SQPKNPIiIML 
PEOiCVRBGK 
KVTAFQPAAT 
PLQKSMDIJ^ 
TLALGVMRMV 
GV6YNQFGEV 
KGLDGLQQDY 
GQTLTLTQQQ 
TTIitASSVSI 
pySASPRHKM 
LVDDDFQTIM 
1NIIMD6PPA 
BLRUNVil'PR 
LVIYFPPLQK 
I.BV 



11 
I 

SELPVSEVAS 
LIASAVISVL 
LEHTLARDLV 
NQDLASRSNI 
KQLSPYSPGI 
KKRAIVKKLP 
IVDGDWHGP 
IRKABYPPSS 
BDVYQQEKAR 
KMITGDSQET 
KIIKSLQKNG 
SAISEOKQIY 
QSLGVEPVDK 
DTTOTPTCFV 
VFQTESIiSIIi 



21 
1 

ILQADXiQNGIi 
MHQFDDAVSI 
PGDTVCLSVG 
AFMGTLVROG 
IGIlMLVGHIi 
rVETIiGCaiV 
YHPAVSRXVB 
EQKWMAVKCV 
HGSAGLRVLA 
AVAIASRLGL 
SWAMTGDGV 
NNXRNFVRFQ 
DVIRKPFRNW 
FFDMPHALSS 
DLIiFLLGIaTS 



31 



41 



NKCBVSHRRA 
TVAIIiIWTV 
SKVPADLRLF 
KAKGWIGTG 
LOKDILEMFT 
XCSDKIGTLT 
AGCVCNDAVI 
HRTQQDRPBX 
LASGPEL6QL 
YSKTSQSVSG 
NDAVALKAAD 
LSTSIAALTL 
KDSIXiTKNU 
RSQTKSVFBI 
SVCIVAEIIK 



FBGHMEFDIS 
AFVQEyRSEK 
EAVDI.SIDES 



ISVSLAVAAI 
KMEMIVTBIF 
RNNTLKGKPT 
CFKKGAYBaV 
TFIiGliVGIID 
EBIDAMDVQQ 
IGVAMGQTGT 
ISLATLMNFP 
I1KII.V8SIII 
GIiCSNRMFCy 
KVBRSRSKIQ 



51 
I 

EDEPLWKKYI 
SLBELSKLVP 
SLTGBTTPCS 
MMQAEBAPKT 
PEGLPIWTV 
TSDGLHAEVT 
E6ALIALAMK 
IKYCmfQSK 
PPRTGVKEAV 
LSQIVPKVAV 
DVCKEAADMI 
HPUIAMQILH 
V06TLFVFWR 
AVL6SIMGQL 
XHVSSTSSSF 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



A68 DHA 3EQl?ENCB 
Gene name: 
Uoig^e number: 
probeset Accession #t 
Nucleic Acid Accession #t 
Goding sequence: 



bone morphogenetic protein 7 (osteogenic protein 1) (BMP7) 

Hs. 170195 

BB616633 

Ss-lil" (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

ioGCGCAGaS GGGCCCGTCT GCAGCAAGTG ACCGACX«CC GGGAOGGCCG CCTGCCOCCT 

SgC^TG GGGOGGTGOS GGCCOGGAGC C0GGAGCCCX5 GGTAGQGOGT ^^^^ «° 

SaTC^CGT GCGCTCACTG CQAGCTGCX30 0GCC3GCACAG CTTOGTGGCG CTCTOGGmC 180 

C^TTCCT GCTGCGCTCC GCCCTGGCCG ACTTCAGCCT GGACAAOOG GTGOCTOSA 240 

QCTTCATCCA CCQOCGCCXC CGCAGCCAGG AGCGGCGGGA GATGCAGCX3C GAGATCCTCT 300 

S!:?St^ GCTGGACCTG TACAACGCCA T^C^^ *20 
GCCAGGGCTT CTCCTACCCC TACAAGGCOG TCTTC»GTAC CCAGGOCOa 
GCCTQCAAOA TftGCCATTTC CTCACCQACO CCGACATGOT CATGAGCTTC GraACCTOG 
T^SaCATCA CAAGGAATTC TTCCACCCAC GCTACCRCCA TOagAOTTC OQGTTTGATC 
tS^^ CCCaGAAGQG 6AAGCTGTCA OSGCftGCCGA ATTCCQOATC TACAAGQACT 

861 



60 



420 
480 
540 
600 



wo 03/042661 



PCTAJS02/36810 



ACATCOGGGA AOGCTTCGAC AATGAGACGT TCOGGATCAG CGTTTATCAO OTGCTCCAGO 720 

AGCACTTGGG CAGGC3AAT0G GATCTCTTCC TGCTOGACAG COSTACOCTC TOQOCCTOCa 780 

AGQAQGGCXX3 QCIOGTCTTT GACATCACAO CCACCAGCAA OCACTGGGTG GTCAATCCGC 840 

GGCACAACCT GOGCCTGCAG CTCT0GGT6G AGACGCTGOA TGOGCAGAGC ATCAACCCCA 900 

AGTTGGaXXS CCTGATTGGG OGGCACGGGC 0CCW3AACAA GCAGCCCTTC ATGGTGGCTT 960 

TCTTCAAGGC CAOGGAGGTC CACTTCCOCA QCATCOOGTC CACGOGGAGC AAACAGCGCA 1030 

GCCASAACXX3 CTCCAAGACG CCCAAQAACC AGGAAGOXT GCGGATGGCC AACGTGGCAO 1080 

A6AACA6CA6 CA00GACCA6 AGGCAGGCCT GTAAGAA6CA 06A6CTGTAT GTCAGCTTCC 1140 

OAGACCTQGG CTGGCAGGAC TGGATCATCX3 OGCCTGAAGG CTAOSCXXSCC TACTACTGTG 1200 

AGGGOOAQTG TOCCTTCCCT CTGAACTCCT ACATGAAOQC CACCAACCAC GCCATCX3T0C 1260 

AGAOGCTGGT CCACTTCATC AACCOGGAAA OSGTGCCCAA GCCCTGCTGT GGGCCCAGGC 1320 

AOCTCAATGC CATCTCCGTC CTCTACTTOS ATQACAOCTC CAAOGTCATC CTGAAGAAAT 1380 

AGAGAAACAT GGTG6T00GG G0CTGTG6CT GCOICTAGCT CCTCCGA6AA TTCA6ACCCT 1440 

TTGGGOGCAA GTTTTTCTOO ATCCTCCATT GCTOGCCTTG OCCAGGAACC AGCAQACCAA 1500 

CTGCCTTTTG TGAOACCTTC CCCTCOCTAT CCCCAACTTT AAAGGTGTGA GAOTATTAOQ 1560 

AAACATGAGC AGCATATGGC TTTTGATCAG TTTTTCAGTQ GCAGCATCCA ATGAACAAOA 1620 

TCCTACAAGC TGTOCAGGCA AAACCTAGCA GGAAAAAAAA ACAAOGCATA AAQAAAAATG 1680 

GCOGGOCCAG QTCATTG6CT GaGAAOTCTC AOCCATOCAC GGACTOQTTT CCASAOQTAA 1740 

TTATGAOOQC CTAOCiAGCCA GGCCAOOCAO CGGrGGOAGQ A ftGGGGGOOT G8CAA0600T 1800 

GGGCACATT8 GTGTCTGTGC GAAAGGAAAA TTGAOCGGGA AOTTGCrGTA ATAAATGTCA 1860 
CAATAAAAOS AATGAATG 



A69 Protein sequence! 

Gene name: bone ntorphogenetlc protein 7 (osteogenic protein 1) (BMP7) 



Unigene nundberi 
Probeset Accession #t 
Protein Accession ft: 
Signal sequences 
Pfam domainal 
Transmesibrane domains: 
Cellular Localization: 



Bs. 170195 
BB616633 
NP 001710.1 
1-30 

TGFbj>ropeptide [37-281] 

none found 

secreted 



1 
I 

14HVR8LRAAA 
ILGLPHRPRP 
LQDSHFLTDA 
IRBHFDNBTP 
HNLGIiQIiSVE 
QNRSKTPKNQ 
OECAPPU«SY 
RNMWRACGC 



11 
I 

PHSFVALWAP 
HLQGKHNSAP 
DMVMSFVNLV 
RISVYQVLQE 
TLDQQSIKPK 
BALRMANVAE 
MNATNHAIVQ 
H 



21 
I 

LFLLRSALAD 
MFMLDLYNAM 
EHDKEFFKPR 
KLQRESDLFL 
liAGLXGSaGP 
N888DQRQAC 
TLVBFXNPET 



31 
I 

FSLDMEVHSS 
AVEEGGOPGG 
YHHREFRFDL 
LDSRTLWASB 
QNKQPFMVAF 
XKHELYVSFR 
VPXPCCAPTQ 



41 

I 

FIHRRLRSQE 
QGFSYPYKAV 
SKIPEGBAVT 
EGWLVFDITA 
FKATEVHFRS 
DLGH^fflXA 
UIAISVLYFD 



51 
I 

RREMQREILS 60 

FSTQGPPLAS 120 

AABFRIYKDY 160 

TSNHMWNPR 240 

IRSTGSKQRS 300 

PBOyAAYYCB 360 

DSSNVIUCKY 420 



Cervical 



A70 DNA sequence 
Gene name: 
Unigene niunben 
Probeset Accession fi: 
Nucleic Acid Accession S: 
Coding sequence: 



bone morphogenetic protein receptor IB (AIiK-6) 

Hs. 87223 

AA250737 

im_001203 

274'-1782 (underlined sequences correspond to start and stop codons) 



1 
I 

GQOGGQGOGC 
GAGGAOGCGO 
GT6AAAGGAA 
CATAACCATT 
TGCCATAAGT 
AATQTGGGCA 
TTGCGTTGTA 
QACGGATATT 
GGTTGCCTAG 
AGAAGATCAA 
CTOOCTOCAT 
ATATCTGTGA 
TATAAAAGAC 
ATTCCrCCTO 
TCAGGCCTCC 
ATTGGAAAAG 
6TGAAAGTGT 
ACAOTGTTGA 
GGGTCCTGGA 
TATCTGAAGT 
AOrGGCTTAT 
CATCGAGATC 
QACCTGGGCC 
ACTCGAi3TTG 
AATCACTTCC 
CrrTGCTAGGA 
CTAGT(3CCCA 



11 
I 

GQAGTOGGOQ 
GAGCCGGGAO 
AGGAAGATCA 
TGOCTCTGAO 
GAGAAGCftAA 
CCAAGAAAGA 
AATGCCACCA 
GTTTCAOQAT 
GACTAGAAGG 
TTGAATGCTG 
TGAAAAACAG 
CTOTCTGTAG 
AA6AAACCA0 
GAGAATCGCT 
CrCTGCTGOT 
GTQQCTATGG 
TCTTCACCAC 
TGAOGCATGA 
CCCAGTTGTA 
CCACCACCCT 
GTCATTTACA 
T6AAAAGTAA 
TGGCTGTTAA 
GCACCAAAC6 
AGTCTTACAT 
QATOTOTATC 
GTQACCCCTC 



21 
I 

GGGCCTCGCG 
OGCAOOOQOQ 
TTTCATGCCT 
CTATGACAAG 
CTTOCTTOAT 
GGATGGTGAG 
CCATTQTCCA 
QATAGAAaAG 
CTCAGATTTT 
CACAGAAAGO 
AGATTTTGTT 
TTTGCTCTTO 
ACCTCGATAC 
GAGAGACTTA 
CCAAAGQACT 
GGAAGTTTQG 
AGAGGAAGCC 
AAACATTTTQ 
CCTAATCACA 
AGAOQCTAAA 
CACAGAAATC 
AAACATTCTG 
ATTTATTAGT 
CTATATGCCT 
CATGGCTGAC 
AGGAOQTATA 
TTATQAGQAC 



31 
I 

GGAOGOQGGC 
GGGTGGAGTT 
TGTTGATAAA 
AGAGGAAACA 
AA CATGC TTT 
AGTACAGCCC 
GAAGACTCAG 
GATGACTCTG 
CAGTGTOGGG 
AAC6AAT6TA 
GATGGACCTA 
GTCCTTATCA 
AGCATTGGGT 
ATTGA6CAGT 
ATAGCTAAGC 
ATGGGAAAGT 
AGCTGGTTCA 
OGTTTCATTG 
GACTATCATG 
TCAATGCTGA 
TTTAGTACTC 
GTGAA6AAAA 
GATACAAATG 
CCAQAAGTGT 
ATGTATAGTT 
QTGGAAQAAT 
ATQAOGGAQA 



41 
I 

AGTGCGGAGA 
CAGCCTACTC 
GGTTCAGACT 
AAAAGTTAAA 
TGOGAAGTGC 
CCACCCCCCG 
TCAACAATAT 
GOTTGCCTGT 
ACACTCCCAT 
ATAAAGACCT 
TACACCACAG 
TATTATTTTO 
TAGAACAGGA 
CTCAGAGCTC 
AGATTCAGAT 
GG0GTG60GA 
GAGAGACAGA 
CTGCAGATAT 
AAAATGGTTC 
AGTTAGCCTA 
AAGGCAAACC 
ATGGAACTTG 
AAOTTGACAT 
TGGACGAGAO 
rrGGCCTGAT 
AOCAGCTTCC 
TTGT6T6CAT 



51 
I 

CCG0GGC6CT 
TTTCTTAGAT 
TCTGCTQATT 
CTTACAAGCC 
AGGAAAATTA 
TCCAAAGGTC 
TTGCAGCACA 
GGTCACTTCT 
TCCTCATCAA 
ACACCCTACA 
G6CTTTACTT 
TTACTTCCGO 
TGAAACTTAC 
AGGAAGTG6A 
QGTGAAACAQ 
AAAGGTAOCT 
AATATATCAG 
CAAAGGGACA 
CCTTTATOAT 
CrCTTCTOTC 
AGCAATTGCC 
CTGTATTGCT 
ACCACCTAAG 
CTTGAACAGA 
CCTTTGGGAQ 
TTATCATGAC 
CAAOAAOTTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 



862 



wo 03/042661 



PCT/US02/36810 



CXSCCCCTCAT TCCCAAACCG GTGGAOCAGT 
ATGACAGAAT GCTGGGCTCA CAATCCTQCA 
ACACTTGCCA AAATGTCAGA GTCCCAGGAC 
CATCTCTGCA GAAAGCCAAC AGGTACTCTT 
5 TAAGCATCCA CAGTACAAGC CTTOAACATC 
CTTTCAGQGA GOGACCTGGG CftAftGACAGA 
TCTQTTTGTA GGCGGAGAAA CCGTTaQOTA 

A71 Protein sequence 
10 Gene namei 

Unigene ntxinber: 

Probeset Accession # : 

Protein Accession 

Signal seguence : 
15 Tran«iieirbrane domains: 

PFAM domains: 

Cellular Localization: 



6ATGAGTGTC 
TCAAGGCTGA 
ATTAAACTCT^ 
CTGTTTGTGG 
OTCCTOCTTC 
QAAGCTCCCA 
ACTTGTTCRA 



TAA6GCAGAT 
CAGCCCTGC6 
GATAGGASAG 
GCftGAGCAAA 
CCAQTGGGTT 
GAAGGAGAGA 
GATATGATGC 



GGQAAAACTC 1680 

GGTTAAGAAA 1740 

GAAAA6TAAG 1800 

AGACATCAAA 1860 

CAGACCTCAC 1920 

TTGATCCGTG 1980 
AT 



bone morphogenetic protein receptor IB <AI.K-6) 
HS. 72472 / Hs. 87223 
AA250737 / U89326 
V[p_001194 

1-13 

ictiiin^receptor 130-1113 , protein kinase t204-491J 
plasma membrane 



20 1 

I 

MLLRSAGKLN 
DSGLPWTSG 
GPIBHRALLI 
25 GQSQSS6SGS 
lilFRETBiyQT 
MLKLAYSSVS 
TNEVDIPPNT 
EEYQLPTOroL 
30 RLTALRVKKT 



11 

1 

VGTKKEDGBS 
CLGIiEGSDFQ 
SVTVCSLLLV 
GLPIiLVQRTl 
VLKRHEMILG 
GLCHLHTEIP 
RVGTKRYMPP 
VPSDPSYEDH 
lAKMSBSQDI 



21 

1 

TAPTPRPKVL 
CRDTPIPHQR 
LIII.FCYFRY 
AKQIQMVKQI 
PIAADIKQTQ 
STQGKPAIAE 
EVLDSSLNIiN 
REXVCIKXXiR 
Kb 



31 

1 

RCKCHHHCPE 
R8IECCTERN 
KRQETRPRYS 
GKGRYGEVWM 
SWTQLYLITD 
RDLKSKNILV 
HFQSYXMADM 
PSFPNRHSSD 



41 
I 

D8VNHICSTD 
EOiXDUXPTL 
IGLEQDBTYX 
GKWRGBKVAV 
YHENGSLYDY 
KKNGTCX:iAD 
YSFGLILWEV 
EGLRQMQKLK 



51 

GYCFTMIEED 60 

FFLKNRDFVD 120 

PPGESLRDLI 180 

KVPPTTBEAS 240 

LKSTTLDT^ 300 

LGLAVKPISD 360 

ARRCV6GGIV 420 

TECWAHSIPAS 480 



Bladder 

^ne'^.T^" „o™osapie,» type II »e.Xbr»» serine protease -wa 

35 Unigene nuinber: Hs.6332S 
Probeset Accession #x AA411502 

\'-urr?i^rlinea se^ces correspond to st«:t »d stop codons) 



60 
120 



1 U 21 31 41 51 

ItcTTACAGQ ATCCKSACfiG TGATCAACCT CTGAACRGCC TO^^CAA J^CTC^ 

S^CCCCXSTA TCCCCATGGA GACCTTCAGA AAG6IGGGGA TOC^TCOT ^^^f^ ibO 

45 CTGAGCCTGO CGAGTATCAT CATTGTGGTT GTCCTCATCA AGGTGATTCT GGATAAATAC 180 

SSgSqCC TCICCACTTC ATOCCmGGA AGCAGCTGTG TGACGGA6AG 240 

G^TGGCAG TCCGCCTCTC CRAGGAC06A TCCACACTOC AGGTGCTGQA CTOQOOTjO^ 360 

SgAaSgGT TCTCTGCXZTG TTTCGACAAC TTCACAGAAG CTCTCGCTGA G^A^COT 420 

50 ^CAGATGG GCTACAGCAG CAAACCCACT TTCAGAGCTG TGGAGATTGG CCCA©^C»G 480 

^ctS TTGTTQAAAT CACAOAAAAC AGCCAGGAGC TTCGCATGC3G GAACTC^ 540 

^ScTGTC TCTCAGGCTC CCTGGTCTCC CTGCACrGTC TTGCCTGTGG GAAGAGCCTG 600 

S^^5S5Stggggaggaggcctctg^ ^11 

AGCATCCAGT ACGACAAACA GCACGTCTGT GGAGGGAGCA TCCIO^OT CCraGTCTC 720 

55 CTCACGGCAG CCCACTGCTT CAGGAAACAT ACOGATGIGT TCAACMGAA GOTGCGOGCA 780 

GGCTCAaACA AACIGGGCM CTTCCCATCC CTGGCT6TGG CCAAGATCAT CATCATTGAA 840 

SSS^toSaSaAGACAATGACATC^ 500 

AOTTCTCAG GCACAGTCAO GCCCATCTGT CT6CCCTTCT TTGATGAGGA GCnJCACTCO. 960 

gS^Scac TCTGGATCAT "?! 

60 ?^SSc aSScAGGTC AT^ nil 

G^ACCAGO QGGAACTCAC OGAGAAGATG ATGTGTGCAG GCATCCCGGA AGGGGGTGTQ 1140 

^^^^SsSSSSgtxmtgggcccctgatgta 

It^CRTCO TTAGCTQOGG CTATOGCTGC GGGGGCOC^ ^260 
AAGSTCTCAO CCTATCTCAA CTOGATCTAC AATOTCTQGA AGGCTGAGCI OTAA 

65 

^^Protrin ..qu««.. ^ ^^^^ ^^^^^ ^^^^ ^ 

Unigene number: Hs. 63325 

70 Probeset Accession #: AA411502 

Protein Accession » : MP_057S09 

Signal sequence: none found 

Transmembrane domains: 31-53 

LDLa domain: 54-94 

75 Tryp SPc domain: 204-429 

Cellular Localization: plasma mentorane/ER 



1 11 21 31 41 51 

ilLQDPDSDQP LsLDVKPLR KPRIPHBTPR OTGIPIIIAL LSLASIIIW VLIKVIJjDKY 60 
YPLOGQPIflP IPRKQLOXJB LDCP16EDBB HCVKSPPBOP AVAVRMKDR STLQVLDSAT 120 

863 



wo 03/042661 



PCTAJS02/36810 



C2WFSACFDN FTEAbABTAC RQMGYSSKPT FRAVBIGPDQ DLDWBITQI SQELRMRNSS 180 

GPCLS6SLV8 LBCXAGGRSL RTFRWGGEB A5VDSWFWQV SIQYDXQUVC G6SILDPHNV 240 

IiTAAHCFRKB TDVFNWKVRA GSDKL6SPPS lAVAKIIIIB FNPMYPKDMD lALMKLQPPL 300 

TFSGTVRPIC LPFFDBELTP ATPLWII6HG FTKQNQOKMS DILLQASVQV IDSTRCNADD 360 

AYQGEVTBKM MCAGIPBQGV DT0Q6D80GP LMYQSDQNUV VGIVSN6YGC GGPSTPGVYT 420 
KVSAYUmiy NVWKABL 

A74 PHA SEQUBWCB 

Gene name: BST8« Weaiay similar to 0GBU7L collagen alpha 1(1X1) chain precursor [H.sapiensl 

Uaigene nunftsert Hs. 19322 

ProbeseC Accession ft: AA086458 
Nucleic Acid Accession tf: AA088458 

coding sequence t 862-1995 (underlined sequences correspond to start and jstop codons) 
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6C0CTTGGAC ACTGACATGG ACTGAA6QAQ TAOAATGGAG CAGGAGGACA CTGACATG6A 60 

CTQAAGAAAA AGGAGCT6GA GCAGGAGAAS GAGGT6CTGC TGCAGGGTrT GGAOATQATG 120 

GC0C6GGGCC 6CX3ACTGGTA CCAGCAGCA6 CT6CAACGAG TGCA6GAGO0 CCAGOG006C 180 

CTOGGCCAGA GCAQAQCX3^G CX3C0GACTTT GGGGCTGCAG GGACCCCCCXS COCACTGGGG 240 

GGGCTACTGC CCAAGGTACA AGAGGTGGCC CXSOTGCCIGG GGGAGCTGCT GGCTOCAGGC 300 

TGTG0CA60C GOGCCCTGCC CCGGTGCTCC TCOQQGCCCC CCTQCCCTQC CCTGACOTOC 360 

ACCTCACCCC CGGTCTGGCA GCAGCAGAOC ATCCTCATGC TGAACX3AGCA GAAC06ACTC 420 

CTCACCCAOO AGGTGACGGA GAAGAGTGAG CX3CATCAGGC AGCT6GAGCA GGAGAAGTGG 480 

GOGCTCATTA AGCAQCTGTT TGAGGCCOGC GCCCTGAGCC AGCAGGACJGG GGGACCTCXG 540 

GATTCCACCT TCATCTAGTC CTTGTGGGCC GCX3TGGGCCC CCAGGGCCAG GCTGGCACTC 600 

AGGCCTTGQA GGGTGGGOQC CCCATGOCAC CCAOCCTCTC TOGCTaOASA GCCCGQGCAO 660 

GCCCAQGCAC AaTCCOGGAS TQGGGQCCTT OCTGCCGCCC TTGCC nGATQ GGCTCCCCAQ 720 

6CCTGCCCCC GGCTGGTCCC CGCAC06A6C GCTTGACTCC OTTTKGQCTC CTGGTT6VTG 780 

ACATGGGCTG GGGGCTCTCT TGAQTCCGCA TAGTCCGCAQ CTACTACTGG CXXSCTGTCAG 840 

TGGACAGTGG GGTAGCCCTC CATQAGTTAG CX3TCCCGCCG TTTCCAGCGG TGC08GCCTG 900 

GGTCCCATCT TCAGGGAAAO QCACTGCCCA CGGCAGGCTO CACTTCCAAC AAOGGGCftGC 960 

AGAOGGGGOG GGGOGGCTCC GACGCGGGTC CAAGGGCAGC TTCC06CTCA ACCAGGGCAC 1020 

CAGQAG6AGG TGGCTGTAGC T0GGA0G6AC GGAAGTAGAT OGAGGGGGTG GGGAOGGCCT 1080 

GTAAGCXSGQQ GGTGCXnXSCC TGGCTGGGGA GCCCCAGGGA TAGCGGT06G ACTTCAGQTT 1140 

CIGGCCAAG6 CTGA6GGACC CTGGC7GCAG CXKSATOGGCA G6C0GGGTGG G0QA6A6CTT 1200 

GQCXTGCATG TQOCTCOCAC AGA0CCTGG6 GTGATGGCCT TGGCOCTCTT G6C0QGQACG 1260 

TTQCCCCMX3 TTQAOTiXCA CACAACATCC TGTGAGCXrTO GCTCCCCAGG AGGGOGOCCA 1320 

GACAGCTCCX: AGGCACOTCA TAGOCAAAOC CiaTTTCCCC OQACTCAGGA TTTCCAAGGC 1380 

CTGGGGTCCT GCTCACCCXX: CTTTGCTCTC AOGCCCAGCC TGTCCCCAtSO TTTCAGCTGG 1440 

GAGAGGCCAC CTCCCTCAGC CAAGGAAAAC GAGAACCCCC AG6GTACAGG AG6A0GCIGG 1500 

GGCAOGTGCC CTTGGGTGTC ACTCGCTGAG OCCCTGCGCA GGCCCACTOC GQCTOGTGCT 1560 

GGAGTAGGCA CTGGT6GGG0 GGCCCTOCTC AGGCCAACCT GGAGGGTCCC AGTGTCACCA 1620 

GAACCAGGGG OVCGGCAACA GCATCGATGG GTTCTGCAGC CCAGGGCCCC CGATCCGGGG 1680 

TCAGTGTGTG TGGGGCGCAG GGCCTCOQAT GCGGG6TCAG TGOGTGGGGG 60GCAGGG0C 1740 

CCCGAT0G6G GQTCAOTGOG TOGGGGGGGC AOGGCCCCCT OOTGTCCAGG QCACrrTOGT 1800 

ACACTGTCCC ACAAGGCACC TGTCTCAGAG GACGGGCCCT GGCAGGCA6C GIGGCAACTC 1860 

CCTTC0G6AG CCCAGCTCCA TGCTAACCTG CCCACAGCAA CGGGAGAOAG CCACATTCGC 1920 

TGCTGCACCT GGTCTGCAGG GGTGTCCCAG GACAG6CCCA AOTCAGCCCA GCATGCAOCT 1980 

GCCCTCCTAC CCTGAAGATG GGAGT06GCT TTCCAGGGGA CATAAGGATG TCAGGCCTGG 2040 

ACCTCCTGGG CAGGAAAGGG T6CAGGTCX:t GAGGGOCTGT GCCOCACAGC CCCAGCACXX: 2100 

AGGTGGACT6 CAOGQCA0IG GGTGGGCCAG TGGCAG0CA6 GGA6AAGGCC CXX3GTCA6CA 2160 

GGCTGGGOTC TGOCCACCAO OGCCTCCCCA COTCTGCCTT TGAGGOTGCC TGCCATGCCC 2220 

TGGGGGATCC TGGCATCTTT ACTGGACTGO AAGCAGGAGA CAGAACAGTG TCTGTCXXX3G 2280 

GGTGACTTCA TCAGGAGACC GCCCACATAG AGCTGQACCC CGCAGCTGAA GOGGAAATGT 2340 

GAQACSU3GCT 0GCACCTCX3Q (3AAAAAC7GC CTTTCAGCXrr TGGTGTTCOG T6CAAGGTGA 2400 

AAAGAAATAO GTOCTCCCAO TTTACAGCTT GAAATCAOOC TAGTGAGTGO OOCIGOftOAC 2460 

CAOGAGGGGA GAATTTAAAG GCCCCG6CTG GCAGGGTCTA (3GTGGCTGGC ASAGGCACAT 2520 

GCAQACXXTTG CCTGGAGCCT GCCCTAGGAC GCTGGGOGGQ TCAGTCTCCO TGCAGGATGT 2580 

GAGCAGCQTC CCTGQGCTCT ATCOGCQAGG TOCCAGTAGC GTQTGCAGGT ACATACAOGT 2640 

GOGTGCACAC TGT6ATGACA CXX33GAAATQ TCTCAGGATG TTGAAATGTG TCCTTGGGGG 2700 

CAQAAOIGTC 0CXAGTT6A6 AATCIGOCCC AGAGQAACAC ACCXACAOCA GGCCTCAQGA 2760 

rmvm ' nxi atcaagttcx: aaggaaaagg aacatctcag oogggogtgo tgottcaogc 2820 

CTGGAATCCC AGCACTTGAG GCC3VGGAGTT CCAGAGCAGC CTGGGCAACXS CAGTG AGAGA 2880 

CtXCATCTCT ACAARAAAAA AAAAAGAAAG AAAGAAAATG AGAOATCCAG 6TTTAAAAAT 2940 

TCATAAACAC CACAAGOAAA CAATACACTA TGAGACCCAG CAGAA OCAAC AGATTQACTC 3000 

TAGACCCAGA TACTAGAATT ATCAOAGAGA ATATAAAGTA ACAGIGTTTT ATATATCTAA 3060 
AOAAATAAAA GA6ATTTCTQ GAAACA1GAA AAAAAA 

A75 DMA SBQOBWCB 

Gene name: SCCA2 or 2b« serine (or cysteine) proteinase inhibitor 

Unigene number i Bs. 227948 

Prbbeset Accession 8i AB035089 
Nucleic Acid Accession fti AB035089 

Oodlng sequence: 9845-10219 (underlined sequences correspond to start and stop codons) 
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GGGCATGCAG CCATOQGQQA AAATCCATAO TGCAGATAAA GCAAGGAGGA AGAAGAAGQA 
CAGTTCTAGT AAAAGGGAGA ACATCAATAT AQG AlVm C TTAGCAATAG AAAA AGAAG Q 
OCAAGAGQAA TTAGGQAGAG AGTTATAAGA GATCAGCAAO GGGACAGQGT TAOATTTGGT 
TrGGTTTGAA AGCATACAGT AAATATOATG IXTrOTCOCTO GCAGTGTrGG CAGAGTAGOA 



60 
120 
180 
240 



864 



wo 03/042661 



MQAGGAftGG «GGCAAG«G ATAATRT^T TTTCTCTSW 
OAGltCTATTr CCCTCTCTGC TTTTCAAACC TTACTOQAST TOTTTTCCCT 

mctSttag TCTTOTTCTO aogttgttca atqtatmat atctmatct 

^^^^ ^TTGGGAA TACAOXAATT GACATATATT CTQTTATTTG MG"™*** 
5 AA^?MTW ACTAA^GT ITCCCTATAa ATTOCCRCAA QCACATAATA »<»»A»5Jf; 

TCTCTT^CI trclTACTTA ACAATGCTOA QAAAACTTTA CAGOTTaT 
aGTcSoGAA AATCTAGGAG ATRTTTCTTA AOCAATCTAT ^^^^^^ 
Smrrrer GAAACSICTAA TTTCCCATTQ AflQATTTGTT TTTAATTTCT 

1 n rmrTCrrrCA TATGCAAAAA CTXCnOOAA TTTCICAeTT CtCTGTGGCA ATATATGACR 

^" S^^gS tatstccttt ctagcctqtc ^tcacatgc 

ATTT^C AOAAAAAAAT 6CX:T<3AAAT0 ATTTCTCATI 

SmctttS ctaaatttaa gcaaactcct gctcattttc agttagtacc -nwcmAO 

SoaStTC AGGSCAAACC TCWnOCCTC A6ACGTTTAG CXaTAGTCTG AM«««T 
1 S rSlSro OTCCCCTOTA ACCOOQGITT GTCTCRfiCTT OTTATCCIQT TTTTTTCTTC 
S^^^ ^^SSSt? TOICCTATGA GACATTAGAT tccttttctt 
S^CCGA GTAAATCCAT CCTACTCCAA TAGAGGAAGG TCaTTTTTG TCTTM*OT 
r^fiCATCCAQ ACTCAGCTGA GAAOACCATT ATTCATTTTT GQAATTCITT ATCTCAB»ra 
S?^???^ SSStcTTT GGATTTTTAG TCCATCAAOG CCCCATTA8T 

M SaS^CCCM ACTTCAATCA aOOAACTTAT AOCKTTAAA CTCATTCRGA GACTCAAAAC 

SaSS ^tacSS» cctaasaaga gcawtcttg ggggttgagg A«a^®? 
SSgaamt tccagattgg aaacacagct tcctttctcc catccakjcc ciactttctQ 

TCTGGCACCr TOTTGIAGAT AAATCTCCCT TGACmWO 
iS^AMT CACOGCTOQT eTTAAAAAQO GCCCATGACA ATACCAAStG ■"eGOMaA 
25 5^^AA ATTCACGOrC 0GTTG8AATO CACACTTOTG CAS«TTCTA 

TCMQCATTT CCTCAAAATO TTAACCTGGA TTTA(XATAT OACCXaUJCGA 
IS??^^ 5SS5a^ TOAAOAAATA TGCCATOCAA aaaamgtac 

sctaStcat tattcaiaat asiaaaaoga «GAAA«aAC »o*^«r« 

^S^AT GRTTAAAQAA AATCTGGTCr ATTCATAGBA TSGAATATIA "CW^OCA™ 
-^O SSmuSg MQTMTGAT CCATOaATO ATGTGGACAA ACCATGAAAA TAACaCTAQA 
^" ^S^S^?^S5^0rAIt»TTCCA«TACCIGA«^^ 
I^GCTAM CCATAGAAAC AGGAGOraGA rKKTGGTTT CCAGGQTCTC CMGftRTOQA 
SSS^S^ ACT^TTC TrrrGGRGGT AOTOAAATTQ TTQTOaAAM MA'a'®" 
^TTTOTO AATATAATAA AATCATTOAA TTGTACAOTT a^WMTCG 
•^S MMOTIAAT AAAAAGGGGS TCCACAAAAC AAACAGCCCC CXACTCTGGT 

^CAAQATA TTCCAOOGQA AACACIGQAA l^STCTQAA C^A^^SS 
!^SlcAGAAGG ACCATTGAGA AATGTTGI^A TOT«^ 

CTTCATTTTT AAATGTAAAA TTAGAAAGCT GCCATWAAA ATGOCCCBTC ™rTTC«Rii 
40 GCICTTctS GTGKaeCCT OrtAACTCAA TGTGTTAGTC TGTTTTCATG CTOC^TAA 
SJS^S SEwCTOGCA AGAAAAAGAG GTTTAATTGQ GCTTAOAGTr CCACGTGATT 

^^SS S^SSS gSggS aaagtxattc ttacatggtg eciGC^ 

S^^AGGA ^CAAAA GAAGAAACCC CTGATAAACC CATOQmTCT OCIWGGCTI 
^Si^C ATOAGAATAG CACAAGAAAG ACCGGCCCCC ATOATtCAW »«TCma 

45 ^ SSc^ Smmcato tggaaattct ggtagataca attcaagttg «sat«wgt 
mSm^ tcactcagca aggcagataa ctttctcact gmcctmgc 

^^^S GGTTOtAAGG GGCACSGOAA GTGACTGGTA 

^SioAG AAGGCAATAO *«CCT»StC W»XMm 
^^CTAC ACTTCTTCAC TATCTCTTTO OACTTAaAAT TAGCACTACA TTOCrrOTTA 

50 wa^gS aattcatagg atgacaaaaa cittcagaac tgaaaaacao 

^ Snro^ CTTTGGTATT 0GAAGTAT6C CTAAAAQACA ATOCAAAATC 

SSSSS M0OTGGQ3T TTTOOTTOT TTQQITT^ 

^XSaa OOGATGGAGT TOAAACAAAT <^'^»^<^^'^^^^^^, 
CAITGGCArr ACAAAGGCAC CTACATQTAT TTCACAWSAG CC0GTGACI6 CTGACTTGCA 
55 IT^S^ ATTAAAAAfiO AGGTACAATQ GIAGAACIGT »MCCTGTCC 

??TBiS StScatat TCATAAAGGT GAGTGXTAGC COGCTTGIOA A^TCWMf » 
CAAATACIAA CCACAGAGGG AAAGGCAGCA ^^^l 
6QAICICA0C CTTCATTOCA OWACACACA CAOCCTCtCP OCOaCCTCT ?CTTCCTCTA 
GGMCAWGO TAAGAGCrrC AAOCCTCIOC AOCTIAATAA CATGAATTAI rm&^ 

60 S^MwS Sg^cia tatcatgcat ctcctgcatt ciotctgati 

OASCAAAATT AAAATACCXA TTTCATCreA TTTGTCCm MCXAmTO 

^a5i?«a mWxsu^ GGOtfarrcm ggaacrcasa 
^SSS SSSgagatct cagggaogca tcttaao^c KsrtG^ T^?^ 

AGOTCTCCXO rrASCATICA TTOrAAASOC ATCCTAOCTA GCTCIAGIGT AAOCWXa AT 
65 GAAAMAMA TAAAGAGGGT C9ATTAOTA TTIACAATAG TCTTTAAAAA OOraWTTTO 
SwAGGACA TtAATATATT TAATATATGC ACATTGIASA 
a^^AT AAGAGAAAAA CTTTAAAICr CAAAATCTCA CAACCOGM ATW«TTTC 
TTTAMAAAA TTOTACTMA AAAIAOCATT CCATTIATrA AAGTCATTCT OAtaGGAATC 
?S?GCTTTT ^G^ITC CAOATCACW OQROWCACC AT6AATTCAC TCAGMAAOC 
70 ii^Si ATCreXTCCA ACAGTTCAGA AAATO^ 

OTCIAITCC CCTATCAOCA TCACATCAGC ATTAGGGATO WCCICTTAG 
SaCACIGCA CAACAAATTA OCAAflSTAGC TATCAGCATC ATTACGTTOT CCTOITOTffl 
S^ CTCro OTTOCOTOOO CTOflCMaCA OATGGTAATA GATGTGGTGG TCIGATGMT 

]SaSo gSStcSsq aawcccata actgtgagac c^ctgactta aacagatctt 
75 TTwerAAAG rm'L-iimc ccgcttcaxg tctcttccag wrciTracT ttqmc^ 

CA^GAAC ACC3«aGAAA AAGCIGCAAC ATATCATGTO MTOCMM ??EE?!SSI 
CaGCTTTAGA tCCCTOAACA GQTCATAOTT TAAACCTGOA ACWOCMA 

araoaerrp iagggaaaat cttcgacaca aagattgaga catacagrgt gggttggot 

ATAArrATTA TTOCTCMTT CTGOGTTACT ^^^^ 
80 CCTCAGAGCA lAGOTCTGQA TCAGQATAGG CTGGQTTCAO »CrCC9flCTT TOCTCn»C 
^ATOWMAA TAAGAGCAGO ACACAACTOC TCOGAGTOCX: seifiACCICA VXXXSMM. 
^aSSaa GAAAAAATCT GACTCAATRC ATGCAAATM AITBCAAAror TIACRAraOI 
^AaS AATMATOXT AMAMMTA TAAAeBWCt MAATTMAC 

?SSSr mSwS taatttaait ncATiGAGr cattaatgw attcabmsga 

865 
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ATAAGCACAA GTCOVAGTAT ATTTTGOAAA ATOATTGCTA TGGAATATAT TGGTTTAGAG 5340 
CCTTAATAGT GCAAAATGCT TTGCTGGAAG GTAGAAAGTT CTAGATTTAA ACAQGCTTAG S400 
OTTCAAAACT TGCOICTTCT AATTTATCTC TCTATAAACA GGOTTTTTTT CCCCATTCTC 5460 
TQAOCTTTCT TGTGTTCATC TGAATTQAAC TAAAGACTTA QA3TTACCCA TGTAAAGTCX: 5S20 
5 TTAOCCATGO ACCTC3GCATA CACTCTTCTT ACGTGCAGAG AATQACCATC ATGAGGAAAG 5580 
AGCCACAGAT CAGTCAATGT GTCCTACAAG ATAATAGCAC CAACAGGTAT AACAGGGCTT 5640 
CCIGGCATAA TCTATTTAAA ATATCCAACC TTCAACATAC TCGTATCCTT GATGACTGTT 5700 
AGAAOTQAAA TATQOTGCTT G0GCATAA60 AQCTGAGAGT TTAACTGQOA AGCTAAAOCT 5760 
AACCCTTIAA ACCAACAA6G AGAAAATCTA CKWTAGACA GOGCTGCATC TTTAGTTCA6 5820 
10 AAGAQAAAAO ATTGCAGTAC OTTAQAGCAA GAAGAATTTT CTGQAAGAAG TCAAATATAA 5880 
GGTOGATTTT GAAGGGTATT TQAGGrTGAAA TACACCAATT ATCAGGGAAT AACATCAAAO 5940 
6TGCTCAATQ AOACTACCAG CATTTAGGGA CTOATCTAAC AGACTTAGCA TGQGTTTAGT 6000 
ATTTACATTG ATACAGCAAT TGAATGATCT OCTTTTTTQA T8TTT6AAGG TTGATAGGTC 606O 
AGOAAATGTT CATCACCAOT TTCAAAA6CT TCTGACTOAA TTCAACAAAT CCAC TGATGC 6120 
15 ATATQAGCTO AAQATOQCCA ACAAGCTCTT OGQAGAAAAO ACXTTATCAAT TTTTACAOaT 6180 
AATTTCACCT QGCCTACCCA CATTTCATTT OCATCCTQAT GTCTGTGTCT CTGAGTGGCC 6240 
AAATGGAAGA AAGCAAGGCA QATGA6CCT6 GCOSACCCAG GTGGAGAGCA TTTACTCAGA 6300 
GTGCATTAGC TGCATTTCCA CAACTCTCGC CCACIGGAGT GTCCCAGAOC OCAAOGATAC 6360 
ATCACTGAAG TOTGGATTTA GGQATAATCT TQTGATAAAA GAGQAaaiTG TGTAATAGAO 6420 
20 TOAGTAAGAO TAATAAGTAA TAAGATAGCA TCOATAAACT GGCACTGACT CAGTCACATA 6480 
CGATACATCT TQGTGGGAAA TQTATGACTA ATGGGATATT ATTGGAATGG GCAGGCTTGG 6540 
GTOAOTTCCT GAGAATAGTT QAGOAAGTAC CAGGAAATAT TGAATGCACA GGATGAAAGA 6600 
CAAAAACAAA GATCAOAAAC ATCATG6TTA AAATTACTGG A6A0AAOTCT QAGAAOCAAT 6660 
GAATCTCCTT CAGGGAAGCX: TGCICXGCAG TTTGCAAACC ACAGCCTCTT CTGCTTCTGC 6720 
25 CTTTTGCCAA GATGATATTG ACCTTCAGTG ACCTCTTTCT TGTGCCAGCC CACATTCCCC 6780 
TTTTGCATTG CCTACATGAC ACXTTOTATAA AAATATCCAT GOACAGQAGA TACTGCATCT 6840 
ATTCAGGGTC TGGATTCAOC TTACTGTTGT TACAAATAAG TAAGTTTGGT AATATATAGT 6900 
TACATAAATT ACTCCTAATT CCTACTTCTT CCTTCATATC TCAAAGGAAT ATTTA6ATGC 6960 
CATCAAGAAA TTTTACCAGA GCAOTGTGGA ATCTACTQAT TTT6CAAATG CTCCAGAAGA 7020 
30 AAGTCGAAAO AAGATTAACT CCTGGOTOGA AAGTCAAAOO AATGGTAGGA GAGCCACCCA 7080 
TTATAGAAAC ACCTTTQAGA AACCTATGCC AGTGAGCCTT GTGCTTGACA CTGCATGGGG 7140 
GAACAGGTGT GGG6ATTGAG ATGGGTTTGC AGG6AGG6CT GAAGAGG6CA CTGCAQATGA 7200 
A0QATTT6TC CAAATGAATA TGAAGAGA6C CTAGGG6AGC CAAGGAaaAA ATCACAOOAA 7260 
GCCAATTAGA TGGAAACACA TCTGGAGAAT TATTTGCTTA TGGOCCTGCA T GACA ATAQC 7320 
35 TTTGTGGATC CCCTGTCTCC GCTCAGACCT ATTTTGAGAT CATATCCTTT ACTTTAAATC 7380 
AGACTCAAAT TTTTATGATG AATATTTAAT AGAAAACATT AQAAAGCOTC TCTOGTCTCC 7440 
TTTACTAATT GGGAAACAAG CAGCTCTCTG GTAAATCACC CTTTTOTCTC TOAGCTGGAG 7500 
CTGCCTGGAT CACATCIGTA GCCAATGTGT TCTGCAGGQA TTATCACAGC TCTCTTCCCC 7560 
ATCAAGGOCA AAGAGCTTOA CAAAGTCTCC ATTCTACAGA CATCTTTCTT ACCTCCCACC 7620 
40 TCTCATTACA GGCCAAACTT ACAGCAACTC AACATGAGAG TGAATAGOAA GATACCXXXX3 7680 
GAAGTAGTGT CTGACAQCAC AGQAC3VTGCG TTTCATATTA CAGAfiCTCAA GTCACTCATC 7740 
CTAAAATGCA ATCAGGGCCT CCTTCCTCTG AATGGGGACC CCGTAGTTAA AAAAAAATAA 7800 
AAGTAGGAAG AGGAGGGAGG GAGAAAGGAA AGACACATGT TGGAAGAOIA GACAAAATCA 7B60 
6TTTATCAGT ATTCCAAATC AGATGATrGG AGACATTCAT ACACAQAGAA CGTGAACTCC 7920 
45 TTCTCTATCA CAAGAAfiTGA TGTCTCCATC AAGGGTAACT TTATAOGACT GGAGCCTTGA 7980 
A6AAAGCTGC ATCTGGTGAA CCACTGGTCA GTXSAGTCTAA CAATTCAAAG ATCAAAQTCA 8040 
GTQAGTCTCA A6CAGGGATT TGGGTCAATA ATTAA06ATC A0TGACGAAC ATTTGCAAAG 8100 
CATCtTCCAG ACAA60CATT TGTA6CTT6T GZAAAAGACT CTXTTATTCT TTOCCTTGCA 8160 
QAAAAAATTA AAAACOTATT TCCTGATGGO ACTATTGOCA ATGATAOQAC ACTGGTTCTT 8220 
50 OTGAACGCAA TCTATTTCAA AGGGCAGTGG GAGAATAAAT TTAAAAAAGA AAACACTAAA 8280 
GAQGAAAAAT TTTGGCCAAA CAAGOTATTG TCTATATTTT ATTTATATAG TGTAATATGT -8340 
TAATACATG6 AATGTTAAAC ATTTCT6ATG GAATGTAACA TGATAAGTAA AAAATAAAAA 8400 
TTGTT C ATGT CrGTTATTrr 6TT0TTTTAC TCTTATAACT TTATTTAGTT A0QAATACCT 8460 
OAAAAACTAT TGTTTCTAAC TCATGGAATT CCTG G QTTAT TTCTTAQAAG AAGAAGGATO 8520 
55 TGTTGCTATC TCAATAATAT TATCTTTTTT G'lVX'l'Cfi'G T T TCACJGTGTTA TTTGTTGGAC 8580 
ACATTGATTT ATTGCAGAAT ACATACAAAT CTGTACAGAT GATGAGGCAA TACAATTCCT 8640 
TTAATTTT6C CTTGCTGGAG GATGTACAGG CCAAOGTCCT GGAAATAGCA TACAAAGGCA 8700 
AAGATCTAAO CATGATTGT6 CTGCTGCXAA ATGAAATOGA TGGTCTOGAa AAOQTAAGAA 6760 
CTTGCATCTA CAACTCTTCC TTCTACTGCC GQACATTTTT CCAAAGATAC CAAGTTTAAA 8820 
60 CAAGGTAAAA GCTTATGACC GAGTTGCCTC AAAATGATGA AAAATTCTAA ATGAGGAATG 8880 
ATQACTCACC TTCATATTAC AAATATTTGA QCATAGGGCC TQACACAAAC TGAAAGCTTA 8940 
GTTTTTGTTT GT T' l X S TTTQT TTTTATTATT ATTATTATAA TACTTTAAGC TTTAGGGTAC 9000 
ATGT6CACAA TOTOCAOGTr AGTTACATAT GTATACATGT OGCATGCIGO TGTGCTOCAC 9060 
^_ CCATTAACTC ATCATTTAGC GTTAGGTATA TCTOCTAATO CTATCOCTCC CCCCTOOOCC 9120 
65 CACCCCACAA C316TCCTCAG AGT6TGATGT TACCTTCCTG TGTCCAAGTO TTCTCATTGT 9180 
TCAATTCCCA TCTATGATTT AATTCXZATCT ATGGCTTAGT TAATGATTAA TTTATTAGAG 9240 
TTACATGCAT TGGATATCAA TTTGATGATA TTATTATGCA GCAATTTAAA CTTGACTOGG 9300 
AGAAATATAT ACCAATGIQA GGAAAGTTTA CAAATA660C GAOTAOAAAA GGGAATAGAA 9360 
ATTTA6GAAT TTAGGGAATT ACAATTTAAT AATT6CAATG TGTACTAAAT AATGTATACA 9420 
70 GAAAAATATG ATGAGCCTAT TAAAAATTGA C3VCATGTAGT AGGCTGTTGG CACAAQ AAAT 9480 
AOTGATACAT ACAGTTCATT GTQTACAAAA TAATGTAATC ATATTTTACA TQT OTATCAT 9540 
ACAOTTGTAT ACATACATAT GTACACATAT ACATATACOT AAAAACATOA TTCrGTrTTT 9600 
ACATACAT6T ATATACATAT ACACATATAA OCCAATGTAT TTAWATTC AOGACTCATA 9660 
TTTTACCTAT TAGAATAATA ATGTCTATTA AAGTQAACCT TCTGTATTTC ACATTTATTO 9720 
75 OCAAAATAAC GAATCTCCAC ATAGTCAATT CATTGTTAAG GTOTATTAGA GATCGACAQT 9780 
TAGTCATATC AGrTTCTTTT TTCCATTTOT ATAGCTTGAA GAGAAACTCA CTGCTGAQAA 9840 
ATTGATGGAA TGGACAAGTT TGCAGAATAT GAGAGAGACA TGTGTCGATT TACACTTACC 9900 
TCQGTTCKaA ATGGAAGAGA GCTATGACCT CAAGQACACG TTGAGAACCA TGGGAATGGT 9960 
^ OAATATCTTC AATGGGGATO CAGACCTCTC AOGCATGACC TGGAOCCAOO CTCTCTCAOT 10020 
80 ATCTAAAGTC CTACACAAGG CCTTTGTGGA GGTCACTQAO GAGGGAGTGG AAGCTG CAGC 10080 
TGOCACXXSCT GTAGTAGTAG TCQAATTATC ATCTCCTTCA ACTAATGAAO A GTTCTG TTG 10140 
TAATCACCCT TTCCTATTCT TCATAAGGCA AAATAAGACC AACAGCATCC TCTTCTATGG 10200 
CAGATTCTCA TOCOCATAttA TOCRATTAOT CTOTCACTOC ATTTAQAAAA I WCAOCTA 10260 
GAGQIGTTCT OGTAAACTGA TTGCIG6CAA CAACAGATTC TCTTGGCTCA TAlTiXriTlT 10320 
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10 



15 



20 



CTATCTCATC 
TTCTCTCTTT 
CTTGA6GAAA 
ATATAATTCT 
ATTTAGCAAC 
6TTTCTAAAT 
TTTTGCTTTA 
AATTTAGAGA 
GCCTGGAGTA 
CTATTTTATG 
GGCSGCATAAA 
TGGATGCGAO 
GGGAGTGGAA 
AGAAAQACAT 
6A6AI3AAAAA 
TCAAATGGAT 
TGATCTGAAG 
TATQ6TAQTT 
AAASAASAAT 
CATTTTTATT 
TCCC 



TTGATOATOA 
CTCTTAATAA 
AATGTCCAAG 
GTTTCTGACC 
CTAGAAACAC 
TTTGTGATTC 
CCTGTTTTCT 
TATATTAATC 
GAAGGCATAT 
CTAAAGGGAT 
ATTATCATAT 
GAAAGAACA6 
ATGGAGAGAA 
CTAA6TTGCT 
AAOACTTTGO 
TTGCCTGGCA 
CTCTAAATTT 
GTAGCTAAAA 
CTAQAATTGA 
TTGCAGAAAG 



TA6TCATCAT 
GCCCACATAT 
ATAAGATGAA 
TGTTTTAAAT 
ACATTTCTTT 
TATAAAACAC 
CTCTQGAAAG 
ATATATAAAQ 
CCCAGAACAG 
AAGAAACTCA 
CCACATCTA6 
TGTGGTTACC 
AGAAAGAGCC 
GACCTATCTG 
GTTTAAATTT 
QGCACTTGAA 
GTGATATTCA 
GCAAAAATAA 
CCTTGAAGTA 
TAGCrtTTCT 



CAAGAATTTA 
AAATGTACTT 
TCATTTAATA 
GAACCAAACC 
GAATTTAGGT 
ATCATCAATA 
GGCAAGTGTC 
GAAAATTAAA 
GAGGAGCCTT 
TTACAGGCTT 
AAAATACATC 
ATATATAAAT 
TGGGGGAATT 
ACT6GATG6A 
QTACTTOATG 
QATATTAQTC 
ATATAAATAC 
GATACTAGGO 
TATCAGCATO 
TAGGGTTCCA 



ATGATTAAAA 
TTCCTTCCAG 
CCGTGTCTTC 
AAATCATACT 
GATACCTAAA 
AAATAATGAC 
CAGTTACACA 
AAGAQAGTAG 
GTAAACCACA 
TGATGGTTGT 
TCTG6CTACG 
TAGGAAATCA 
ATTTAGQAAA 
TGGAAGAATA 
AATTAAOGTA 
TAAATCTCAG 
TTTA6AGTCA 
AGAAAGGATA 
TGIAAAOATC 
TATTTACTCC 



TAGCATGCCT 
AAAAATTTCC 
TAAATTTGAA 
TTCTCTTCAA 
TCCTTCTTAT 
ATAAAATCAT 
TAGGAAAGAT 
TTCATQATGA 
TAG6AACTTC 
TTGTCAAAGA 
CT6ATATCAA 
TTAGAGTATT 
T AATOGTTA C 
TCTTGTTTCT 
CTTTTAATAT 
AAACAGAATA 
TTGQGATAAA 
AAOTTAGAAO 
AGGAArEGAT 
CATAGATTCT 



10380 
10440 
10500 
10560 
10620 
10660 
10740 
10800 
10860 
10920 
10980 
11040 

moo 

11160 
11220 
11280 
11340 
11400 
11460 
11520 



25 



30 



A76 Protein sequence; 
Gene namei 
miigene nmnberj 
Probeset Accession 
Protein Accession fti 
Signal sequence: 

Tranamendbrane domains. 

Serine Proteinase Inhibitor domain; 
Cellular liocallzationt secreted 



SCCA2 or 2b, serine (or cysteine) proteinase inhibitor 

HS. 227948 
AB03S089 
BAB21525 
none £o\md 

none found . 

13-390 



35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



I 

MNSLSBANTK 
QVTENTTEKA 
DAIKKFYQTS 
YFKGQHBNKF 
LSMIVLLPNE 
TMGMVNIFNQ 
EEFGCNHPFIi 



11 
1 

FMFDLFQQFR 
ATYHVDRSGN 
VESTOPANAP 



KSKENNXFYS 
VHHQFQKUiT 



DADLSGMTWS 
FFIRQNXTNS 



WPNKNTYKSV 
LTAEKLMEWT 
HGLSV8KVLH 
ZLFYGRFSSP 



31 
I 

PISZTSALGM 
EPHKSTDAyE 
VESQTMBKZK 
QMMRQVNSFN 
SLQNMRETCV 
KAFVEVTEEG 



41 

I 

VIiLGAKDNTA 
IiKIANKLFGE 
HLPPDGTIGN 
FALLEDVQAK 
DLKLPRFKME 
VEAAAATAW 



QQISKVLHPD 
KTYQFLQEYL 
DTTLVLVNAI 
VLEIPYKGKD 
BSYDLKDTLR 
WELSSPSTN 



60 
120 
180 
240 
300 
360 



A77 DNA SEQUENCE ^ 

Gene name: hypothetical protein PLJ13459 

Xjnigene nuniber: none found 

Probeset Accession ft: XM_047266 

SSi^%^tn^er''"" «^rJ7""Lierlined sequences correspond to start ^ stop codons, 



CIGACCTCAA 
CACCATGCCA 
ATAA6ATCAG 
CATAAATGAG 
T XaOOTCA TC 
TCTTTTTCPO 
ATCCTGGOGG 
GTCAAGGTGG 
TCACATGTGG 
GGCTOQGCAG 
TCTGGATQAC 
GGTGAA6GGG 
GGAGGGGAAC 
GGTGAGCXSTC 
TGCftGTGCTO 
ATGGCTGGAG 
TCTGCaCCTG 
GAGGGGCTGG 
GGAGGCTCAG 
CCTGGAGTTC 
GTTT6AGCTG 
GCCAQAGCCT 
GCTGAAGACC 
ACT66TGCT6 
CCAGGTCATC 
GTQCCSkAGCC 
GTCTAGtGCT 



11 

GTGATCCACC 
GGCCCTCTTA 
TATCTTCTTA 
GACTAACCTG 
ACTGGOCCAG 
GCTGTAGAGA 
QGCTGTGCCA 
GCAGCAAAGT 
ATTGACATCT 
CCAATCAGCT 
GAGAATCCAC 
TTGGAGCATG 
TTCAATTGGC 
TGGCGCAGGT 
GT0CTGCA06 
TTGCAGCTAC 
GCCCGCAATG 
TGGCC66TAG 
GCIGGCAAGA 
ACAQACATGG 
CTGACTGTGG 
CTGGA6AAAC 
TTTGTCTTCT 
CTCACOGTCT 
TTCOGTCCCC 
rrCAATGCCT 
TCCTCTGAAT 



21 
1 

CACCTCTGCC 
ACCTCTTCAA 
ATGGAAGCAC 
TCTCCCGTTQ 
GCCCAGCIGT 
TGGTTACAAT 
AGGCTGTGGC 
CTTCCTGACA 
TTCCTCAAGA 
ATGAGCTCAG 
TCACC3GGAGA 
ACAAGCAGGA 
GCTTTGTGTT 
CTGGACCCrr 
TCXGGGACXA 
CAGACATGGT 
0G6CCGGGCC 
TGAAGCTGAA 
AGAAGCGAAA 
GIG6CAATGT 
AGGAGGOCGA 
CCAGCCGCCX: 
TCATCTGGCX3 

TCCTCcrccr 

TCCACAAGTG 
QCTCCTGGAA 
AAACCTATCA 



31 
1 

TGGCAAAGT6 
GTCTQTTTTC 
CTGGACTACA 
GGAGTTTTGA 
GKTCCCTACAC 
GCCTGGCXTIG 
CTCCCTGCCC 
CCACOGQAGA 
TGTGCCTGCT 
AGTTGTCATC 
GATGTQGAGT 
GACAGAOOTT 
CCGCTTTGAC 
TGCXXTTGGAG 
TQACCGCATC 
GC6TGGGGCC 
GAGGTGCAAT 
GGAGGOUSAO 
GCAGAGGAGG 
GTACATCCTC 
GAAAO GGCCA 
CAAAACTTCC 
CGG9IACTGG 
QGTCTTCrAC 
_ACTCTOGCTG 
GTCTTTCTTA 
CAGCCACTG 



41 
I 

CTGGGATTAC 
TCATCTGCAA 
TTTTTTTCAT 
ACCTAGAGCT 
CAGCCXXAGC 
ATGCATTCXG 
CIGAATACOQ 
CXXTGOCCGC 
CCACCCCCAG 
TGGAACACGG 
GACATCTATG 
CACTTCAACT 
TACCTGCCCA 
GAGGGGGAGT 
TCTGCCAATG 
CGGGGCCCCG 
CTGTTTCGCT 
GAGGTGGAGC 
AG(SUU3GGCC 
A06GGCAAGG 
GTGGGGAAGG 
TTCAACTGGT 
GQCAlCXICTGQ 
ACCATCCCTG 
AOCrrGQACA 
CGCATGT6AG 



SI 

1 

AGGTGTGAGC 
AACAGAGGTA 
TCATTGTXAT 
CATGTCTTCA 
TCAOGCATCT 
GCCTTCGCAG 
AGCCGGTGCT 
AGGGATCTCT 
TTGACATCAA 
AGGAT6TGGT 
TGAAGAGCTG 
CCCTGACTGG 
CX36A6GGGGA 
TCC3GGCAGCC 
ACTTCCTTGQ 
AQCTCTGCTC 
GC0QCG6CCT 
GGGAGGGGCA 
GGOC3U3AA6A 
TGGAGGCAGA 
GGOGGAAGCA 
TTGTQAACCC 
TGCTGCTGCT 
GGCA6ATCA6 
CTCAGCCAGG 
CTACCCCAGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 



A78 Protein sequence; 



hypothetical protein FIiJ134S9 



867 



wo 03/042661 



PCT/US02/36810 



Unigene xxuniber: 
Probeset Accession ft: 
Protein Accession fi: 
Signal sequence: 
Transreembrane domains: 
C2 donuin: 

Cellular Localization: 



none found 
XM 047266 
Xp20472G6 
none found 
291-313 



27-86 

plasma laembrane / ER 



1 



11 



21 



31 



41 



51 



MHIDIFFQDV PAPPPVDIKP RQPISYELRV VimiTEDWL ODENFLTGEM SSDIYVKSWV 60 

KQLEHDXQBT OVHFNSLTOB GNPNMRFVFR FDVLPTERBV SVHRRSOPFA LEEABFRQPA 120 

VLVDQfVNDYD RISANDFL6S IiBLQLPI»(VR GtABGPBLCSV QIARNGAGPR CaiLFRCRRLR 180 

GHHPWKLKE AEDVEREAQE AQAGKKKRKQ RRRK6RPBDL EPTDMGGNVY ILTGKVEABF 240 

EliLTVEEAEK RPVGKGRKQP BPLEKFSRFK TSFMNFVNPL XTFVFFIWRR YHRTLVLXjLL 300 
VLLTVFLLLV FYTIPGQISQ VIFRPLHK 



A79 DNA SEQXJENCE 

Gene name: Homo sapiens niRHA; cDNA DRFZp4341C0322 (from clone DKF2p434K0322) 

Unigene nunibert Ks. 161031 

Probeset Accession #i AL137708 
Nucleic Acid Accession #: AL137708 

Coding sequences 1315-1791 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 



GGCATTOATG CTGTQTQCGC QTOOOTaTOT QTOTGTQT G T QTQTQTGTGT GTGTGTGTGT 60 
GTGTGTGTOT OTCTGGAGTC ATGGCA6GGT CCCrrrCTGT CTGTCTCCTT GCTCTGCCCC 120 
A6ACTGGGG6 GCTGCAGAG6 TGAGOGTATC TGGCCTCAAC AGCTGCTTAT TCCCGATG6G 180 



GGQTCACOGT AGGCCCCATG TAGCACCCTG GTTCCCCTQC CTGTAGGTGA CAGGAGCCAG 420 

CCCAGCCAGO T6TGCTCCCT CCCCAGGCCC TAGOCAGGGO GGTACAG6G0 CCAGCAaCrTQ 480 

CGCCGGGGCC ACCTTCCTTC CCACGCACAT aCOQAAOOOT GGCCAGGCA8 6CAG0T6GAC 540 

iSAGTCCAGGC AGCGGCTGAO TCAGTGTGTG T6GAATOTTC TOGCOGCTOC CA6CTGCACC 600 

CTGOCCCTAC CTGCCACCAC CTCACCTTCA TCCTCAGGCQ CTGCGQCCCT GAGCCCCTGC 660 

CAOGAATGCA CCTTTAQCCC AGGCCTGCTC AGTQAGCTCC OCCOACAOCC AGCCCTQCTC 720 

CTCC06CCAT GACCCTGCAG ACCCCTCTGG GCTTCCAAGT TCCTGGQOQC TOCAGTGAAC 760 

ATGCTCCACC TGCATGGCTG GQAAACCATG 6T6G6C0CCA GCTG T GOTQC GT0CT6GG6T 840 

AGAOGCAAGG AAGTGATGGO ACC6CAGA6A T6AGAC0CCC AGGOATOAGA TGGQACCCCC 900 

AQOCAGGGCC CAGGOTCCAO GGCCCAGQAO AQAOAAGCAG QGAaGGAGAG A6CTTCCTGG 960 

TGGAGOACGC ATCCTACAGT GGGGGCAAGG GTGCTCTGAG GTCCGGTGAA GGCAGGGACT 1020 

AGGCTGGCCA GGGCCTGCCT GCTTGGCTGQ GGCTGGGGGC TGCTGGGAGG TGGCTGGGAG 1080 

GC lGGOOCro OGCAOCTAAO CIGQAOCTTT GQGCAGQaTC CAOAGOCTCC CTCOCTTCAa 1140 

CTTOCTGCTG CACAOAACCC TOQCGCCTGQ CCACCOCGTO CT6CCTCCTT OCOCTGGCAG 1200 

ACCCAGCACT GGCTGCTGCT AGTCAGATGG' GGTAGCQGGC AGGGGCOGQA GGGGGCACCC 1260 

TCCCAGCTOA CCCAGCCTCC TGGGCCGCTT CTTCCAAACC AGCAGGGTAG AAAQATGQGQ 1320 

GACCCAGCAG TCTCTCCCAG TGCCCOOGCC CCAGCTGGCA CCACAGCTAT ACCTGGGCTT 1380 

ATTCCAOACC nCTCGCCGO GACCGCCIGT (MGTTGTGGG ATTGCCAA6A GGGGTQTGGa 1440 

GATAACCCA6 CCAAGTGGGG GCTGCAGCTG TCCACA6ATG CACTCAGCCT GGCCTCTACC 1500 

CCAGQOCCCC GCTGGGCTCT CATTGCC6QC GCCCTTGCCQ CGGOOOTCCT CCTCQTCTCC 1560 

TGCCTCCTCT G'iX^tCfGCCTG CTGCTGCTGC CGCOGCCACA GQAAGAAGCC CAGGGACAAG 1620 

GAGTGCGTGG GTCTGGGCAG TGCCOGOGGC ACCACCACCA CCCAGCTGGT GAGGAGCGGC 1660 

TCCTTGCTCA CTCAOTCCAO AOAGGO CTTQ AAATCCASOC TCGAO AGCOC AOGOCAGCGA 1740 

GG06A6TTCA GCOCCAGGGA TGGTTTAAOC CCCACAOAGO CAGGGOGTi TO AQ GACCTTCC 1800 

TGGCAG6GAA AGTGGGTGAA CAGAGGTGAG AAGOAGGCCA TGCAACAGGG GCTGCCCCAT 1860 

GG6CCC6AGG GAGCCACAGC GGGTTCTTGA GOAAGGCAOG GGGTACCCCA GAT6CCACGT 1920 

TTTGGGTGGG TTTGGOOGGT CXGAGAGAGC QAAOCCQAOG ATTTGTQCCT GTTGGGTGGC 1980 

CTGGOCTGQA GGOOGQGGGT CTTGACOCAT OTCATGCAAO 6GCIGGCGQ0 GAGGCCAGGQ 2040 

CTCTGATGA6 6CATQATGTC A6CACCACCT GCCCCTTGTC CCAACIGACT CCAGGTGCAA 2100 

CCTQATGTQG ATGQCCTGGA GTCCAGCCCQ GGGGATQCTC AGCAATGGGG GTGCCTGCAO 2160 

CTCTCCCTOG AGTTOGACTT TGOAAGCCAG QAGGTOAAGG GCCCCGCTGC GCAGGACCAO 2220 

GGGTTCTG06 AGTTTCCGGA AAGGGTGAOO GGGQAAGGGC AGACCCCATG CCCTGGOTXSa 2280 

TGGGQAGCra ACAGGGCAGG GGOCCTTGGC TGAGCCCACC CC6CIG6CTC OCAOATCAOa 3340 

GTGGGCCTGA OGCAGGCAGC CGACCTQAGG CCIGGGGGCA COSTGGAGCC CTATOCCOQG 2400 

GTCAOCGTCT CCACCCAGGC GBGACACAGA CATQAGACAA AAGTGCACCO AGGCAOGCTC 2460 

TGCCCCGTGT TTGACGAjGAC CTOCTGCTTC CACGTGAGTC AGGGATGGTC GGCTGGGTCJO 2520 

GCCTGGAOQG CTGGAIGGQC CTGGGCTGQO TGGGCCTG6G GAGCTGOOTG GGCCTGGGCA 2580 

GCIGGGT6G6 CCTGACCTAO OaGAGCAOGa CCIGGCTCAC GGCGCIGOCT CA6ATCCCGC 2640 

AGGOGGAGCT GCCAGGGGGC ACCCTGCAGO TGCAGCTTTT CAACTTCAAG 0GCTTCT06G 2700 

GQCATGAGCC CCTGGGTGAO CTCOGTCTGC CACTGGGCAC OGTGGATCTG CAGCATGTTC 2760 

TGGAGGACTQ GTACCTGCTG GGCCCGCCGO CTGCCACTCA GGTGAOaTOC TGQTCACCAO 2820 

GCCACAGCCC AAGOCAOAGC TGOCAGGQAC CCTOOCCTAT GGGCCATOQG AAAGACAGGC 2880 

CTGAT0G6CA GCATTTTOGO GGGTCTGAGC COCAACTGGG CCAGAATCAC CCTGCGGGGC 2940 

TGAAGCOCCr CTTGCTOCCC ACA6CG0GA0 C AG GTCGGGG AGCTGTGCTT CTCTCTOOGO 3000 

TAOCSTOCCCA GCTCAGGCOG QCTGAOOGTO QTQQTQC TQQ AGGCTCGAGG OCTGOGTCCA 3060 

OGACTTGCAO AGCCCTAOGT GAAOGTCCAO CTCATGCTGA ACCAQAGGAA GTGGAA GAAG. 3120 

AGAAAGACAO GCACCAAAAA GGGCAOGGCQ GGCOCCTACT TCAATQAGGC CTTCACCTTC 3180 

CTQQT Q OOCr TCA80CAGQT GCAaAATOTO OACCrOOTOC TQGCTGTCTO OGACOGCAOC 3240 

CTGCOGCrCC GAACTGAGCC 0GTAO6CAA6 QIGCACCTGG GT60C0GGGC CTCQGG6CAG 3300 




240 
300 
360 



868 
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CCCCXGOVOC ACrCOGC^ 

^^i^^cccr Go^tmcc^ tocaataaac gccttctcct gcc 



3360 
3420 
3480 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



A80 Protein sequence i 
Gene namet 
Unlgene number: 
Probeset Accession #: 
Protein Accesaion #$ 
Signal sequence: 
Transmenibrane domains: 
Cellular Localization: 



Homo sapiens ir«NA, ciaiA DKPZp434K0322 (from clone DKFZp434K0322l 

Hs. 161031 

AL13770B 

CAB7088S 

none found 

69-85 

plasma nenbrane 



11 



21 



41 

I 



51 



31 

LhppVSPSA PAPAGTTAIP GLIPDLVAGT IcELWDSQEG CGDNPAKWGL QI;STDMjSLA 
"^^Tl I^^^ VSCLLCAACC CCRFHRKKPR DKESVGU3SA RGTTTTHLVR 
SOSLLTQSRB GUCSRLQSPO QRGBPSPRDO LTPTBAGR 

ASl DMA SEQUEKCB 
Gene name: 
Unigene nurober: 
Probeset Accession #: 
Nucleic Acid Accession »t 
Coding sequence: 



60 
120 



P-cadherin (placental) 



Cadherin 3» 
Hs.2877 
X63629 

54-2543 (Start and stop codons are underlined) 



41 



SI 



SSSIS otSttocic camatctgt ccctgawuvt ooomggtc 

™ ™ 

^-T^ 

Ca^Sro TT<aCAATTC ACCGGAGCRC AGGCACCaTC MOGTCftTCT 

S SSS SSSS SSSS s 

?Tnera^ MTmStB GQCeBIGROG aOSGGQACCA TTTTACCATC ACCRCCCACC 

SSSSSS ^^^TC crmoAccA ooAAOOGTrr gqattttcas gccaaaaacc 

S^S^ MOCCCCm TOtGCXGAAG CTOCttACCT 

araGTGOTC raOGTGGSGQ AB5IGMTQA GGOUaBTO "TCTCCOC 

SSS^ SJStc cagqagoqca tccocacigo GOTocaero «totc^ 

aia^mAfflV CCCTOACMW GftQAA-TCAAA AGMCMCTA CCGMCCTG *^=«AG 
S^ro^ M^OQAC CCAGACAOIO GSCAGGTCAC »SCTCTGGGC ^OCJ^^ 
^SSiSl ^OT^fGTQ AGGAACAACA TCrATOAASI CATGOTCTTQ «0«?a^» 
T^ACCACT OQCACGGGAA UUL OT CMa AAC3WT0A1T WK^<X 

amTGCIGAA CATCACX5GAC AAGGACCTGT CTOXCACAC CTCCCCTTTC ^RCecw-fltou 
SSSSS^ CTCAQ^TC TACTQGACGQ CAGAGOTCAA C3GAGGAAGOT 

S^TTC CTGAAGCAGG ATAC^ 
ACCATGGCAA CAAAGAGCAG CTCAOaeWSA TCTOBggAC J^J?^^ S^^^^ 
ATGTCX3AAAC CTGCCCTGOA CCCTGQAAAO OAGOrrTCAT CCTCCCTGTG CTGGGGBCTO 
?^JScTCT 6CTGTTCCTC CTGCTGGTCC TGCTTTTGTT GGTG^MAG ^^^^ 
?S^CC COTCTACrC CCAGAAGATG ACACCCGTGA CAACGTCTTC TACTATGQCO 

GACCACGAOT A^A^ 
iCGOCaGGCC GGAGCTOOTT CICCOCNOO ACOIGGCACC AACCMCATC CCBRUJUA^ 
iS^SScC ^GOC»«C AACOCMAtO AAATOSGCAA CTTTATAMT eA^C"^ 

Aa«accGC cctj^ 

A(3GGCRGCXM CTCCGAOGCC GCGTCCCTGA GCTCCCTCAC CTCCICOGCC TOCBROaWB 
S^^?A S^TCIG AAOGASIGGO GCAGCOGCTT CaAGAAQCIQ OraflMA«* 

ACG^^TC ewGcacGAC tagooggcci gcctgcagoq ctgoggaoca aacgtcagoc 

GTAGCAACTT GGCX3GAGACA GGCTAt(»8T CT»^^ 
TCCTTACCCT TTCAGeAWG AGGAATGTGG GCAGTTTGAC T T<aOCT OG "^^SSS 
CTOCIOGeCC AGGGTTOCCT CRGAGGCCAA CTTTCCAGAA GCCTCITMC TGCCOTMAA 

SS? ^SSS^ 

ATACWMOTO TaCCTAfiGTT GCCCCITATI WKATtTTC COOTWraT TOCIATAaW 
CAACOGTGAG GACAATOOIO XATMUaCT AGAACTITrP TATTAAAOAA A 

869 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 



wo 03/042661 



PCTAJS02/36810 



A8a Protein sequence i 



10 

15 

20 

25 

30 

35 

40 
45 
50 
55 
60 
65 
70 



Uhigene number: 
Probeset Accession #i 
Protein Accession 9x 
Signal sequence: 
Transtnend^rane domain: 



Cadherin 3, P-cadherin (placental) 

Rs.2877 

X63629 

CAA45177 

1-24 

659-675 (second tmderlined sequence) 



Cellular localization: plasma cneinbrane 




AHRATYLXHa 
PTSTATIWH 
DPAGHLAKDP 
VMDHQSVPEP 
TWLSZiKKFL 
OAVXiALLFXiIi 
GLEARPEWL 
DYEOSGSDAA 



11 
I 

LLLLQVCWIiQ 
DDFTVRN6BT 
LKSNKDRDTK 
NQASVEDPMN 
6WAY8IK8Q 
TAVAWEILD 
CTOGiniFTXT 
VEDVNEAPVP 
DSOQVTAVOT 
RQITXCNQSP 
KQOTyOVHLS 
IiVLIiLLVRKK 
RNDVAPTXIP 
SLSSLTSSAS 



21 
I 

CAA6EPCRAV 
VQERR8LRBR 
IPYSITQPGA 
ISXIVTDQMD 
EPKDPHDLMF 
ANDNAPNFDP 
THPESNQOXL 
VPPSKWBVQ 
LDRKDEQFVR 
VRHVLNXTDK 



RKIKBPXiUiP 
TPMYRPRPAN 

DODomrDYuei 



31 
1 

FSBAEVTLEA 
NPLKIFP8XR 
DSPPBGVPAV 
HKPKPTQrrTF 
TIHRSTGTIS 
QKSTBABVPBN 
TTRRGIJ)FEA 
EGIPT6BPVC 
NNIYBVMVItA 
DZiSFHTSPFQ 
TVIBATVax: 
EDDTRDMVTy 
EDEXGMFXXE 
ERGSRFKKXiA 



41 
I 

GGAEQBPGQA 
XbRRHKROHV 
BKBTGWiaXN 
RGSVLBC5VLP 
VXSSGLDREK 
AVGHEVQRLT 
XNQUTLYVEV 
VYTAEDPDKB 
MDNGSPPTTG 
AQLTDDSDXY 
HQIVETCPOP 
yQQBBQQQBED 
NLKAANTDPT 
DHYGGGEDD 



51 
I 

IiGKVFMGCPG 
VAPXSVPQ70 
KFLDREBIAK 
GTSVMQVTAT 
VPEYTLTXQA 
VTDLDAPNSP 
TNEAPFVLKL 
NQKISYRILR 
TOTLLLTLID 
WTAEVNEEGD 
WKGGFXXJ>VIi 
QDYDITQLHR 
APPYDTLLVF 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



A83 DNA SEQOBWCE 

Gene namet putative G-protein coupled receptor 

Unigene nundber: Hs. 16085 

Probeset Accession F07953 

Nucleic Acid Accession fts NM_016334 

Coding sequences 104-1471 (underlined 



sequences correspond to start and stop codons) 



I 



AGCACCTGGG 
GGGCSAGTGGG 
CTCCAOCATC 
G06CCAATTG 
GA06TTT6CA 
6AATA6CAGC 
GGTTTTCATO 
TAAACAA06A 
ACTAGGAGAT 
CATCAGCGQQ 
TQTCAACTGC 
TCTAGCCCTQ 
GATGGCAATG 
TTTCTGGGGA 
TATTCAACAO 
TGATCTATAT 
TAATTTTCTT 
CAATATTGTT 
TGTGAATTAT 
TCTTGTTGGA 
CTTTTATGCC 
AATGGQCAT6 
CCGCACQVTA 
TGATOTOATC 
ACAGGCACCA 
CAGTGGTTTC 
ATAAACAAAC 
AGGTGATACT 
ACAATACTCA 
CCAAGAAACT 
TGAGCCAAAC 
TTGAGATTQA 



11 
I 

AAAAGGCAGA 
AAGTGGAGGC 
ATQATTACCT 
TTTAAAGACT 
TTTTCTTGCA 
TCCGGTTATT 
GTGCCTTTTT 
CTGCTTTTTT 
CCCTTTCCCA 
GTTGarQTGA 
CCATACACTT 
GAAOGGOGAC 
GCACGGAGAA 
ATGATAAAAA 
GAAGTGGATG 
GCTACCAAGG 
GGTTACTTTT 
TTTGAT06AG 
CTGGGAATCC 
ATAATCATCQ 
ATCTCTAfiCA 
TACTTTGTCr 
ATCACTGAAO 
TTCCTGGTCA 
GAGAAGCAAA 
AAAATTTAGA 
AAAATGCTAT 
ATGACCAT6A 
GCAGAGAGCA 
AAAGGTGAAA 
AOSTASGATT 
CrCATTAAAA 



21 
I 

C0(3TGT6A6G 
AGQA6CCTTC 
CCCAAATACT 
ATGAOATACG 
CCATGTTTGA 
TTCACTGOAA 
AGATTGGCTA 
CCTGTCTCTT 
TTCTCAGCCC 
TTGGAGTGAC 
ACATGTCITA 
TGCTGCAAAC 
CAATGTTCCA 
GTGTTACCAC 
CTTTGGAAGA 
ABAGAATAGA 
TCTCTATTTA 
TTGGGAAAAC 
AATTTGATGT 
TCACATCCAT 
GTAAGTOCTC 
CCTCTGTGCT 
TCCTTGGAGA 
GC6CTCTCTC 
TG6CACCTTO 
TATAAOAGOQ 
GGTAGCATTT 
6TAGCATCAG 
TCCCGTGTGG 
AATACACTGG 
TCCQTTTTAA 
TCAGAGACTG 



31 
I 

(3GGCCTGTGQ 
CTTACACTTC 
ATTTTTTOGA 
TCAOTATGTT 
GCrCATCATC 
AATGAAOCTG 
TTTTATTGTG 
ATGGCTGACC 
AAAACATGGG 
TCTCATGGCT 
CTTCCTCMSG 
CATGGATATO 
GAAG6GGGAA 
TTCAOCATCA 
ATTAA6CAGG 
ATACTOCAAA 
CTGTOTTIPra 
GGATGCTGTC 
GAAOTTTrGG 
CAQAGGATTG 
CAAlXxfCATT 
6CIGATC0BA 
ACTGCA6TTC 
TA6CATACTC 
AACTTAASCC 
GGGAAAAATO 
TTCACCTTCA 
CCAGAACATG 
ATATGAGGCT 
AACTCTGQQO 
GGTTCACATQ 
T 



41 

I 

GOGCAGGtSTG 
QC CATGA OTT 
TTTGGGTGGC 
GTACAGGTGA 
TTTQAAATCT 
TGGOTAATTC 
AGCAATATCC 
TTTATGTATT 
ATCTTATCCA 
CTTCTTTCTO 
AATOTGACTO 
ATCATAAQCA 
QTGCATAACA 
GGAAGTGAAA 
CAGCTTTTTC 
ACCTTCAAOa 
AAAATTTTCA 
ACAAGAGGCA 
TGCCAACACA 
CTOATCACTC 
GTCCTGCIAT 
ATGAGTAT9C 
AACTTCTATC 
TTCCTCTATT 
TACTACAGAC 
GAAGCAGGQC 
TAGGATACTC 
AGAGGGA6AA 
GGTGTAGAGG 
CAAGACATGT 
QAAAAG6TTA 



51 
I 

CIGTGGCCTC 
TGCTGATOGA 
TTTTCTTCAT 
TCTTCTCCGT 
TAGGAGTATT 
TGCTQKTCCr 
GACTACTGCA 
TCTTCTQGAA 
TAGAACAGCT 
GATTTOGTGC 
ACACAGATAT 
AAAAOAAAAO 
AACCATCAGG 
ATCTTACTCT 
TGQAAACA6C 
GGAAATATTT 
TG6CTACCAT 
TTQAGATCAC 
TTTCCTTCAT 
TTACCAAGTT 
TA0CACA6AT 
CTTTAGAATA 
AC0C5TTGGTT 
TGOCTCACAA 
TOTTAGAGGC 
CIGACATTTT 
CTTCCCCCTC 
CTAACTCAAO 
CGGAQAGGAG 
CTATGGTAGC 
TAGCTTTGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 



A84 Protein sequence 
Gene naioet 
7S lAiigene number i 

Protein Accession #: 
Signal sequence: 
Transmenibrane domains i 
424-446 

80 Cellular Localization: 

1 11 21 



31 



putative G-protein coupled receptor 
Hs. 16085 

HP_057418.1 
none found 

5-27. 42-64, 76-98. 110-132, 144-166, 289-311, 342-364, 380-402, 
plasma mend^rane 
41 51 

870 



wo 03/042661 



PCT/US02/36810 



10 



15 



KSPLIDSSIM ItSQILFFQF LLFFr4RQLP KDYEIRQYW QVIFSVTPAP fCTMP^IF 
E?!SJS^SSS RYPHWKMNLC VILblLVFW PFVIGYFIVS NIRLLHKQRL ^SM^TP 
MYPCT^GDP PPIbSPKHGI LSIEQLISRV GVIGVTLMAL LSGFGAVNCP YTYMSYFLHll 

"^^^^ ^^^i iskSrmama rrtmpqkgev hnkpsgfw^ l"^^^ 

S^TLIQQE WO^LSRQ LPLETADLYA TKERIEYSKT PKGKYPNPLG YPPSIYCVWK 
?^TIN??f S^^PV? ROIEITVNYI, GIQF0VKFWS QHISPILVGI I^VTSIRG^ 
I^SpYAI SSSKSSNVIV LLLAQIMGMY FVSSVLLIRM SMPtBYRTII TEVLGEWJPM 

pyhrwfdvif lvsalssilf lylahkqape kqmap 



60 
120 
180 
240 
300 
360 
420 



ASS UNA SEQUEMCE! 
Gene name: 
Unigene cuniber: 
Probeset Accession 
Nucleic Acid Accession #: 
Coding sequences 



TTK protein kinase 

HS.169B40 

M86699 

W26-3SS? (underlined sequences correspond to start and stop codons) 



20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



1 11 21 31 41 51 

LiATTCCTT ■ LmT i' U T TTTGAGATGG AGTTTCACXC TTQTTQGCCA GGCTGGAGTG 
SStT icTOCAACCr CCGCCTCC06 GGTTCAAGCG ATTCTCCTCC 

S^S^?^ CAAGTAGCTG GGATTACAGG CATGTGCCAC CACCCCTCGC 'TAACTMJOT 
TAOTAGAGAT GGGGTTTCAC CATGTTGOTC AGGCTGGTCT TGRACTOCTO 

^S??Sotg atoaotgc cttggcctcc caaagtgcta ggattao^ SSISiS^ 

nSr^rS ATTOTTTTT TGrTOTTCGA TTTTTGAAAC ACSGGTCTCCC TTGQTCGCCC 
ISS^ ^SSS CACTATAACC TCCACCTO^ 

^CCTCCCA CTTTAGCCTC CTOAGTAGCT GTQATTACAfl 6CGTG»0a ^JS^OGG 
CTAATTTTTG TATTTTTATT AGAGACAGGG TTTCACCATG TTGGCCAG6C •TOTTCTCAAA 
S^TGGACT CAAGGGATCC GCCTGCCTCC ACTTCCCAAA GTCCCGAGAT TACAGGTGTG 

SStS taattcttaa gtcatttttt ctggtccatt tcttccttag 

SS^xScA ACAAATCTGC ATTAGGCGGT ACAATAATCC TTAACTTCAT GATOCACAAA 
S^^^ iGTGATTCAT GATTTAGAAA GGGQAAOTAO TA^CCCACT ©CACACTCCT 
SoS^GAT CCTAAATCCA GATACAGTAA AAATGGQGTA TGGGAAGGTA GJMA^AA 
TTTGOTXTAA ATTAATTATC TAAATATCTA AAAACATTTT TGGATACATT GTTGATGTGA 

S?^SJ^CT ctaSoactt CCTAGAAAAC AGTTTGGGTT ccatcttttc attt^cag 
?^?^?TTTC TGT^AATG GAATCXXSAGG ATTTAAGTGG cagagaattg acaattgatt 
Saagtgaga gacattaaaa ataagtttaa mj^;^^ ^^^^ 

GAATAAAATT TCTGCTGATA CTACAGATAA CT0GG6AACT ^TAACCAAA 
TTMOT^ GOCaAACAAC CCA6AGGACT GGTTGAGTTT GTTGCTCAAA CTAGAGAAAA 
I^?Sttcc ^AGTGAT GCTCTTTTAA ATAAATTGAT TGGTOGTTAC agtcaa^ 

?5SSgS5 toccccaqat aaatatgqcc aaaatgaqag ttttgctaga J^caagtga 

SS??GCTGA ATTAAAAGCT ATTCAAQAOC ^^^^ 

rrAGAGCAAA CTGCAAGAAA m 'GCn'TTG TTCATATATC TTTTGCACAA TTTGAACTGT 
S^S^ AGTAAACAAC TTCTTCAAAA AGCTGTAGAA CGTGGA^ 

SoACTA^ AATGCTGQAA ATTGCCCTGC GGAATTTAAA CCTCCMA^ 
?SSga^ GGAAAAGAAG AATTTATCAG CATCTACGGT ATTAACTGa CAAGAATCAT 

StSggSc ^ttg^^ ttacagaata gqaacracag ttgxoattoc agagga^ 
SISmagc cSgttttta tatggagaga acatgccacc acaagatgca Qaaataggtt 
S^SSaSc mtgagacaa actaacaaaa ctaaacagtc atgcccattt ggaagagtcc 

TCTAAATAGC CCAGATTGTG AT6TGAAGAC AGATGATTCA GTTCTACCTT 
SStmSa AAGACAAACC TCTAGATCAG AATGCXBAGA TrTGGTTGTG CCTGO^TCTA 
^^i^ A^GATTCC IGTGAATTAA GAAATTTAAA GTCTOTTCAA AATAOTCATT 
TCTGGTGTCA GAT6AAAAGA GTTCTGAACT TATTATTACT GATTCAATAA 
TAAAACGGAA TCAAGTCTTC TAGCTAAATT AGAAGAAACT AAAS^^ 
SoAACCAGA GCTTCCAGAQ AGTAACCAQA AACAOTGGCA AGCTAAGAQA JAGTCAOAGT 
^5a^ Satcctgct GCATCTTCAA ATCACTGGCA GATTCCGGAG ttagcccgaa 
AMTTAAtS AGAGCAGAAA CATAOCACrr TTCftGCaACC TCTCTTTTCA GTTT^AAAC 

^TCACCACC ammSaca tctaaatcwt ttgacocaaa atctatttgt aaqacaccaa 
SS^^ CTtSaT TACATGAGCT GTTrrAGAAC tccagttgta aagaatgact 
^^^i S^GTTG TCAACACCTT ATGGCCAACC TGCCTGTTTC CRGM^ 
AGCMCAAAT ACTTGCCACT CCACTTCAAA ATTTACAGGT TTTAGCATCT TCTTOgCAA 
A?S^ScM TTCOGTOAA GaAAOAATTT ATTCCATATT AAAGC^GATA GGAAGTGGAG 
S^?^ SSaATG AAAAGAAACA GATATA-rCCr ATAAAATATG 
^CAGAT AACCAAACTC TTGATAGTTA OOQGAAC^ 
TQAATAAACT ACAACAACAC AGTGATAAGA TCATCCGACT TTATOATTAT ^^^^ 

I^SSt cScatggta ATGGAGTGTG GAAATATTGA tcttaatagt togct^ 
J^SSc Sttgatcca tgggaacgca agagttactg gaaaaatatg ttagaggcag 

5^CT^ CCATCAACAT GGCATTGTTC ACaWJTGATCT TAAACCAGCI AACTTTCTGA 
^S^^ AATGCTAAAQ CTAATTGATT TTGGGATTGC AJACOJA^ 
CAACAAGTGT TGTTAAAGAT TCTCAGGTTG GCACAGTTAA TTMATOCCA CCA®^^ 
TCAAA^TAT GTCTTCCTCC AGASAGAATG G6AAATCTAA GTCAAAGATA A6CCCCAMA 
StoMCTTTG GTCCTTAGGA TGrATTTTGT ACTATATGAC TTAOSCSGAAA AO^CCATTTC 
S^TAAT TAATCAGATT TCTAAATTAC ATGCX3^TAAT TQATCCTAAT CATGAAATTG 
^??^rcGA TMTC^S AAAGATCTTC AAGATGTGTT AAAGTGTTGT TTAAAMjGGG 

CTCATCCAGT TAACCAAATG GCCAAGGGAA CCACTGAA6A AATGAAATAT GTTCTGGGCC 
S^SSo toSStCT CCTAACrcCA TTTTGAAAGC TGCTAAAACT TTATATGA^ 

J^SSS tgg^Sact CATAATTCTT CATCCTCCAA gacttttgaa aaajaaag^ 
Saamg atttgcagtt attcgtaatg tcagatagga gctatjaaat ^^sact 

GTTATACTCTTQAATCCCTG TOGAAATCTA CATTTGAAGA CAACATCRCT CTGARGTOTT 
SS^^ AAAATTCAGT GAGATTATCT TTAAAAGAAA ACTXHA^ I^SJ^^ 
TTATG6CACT GTATATATTG TAGACTTGTT TTCTCTGTTT TATGCTCTIQ TOTJATCTAC 
SSa^cS TTTACTCTTO QAATAGTCGG TGGATAQCAA GXATATTCTA AAAAACrPTO 

871 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
16G0 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
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TAAATAAAGT TTTG T GGCTA AAKTGA 



ABC Protein sequence* 

Gene name: TTK protein kinase 

unigene number t HS.169B40 

Probeset Accession M86699 

Protein Accession #: NP_003309 

Signal sequence: none found 

Tronsmendirane domains: none found 

Protein Kinase Domain: SlO-775 

cellular Localization: cytoplasmic and nuclear 

1 11 21 31 41 51 

I I I I I I 

KNICVKDIKNK PKKEDLTDEL SUQCISADTT DHS6TVNQIM fOIANKPEDWL 8LLLKI*EKKS 60 

VPLSDALLHK LIGRYSQAIE ALPPDKY6QH ESPARIQVRP AELKAIQEPD DARDYFQNAR 120 

ANCKKPAPVH ISFAQFELSQ QMVKKSKQLIi QKAVERGAVP LEMLBIALRN I^TLQKKQLLS 180 

BBBKKNL8AS TVLTAQBSFS GSLGBLCVnai NSa)SRGQTT KARFLYGBNM PPODAEZGYR 240 

NSLRQTMICTK QSCPFGRVFV NIiUISPDa>V KTDDSWPCP MKRQTSRSBC RDliWPGSXP 300 

SGNDSCELRN LKSVQI7SHFK BPLVSDEK5S BLIITDSITL KNKTESSIiLA KLEETKEYQE 360 

PEVPBSNQKQ WQAKRKSECI MQNPAASSNH WQIPEZJUUCV NTEQKRTTFE QPVFSVSKQS 420 

PPISTSKWFD PKSICKTPSS NTLDDYMSCP RTPWKNDFP PACQLSTPYG QPACFQQQQH 480 

QIlATPIiQSIL QVLA8SSANE CXSVKX^YS ZUCQIQSGGS SXVFQNaNEK KQIYAIKWN 540 

LBBADNQTIiO SYRNEXAYLN XLQQRSDKXI RLYDYEZTDQ YZYMVMEGGN ZDUISWLKKK 600 

KSIDPWBRKS WKNMLEAVH TIHQHQIVHS DLKPANFIiIV DGMUCLIDPG lANQMQPDTT 660 

SWKDSQVGT VHYMPPEAIK DMSSSRENGK SKSKISPKSD VWSIiGCILYY MTYGKTPFQQ 720 

IIKQISKLHA IZDFNHEIEF PDIPEXDLQD VUCCCLXRDP KQRISIPEUi AHPYVQIQTH 780 

FVNQMAK0TT EEMKYVLGQXi VGLNSFHSIL KAAKTLYBBY SG6ESHNSSS SKTPEKKRGK 840 
K 



A87 DNA SEQUENCE 
Gene name: 
tmigene number t 
Probeset Accession ff: 
nucleic Acid Accession #i 
Goding sequence t 



bone moxphogenetic protein 7 (osteogenic protein 1) (BHP7) 

Hs. 170195 

BB616633 

KM_001719 

123-1418 (underlined sequences correspond to start and stop codons) 



I 



11 

1 



21 

I 



31 

I 



41 

I 



SI 
I 



GGGCGCAGCG GGGCCXXSTCT GCAGCAAGTO ACXX3ACGGCC GGGAOSGCOG CCTGCCCCCT ' 60 

CTQCCACXnX} GGGCX9GTGCG GGCCOGGAGC C0GQAGCCG9 QSTAOOOOGT AGAGCCGGOQ 120 

OGMGCACSr GCXSCTGACIG C6AGCTGCG0 OGCCGCACAG CTTOGT6G0G CTCTGG6CAC 180 

CCCT6TTCCT GCTGGGCTCC GCCCTGGCOG ACTTCAOCCT GGACAAGGAG GTGCACTOQA 240 

OCTTCATCCA CCGGOGCCTC OQCAGCCAGG AaCGQCOQGA QAT0CAGC3GC GAGATCCTCT 300 

CCATTTTGGQ CTTGCCCCAC OGCCOGOGCX: CQCACCTCCA GOGCAAGCAC AACTCGGCAC 360 

CCATGTTCAT GCTGGACCTQ TACAAOGCCA TGGCX3GTGGA GGAGGGCG6C GGGCXMGGCG 420 

GCCAOGGCTT CTGCTACCCC TACAAOGCXZO TCTTCAGTAC GCAGGGGCGC OCICT QQOCA 460 

GCCTGCAA6A TAGCCATTTC CTCACC6AC6 COGACATGGT CaTOAQCTTC GTOkACCTOG 540 

TGGAACATGA CAAGGAATTC TTCCACCXAC GCTACCACCA TCGAQAGTTC C3GGTTTGATC 600 

TTTCCAAQAT CCCAGAAGGG GAAGCTGTCA CGGCAGCCGA ATTCCGGATC TACAAGGACT 660 

ACATCOGGGA AOGCTTOSAC AATGAGAOGT TCGGQATCAO C3TTTATCRG OTOCTCCAGO 720 

AGCACTIGGG CAG6QAAT00 GATCTCTTCC TGCTCSACAS OOGTACGCTC TGGGCXmSG 780 

AGGAGGGCTG GCTGGTGTTT GACATCACAG CCACCAGCAA CCACTGGGTO GTCAATOOGC 840 

GQCACAACCT GGGCCIX3CA0 CTCTOGGTGG AGA08CTGGA TG6GCAGAGC ATCAACOCCA 900 

AQTTQGCGGQ CCTOATTGGa OQQCACGGGC CCCAGAACAA GCAGCOCTTC ATQGTGGCTT 960 

TCTTCAAGGC CACXSGAGGTC CACTTCCGCA GCATCOGGTC CROGGQGAGC AAACftGOGCA 1020 

GCXAGAA0C3G CTCCAAGAC3S CCCAAGAAOC AGQAAGCGCT O0B6MOQCC AAaOTGOCAO 1080 

AGAACAGCAG CAGCGACCA6 AGGCAOGOCT GTAAGAAGCA CQAGCTOTAT QTCAQCTTCC 1140 

GAGACCTGGG CTGGCAGGAC TGGATCAT03 OGCCTGAAGG CTACXSOCXSCC TACTACTGTG 1200 

AQGGGGAGTG TGCCTTCCCT CTGAACTCCT ACATGAACGC CACCAACCAC GCCATOGTGC 1260 

AGACX3CI0GT CCyiCTTCATC AAOCOSGAAA OCJGTGOCCAA GCCCTGCTOT G0QCCCACX5C 1320 

AGCTCAATOC CATCTCOGTC CTCTACTTOO ATQACAGCTC CAAOGTGATC CIGAAGAAKT 1380 

ACAGAAAOVT GGTGGTCOSG QC C T O TG6CT GOCACTAGCT OCTCOUGAA TTCAQAOCCT 1440 

TTQGGOCCAA GTTTTTCTGO ATCCTCCATT GCTOGCXnTG GCCAGGAACC AGCAGACCAA 1500 

CTGCCTTTTG TGAGACCTTC CCCTCCCTAT CCCCAACTTT AAAOOTGTGA GAGTATTAGQ 1560 

AAACATGAGC AGCATATGGC TTTTGATCAG TTTTTCAGTG 6CAGCATCCA ATGAACAAGA 1620 

TCCCACAA6C TGT6CM36CA AAACCTAGCA GGAAAAAAAA ACAAO BCATA AAQAAAAATG 1680 

GC0QGG0CA6 GTCATTG6CT GQQAAGTCTC AGCCATGCAC GQACTOOTTT OCAGAOCTAA 1740 

TTATGAG06C CTACCAOCCA G6CCACCCAG C06ZG6GAGG A AUGG GG OGT G6CAAG0GGT 1800 

GGGCACATTG G TGT C TGTGC GAAAOGAAAA TTGAOOOGGA AGTTCCTGTA ATAAATGTCA 1860 
CAATAAAAOS AATGAAT6 



A86 Protein sequence; 

Gene name: bone morphogenetic protein 7 (osteogenic protein 1) (BKP7} 



Unigene number: 
Probeset Accession ft: 
Protein Accession 4: 
Signal sequence! 
Pfam domains: 
Transmembrane domains: 
Cellular Localization t 



Hs. 170195 
BB616633 
MP 001710.1 
1-30 

TQFbjpropeptide (37-2811 

none found 

secreted 



872 



wo 03/042661 



PCTAJS02/36810 



10 
15 
20 
25 
30 

r 

35 

40 

45 
50 
55 
60 
65 
70 
75 
80 



1 11 21 

I 1 1 

MHVRSLRAAA PHSFVALWAP LPIjLRSALAD 
ILGLPHRPRP HLQGKHNSAP MFMLDUENAM 
LQDSHPLTDA DMVMSPVNI*V EHDKEFFHPR 
IRERFDNETF RISVYQVLQE HI/5RESDLFL 
HNIjGLQIiSVB TLDGQSINPK LAGLIGRHGP 
QNRSKTPIOIQ BAIjRMANVAB NSSSDQRQAC 
GECAFPtNSY MHATNHAIVQ TLVHPIMPBT 
RNMWRACGC H 



31 

FSLDNEVHSS 
AVEBGOGPGG 
YHHREFRFDL 
LDSRTLWASE 
QNKQPFMVAP 
KKHELYVSFR 
VPKPCCAPTQ 



FIHRRLRSQE 
QGPSYPYKAV 
SKIPEGEAVT 
EGWLVPDITA 
FKATBVHFRS 
DLGWQDHIIA 
LKAISVLYFD 



51 

RREMQRBILS 60 

FSTQGPPIAS 120 

AAEFRIYKDY 180 

TSHHWWKPR 240 

IRST6SKQRS 300 

PBGYAAYYCB 360 

DSSNViijacy 420 



AS 9 DWA SBQOEMCE; 
Gene name: 
Unigene nuoiberi 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence! 



Homo sapiens mRMA; cDSA DKPZp56401763 <from cXone DKFZp56401763) 

HS. 27373 

F13036 

l^Sriunderlined sequences correspond to start and stop codons) 



1 11 21 31 41 SI 

ksss^ k^-A^ ?cS^ 

S ?src 

A???^ ^^^^ otS^SS CTCAAGGCAG COGTGAT^ 

^OTCAtSc CTGCCTGCTG CTGOGOGTCT TCAGGT0GO3 AM^AOTTTA 

^= i^^i 

JStcagctg ccagggtgcc agacgctact 

ScS? CCTTCATCCT CGACATIGAC CTT^^ 

ggtcgaatca qacctgqtaa aacctgtttc ccrqoctggt ^SCTOT ^^^^ 

SS^^ SJS^tS? 

SSSgCAAGC TC^VC G^ 
TTTGGGCATC CCTTTAAAGT GCCCCCTACT TCTACTCCOC ATGGWTTOG 
CTGAATCTCA TGGAAAAGCT GGATTCCTCT GCCTTAOGCA GAAACACCCG GGCTC»TCl 

?S= x^?S$ 

ggogtccgS gcagtctctg catggcggag ggtcagcggo tao^caact 
J^SSttgg ttttgaagat tctgttgagg ggccatcctc accttgacct cttctacaaa 

gtccttgcgt catttgagca gagoccacaa MOsaccTO ^^SScAT 

AAACGAGGGC CXyVGTGGGCA ATTGAOCAGA CACACATGCC CTGGCTGGQG ^^^^^ 

SSSaS: agacaattoc agatacccaa ggot^aao ^00^^ S???^ 

CACCCTGGAG GAGACTTGQA TQGQGTGGCA AATTTCTATT TGGAG^AGA GGGTTTCCwa 
GCCAGAAGAT GGTCCTGATG TCTGAGGAAG ^CCACCTAG TTT^CAMA 
TGTCAG^ TCACAGGTTC CCATCACTTC TCCAfiCCATT OCAAGTCTTG GTCXnTTCCTT 
TCCCCCCX3AC AGCCCCTGTT TCTGTCCAGG CJCC^ 



60 
120 
IBO 
240 
300 
360 
420 
4B0 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 



A90 Protein sequence I 
Gene naniet 
Unigene nuiriber: 
Probeset Accession i^t 
Protein Accession #1 
Signal sequence: 
Tramsmenibrane domains : 
Cellular Localizationt 



Homo sapiens mRHA, cDNA DKFZp5640l763 (from clone DKPZpS 64017 63) 

H8. 27373 

F13036 

FGBNESH predicted 
1-27 

94-115, 448-469 
not determined 



1 

KBAVPLPAPL 



KKTRKYDIIT 
VPPPFILDID 
ETKTNVMYKT 
UILKBKUDSS 
STLGU7VFGG 
.THPVRIiARSD 
"iCLPCCAVEH 
AMLQTIPDTQ 



11 
I 

LPLLTiTiMiTA 
NSSGDALVTR 
TPAERVEMAP 
LPARCSGRPD 
PAP8CVS6IC 
ALRRNTRAFS 
AGQRGTFCED 
ARGQASIiTGR 
LREAKRSSVT 
GQEGPREDVT 
SSHSKSWSFZt 



21 
I 

APAARASRAB 
ISIIiXiSDtiPT 
UIEEDDEDED 
GGIRPGKTCF 
SDCHWQARFH 
AROiPLVLAE 
RAVTXVLQGS 
RVFRRPRQSL 
VLASFEQSPQ 
HPGGDLDGVA 
SPRQPLFLSR 



31 
I 

SVSAFWFEPE 
LKAAVIVAFA 
STVFDIKYHV 
PAHHHFVESW 
VTTMBLLLPP 
MAAAESDLFN 
8FSKQLRHKP 
HGGGSAGTAT 
KAAAAH6EPV 
NFYLEEEGFQ 
P 



41 
1 

RESRPPPGPG 
PTTLLIACLI. 
SLPAALRRQL 
SAATWGVKDW 
FGBPFKVPPT 
PWWHFSATGS 
ALBSGFFHHL 
CLLVLKILLR 
KRGPSGQLTR 
DGRGQKMVXM 



51 

PGMTTRFGSG 
LRVFRSGKRL 
PGOQTIiIiTVP 
TNKPSCVG6V 
STPUGFRC^ 
PIKTLYTQTM 
RLLRECPPLS 
RHPHU)LFYK 
BTCPGHGITH 



60 
120 
180 
240 
300 
360 
420 
480 
540 

600 



A91 DMA SEQI3BWCB 

Gene name* G protein- coupled receptor 64 
ttaigene number. Hs.184942 



873 



wo 03/042661 



PCT/US02/36810 



Probeset Accession Si 
Nucleic Acid Accessioa ft: 
Coding sequence t 



AA43SS77 



NM 00S7S6 

73-3117 (underlined seqpiences correspond to start and stop codonsi 



1 n 21 31 41 51 

1 1 1 I 1 I 

AOCCAGCCOS AGGAOGOGAO OGGCAGGIOT GGACAGAQGT TCTGCACTTT GTTTTCTGAA 
CT0G066TCA GGAT6GTTTT CTCTGTCAGO CAGTOTOGCC ATGTTOOCAG AACTGAAGAA 
GTTTTACTGA CGTTCAAGAT ATTCCTTGTC ATCATTTGTC TTCATGTOGT TCTGQTAACA 
TCCCTGGAAQ AAGATACTGA TAATTCCAGT TTGTCACCAC CACCTGCTAA ATTATCTGT T 
GTCAGTTTTG CCCCCTCCTC CAATGAGGTT GAAACAACAA OCCTCAATGA TG TTAC TTTA 
AGCTTACTGC CTTCAAAG6A AACAGAAAAA ACTAAAATCA CTATA OTAAA AAOCTTCRAT 
GCTTCAGGOO TCAAACCCCA GASAAATATC TGCAATTTGT CATCTATTTO CAATQACTCA 
GCATTTTTTA QAGGTQAQAT CATGTTTCAA TATGATAAAG AAAGCACTOT TCCCCAGAAT 
CAACATATAA OGAATGGCAC CTTAACTGGA GTCCTOTCTC TAAGTGAATT AAAACGCTCA 
GAGCrCAACA AAACCCTGCA AACCCTAAOT GAGACTTACT TTATAATGTQ TGCTACAGCA 
GAOSGOCSUkA QCACATTAAA TTGIACATTC ACAATAAAAC TGAATAATAC AATOAATCCA 
TGTGCTGCAA TA6CC6CTTT GGAAAGAGTA AAGATTOQAC CAATGOAACA CTQCTQCTGT 
TCTGTCAGGA TACCCTOCCC TTCCTCCCCA GAA6AGTTQG GAAAG CTTC A GTGTGACCTG 
CAGGATCCCA TTGTCTGTCT TGCTGACCAT CCAOQTGGCC CACCATTTTC TTCCA GCCAA 
TCXarCCCAG TGCTGCXTTCXS GGCXaCTGTG CTTTCCCAGG TCXCCAAAOC TACCTCTTTT 
GCTGAGCCTC CAGATTATTC ACCT G TGACC CACAAT6TTC OCTCTCCAAT AOGGGAGATT 
CAACCCCTTT CACCCCAOOC TTCAGCTCCC ATAGCTTCCA GCOCTGCCAT TGACATGCXX: 
CCACAGTCTG AAAOGATCTC TTCCXXTATG CCCCAAACCC ATGTCTCOGG CACCCCACCT 
CXrrGTGAAAG CCTCATTTTC CTCTCCCACC GTGTCTGCCC CTGOGAATGT CAACACTACC 
AGCGCACXrrC CTGTCCAGAC AGACATGGTC AACACCAGCA GTATTTCTGA TCTTGA6AAC 
CAftOroTTOC AGATGGAGAA GGCTCTGTOC TTGGGCA6CC TGGA6GCTAA CXaOQCRGQA 
GAAATGATCA ACCAAGTCAG CAGACTCCTT CATTCOOCGC CtGACATOCT GGCCCCTCTO 
GCTCAAAGAT TGCTGAAAGT AOTGGATQAC ATTGGCCTAC AQCTGAACTT TTCAAACAOS 
ACTATAAGTC TAACCTCCCC TTCTTTGGCT CTGOCTGTGA TCAGA GTGAA TGCCAOTAGT 
TTCAACACAA CTACCTTTGr GGCCCAA6AC CCTGCAAATC TTCAGOTTTC TCTQQAAACC 
CAAGCTCCTG AGAACAOTAT TGGCACftATT ACICITOCTT CATOOCTGAT GAATAATTTA 
CCAGCTCATG ACATGGAOCT AGCTTGCAGG GTTCAGTTCA ATTTTTTTGA AACAGCTGCT 
TTGTTTCAGG ATCCTTCCCT GGAGAACCTC TCTCTGATCA GCTACX5TCAT ATCATCGAOT 
GTTGCAAACC TGACOGTCAQ GAACTTGACA AGAAAOSTGA CAQTCACATT AAAGCACATC 
AACCCGAQCC AGOATGAGTr AACAGTGAGA TQTGTATTTT GGGACTTGGG CAGAAAT6GT 
GQOVGAGGAG GCraaTCAOA CAAZGGCTGC TCT0TCAAA6 ACASGA6ATT GAATGAAAGC 
ATCTGTACCT GTAOCCATCT AACAAOCTTC GGOGTTCTGC TGQACCTATC TAGQ ACATC T 
GTGCTOCCTG CTCAAATGAT GGCTCTGACG TTCATTACAT ATATTGGTTG TGGGCTTTCA 
TCAATTTTTC TGTCAGTGAC TCrTGTAACC TACATAGCTT TTGAAAAGAT CCGGAGGGAT 
TACCCTTCCA AAATCCTCAT CCAGCTGTGT GCTOCTCTGC TTCTGCTQAA CXrTGGTCTTC 
CTCCTaOACT CGTGGATTOC TCTGTATAAO A3GCAAGGGC TCIGCATCTC AGTGOCTGTA 
TTTCTTCATT ATTTTCTCTT GGTCTCATTC ACATGGATGG GCXaTAGAAGC ATTCCATATG 
TACXrPGGCCC TTGTCAAAOT ATTTAATACT TACATCOGAA AATACATCCT TAAATTCTGC 
ATTQTCGGTT GGGGGGTACC AGCTGTGGTT GTGACXATCA TCCTGACTAT ATCCCCAGAT 
AACTATGGGC TTGOATCCTA TGGGAAATTC CCCMiTGGTS CACOQGATGA KJX-i' C£<iCT&3 
ATCAACAACA ATGC3VQTATT CTACATTAGO OTGOTGOGAT ATTTCTGTCT GATATTTTTO 
CTGAACOTCA GCATGTTCAT TGTQOTCCTG GTTCA6CTCT OTCSAATTAA AAAOAAGAAG 
CAACTGGGAG CCCAGCGAAA AACCAGTATT CAAGACXrTCA 6GAGTAT08C TOQCCTTACA 
TTTTTACTGG GAATAACTTG GGGCTTTGCC TTCTTTGCCT GQGGACCAGT TAAOGTGACC 
TTCATGTATC TGTTTGCCAT CITTAATACX: TTACAAGGAT TT TTCATATT CATCTTTTAC 
TGTGTGGCCA AAGAAAATGT CAGGAAGCAA TGQAG6GGGT ATCTTTGTTG TGQAAAGTTA 
OGGCTGGCTG AAAATTCTGA CTGGAGTAAA ACTGCTACTA ATGOTTTAAA GAAGCAQACT 
GTAAAOCAAG GAGTGTCCAG CTCTTCAAAT TCCTTACAGT CAAGCAGTAA CTCCACTAAC 
TCCACCACAC TGCTAGTQAA TAATGATTGC TCAGTACACX3 CAAGOGGGAA TGGAA ATGCT 
TCTACAGAGA GGAATGGGGT CTCTTTTA6T GTTCAGAATa GAGATOTGTG CCTTCAOGAT 
TTCACTGGAA AACAGCACAT GTTTAAOGAG AAGGAAOATT CCTGCAATGG GAAAOGOOGT 
ATGGCTCTCA GAAQOACTTC AAAGOOOGGA AGCTTACACT TTATT6AGCA AATGT g ^ TT C 
CTTTCTTCTA AAATCAAAGC ATGATGCTTG ACAGTGTGAA ATGTCCAATT TTACXTTTTA 
GAGAATGTGA 6ATGTATGAA AATCAACTCA TTTTATTCTC GOCAACATCT GOAGAAGCAT 
AAGCTAATTA AGGGCGATQA TTATTATTAC AAQAAGAAAC CAA6ACMTA CACCAT GGTT 
TTTAGACATT TCXGATTTQO TTTCTTATCr TTCATTTTAT AAGAAGGTTG GTTTTAAACA 
ATACACTAAG AATGACTCCT ATAAABAAAA CAAAAAAAGO TAOTG AACT T TCAGCTAOT 
TTTAAAGAOG CTAAGTTATC TTTGATAACA TCATATAAAG CAACTGTTGA CTTCAGOCTG 
TTGGTGAGTT TAGTTOTOCA TGCCTTT Q TT GTATATAAGC TA AATTCT AG TGACCCATQT 
OTCAAAAATC TTACTTCTAC ATTTTTTTGT ATTTATTTTC TACrGTGTAA AT GTAT TOCT 
TTGTAGAATC ATGGTTGTTT TGTCTCAOGT OATAATTCAO AAAATCCTTQ CTCGTTOOGC 
AAATCCIAAA GCTCCTTTTO GAGATGATAT AGGATGTGAA ATACAGAAAC CTCAGT6AAA 
' TCAAGAAATA ATGATCOCAG CCAGACTGAG AAAATGTAAO CAGACAGTGC CACAGTTAGC 
TCATACAGTG CCTTTGAGCA AGTTAGGAAA AGATGCCCCC ACTGGGCAGA CAO^G CCCTA 
TGGQTCATGG TTTGACAAAC AGAGTGA6AG ACCATATTTT AGCCCC ACTC ACCCTCTTGG 
OTGCACXSAOC TGTACAGCCA AACACAGCAt CCAATAT6AA TACCCATCOC CTOA OOGCAT 
CCCCAGTAGT CAGATTATAG AATCTGCACC AAGATOTTTA GCTTTATAOC TTQGCCACAO 
AGAGGGATGA ACTGTCATCC AGACCATGTO TCAGGAAAAT TOTGAAOGTA GATGAGGTAC 
ATACACTGCX: GCTTCTCAAA TCCXXy«3AQC CTTTAGOAAC AGG AGASTAG ACTAGGATTC 
CTTCTCTTAA AAAGGTACAT ATATATGQAA AAAAATCATA TTGOOGTTCT TTAAAAGGCA 
ACTGCATGOT ACATTGTTQA TTQTTATGAC TOGTACACTC TOOCOCAOCC AGAGCTATAA 
TTQTTTTTTA AATGrOTCTT GAAGAATOCA CAOIGACAAO GQ QAQTA OCT ATTGGGAACA 
GGGAACTGTC CTACACTGCT ATTOTTOCTA CATOTATOGA GCCTTGATTG CTCCTAGTTA 
TATACAGGGT CTATCTTGCT TCCTACCTAC ATCTGCTTGA GCAOTGCCTC A AGTA CATCC 
TTATTAGGAA CATTTCAAAC COCTTTTAGT TAAGTCTTTC ACTAAGGTTC TCTTGC ATAT 
ATTTCAAGTG AATGTTGGAT CTGAGACTAA CCATAOTAAT AATACACAT T TCTOTGAGTG 
CTGACTTOTC TTTGCAATAT llCITl ' AtL ' m ATTTATTTAA TTTTCTTGTA TTTATATOIT 

874 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1030 
1080 
1140 
1200 
1260 
1330 
1380 
1440 
1500 
1560 
1620 
16B0 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
3230 
2280 
2340 
2400 
3460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
330O 
3360 
3430 
3480 
3540 
3600 
3660 
3730 
3780 
3840 
3900 
3960 
4030 
4080 
4140 
4300 
4360 
4330 
4380 
4440 
4500 
4560 
4630 



wo 03/042661 



PCTAJS02/36810 



AAAATCftRAA ATOIIWiAAT CAATOMATA *ATTrOC»GT TAKflR 



10 



15 



20 



25 



30 



A92 Protein secmenee 
Gene namei 
llaigene nuniber: 
Protein Accession #: 

signal sequence: 
GPS domain: 

Tranametnbrane domains: 
Cellular localization: 



G protein- coupled receptor 64 

Ks. 184942 

NP_005747.1 

1-38 

564-615 

€24-646, 660-682, 688-710. 733-755, 
plasma membrane 



783-805, 828-850. 858-880 



11 



KVFSVRQCXai 
PSSHBVETTS 
GEIMPQYDKE 
TLMCTPTIKL 
VCLADHPRGP 
PQPSAPIASS 

voriDxvirrss 

LKWDDIGLQ 
NSIGTITLPS 
TVBNLTRNVT 
SHLTSFGVLL 
XltlQLCAALL 
VKVniTYIRK 
AVPYITWGY 
ITWGPAPFAW 
NSDWSKTATN 
NGVrSFSVQNO 



I 

VGRTBEVLLT 
U1DVTI.SLLP 
STVPQNQHIT 
NNTMNACAAI 
PPSSSQSIPV 
PAIDMPPQSE 
XSDLENQVLQ 
LNFSNTTXSL 
SLMMHLPABD 
VTLKKINPSQ 
DLSRTSVLPA 
LLNLVFLLDS 
YILKFCIVGW 
PCVIFLLNVS 
GPVNVTFMYL 
GLKKQTVNQG 
DVOJIDPTGK 



21 
1 

F KIFLVIIC L 
SNETKKTKIT 
NQTLT6VLSL 
AALERVKIRP 
VPRATVLSQV 
TISSPMPQTH 
MEKALSLGSL 
TSPSLALAVI 
MELASRVQFN 
DELTVRCVFW 
QMMALTFITY 
WIALYKMQGIi 
GVPAVWTIl 
MFIAA^VQLC 
FAIFNTLQGP 
VSSSSNSliQS 



31 

1 

HWLVTSLBE 
IVKTFNASGV 
SELKRSELNK 
MEEGCCSVRX 
PKAT8FABPP 
VSGTPPPVKA 
EPKLAGEMIN 
RVNASSFNTT 
FFBTPALFQD 
DLGRNGCStGG 
IQCX3LSSIFL 
CISVAVFLHY 
LTISPDNYGIi 
RIKKKKQLQA 
FXFXFYCVAK 



QHMFNEKEDS GMOKSBMAIA 



41 
1 

J>TDNSSLSPP 
KPQRNICNIjS 
TLQTLSETYF 
FCPSSPEBLG 
DYSPVTBNVP 
SFSSPTVSAP 
QVSRLUISPP 
TFVAQDPANL 
PSLEHLSLXS 
H8DNGCSVKD 
SVTIjVTYIAF 
FLLVSFT«MG 
GSYGKFPNGS 
QRKI8XQDLR 
EKVRXQHRRY 
LVNNDCfiVHA 
RTSKROSLHF 



51 
I 

PAKLSWSFA 
SIOIDSAFFR 
IMC3VTAEAQS 
KLQCDIiQDFX 
SPXGBXQPtiS 
AMVHTTSAPP 
DMLAPLAQRL 
QVSLETQAPE 
YVISSSVANL 
RRLNETXCTC 
EKIRRDYPSK 
LEAFHMYLAL 
PEDFCWINNH 
SXAGIiTFLLG 
IXrCGKLRLAE 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



XEQH 



FibroslB 



35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



A93 DMA SEQUEWCE 
Gene name: 
Unigene number: 
Probeset Accession #t 
Nucleic Acid Accession #: 
Coding sequence: 

21 



EQF-like-dotnain? raaltiple 6 

Hs. 12844 

N675S1 

?Ji?wor (underlined sequences correspond to start and stop codons) 



51 



1 11 21 31 41 ^ 

CCGCA6AGGA GCCTCQGCCA GGCTAGCCAG GGCGCCCCCA GCCCCTCCCC ^COGCGAG 
ScScTGCC G0GGTGCCT6 GCCTCCCCTC CCAGACTGCA GGGACAGO^ f 222^^ 

Saqtgqagc ogagqaccog agcggctgag gagaqaggag gcQQOWctt mctoctaoo 

GGOTCCGGCC GGCGCCCTCC CQAOGGGGGC TCAGQAGGAQ GAAGQAGQAC CCGTOOGA^ 
^ScSSgC CCTOGRGCCT TOCGCTCCCG CTGCTGCTCr CCTGGGTGGC AGGT^C 
^^CQO CCAOTGCAAG GCATCACGGG TTGTTAGCAT OGGCACGTCA GCCTOGGCTC 
TCT^CTATG QAACTAAACT GGCCTGCTOC TACGGCTGGA QAAGAAACAG CAAGGG^ 

tgtSagcta catgcgaacc tcgatgtaao tttcgtgagt gcgtgggacc mawaatoc 

AGATOCTTTC CAGGATACAC OGGGAAAACC TGCAGTCAAG ATGTGAATGA CTGTGCTlMG 

SoSgc CATGCCAACA cagatototo aatacacacg gaagct^ S^S^ 

CTCAGTCGCC ACATGCTCAT OCCAGATGCT ACGTGTGTGA ACTCXA^ ^ISSSS? 
SSaSgTC AGTACAGCW3 TGAAGACACA GAAGAAGGGC CAOJCT^ CTGTOC^ 
TCAGGACrCC GCCTGGCCCC AAATGGAAGA GACTGTCTAG ATATTGAMA A^OTGCCTCr 
GGTAAAGTCA TCTCTCCCTA CAATCGAA6A TGTGTGAACA CATTTGGAAG CTACTACTGC 
A^TCTCACA TTGGTTTOGA ACTGCAATAT ATCAGTGGAC 6ATATGACTG ^^TAGATOTA 
^AMOTA CTATOGATAO CCATAC6TGC AGCCACCATG CCAATTGCTT CAATAC^ 
S^?^ AGTGTAAATG CAAGCAfiGGA TATA|^ 

ATCCCTGAAA ATTCTCTGAA GGAAGTCCTC AGAflCAOCTO OIACOiTCAA ^^^^ 
AA^isTTGC TTGCTCACAA AAACAGCAT6 AAAAAGAAGG CAAAAATTAA 'AATGTTAa 
^MAC^ CXaOGACTCC TACCCCTAAG OTOAACTTGC AQCCCTTCAA CTATGAAQAG 
SS^^ SotGGAA CTCTCATGGA GGTAAAAAAG GGAAltSAAGA QAAAATQAAA 
^^AGAA AAGAGAAGAO AAA6C0CTGA AGAATGAOJT AG^GAGCGA 
AGCCTGCGAQ GAGATCTGTT TTTCCCTAAG GTGAATGAAG CAGGTCBATT OQGCCTMT 
ScCAAA GGAAA6CGCT AACTTCCAAA CTOGAACATA AAGATTTAAA ^TCTOGGTT 
GACTGCAQCT TCAATCATGG GATCTGTGAC TCGAAACAGG ATAGAGAA6A TGATTTTGAC 
TGGAAICCTQ CIGATCGAGA TAATGCTATT GGCTTCTATA ^CAGTTCC GG^GGCA 
GQTCACAAGA AAGACATTCQ COGATTGAAA CTTCTCCTAC CTGACCTGCA ACTCMAGC 
iiSicTCTT TGCTCTTTOA TTACOQGCTG GCOQGAOACA AAOTCQO^ ^WOQAGTQ 
TTTGTGAAAA ACAGTAACAA TGCCCTGGCA TGGGAGAAGA CCACGAGTGA G^jJ^AMj^ 
tgSa^og GGAAAATTCA GTTGTATCAA GGAACTGATG CTACCAAAAG catcattttt 
(aAoSoAAC GTGGCAAGGG CAAAACOGGC gaaatcgcaq tggatggcgt cttgcttott 

^^TTAT GTCCAGATAO CCTTTTATCT GTGGAXGACT^TGTTACT ATCTTTATAT 

?S^St SS^c cctogttttt ttcatattgc atcata^ PTEISSSJ! 

TTAGAATTAC TAGCTQAAAA ATTGTAATGT ACCAACAGAA ATATTATTGT AAGATGOTT 
TCTTOXATAA GATATOCCAA TATnGCrTT AAATATCATA TCACTGTATC J^TCAG^ 
TTTCTCAATC TTTCCACATT ATATTATAAA ATATG6AAAT GTCAGTTTAT CTCCCCTCCT 
CAGTATATCr GATTTGIATA AGTAAGTTGA TGAGCTTCTC TCTACAACAT TTCTMAAAA 
SaAAAA AGCACAGAOA AATGniAAC TSmGACTC TTAT^TACT TCTTGGAAAC 
TMGACAT» AAGATAGACr TTTGCCTAAO TGGCITAOCr GGOTCTTTCA TAGCCAAACT 
TCTATATTTA AATTCTCTGT AATAATAATA TOCAAAICAT CAAAAAAAAA AAAAAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 



875 



tVO 03/042661 



PCT/US02/36810 



A94 Protein aeouaneei 
Gene nanet 
Unigene number: 
Probeset Accession St 
J Protein Accession ft: 
Signal sequence i 
Transmeitibrane dooialnsi 
MAM domain: 
BGP domain: 
lU Cellular Localization: 



EGP- like -domain} nultlple 6 

Hs. 12844 

N67551 

NP_056322.2 

1-21 

none found 
402>546 
80-259 
secreted 



15 
20 
25 
30 

35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



MP LPWSL ALP 
CBATCBP6CK 
LS6HMLKPDA 
GKVICPYNRR 
GSFKCKCKQG 
PEPTRTPTPK 
SLSGDVFFPK 
HNPADRSNAI 
FVXK8NKALA 
SaLGPDSLLS 



11 
I 

LLLSWVAGGF 
FGECVGRIKC 
TCVMSRTCAM 

CVNTPGSYYC 
YKGNGLRCSA 
VNliQPPNYSE 



21 

I 

GNAASARHHG 



G FYMAV PALA 
MBmrSEDEK 
VDD 



INOQYSCBiyr 
KCHIGPELQY 
IPENSVKEVI. 
IVSROOfSHO 
LVQRKALTSK 
OXKXDIGRLK 
NKTGKIQLYQ 



31 
I 

UA8ARQPGV 
CS(^3VI}E0GM 
EBQPQCLCPS 
ISGRYDCIDI 
RAPGTZKDRI 



41 

I 

CHYGTKliACC 
KPRPOQHRCV 
SGLRIAPNGR 
NECTMDSHTC 
KiCLLAHKNSM 



LEHKDUIISV 
LLLPDIiQPQS 
GTDATX8ZZF 



DGSFHHGICD 
NFCLLFDYRL 
EAERGKGKI6 



51 

I 

Y6WRRNSKBV 
MTHGSyXCCPC 
DCU>IOECAS 
8HHANCFNTQ 
KXKAKIKNVT 
KALKMDZBBR 
WKQDREDDFD 
AGDKVGXLRV 
BIAVDOVLLV 



60 
120 
180 
240 
300 
360 
420 
480 
540 



GLIOBIASTOMA 

A95 DNA 8EQTJBWCB 
Gene name: 
unigene nuthber: 
Prdbeset Accession ftt 
Nucleic Acid Accession #i 



ESTb 

Hs. 293616 
AH043782 
none found 



Coding sequence t 38-1075 (underlined sequence corresponds to start and stop codon) 



AGCAACGACG 
CCTGCTGCTG 
GTGCAACATA 
GT6TGACGGG 
GTCGAAATGT 
CTTCOGGTGC 
AAACCCTCTG 
QAGCTTCATC 
AAGTTCrCAA 
TTACCCCAGC 
CCTOCTGGCA 
GCACOGOCTG 
CTGCAAOGTC 
GAATGCGTCG 
TOCOTGGTAT 
CGACCTGCCC 
CAGCAGCCTC 
GGQCACTGCT 
AGTTATTCCA 
TGCTCATGGG 
AACTATCTCT 
TQACATQATC 
CACCCTCATT 
AAATAGGCTG 
CGCTOGACCC 
ATGATCTAAC 
ATCAAAACCT 
AAGAAAACTT 
AAGGACTCTG 
CTCATTCTGA 
QAGCCCCTCC 
TACACCTOCC 
ACCTGCCOGT 
GTATGTOCCT 
CTCCAAAGTT 
ACTGGTTTCT 
CTGCACTGTG 
GGTCAGGGTC 
AGACAATTTO 
TGAAACA6TQ 
AGCTQTCTCT 
ACACCCTTGC 
ACATTTGTGC 
AGAGGGACrC 
TTCTCTGTGT 
AQGTGTTGTT 
CCACTCOGGO 
AACCTGTTTO 



11 
I 

CCGGGCAGCG 
AGCAGGQCCG 
CCAGGCAACT 
CTGCCTGACT 
GGCCCAACCT 
AATGGGTTTG 
CTTTGCTCCA 
TGCGATGGAC 
GAACCCtSGCA 
ATCACCTATG 
CTGGTCTTGC 
CAGCACCCTG 
ACCTAGAAC6 
GAAGTAGGCT 
GACCTTCCTC 
CCCTAOCGCT 
CTGAGOGTGG 
GAGCCCAGGG 
AAGTCCATAT 
AA6CTCTTTA 
GCATTCOCCT 
TGTTGTGCGT 
TTTCACATTA 
GGAGAGAGCA 
AATTCTCTCT 
CAGGAGGCCA 
GCTTTGCACA 
TGGAOGTGAG 
AAACCATCTA 
QAGCTTTCCT 
CATGAGTTTA 
CTGGCTCTAC 
AGCCAAGGAA 
GTG6CCCACA 
COCTTAACAC 
ATCACACjGTG 
CA08CTCCTC 
AGGCCTCTCC 
GAGTCAAGAT 
TGTTTCnTT 
TrrTTTGTTT 
OCOGCTGAGC 
ATTGTTQCAC 
CTCTCTCCCT 
CCAGTCAGCC 
TGGCAAGAAA 
CAGCTGTCAC 
AC6CTAATTA 



21 
I 

GGAGCGGCGG 
CGGAGAGCCA 
TCATGTGCAG 
GCTTCGACAA 
TCTTCCCCTG 
AGGACrGTCC 
C06CCGGCTA 
AGAATAACIO 
6TGGGCAGGT 
CCATCATGG6 
ACCACCA0C6 
TGCTGCTGTC 
TCAATAATGG 
CCCCACCCTC 
CACG6CCCTA 
CCCQGTC06G 
AAGACACCA6 
ACTCTGAGCC 
GGGTTAATCT 
AGCACCTGTA 
CCTCCC CCAO 
CTTTTCTGTC 
TTCTGTTTCT 
ATGTTTCTGT 
GCTGGGTA6T 
TCACTG6ATO 
ATCCTATTTO 
TAACACCCTT 
CCCTGTATAA 
CAGCA6CATA 
TCCAAGTTCT 
AGCCACTTAC 
TGAGGACCTA 
CCCAGCCTGT 
TTGCAAAOTC 
AGAGCCATGT 
TTCCCAAGQT 
CAACATCCCA 
TTTCCATTTG 
TTCCCTTCTA 
TTCCTTTAAC 
CCCOTGATAA 
TTTGAGGTTA 
COGTGTATAG 
ACAGGGCCOO 
CCACACTGAC 
CCATTCAGAA 
AAACAGA6GC 



31 
I 

CCGCGCCATG 
GCTGCTCCCC 
CAATGGACGG 
GAGTGATGAG 
TGCCAOCGGC 
06AT06CAGC 
CCACTGCAAG 
TCAAQACAAC 
GTTTGTGACT 
CAGCTGOGTC 
6AAGGQGAAC 
C06CCTGGTG 
CATCCAGTAT 
CTACTCCGA6 
CrCTTCTQ]^ 
6AGT6CCAAC 
CCACAGCCCG 
CAGCCAGGGC 
GCTCTGACTT 
AGGATCTCTC 
ACTTCAOAGA 
AGGTCACTCT 
GTTGGAGAGA 
GCTATATTGG 
TACCrtATAO 
GTCACCOOCC 
ATGCCCCCAG 
CAGCAGTCGC 
ATTCTGGCTT 
TAT CATCAG C 
CAGCTCCTAA 

ACTTGAGTTO 
CTTGCTCATT 
CTTTTTACCT 
TCAATACCTC 
CCCAATACCA 
GTAGTTTCTC 
QATCTATTTT 
GTTAAGGQAC 
AAG6TCCAAA 
CAAQTCACTC 
TTATTTATCA 
TCTCTATGTT 
CCTCCCTGCA 
TGATGAGGGG 

c ri' cm 'cu u 

TQCAGGAAGT 



41 
I 

TGGCTGCTGG 
GGGAACAACT 
TGCATCCC3GG 
AAGGAGTGCC 
ATCCATTOCA 
GATGAAOAOA 
AAOGGCCrCT 
AGTGATGAGG 
TCAGAOAACC 
ATTTTTGT6C 
AACCTCATGA 
GTCCTGGACC 
GTGGCCAGCC 
GCCTTGCTGG 
AGQQAATCTC 
AQTOOCAGCT 
GGGCAGCCTO 
ACTGAAGAAG 
GTTGCCATTC 
AAGTTACAGT 
TGTTITTCTG 
TCCCTT6GGA 
CAGCATATAA 
AT6CTCA6AA 
CATTTGGGGA 
CAAAAAAATT 
TTCAGCAGAO 
AACGTTATTT 
TA6AAATTTO 
CTCATOCTAA 
AA1CCAGGCT 
GACTGTCACC 
GCCCAAAGTC 
CATGCAGCCT 
GTOCATTTQQ 
CAOCAAGCTC 
GCAOCTCTAO 
CTCTGAGACA 
AAATCTTTTA 
TATTTATATQ 
GAAAGATGCA 
CAGACTAACC 
AOTTCTTQAA 
TGTGCTAGTT 
GGAATAAGGG 
TAAAATOGAA 
GAOCTQAAOA 
GGOOCTAAAO 



51 
I 

GGCOGCTGTQ 
TCACCAATGA 
GCGCCTGGCA 
CCAAGGCTAA 
TCATTGGTGQ 
ACIGGACAGC 
GTATTQACAA 
AAAGCTGTGA 
AACTTGTGTA 
TaOTGGTGGC 
CGCTGCCOOT 
ACCCCCAOCA 
AGGCQGAGCA 
ACCAGAG60C 
TQAA0CAA6C 
OCCAGGCAGC 
GCCCCCAGGA 
TATAAGTCCC 
TAACAATTTG 
TTGGGATATT 
GCQTCTGAGT 
COCGAGATCA 
AACAGTATTG 
aTGCAGGAQA 
TTTGGGTTAO 
CCATTTQAGC 
TCAGTGGOCA 
TGGTTrrCTQ 
GCCAA6AATG 
AATAQQCAGQ 

CTCCCAGCTG 
TGACCTGGCT 
CAACACTGGC 
ACTTGAGGAC 
TGCTGQCTOC 
TTAGA0TTA6 
CATGGGCAAG 
GAAATGCATT 
TGTATAGGAA 
AAAaOAGATC 
TGTGTGOCAO 
GGAAGCAGAA 
IITCi rin T 
GTAAAAOQTT 
CCAGGTAGAO 
AATGTTCAGT 
TQ6CATTCAO 



60 
120 
160 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 



876 



wo 03/042661 



PCTAJS02/36810 



TGATCCrOTT CTOTAGACTT TTCTl'T Cri'T 
AAGCTAGCCA CTGGTATTTT GTTTTGTTTA 
AAOGGAAAGG AACCTAGCTG CCTGTATCTT 
CTGAGTAATC CAATAAAQAA CTTTTGATGA 
5 CATfTCATCf OCTGTGAOTC AGAAGGGCTT 
TTTCTGSTGC TCTGGAAOTT GTTTAGAGGA 
QAGTTAATCT CACTCGCTTT TCTGCTTCCA 
AGATAAGG6A TGCCTACTAA TGCTTTTTTA 
TGATTTTTTT AATGAATGTT TTTAAAAATA 

10 TTTTTGGQOG GAGGGQGTTT GTTTTCCAAC 
TTTTTAACTC ATTCCAACCA GGAAGCTTTT 
AAAATAQTCT CATCTCTTTT TTTCTCAAAT 
AGTTACACTG TGATGACTGG CCTATTACCT 
TTTTTAAAAA ATGCAACTAA QTQGTTAATA 

15 GAAAGGTTOT GTGTOGTTGC TTTTTGTGTT 
TTATACTTTC TAATAAATTT GCAGTTTCAT 

aammaaaaac awywttgggg qggcttgqgc 
tggggcggco gggcccacgt aggtacggcg 

GAAACCCTGO CCAAGAAAAA GGTGGCQAGA 
20 6GAAACCGCA GAOTGTTGGQ XAAACCAGAC 
GGACTCAACC AGGAG6ACCC AAGGGAACCC 



TTTTAACCAA ATCCAAAGGA TQTTACAGAA 2940 

AAAAAAAAAA 6AAA6AAAGA AAQAAA6AAA 3000 

TCATTTTTAA AATAQCACrT GAGTTATTTT 3060 

CAGCCAGAAT GTGTTAGAAC TCTGGCTGAA 3120 

TATTTCTCCC TTTGATGGGG CCCCTTCTTC 3180 

AAGAATTCTA ATTTTAATTA AT TGOGC AGT 3240 

GQCATCTTAG GAAAAACAAA TGGTTTTAGT 3300 

AAACAAACAO GQACATTTTT ATTATAOATT 3360 

TATAAATAGG ACACCAAAGC GGCAOGGTTT 3420 

TCAAGATGGC ACATTAGTGG CCAQCAATAT 3480 

TTATACATTG CCTAAATCTA CGCCAACCAG 3S40 

GA6ATCCGTG TTTTATTTTA GCATTAAATT 3600 

GACTCAGCTC CCTCTACCTT GAAATTGACA 3660 

GTGTGTGAGG CTCAAAGTTA ATGTAAACT6 3720 

TTGQTTAGQC TTGGTTTTGT TTTTTAATTT 3700 

TCTTTCTGTT TGTGCRAAWG GWMCTAMAHM 3840 

CTCGGAAAAA GTTTTTAACA CCACTTCQGG 3900 

ACCACGCGGG CCCAAAOGGO ACCOCAGAAQ 3960 

ATTCTCCACA CCROAAAAAA AOGOQCCGGQ 4020 

CGGAA6A6A0 AACTCAGAAO CACACAAGCG 4080 
GATAGAGTAC 6 



A96 Protein sequence; 

25 Gene name: 

Utilgene number: 
Probeeet Accession #: 
Protein Accession #i 
Signal sequences 

30 Transmethbreme domains-. 
LDLa domains: 
Cellular Localizations 



ESTs 

Hs. 293 616 
AH043782 
none found 
1-17 
169-191 

28-66, 70-108, 112-149 
plasma membrane 



35 1 11 21 

) 1 1 

MHLLGPLCLL LSSAAESQLL PGNNFTNECN 
GXECFKAKSK CGPTFFPCAS 6XHCXZ(BIFR 
KMGLCIDKSF ICDGQNNCQD NSDEESCBSS 
40 VIFVLWALL ALVLHHQRKR NNLMTLPVHR 
YVASQAEQNA SEVQSPPSYS EALLDQRPAW 
NSASSQAASS LLSVEDTSHS PGQPGPQEGT 



31 41 51 

IPGMFMCSNG RCIPQAWQCD GLPDCFDKSD 60 

CMGFHDCPDG SDBEKCTANP LLCSTARVHC 120 

QEPGSGQVFV TSEHQLVYYP SITYAIIGSS 180 

LQHPVLLSRL WLDHPHHCU VTYNVNKGIQ 240 

YDLPPPPYSS DTESLNQADL PPYRSRSGSA 300 
AEPRDSBPSQ GTEEV 



45 



LUNG 



50 

55 

60 

65 

70 

75 

80 



A97 DNA SEQUENCE 

Gene names putative GPCR, 

Unigene number i 

Probeset Accession #: 

Nucleic Acid Accession #t 

Coding sequences 



llea3tly similar to dJ365012.l 
Hs. 256897 
BB001836 
BB001836 

1-295S (underlined sequences correspond to start and stop codons) 



ATGGCCGTCA 
ATGTTAAQTA 
GGTTTAGGCC 
GGGAATAITG 
AACATAQATG 
GAGAAGTCAA 
GAATATCAGC 
AATTTTCTGA 
AGAGCAAAGG 
GACAGCTACA 
GCTGGAGCAC 
TGTGA6AGAA 
TT6AATTCAT 
AAAGCATATG 
AGCAT06TTG 
ATTGAACAT6 
GGCTCTTTCA 
AAGGATGATG 
TQT6AGTCCT 
CT6AACAA6A 
GTGCAAAATC 
TCGGTGGTGT 
TCCAATTCAA 
GTAACCAACT 
ACATTA6AAA 
AAATTCAXTG 
TATCASATTA 
GGGTC3U3ACC 
CTGGGGAACA 



11 21 31 41 51 

I t I I I 

AATCTTTTTC CTTCAACACT GGGAATGATG GGCTAQAOCC AGAOCCAATC 60 

TGATAGGGAT CAGTGGCCCA GCTGGTGTGG AAGACAAGTG GGT CATA CTG 120 

CACATAGCAC TAAAGGTCTT CAACATGCAA TTAGAAGCTC AAATGTTGAC 180 

TTCACTCTAA AAAAGATGTT TCTATTAGAA TTTACTTACT CTTTCATGAA 240 

CTTCCTCTTT CCTQATTAGT GATGOCCATC AGTTAACCCA AGTGttCTCA 300 

ATTCTOACAC AATCCAOCAA OTAACTATAA AAACTGATGG CCCAfiTOSAA 360 

TGCTGCTTCA GGTGACCTAT AGAGATTCCA AGGAfiftAAAG AQATTTGAfiA 420 

AGCTCTTGAA GCCTCCATTA TTATGGTCAC ATGGGCTAAT TAGAATTATC 4B0 

CTACCACAGA CIGCAACRGC CTQAATGGAG TCCTGCAGTG TACCTGTGAA 540 

CCTGGTTTCC TCCCTCATGC CTTGATCCCC AfiAACTGCTA CCTTCACRCG 600 

TCCCAASCXG TQAATOTCAT CTCRACAACC TCAGCOfiftO TGTCAATTTC 660 

CAAAGATTTG GGGCACTTTC AAAATTAATG AAAfiGTTTAC AAATGAOCTT 720 

CTTCTGCTAT ATACTCCRAA TATGCAAATG OAATTGAAAT TCAACTTAAA 780 

AAAGAATTCA AOGTTTTGRG TOGGTTCAGG TCACCCAATT TCGAAATGGA 840 

CTGGGTATGA AOTTGTTGGC TCCRGCAGTG CATCTGAACT GCTQTCA6CC 900 

TTGCC3GAGAA GGCEAAGACA GCC9CITCACA AOCTGITTCC ATTA6AA6AC 960 

6AGTGTTCGG AAAAGCCCAG TGTAATGACA TTGTCTTTQG ATTTGGGTCC 1020 

AATATACCCT GCCCTGCAGC AGTGGCTACA GGGGAAACAT CACAGCCRAG 1080 

CTGGGTGGCA GGTCATCAOO QAGACTTGTG TGCTCTCTCT GCTTGAAOAA 1140 

ATTTCAGTAT GATTGTAGGC AATGCCACTO AGGCAGCTGT GTCATCCTTC 1200 

TTTCIQTCAT CATTa36CAA AACCCATCAA CCACA6TGGG GAATCTGGCT 1260 

CGATTCTGAO CAATATTTCA TCTCTOTCAC T6GCCAGCCA TTTCAGGGTG 1320 

CAATGGAGGA TGTCATCAGT ATAGCTOACA ATATCCTTAA TTCAGCCTCA 1380 

GGACAGTCTT ACTGOGGGAA GAAAAGTATG CCAGCTCAOG GTTACTAGAG 1440 

ACATCA6CAC TCTQGTGCCT CCGACAGCTC TTCCTCTQAA TTTTTCT0G6 1500 

ACTG6AA2U9Q GATTGCAGTG AACAAAAGCC AACTCAAAAG GGGTTACAQC 1560 

AAATGTOTCC CCAAAATACA TCTATTCCCA TCAGAGGCCG TGTGTTAATT 1620 

AATTCCAOAO ATGCCTTCCA GAAACTATTA TCAGCATGGC CTCGTTGACT 1680 

TTCTACCCGT TTCCAAAAAT OGAAATGCTC AGOTCAATGG ACCTGTGATA 1740 



877 



wo 03/042661 



PCT/DS02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TCCACGGTTA 
TCAAACCTGA 
GCAGOCTGCC 
ACCTOCTTCT 
TGGATCACCT 
GAGOCTTTGT 
AT66TGAACA 
GTGGACACCA 
TTCTACCTCT 
ATCCTOGTOT 
TATGOOTGCC 
TACAAAAGC3A 
TTTGTTGTCC 
ACAAAGCTCT 
ATCOOOSTQQ 
GGAATAGGAA 
AATGCATTCC 
CAACTTCTGT 
TCATCAGATT 
GGCCATTATG 
OTCTCAAATQ 



TTCAAAACTA 
GCCAGCCTCA 
ACCTAGT6AA 
OCATA TTGAT 
ATGT6GGACT 
TTTGGAAOCA 
TAGCCCTGTC 
CXX3TGAACCC 
CTTTGTTCTT 
TCCATCACAT 
CTCTCATTAT 
AAGATGTGTO 
CTGCACTGOC 
0QAGGC06AC 
GGAAGAGCCT 
CAATAOTGGA 
AGGQATTTTT 
TCAACAAGTT 
TATCroCCAA 
CATTTTCTCA 
AATAA 



TTCCATAAAT 
TTGrOTOTTT 
TGAA ACTCAA 
GTCACCTTTT 
GGGTATCTCC 
QATTAAAAAA 
CCTCTTQATT 
TTCTGGAGTC 
CTGGATGCTC 
66CCCAGCAT 
A7CTQTCATT 
TTGGCTTAAC 
TATTGTGGCT 
TGTTGGQGAA 
CCTCATTCTO 
CAGGCAGAAT 
TATCTTATGC 
GTCTOCCTTA 
ACrCAAATTC 
TACTGGAGAT 



GAAOTTTTCC 
TGGGATTTCA 
GACAT06TGA 
OTCOCCTCTA 
ATTGGAA6TC 
AGOCAAACCT 
GCTQATGTCT 
T6CACAGYT0 
ATOCTTGGCA 
TTQ ATGATOq 
AOCATTGCTG 
TOQTOCAATQ 
GTOAACTTOO 
AGACTGAGTC 
ACOCCrCTGC 
CIGGCTTGOC 
TTT6QAATAC 
A(5TTCTTGGA 
TCAAAGOCTT 
TCCTCCGACA 



TATTTTTTTC 
GTCATTTGCA 
GGTGCCAATG 
CAATCTTCCC 
TCATTTTATG 
CTCACACA08 
GGnTATTGT 

TCCTGCTGGC 
CTGTTGGATT 
TCAG6CAACC 
GAAOCAAACC 
TTGTGQTGCT 
GGGATGACAA 
TAGGGCTCAC 
AlOTTATTTT 
TCTTGGACAG 
AGCAAACAGA 
TCAACCXaiCT 
ACATCATQCT 



CAAGATAOAG 
GTG6AACGAT 
TACTCACTT6 
CGTTGTAAAA 
CCTGATOkTC 
TOQTATTTGC 
TGGTGOCACA 
TACACACTTC 
TTACOGOATC 
TTGCCTGG6T 
TAC CRATA CC 
ACTCCTGGCT 
GCTAGTTCTC 
GGCCACCATC 
CTGGGGCTTT 
TGCTTTACTC 
TAAGCT60GA 
AAAQCAAAAC 
GCAAAACAAA 
AACTCAGTTT 



1800 
1B60 
1930 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 



A98 PROTBIN SEQUENCB 
Gene name: 
Utoigene number: 
Protein Accession 4t 
signal sequence t 
Pfam domain t 
Transmembrane domains i 
Cellular Localization: 



putative GFCR, Weakly similar to dJ365012.1 
Be. 256897 

none found 

1-17 

7tin_2 [561-820} 

545-567, 571-593, 605-627. 641-663, 677-699, 721-743, 767-789 
plasma membrane 



MHALLLCFSV 
LIRIIRAKAT 
QSVNPCBRTK 
QFRNGSIVAG 
FGFQSKDDEY 
AVSSFVQNLS 
W8ASVTMHT 
KROYSYQIKM 
NGPVXSTVIQ 
QCTHLTSFSI 
TRRICMVNIA 
LAYRIILVFR 
KPLLAFWPA 
LTWGFGIGTI 



11 

1 

UIGASGLSLIi 
TDOISLKGVL 
IWGTFKXNEER 
YEWGSSSAS 
TLPCSSGYRG 
VIIRQNPSTT 
VLLRBEKYAS 
CPQNTSIPXR 
NYSINBVFU 
LMSPPVPSTI 
LSLLIADVHF 
HMAQHLMHAV 
LAXVAVNFW 
VDSQNLAHHV 



21 

1 

QSPVEEYQLL 
QCTCEDSYTW 
FTNDLLN8SS 
ELLSAIEHVA 
NITAKCESSG 
VGNLASWSI 
SRIiLBTLBIX 
QRVLiaSDQF 
F8KIBSNLSQ 
FPWKWITYV 
IVGATVDTTV 
GFCLGYGCPL 
VLLVLTKLHR 
IFALWAFQfV 



31 

I 

IiQVTYRDSKB 
FPPSdiDPa^ 
AXYSKYANQI 
EKAKTAIjHKL 
WQVIRETCVL 
LSNISSLSLA 
8TLVPPTALP 
QRSLPETZIS 
PHCVFWDPSH 
GLGISIGSLI 
NPS6VCTAAV 
IISVITIAVT 
PTVGERLSRD 
RTVTITYCIV 



41 

I 

KRDLRNPLKL 
CYUaTAGALP 
BZQLKKAYER 
FPLEDQSFRV 
SLLBBLinCNF 
SHFRVSNSTM 
LNFSRXPZOH 
MASLTLGNIL 
LQNNDAGCHL 
LCLIZEALFW 
FFTHPFYLSL 
QPSNmCRKD 
DKATXIRVGK 
K 



51 
1 

IiKPPLLWSHG 



XQ6FESVQVT 
FGKAQCNDXV 
SMIVGNATBA 
EDVXSXADHX 
KGIPVNKSQli 
PVSKMGtZAQV 
VNETQDIVTC 
KQIKKSQTSH 
FFHMLMLGXL 
VCHLNNSNGS 
8LLXLTPUL0 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



A99 DMA SEQUENCB 

Gene name: putative G-proteln coupled receptor 
tmigene niunber? Ha. 16085 

Probeaet Accession #i P07953 
Nucleic Acid Accession #: N14.016334 

Coding sequence t 104-1471 (underlined sequences correspond to start and stop codons}' 



1 
I 

A6CA0CTGGQ 
0Q8QAGTG60 
CTCCAGCATC 
GCOCCAATTG 
6ACGTTTGCA 
GftATAGCAGC 
GGTTTTCATa 
TAAACAAOGA 
ACTAGGAQAT 
CATC AQCOGG 
TOTCAACTGC 
TCTAGG0CT6 
GATGGCAATG 
TTTCTGGGGA 
TATTCAACAO 
tgatctatat 
taattttctt 
CAATATTGTT 
TGTGAATTAT 
TCTTGTTG6A 
CTTTTATGGC 
AATGOGCATO 

TGATGK2ATC 



11 
I 

AAAAG6CAGA 
AAGTGGAGGC 
ATOATTACCT 
TTTAAAGACT 
TTTTCTT6CA 
TCCOCsTTATT 
QTGCCTTTTT 
CTOCTTTTTT 
CCCTTTCOCA 
GTTGGTGTQA 
OCATACACTT 
QAAOOaOQAC 
GCACGGAGAA 
ATGATAAAAA 
QAAGTGGATG 
GCTA0CAA09 
GOTTACTTTT 
TTTGATOGAO 
CTGGGAATCC 
ATAATCATCQ 
ATCTCTAGCA 
TACTTTGTCT 
ATCACTGAAQ 
rrOCTGGT CA 



21 

1 

COGTGTGAGG 
AGGA0C9CTTC 
CCCAAATACT 
ATGAGATAOG 
CCATGTTTGA 
TTCACXGGAA 
ACATTGGCTA 
CCTGTCTCTT 
TTCTCAGOCC 
TTGGAGTGAC 
ACKTQTCTTA 
T6CTGC3\AAC 
CAATGTTCCA 
GTGTTACCAC 
CTTTGGAAGA 
AGAaAATAOA 
TCTCTATTTA 
TTGGGAAAAC 
AATTTGATGT 
TCACATCCAT 
GTAAGTCCTC 
OC TClGlGCr 
TCCTTGGAGA 
GOGCTCTCTC 



31 
I 

ooaocTOTao 

CTTACACrrC 
ATTTTTTGGA 
TCAGTATOTT 
6CTCATCATC 
AATQAACCT6 
TTTTATTQTG 
ATGGCTGACC 
AAAACATGGG 
TCTCATGGCT 
CTTOCTCAGG 
CAT6GATAT0 
GAAGGGGGAA 
TTCAGCATCA 
ATTAAGCAGG 
ATACZOSUkA 

GGATCCTGTC 
QAAGTTTTGG 
CAGAGGATTQ 
CAATQTCATT 
GCTQATGOGA 
ACTGCAGTTC 
TAGCATACTC 



41 

I 

GCCCAG06TQ 
QC CATQA GTT 
TTT6GGTGGC 
GTACAGGTGA 
TTTGAAATCT 
TGOGTAATTC 
A6CAATAT0C 
TTTATGTATT 
ATCTTATCCA 
CTTCTTTCTO 
AATGTQACTG 
ATCATAAGCA 
GTGCATAACA 
GGAAGTGAAA 
CAGCTTTTTC 
AOCTTGAAGG 
AAAATTTTCA 
ACAAGAGGCA 
TCCCAACACA 
CI6ATCACTC 
GT0CT6CTAT 
ATQAGTATOC 
AACTTCTATC 
TTOCTCTATT 



51 

I 

cr GTOG Cxa' c 

TCCTQATOCSA 
TTTTCTTCAT 
TCTTCTCOGT 
TAGGAGTATT 
TGCTQATCCT 
QACTACTGCA 
TCTTCTQGAA 
TAGAACAGCT 
GATTTGGTGC 
ACACAGATAT 
AAAAGAAAAG 
AACCATOUSG 
ATCTTACTCT 
TGQAAACAOC 
GGAAATATTT 
TGGCTACCAT 
TTGAOATCAC 
TTTCCTTCAT 
TTACCAA6TT 
TAGCACAOAT 
CTTTA6AATA 
A0CX3TTGGTT 
TGGCTGACAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
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wo 03/042661 
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ACAGGOVCOV 
CAGT66TTTC 
ATAAACAAAC 
AGGTGATACT 
ACAATACTCA 
CCAAGAAACT 
TQA6CCAAAC 
TTGAGATTGA 



GAGAAGCAAA 
AAAATTTAOA 
AAAATGCTAT 
ATGACCATGA 
GCAGAGAGCA 
AAAGGT6AAA 
ACGTAGGATT 
CTCATTAAAA 



TGGCACCTTG 
TATAAGAGGG 
GGTAOCATTT 
GTAGCATCAG 
TCCCGTGTGG 
AATACACTGG 
TCCGTTTTAA 
TCAGAGACTG 



AACTTAAGCC 
GGGAAAAATG 
TTCAOCTTCA 
CCA6AACAT6 
ATATGAGGCT 
AACTCTGGGG 
GGTTCACATG 
T 



TACTACAGAC 
GAACCAGGGC 
TAGCATACTC 
AGAGQGAGAA 
GGTGTAGAGG 
CAAGACATGT 
GAAAAG6TTA 



TGTTAGAGGC 
CTGACATTTT 
CCTCCCCCTC 
CTAACTCAAG 
GGGAGA6GAG 
CTATGGTAGC 
TAGCTTTGCC 



1500 
1560 
1620 
16B0 
1740 

laoo 

I860 



AlOO Protein eequence 
Gene name: 
Unigene number t 
Protein Accession ft: 
Signal sequence t 
Transm&iibrane domains: 
Cellular Localization: 



putative G-protein coupled receptor 
Hs. 16085 
llP_0574ie.l 
none found 

5-27, 42-64, 76-98. 110-132, 144-166. 
plasma metiibrane 



289-311, 342-364, 380-402 » 424-446 



1 
I 

MSFIiIDSSIM 
EILGVLNSSS 
MYFPWKLGDP 
VTDTDILALE 
SEMLTLIQQE 
IFMATINIVP 
ITLTKPPYAI 
FYHRWFDVIF 



11 

I 

ITSQILFPGF 
RYFHWKMNLC 
FPILSFKHGI 
RRLLQTMDM2 
VDAUEELSRQ 
DRVGKTDPVT 
SSSKSSNVIV 
LVSALSSILF 



21 



GWLPFKRQLF 
VILLILVFMV 
LSIEQLISRV 
Z8KKXRKAMA 
LFLSTADLVA 
RGIBITVNYL 
LLLAQXMGMY 
LYLAKKQAPB 



31 
I 

KDYBIRQYW 
PPYIOYFIVS 
6VI6VTLMAL 
RRTMFQKBEV 
TKERIEYSKT 
GIQFD\nCFHS 
FVSSVLLXRM 
XQMAP 



41 



51 



QVIFSVTFAF SCTMPELIIF 60 

NIRLLHKQRL LPSCLLWLTF 120 

LSGPGAVNCP YTYMSYFLRN 180 

HHKPSGFWGM IKSVTTSASG 240 

FnSKYFNFLG YFFSIYCVWK 300 

QHISFILVGI XZVTSIRGLL 360 

SMFLBYRTIl TEVX/3EXiQFN 420 



AlOl DNA SEQUENCE . . ^ . r« • 

Gene name* ESTs. Weakly similar to CGHU7b collagen alpha l(IIl) chain precursor [H. sapiens] 

unigene number: Hs. 19322 

Probeset Accession ft: AA088458 

Nucleic Acid Accession ft: AA08B458 „„h™,«i 

Coding sequence: ■ 862-1995 (underlined sequences correspond to start and atop codons) 

1 11 21 31 41 51 

I i I I 1 I 

GcccrroGAC actgacatgg acpgaaqgag tagaatqgag cacgaggaca ctgacatgga 

CTGAAGAAAA AGGAOCTCQA GCAGGAQAAQ GAGGTGCTGC TGCAGGGTTT GGAGATGATG 
GCGCGGGGCC GCGACTGGTA cgagcaqcag CTGCAACGAG TGCAGGAGCG CCAGCGCCGC 
CTGGGCCAGA GCAGAGCCAG CXKX3GACTTT GGGGCTGCAG GGAGCCCCCG CCCRCTGGGG 

oggctactgc ccaaggtaca agaggtggcc cggtgcctgg gggagctgct ggctgcaqcc 
1GTCCCAGCC gggccctqcc occqtcctcc tccgggcccc cctgccctgc cctgacgtcc 

ACCrCACCCC CQQTCTGGCA GCA0CA6ACC ATCCTCATGC TGAAGGAGCA GAACCGACTC 
CTCACCCAGG AGGTGACCGA GAAGAGTGAG CGCATCACGC AGCTGGAGCA GGAGAAGTCG 
GCGCTCATTA AGCAGCTGTT TGAGGCCCXSC GCCCTGAGCC AGCAGOAOGQ GGGAOCTCTO 
GATTCCACCT TCATCTAGTC CTTGTGGGCC GCGTGGGCCC CCAGGGOCAG CCTGGCACTC 
AGCCCTTOQA GQGTGGGCGC CCCATCGCAC CCACCCTCTC TGGCTGGAGA CCCCCGGCAG 
QCCCABOCAC AGTCCCGQAO TGGGOGCCTT CCTGCCGCCC TTGCCAGATG GGCTCCCCAG 
GCCTGCCCCC G6CTGGTCCC CGCACCQAGC GCTTGACTCC GTTTKG GCTC CTGGTTGYrG 
ACATGGGCTG QGGGCTCTCT TGAGTCOGCA TAGTCCGCAO CTACIACTGQ COGCTGTCAG 
TGGACAGTGQ GGTACCCCTC CATGAGTTAG CGTCCCCCCG TTTCCAGCG6 TGC06CCCTG 
QOTCCCATCT TCAGGGAAAG GCACTGCCCA CGCCAGGCTG CACTTCCAAC AAC3GGGCRGC 
AGAGOQCGOQ GGGCG6CTCC GAOGOQGGTC C3VAQQGCAGC TTCCX36CTCR ACCAGGGCAC 
CAGGACGAGO TGGCTGTAGC TCGGAGGGAC GGAAGTAGAT GGAGGGGGTG GGGACGGCCT 
GTAAGCGGGG GGTGCCTGCC TOGCTGGQGA GCCCCAGOGA TAGCGGTOQO ACTTCAGGTT 
CTG6CCAAGG CTGAGGGACC CTGGCTGCAG CGGATCGGCA 0GC0GGGTG6 G06AGAGCTT 
GGCCTOCATO TGCXn-CCCAC AGACCCTGGG GTGATGGCCT TCCCCCTCTT GGCOSGQACG 
TTGCCCCA06 TTGAGTCCCA CACAACATCC TGTGAGCCTG GCTCCCCAGG AGGGCCCCCA 
QACAGCTCCC AGGCACGTCA TAGGCAAAGC CrGTTTCCCC OGACTCAGGA TTTCCAAGGC 
CTGGGGTCCT GCTCACCCCC CTTTGCTCIC AOGOCCAGCC TOTCCCCAOQ TTTCAGCIGG 
GAGAGGCCAC CTCXXTTCAGC CRAQGAAAAC GAfiAACCCCC AGG6TACACG AGGAGGCTGQ 
OGCAGGTCCC CTTGGGTGTC ACTCCCTCAG CCCCTGCCCA GGCCCACTCC CGCTGGTGCT 
QGAOTACGCA CTGGTCGGGG GGCCCTGCTC AGCCCAACCT GQAGGGTCCC AGTGTCACCA 
GAACCAGGGG CA0G6CAACA 6CAT0GATGG GTTCTGCAGC CCAGG6CCCC OQATOCGQGG 
TCAGTGTGTG TQGGGCGCAG 6G0CTCCGAT GCQGGGTCAG TGC6TGGGG6 GCGCftflGGCC 
CCC6ATG0GG GGTCAGTGCO TGGGGGGCGC AGQGCCCCCT OOTOTCCAGG GCACTTTGQT 
ACACTGTCCC ACAAQGCACC TGTCTCAGAG GAGGGGCXXTT GGCAGGCAGC GTGGCAACTC 
CCTTCOGGAG CCCAGCTCCA T6CTAACCTG CCCACAGCAA CCCCACAGAG CCACATTCCC 
T6CX0CACCT GGTCTGCAGG G6TGTCCCAG GACftGGCCCA AGTCAGCCCA GCATG CAGC T 
GOCCTOCT A C OCTGAAGATG GGAGTGG6CT TTCCRQGGQA CATAAGQAIG TOVGGCCPGG 
ACCTOCXGGG CAGGAAAGGQ TGCACGTOCT 6AGGGCCTGT 6CCCCACA6C C CCAGC ACCC 
AGGTGGACTG CAGCGCAGT6 GGTGGGCCAG TGGCAGCCAG GGAGAAGCCC CCXXSTCAGCA 
GGCTGGGQTC TGCCCACCAG GGCCTCCCCA CGTCTGCCTT TQAGGGTGCC TGCCATGCCC 
TGGGGGATCC TGOCATCTTT ACTG6ACTG0 AAGCAGGAOA CAGAACAGTQ TCT6TCCCXSG 
GOTGACTTCA TCAGGAGACC GCCCACATAfl A6CT6GACCC OGCA GCIGAA GOGQRAAaGT 
GAGACRQGCr G6CACCTCCG 6AAAAACTGC CTTTCftGCCT TCGTGTTCOG TGCRAGGT6A 
AAAGAAATAQ GTCCTCCCAG TTTACAGCTT GAAATCAGGC TAOTGAGTGQ CCCTGGAGAC 
CACGAGGGGA GAATTTAAAG GCCCCGGCTG GCAGGGTCTA GGTGGCT6GC AGAGGCACAT 
GCAGACCCTG CCTGGAGCCT GCCCTAGGAC GCTGGGOGGG TCAGTCTCCG TGCAGGATGT 
OAOCAQOQTC CCTGGGCTCT ATC0GCGW3G TGCCftGTAGC QTGIG CAGGT ACATACACGT 
GOSTGCACAC TGXGATGACA GCGGGAAAT6 TCTCAGGATG TTGEAAATGT6 TCCTTGGGGG 
CAQAAGTGTC OCCAGTTGM AATCTGCCCC AGAOQAACAC ACOC A CACC A GGCCTCAG6A 
IVriXyi ' G T TO ATCAAGXTCC AAOSAAAAGG AACATCTCAQ CCBG6CGIG6 TGGTTCAC6C 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
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CTGGAATOOC AOCACTTGMO GGCAGGAOIT CCAOAGCAGC CTGG6CAA0Q CAGTGAGAGA 2880 

C3CCCATCTCT ACAARAAAAA AAAAAGAAAO AAAGAAAATQ AQAQATOCAG GTTTAAAAAT 2940 

TCATAAAOIC CACAAGQAAA CAATAOVCTA TGAGACCCAG CAGAAGCAAC AGATTGACTC 3000 

TAGACCCAQA TACTAGAATT ATCAGAGAGA ATATAAAGTA ACAGT6TTTT ATATATCTAA 3060 
AGAAATAAAA GAOATTTCTG GAAACATX^AA AAAAAA 



A102 DMA SEQUEHC8 
Gene name: 
unigene nuntber: 
Probeset Accession §: 
Nucleic Acid Accession #t 
Coding sequence: 



TMPRSS3a 
HS. 298241 
AI538613 
AB038157 

202-1566 (underlined sequences correspond to start and .stop codons) 



1 11 21 31 41 51 

I I I I I I 

ACCGGGCACC GQAOGGCTCG GGTACTTTCQ TTCTTAATTA GGTCATGCCC GTGTGA6CCA 60 

GGAAAQGGCT GTGTTTATtjG GAAGCCAGTA ACACTOTGGC CTACTATCTC TTCOGTGGTG 120 

CCATCTACAT TTTTGGGACT OGGOAATTAT GAGGTAGAGO TGGAGGCGGA GC0GGAT6TC 180 

AGAGGTCXrrO AAATAGTCAC CATGGGGGAA AATGATCCGC CTGCTGTTGA AGCCCCCTTC 240 

TCATTCCGAT CX5CTTTTTGG CCTTGATQAT TTGAAAATAA GTCCTGTTGC ACCAGATGCA 300 

GATGCTGTTG CTGCACAGAT CCTGTCACTQ CTQCCATTGA AGTTTTTTCC AATCATCX3TC 360 

ATTGGGATCA TTGCATTGAT ATTAGC3VCT0 GCCATTGGTC TGOQCATCCA CTTOGACTGC 420 

TCAGGQAA6T ACAGATGTOG CTCATCXTTTT AAGTGTATCG AGCTGATAGC TCGATGTGAC 480 

GGAGTCT0G6 ATTGCAAAGA CGOGGAGGAC GAGTACCGCT GTGTCCGGGT GGGTGGTCAG 540 

AAT6CCGT6C TCCAGGTGTT CACAGCTGCT TCX3TGGAAGA CCATGTGCTC OGATGACTGQ 600 

AAQGOTCACT AOGCAAATGT TGCCTGTGCC CAACTGGGTT TCCCAAGCTA TGTQAGTTCA 660 

GATAACCTCA GAGTGAGCTC GCTGGAGGGG CAGTTCCGGG AGGAGTTTGT GTCCATCGAT 720 

CACCTCTTGC CAGATGACAA GGTGACTQCA TTACACCACT GAGTATAIGT GAGGGAGGGA 760 

TGTGCCTCTG GCCAOGTGGT TACCTT6CA0 TGCACAGCCT GTGGTCATAG AA6GG0CTAC 840 

AGCTCACOCA TC3QTGGGTGG AAACATGTCC TTGCTCTCGC AGTGGCCCTQ GCAGGCCAGC 900 

CTTCAGTTCC AGGGCTACCA CCTQTQCGGG GGCTCTGTCA TCACGCCCCT OTGGATCATC 960 

ACTGCTGCAC ACTQTOTTTA TGACTTGTAC CTCCCCAAOT CATQGACCAT CCAGGTGGGT 1020 

CTAQTTTCCC TGTTGGACAA TCCAGCCCCA TCCCACTTGG TGGAGAAQAT TOTCTACCAC 1080 

AGCAAGTACA AGCCAAAOAG GCTGGGCAAT GACATCGCCC TTATGAAGCT. GGCOGGGCXS^ 1140 

CTCAG6TTCA ATGAAATGAT CCAGCCTQTG TGCCTGCGCA ACTCTGAAGA GAACTTCCOC 1200 

QAT66AAAAQ TGTGCTGG A C 6TCAGGATGG GGG6CCACAG AGGATGGAGC AGGTGA06CC 1260 

TCCOCTGTCC TGAAOC31G6C GGCOGTCCCT TTGATTTCCA ACAAGATCTG CAACCACAGG 1320 

GAOGTGTACG GTQOCATCAT CTCCCCCTCC ATGCTCTGOG CGGGCTACCT GAOGGGTGGC 1380 

GTG6ACAGCT 6CCAGGGGGA CAG06GGGGG CCCCTGGTGT GTCAAGAGAG GAG6CTGT6G 1440 

AAOTTAGTGG GAGOGACCAG CTTTGGCATC GGCTGOGCAG AGGTQAACAA GGCTGGGGTG 1500 

TACAOCOQTQ TCAGCTGCTT CCTGGACTG6 ATCCA06AGC AGATGGAGftO AGACCTAAAA 1560 

ACCTOAASAG GAAGQOGACA AGTAOOCAOC TQAGTTOCrG AGGTGATGAA GACAGCOCQA 1620 

TOCTCOCCTG GACTCCXXTTG TAGGAACXTG CACAGQAGCA GACACCCTTG GAGCTCTGAO 1680 

TTCOGQCACC AGTAQCAGGC CCOAAAGAGG CACCCTTCCA TCTQATTCCA GCACAACXTTT 1740 

CAAGCTOCTT nwrrriTT 6TTTTTTTGA G6TGGAGTCT CGCTCTQTTG CXXAGGCTQG 1800 

AGTGCAGTGG GGAAATCCCT 6CTCACTQGA 60CTG0QCTT OCCIGGTTCA AG06ATTCTC 1860 

TTOC CTCAGC TTCCC3CAGTA GCTGGGACOV GAGGTGCGGG CCACCACAGC CAACTAATTT 1920 

TTQTATTTTT AOTAGAGACA G6GTTTCACC AT6TTG6CCA G6CT6CTCTC AAACCCCTGA 1980 

CCTCAAATQA TGTGCCTGCT TCAOCCTCCC ACAGTQCTGG GATTACAGGC ATGGGCCACC 2040 

AOGCCTAGGC TCACGCTCCT TTCrQATCTT CACTAAGAAC AAAAGAAGCA GCAACTTGCA 2100 

AOGGOSGCCT TTCCCACTQG TOCATCIGOT TTTCTCTCCA GGGGTCTTOC AAAATT0CI6 2160 

A0GA6ATAAO CAGTTATGTQ AOCTCACXSTQ CAAAGCCACC AACAGOCACT CAGAAAAGAC 2220 

GCACCAGCCC AGAAGTGCAO AACTGCAGTC ACTGCAOGTT TTCATCTCTA GGGACCAGAA 2280 

CCAAACCCAC CCTTTCTACT TCCAAGACTT ATTTTCACAT OTGGGOAGGT TAATCTAQQA 2340 

ATGACTGQTT TAAGGCCTAT TTTCATGATT TCTTTGTAGC AnTGGTGCT TGAOGTATTA 2400 

TTGTGCTTTO ATTCCAAATA ATATQTTTOC TTGCCTCAAA AAAAAAAAAA AAAAAAAAAA 2460 



A103 Protein sequence: 
Gene namet 
imigene nundber: 
Probeset Accession #t 
Protein Accession #s 
Signal sequence: 
Transmembrane domains t 
Tryp^SPc domain t 
Cellular Localization t 



TMPRSSSa 
RS. 298241 
AI538613 
BAB20077 
none found 
43-65, 239-261 
216-444 

plasma mend>rane 



1 11 21 31 41 51 

I I I I I I 

KGEMDPPAVB APFSFRSLFG LDDLKISPVA PDADAVAAQI I.SLLPLKFFP IIVIGIIALI 60 

LALAIQLGIH FDCSGICyRCR SSFKCIBLXA ROXSVSDCKD GEDEYRCVRV GGQNAVLQVP 120 

TAASWKTMCS DOHKGKYANV AGAQLGPPSY VSSDKLRVSS IjEGQFRSEFV SIDHLLPODK 180 

VTALHHSVYV RB8CA86BW TLQCTACmR SGYSSRIVGO NMSIXSOWPW 0A8LQFQGYB 240 

UXnSVITPX. HXITAARCVY DliYLPKSNTI QVOLVSLUHI PAPSRLVBKZ VYRSKnCPKR 300 

LCaiDIALKXIi AGPLTFMEMI QPVCLPNSEB 17FP0GKVCHT SGNOATEDOA GDASPVLKHA 360 

AVPLI8NKIC NKRDVYGGII 8PSMLCAQYL TGGVS80Q6D SGGPLVOQER KUIKLVOATS 420 
FGIGCAEVNK FGVyTRVTSP U>WIHBQKER DZiKT 
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A104 DNA SEQUENCE 

Gene name: Homo sapiens G protein- coupled receptor (H0T7T17S) 
Unigene nuinber: Hs .208229 

Probeset Accession #: Aiai9198 
Nucleic Acid Accession fft NM_032SSl.l 

Coding sequence: 1-1197 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I 1 I I I 

ATGC ACACOG TGQCTACGTC CGGACCCAAC GOGTCCTGGG GOGCACGGGC CAACGCCTCC 60 

GGCTGCCCGG GCTGTGGCGC CAACGCCTCG GAOG6C0CAG TCCCTTOGCC GCGGGCOGTQ 120 

GACGCCTGGC TCGTGCCGCT CTTCTTCQCXS GG6CTGAT0C TGCTGGGCCT GGTGGG6AAC 180 

TCGCTGGTCA TCTACGTCAT CTGCCX3CCAC AAGCX3QAT6C GGACCGTGAC CAACTTCTAC 240 

ATCGCCAACC TGGCGGCCAC GQACGTGACC TTCCTCCTGT GCTGCX3T0CX: CTTCACGGCC 300 

CTGCTGTACC GGCTGCCCGG CTGGGTGCTG GGCGACTTCA TGTGCAAGTT CGTCAACTAC 360 

ATCCAGCAGG TCTCGGT6CA G6CCAGGT0T 6CCACTCTGA CCJGCCATGAG TGTGGACOQC 420 

TGGTACGTGA CGGTQTTCCC GTTGOGCGCC CTGCACCGCC GCACGCCCCG CCTGGCQCTG 480 

GCTGTCAGCC TCAGCATCTQ GGTAGGCTCT GCGGOGGTGT CTGCGCOGGT GCTC3GCCCTG 540 

CACOGCCTGT CACCCGGGCC GOSCXSCCTAC TGCAGTGAGG CCTTCCCCAG COGOGCCCTG 600 

GAGCGCBCCT TCX3CACTGTA CAACCT6CT0 GOGCTGTACC TGCTGCOGCT GCTCGCCACC €60 

TGC6CCTGCT ATGCQGCCAT 6CTGGBGCAC CTGGSCOGGQ TC0CCX3TGOS GC00GG6CCC 720 

GCCGATA6CX3 CCCTGCAGGG GCAGGTGCT6 6CA6AGCGCG CAOGOOCOGT GOGGGCCAAG 780 

GTCTCGCGGC TQOTGGCGGC OGTGGTCCTG CTCTTCGCCG CCTGCTGGGQ CCCCATCCAG 840 

CTGTTCCTGG TGCTGCAGGC GCTGGGCCCC GCGGGCTCCT GGCACCCACG CAGCTAOGOC 900 

GGCXA0GC6C TTAAGACCTG GGCTCACTGC ATGTCCTACA GC3ACTCC6C GCTGAACCGG 960 

CTGCTCTACX3 CCTTCCTGGG CTOQCACTTC OQACAGGCCT TCGGCCGGST GTOGCCCTGC 1020 

60GC0GG6CC GCCCCC!GCCX3 CCCOCQCX!GG CCGGGACCCT CGGAC0CC6C AGCCCCACAC 1080 

GCXSGAGCIGC ACOGGCTGGQ GTCCCACC08 GCGCCOGCCA OGGGQGAGAA 6CCAGGGAGC 1140 
AOTGGGCTOa CCGC3GCGCGG QCTGTOCOTC CTGGGGGAGG ACAAOGCCOC TCTCTGA 

A105 Protein sequence 

Gene name: Homo sapiens G protein-coupled receptor (HOT7T175) , iHRHA 

unigene number: Hs. 20822 9 

Protein Accession «; AI819198 

Signal sequence: none found 

Pfiam domains* 7tm_l [59-3231 

Trwismenibrane domains t 43-6S| 86-108. 122-144, 159-181, 203-225, 260-262 

Cellular Localisation i plasma membrane 



1 
1 

MHTVATSGPN 
SLVIYVICRH 
IQQVSVQATC 
BRLSPGPRAY 
ADSAIiQGQVIi 
AYALKTWAHC 
AEUIRLGSHP 



11 

I 

ASHGAPAKAS 
KPMRTVTNFY 
ATLTAHSVDR 
CSBAFPSRAL 
AERAGAVRAK 
MSYSNSALNP 
APARAQKPGS 



31 



41 



51 



21 

I I i 1 

GCPGOGANAS DGPVPSPRAV DAWLVPLFPA ALMLLGLVGN 60 

lANLAATDVT PLLCCVPFTA IiLYPLPGHVL GDFMCKFVNY 120 

WYVTVFFLRA LRRXeiPRLAL AVSLSIWVGS AAV8AFVLML 180 

ERAFALYHLt. ALYLLPLLAT CACYAAMLRH LGRVAVRPAF 240 

VSRLVAAWL ItFAACHGPIQ LFLVLQAL6P AGSHHPRSYA 300 

LliYAFIiGSRF RQAFRRVCPC APRRPRRFSR P6PSDPAAPH 360 
SGLAARGU:V L6EDNAPL 



A1C6 DNA SEQUENCE 
Gene name: 
Uhigene number: 
Probeset Accession #s 
Nucleic Acid Accession ftt 
Coding sequence: 



integrin, beta 8 
Hb. 52620 
AA479726 
NK_002214 

680-2990 (underlined sequences correspond to start and st^ codons) 



TCCCCTCGAC 
TAGGGTGGTT 
CTAAGCTGAT 
TGTCCCX3GA6 
TGGCCGTOSA 
GGCCGTAGGG 
CCGAGCCGCX3 
GGCCCCGAGG 
GGGGCGGGCT 
TCTGCCTGCA 
CACTTGTTCT 
CCTOTGCCAG 
TTTCAGGTQG 
GCTCAGTTGA 
TTAATACCCA 
ATTTTATGCT 
ATGTCTCAGC 
CTAGAAAAAT 
AAACAGTTTC 
ACAATTTAGA 
TCACTGAGTT 



11 
1 

CCTCOCCCTG 
GTCTTTGCCC 
CTGCCCACCT 
CTCGCCGGOG 
TCCCCCCCAG 
TTATGCA6CA 
CAGGCTGOGG 
AGGAGGTGCT 
QCCCTGAGAT 




21 
I 

TTGCTSGCAT 
GCT6CTCCGC 
GTGGAAGCAA 
TACCCTCCCA 
CTT06GGCTT 
GAA6CCCCAC 
AGCCCTTGCA 
TCTCGOOGAG 
GCCGAGCGGT 
QCTAGGCCTG 
GGCC6AGCCC 
ATGT GOGGCT 
OGAGGTCCOG 
CAAGGTGAAG 
CTGGGTCCAG 
GAACGTTGTG 
TACCCATCTG 
GGAGAA6TGT 
CCTCIGAAGA 
AATAATATAG 
TCCCGTGACr 
AGCATCCACC 
CCCCATGGAT 
GTTCATAGAC 



31 
1 

CCCGAGCTTC 
AGACGGGGCT 
CTGOGCTGAT 
CAGATCCAGC 
TGTTTGGGTT 
CGGCTGGAGA 
6AGCCCTCTC 
ACCGCGGGAC 
GCCCGG6CGC 
GGGAAAAOGT 
GCGTCOGGAA 
OGGCCCTGGC 
CCTOGTTCCT 
ACAATAGATG 
AATGTGGATG 
ATATTGTTTC 
TGCATQTTAT 
CTATCCAGCT 
AATATCCTGT 
AAAAATTAAA 
TTCGTCTTGG 
CC6AAAG6AT 
ACATCCATGT 
AGAAGATCTC 



41 

1 

CTCCCTTGCC 
GCAAAGCTGC 
TQATGOGCCA 
ATCACCCAQT 
TGATTGTGTT 
GAAACAAAAG 
TCCW3TCGCC 
CCGCOQTGCC 
GCITACCTGC 
CCTAGCGACA 
GGCAGCCAGG 
TTTTTTTACC 
CTGGGCAGCC 
TOCATCTTCA 
GT6TGTTCAA 
CAATTTAATA 
AATACCCACT 
GCQTCCAGGA 
G6ATCTTTAT 
TTCCGTTGGA 
ATTTGQCTCA 
TCATAATCAA 
GCTGTCTTTG 
TGGAAACATA 



51 

I 

AGCCAGGA06 
AACTAATGOr 
CAGACTTTTT 
GAATGTACAT 
TGGCTCTTOG 
CTCTTTTCTT 
GCOGGGCCCT 
GAGCOGGGAG 

ACOQcraocr 

CTGGCCOQOG 
0GGCGG6CGC 
GCTGCATTTG 
TGGGTGTTTT 
AATGCAGCAT 
GAGGATTTCA 
AGCAAAGGCr 
GAAAATGAAA 
GCCGAAGCTA 
TATCTTGITO 
AAOQATTTAT 
TACX5TTGATA 
TGCAGTGACT 
ACAGAGAACA 
GATACACCA6 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
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AAGGAGGTTT TGAOGCCATG CTTCAGGCAO CrGTCTOTQA AAlSTCATATC GGATGGOGAA 1500 

AAGAGGCTAA AAOATTGCTG CTGGTQATGA CAGATCAOAC GTCTCATCTC GCTCTTGATA 1560 

OCAAATTGGC AGGCATAGTG GTGCCCAATO ACGQAAACTG TCATCTQAAA AACAAOOTCT 1620 

AOGTCAAATC 6ACAACCATG GAACACCCCT CACTAGGCCA ACTTTCAGAO AAATTAATAG 1660 

ACAACAACAT TAATGTCATC TTTOCAGTTC AAGGAAAACA ATTTCATT60 TATAAGGATC 1740 

TTCTACCOCT CTTGCXaGGC ACCATTGCTQ CJTGAAATAflA ATCAAAGGCT GCAAACXTTCA 1800 

A7AATTTG6T A5TGGAA6CC TATCAGAAGC TCATTTGAOA AGTGAAAGTT CAGQTGGAAA 1860 

ACCAGGTACA A6GCATCTAT TTTAACATTA CCGCCATCT6 TCCAGATGGG TCCA6AAAGC 1920 

CAGGCATGGA AGGATGCAlQA AA06T6A0QA GCAATGATQA AGTTCTTTTC AATGTAAGAG 1980 

TTACAATGAA AAAATGTGAT GTCACAGGAS GAAAAAACTA T6CAATAATC AAAGCTATTO 2040 

GTTTTAATGA AACOSCTAAA ATTCATATAC ACAQAAACTG CAGCTGTCAO TGTGAGGACA 2100 

ACAGAGOACC TAAAG6AAAO TGTGTAOATQ AAACTTTTCT AGATTCCAAG TGTTTCCA6T 2160 

GTGATQAGAA TAAATGTCAT TTTGATOAAO ATCAOTTTTC TTCTQAOAGT TGCAAGTCAC 2220 

ACAAGOATCA GCCTGTTTGC ASTGGTCXSAa GAOTTTGrGT TTGTGGQAAA TGrTCATOTC 2280 

ACAAAATTAA GCTTOQAAAA GTGTATG6AA AATACT6TGA AAAG6ATGAC TTTTCTTGTC 2340 

CATATCACCA TGGAAATCTG TGTGCTGGGC ATGOAGAGTG TGAAGCAGGC AGATGCX3UVT 2400 

GCTTGAOTGG CTGGQAAGGT GATCX3ATGCC AGTGCCCTTC AGCAGCAGCC CA0CAC1X3TG 2460 

TCAATTCAAA GGGCCAAGTO TGCSUvTGGAA GAG6CA0GIO TGTGTGT6GA AGGTGTGAOT 2520 

GCACCX5ATCC CAGGAGCATC GOOOGCTTCT 0TQAAC31CTG CCCC A O C TQT TATACAGCCT 2580 

GCAAGGAAAA CTGQAATT6T AT6CAATGCC TTCACCCTCA GAATTTGTCT CAGGCTATAC 2640 

TTGATCAGTG CAAAACCTCA TGTQCTCTCA TGGAACAACA GCATTATGTC GACCAAACTT 2700 

CAGAATGTTT CTCCA6CCCA AGCTACTTGA GAATATTTTT CATCATTTTC ATAGTTACAT 2760 

TCITGATTGG GTrGCTTAAA GTCCTGATCA TTAOACASGT GATACTACAA TGQAATAOTA 2820 

ATAAAATTAA GTCGTCATCA GATTACAOAG T6TCAS0CTC AAAAAAGOAT AAGTTGATTC 2880 

TGCAAAGT6T TTGCACAAGA GCASTCACCT ACC6AGBTQA 6AAGCCTGAA GAAATAAAAA 2940 

TGGATATCAG CAAATTAAAT GCTCATGAAA CTTTCAGOTO CAACTTCTAA AAAAAGATTT 3000 

TTAAACACTT AATGGGAAAC TGGAATTGTT AATAATT6CT OCTAAAGATT ATAATTTTAA 3060 

AAGTCACAGO AGGAGACAAA TTGCTCAG66 TCATGGCAGT TGCTGGTTGT ACACT06AAC 3120 

QAAGACTQAC AAGTATCCTC ATCATGATOT GACTCACATA OCTGCTGACT TTTTCAQAGA 3180 

AAAATGT6TC TTACTACTGT TTGAGACTAG TGTCX3TT0TA GCACTTTACT 6TAATATATA 3240 

ACTTATTTAQ ATCAGCATAQ AATGTAGATC CTCTGAAGAG CACTGATTAC ACTTTACAGG 3300 

TACCTGTTAT CCCTACGCTT CCCAQAOAQA ACAATGCTGT GA6AQAGTTT AGCATT6TGT 3360 

CAGTAGAAGG GTACAOTAAT GOCTGCACTG GACATGTGA6 GAAAAAAATA ATCTQQCAAO 3420 

TATATTCTAA GQTTGCCAAA CACTTCAACA 6TTGGTG6TT GAATAGACAA GAACAOCTAG 3480 

ATGAATAAAT GATTCX3TGTT TCACTCTTTC AAGAGGTGAA CAGATACAAC CTTAATCTTA 3540 

AAAGATTATT GCTTTTTAAA OTGTGTAGTT TTATGCATGT GTGmATGG TTTGCTTATT 3600 

TTTGCAAGAT GQATACTAAT TCCAGCATTC TCTCCTCTTT GCXriTTATOT TTTGTTTTCT 3660 

TTTTTACAGQ AIAAGTTTAT QTATGTGACA GATGACTQGA TTAATTAAGT GCTAA6TTAC 3720 

TACTGCCATA AAAAACTAAT AATACMTGT CACTTTATGA GAATACTAGT TTTAAAAGCT 3780 
OAATGTTAA 



A107 Protein sequence ; 
Gene names 

Ubigene nuzdser: 
Probeset Accession #: 
Protein Accession Ut 
Signal sequence: 
Transmendbrane domains* 
EGP domain t 
1KB domain t 

Cellular Localization: 



Integrin, beta 8 

Ha. 52620 

AA479726 

NP 002205.1 

1-39 

682-704 

552-584 

54-469 

plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MOGSALAFFT AAFVCLQNDR RGPASFU7AA WVFSLVLGL6 QGEDNRCASS HAASCARCLA 60 

L6PE0BWCVQ EDPI8GGSRS BRCDtVSNLZ SKGCSVD9IE YPSVHVIIPT EMBZNTQVTP 120 

GBVSIQLRPG AEANFKLKVH PLKKyPVDLY YLVDVSASMB NNZEKLKSVG NDLSRKMAFF 180 

8RBFRLGFGS YVDKTVSPYI 8IHPERXHNQ C80YNLDCMP PHGYIHVLSL TEtnTEPERA 240 

VHRQKISGNI DTPEGGFDAM LQAAVCESHI GWRKBAKRLL liVNTOQTSBL ALDSKLAGIV 300 

VPSDGNC8UC NNVyVKSTTM BRP8LGQL8B XLISHHINVZ FAVQQKQPHIf YKDUiPLLPG 360 

TZA6BIESXA ANLHNLWBA YQKLISBVKV QVEN1QVQ6ZY FNZTAZCPD6 SRKPGKEGCR 420 

NVTSNDEVLP NVTVTMKKCD VrGGKNYAII KPIGPMETAK IHIERNCSCQ CEZ3HRGPKGK 480 

CVDETPLDSK CFQC33EMKCH FDEDQPSSES CKSHKDQPVC SQRGVCVG6K CSCHKIKLGK 540 

VYGKYCEKDD PSCPYHUGNIi CAGRGECBAG R0QCPS6WB6 DROQCPSAAA QHCVNSKGQV 600 

CSQR6TCVC3G RCBCTDPRSZ GRPCBHCPTC YTACKBnaiC MQCLRPBNL8 0AZLDQCRT6 660 

GAUIBQQHyV DQT8EC768P SYLRIFPZIP ZVTPXtZGIitiK VIiZlRQVZLQ HNSNRZKSSS 720 
DYRVSASKKD KLZIiQSVCTR AVTYRREKPB EZKMDZSXUi ABBTFROIF 

A108 DMA sequence 

Gene namet ESTs 

Ubigene nxnnben Bs. 128899 

Probeset Accession 8: AA983251 

Nucleic Acid Accession «: AA983251 

Coding sequence I 1-1749 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I 1 I i I 1 

ATGCTGTCTG GCTTCTTQAT GAGTCCCAGT AC0CA6CACA GAGCACAGTA CACTCCOGGA 60 

GO AAAO AAAC TTCCGTGGGA GGCTTCCATC G GTOOO CACA OCTCOOGAGO GCGAG6CAGC 120 

GACOOGOAGA GQGAGA6CC0 GC0Q6AGGCT GCOGGGCTCC TOTGGGAOOO OGCTGCAGCC 180 

GGG6AGGCS0 AGAAGOGGAA COGGG GO SAO CCGOGOOCCT OGATOCGOGC CCAGCAGCAG 240 

882 
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CCX50t3GCCX5C CGCCAQCTGG QCAGGCTCCC OGGACTGCOO CTGGOGQGGC GCAQGACCCT 
CGCCTGCGTC CTGGACGTTC CCGGGGGAGG OTCCaQTTOC CAGTGAAACC TCCAGAGGCT 
TCCXmCGAC AGCCCCGGGG GCCTTCTGAC TGCATCCCGA GATTTCCATC AGCGAGTGCA 
ACTCATAAGG CAGTCCCTAA GOGOACCGGQ CCACCGGCTG AGQACXSGOGA TGGCTTAGGA 
GCTCCTCGAC CTAGGGCCCG GCXSTOBTOGC CXCCXGG6C0 TCGOSGCAGA GGQGAGTGGC 
COGGQCGGAA AGC6CCG0GG GACAGTCACT QACGAGGOCC GGGGGTCGCC GGGGCCACX3A 
CTTCrCGGAQ ACXX5TCCTGC GCTCTCTGGA GAC6CGCTGT C0GCX3CCCAG GGTGGTGCCA 
TGTGGGGCGC TCGCCGCTCG TCCGTCTCCT CATCCTGGAA CGCC3GCTTCG CTCCTGCAGC 
TGCTGCTGGC TGCGCTGCTG GCGGCGQGG6 CGAGGGCCCA GCGGCGAGTA CTGCCACGGC 
TOGCTGGAOG CGCAGGQCGT CTGGOGCATC CSGCTTCCAGT GTCCCGAGCG CTTCGACGGC 
GGCGAOGCCA CCATCTOCTO CGGCAGCTOC OCQTTGOGCT ACTGCTGCTC CAGCGCCGAG 
GC6CGCCTGG ACCAGGGOGG CTGCQACAAT OACCGCCAGC AGGGCX3CTG0 OQAQCXTrCGC 
CGGGCGGACA AAGACGGGCC CCGACGGCTC GGCAGGGCTT CATGTCTTAG GGGTACCCAA 
GGAGAOGGCO AGGGTGCGCC CCCACCCGTG AQGGCXn:GGC AGCGGTGCTC CCCTGAAGGC 
TCCCCGAAAG 6AAGGCA0CT CCTCftOGQCT TTCCCGGGGC TGCTGCCCCG TGCCAGACGC 
CQCGGATTCC CATCTTCTCC AC0CGGCG6C CCCTCTCCCC TGCAGCGGCC CGCXTTTGCXrC 
ATCTACGTGC COTTCCTCAT TGTTGGCTCC GTGTTTGTCG CCTTTATCAT CTTGGGGTCC 
CTGGTGGCAG CCTOTTOCTG CAGATGTCTC CGGCCTAAGC AGGATCCCCA QCAGAGCCGA 
GCCCCAGGGG 6TAACX36CTT GATGGAGACC ATCX:CCATGA TCCCCAGTGC CAGCACCTCC 
GGGGGGTCGT CCTCACGCCA GTCCAGCACA GCTGCCAGTT CCAGCTCCAG <2G0CAACTCC 
GGGGCCOGGQ CGCXX:CCAAC AAGOTCACAG ACCAACTGTT 6CTTGCCGGA AGGGACCATG 
AACAACGTGT ATGTCAACAT 0CCCAC6AAT TTCTCTOTQC TGAACTGTCA GCAGGCCACC 
CAGATTGTGC CACATCAAGG GCAGTATCTG CATCCCCCAT ACGfTGGGGTA CAOOOTGCAO 
CACGACTCTG TGCCCATGAC AGCTGTGCCA CCTTTCATQG ACGGCCTGCA GCCTGGCTAC 
AQGCAGATTC AGTCCCCCTT CCCTCACACC AACAGTGAAC A6AAGATQTA CCCAGOGGTG 
ACTOTATAAC CXSAGAOTCAC TG6TGGGTTC CTTTACTGAA GG6AGACGAA GGCAGGGGTQ 
0ATTCTCGW3 OTGGAAGTCC GCACATGTCG GTGGTATTTA TGGCAOGATT CCTTTGGAT6 
GCTTCATTTG CCCCCA6ACT GTATGAAAAC ATCTCCXIAAT TAQCATTTCT GQATATGtTT 
CATCCAGGGT ATCATTGATT TATGATGGAA AACCGGCCTC A6CTGGAGAT GACTGTGATG 
TTGCTGATGO GTOTATAACA AATGCTTGAG TCCXaUVGTGC CCTTGAGATA TGGTTGACGA 
AAGAATTTTA TAAACTGATA AATTAAGGAT TTTTATTATG TTGTTATTAT TA TTTCTT TT 
TTGTTGTTGA CTGCACAGGA TCAAAATGCC TGTTATCTCC crTTTACTGG GACTTTTTTT 

rn r nrn r tttittttaa to^gacaggg tcttgctcto ttgccc»ggc tcgwstgcag 

TGOTOCGATC TCGGCTCACT GCAACTTCA6 CCTCCTGGAT TCAGGCAACA CTCC TOCCTC 
AGOCTCCCAC GTGGCTGGGA TTACAGGTQC CTQCCCCCAT QOCTAATTTT TTGTATTTTT 
TGTAGAGATG GGGTTTCACC ATGTTGGCTG GGCTGGTCTC ACTCTCCTGA CCTCAAGCaA 
TCTQCCTOTC TCAGCCTCCC AAAGTGCTGG GATTAC3«3GC GTGAGCCACXr GCCXXX3W3CX: 
TCAGCCTTTT TTTTTTTCTA ATGCATCCAA QGTTAAGQGO AAGAOGCAAA TAAC3W3GACT 
ATTCEAAAAG GAAACCTGTT TGAACTCTGT GAGATCAGTC ATCAG TCTCA QTA TTOCACA 
GOCACACCTT AATTTCATTG TAAAAAGATA TATATATTTT GTCTATTTTT GTGCTTTPGG 
GGGCCTATTT TOTOCTTTTT TACXnTATGT AGRGATCTTA TTACAAAGTG ATTTTCTACA 
TTAAAAAGAG ACTGAAATAA ATTGTATAGT TACTTAACTA AIGAAGACAT TTCAGAACTC 
TGGGATCATT TTAATCTTGA AGTAGTAGCT GGTATAGTCA TAAAACX^TT C ATCCOCTTC 
TTQATTCTAT CTTAATTTTC TGGCTTTAAG GTGACATCTG AGft fiGTAAt G CAA x^ xA ^i 
TATATTOAAA TCATAAACTA TCACCCXSCTG CTTCTCTQAQ TTACTTrTAA TTTTGCCTTG 
TGGTTATGGT TTGGCGTTTC CTTCTGTTTG GTTTrCAGAG CCCCATGTCT ATATAGTCCT 
OAGTGCAAGT AATTACTATA CTTGTAAATG AAGATCA6TA TTTCTCCCTA GATCTGATAA 
AAAAATTTTC TTGTCTTAGT TATAAAAATT CAAAGAAATG TGTTACAAAG ATACTTAGTA 
TA6CTCCTCA GCCATAACCT GAGACTTGGG ATGAAATTTA AACC AGATAC GATrTACTTT 
GCAGATCATA AGGCTTTTTA TACTCTTGTT ATCAAAATGG CTTATTTTTC AGGCACTAAG 
GATTGTTAAO AGAAAAGCTT TTCAACGAAG GATTGCCTTT CTTCTCCCAC ACTGTTCTTG 
ATTTCCTCTC TCTTTCAGGC CTCAACAOGC ACTGTATTCA TTGCCAATGT TCCAAATTAT 
CaAATTCAAG TGAATTTATT TCXGTGTTCT TTACTTATAT AAAAAAAGAT AACTTTAAGG 
ATGTQCAAGT ACATTTCCAA CTGCTAGCAC AACCAGTATT TTOTAATTAA ACAAATCGCT 
GTATGGTATG GTCTTCTACA CATTTATGTC TATAQATATC TATCGATCAT CTTTCTATTC 
TGTTTCAT6A CTGAATAATG TAAAACCAGT GTTGGCAATT GGTATCATCA ATGATACTCA 
TTTTTTAATA ACCAAAGGCA GGGGAAAATC ATTTTACTTA TTAATAAATA TTTTATGAT6 
TGAAAAAAAA AAAAAAAAAA AAAAAAAAAA 



300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1S60 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 



A109 Protein seguexice 



imlgene xuinber: 
Protein Aceesslon #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localizations 



ESTa 
H8. 128899 

none £ound 

1-11 

402-424 

not determined 



1 11 21 31 41 51 

MLSGFI14SPS TQHRAQYTPG GKKLPWEASI GAHTSRGRGS DRKRESRPEA AOLLWDRAAA 60 

GBAEKSKRGB PPAMIHAQQQ PRPPPAGQAP GTAAOGAQDP RLRPGRSRGR VRLPVKPP^ 120 

SG8QPRQPSD CIPRPPSASA THKAVPKBTG PPAEDGDGLG APGPRARRRR LLGVAAEGSG 180 

PRGKRRGTVS DEARGSPGPR LLOTRPALSG DALSAPRWP OGAIAARPSP HPGTPLRSCS 240 

CCWLRCWRRG RGPSGEYCHG HLDAQGVWRI GPQCPERFDG GDATIOCOSC ALRYOraSAB 300 

ARLDQGGCDN DRQQGA6EPG RADKDGPRRL GRASCLRGTQ GDGBGAPPPV RAWQRCSPBS 360 

SPKGRQLLRA PPOLLPRARR RGFPSSPRGG PSPLQRPALP lYVPFLIVGS VFVAFIII^S 420 

LVAACCCRO. RPKQDPQQSR APGGMHUIET IPMIPSASTS RGSSSRQSST AASSSSSAKS 480 

OARAPPTRSQ TOCCLPBGTM HRVYVHMPW PSVLNCQQAT QIVPHQGQYL HPPYVGYTVQ 540 
HDSVPHTAVP PPMDGLQPOlf BQIQSPPPHT NSEQMffPAV TV 

otne ESTs, WeaUy similar to JE03S0 Anterior gradient-2 (H. sapiens) 

883 



wo 03/042661 



PCT/US02/36810 



Unigexie number: He. 100686 

Pxobeset Accession fti AA487468 

Nucleic Acid Acceseion fti AA487468 

Godixig sequence 1 SS-55S (xinderlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

0G6CACCAAG AGCACTGGCC AA6TCAGCTT CrTCrOAGAG AQTCTCTAGA A GAqT QATQ 60 

CTACACTCAO CTTTGGGTCT CTGCCTCTTA CTG6TCACAG TTTCTTOCAA OCTTQCCATT 120 

GCAATAAAAA AGQAAAAOAO GCCTCCTCAQ ACACTCTCAA GAGGATGGGG AGATGACATC 180 

ACTTGGGTAC AAACTTATGA AGAAGGTCTC TTTTATGCTC AAAAAAOTAA GAAGCCATTA 240 

ATGOTTATTC ATCACCTQQA GGATTOTGAA TACTCTCAAO CACTAAAOAA AOTAT TTGCC 300 

CAAAATQAAO AAATACAAGA AATGQCTCAG AATAAOTTCA TCATOCTAAA C CTTATGC AT 360 

OAAACCACTO ATAAGAATTT ATCACCTQAT GGGCAATATG TGCCTAGAAT CATGTTTGTA 420 

GACCCTTCTT TAACAGTTAG AGCTGACATA GCTGGAAGAT ACTCTAACAG ATTGTACACA 480 

TATGAC5CCTC GGGATTTACC CCTATTQATA GAAAACATGA AOAAAOCATT AAGACTTATT 540 

GAOTCAGAOC TATAAOAQAT GATAGAAAAA AOCCTTCACT TCAAAGAAGT CAAATTT CAT €00 

GAAGAAAAOC TCTGGCACAT T6ACAAATAC TAAATGTGCA AGTATATAOA TTTTGTAATA 660 

TTACTATTTA GTTTTTTTAA T GTQ TTT B CA ATASTCTTAT TAAAATAAAT OTTTTTTAAA 720 
TCTGAAAAAA AAAAAAAAAA AAAAAAAAA 



Alll Protein aeguencei 
Gene name; 
Unigena number} 
Probeset Accession fti 
Protein Accession #t 
Signal sequence t 
Transmembrane dooiains: 
Cellular Localization: 



ESTa, Weakly sindlar to JE0350 Anterior gradient -2 IH. sapiens] 

Hs. 100686 

AA487468 

none found 

1-23 

none found 
secreted 



1 11 21 31 41 51 

I t I i I ) 

^D^LHSALGLC LLLVTVSSNL AIAIKKEKRP PQTLSRGWGD DITWVQTYES GLPYAQKSKK 60 
PLMVIHHLED GQYSQALKKV FAiQNBBIQEM AQNKFIMLNL MHBTTDKmjS FDGQYVPRIM 120 
FVDPSLTVRA DIAORYSNRL YTYBPRDLPL LXBNMKKAIia LXQSBL 



A112 DMA SEQUENCE 

Gene name: Homo sapiens type XZ menbrane serine protease rANA 

Ukiigene number t Hs. 63325 

Prcibeset Accession #i AA411502 
NUdeic Acid Accession #i MH_016425 

coding sequences 1-1314 (underlined sequences correspond to start and stop codons) 



I 11 21 31 41 SI 

I 1 I t I I 

ATGTTACAGO ATCCTGACAG TOATCAACCT CTGAACA6CC TCQATGTCAA ACCCCT0CX3C 60 

AAACCCCOTA TCCCCATGOA OACCTTCAGA AAGGTGGGGA TCCCCATCAT CATAGCACTA 120 

CTGAGCCTG6 CGAGTATCAT CATTGTGGTT GTCXTTCATCA A6GTGATTCT 6GATAAATAC 180 

TACTTCCTCT GGG6GCAGCC TCTCCACTTC ATCCOGAGGA AGCAi SCTQ TG TGAOGQAOAa 240 

CTGGACTGTC OCTTGGGGQA QGAOQAGGAG CACTOTOTCA AGAaCTTCOC OGAAGGGCCT 300 

GCA6TGGCA6 TCCGOCT C TC CAAGGACC6A TCCACACTGC AGGTGCT6GA CTOGGCCACA 360 

GGGAACTGGT TCTCTGCCTG TTTOSACAAC TTCACAGAAG CTCTOGCTQA QACAGCCTGT 420 

AG6CAGATGG GCTACAGCAG CAAACGCACT TTGAOAGCTG TGGAQATTGO OCCAGAOCAG 480 

6ATCTGGATG TTGTTGAAAT CACAGAAAAC A6CCAGGAGC TT08CATG00 GAACTCAAGT 540 

GGGCCCTGTC TCTCAGGCTC CCTGGTCTCC CTGCACltSTC TTQOCTGTGO GAAOAGCJCTO 600 

AAOACCCCCC OTOTQaTGGO TGGGOAGGAG QCCTCTOTOO ATTCTTGGCC TTGGCAGGTC 660 

AQCATCCAOT AOQACAAACA GCA0GTCT6T GQAGGGAGCA TCCTGGAOCC CCACTGGGTC 720 

CTCAOGGCAG COCACTGCTT CAGGAAACAT ACCGATGTGT TCAACTGGAA GGX6CX3GOCA 780 

GGCTCAQACA AACTGGGCAO CTTOCCATCC CrOQCIOrq q CCAAOATCAT CATCATTOAA B40 

TTCAACCCCA TGTACCCCAA AOACSATOAC ATOGCCCTCA TOAAGCTQCA OTTCCCACTC 900 

ACTTTCTCAG GCACAGTCAG GCCCATCTGT CTGCCCTTCT TTGATQAGOA GCTCACTCXa^ 960 

GCCACCCCAC TCTGGATCAT TGGATGGGGC TTTAOGAAGC AOAATGOAQO GAAGATGTCT 1020 

OACATACTOC TGCAGGOOTC AOTCCAGGTC ATTGACAGCA CAOGGTGCAA TGCAGAOGAT 1080 

GOGTACCAGG GGGAAGTCAC OQAGAAOATQ ATOT6TGCAG 6CATCC0QGA AGGGGGTOTO 1140 

GACACCTGCC AGGGTGACAa TGGTGGGOCX: CTSATGTAOC AATC TOAO CA GTGGCATGTO 1200 

GTGGGCATOO TTA 0C TGG60 CXATGGCTOC GGGOQOOOGA GCA COOG AGQ AGTATACACC 1260 
AAGGTCTCRO CCTATCTGAA CTGGATCTAC AATGTCTOGA AGGCTGAGCT G»A 



A113 Protein sequence: 
Gene name: 
unigene number: 
Probeset Accession fti 
Protein Accession #: 
Signal sequences 
Transmembrane domains t 
LDIfS domain I 
Tryp^SPc domain! 
Cellular Local izat ion t 



Homo sapiens type IZ 

Hb. 63325 

AA411S02 

NP_0 57509 

none found 

31-53 

54-94 

204-429 

plasma naisibrane/ER 



serine protease nRNA 



884 



wo 03/042661 



PCTAJS02/36810 



1 
I 

MIiQDFDSDQP 
YFLCQQPLHF 
GMWPSACFCM 
GPCLSGSLVS 
LTAAHCFRKH 
TPSGTVRPIC 
AYQGEVTEKM 
KVSAYIAIWIY 



11 
1 

i;tiSIiDVKPI)R 
IPRXQLCD6E 
FTEALAETAC 
LHCLACGKSL 
TDVFNWKVRA 
LFFFDEELTP 
MC3U3IFEGGV 
NVWKAEL 



21 
1 

KPRIPMETFR 
liDCPIiGEDEE 
RQMGYSSKPT 
KTPRWGGEE 
GSDKL6SPPS 
ATPLWIIGW6 
OTGQGDSGGP 



31 
I 

KV6IPIXIAI* 
HCVKSFPEGP 
FRAVBIGPDQ 
ASVDSHPWQV 
LAVAKIIIIB 
FTKQNGGKMS 
LMYQSDQWHV 



41 

IsiASIIZW 
AVAVRLSKDR 
DLDWEITEM 
SIQYDKQHVC 
FHPHYPKDND 
DXLLQASVQV 
VGIVSWGyCC 



51 

VLlKVItDKY 60 

STLQVLDSAT 120 

SQELRMRMSS 180 

GGSILDPHWV 240 

lAIMCLQPPL 300 

IDSTRCSADD 360 

GGPSTPGVrr 420 



A114 DNA SEQUENCE I 
Gene name: 
tmigene nuniber: 
Probeset Acceseion #i 
Nucleic Acid Accession If: 
Coding sequence: 



TTK protein kinase 

HS. 169840 

M86699 

W26-3S51 (underlined sequences correspond to stert and stop eodons) 



1 11 21 31 |1 51 

GGAATTCCTT irTTTTTTTT TTTGAGATQG AGTTTCACTC TTeTTGOC^ GGCTGGAGTG 
CAATGGCACA ATCTCAGCTT ACTGCAACCT CCGCCTCCGS GGTTCAA60G ATTCTCCTGC 
CTCAGCXrrCT CAAGTAGCTG GGATTACAGO C31TGTGCCAC CACOCCTGGC TAACTM^ 
CTTTTCTATT TAOTAGAGAT GGGGTTTCAC GATGTTGGTC AGGCTGGTCT TGAACTCCTQ 
ACCTCAGGTG ATCCACTTGC CTTGGCCTCC CAAAOTGCTA GGATTACAGC CGTGAAACTO 
TGCCTGGCTG ATTCTTTTTT TGTTGTTaOA TrmOAAAC AOGGTCTCCC TTGGTOGCCC 
A6GCTGGAQT GCAGTGGTGC 6ATCTTGGCT CACTATAACC TCCACXTPCCT GGTTTCAAGT 
GATCCTCCCA CTTTAGCCTC CTGAGTAGCT GTGATTACAG GCGTCCACCA CCACACCOGG 
CTAATTTTTG TATTTTTATT AGAGACAGGG TTTCACCATG TTGGCCAGGC TCTTCTttAA 
CTCCTGGACT CAAGGGATCC GCCTGCCTCC ACTTCCX3UA GTCCGQAGAT TACAGGTGTG 
AGTCACCATG CCTOACCTTA TAATTCTraA CTCATTTTTT CTGGT^TT TCrrCCTTAO 
GGTCCTCACA ACAAATCTGC ATTAGGCGGT ACAATAATCC TTAACTTCAT GATTCACMA 
AGGAAGATGA AGTGATTCAT GATTTAGAAA GGGGAAGTAG TAAGCCCACT GCACACXCCT 
GGATGATGAT CCTAAATCCA GATACAGTAA AAATGGGGTA TGGGAAGQTA GJATACMAA 
TTTGGTTTAA ATTAATTATC TAAATATCTA AAAACATTTT TGGATACATT GTTGATGT6A 
ATGTAAGACT GTACAGACTT CCTAOAAAAC AOTTTOGaTT CCATCTTTTC ATTTCCCCAG 
TOCAGTTTTC TQTAGAAATG GAATCOSAGG ATTTAAOTGG CAGAGAATTO ACAATTGATT 
CCATAATGAA CAAAQTGAGA GACATTAAAA ATAAGTTTAA AAATGAAGAC CTTACTGATG 
AACTA^CTT GAATAAAATT TCTGCTOATA CTACAGATAA CTCGGGAACT GTTAACCAAA 
TTATGATGAT GGCAAACAAC CCaGAGGACT GGTTGAGTTT GTTGCTCAAA CTAGAGAAAA 
ACAOrGTTOC GCTAAflTCAT GCTCTTTTAA ATAAATTGAT TGQTCX3TTAC A6TCAAGCAA 
TTOAAGCGCT TCCCXZCAGAT AAATATOGOC AAAAT6AGAG TTTTGCTAGA ATT^AGTGA 
GATTTGCTGA ATTAAAAGCT ATTCAAGAGC CAOATGATCC ACGTGACTAC TTTCAAATCG 
CCAGAGCAAA CTGCAAGAAA TTTGCTTTTG TTCATATATC TTTTGCACAA TTT^ACTGT 
CaCAAGGTAA TOXCAAAAAA AGTAAACAAC TTCTTCAAAA AGCTGTAGAA CGTO^S^Q 
TAOCACTAQA AAT6CTGGAA ATTGCXXTTOC QGAATTTAAA CXITCCAAAAA AAGCAGCTGC 
TTTCAOAGQA GQAAAAOAAG AATTTATCRfi CATCTACGGT ATTAACTGCC CAAGAATCAT 
TTTCCGGTTC ACTTGQGCAT TTACAGAATA GGAACAACAG TTGTGATTCC AGAGGACAGA 
CTACTAAAGC CAGGTTTTTA TATGGAGAGA ACATGCCACC ACAAGATGCA ^JAJAOOS 
ACOGGAATTC ATTGAGACAA ACTAACAAAA CTAAACAGTC ATGCCCATTT GGAAGA6TCC 
CAOmACSCT TCTAAAiaGC 0CAGATT6TG ATGTGAAGAC AGATQATTCA OTTGTACCTT 
GTTTTATGAA AAGACRAACC TCTAOATCAG AATGCCGAGA TTTGGTTGTG CCTQGATCTA 
AACCAAGTCG AAATGATTCC TGTQAATTAA GAAATTTAAA GTCTGTTCAA AATA6TCATT 
TCAAQGAACC TCTGGTGTCA GATGAAAAGA GTTCPGAACT TATOTTACT GATTCAATAA 
CCCTGAAGAA TAAAAOGQAA TCAAGTCTTC TA6CTAAATT AGAAGAAACT AAAMTATC 
AAGAACOVGA GGTTCCAGAO AGTAACX^GA AACAGTGGCA ^W^CTAAGAGA AAGTCMAGT 
OTATTAAOCA GAATCCTGCT GCATCTTCAA ATCACTGGCA GATTCCGGAG TTMCCCGAA 
AASTTAATAC AOAGCAGAAA CATACCACTT TTGAGCAACC TGTCTTTTCA GTTT^MAC 
AGTCACCACC AATATCAACA TCTAAATGQT TTOACCCAAA ATCtRTTTGT AAGACACCAA 
OC3U3CAATAC CTTGGATGAT TACATGAGCT GTTTTAGAAC TCCAG TTGTA AftfiAATGACT 
TTOCAOCTGC TTGTCAGTTG TCAACACCTT ATQGCCS^ACC TGCCTGTTTC CftGCAGCAAC 
AQCATCAAAT ACTTGCX3VCT CXACTTCAAA ATTTACAGGT TTTAGCATCT TCTTCaGCAA 
ATGAATGCAT TTCGGTTAAA GGAA6AATTT ATTCCATATT AAAfiCAGATA G6AAGTGGAG 
GTTCAAGCAA GGTATTTCAG GTGTTAAATG AAAAGAAACA GATATAT6CT ATAAAATATG 
TGAACTTAGA AGAAGCAGAT AACCAAACTC TTCATAOTTA CCGQAACGAA ATA6CTTATT 
TGAATAAACT ACAACAACAC AGTGATAAGA TCATCCQACT TTATGATTAT GAAATCACGG 
ACCAGTACAT CTACATGGTA ATGGAGTGTG GAAATATT6A TCTTAATAGT TGGCTTAAAA 
AGAAAAAATC CATTGATCCA TOGGAAOGCA AGAGTTACTG GAAAAATATG TPg^SGCAG 
TTCACACAAT CCATCAACAT GOCArCGTTC ACAGTGATCT TAAAOCAGCT AACTTTCTGA 
TAGTTGATGG AATGCTAAAG CTAATTGATT TIGGGATTQC AAACCAAATG CAACCAGATA 
CAACAAGTGT TCTTAAAGAT TCTCAGGTTG GCACAGTTAA TTATATGCCA CCAQAAQCAA 
TCAAAGATAT GTCTTCCTCC AGAGAQAATG GGAAATCTAA GTCAAA6ATA AGCCCCAAAA 
GTGATCTTTG GTCCTTAGGA TGTATTTTGT ACTATATGAC TTAOSGGAAA ACACCATTTC 
AGCAGATAAT TAATCAGATT TCTAAATTAC AT60CATAAT TGATCCTAAT CATGAAATTG 
AATTTCCCGA TATTCCAGAO AAA6ATCTTC AAGATGTGTT AAAGTGrTGT TTAAAAAQGG 
ACCCAAAACA GAGGATATCC ATTCCTGAGC TCCTGGCTCA TCCATATGTT CAAATTCAAA 
CTCATCCAGT TAACCAAATG GCCAAGGGAA CCACTGAAGA AATGAAATAT GTTCTGGGCC 
AACrEGTTGG TCTGAATTCT CCTAACTCCA TTTTGAAAGC TG CTAAAAC T TTATATGAAC 
ACEATAGTGG TGGTGAAAGI CATAATTCTT CATCCTCCAA 6ACTTTTGAA AAAAAAAGGG 
QAAAAAAATCATTTGCAOTT ATTOSTAATG TCAGATA(3<a GGTATAAAAT ATATT GGACT 
GTTATACTCTTQAATCCCTO TGGAAATCTA CATTTGAASA CAACATCACT CTQAASTGTT 
ATCAfiCAAAA AAAATTCAGT OAGATTATCT TTAAAAGAAA ACXGTAAAAA TAGCAAOCS^ 

885 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1960 
2040 
2100 
2160 
2220 
22B0 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 



wo 03/042661 



PCT/US02/36810 



TTATGGCACr GTATATATTO TAGACTTOTT TTCTCTGTTT TATGCTCTTG TOTAA TCTAC 3780 
TTGACATCAT TTTACTCTTG GAATA6TGGG TGGATAGCAA GTATATTCTA AAAAACTTTQ 3840 
TAAA7AAAGT TTTGTGGCTA AAftlGA 



AXIS Protein sequence i 
Gene naoiei 
unigene n\iiiA>eri 
Probeset Accession fi: 
Protein Accession ftt 
Signal sequence: 
Transmetnbrane domains: 
Protein Kinase Domain i 
Cellular Localization i 



TTK protein kinase 

Hs. 169840 

MB6699 

1IP_003309 

none found 

none found 

510-775 

cytoplasmic and nuclear 



1 11 21 31 41 51 

I I I I I I 

MNXVRDimK FKNBDLTDBL SLURISAOTT DNSGTVMQIM MNANNPBDHL SLLLKLBRNS 60 

VPIiSDALUnc LIGRYSQAIB ALPPDKYGQK BSFARIQVRF AELKAIQBPD DARDYFOMAR UO 

AKCKKFAFVH I8FAQFEI.8Q GNVKKStCQLL QKAVERGAVP LEMLBIALRN LNLQKKQLLS 180 

BEEKKNLSAS TVLTAQBSFS GSLGHLQNHN NSCDSRGC2TT KARPLYQENM PPQDAEIOYR 240 

NSIiRQTNKTK QSCPFGRVPV MLLNSPDCDV KTDDSWPCF MXRQTSRSEC RDLWPGSRP 300 

8GNDSCELRN IiKSVQHSBFR BPLVSDEK8S BLXITDSITL KHKTESSIiIiA KLEBTKSYQE 360 

PBVPESNQKQ MQAKRK8ECI NQNFAA8SNH HQIPSXiARKV NTBQKRTTPB QPVF8VSKQS 420 

PPISTSKMFD PKSICaCTPSS NTLDDYMSCP RTPWKNDFP PAOQIiSTPYG QPACFQQQQH 4B0 

QILATPLQNL QVLASSSANB CISVKGRIYS ILKQIGSGGS SKVFQVLNEK KQIYAIKYVN 540 

LBBADNQTLD SYBNEIAYLN KLQQHSDKII RLYDYEITDQ YXYMVKECGN IDUISHXJCKK 600 

XSIDPHBRKS YHKNMLBAVH TZHQHOIVHS SiLKPANFLIV DGMLKLIOFG lANQMQPOTT 660 

SWKDSQVOT VNYMPPEAIK DMSSSRENGK SKSKISPKSD VW5LGCXLYY MTYGKTPFQQ 720 

IINQISKtAA XIDPNHBIEF PDXPEKDLQD VLKCCLKRDP KQRISXPEI.L A HPYVQ IQTH 780 

PVNQHAXGTT BEMKyVLGQIi VQI2ISPHSXL KAARTLYBRY SGGBSBHSSS SKTFEKKRGK 840 
K 



OVARIAM 



A116 DNA SEQUEWCE 
Gene names 
Unigene number; 
Probeset Accession fft 
Nucleic Acid Accession #t 
Coding sequences 



G protein-coupled receptor 39 

Ks. 85339 

AA349893 

NM_001508 

1-1362 (underlined sequences correspond to start and stop codons) 



ATQGCTTCAC 
CCCGAGTTTG 
TTOGTGATGG 
AAAGGATACT 
TTGGTGTTCC 
ACGTCCAGCT 
OCTAGOCTGC 
TTCAGGTACA 
GTCAGCTC06 
GTGAAGGTGC 
CAGCCGGAGA 
CAGTCCAGCA 
AT6TGCTG6A 
AC6CGGCCTC 
AOCATCATCT 
ATTGGGAGGA 
GGGTACATGA 
COGCrCCTCT 
TGCGGCCTGT 
ACCACCGACA 
TCTGCAAGGA 
TCTAACTCCC 
AATTCTGCTO 



11 

I 

CCAGCCTCCC 
AGGTGGCCAC 
GCCTTCTQGO 
TGCAGAAGGA 
TCATCGGCAT 
ACACCCTGTC 
TGCA0GT6CT 
AGGCTGTOTC 
GGCTGGTGGC 
CCA6CCACGG 
CCTCCAATAT 
TCTTCGGCGC 
ACAT3ATQCA 
06CAGCTGA6 
T0CTGAG6CT 
TCATGGCTOC 
TOCTCCTCCC 
ACAGGSTGTC 
CGCTGCAGCA 
G06CC06CTT 
GAACT6AGAA 
AGTCATTGAO 
CAOAGAATGO 



21 
I 

GGOCAGTGAC 
CTGGATCAAA 
GAACAGOGCC 
GGTQACAGAC 
GCOCATGGAG 
CIGCAAGCTG 
GACAC TCAGC 
OGGAGCnGC 
ACTGCCCTTG 
GGGTCTCACT 
GTCCATCTGT 
CTTG6TG6TC 
GQTOCTCATG 
GAAGTCOGAO 
GATTGTTGTO 
GGCCAAACCC 
CTTCTOGGAG 
CT0GCA6CAG 
COCCAACCAC 
TGTGCA006C 
GATTTTCTTA 
TCTCQAGTCA 
TTTTCAGQAO 



31 

I 

TGCTCCCAAA 
ATCACCCTTA 
ACCATTOQQO 
CACAT6GTGA 
TTCTACAGCA 
CACACTTTCC 
TTT6A6CGCT 
CAGGTGAA8C 
CT8TTIGCCA 
TGCAACCGCT 
ACCAACCTCr 
TACCTOGTGG 



A6CGAAQAGA 
ACATTGGGOG 
AAGCA06ACT 
ACGTTTTTCT 
TTTCG6CBGG 
Q AOAAG CGCC 
COtJlTGCTCT 
AGCACTTTTC 
CTAGAG CCCA 
GATGAAOTTT 



41 

1 

TCATTGATCA 
TTCXGGTGTA 
TCACCCA6GT 

omcGcrTG 

TCATCTGGAA 
TCTTC3AGQC 
ACATGGCCAT 
T6CTGATTGG 
TGGQTACTGA 
CCAGCACCCG 
CCAGCCGCTG 
TCCIGCTCTC 
AOGGCTOGCT 
QCAGGACG6C 
TATGCTGGAT 
GGAOSAGGTC 
ACCTCAGCTC 
TGTTCGTGCA 
TGGQOGTACA 
TOGOGTCCOG 
AGAGGGAGGC 
ACTCAOGCOC 
OA 



51 

1 

CAGTCATGTC 
CCTGATCATC 
GCTGCAGAAG 
CTCGGACATC 
TCCCCTGACC 
CTGCAGCTAC 
CTGTCACCCC 
CTTOGTCTGO 
GTACCCCCTQ 
CCACCACGAG 
GACCGT6TTC 
CGTAGCCTTC 
GGCGG66G6C 
CAGGAGGCAO 
GCCCAAOCAG 
CTACTTCCGQ 
GGTCATCAAC 
QGIGCTGIGC 
TGOQCACTCC 
GOGOCAGTCC 
OGAGCCCCAG 
GAAACCA6CC 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



A117 Protein sequence a 
Gene namet 
Ubigene number: 
Probeset Accession #i 
Protein Accession tft 
Signal sequence t 
Pfam domains! 
Transmembrane domains i 
Cellular X<ocalization: 



G protein-coupled receptor 39 

Hs. 85339 

AA349893 

NM_001508, KP_001409 
none found 

7tm 1 C72-172, 224-344] 

32-54, 66-90. 111-133, 151-173, 

plasma mendbrane 



221-243, 280-301, 320-342 



1 11 21 31 41 51 

MASPSLPGSO CSQIIOKSSV PBFBVAmXK XTLXLVYLXX FVMOLX/BISA TXRVTQVIXtX 60 

886 



wo 03/042661 



PCTAJS02/36810 



KGYLQKEVTD 
ATLLHVLTLS 
VNVPSHRGLT 
MCWNMMQVLM 
IRRIMAAAKP 
CRLSLQHANH 
SKSQSIiSLES 



10 

15 

20 

25 

30 

35 

40 

45 

50 



HMVSXACSDI 
FBRYIAICHP 
CKHS5TRHHE 
KSQKGSLAG6 
ECHDWTRSYFR 
EKRLRVHAHS 
LCPNSGAKFA 



LVPLIGMFME 
FRYKAVSGPC 
QPETSKMSIC 
TRPPQLRKSB 
AyMXLLPPSE 
TTDSARFVQR 
HSAAENGFQE 



PY8IIMNPLT 
QVKLLIGFVH 
TNLSSRWTVF 
SEESRTARRQ 
TFFYLSSVIN 
PUiFASRRQS 
HEV 



TSSYTLSCKL HTFLFEACSY 120 

VTSALVALPL LPAMGTEYPL 180 

QSSIF6APW YLWLLSVAF 240 

TIIFLRLIW TIAVCWMPNQ 300 

PLLYTV8SQQ FRRVFVQfVtC 360 

8AHRTEKXFI< STFQSBAEPQ 420 



All 8 DNA sequence 
Gene name: 
Unigene nuoiber: 
Probeset Accession #s 
Nucleic Acid Accession #i 
Coding sequence: 



bone tnorphogenetic protein receptor IB (ALK-6) 

Ha. 87223 
AA2S0737 

274-1782 (underlined sequences correspond to start and stop codons) 



CGCGGGGC6C 
GAGGACQOQG 
OTQAAAGQAA 
CATAACCATT 
TGCCATAAGT 
AATQTOGGCA 
TTGOGTTGTA 
GACGGATATT 
GOTTOCCTAa 
AGAAGATCAA 
CTGCCTCCAT 
ATATCTGTGA 
TATAAAAGAC 
ATTCCTCCTQ 
TCAGGCCTCC 
ATTGGAAAAG 
GTGAAAGTGT 
ACAGTGTT6A 
GGGTCCTGGA 
TATCTGAAGT 
AGTGGCTTAT 
CATCGAGAXC 
GACCTOGGCC 
ACTCGAGTTG 
AATCACTTCC 
GTTGCTAGOA 
CTAGTGCCCA 
06CCCCTCAT 
A<CGACAaAAT 
ACaCTTGCCA 
CATCTCTGCA 
TAAGCATCCA 
CTTTCAGGQA 
TCTGTTTGTA 



11 

1 

GGAGTCX3GO0 
GAGCOGGGAG 
AOGAAQATCA 
TGGCTCTQAO 
GAGAAGCAAA 
CCAAGAAAGA 
AATOCCACCA 
GTTTCACGAT 
GACTAGAAGG 
TTGAATGCTQ 
TGAAAAACAG 
CTGTCTGTAG 
AAGAAACCAQ 
GAGAATCCCT 
CTCTGCTGGT 
GTGGCTATGG 
TCTTCACCAC 
TGAGGCATGA 
CCCAGTTGTA 
CCACCACCCT 
GTCATTTACA 
TGAAAA6TAA 
TGGCTGTTAA 
GCACCAAACG 
AGTCTTACAT 
GATGTGTATC 
OTGACCCCTC 
TCCCAAACCG 
GCTG6GCTCA 
AAATGTCA6A 
GAAAGCX3AC 
CA6TACAA8C 
GCGAOCIGGG 
GGOQGftGAAA 



21 

I 

GQGCCTCGCG 
OGCACX3CGCG 
TTTCATGCCT 
CTATGACAAG 
CTTCCTTGAT 
GGATGGTGAG 
CCATTGTCCA 
GATA6AAGAG 
CTCAGATTTT 
CACAGAAAGG 
AGATTTTGTT 
TTTGCTCTTG 
ACCTCGATAC 
GAGAGACTTA 
CCAAAGGACT 
GGAAGTTTQS 
AGAGG AAGC C 
AAACATTTTG 
CCTAATCACA 
AGAOGCTAAA 
CACAOAAATC 
AAACATTCTG 
ATTTATTAGT 
CTATATGCCT 
CATGGCTGAC 
AGGAGGIATA 
TTATGAG6AC 
GTGGAGCAGT 
CAATCCTGCA 
GTCCCAGGAC 
AGOTACTCTT 
CTTGAACATC 
CAAAGACAOA 
CCX3TTGGGTA 



31 



GGACGCOGGC 
GGGTGGAGTT 
TGTTGATAAA 
AGAGGA AACA 
AAC^OCTTT 
AGTACAGCCC 
GAA6ACTCAG 
GAT6ACTCTG 
CAGTGTCGGG 
AAGBAATGTA 
GATOaACCTA 
GTOCTTATCA 
AGCATTGGGT 
ATTQAQC3U3T 
ATAGCTAAGC 
ATQG6AAAGT 
AGCTGGTTCA 
GGTTTCATTG 
GACTATCATG 
TCAATGCTGA 
TXTAGTACTG 
GT6AA6AAAA 
GATACAAATG 
CCS^GAAQTGT 
AT6TATAGTT 
6IGGAA6AAT 
ATGAGGGAGA 
GATQAGTGTC 
TCAAGGCTGA 
ATTAAACTCT 
CTGTTTQTGQ 
GTCXnXSCTTC 
6AAGCTC0CA 
ACITGTTCAA 



41 

I 

AGXGCX56AGA 
CAOCCTACTC 
GGTTCAGACT 
AAAAGTTAAA 
TGGGAAGTGC 

TCAACAATAT 
GGTTGCCTGT 

acactccx:at 
ataaac3acct 
tacac cacaq 

TATTATTTTG 
TAGAACAGGA 
CTCAGAGCTC 
AGATTCAGAT 
G006TO6C6A 
GAGAGACAGA 
CTGCAGATAT 
AAAATGGTTC 
AGTTAGCCTA 
AAGGCAAAGC 
ATGGAACTTO 
AAGTTGACAT 
TGGACX3AGAG 
TTGGCCTCAT 
A0CA6CTTCC 
TTGTGTOCAT 
TAAGGCAGAT 
CAGCCCTGOQ 
GATAGGAGAG 
GCftGAGCAAA 
0CM3TGGQTT 
6AAGGAGAGA 
6ATATGATGC 



51 

1 

CGGCG6C6CT 
TTTCTTAQAT 
TCTGCTGATT 
CTTACAAGCC 
AGGAAAATTA 
TCCAAAGGTC 
TTGCAGCACA 
GGTCACTTCT 
TCCTCATCAA 
ACACX:CTACA 
GGCTTTACTT 
TTACTTOOGG 
TGAAACTTAC 
AGGAAGTGGA 
GGTGAAACAG 
AAAGGTAGCT 
AATATATCAG 
CAAAOGGACA 
CCTTTATGAT 
CTCTTCTGTC 
AGCAKrrGCC 
CTGTATTGCT 
ACCACCTAAC 
CTTGAACAGA 
CCTTTGGGAG 
TTATCAXGAC 
CAAGAAGTTA 
GGGAAAACTC 
GGTTAAGAAA 
GAAAAGTAAG 
AGACATCAAA 
GAGAGCTCAC 
TTGATCOGTG 
AT 



60 
120 
180 
240 
300 
360 
420 
480 
S40 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 



All 9 Protein seguenoe 
Gene name: 

55 Unigene numbers 

Probeset Accession #3 
Protein Accession ft: 
Signal sequence: 
Transmenibrane domains t 

60 PFAM domains: 

Cellular Localization: 



bone norphogenetic protein receptor IB (AI.K-6) 
Es. 72472 / Hs. 87223 
AA2S0737 / Ua9326 
NP_001194 

1-13 

Mtilin^rec^tor 130-111) , protein kinase 1204-491] 
plasma membrane 



65 



70 



75 



80 



1 11 21 31 41 SI 

MLLRSAGKLN VGTKKEDGES TAPTPRPKVIi RCKCHHHCPB DSVNNICSTD GYCPTMIEH) 
DSGLPWTSG OiGIiEGSDFQ CRIOTIPHQR RSIBCCTERN EOJKDLHPTL PPLKSRDFVD 
GPIHHHALLI SVTVCSLLLV LllLFCYFRY KRQBTRPRYS IGLBQDETYI PPG ESLRDL l 
EQSQSSGSGS GLPtLVQHTl AKQIQMVKQI GKGRYGEVWM GKHRGEKVAV KVFPITBEAS 
WPRETEIYQT V1>IRHENILG FIAADIKGTG SWTQLYLITD YHENGSLYDY LKSTTLDAKS 
MLKLAYSSVS GLCHLHTBIP STQGKPAIAH RDLKSKNILV KKHGTCCIAD L6LAVKF1SD 
1NEVDIPPNT RVGTKRYMPP BVIJ)ESIJIRN HFQSYIMADM YSFGLIMIBV ARRCVSGGIV 
EEYQLPYHDL VPSDPSYBDM REIVCIKKLR PSFPNRMSSD ECLRQMQKIM TECWAHNPAS 
RLTALRVKKT LAKMSBSQDZ KL 



60 
120 
180 
240 
300 
360 
420 
480 



A120 DNA SEQUENCE 

Gene name: LiV-l protein, 

unigene nuxober: 

Probeset Accession 

Nucleic Acid Accession ft: 

Coding sequence: 



estrogen regulated 
Hs. 79136 
U41060 

NM 012319.2 

13i-2405 (underlined sequences correspond to start and stop cooons) 



11 



31 



51 

887 



wo 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



1 I I I I 1 

CTCOTGCCGA ATTCCfGCAGQ AQACCGCGTG TTOBOOCXntS QTAGAGATTT CTCQAAGACA 60 

OCAGTGQGCC GGTOTGQAAC CAAACCTGOQ 06GQTGGCCG GGCOGTGGGA CAAOGAGGOC 120 

GCGGAOAOQA AGQCGO ATG GOOAOQAAGT TATCTGTAAT CTTGATCCTG ACCTTTGCCC 180 

TCTCTGTCAC AAATOCCCTT CATGAACTAA AAGOVSCTGC TTTCCCCCAO ACCACTGAGA 240 

AAATTAGTCC GAATTGGGAA TCTGGCATTA ATGTTGACTT GGCRATTTCC ACACGGCAAT 300 

ATCATCTACA ACAQCTTTTC TACCOCTATG QAGAAAATAA TTCTTTGTCA GTTGAAGGGT 360 

TCA6AAAATT ACTTCAAAAT ATAGGCATAG ATAAGATTAA AA6AAT0CAT ATACACXZATQ 420 

ACCAOGACCA TCACTCAGAC CA0GAGC3VTC ACTCAGACCA TGAGCGTCAC TCAGACCATG 4 BO 

AQCATCACTC AGACCACQAO CATCACTCTG ACXATGATCA TCACTCTCAC CATAATCATG 540 

CTGCTTCTGO TAAAAATAAO C3GAAAAGCTC TTTGOOCAGA CCATGACTCA GATAGTTCAG 600 

GTAAAGATCC TAGAAACAGC CAGGGGAAAG GAGCTCACOG AOCAGAACAT GCCAGTGGTA 660 

GAAGGAATGT CAAGQACAGT GTTAGTGCTA GTOAAGTQAC CTCAACTOTO TACAACACTG 720 

TCrCIGAAGG AAGTGACTTT CTAGAGACAA TAGAOACTOC AAGACCTGGA AAAGTCTTCC 780 

CCAAAOATOT AAOCAGCTCC ACTCCACCCA GTGTCACATC AAAGAGCCGG GTGAGCCXX5C 840 

TGGCTGGTAG GAAAACAAAT GAATCTGTGA GTGAGCXXrOG AAAAGGCTTT ATOTATTCCA 900 

GAAACACAAA TGAAAATCCT CAGGAOTGrT TCAAT6CATC AAAGCTACTG ACATCTCATG 960 

GGATGQGGAT CGAaGTTCOQ CTGAATOCAA GAQAQTTCAA CTATCTCTGT CCAGGCATCA 1020 

TCAACCAAAT T6ATGCTAOA TCTTGTCTGA TTCATACAA6 TGAAAAGAAG 6CTGAAATGC 1080 

CTCCAAAGAC CTATTCATTA CAAATAGCCT GGGTTGGXXX; TTTTATAGCC ATT TCCATC A 1140 

TCAGTTTCCT GTCTCTGCTQ GGGGTTATCT TAGTGCCTCT CATQAATC6G G'iXi' rrrri'CA 1200 

AATTTCTCCT GAGTTTCCTT GTGGCACTGG CCGTTGGQAC TTTGAGTGGT GATGCTTTTT 1260 

TACACCTTCT TCCACATTCT CAT6CAAGTC AXXACCATAO TCATA60CAT GAA6AACCAG 1320 

CAATGGAAAT GAAAAGAGGA CCACTTTTCA GTCATCTOTC TTCTCAAAAC ATAGAAGAAA 1380 

GTGCCTATTT TOATTCCACG TGGAAGGGTC TAACAGCTCT AGGAGGOCTG TATTTCATGT 1440 

TTCTTGTTGA ACATGTCCTC ACATTGATCA AACAATTTAA AGATAAGAAG AAAAAGAATC 1500 

AGAAGAAACC TGAAAATGAT GATGATGT6G AGATTAAOAA GCaUSTTGTCC AAOTATGAAT 1560 

CTCAACTTTC AACAAATGAO QA6AAA0IAG ATACAGATGA TOGAACTQAA GGCTATTTAC 1620 

QAGCAQACTC ACAAGA6CCC TCCCACTTTG ATTCTCAGCA GCCTOCAGTC TTQGAAGAAG 1680 

AAGAGGTCAT GATA6CTCAT GCTCATCCAC AGGAAGTCTA CAATGAATAT OTAOCCAGAG 1740 

GGTQCAAGAA TAAATOCCAT TCACATTTCC ACGATACACT CX30CCAGTCA QACGATCTCA 1800 

TTCACCACCA TCATGACTAC CATCATATTC TCCATCATCA CCACXACCAA AACCACCATC 1860 

CTCACAGTCA CAGCCAG06C TACTCTGGGO AGGAGCTGAA A6ATQC0QQC GTGQGCACTT 1920 

TGGCCTGQAT GGTGATAATO GGTQATGGCC TGCACAATTT CAGCXSATGOC CTAGCAATTG 1980 

GTGCTQCTTT TACTOAAGGC TTATCAAQTG GTTTAAGTAC TTCTGTTGCT GTGTTCTQTC 2040 

ATGAOTTGCC TCATGAATTA GGTGACTTTG CTGTTCTACT AAAGGCTGGC ATGACOGTTA 2100 

AGCAGGCTGT CCTTTATAAT GCATTGTCAQ CXaTGCTGGC GTATCTTGGA ATGGCAACAO 2160 

GAATTTTCAT TQGTCATTAT GCTGAAAATO TTTCTATGTG QATATTTGCA CTTACTGCTO 2220 

GCTTATTCAT GTATOTTGCT CTG G TT G ATA TGGTACCTGA AATGCTGCAC AAT GATGC TA 2280 

GTGACCATGQ ATGTAGCCGC TGGGGGTATT TCTTTTTACA GAATGCTGGG ATGCTTTTGG 2340 

GTTTTGGAAT TATGTTACTT ATTTCCATAT TTGAACATAA AATOGTOTTT OGTATAAATT 2400 

T CTAGT TAAG OTTTAAATQC TAGAGTAGCT TAAAAAGTTG TCATAGTTTC AGTAG6TCAT 2460 

AGGQAGATOA OTTTOTATGC TGTACTATGC AG08TTTAAA GTtA OTOGGT TTTGTGATTT 2520 

TTGTATTGAA TATTGCTGTC TGTTACAAAG TCAQTTAAAG GTAOOTTTTA ATATTTAAOT 2580 

TATTCTATCT TGGAGATAAA ATCTGTATGT GCAATTCACC GGTATTACCA GTTT ATTATG 2640 

TAAACAAQAG ATTTOGCATG ACATGTTCTG TATQTTTCAG GGAAAAATGT CTTTAATGCT 2700 

TTTTCAAGAA CTAACACAGT TATTCCTATA CTGGATrTTA GGTCTCTGAA 6AACT6CTGG 2760 

TGTTTAGGAA TAAQAATGTG C3VTGAAGCCT AAAATACCAA GAAAOCTTAT ACTQAATTTA 2820 

AGC3UUVGAAA TAAAGGASAA AAOAOAAGAA TCTGAOAATT GGGGAGGCAT AGATTCTTAT 2880 

AAAAATCACA AAATTTGTTG TAAATTAGAG GGGAGAAATT TAGAATTAAO TATAAAAAGO 2940 

CAGAATTAGT ATAQAGTACA TTCATTAAAC ATTTTTGTCA GGATTATTTC CCGTAAAAAC 3000 

6TAGT6AGCA CTCTCATATA CTAATTA6TG TACATTTAAC TTTOTATAAT ACAGAAATCT 3060 

AAATATATTT AATOAATTCA AOCAATATAC ACTTGACCAA QAAATTG6AA mCAAAATG 3120 

TT0GT60GGG TTATATACCA GAT6AGTACA GTGAGTAGTT TATGTATCAC C AQACTGGG T 3180 

TATT6CCAAG TTATATATCA CCAAAAGCTG TATSACTGGA TGTTCTGOTT ACCTGQTTTA 3240 

CAAAATTATC AQAOTAOTAA AACTTTGATA TATATQAGGA TATTAAAACT ACACTAAGTA 3300 

TCATTTGATT OGATTCAGAA AGTACTTTGA TATCTCTCAQ TGCTTCAGTG CTATCATrOT 3360 

QAGCAATTQT CTTTATATAC GOTACTOTAO GCATACTAGG CCTOTCTOTO 6CATTCTCTA 3420 
GATOTTTCTT TTTTACACAA XAAATTCCTT ATATCAGCTT G 



A121 PROTEIN SEQUEWCB 
Gene namet 
Uhigexse number i 
Protein Accession ft: 
Signal sequence: 
P£am domain: 
Transmerabrane domains: 
Cellular Localization: 



Liv-1 protein, estrogen regulated 
B8. 79136 

HP_036451 

1-2X 

Zipt59X-743] 

330-346, 352-368, 427-444, 663-679, 688-703, 730-745 
plasma nembrane 



1 
I 

MARKLSVZLX 



aVSASBVTST 



RSCLZBTSER 
LVALAVGTLS 
TWKGLTAl<GQ 
EEKVDTDDRT 
HSHFHDT1/5Q 
KGDGLBNFSD 
KALSAMLAYL 



11 
I 

LTFALSVTNP 
SVEGFXUCLLQ 
KKZIHAASGKK 
VYNTVSEGTH 
FMYSRNTMEN 

XABXPPicrys 

GDAFLHLLFH 
LYFMFLVEHV 
EGYLRAOSQB 
SDDLZBHHHD 
GLAZGAAFTB 
GKATOIFICa 



21 



31 
I 



LHELKAAAFP QTTEKXSFim 
NXGXDKIXRI HIHHDHDHH8 
KRXALCPDHD 8DSSGKDPRN 
PLETXETPRP QKLFPiOJVSS 
PQBCFXIASKL LTSBGMOIQV 
LQZAWV60PZ AI8XZ8PL8L 



41 51 

I I 
ESGXHVDIAI StRQyaXiQQL 



SQQKGABRPE 
STPPSVTSKS 
PX^TEFNYL 
LGVXLVPLMN 



LTLIKQFKDK KXKNQKRPEN 
PSHFDSQQPA VLEBBBVMIA 



GLSSGIiSTSV AVFCHBLPBB 
YABIVSMHIP ALTAGLFMYV 



DDDVBIKX3QL 
HARPQBVYNB 
RYSRE8LKDA 
LGDFAVUiKA 
ALVDHVPEML 



HA8GRKNVKD 
RV8RLAGRKT 
CP AIINO IDA 
DVFFKPIiLSF 
NISBSAYFDS 
SKYESOLSTN 
YVPRGCXNKC 
GVATLAMMVI 
(a«TVKQAVLY 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



888 



wo 03/042661 



PCTAJS02/36810 



RHGYFFIiQNA GMLLGFGIML ItlSIFEHKIV FRINF 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 



A122 PNA SEQUENCE 
Gene name: 
Unlgene nuiriber: 
Probeset Accession #: 
Nucleic Acid Accession fts 
Coding sequence: 



EGF^lilce-dofnain; multiple 6 

H3.12B44 

N67551 

MM_015507 

241-1902 {underlined sequences 



jorrespond to start and stop codons) 



1 11 21 31 41 51 

I 1 I i I i 

CC6CAQAG6A GCCTCGGCCA GGCTAGCCAG GQOGCCCCCA GCCCCTCCCC AGGCOGCSAG 
CGCCCCTGOC QCGGTGCCTG GCCTCCCCTC CCAGACTGCA GGOACAQCAC COGQTAACTG 
CGAGTGGAGC GGAGGACCOG AGCGGCTQAG GAGAGAGGAG GCGGCGGCTT AGCTGCTACO 
GGGTCCGGCC GGCGCCCTCC CGAGGGQGQC TCAGGAGGAG GAAGGAGGAC CCGTGCGAGA 
ATGCCTCTGC CCTGGA6CCT TGCGCTCCC6 CTGCTGCTCT CCTGGGTGGC AGGTGGTTTC 
GGGAACGGGG CCAGT6CAA0 GCaTCACQGG TTGTTAGCAT OGGCACQTCA GCCTGGGGTC 
TGTCACTATG GAACTAAACT OGCCTGCTGC TAOGGCTGGA GAAGAAACftG CAAGGOAGTC 
TGTGAAOCTA CATCCGAACC TGGATGTAA6 TTTGGTGAGT GCGTGGGACC AAACAAATGC 
AGATGCTTTC CAGGATACAC CGGGAAAACC TGCAGTCAA6 ATGTGAATGA GTGTGGAATG 
AAACCCCGGC CATGCCAACA CAGATGTGTQ AATACACA06 GAAGCTACAA GTGCTTTTGC 
CTCAjGnOGCC ACATOCTCAT GCCAGATOCT AC3QTOTOTGA ACTCTAGGAC ATOTGCCATO 
ATAAACTGTC AGTACAGCTG TGAAGACACA GAA6AAGG6C CACAQT6CCT GTGTCCATCC 
TCAGGACTCC GCCTQGCCCC AAATGGAAGA GACTGTCTAG ATATTGATQA ATGTGCCTCT 
GGTAAAGTCA TCTGTCCCTA CAATCQAAGA TGTGTGAACA CATTTGGAAG CTACTACTGC 
AAATGTCACA TTQGTTTCGA ACTGCAATAT ATCAGTGGAC GATATGACTG TATAGATATA 
AATGAATOTA CTATGGATAO OCATACGTGC AGCCACCATO CCAATTQCTT CAATACCCAA 
GGGTCCTTCA AGTCTAAATG CAAGCAGGGA TATAAAGGCA ATGGACTTC6 6TGTTCTGCT 
ATCCCTGAAA ATTCTGTGAA GGAA6TCCTC AQAQCACCT6 GTACCATCAA AGACAGAATC 
AAGAA6TTGC TTQCTCACAA AAACAGCATG AAAAAGAAQG CAAAAATTAA AAATGTTACC 
CCAGAACCCA CCAGGACTCC TACCCCTAAG GTGAACTTGC AGCCCTTCAA CTATQAAGAO 
ATAOTTTOCA GAOGOGGGAA CTCTCA'rGQA GGTAAAAAAG OQAATGAAGA GAAAATGAAA 
GAGQGGCTTO AGGATGAOA AAiGAGAAGAG AAAGCCCTGA AGAATGACAT AGAGQAGCGA 
AGCCTGCGAG GAGATGTOTT TTPCCCTAAG GTGAATGAAG CAGGTGAATT CGGCCTQATT 
CTGGTCCAAA GGAAAGCGCT AACTTCCAAA CTGGAACATA AAGATTTAAA TATCTOGGTT 
GACTGOVGCT TCAATCATGG GATCTGTGAC TGGAAACAGG ATAGAGAAGA TGATTTTGAC 
TGGAATCCTO CIQATGGAGA TAATOCTATT GGCTTCTATA TGOCAGTTCC GGCCTTGGCA 
GGTCACAAGA AAGACATTG3 CCGATT6AAA CTTCTCCTAC CTGACCTGCA ACCCCAAAGC 
AACTTCTGTT TGCTCTTTGA TTACOGQCTG GCCGGAGACA AAGTOGGGAA ACTTCGAGTO 
TTTQTGAAAA ACAGTAACAA TGCCCTGGCA TGGGAGAAGA CCACGAGTGA GGATGAAAAfl 
TGGAAGACAG GQAAAATTCA GTTGTATCAA 6QAACTGATG CTACCAAAAG CATCATTTTT 
GAAGCRGRAC GTG6CAAGGG CAAAACCGGC GAAATOGCAG TGGATCGCGT CTTGCTTGTT 
TCAGGCTTAT GTCCAGATAO CCTTTTATCT QTGQATGA CT GAA TGTTACT ATCTTTATAT 

TTGAcrrrer atgtcagttc cctggttttt ttgatattqc atcataggac cTcrGG onrr 

TTAGAATTAC TAQCTGAAAA ATTGTAATGT ACCAACAGAA ATATTATTGT AAQATGCCTT 
TCTTGTATAA GATAT6CCAA TATTTGCTTT AAATATCATA TCACTGTATC TTCTCAGTCA 
TTTCTOAATC TTTCCACATT ATATTATAAA ATATGQAAAT GTCAGTTTAT CTCCCCTCCT 
CAGTATATCT QATTTOTATA AGTAAGTTQA TGAGCTTCTC TCTACAACAT TTCTAGAAAA 
TAGAAAAAAA AGCACAGAGA AATGTTTAAC TGTTTGACTC TTAT GATA CT TCTTGOAAAC 
TATGACATCA AAGATAGACT TTTGCCTAAG TGGCTTAGCT GGGTCTTTCA TAGOCAAACT 
TGTATATTTA AATTCTTTGT AATAATAATA TCCAAATCAT CAAAAAAAAA AAAAAAAA 



A123 Protein sequence t 
Gene name: 
tfoigene number: 
Probeset Accession 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
MAM domaini 
BGF domain: 

Cellular Localisation i 



EGF -like-domainj 

Bs.12844 

H67551 

NP_0S6322.2 

1-21 

none found 
402-546 
80-259 
secreted 



imiltiple 6 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 



1 
I 

MPLPWSLALP 
CEATCBPGCK 
L8GHMU4PDA 
GKVICPyKRR 
GSFKCKCKQG 
PEPTRTPTPK 
SLRGDVFFPK 
HNPADRDNAI 
FVENSNNAIA 
SGLCPDSLLS 



11 

I 

LLLSWVAGGP 
FGECVGPNKC 
TCVNSRTCAM 
CVHTFOSYYC 
YKSNGLRC8A 
VMLQPFNYEE 
VNEAGBFGIiI 
GFYMAVPALA 



21 
I 

GNAASARHBG 
RCFPGYTGKT 
INCQY8CEDT 
KCHIGFELQY 
IPENSVKBVL 



LVQRKALTSK 
GHKKDIGRLK 
mCIGKXQLYQ 



31 
1 

LLASARQPGV 
CSQDVNECGM 
EB6PQCLCPS 
ZSGRyDCXDI 
SAPQTIKDRI 
GKKGNEEKMK 
LEHKDLNISV 
LLLPDLQFQS 
GTDATKSIIF 



41 

I 

CHYGTKLACC 
KPRPCQHRCV 
SGLRIAPNGR 
NECTMDSHTC 
KKLLABKNSM 



DCSFNHGICD 
NFCLLFDYRL 



51 

I 

YGWRRNSKSV 
NTHGSYKCPC 
DCLDIDECAS 
SHHANCFNTQ 
KKKAKIXIIVT 
KALKNDIBER 
WKQDREDDFD 
AGDKVGKLRV 
EIAVDGVXiLV 



60 
120 
180 
240 
300 
360 
420 
480 
540 



VDD 



80 A124 PNA SEQOENCB ^ ^ ^ ^ 

Gene naoe: bone laorphogeastic protein 7 (osteogenic protein 1) {BMP7) 

Ubigene nunibert Bs. 170195 

Probeset Accession #i BS616633 
Mocleic Acid Accession «: nm_001719 

889 



wo 03/042661 



PCTAJS02/36810 



Coding sequence t 



123-1418 (underlined sequences correspond to scart and stop codons) 



1 11 21 31 41 51 

I 1 1 1 1 i 

GGGOGCAGCG GGGCC OG TCT GCAGCAAGTG JICCGAOGGCC GGGACX3G00Q OCTGGOCCCT 60 

CTGCCACCTO GGGCGGTGOG GGCCOGGAGC C0GGAGCCC3Q GGTAOCQOST AGAGCOGGGG 120 

CGATGCACGT GCGCTCACPG CX5AGCTG0GG CGCCGCACAQ CTTOGTGOOG CTCTGGGCAC 180 

CCXrrOTTCCT OCTGOGCTCC GCCCTGGCOG ACTTCAGCCT OGACAAOCSAG GTGCACTOGA 240 

GCTTCATCCA CCGGCGCCTC CGCAGCCAGG AGOSGOGGGA GATGCAGOGC GAGATCCTCT 300 

CCATTTTGGG CTTGCCCCAC CGCCOC3CGCC OGCACCTCCA G66CAAGCAC AACTGGGCAC 360 

CCATGTTCAT GCTGGACCTG TACAACGCCA TGGOQQrTGGA OGAGGGOGGC GGOCCOGGOG 420 

GCCAGGGCTT CTOCTACCCC TACAAG0003 TCTTCAOTAC CX3VGGQCCCC CCTCTGGCCA 480 

GCCTGCAAGA TAGCCATTTC CTCACCGAOG CCGACATGGT CATGAGCTTC GT CAACC TCG 540 

TGGAACATGA CAAGGAATTC TTCCACCCAC GCTACCACXyi TOSAGAGTTC OGQTTTQATC 600 

TTTCCAAGAT CCXaVGAAGGG GAAGCTOTCA CGGCAGCXXSA A TTCO GGATC TACAAQQACT 660 

ACATCCGGGA AOGCTTCQAC AATOAGAOOT TCCGGATCAO OOTTTATCftG GTGCTCCAGG 720 

AGCACTTQGG CAGGGAATCG GATCTCTTCC TGCTCGACAG COGTACCCTC TGGGCCTCGG 780 

AGGAGGGCTG GCrGGTGTTT GACATCACAQ CCACCAGCAA CCACTGGGTG GTCAATOCQC 840 

GGCACAAGCT GGQCCTGCAO CTCTCOGTGG AGAC6CTGGA TGGGCAQAGC ATCAAOCOCA 900 

ASTTGGGGGG CCTGATTGGG OQGCAOGGGC CXXZAGAACAA GCAGCCCTTC ATGGT6GCTT 960 

TCTTCAAGGC CACGGA6GTC CACTTCCGCA GCATCOGGTC CACGGGGAGC AAACAGGGCA 1020 

60CAGAAC0G CTCCAAGAC6 CXXIAAGAACC AGGAAGCCCT GOGGATGGCC AAOOTQGCAG 1080 

AOAACAQCAG CAGCGACCAG AGGCAGGCCT GTMGAAGCA 06AGCT6TAT GTCAGCTTCC 1140 

GAGACCTGGG CTGGCAGGAC TGQATCATCG C3GCCTQAAGG CTAC3QC0GCX: TACTACTGTG 1200 

AGGGGGAGTG TGCCnTCCCT CTQAACTCCT ACATGAACXK: CACCAACGAC OOCATOGTGC 1260 

AGACGCTGGT CCACTTCATC AACXXXSGAAA CX3GTGCCCAA GCCCTGCTGT 60GCCCA0GC 1320 

A6CTCAAT6C CATCTCOGTC CTCTACTTOG ATQACAGCTC CAACX5TCATC CTGAAQAAAT 1380 

ACAGAAACAT GGTGGTCCGG GCCTGTGGCT GCXZACTAGCT CXITCGGAGAA TTCAGACCCT 1440 

TTGGGGCCAA GTTTTTCTGG ATCCTCC3VTT GCTCGCCTTQ GCCAGGAACC AGCAGACCAA 1500 

CTGCCTTTTG TQAGACCTTC CCCTCOCTAT CXXCAACTTT AAAGGTGT6A GAGTATTAG3 1560 

AAACATGAGC AGCATATGGC TTTTGATCAG TTTTTCAOTQ GCA6CATCCA ATGAACAAGA 1620 

TCCTACAAGC TGTGCAGGCA AAACCTAGCA GGAAAAAAAA ACAACGCATA AAGAAAAATG 1680 

OCOQGQCCAO GTCATTGGCT GGGAAOTCTC AQCCATOCAC 6GACTCGTTT CCAGAGGTAA 1740 

TTATGAGCGC CTACCAGCCA GGGCACCCAG CC3GTGGGAGG AAGGGGGGBT GGCAAGGGGT 1800 

GGGCACATTG GTGTCTGTGC GAAAGGAAAA TTQACCCGGA AGTTCCTGTA ATAAATOTCA 1860 
CAATAAAACX3 AATGAATG 



A12S Protein sequence i 

Gene namet bone nozphogenetlc protein 7 (osteogenic protein 1) (BMP7) 



Unigene number i 
Probeset Accession 
Protein AccesBion #: 
Signal sequences 
PCam domains t 
Transmenlbrane domains > 
Cellular Localizatlont 



H8.17019S 
BE616633 
IIP_001710.1 
1-30 

TOFb^propeptide [37-281] 

none found 

secreted 



1 
I 

MKVRSLRAAA 
ILGLPHRPRP 
LQDSHPLTDA 



11 



21 
i 



HNLGLQL5VB 
QNRSKTPKNQ 
GECAFPLNSY 
RNKWRAOQC 



PHSFVAIiWAP LFliLRSALAD 
HLQGKHNSAP MFMLDLYNAM 
DHVMSFVNLV EHDKBFFRPR 
RISVYQVLQE BLGRBSDLFL 
TLDGQSINPK LAGLZGRH6P 
BALRMANVAE NSSSDQRQAC 
MNATHHAIVQ TLVHFINPET 
B 



31 

I 

FSLDNEVHS8 
AVBBGGGPGG 
YHHRBFRFDL 
XjDSRTLHASB 
QNKQPFMVAP 
KKHELYVSFR 
VPKPGCAPTQ 



41 

I 

FIHRRLRSQE 
QGFSYPYKAV 
8KIPE0EAVT 
EGWLVFDITA 
FKATBVKFRS 
DLGWQDWIIA 
UlAXSVLYFD 



51 
I 

RREMQREILS 60 

FSTQGPPLAS 120 

AAEFRiyXSY 180 

TSNHHWNFR 240 

IR8TGSKQRS 300 

PBGYAAYYCE 360 

OSSNVILKKY 420 



A126 DNA SEQUS7CE 
Gene name: 
unigene number: 
Pr6beset Accession #t 
Nucleic Acid Accession ftt 
Coding sequence 1 



integrin, beta S 
Hs. 52620 
AA479726 
NN_002214 

680-2990 (underlined sequences correspond to start and stop codons) 



1 

I 

CCCAGAGCGG 
CTGCCGACTT 
GTTGGCCTCC 
TCCGCTCGAC 
TAGa(3T00TT 
CTA AGCTG AT 
TGTCCOGGAO 
TG6C0GTCQA 
G6C0GTAGGG 
GOGABCCQOG 
QGCCOCQAGQ 
GGGGCOGGCT 
TCTGCCTGCA 



11 

I 

CCTCCCCCTO 
GTCTTTGCCC 
CTGCCCACCT 
CTOGCOGGC Q 
TOCCCCCCAO 
TTAT6CA6CA 
CAGGCTGCG6 
AGGAQGTGCT 
GCCCTGAGAT 
OGGTCOGCCr 
TOQGOOQGGA 
GTTTTGCATT 
AAAGGAOOGG 



21 
I 

TTQCTG6CAT 
6CTGCTC0QC 
GTX3GAAGCAA 
TACCCTCCCA 
CTTOOQGCrT 
6AA0CCCCAC 
AGCCCTTGCA 
TCTCOCGGAG 
GC0GAGC6GT 
GCTAGGCCTO 
QGGCQAGCCC 
ATGTCOCGCT 
OGAGGTCCOG 



31 
I 

OCOQAGCTTC 
AGAOGGGGCr 
CTGOGCTGAT 
CAGATGCA6C 
TGTTTGOGTT 
OGGCTGGAGA 
GAGCXXrrCTC 
ACGOOGGGAC 
GCCCGGGCCC 
OGGAAAAOQT 
GGQTCOQGAA 
GG6CCCTG6C 

GCTGorrccr 



41 

I 

CTCCCTTSCC 
GCAAAGCTGC 
TGATGC6CCA 
ATCAGOCAOT 
TGATTGTGTT 
GAAACAAAAG 
TCCAGTOQCC 
COGCCGTGCC 
GCTTACCTGC 
CCTAGGQACA 
GOCAOOCAGQ 
TTTTTTTACC 
CTGGGCAGCC 



51 
I 

AGOCAGGAGO 
AACTAAT6GT 
CAOACTTTTT 
GAATGTACAT 
TOGCTCTTGO 
CTCTTTTCTT 
GCOGGGCCCT 
GAGCCGQGAO 
ACOGCTTGCT 
CTOQCCOBCS 



GCTGCATTTO 
TGGGTGTTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



890 



wo 03/042661 



PCT/US02/36810 



CACrTGTTCT TGGACTGGGC CAAGGTGAAG ACAAT^TG TG^TCTTCA ^^^C^ 
CCTGTCCCAG GTGCCTTGCG CTOGGTCCAG AATGTGGATG GTGTGTTCAA GftGGATTTO^ 

SSagaagt gaacgttgtg atattgtttc caattxaata agcaaaggct 

GCTC^GA TTCAATAGAA TACCCATCTG TGCATGTTAT AATACCCACT GAAAATGAAA 
5 OT^CAC^ GOAGAAGTGT CTATCCAGCT GCGTCCAGGA GCCX3AAGCTA 

^ ™A^ CCTCTGAAGA AATATCCTQT GGATCTTTAT TATCTTCTTG 

ATGTCTCAaC ATCAATGCAC AATAATATAQ AAAAATTAAA TTOOGTTGGA AA^TAT 
CTAGAAA^T GGCATTTTTC TCCCGTGACT TTaSTCTTGG ATTTOGCTCA JAOSTOGATA 

^S^c ^c^?aStt agcatccacc ccgaaaggat tcataatcaa tocagtoact 

10 ^AMTT^ CTGCATGCCT CCCCATGGAT ACATCCATGT GCTGTCrTTC AOGAGAACA 

?SStt ^Saagca gttcatagac agaagatctc tggaaacata ^tacaccag 
aSg^cttt tga^c^ cttcaggcag ctgtctgtga aagtcatatc ogmggogaa 

i^^^CTAA AA^TTGCTG CTGGTGATGA CAGATCROAC GTCICATCTC GCICTTOATA 
S^^MTCQC AGGCATAGTG GTGCCCAATO ACJGGAAACTQ TCATCTGAAA AACAAOCTCT 
15 ^^TO GAaScCCCT CACTAGGCCA ACmCAGAG AAATTAATAG 

^SS^ TOM^TC TTTGCAGTTC AAGGAAAACA ATTTCATTGG TATAAGGATC 
CT^^ ACCATTGCTG GTQAAATAGA ATCAAAGGCT GCAAACCTCA 
I^^S? ^^CC XATCAGAAGC T^TTT^ iSJ^ 
ACCAGGTACA AGGCATCTAT TTTAACATTA CCGCCATCTG TCCA CTJGG G TCCTGAAAGC 

20 ^^tgS mgatgcaga aacgtgacga gcaatgatga agttcttttc aatgtaacag 
^AATG^ ^tgtgat gtcacagoaq gaaaaaacta tgcaataatc aaacctattg 
SS^Saa attcatatac acagaaactg cagctgtcag tgtga^ca 
acagaggacc taaaggaaag tgtgtagatg AAAcrrrrcT agattccaag tottt^gt 
g^^^aa taaatgtcat tttgatgaag atcagttttc ttctgagrgt tgoagtcac 

9S ISm^TCA GOTGTTTGC AGTGGTCGAG GAGTTTGTGT TTGTGGGAAA •K5TTCT|TGTC 

^ ?SJSa gtgtatggaa aatactgtga aaaggatgac ttttctt^ 

i^^CAC^ tg^tctg tgtgctgggc atggagagtg tgaagcaggc agatoccaat 
^^S^ SggSaggt gatcgatqcc aotgcccttc RGCaGCAGCc c^c^ctgtg 

T^TTCAAA 6GGCCAAGTG TGCAGTGSAA fflWSGCACJOTG TGTOTOTCGA JfGTGTGAGT 
30 G^^^a oSgAGCATC GGCCGCTTCr GTGAACACT6 CCCCACCTGT TA^J^GCCT 
CTGGAATTGT ATGCAATGCC TTCACCCTCA CAATTTGTCr CAGGCTAIM 

SSaacctca tgtgctctca tggaacaaca gcatt atgtc gaccaaactt 

CA^TGTTT CTCCAGCCCA AGCTACTTGA GAATATTTTT CATCATTTTC ATAGTTACAT 
S^^iTCG GTTGCTTAAA GTCCTGATCA TIAGACAGGT gatactacaa togaatagta 
35 ISSS??^ GT^TCA GATTACAGAO TGTCAGCCTC AAAAAAGGAT AAGTTGATTC 
^AAGTOT TTGCACAAGA GCAGTCACCT ACCGAOSTGA GAAGCCTGAA GAAATAAMA 
S^AAAT GCTCATGAAA CmCAGGl^ ^f^^ tSS^S 
TTAAACACTT AATGGGAAAC TOQAATEQTT AATAATTGCT CXHAAAGATT ATAATTTTAA 
n^^^ AOQ^ACAAA TTGCTCACGO TCATQOCaOT TGCTOQTTGT ACACTCGAAC 

40 ^^^c Sa^atcctc ATCATGATGT GACTCACATA gctgctgact tttt^^ 
?«^T«TC ttactactgt ttgagactag tgtcgttgta gcactttact gtaatatat^ 

S^JS T^^O^ AATCTAGATC CTCTGAAGAG CACTGATTAC ACTTTACflOG 
T^??^^ ScGCTT COCAGAGAGA ACAATGCT6T GAGAGAGTTT AGC^nraTGT 
S^ScA^ CTaSgTAAT CCCTGCACT6 GACATGTGA6 GAAAAAAATA ATCTCGCAAG 

45 ^?T^ ^TGCCAAA CACTTCAACA GTTGGTGGTT GAATAGACAA Gj^fAGCtAG 
S^AAM gStCGTGTT TCACTCTTTC AAGAGGTGAA CAGATACaAC CTCTATCTTA 
GCTTTTTAAA GTGrGTAGTT TTATGCATGT GTGTTTATGG ITTGCTTATT 
^?^AT G^CTAAT TCCAGCATTC TCTCCTCTTT GCCTTTATGT TTTGTTTTCT 
S^Sg aSaSTTTAT GTATOTCSVCA GATGACrGQA TTAATTAAGT GCTAAGT^ 

50 TACTOC^ AAAAACTAAT AATACAATGT CACTTTATCA 6AATACTAGT TTTAAAAGCT 
GAATGTTAA 



840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3S40 
3600 
3660 
3720 
3780 



55 



60 



65 



70 



75 



A127 Protein sequence: 
Gene name: 
Unlgene nuirberi 
Probeset Accession #: 
Protein AccesBioa #: 
Signal sequence x 
Transmenibrane dovalBSt 
EGF domain: 
XHB domain: 

Cellular Local izat Ion t 



Integrin, beta 8 

Hs. 52620 

AA479726 

NP_002205.1 

1-39 

€82-704 

5S2-584 

54-469 

plasma mttisbrane 



1 

MC6SALAFFT 
LGPEGGWGVQ 
GEVSIQLRPG 
SRDFRL6FGS 
VHRQKISGHZ 



11 
1 

AAFVCLQMDR 



TXAGEZBSKA 
NVTSNDEVU? 
CWDETFIiDSK 

CS6RGTCVC6 
80 CAIMBCX]^ 
QYRVSASKKD 



AEANFMLKVH 
YVDKTVSPYI 
XyrPBGGFDAH 
NNVYVKSTTM 
ANUlNIiWBA 
NVTVTMKKCD 
CFQCDENKCH 



RCBCTDPRSI 
DQTSBCFSSP 
KLILQSVCTR 



21 
1 

RGPASPLWAA 
ERCDIVSNLI 
PUOCYPVDLY 
SIHPERIHIIQ 
WJAAVCBSHI 
EHFSIiGQIiSB 
YQKLISBVKV 
vrGGKNYAXI 
FDEDQF6SBS 
CAGEGEOSAG 
GRPCEHCPTC 
SYLRimiF 
AVTYRREKPS 



31 



WV7SLVL6LG 
SKGCSVDSIE 
YLVDVSASMH 
CSDYNIDCMP 
GWRKEAKRLL 
KLIDNNINVI 
QVENQVQGiy 
KPIGFNBTAK 
C2CSHKDQPVC 
ROOCPSGWEO 
YTACKENWNC 
IVTFLIGIiLK 
EIKKDISKX^ 



41 
I 

Q6EDNRCASS 
YPSVHVIIPT 
HNIEKLHSVG 
PHGYXHVLSL 
LVMTDQTSHL 
PAVQQKQFHW 
FNITAICPDG 
IHIERNC80Q 
SGRGVCVCBK 
ORCQCPSAAA 
MQCLHPHNLS 
VLIIRQVILQ 



51 
1 

NAASCARCLA 
ENEINTQVTP 
HDLSRXMAFF 
TOVITEFEKA 
ALDSKLAGIV 
YKD1.LPLLPG 



CB2EIRGPKGK 
CSCHKIKLGK 
QHCVNSXGQV 
QAILDQCKT8 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



A12B CNA SEQUiaiCE 

6 protein-coupled receptor 64 



891 



wo 03/042661 



PCT/US02/36810 



Utiigene nxxraberi 
Probeset Accession ft: 
Nucleic Acid Accession ft: 
Ooding sequence i 



HS.1B4942 
AA435577 
KM 005756 



7373117 {underlined sequences correspond to start amd st^ codona) 



1 



11 



21 



31 



41 



51 



AGGCAGOCOQ AGGACGCGAO OOOCAOGrGT GCACAQAGGT TCTCCACTTT GTTTTCTGAA 60 
CTCGOGGTCA GQATGGTTTT CTCTOTCAGG CAGTGTGGCC ATGTTGGCAG AACTGAAGAA 120 
GTTTTACTGA CGTTCAAGAT ATTCCTTGTC ATCATTTGTC TTCATGTCGT TCIX36TAACA 180 
TCCXnXSGAAG AAQATACTGA TAATTCCRQT TTGTCACCAC CACCTGCTAA ATTAT CTGTT 240 
GTCA.QTTTTO COOCCT C CTC CftAXQAGOTT GAAACAACAA GCCTCAATGA TGTTACTTTA 300 
AGCTTACTCC CTTCAAAOSA AACAOAAAAA ACTAAAATCA CTATAG TAAA AACCTTCAAT 360 
GCTTCAGGCG TCAAACOXA GAOAAATATC TGCS^TTTGT CATCTATTTG CAATQACTCA 420 
GCATTTTTTA GAGGTGAGAT CATGTTTCAA TATGATAAAO AAAQCaUTIGT TCCCCAOAAT 480 ' 
CAACATATAA CGAATGGCAC CTTAACTOOA GTCCTGTCTC TAACST GAATT AAAACGCTCA 540 
OAOCTaUlCA AAAOCCTOCA AAOCCTAAGT GAGACTTACT TTAIAATOTG TGCTACA6CA 600 
GAGGCCCAAA QCACATTAAA TTGTACATTC ACRATAAAAC TGAATAATAG AATOAATOCA 660 
TGTG C T G CRA TAGCCX3CTTT GOAAAGAGTA AAOATTOSAC CAATQGAACA CTGCTGCTGT 720 
TCTOTCAQOA TACCCTGCCC TTOCTCCCCA OAAOAGTrGO GAAAGCTTCA GTGTGACCTG 780 
CAGGATCCCA TTGTCTGTCT TGCTGACCAT CCACGTGGCC CACCATTTTC TTCCAGCCAA 840 
TCCATOOCaC TGGTCCCTOB QGCCACTGTG CTTTCGCAGG .TOCXXyUUVSC TACCTCTTTT 900 
GCTQAGCCTC CAGATTATTC ACCTGTGACC CACAATGTTC CCTCTCCAAT AGGGGAGATT 960 
CAACCCCTTT CACCCCAGCC TTCAOCTCCC ATAGCTTCCA GCCCTGCCAT TGACATGCCC 1020 
CCACAGTCTG AAACGATCTC TTCCCCTATG CCCCAAACCC ATGTCTCCOO CfJCCCChCCS 1080 
CCTGTGAAAG CCTCATTTTC CTCTCCCACC GTGTCTGCCC CTQOQAATOT CAACACTACC 1140 
AGGGCACCTC CTGTCCAOAC AGACATGQTC AACACCAGCA 6TATTTCTGA TCTTGA6AAC 1200 
CAAGTGTT6C AGATGGAOAA G6CTCTGTCC TTGGGGAGCC TG6A00CTAA OCTOSCAGGA 1260 
GAAATGATCA ACCAAGTCAG CA6ACTCCTT CATTCCCCX5C CXGACATOCT GGCCCCTCTG 1320 
GCTCAAAQAT TGCTGAAAGT AGTGQATQAC ATTQOCCTAC AGCTGAACTT TTCAAACAOG 1380 
ACTATAAOTC TAACCTCCCC TTCTTTGOCT CTGGCTGTGA TCAGAGTGAA TGCCAGTAGT 1440 
TTCAACACAA CTACCTTTGT GOCOCAAGAC CCTGCAAATC TTCAGGTTTC TCTGGAAACC 1500 
CAAGCTCCTG AGAACAGTAT TGGCACAATT ACTCTTOCrT CA TOQCPQ AT GAATAATTTA 1560 
CCAOCTCATG ACATGGAGCT AOCTTCCAQG GTTCAGTTCA ATTTTTTTGA AACACCT6CT 1620 
TTGTTTCAGG ATCCTTCCCT GGAGAACCTC TCTCTGATCA GCTACGTCAT ATCATOGAGT 1680 
GTTGCAAACC TGACXXSTCAG GAACTT6ACA AGAAAGQTGA CAOTGACATT AAAGC ACATC 1740 
AACCOGAGCC AGGATGAOTT AACAOTGAGA T6TGTATTTT GGGACTTGGG CAGAAATGQT 1800 
GGCAGAGGAG GCTGGTCAGA GAATGGCTGC TCTGTCAAAG ACAGGAGATT 6AATGAAA0C 1860 
ATCTGTACCT GTACCXa^TCT AACAAGCTTC GGCX3TTCTGC TGGACCTATC TAGQACATCT 1920 
GTCCTGCCTG CTCAAATGAT GGCTCTGAOG TTCATTACAT ATATTGGTTO TGGGCTTTCA 1980 
TCAATTTTTC TQTCAGTOAC TCTTGTAACC TACATAGCTT TTGAAAA6AT 006GAGGGAT 2040 
TACC5CTTCCA AAATCCTCAT CCAGCTGtGT GCTGCTCXGC TTCTCCTGAA CCTOG TCTT C 2100 
CTCCTG6ACT G6TGGATTGC TCTGTATAAG ATGCAAGGCC TCPGCATCTC AGTGGCTGTA 2160 
TTTCTTCATT ATTTTCTCTT GGTCTCATTC ACATOQATGO 0CCTA6AAGC ATTCCATATG 2220 
TACCTGGCCC TTGTCAAAGT ATTTAATACT TACATCCQAA AATACATCCT TAAATTCTGC 2280 
ATTGTCGGTT GGGGGGTACC AGCTGTGQTT GTGACCATCA TCCTGACTAT ATCCCCAGAT 2340 
AACTATGGGC TTGGATCCTA TGG6AAATTC OOCAATOaTT CAGCX3QATGA CTi' Ci'QCTGQ 2400 
ATCAACAACA ATGCAGTATT CTACATTAGS OTaOTGGOAT ATTTCTQTOT GATATTTTTO 2460 
CrOAAGGTCA GCATGTTCAT TGTGGTCCTG GTTCAGCTCT GTOGAATTAA AAAGAAGAAG 2520 
CAACTGGGAG CCCAGCQAAA AACCAGTATT CAAGACCTCA GGAGTATCX5C TGGCCTTACA 2580 
TTTTTACrGG GAATAACTTG GGGCTTTGOC TTCTTTGCCT GGGGACCAGT TAA OQTQA OC 2640 
TTCATOTATC T8TTTGCCAT CTTTAATAGC TtACAAOQAT TTTTCATATT CATCTTTTAC 2700 
TGTGTOGCCA AAGAAAATGT CAOGAAGCAA TGOAGGCGGT ATCTTT6TT0 TGQAAAGTTA 2760 
OGGCTGGCTG AAAATTCTQA CTGGAGTAAA ACTGCTACTA ATGGTTTAAA 6AAOCAQACT 2820 
GTAAACCAAG QAOTGTCCAG CTCTTCAAAT TCCTTACAGT CAAGCAOTAA CTCCACTAAC 2880 
TCCAOCACAC TGCTAOTOAA TAATGATTGC TCAGtACACQ CAAGOGGGAA TGGAAATGCT 2940 
TCTACAGAGA GGAATGGGGT CTCTTTTAGT GTTCA6AATG QA6ATGTGT6 CttTTCA OGAT 3000 
TTCACTGGAA AACAGCACAT GTTTAAOGAG AAGGAAGATT CCTGCAATGG GAAAGGCCXIT 3060 
A3GGCTCTCA QAAGGACTTC AAAGOOOGGA AGCTTACACT TTATTGAGCA AAT GTGAT TC 3120 
CTTTCTTCTA AAATCAAAGC ATGATGCTTQ ACAGTGTGAA ATGTCCAATT TTACCTTTTA 3180 
CACAATGTGA GATCTATGAA AATCAACTCA TTTTATTCTC GGCAACATCT GGAGAAGCAT 3240 
AA0CTAA7TA AGGGOGATGA TTATTATTAC AAGAAOAAAC CAAOACATXA CACCAT OGTr 3300 
TTTAOACATT TCT6ATTTG0 TTTCTTATCT TTCATTTTAT AAGAAGGTTO GTTrTAAACA 3360 
ATACACTAAG AATGACTCCT ATAAAGAAAA CAAAAAAAGG TAOTGAACTT TCAGCTACCT 3420 
TTTAAAGAGG CTAAGTTATC TTTGATAACA TCATATAAAG CAACTGTTGA CTTCAGCCTG 3480 
TTGGTGAGTT TAOTTGTGCA TOCCTTTOTT OTATATAAGC TAAATTCTAG TGAC OGATCT 3540 
GTCAAAAATC TTACTTCTAC ATTTTTTTGT ATTTATTTTC TACTOTGTAA AT OTAT TOCT 3600 
TTGTAGAATC ATGGTTGTTT TQTCTCAOOT OATAATTCWS AAAATGCTTQ CTOOTTOCX^C 3660 
AAATCCTAAA QCTCCTTTTG GAQATQATAT AOOATOTGAA ATACAGAAAC CTCAOTGAAA 3720- 
TCAAGAAATA ATGATCCCAG CCAGACTGAG AAAATGTAAG CAGACAGTGC CACAGTTAGC 3780 
TCATACAGTO CCTTTG A GCA AGTTAGGAAA AGATGCCCCC ACTGGGCAGA CACAG CCCTA 3840 
T66QTCATGG TTTGACAAAC AGAfiTQAGAO ACCATATTTT AGCCnACTC AOCCTCirOO 3900 
QTQCA08ACC TQTACAOCCA AACACAGCAT CCAATATQAA TACOCATOOC CTQACOGCAT 3960 
CCCCAGTAGT CAGATTATAG AATCTGCAOC AAGATGTTTA GCTTTATAOC TTGGCC31CAG 4020 
AGAGGGATGA ACTGTCATCC AGACCATGTG TCAGGAAAAT TGTGAAOGTA GATGAGGTAC 4080 
ATACACTGCC GCTTCTCAAA TGOCCAGAGC CTTTAGGAAC AGQAGAGTAG ACTAGGATTC 4140 
CTTCTCTTAA AAAGGTACAT ATATATCGAA AAAAATCATA TTGCOCTTCT TTAAAAGGCA 4200 
ACTOCATGGT ACATTGTTGA TTGTTATGAC TGCTACACTC T06CCCAGCC AGAGCTATAA 4260 
TTGTTTTTTA AATGTGTCTT GAAGAATGCA CAGTGACAAG GOGAGTAGCT ATTG6GAACA 4320 
GGGAACTGTC CTACACTOCT ATTGTTQCTA CATGTATOGA GCCTTGATTG CTCCTAOTTA 4380 
TATACAGGGT CTATCTTGCT TCCTACCTAC ATCTGCTTGA GCAOTQCCTC A AGTAC ATCC 4440 
TTATT7VGGAA CATTTCAAAC C0CTTTTA6T TAAGTCTTTC ACTAAGGTTC T CTTGCA TAT 4500 
ATTTCAAGTG AATGTTGGAT CTGAGACTAA CCATAGTAAT AATACACATT TCiVltJAUTG 4560 



892 



wo 03/042661 



PCT/US02/36810 



10 



CXGACrrCTC tttgcaatat ttcttttctg atttatttaa ttttcttota tttatatgtt 

AAAATCAAAA ATGTTAAAAT CAATGAAATA AATTTGCAGT TAAOA 



4620 



A129 Protein sequence 
Gene name* 
Unigene numbers 
Protein Accession #i 
Signal sequence: 
GPS domain t 

Tranamenibrane domains: 
Cellular Localization t 



564-615 



G protein -coupled receptor 64 
Rs. 184942 

MP_005747.1 

1-38 

624-646. 660-6B2. 688-710, 733-7SS, 783-805, 828-850, 858-880 
plaema menibrene 



15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



MVPSVRQOGH 
PSSNBVETTS 
GEIMFQ^KE 
TLNCTFTIKL 
VCLADHPRGP 
PQPSAPXASS 
VQTDIVNTSS 
LKWDDIGIiQ 
NSIGTITIjPS 
TVRNLTRNVT 
SHLTSFGVI.L 
ZIiIQLCAALL 
VKVFNTYIRK 
AVPyiTWGV 
ITWGFAFFAW 
NSDHSKTATN 
KGVSFSVQNG 



11 
I 

VGRTEEVLLT 

unmiiSLLP 

STVPQNQHIT 
KMTMIfACAAI 
PPSSSQSIPV 
PAIDMPPQSB 
ISDLENQVLQ 
LNFSNTTISL 
SIMNNLPABD 
VTLKHINPSQ 
DLSRTSVLPA 
LLMLVFLLDS 
YILKPCIVGW 
FCVIFIiLNVS 
GPVNVTFMYL 
GLKKQTVNQ6 
DVCLHDFTGK 



21 



FKIFLVIICL 
SHETEKTKIT 
NGTIiTGVLSL 
AALERVKIRP 
VPRATVIiSQV 
TISSPMPQTH 
HEKALSLGSL 
TSPSLAIiAVI 
KELASRVQFN 
DELTVRCVFW 
QMMALTFITY 
niALYXHQGL 
6VPAVWTI1 
MPIWLVQLC 
FAIFNTLQGF 
V8SSSNSLQS 



31 

I 

HWLVTSLBB 
IVKTFNASGV 
SELKRSEimC 
MBHCCCSVRl 
PKATSFABPP 
VS6TPPPVKA 



RVMASSPNTT 
PFETPALFQD 
DLGRNGGRGG 
XGOGLSSIFIi 
CISVAVPLHY 
LTISPDNYGL 
RIKKKKQLGA 
PIPIFYCVAK 
SSHSTNSTTL 



41 
I 

DTDNSSLSPP 
KPQRNXCNLS 
TLQTLSETYF 
PCPSSPEELO 
DYSPVTHNVP 
SFSSPTVSAP 
QVSRLLBSPP 
TFVAQDPANL 
FSLEMIiSLIS 
MSDNGCSVKD 
SVTLVTYIAF 
FLLVSFTHMG 
GSYGKFPNGS 
QRKTSIQDLR 
ENVRKQWRRY 
LVNHDCSVHA 



51 

I 

PAKLSWSFA 
SICNDSAFFR 
IMCATABAQS 
KLQCDLQDPI 
SPIGEIQPLS 
ANVNTTSAPP 
DHIiAPIAQRIi 
QVSLETQAPB 
YVISSSVANL 
RRUMETICTC 
EKIRRDYPSK 
LEAFHMYLAL 
PDDPCWINNN 
SIAGLTFLU3 
LCCGKTiRLAB 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



QHHFNSKBDS CNGXfiRNALR STSKRGSLHF IBQM 



Gene name: G protein- coupled receptor 49 (GPR49) (H038) (MRS) 
Unigene nuirber: Ha. 28552 9 

Probeset Accession #s AAA60S30 

S^'st^r""" ^T-2«r (underlined Bequences correspo«l to start and atop codona. 



31 



41 



51 



1 11 21 I ^ 

LoGCGGCAA COGGCACCTC A0TCCCC3GCC GCGCTTCTCC TOGCCGCCCA CGOTTGGOT 
TCAGGAACGC GGCGTCTGGC GCTGCAGACG CCCGCTGAGT TGCRGAAGCC CAOGGftGOGO 
CGCCCG6C6C GCCACGGCCC GTAGCAGTCC GGTGCTGCTC TCCGCCOGCG TCCGQCTOOT 
G6CCCCCTAC TTGGGGCACC ATGGACACCT CCCGGCTOGG TGTGCrCCTG TCCTTGCCTG 
TGCroCrOCA GCTGGCGAOC QGQGGCRGCT OnXCAGGTC TGGTGTGTTG CTGAGGGGCT 
GCrCCACACA CIGTCATTGC GAfiCCCGACO GCAGQATOTT GCTCAGQGTG GACTQCTCCT 
ACCTGGGGCT CTOGGAGCTG CCTTCCAACC TCAGCGTCTT CAOCTCCTAC CTAGACCTCA 
GTATOAACAA CATCAGTCAG CTGCTCXX»A ATCCCCTGCC CAGTCTC06C TTOCr GGftflQ 
AlCTTAOGTCT TGCX3GGAAAC GCTCTGACAT ACATTCCCAA GGGAGCATTC ACrGGCJCTTT 
ACAGTCTTAA AOTTCTTATO CIGCAOAATA ATCAGCTAAG ACACGTACCC ACAGAAQCTC 
TGCA6AATTT GCGAAGCCTT CAATOCXTTGC GTCTGGATGC TAACCACATC AGCTATGTGC 
CCCCRAGCTG TTTCAGTGGC CTGCATTCCX: TGAGGCACCT GTGGCTGGAT GACA ATCOGT 
TAACAGAAAT CCCOGTCCAG GCTTTTAGAA GTTTATOGQC ATTGCAftGCC ATGAOCTTOG 
CCCTGAACAA AATACACX3VC ATACCAGACT ATGCCTTTGG AAACCTCTC!C ^WSCTOGT'S 
TTCTACATCr CCATAACAAT AGAATCXaVCT CCCTGGGAAA GAAATGCTTT GATQGGCTCC 
ACAGCCTAGA GACTTTAOAT TPAAATT^CA ATAACCTTGA TGAATTCCCC ACTGCAATTA 
GGACS^CTCTC CAACCTTAAA GAACTAGGAT TTCATAGCAA CAATATCAGG TC3QAWLCCTO 
AGAAAGCATT TGTAGGCAAC CCTTCTCTTA TTACAATACA TTTCTATGAC AATCCCATCC 
AATTTCTTGG GAQATCTQCT TTTCAACATT TACCTGAACT AAGAACACTQ ACTCT6AATC 
GTCCCrCACA AATAACTGAA TPTCCTGATT TAACTGGAAC TGCAAACCTG GAGAGTCT^ 
CTTTAACTGG AGCACAGATC TCATCTCTTC CTCAAACXX3X CTGCA ATCAG TTACCTAATC 
TCCAAGTGCT AQATCTGTCT TACAACCTAT TAGAAGATTT ACCCAGTTTT TCA6TCTGCC 
AAAAGCTTCA GAAAATTGAC CTAAQACATA ATGAAATCTA OGAAATOAA GTTGACACTr 
TCCAGCAGTT GCTTAGCCTC OGATCGCTGA ATTTGGCTTO GAACAAAATT GCTATOMTC 
ACOCCAATGC ATTTTCCACT TTGCCATCXX: TAATAAAGCT GGACCTATOG TCCAACCTCC 

ixfi-cGT c rrr tcctataact gggttacatq gtttaactca cttaaaatta acaggaaatc 

ATGCCTTAC3V GAGCTTGATA TCATCTGAAA ACTTTCCAGA ACTCAAGGTT ATAGAAATGC 
CTTATGCTTA CCAGTGCTGT GCATTTGGAG TGTGTGftGAA TGCCTATAAG ATTTCTAMC 
AATG6AATAA AGGTQACAAC AGCAGTATGO ACGACCTTCA TAA QAAftGA T 6CTG6AATGT 
TTCRGGCTCA AQATGAACGT QACCTTGAAG ATTTCCTGCT TGACTTTGAG GAAGACCTGA 
AAGCCCTTCA TTCAGTGCAG TGTTCACCTT CCCCAGGCCC CTTCAAAOCC TGTGAACACC 
TCCTTGATGQ CTGGCTGATC AGAATTGGAG TGTGGACCRT AGCAGTTCTG GCACTTACTT 
GTAATGCTTT GGTGACTTCA ACAGTTTTOl GATOCCCTCT GTACATTTCC CCCATTAAAC 
T6TTAATTGG GGTCATOGCA GCAGTtSUUA TOCTCACQOG AflTCTOCAOT GCOQTGCTGG 
CrGGTGTGGA TGOGTTCACr TTTGGCAGCT TTGCAC6ACA TGGTGCCTGG T(^ GAQAATO 
GGGTTGGTTQ CCATGTC3VTT GGTTTTTTGT CCATTTTTGC TTCAGAATCA TCTGTTTTCC 
TGCTTACTCr GGC3U3CCCT6 GAGOOTGGGT TCTCTGTGAA ATATTCIGCA AAATTTGAAA 
OGAAAGCTCC ATTTTCTAGC CTGAAAGTAA TCATTTTGCT CTGTOCCCTQ CTGGCCTT6A 
CCATGGCXXSC A6TTC0CCIG CIGQGIGGCA GCAAGTATOO 0GCCTCC3CCT CTCTGCXnGC 
CrriXJCCTH TGGGOAGCCC AGCACCaTOO GCTACATGGT OGCTCTCATC TTOCTCAATT 
0CX3TTGCTT CCTCATOATG ACCATTGOCT ACACCAAGCT CTACTGCAAT TTG6ACAAGQ 

893 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
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GAOAOCTOGA GAATATTTGG OACTGCTCTA TGGTAAAACA OVTTOCOCTQ TTQCTCTTCA 3530 

CCAACTGCAT 0CTAAACT6C C C T g rG G CYX ' rCr T G'i W r T CTCCTCTTTA ATAAACCTTA 3580 

CATTTATCAG TCCTGAAGTA ATTAAGTTTA TCCTTCTGGT GGTACTCCCA CTTCCTGCAT 2640 

GTCTCAATCC CCTTCTCTAC ATCTTGTTCA ATCCTCACTT TAAGGAGQAT CTGGTGAGCX: 2700 

TGAGAAA6CA AACCTAOOTC TGGACAAOAT CAAAAGAOCC AAGCTTX3AT0 TCAATTAACT 2760 

CTGAT6ATGT OGAAAA ACAO TCCTGTQACr CAACtC AAQC CTT6GTAACC TTTAOCAGCT 3830 

CCAGCATCAC TTATGACCTG CCTOCCAGTT 008TGGCATC ACCAGCTTAT CCAGTGACXG 2880 

AGAGCTGCCA TCTTTCCTCT GTGGCATTTG TCXXATGICT CTAATTAATA TGTGAAGGAA 3940 

AATGTTTTCA AAGGTTGAGA ACCTGAAAAT GTGAGATTGA GTATATCA6A GCAGTAATTA 3000 
ATAAGAAGAG CT6AG6TGAA ACTGGGTTTA AA 



A131 Protein sequence 
Gene ziame: 
Unigene number t 
Protein Accession it 
Signal sequence i 
Transneinbrane domains t 
Cellular Localization t 



G protein-coupled receptor 49 {GPR49) (HG38) (LGRS) 
K8. 285529 

KP 003658.1 
1-33 " 

557-579, 596-618, 641-663. 687-709, 734-746. 770-793. 803-835 
plasma membrane 



1 11 21 31 41 51 

i I I I I I 

MDTSRLGVLL SLFVLLQLAT GGSSPRS6VL UtGCPTKCHC EPDGRMLLRV DCSDLGL8BL 60 

PSNLSVFTSy lOLSHNNISQ LLPNPI<PSIiR PLBBLRLACai ALTYIPKGAF TOLYSIiKyLM 130 

LQNNQLRBVP TEALQNLRSL QSLRLDAMHX SYVPPSCFSO IiHSLSHLWLD CNALTBIPVQ 180 

AFR8L8ALQA MTLAU7KIHH IPDYAFORiS SLWLHLHNN RIHSLGKKCF DGtBSLBTLO 240 

liNYNNLDBFP TAIRTLSNLK ELGPHSNNIR SIPEKAPVGN PSIilTIHFYD NPXQFVGRSA 300 

FQKLPBLRTL TLNGASQITE FPDLTGTANL ESLTLTGAQI SSLPQTVCNQ LPNLQVIiDLS 360 

YNXiLBDIiPSF SVOQKLQKID LRHNBIYBZX VDTFQQIiLSL RSLin«AlfNKI AZIBPErAFST 430 

LPSLIXLDLS SNItLSSFPIT GLHGLTHLKL TGKHALQSLX SSEtTPPELKV IBNPYAYQCC 480 

APGVCENAYK ISNQWNKGDN SSHDOLHKKD AQIFQAQDSR DLEDFLLDFIS EDXjKALHSVQ 540 

CSPSP6PFKP CEHLLDGWIil RIGVWTIAVL ALTQIALVTS TVFRSPLYIS PIKLLIGVIA 600 

AVNMLTGVSS AVLAGVDAFT FGSFARHQAH HEKGVGC3IVI GFXiSIFASBS SVFLLTLAAL 660 

ERGFSVKY8A XFBTKAPFSS LKVIILLCAL LALTMAAVPI* LGGSIOrGASP LCbPi:.PFGBP 730 

STMQYMVALI IiU98LCFLMH TIAYTKLYCN LOKITOLENZW DCSMVKHIAL LLFTMGZLHC 780 

PVAFLSFSSI* XNLTFZSPSV ZKFZLLVWP LPACLNPUiY ZLFMPRFKa) LVSLRXOTYV 840 

NTRSKKPSLM SINSDDVBKQ 8CDSTQALVT FT6S8ZTyDIi PP88VPSPAY SVTBSCHLS8 900 
VAFVPCL 

A132 DMA 8EQPSWCE 

Gene name: parathyroid hormone receptor 3 
Unigene number: He. 159499 

Probeset Accession #t U35138 
Nucleic Acid Accession tft KM_005048 

Coding sequence i 143-1795 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I 1 I I I 

GGC060T0QC CCQGOCCOGA CCACCCCA6C T60GOGTOGT TACT6G0CAC AA8TTT6CTC 60 

TGGGCCAGCX: AAGTTGGCAA CTTGGAAGCT TCTCCCGGGC TCTGGAGOAO GGTCCCTGCT 120 

TCTTCCTACA GCC0TTCCX3G GCATGGCCGG GCTGGGGGC6 TCGCTCXaOQ TCTGGGGTTG ISO 

GCTAATGCTC GGCAGCTGCC TCCTOQCCAG AGGCCAGCTG GATTCTGATG GCACCATTAC 240 

TATAOAOQAO GAGATTGTOC TTOTOCTOAA AOOGAAAOTA CAATGTQAAC TC AACATCAC 300 

A6CTCAACTC CAOGAGGGAG AAGGTAATTG TTTCCCTGAA TGGGATG6AC TCATTTGTTG 360 

OCCCAGAGGA ACAGTGGGGA AAATATOGGC TGTTCCATGC CCTCCTTATA TTTATGACTT 420 

CAACCATAAA GGAGTTGCTT TCOQACACTG TAACOCCAAT GGAAGATGOG ATTTTATGCA 480 

CAGCTTAAAT AAAACATGGG CCAATTATTC AGACT60CTT OQCTTTCTGC AGCCAGATAT 540 

CAOCATAGGA AAGCAAGAAT TCTTTGAAOG CCTCTATGTA ATGTATACCQ TTGGCIACTC 600 

CATCTCTTTT GG ITC CTTG O CTOTOGCTAT TCTCATCATT GGTTACTTCA GAOGATTGCA 660 

TTGCACTAGG AACTATATCC ACATGCACTT ATTTGTGTCT TTCATGCTGA GAQCTACAAG 720 

CATCTTTGTC AAAGACAQAO TAGTCCATGC TCACRTAGGA GTAAAGGAGC TGGAGTCCCT 780 

AATAATGCAG GATGACCCAC AAAATTCCAT YGAGGCAACT TCTGTGGACA AATCACAATA 840 

TATCGG6TGC AAGATTSCIO TTQT6ATGTT TA T T TA CT T C CT60CTACAA ArrAXIATTO 900 

GATCCTGGTG GAAGGTCTCT ACCTGCATAA TCTCRTCTTT GTGGCTTTCT TTTOGGACAC 960 

CAAATACCTG TGGGGCTTCA TCTTGATAGG CTGGGGGTTT CCAGCAGCAT TTGTTGCAGC 1020 

ATGGGCX6TG GCAGGASCAA CTCTGGCTGA TGOQAGGTGC TGGGAACTTA GIGCIGGAGA 1080 

CATCAAGTGG ATTTATCAAG CACOGATCTT AGC3^GCTATT GGGCTQAATT TTATTCTGTT 1140 

TCTGAATAOS GTTAGAGTTC TAGCTACCAA AATCTOGGAG AOCAAYGCAO TTGG GCATG A 1300 

CACAAGGAAG CAATACAGGA AACTGGOCAA ATGGACACTQ GTCCTGGTCC TAGTCTTTGQ 1360 

AQTOCATTAC ATOGTOTTOO TATGCCTGCC TCACTCCTTC ACTGGQCTCG GGTGGGAGAT 1320 

CCGCATGCAC TOTGAGCTCT TCTTCAACTC CTTTCAGG3T TTCTTTOTGT CTATC ATCTA 1380 

CTGCTACTGC AATGGAGAGG TTCAGGCAGA GGTGAAOAAG ATGTGGAOTC GGTGGAATCT 1440 

CTGGGTGGAC TOGAAAAGGA CACC6CCATG TGGCAGGCGC AQATQGC3QCT CA OTOCTC AC 1500 

CAOCGTGACXS CACA6CACCA GCAGCCAGTC ACAGOTQQCO GCCAGGACAC .GC ATGGTG CT 1560 

TATCTCTGGC AAAGCTGCCA AQATOOCCAG CAGACAOCCT OACAOCCACA TCACTTTACC 1620 

TGGCTATQTC TGGAGTAACT CAGAGCAGGA CTGCCTGCCA CACTCTTTOC AOQAGGAGAC 1680 

CAAGQAAGAT AGTGOGAGGC AGGQAGATGA TATTCTAATO 6A6AAGGCTT OCAGGCCTAT 1740 

GQAATCTAAC CCAGACACTQ AAOQATGCCA A6GAGAAACT QAGOATGTTC T CTgAATO QA 1800 

CATTTGT6GC TGACTTTCAT GGGCTGGTCC AATGGCTGGT TG TGTGAG AG OGCTTOGCTG 1860 

ATACTGCTAT GCTTGAOTTC AAAGGCTGAA AATTCAOTTA AGQTGTTACT TAATAATAOT 1920 

TTTTAOOCIC CATGAATTGG CTCCZGTAAA TACTAAOQAC ATQAAAATGC AAOTGTCAAT 1980 



894 



03/042661 



PCT/US02/36810 



QGAGTAGTTT ATTACCTTCT 
GCTCTGTGAT TGTTCATTTT 
GCTGTAGCTT TCTCTCATAT 
ATTTTCCTTT TAfiAAACTAG 
5 ATTTATTTTO CCTOTQCATA 
GATCTAAGAA CAAGTACTTO 
TTATAACRAT TACATGTGTT 

ACATCCCTTC TTTTGAATGG 

TTCTTTGTAA ACCATGTCAT 
10 TrGATTPTGT TTQTAATGTA 

TTTGAGCrGT TACTACATTG 

T 

A133 PROTEIN SEQUENCE 

15 Gene names 

Ujolgene number: 
Protein Accession ft: 
Signal eequencei 
Pfam domain 1 

20 Transmenibrane domains: 
Cellular Localization i 



ATTGGCATCA 
TTTCTGCTAC 
ATATCACCCT 
TATTCTCTTA 
GQA6CAATTA 
CTGGAAAATT 
TTTGGGAACA 
CCTCTTTGTG 
GTGGAAAGAT 
TTTTGATAGC 
TACATG6CAT 



AQTTTTCCTC 
TTTTGGGTAG 
AAATATAATG 
TTTCTTACTT 
GGATCTAAAA 
AGTTGGCTGG 
AGGAAAATTT 
ACCAGCCAOA 
TTCCTCAGTT 
AAATCATGCT 
GIG6GATCAA 



TAAATTAATG 
AAAAAA6ATT 
AAGATCmr 
TAATGTACTT 
AAATATATGG 
ACATTGATAA 
CTCAAAAAAG 
CCTCAGGTCT 
AGTGAGCTT6 
QCATCTATAT 
TTAAAAATTT 



TATGGTATTT 
CAATTGCTTG 
A0TGTGTATC 
CTATCACTGC 
GAAGATAAAA 
AATAATGCAT 
AATATTTCAC 
TCACTCTTTC 
TGTCTGCAAA 
CTTTTTCTTG 
GTTTTAAAAA 



2040 
2100 
2160 
2220 
2260 
2340 
2400 
2460 
2520 
2SB0 
2640 



1 

parathyroid hormone receptor 2 
Bs. 159499 

NP_0 0503 9.1 

1-25 

I77r!9^"«0-«O, 253-275. 2B0-302. 320-342, 363-385. 398-419 
plasma mendbrane 



25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



1 
i 

KAGLOASLHV 
GNCFPEMDQL 
NYSDCLRPLQ 
MHLFVSFMLR 
VMPIYFLATN 
LADARCWELS 
LAKSTLVLVL 
QABVKKMWSR 
lASRQPDSHI 
GOQGETEDVL 



11 

1 

WGWLMLQSCL 
ICWPRGTVOK 
PDXSIGKQBF 
ATSIPVKDRV 
YYMILVEGLY 
AGDIKWIYQA 
VFGVHYIVFV 
WNLSVDWKRT 
TLPGYVWSNS 



21 
I 

LARAQLDSDG 
ISAVPCPPYI 
FGRLYVMyrV 
VHAHIGVKEL 
LHNLIFVAFP 
PILAAIGLNF 
CLPHSPTGLG 



EQDCLPaSFH 



31 
1 

TITIEEQIVL 
TOFNHKGVAF 
OySISFGSIiA 
BSLIMQDDFQ 
SDTKYLWQPI 
ILPLNTVRVL 
WBIRMHCELF 
VLTTVTHSTS 
BETKBDSCaiQ 



41 

I 

VLKAKVQCEL 
RHCNPK6TWD 
VAILIIGYFR 
NSIBATSVDK 
LIGWGPPAAP 
ATKIWBTNAV 
FNSPQGFFVS 
SQSQVAASTR 
GDDXIMBKFS 



51 
i 

NITAQLQE6E 
FMHSUTKTWA 
RLHCTRNYIH 
SQYIGCKIAV 
VAAHAVARAT 
GHDTRKQYRK 
IIYCYCNGEV 
MVIiISGRAAR 
BnfBSNFDTE 



60 
120 
180 
240 
300 
360 
420 
480 
540 



A134 DNA sequence 
Gene ziamet 
Unlgene number i 
Probeset Accession fti 
Nucleic Add Accession « : 
Coding sequence: 



ESTs 

Hs. 128899 

AA9832S1. 

?^i?lf ^underlined sequences correspond to start and stop codons) 



51 



1 11 21 31 41 

I I I ) 1 

ATGCTGTCTG GCTTCTTGAT GAGTCCCAGT ACCCAfiCACA GAGCACAGTA 
GGAAAGAAAC TTCCGTGGGA GGCTTCCATC GGTGCGCACA CCTCCCGA^ 
GACCGGGAOA GGOAQAGCOO OCCGGAOQCT QCCGGQCTCC TOTGGQACCG 
^^^^^ i^SSSi C0GGGGCX3AG CCGCCCGCCT GG^^C 
CC6CGGCCGC CGCCAGCTGG GCAG6CTCCC GGGACTGC6G CTGOTGGCGC 
OGCCTGCGTC CXGGACGTTC CCGGGGGAGG OTCCGGTTGC CAGTGAaACC 
TCCGGACGAC AGCCCOGGGG GCCTTCTOAC TGCATCCOGA QMrTTOaTC 
ACTCATAAGO CAGTCOCTAA GGGGACCGGG CCACCGGCTG AGGA0GG6GA 
GCTCCTGGAC CTAGGGCCCG GCGTC6T0GC CTCCTGGGCG TOGCGGCAGA 
CCGCGCGQAA AOOGCOGCGG QACAGTCAGT GACGAQGCCC ^GGQISSS 
CTTCTCGC3AG ACCGTCCTGC GCTCTCTGGA GAC6CGCTGT OCGCGCCCftg 
TGTGGGGCGC TCGCCGCTCG TCOGTCTCCT CATCCCGGAA CGCCGCTTOO 
TOCTOCTGOC TQCOCTQCra GCGOCGGGGQ CQAGGGCCCA GCGGCQAG^ 
TOGCTCGAOO CGCAOGGOGT CIGGCGCATC GGCTTCCAGT GTCCCOAGGO 
GGCGACGCCA CCATCTGCTG CGGCAGCTGC GCGT1G06CT ACTCCTGOTC 
QCGCGCCTOa ACCAGGGCGG CTGGGACAAT GACOQCCAGC MGGOMGG 
OGGGCGGACA AAGAC6GGCC CCGAOGGCTC GGCAGGGCTT CAT6TCTTAG 
GGA6A0G8GG AGGGTGC6CC CCCACCOGTG AGQGCCTGGC AGOGGTGCTC 
TCCCCSAAG GAAGGCAGCT CCTCAGGGCT TTCCCGGG6C TGCTGCCCOG 
CGCGOATTCC CATCTTCTOC ACGCGGCQGC CCCTCTCCCC TGCA GC GGCC 
ATCTACGTGC OGTTCCTCAT TGTTQGCTCC GTOTTTGTCG CCTTTATCAT 
CTGGTGGCfiC CCTGTTGCTG CAGATGTCTC OGGCCTAAGC AGGATCCCCA 
GOCCCRGGGG GTAAOCGCTT GATGGAGACC ATCCCCATGA TCCCCRGTCC 
COGGGOTOST CCTCAOGCCA GTOCAGCACA GCTGCCA6TT CCAGCTCCAG 
GGGGCCCGG6 CGCCCCCAAC AAGGTCACAG ACCAACTGTT GCTTGOO^ 
AACAACGTGT ATGTCAACAT GCCCACGAAT TTCTCTGTOC TQAACrGT^ 
CAGATtGTGC CACATCAAGG GCAGTATCTG CATCCCOCAT AOGTGGGGTA 
CACGACTCTG TGCCCATQAC AGCTGTGCCA CCTTTCATGG ACGGOCTGCA 
ASGCAGATTC AffTCCCCCTT CCCTCACACC AACAGTGAAC A6AAGATGTA 
ACTGTATAAC CGAGAGTCAC TGGTGGGTTC CTTTACTGAA «3GAGACfflA 
QATTCTC^ GTGGAAGTCC GCACATGTOG GTGOTATTTA TGGCMaATT 
GCTTCATTTQ CCCCCAGACT GTATOAAAAC ATCTCCQAAT TAOCATTTCT 
CRTCCftGGGT ATCATTGATT TATGATGGAA AACCGGCCTC AGCTQGAGAT 
TTGCIGATGG GTGTATAACA AATGCTTGAG TCCGAAGTGC CCTTGAGATA 
AAGAATTTTA TAAACTGATA AATTAAGGAT TTTTATTATG TTGTT ATTAT 
TrGTTGTTGA CTGCACAGGA TCAAAATGCC T GTTAT CTCC CTTTTACTGG 
■ ilTlTlTlir TTTTTTTTAA TCAGACAGGG TCTT GCTCT G TTGCCCAGGC 
TGGTGCGATC TCGGCTCACT GCAACTTCAQ CCTCCTOOAT TCAGGCAACA 
AOCCTCCCAC GTGGCTOGQA TTACAOOTQC CTGCCCCCAT GGCTAATTTT 



I . 

CACTCCCGGA 
6GGAG6CA6C 
COCTGCAQCC 
GCAGCAGCAG 
GCAG6ACCCT 
TCCAG ftOGC T 
AOCSAOTGCA 
TGGCTTAQGA 
GGGGAGTGGC 
GGGGCCACGA 
G6TGGT6CCA 
CTCCTQCACC 
CTGCCAOGGC 
CTTCQACGGC 
CAG0GC06A6 
GGAGCCIGGC 
GGOXACCCAA 
CCCTGAAGGC 
TGCCAGACGC 
OGCCTTGCCC 
CrTGGGQTCC 
6CAGAGCCGA 
CAGCACCTCC 
OGCCAACTCC 
AGG6A0CATQ 
GCAGGCCACC 
CAGC9GTGCAG 
GCCTGGCrAC 
CCCAGOGGTG 
GGCAGGGGTG 
CCTTTGGATG 
GGATATGTTT 
GAdGTGATG 
TGGTT6AG6A 
TATTTCTTTT 
GACTTTTTTT 
TGGAGTGCAG 
CTCCI GCCTC 
TTOTATTTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
lOBO 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 



895 



wo 03/042661 



PCTAJS02/36810 



TGTAGAGATO GGGTTTCACC ATGTTGGCTG GGCXGGTCTC ACTCTCCTOA C CTCRAO CAA 2400 

TCTGCCTQTC TCAGCCTCCC AAAGTGCTQQ GRTTACJVGGC GTQAGCCAOC GOCCOCAOCC 2460 

TGAOCCTTTT TTTTTTTCTA ATGCATCCAA GOTTAAGGGO AAGACGCAAA TAACAGGACT 2S20 

ATTCTAAAAO OAAACCTGTT TQAACTCTGT GAGATCAGTC ATCAG TCTCA GTATTCCACA 2S80 

GGCACACCTT AATTTCATTG TAAAAAC3ATA TATATATTTT GTCTATTTTT GTMrmOG 2640 

GGGCCTATTT TGTGCrnTT TACCTTATGT AQAOATCTTA TTACAAAOTO ATTTTCTACA 2700 

TTAAAAAGAO ACTGAAATAA ATTGTATAOT TACTTAACTA ATGAAGACAT TTCAGAACTC 2760 

TGGGATGATT TTAATCTTOA AGTAGTAGGT GGTATAGTCA TAAAACCATT CATCCCCTTC 2820 

TTGATTGTAT CTTAATTTTC TGGCTTTAAG GTGACATCTG AGA GQTAAT G CATTC T TTTT 2880 

TATATTGAAA TCATAAACTA TCACCX^CTQ CTTCTCTGAG TTACll-fTAA TTTTGCCTTO 2940 

TQQTTATGGT TTGGO Q TTTC CTTCTGTTTa OTTTTCAaAa CCCCATGTCT ATATAGTCCT 3000 

GAGT6CAAGT AATTACTATA CTTGTAAATO AAGATCAGTA TTTCTGCCTA GATCTGATAA 3060 

AAAAATTTTC TTCTCTTAGT TATAAAAATT CAAAGAAATG TQTTACAAAG ATACTT AOTA 3120 

TAGCTCCTCA 60CATAACCT OAGACrTOGG ATGAAATTTA AACC AGATA C QATTTACTTT 3180 

GCAGATCATA AOOCTTTTTA TACTCTTGTT ATCAAAATGG CTTATTTTTC AGGCACTAAO 3240 

GATTGTTAAG AGAAAAGCTT TTCAACX3AAG GATTGCCTTT CTTCTCCXaC ACTOTTCTXO 3300 

ATTTCCTCTC TCTTTCAGGC CTCAACAGGC ACTGTATTCA TTGCX3UVTGT TC CAAAT TAT 3360 

CAAATTCAAO TGAATTTATT TOTGTGTTCT TTACTTATAT AAAAAAAOAT AACTTTAAGO 3420 

AT6TGCAAGT ACATTTCCAA CTOCTAGCAC AACCAGTATT TTGTAATTAA ACAAATO GCT 3480 

GTATGGTATG GTCTTCTACA CATTTATGTC TATAGATATC TATOGATCAT CTTTCTATTC 3540 

TGTTTCATGA CTGAATAATQ TAAAACCAQT GTTGGCAATT GGTATCATCA ATOAT ACTCA 3600 

TTTTTTAATA ACCAAAGGCA GGGGAAAATC ATTTTACTTA TTAATAAATA TTTTATQAT3 3660 
TGAAAAAAAA AAAAAAAAAA AAAAAAAAAA 



A135 Protein sequence 
Gene name: 
Unigene number x 
Protein Acceaslcm #i 
Signal sequence i 
Transmeabrane domains: 
Cellular Iiocalizatiom 



EST8 

He. 128899 

none found 

1-11 
402-424 

not determined 



1 11 21 31 41 51 

1111)1 

MLSOPLMSPS TQHRAQYTPG GKKLPWEASI GAHT8RGR6S DRERESRPEA AGLWIDRAAA 60 

GEAEKGNRGE PPAWIRAQQQ PRPPPAGQAP GTAAG6AQDP RLRP6R8RGR VRLPVKPPEA 120 

8GRQPRGPSD CIPRFPSASA THKAVPKGTG PPAEDGDGLG APGPRARRRR LLGVAAEGSG 180 

PRGKRRGTVS DEARGSPGPR LLCSRPALSG DALSAPRWP OQALAARPSP HPGTPLRSCS 240 

CCWLRCWRRG RGPSGBYCHO WLDAQQVWRI GPQCPERPDG GDATICCGSC ALRYCCfiSAE 300 

ARIiDQGGCDN DRQQGAGEPG RADKDGPRRL GRASCLRGTQ GDGEGAPPPV HAWQRC8PEQ 360 

SPKGRQLLRA PPGLLPRARR RGFPSSPRGG P8PLQRPALP lYVPFLIVOS VFVAPIXI/3S 420 

LVAACXXXCL RPKQDPQQSR APQGNRLHET XPMIPSA8TS RG9SSRQS8T AASSSS8AN8 480 

GARAPPTRSQ TMCOiPBaTM MMVyVNKFTN FSVUYOQOAT QZVPBQGQYL HPPYVGYTVQ 540 
HDSVPMTAVP PFMDGLQPGY RQZQSPFFIIT NSEQXMYPAV TV 



A136 DMA SEQUENCE 

Gene namei select in B (endothelial adhesion molecule 1} 

Uhigene nunibert H8.89S46 

Probeset Accession Ui K24736 

Nucleic Acid Accession »: NM_0004S0 

Coding sequence: 1-1633 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I 1 I I 

ATGATTGCTT CACAGTTTCT CTCAGCTCTC ACTTTQGTGC TTCTCATTAA AGAGAGTGOA 60 

GCCTGGTCTT ACAACACCTC CACGGAAGCT ATGACTTATO ATQAGGCCAG TOCrTATTOT 120 

CAGCAAAOOT ACACACACCT GQTTGCAATT CAAAACAAAO AAOAGATTGA GTACCTAAAC 180 

TCCATATTOA GCTATTCACC AAGTTATTAC TGGATTGGAA TCAQAAAAGT CAACAATGTG 240 

TGGGTCTGGQ TAGGAACCCA QAAACCTCTG ACAQAAGAAO CCAAQAACTO GGCTOCAGGT 300 

GAACCCAACA ATAQGCAAAA AGATGAGGAC TGOGTGGAGA TCTACATCAA GAGAGAAAAA 360 

GATGTGGGCA TCTGGAATGA TGAGAGGTGC AGCAAGAAGA AGCTTGCCCT ATGCTACACA 420 

6CT00CTOTA OCAATACATC CT6CAGTG6C CAOGGTGAAT GTOTAOAOAC CATCAATAAT 480 

TACACTK3CA A0T6TGACCC TGGCTTCAOT GQACTCAAGT GTGAOCAAAT TQTQAA CTGT S40 

ACAGCCCTGG AATCCCCTGA GCATGGAA6C CTGGTTTGCA GTCACCCACT GGGAAACTTC 600 

AGCTACAATT CTTCCTGCTC TATCAGCTQT GATAGGGGTT ACCTGCCAAQ CAGCATGGAG 660 

ACCATGCAGT GTATGTCCTC TCjGAQAAIGG AGTGCTCCTA TTCCAGCCTO CAATGTGGTT 720 

GAOTOTGATG CTOTOACAAA TCCAOCCAAT GGGTTOSTGQ AATO TTTCC A AAAC CCTGG A 780 

AGCTTCCCAT 66AACACAAC CTGTACATTT GACrOTQAAG AA13QATTIGA ACTAATOGGA 840 

GCCCAGAGCC TTCAGTGTAC CTCATCTGGG AATTGOGACA ACGAGAAGCC AAOffrOTAAA 900 

GCTGTGACAT GCAGGGCOQT CCGCCAGCCT CAGAATGCCT CroTGAGGTQ CACCCATTCC 960 

CCTGCTGGAO AOTTCACCTT CAAATCATCC TGCAACTTCA CCTGTGAGGA AGGCTTCATG 1020 

TTOCAGGQAC CA6CCCAGGT TQAATGCACC ACTCAAGGGC AGTG(3ACACA GCAAATCCCA 1080 

GTTTQTGAAG CTTTCCAGTa CACA6CCTTG TCCAACCCOQ AG0QAG6CTA QTQAATTGT 1140 

CTTCCTAOTO CTTCTGGCAG TTTCOOTTAT GOGTCCAGCT OTGAGTTCTC CTOTGAaCAG 1200 

GGTrri t iTGl ' TOAAOGGATC CAAAAGGCTC CAATGTGGOC CCACAGGGGA GTGGG ACAA C 1260 

GAGAAGCCCA CATGTGAAGC TGTGAGATGC GATGCXGTOC ACCAGCCCOC GAAGGGTTTQ 1320 

GTGAGGTGT G CTCATrCCCC TATTGGAGAA TTCACCTACA AGTCCTCTTQ TGCCTTCAOC 1380 

TOTGAOaAOG GATTTGAATT ATATGGATCA ACTCAACTTO AGTGC ACAT C T CAGGG ACAA 1440 

TGGACAGAAG AGGTTCCTTC CTGOCAAGTQ GTAAAATGTT CAAGCCTGQC AOTTCOSGGA 1500 

AAGATCAACA TGAGCTGCAG TGGQGAGCCC GTGTTTGGCA CTOTGTQCAA GTTCOCCrOT 1560 

CCTGAAGQAT QGACGCTCAA TG6CTCT6CA GCTCGGACAT GTGGAGCCAC AGGACACTGG 1620 

TCTGGCCTGC TAOCTAOCXG IGAAGCTOCC ACTQAOTOCA AOlTTCCCTT GQTAX3CT0GA 1680 

LVn C lG C lG CIGOACTCTC CCTCCTGAOl TTAGCACCAT nVlCCT C tO QCITaXZAAA 1740 



896 



wo 03/042661 



PCT/US02/36810 



TCCTTACX3(a AAGCAAAGAA ATTTGTTCCT (K:CAQCAGCT <K^^ "00 
GGAAGCTAOC AAAAOCCTTC TTACATCCTT TAA 



10 



15 



20 



25 



30 



35 



AX37 Protein sequence: 
Gene name: 
Unigene nuniber: 
Probe set Accession ^ *. 
Protein Accession ft: 
Signal sequence: 
Transinenibrane doiaains: 
C-lectin domain: 
Cellular Iiocalization: 



Selectin B (endothelial adhesion molecule I) 

KB. 89546 

M24736 

NP_000441 

1-22 

555-573 

23-139 

plasma membrane 



11 

1 

TLVUiIK&SG 
WIGIRKVNNV 
SKKKIALCYT 
LVCSHPLGNF 
GFVECFQNPG 



MIASQPLSAL 
SILSYSPSYY 
DV6MWKDBRC 
TAI.ESPBH6S 
BCDAVTNPAN 
AVTCRAVRJQP 
VCEAFQCTAIj 
EKPTCEAVRC 
WTEEVPSCQV 
S6LLPTCEAP 
GSYQKPSYIL 



A138 DNA SEQUENCE* 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession $t 
Coding sequence t 



SNPERG!EMHC 
DAVHQPPKGL 
VKCSSIAVPQ 
TESHIPLVAO 



21 

I 

AffSYHTSTEA 
WVWVGTQKPl* 
AACTNTSCSO 
SYNSSCSISC 
SFPWWTTCTF 
PAGEFTFKSS 
LPSASGSFRY 
VRCAHSPIGE 
KINMSCSQEP 
LSAAGLSLLT 



31 

1 

MTYDBASAYC 
TBBAKNWAPO 
HGECVETINM 
DRGVLPSSME 
DCEEGFELMG 
QIFTCEBGFM 



FTYKSSCAFS 
VPGTVCKFAC 
LAPFLLKLRK 



41 

I 

QQRYTHLVAI 
EPKNHQKDED 
YTCKCDPGFS 
TMQCMSSGEW 
AQSLQCTSSG 
LQOPAQVECT 
GFVLKGSKRL 
CEEGFELYGS 
PEGWTLNGSA 
CLRKAKKFVP 



51 
1 

QNKEEIEYLN 
CVEIYIKREK 
GLKCEQIVNC 
SAPIPACNW 
NWDNEKPTCK 
TQGQWTQQIP 
QCGPTGEHDN 
TQLECTSQGQ 
ARTCQATCStH 
A8SCQSLBSD 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



EST9, weakly similar to JE0350 Anterior Hradient-2 tH.sapiensl 

HS. 100686 

AA487468 

^-SSriunderlined sequences correspond to start and stop codons) 



40 



45 



50 



11 



CGGCACCAAO 
CTACACTCAG 
GCAATAAAAA 
ACTTGGGTAC 
ATGOTTATTC 
CAAAATGAAG 
GAAACCACTG 
GACCCTTCTT 
TATGAGCCTC 
CAGTCAGAGC 
6AA6AAAACC 
TTACTATTTA 
TCT6AAAAAA 



AGCACTGGCC 
CTTTGGGTCT 
AGGAAAAGAG 
AAACTTATGA 
ATCACCTGGA 
AAATACAAGA 
ATAAGAATTT 
TAACA6TTAG 
GGGATTTACG 
TATAAGACAT 
TCTGGCACAT 
QTTTTTTTAA 
AAAAAAAAAA 



21 
I 

AAGTCAGCTT 
CTGCCTCTTA 
GCCTCCTCAG 
AGAAGGTCTC 
GGATTGTCAA 
AATGGCTCAG 
ATCACCTGAT 
AGCTGACATA 
CCrATTOATA 
6ATAGAAAAA 
TGACAAATAC 
TGT6TTTGCA 
AAAAAAAAA 



31 
I 

CTTCTQAGAG 
CrCGTCACAG 
ACACTCTCAA 
TTTTATGCTC 
TACTCTCAAG 
AATAAOTTCA 
GGGCAATAT6 
GCTGGAAGAT 
GAAAACATGA 
AGCCTTCACT 
TAAATGTGCA 
AXAGTCTTAT 



41 

! 

AGTCTCTAQA 
TTTCTTCCAA 
GAGGATGGG6 
AAAAAAGTAA 
CACTAAAGAA 
TCATGCTAAA 
TGCCTAGAAT 
ACrCTAACAG 
AGAAA6CATT 
TCAAAGAAGT 
AGTATATAGA 
TAAAATAAAT 



51 
I 

AGACATGATQ 
GCIT6CCATT 
AGATGACATC 
6AAGCCATTA 
AQTATTTGCC 
CCTTATGCAT 
CATGTTTGTA 
ATTGTACACA 
AAOACTTATT 
CAAATTTCAT 
TTTTGTAATA 
GTTTTTTAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



55 A139 Protein sequence? 
Gene name: 
Unigene numbers 
Probeset Accession fts 
Protein Accession «t 

60 Signal sequence: 

Transmembrane domains: 
Cellular Localization: 



BSTs. Weakly similar to JB0350 Anterior gradient-2 [H. sapiens] 

Hs. 100686 

AA487468 

none found 

1-23 

none £ound 
secreted 



65 



70 



75 



11 



21 
I 



31 



41 51 

« 1 I . I ' 

MMLHSALGLC LLLVTVSSNL AIAIKKBKRP PQTLSRGWGD MTHW^ SSSSS^M 
PUWIHHLED CQYSQALKKV PAQNEBIQBK AQSIKFIMUn. HHBTTDKHLS PDQOYVPRXM 
FVDPSLTVFA DIAGRYSNM* YTYEPRDliPIi LIBNMKKALR MQSEL 



60 
120 



A140 DNA SEQUHICB 
Gene name: 
unigene number: 
Probeset Accession #: 
nucleic Acid Accession it 
Coding sequence i 



■ TMPRSS3a 
Hs. 298241 
AI538613 

202-1566 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

icCGGGCACC GGACGGCrCG GOIACTTTCG TTCTTAATTA 6GTCATGCCC ^TGTCAKCA 
GGAAAGGGCT GTOTTTATOG 6AAGCCAGTA ACACTGIGGC CTACTATCTC TTCTOT^ 
CCWCTACAT TTTTOGGACT OQGQAATTAT GAGGTAGAfiO TC6 AGQCGG A GOOGGATGTC 
MAGGTCCIG AAATAGTCAC CATOMGGAA AATGATCCGC CTGCICTTGA AGCCCCCTTC 

897 



60 
120 
160 
240 



wo 03/042661 



PCT/US02/36810 



TCATTCOQAT 0GCTTTTT6G OCTTOATGAT TTGAAAATAA O lXXWl'IG C AOCAQ ATOCA 300 

GATGCTGTTQ CTGCACAGAT CCTQTCACTQ CTGCCATTQA AGTTTTTTCC AATCATCGTC 360 

ATTGQQATCA TTGC/VTTQAT ATTAGCACTO 6CCATTGQTC TGQGCATCCA CTTOQACTGC 420 

TCAGGGAAOT ACa\GATGTOG CTCATCCTTT AAGTGTATOS ACCTGATAGC TOGATGTGAC 480 

GGAGTCTOGG ATTGCAAAGA OGGGGAGGAC GAGTACOGCT GTGTCCGGGT GGGT66TCA0 540 

AATGOGQTGC TCCAGGTGTT CACAOCTGCT T06TGQAA0A CCATGTGCTC GGAT6ACT66 600 

AAGGGTCACr AOSCAAATQT TGCCTOTOCC CAACTGGGTT TCCCAA6CTA TGTGAGTTCA €60 

GATAACCTCA GAGTGAGCTC GCTGGAGGGG CAGTTCOGGG AGGACTTTGT GTCCATCQAT 720 

CACCTCTTGC CAGATGACAA GGTGACTGCA TTACACCACT CAGTATATGT GAGGGAGGGA 780 

T6TQGCXCTG GCCAOGTGGT TACXTTTGCAO TGCACAGCCT 6TGGTCATAG AAGGGGCTAC 840 

A8CTGAO0CA TOOTGQOTOO AAACATGTCC TTGCTCTGOC A6TGGC0CTO GCASGCCftGC 900 

eil ' CAG ' nXX; AQGGCTACCA CCTGTOOGGG GGCTCTGTCA TCAOGCCCCT OTOCSATCATC 960 

ACTGCTGCAC ACTGTGTTTA TGACTTGTAC CTCCCCAAQT CATGOACCAT CCAGGTGGOT 1020 

CTAOTTTCCC TGTTGGACAA TCXJUSCCCCA TCCXavCTTGG TOQAQAAGAT TOTCTACCAC 1080 

AGCAAGTACA AGCGAAAGAG QCTGGGCAAT GACATG6CCC TTATQAAGCT GGCOSGGGCA 1140 

CTCAOSTTCA ATGAAATQAT CCAGOCTGTG TGOCTCCCCA ACTCIGAAGA GAACTTCGCC 1200 

GATQGAAAAG TGTGCTGGAC GTCAGGATGG GGGGOCACAG AGGATGGAGC AGGTGAOQCC 1260 

TCCCCTOTCC TQAACCACOC GQCCQTCCCT TTGATTTCCSl ACAAOATCTO CAACCACAGG 1320 

QA0GT0TA03 GTGOCATCAT CTCCCCCTCC ATGCTCTGOG CXWOCTACCT GACGGGTGGC 13 BO 

GTG6ACAGCT GCCAGGGGGA CAGGQGGGGG COCCTGGTGT GTCAAGAGAO GAGGCTGTGO 1440 

AAGTTASTGO GAGGQACCAO CITTaQCATC GGCTGGGCAG AGGTGAACAA GOCIGOGGTG 1500 

TACACCOGTQ TCACCTCCTT OCT GG ACTGG ATCCAOQAOC AGATGGAGAG A6AGCTAAAA 1560 

ACCTGAAGAG GAAGGGGACA AGTAGCCACC TGAGTTCCTQ AGGTGATGAA GACAGCGCX3A 1620 

TCCTCXXXntS GACTCCCGTG TAGGAACCTG CACACGAGCA GACACCCTTG QAOCTCTQAO 1680 

TTC06GCACC AGTA6CAGGC GOaAAAQAGG CACCCTTCCA TCTGATTCCA GCACAACCTT 1740 

CAASGTGCTT ' ITi X aiTm ' T GTTTTTTTGA GGTGGAGTCT OGCTCTGTTG CCCAQGCTG6 1800 

A6T6CACTGG CQAAATCOCT OCTCACTGCA GCCTCOSCTT CCCTGGTTC3V AGCOATTCTC I860 

TTGCCTCAGC TTCCCCAOTA GCTGQGACCA CAGGTGCCOG CCACCACACC CAACTAATTT 1920 

TTGTATTTTT AGTAGAGACA GGOTTTCACC ATOTTGGCCA GGCTGCTCTC AAACCCCTGA 1980 

CCTCAAATGA TGTGCCTGCT TCAGCXTCCC ACAGTGCTGG GATTACAGGC ATGG GOCAC C 2040 

AOGCXTTAGCX! TCACGCTCCT TTCTGATCTT CACTAAGAAC AAAAGAAGCA GCAACTTQCA 2100 

AGGQOGGCCT TTCOCACTGG TCCATCTGOT TTTCTCTCCA GGOaTCTTGC AAAATTCCTG 2160 

AOGAGATAAO CAGTTATGTG ACCTCA0GT6 C3UOW3CCACC AACAGCCACT CAGAAAAGAC 2220 

GCACCAGCCC AQAAGTGOWS AACTGCAGTC ACTGCACGTT TTCATCTCTA GGGACCAGAA 2280 

CCAAACCCAC CCTTTCTACT TCCAA6ACTT ATTTTCAGAT GTGGGGAGGT TAATCTAGGA 2340 

ATQACTCOTT TAAGGCCTAT TTTCATGATT TCTTTOTAOC ATTTG6TGCT TGACGTATTA 2400 

TTGTCCTTTG ATTCCAAATA ATATGTTTCC TTC30CTCAAA AAAAAAAAAA AAAAAAAAAA 2460 
AAAAAAAA 

A141 Protein sequence t 

Gene name: TMPRS83a 
Unigene numben 118.298241 
Probeset Accession $i AIS36613 
Protein Accession «> BAB20077 
Signal sequence: none found 

Transmenibrane domains > 43-65» 239-261 

Tryp_SPc domain: 216-444 
Cellular iKicalizatlont plasma menibrane 



1 . 11 21 31 41 51 

III''' 

KGQTOPPAVB APPSFRSLPG L0OLKI6PVA PDADAVAAQI LSLLPLKFFP IIVIGIIALZ 60 

liAIAIOLQIH PDCSGKXRCR 8SPKCIBLIA RCDGVSDCKD QEDEYRCVRV OQQMAVIOVP 120 

TAASWKTMCS DDWKGHYANV ACAQLGPPSY VSSDKLRVSS LBGQFREBPV SIDHLLPDDK 180 

VTALHHSVYV REGCASGHW TLQCTACGHR RGYSSRIVGG NMSLLSQWPM QA&LQPQOYH 240 

LCGGSVITPL WIITAAHCVY DLYLPKSWTI QVGLVSLLDH PAPSHLVEKI VYHSKYKPKR 300 

LGNDIALMKL AGPLTFNEMI QPVCLFNSEE NPPDGKVCHT 8GHGATBDQA GDASPVLMHA 360 

AVPLISNKXC NHRDVYGGII 8P8NLCAGYL TGGVDSOQGD SGGPLV0Q6R BLWKLVQATS 420 
PGIQCAEVNK PGVYTRVTSP UmiKEQMBl DLRT 

A142 DNA SEQUENCE 

Gene naioet ESTe; Weakly similar to LITH03TATHINB 1 BETA PRECURSOR tK. sapiens) 

unigene number: Hs. 105484 

Probeset Accession AA314779 

Kucleic Acid Accession 9: none found 

Coding sequence: 103-579 (\mderlined sequences correspond to start and stop codons) 



1 11 21 

I I 1 

CCAAACAGAT TTGCA6ATCA AOGAGAACCC 
CTGAQATCCT T6CACTAGCT ACATCCTCAG 
CGGCTGCTCC TATTGCTGAG CTGCCTGGCC 
AGACCCAGCT GTGCTCCTGG ATGGTrTTAC 
AAGCTGAGGA ACTGGTCTGA TGCOGAGCTC 
CTGGCATCTA TCCT6AGTTT AAAGOAAGCC 
CAGAGAAGCC AGCCGATATG GAT^OGCCTG 
TCGATTGATG GGGCCATGTA TCTGTACAOA 
AAGCACTQTQ CTGAGATGAG CTCCAATAAC 
AACAAGC6CC AACACTTCCT GTGCAAGTAC 
AACTCCTOCA CCAGCCCOGT CCTCTTOCTT 
TTCAGAGGG6 AAAOCTAGCA AACTAA6A6T 



31 41 51 

I I I 

AGGAGTTTCA AAGAAGCGCT AGTAAGGTCT 60 

GGTAGGAGGA AGATGGCTTC CAGAAGCAIG 120 

AAAACAGGAG TCCTGGGTGA TATCATGAip 180 

CACAAGTCCA ATTGCTATGO TTACTTCAGG 240 

GAGTGTCAGT CTTAOGGAAA CGGA6CCCAC 300 

AGCACCATAG CAGAGTACAT AAQTOOCTAT 360 

CAOGACCCAC AGAAQAGGCA GCAOTGGCAO 420 

TCCTGGTCTG GCAAGTCCAT GGGTGGGAAC 480 

AACTTTTTAA CTTGQAGCAO CAAOQAATQC 540 

OQACCATAGA GCAAOAATCA AOATTCTOCT 600 

TCTGCTAGCC TGGCTAAATC TGCTCATTAT 660 

GATAAGGGOC CTACTACACT GGCTTTTTTA 720 



898 
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nnn^i^rt^K CAGAAACTTT AOCATTGGGC CCAGTAGTOG CTTCTAGCTC TAAATGTTTG 

'^^^ 

^^SJct gcotSctc cattocctgc accccacccc agccactcaa ctcctgcttg 

^SSS^ ^XTTACCA GTAGAATCCT TGCTAGGTTG ATGTGGGCCA 

Sacat aagagaaaaa aaaaaaaaaa aaaaaaaaaa 



780 
840 
900 
960 
1020 
1080 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



A143 Protfttn sequence t 
Gene namet 
Unigene number j 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmeinbrane domains: 
C-type lectin domain: 
Cellular Localization* 



ESTsj Weakly similar to LITHOSTATHINB 1 

Hs. 105484 

AA314779 

none found 

1-22 

none found 

47-156 

secreted 



BETA PRECURSOR [H. sapiens] 



f 31 41 SI 

MASRSMRLLL LsdJUCrGV IgDIIMRPSC APG«PYHKSH CYGYFRKL^ 

JSl^SI^A EVISGYQRSQ PIKIOiaDPQ KRQQWQWIDO WffLYRSHSO 
KSMGGHKHCA EMSSNNim.T WSSHEOIKBQ HFLCKICRP 



60 
120 



A144 DMA SEQUENCE 
Gene name: 
IJAigene nuniber: 
Probeset Accession fts 
Nucleic Acid Accession it 
Coding sequence! 



Cadherin 3. P-cadherin (placental) 

HS.2B77 

X63629 

54-2543 (start and stop codons are underlined) 



11 



21 31 41 51 

infli-juvr-ivrr LcCCGCCGT CGCGGCAGCT GCTTCACCCC TCTCTCTGCA GCCMGGGGC 

= S ssss ssss ssss ssss 

actSrggaa aggaatccat tgaagatctt cccaTCCMA 

G^^TGO OWWrTGCIC CfcATATCTOT CCCT6AAAM eGCAAGSGTC 
^TCTOCOl G^LCIOAAT CAOCTCAJffll CTftATAASCA TAGAGACRCC 

S^SGQG G«aOACASCC CCCCIQAGGG TGTCTTCGCI GTAGAGAAGG 
§?SSo AMWW3CCAC TGOACCGOGA G0W5AITCCC ^^aiM™^ 

Sctgtgtca gagaatcgtg ccT«eT«5A OGAOOcraM w^CToa 

T^QOTMC CQACCABAAT GACCACRAGC CCAAGTTTAC CCAGOACACC "CCGMSOA 
^CTT^ GMMTCCTA CCMGTACTT CTGTGATGCA GGTOACAGCC 
SS^^ C^CCTAC AATOOGGIGG TTGCTTACTC CATCCATAGC CAfiOAAOTU^ 
C^^TCMG TTCACAATTC ACXX3GAGCAC AGGCACCATC MOGTCATCT 
i^^CGGOAA AAAGICCCTO AOTACACACT ^^WOOB 
)^)»^«»^& mcctCCHCC ACCACGOCAO TGGCaalAUI OOAOATOCST GATSCCAATG 

SaS; acgaggccca tgtgcctgag aatgcagtgg 

S^^GST ^GGCTG AOGOTCACTG ATCTGGACGC CCCCAACTCA CO^OGTGGC 

^^^Sc^ Sttatcatg ggoggtgaog acggggacca ttttaccatc ac^ccca^ 

CTGAGAGCAA CCAGGGCATC CTGACAACCA GQAAGGOTTT QWOmOM «^CAARAA^ 
SSSCCCT GTaStTGAA GTGACCAACG AQGCCCCTTT TGTGCTGAftG CTCCCRACCT 

Zt^^ SSagg atctgaatga ggcacctgtg tttotcccaj 

SS^^ COTTQAGOTC CMQAGGGCA TCCCCACTGQ GGAGCCXGTO TGTOTOT^O^ 

S^SS SStScaag gagaatcaaa agatcagcta ccgcatccto asJSSSS^ 
^^5^?^ agccatggac ccagacagtg ggcaggtcac agctgtoggc ^^os^ 
Sg^tga gcaotttgtq aggaacaaca tctatqaaqt catqotcttq ecOTGQ^ 
Sgctaoocc tcccaccact ggcacgggaa cccttctgct aacactgatt gmgtcaacg 
MM^CCC agtccctgag ccccgtcaga tcaccatctg caaccaaagc cctgtgogcc 
^tSoggac aaggacctgt ctccccacac ctccccxttc cagqcccagc 

TCTTGTCCCT GAAGAAGTTC CTGAAGCAGG ATACATATOA 0GTG»CCTT TCTCTGTCTG 
ACCATGQCAA CAAAGAGCAfi CTGACGGTGA TCAGGGCCAC TGTGTCGGAC TCCMGGCC 
SSSGA CCCTGGAAAG GAGGTTTCAT CCTCCCTOTG CTG^^ 
TCCTGGCTCT GCTGTTCCTC CTGCTGGlt3C TGCrmGTT «3TGMAMG ^AGOGGAA^ 
TCAAGGAGCC CCTCCTACTC CCAGAAGATG ACACCOOTGA «AOGTOTC J^CTAT^ 
AAGAGGGGGG TGGCGAAGAG GACCAGGACT ATGACATCAC CCAGCTOOlC CGAGGTCTM 
AGGOMGCC GGAGGTGGTT CTCCGCAATG AOGTGGCACC AACCATCATC cogacaccca 

t^aSotcc taggccagcc aacccagatg aaatoggcaa ctttataatt ^^cctga 

AGGCOTCTAA C^A^CCCC ACAGCOCCGC CCTACGACAC CCTCTTGGTG TTCGACTATG 

^SS^ ctS^cgS gootccctga gctccctcac ctcctcggcc tccgaccaag 
SSatta cqS^ctg aaoqaotggg gcagccgctt caaqaagctg gcagacatgt 
iS^SS gqaggaogac taggcggcct gcctgcaggg ctggg^^ca aaogtcag^ 

^SgAgSt CTCCAAGGGG TCTCAGTTCC CCCTTCAGCT GAGGACrrCG gagcttgtctj 
otSSaSt GGOGGAGACA GGCTATGAGT CTGACOrTAG AGTGGTTGCT 
??^TGO AGGAATGIGG G^GmOAC 
CACCTGGGCC AGGCmGCCT CRGAG6CCAA GTITCCAGAA 6CCTCTTACC TG COGTAA AA 
SSSSaCCC rorGl«TGQ GCCTGGGCCT GCTOimCTG ACCTACAGTG ^J™^^ 
ClOGAATGGA AOCTTCTTAO GCCTCCTGGT GCAACTTAAT TTTTTTTTTT AATGCTATCT 

899 



60 
120 
ISO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1060 
1920 
1980 
2040 
2100 
2160 
2220 
2260 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 



wo 03/042661 



PCT/US02/36810 



TCAAAAGQTT AfiAGAAAGTT CTTCAAAAOT GCA6C0CAGA GCT G CTG O CC CCftCTGGGOS 3000 

TGCT6CATTT CTGGTTTCai GAGOOCAATG CCTCCGATTC GGAIG6A.TCT CT60GTTTTT 3060 

ATA CTGAO TG TGCCTAOGTT GCCGCTTATT TTTT ATTTTC CCTOr r GOST TQCTATWSAT 3120 
GAAGSOGTGAO QACAATOGTG TATAT8TACT AQAACTTTTT TATTAAAGAA A 



A145 Protein sequence: 
Gene name: 
Iftilgene number t 
Probeset Accession tti 
Protein Accession ff: 
Signal sequence: 
Tran6niena>rane domain < 



Cadherin 3, P-cadherin (placental) 

Hs.2877 

X63629 

CAA4S177 

1-24 

€59-675 



Cellular localisatiom 



plasma membrane 



1 XI 21 31 41 51 

I I I 1 i I 

KGLPRGPLAS LLLLQVCWLQ CAASBPCRAV FREABVTLEA GGAEQEPGQA LGKVFK6CPG 60 

QEPAIiFSTDN DDFTVRNGET VQERRSLKER NPLKIFPSKR ILRRHKRDHV VAPISVPEI73 120 

XGPFPQRIiNQ LKSNKDRDTK ZFYSXTGPGA OSPPBGVFAV EKSTGHUiLN KPU3RBBIAK 180 

YELFQIAVSB N6ASVEDPMN X8ZXVTDQND KKPKFTQDTF ROSVLBSVLP GTSVMQVTAT 240 

DEODAZYTYN GWAYSZHSQ EPKDPHDU4F TZHRSTGTZS VZSSQIJ3RBR VPEYTLTZQA 300 

TX3MDGDGSTT TAVAWEZLD ANDHAPMFDP QKYEAHVPEN AVGHEVQRLT VTDLDAFN8P 360 

AMRATYLXMG GDDGDHPTIT THPESNQQXL TTRKGLDFEA KNQHTLYVEV TOBAPFVUCL 420 

PTSTATXWH VEDVNEAPVF VPPSKWEVQ EGZFTGEPVC VYTAEDPOKB NQKZSYRZLR 4B0 

DPAQHLAMDP DSOQVTAVGT LDREDEQFVR MNZYEVMVUV MDNGSPPTTO TOTLLLTZiZD 540 

VMDBGFVPEP RQITICNQSP VSHVLMTZTDK DLSPBTSPFQ AQLTDDSDXY WTABVHEB6D 600 

TWLSLKKFL KQDTYDVHI»S LSDHGNKEQL TVIRATVCDC HGHVBTCPGP WKGGFILPVL 660 

GAVLALLFLL LVIiLLLVRKK RKIKEPLLLP EDDTRDNVFY YOBBGGGEED QDYDITQLHR 720 

GLEARPBWL RNDVAPTIZP TFMYRPRPAH PDBIGNFZZB NLKAANTDPT APPYIXTLLVF 780 
SYBGSQSDAA SLSSLT6SAS DQDQDYDYLN EK6SRFKKLA DMYGGGB3D 

A146 DWA SEQUEWCBi 

Gene name: TTK protein kinase 

Unigene number i H8.X69840 

Probeset Accession ftt MB6699 

Nucleic Acid Accession fti KIM_003318 

Coding sequences 1026*3551 (underlined sequences correspond to start and st^ codons) 



1 11 21 31 41 51 

I I I I 1 I 

GGAATTCCTT rrmTrriT TTTGAGATCG AGTTTCACTC TTGTTGGCCR GGCTGGAGTG 60 

CAATGGCACA ATCTCAGCTT ACTGCAACCT CCGCCTCCCG GGTTCAAGOG ATTCTCCTGC 120 

CTCAGCCrCT CAAGTAGCTG GGATTACAGG CATQTGCCAC CACCCCTGGC TAACTAATTT 180 

CTTTTCTATT TAGTAGAGAT GGGGTTTCAC CATGTTGGTC AGGCTGGTCT TGAACTCCTG 240 

ACCTCAGGTG ATCCACTTGC CrTGGCCTCC CAAAGTGCTA GGATTACAGC OGTGAAACTG 300 

TQCCTGGCTG ATTCTTTTTT TGTTGTTGQA TTTTTGAAAC AGGGTCTOCC TTGOTOOCCC 360 

AGGCTGGAGT GCAGTGOTGC QATCTTGGCT CACTATAACC TCCACCTCCT GGTTTCAAOT 420 

GATCCTCCCA CTTTAGCCTC CTGAGTAGCT GTGATTACAG 60GTGCACCA CCACACCOGG 480 

CTAATTTTTG TATTTTTATT AGAGACAG6G TTTCACCATG TTG6CCAGGC TGTTCTCAAA 540 

CTCCTGQACT CAAGGQATCC GCCTGCCTCC ACTTCCCAAA GTCCCGAOAT TACAOOTGTG 600 

AGTCACCATG CCTGACCTTA TAATTCTTAA GTCATTTTTT CTGGTCCATT TCTTCCTTAG 660 

GGTCCTCACA ACAAATCTGC ATTAGGOGGT ACAATAATCC TTAACTTCAT GATTCACAAA 720 

AGGAAOATGA AGTGATTCAT QATTTAGAAA OGGQAACrTAG TAAOCCCACT 6CACACTCCT 780 

GQATGATGAT CCTAAATCCA GATACA6TAA AAATGGGGTA TGGGAAGGTA GAATACAAAA 840 

TTTGOTTTAA ATTAATTATC TAAATATCTA AAAACATTTT TGGATACATT GTTGATGTGA 900 

ATGTAAOACT GTACAGACTT CCTAGAAAAC AGTTTGGGTT CCATCTTTTC ATTTCCCCAG 960 

TGCAGTTTTC TGTAGAAATG GAATCOGAGG ATTTAAGTGO CAGAGAATTG ACAATTGATT 1020 

CCAT AATGA A CAAAGTGAGA GACATTAAAA ATAAGTTTAA AAATGAAGAC CTTACT6AT6 1080 

AACTAAGCTT GAATAAAATT TCT6CTGATA CTACAOATAA CTCGQGAACT GTTAACCAAA 1140 

TTATGATGAT GGCAAACAAC CCAGAGGACT GOTTQAOTTT GTTOCTOUVA CTAGAGAAAA 1200 

ACAGTGTTCC GCTAAGTGAT GCTCTTTTAA ATAAATT6AT TGGTOGTTAC AGTCAAGCAA 1260 

TTGAAGCGCr TCCCCCAGAT AAATATGGCC AAAATGAGAG TTTTGCTAGA ATTCAAGTGA 1320 

GATTTOCTGA ATTAAAAGCT ATTCAAGAGC CAGATGATQC ACGTGACTAC TTTGAAATOG 1380 

CCA6A0CAAA CTQCAAOAAA TTTGCTTTTG TTCATATATC TTTT6CACAA TTTGAACTOT 1440 

CACAAGGTAA TGTCAAAAAA AGTAAACAAC TTCTTCAAAA AGCTGTAGAA GGTGGAGCAG 1500 

TACCACTAGA AATGCIGOAA ATIGCCCTGC 06AATTTAAA CCTCCAAAAA AAQCAGCTGC 1560 

TTTCAGAGQA GQAAAAOAAa AATTTATCAG CATCTACGGT ATTAACTQGC CAAGAATCAT 1620 

TTTCOGGTTC ACTTGGGCAT TTACAGAATA 0GAACAACA6 TTGTGATTCC AGAGGACAGA 1680 

CTACTAAAGC CAGGTTTTTA TATGGAGAGA ACATGCCACC ACAA6ATGCA GAAATAGQTT 1740 

ACOOGAATTC ATTOAGACAA ACTAACAAAA CTAAACAGTC ATGCCCATTT GGAAGAGTCC 1800 

CAGTTAACCT TCTAAATAiSC CCIU3ATTGT0 ATGTGAAGAC AGATGATTCA GTTOTACCTT 1860 

GTTTTATGAA AAGACAAACC TCTAGATCA6 AAT6CCGAGA TTTGGTTGTG CCTGGATCTA 1920 

AACCAAGTGO AAATQATTCC TGTGAATTAA GAAATTTAAA GTCrGTTCAA AATAGTCATT 1980 

TCAAGGAACC TCTGGTGTCA GATGAAAAGA GTTCTaAACT TATTATTACT QATTCAATAA 2040 

OCCTGAAGAA TAAAA060AA TCAAGTCTTC TAGCTAAATT AGAAGAAACT AAAGAGTATC 2100 

AAGAACCA6A GGTTGCAOAO AGTAACCAGA AACA(?rGGCA A6CTAAGAGA AAGTCAGAGT 2160 

GTATTAACCA GAATCCTX3CT GCATCTTCAA ATCACTGGCA GATTCCGGAG TTAGCCOQAA 2220 

AAOTTAATAC AGAGCAOAAA CATACCACTT TTGAOCAACC TOTCTTTTCA GTTTCAAAAC 2280 

AGTCACCAOC AATAXCAACA TCTAAATGGT TTGACOCAAA ATCTATTTGT AAOACACCAA 2340 



900 



wo 03/042661 



PCT/US02/36810 



10 



15 



20 



25 



GCAGCAATAC 
TTCCACCTGC 
AGCATCAAAT 
ATGAATGCAT 
GTTCAAOCM 
TGAACTTAGA 
TGAATAAACr 
ACCAGTACAT 
AGAAAAAATC 
TTCACACAAT 
TAGTTGATGG 
CAACAAGTGT 
TCAAAGATAT 
GrGATGTTTG 
AGC3VQATAAT 
AATTTCCCGA 
ACCCAAAACA 

CTC3VTCxa«n' 

AACTTGTTGG 
ACTATAGTGG 
QAAAAAAATG 
GTTATACTCT 
ATCAGCAAAA 
TTATCGCACT 
TTGACATCAT 
TAAATAAAQT 



CTTGGATGAT 
TTGTCAGTTG 
ACTTGCCACT 
TTOGGTTAAA 
GGTATTTCAO 
AGAAGCAGAT 
ACAACAACAC 
CTACATGGTA 
CATTGATCCA 
CCATCAACAT 
AATGCTAAAG 
TGTTAAAGAT 
GTCTTCXrrCC 
GTCCTTAGQA 
TAATCAGATT 
TATTCCAGAG 
GAGGATATCC 
TAACCAAATG 
TCTGAATTCT 
TGGTGAAAGT 
_ATTTGCAQTT 
TGAATCCCTG 
AAAATTCAGT 
GTATATATTG 
TTTACTCTTG 
TTTOTGSCTA 



TACATGAGCT 
TCAACACCTT 
CCACTTCAAA 
GGAA6AATTT 
GTGTTAAATG 
AACCAAACTC 
AGTGATAAGA 
ATGGAGTGTG 
TGGGAACGCA 
QGCATTGTTC 
CTAATTGATT 
TCTCAGGTTG 
AGAGA6AAT6 
TGTATTTTGT 
TCTAAATTAC 
AAAGATCTTC 
ATTCCT6AGC 
GCCAAGGGAA 
CCTAACTCCA 
CATAATTCTT 
ATTCGTAATG 
TGGAAATCTA 
GAGATTATCT 
TAQACTTGTT 
GAATAGTGGG 
AAATGA 



GTTTTAGAAC 
ATGGCCAACC 
ATTTACAGGT 
ATTCCATATT 
AAAAGAAACA 
TTaATAGTTA 
TCATCCGACT 
GAAATATTGA 
AGAGTTACTG 
ACAGTGATCT 
TTGGQATTGC 
GCACAGTTAA 
GGAAATCTAA 
ACTATATOAC 
ATGCCATAAT 
AAGAIGTGTT 
TCCTGGCTCA 
CCACTGAAGA 
TTTTGAAAGC 

catcctcx:aa 

TCAGATAGQA 
CATTTQAAGA 
TTAAAAGAAA 
TTCTCX0TTT 
TGGATAGCAA 



TCCAGTTGTA 
TGCCTGTTTC 
TTTAflCATCT 
AAAGCAGATA 
GATATATGCT 
CGGGAACX3AA 
TTATGATTAT 
TCTTAATAGT 
GAAAAATAT6 
TAAACCAGCT 
AAACCAAATQ 
TTATATGCCA 
GTCAAAGATA 
TTACXSGQAAA 
TGATCCTAAT 
AAAGTGTTGT 
TCCATATGTT 
AATGAAATAT 
TGCTAAAACT 
GACTTTTGAA 
GGTATAAAAT 
CAACATCACr 
ACTGTAAAAA 
TAT6CTCTTG 
GTATATTCTA 



AAGAATGACT 
CAGCAGCAAC 
TCTTCAGCAA 
GGAAGTG6AG 
ATAAAATATG 
ATAGCTTATT 
GAAATCACGG 
TGGCTTAAAA 
TTAGAGGCAG 
AACTTTCTGA 
CAACCAGATA 
CX3VGAAGCAA 
AGCCCCAAAA 
ACACCATTTC 
CATGAAATTQ 
TTAAAAAGGG 
CAAATTCAAA 
GTTCTGGGCC 
TTATATGAAC 
AAAAAAAGG6 
ATATTGGACT 
CTGAAGTGTT 
TAGCAACCAC 
TGTAATCTAC 
AAAAACTTTG 



2400 

2460 

2520 

25B0 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3720 

3780 

3840 



30 

35 

40 

45 

50 
55 
60 
65 
70 



A147 Protein sequence! 
Gene name: 
l^igene number: 
Frobeset Accession #i 
Protein Accession #t 
Signal sequence: 
Transnieaibrane domains : 
Protein Kinase Domain: 
Cellular Localization: 



75 



80 



TTK protein kinase 

Hs. 169840 

M86699 

NP_003309 

none found 

none found 

S10-77S 

cytoplasmic and nuclear 



MNKVRDIKNK 
VPLSDALX^ 
ANCKKFAFVH 



MSLRQTNKTK 
SGHDSCEIiRK 



PPXSTSSirFD 
QILATPLQEIL 
LEEADKQTIiD 
KSIDPWERKS 
SWKDSQVGT 
UKQISKLBA 
PVNQMAKGTT 



11 

I 

PKNEDLTDBL 
XjIGRYSQAIE 
ISFAQFELSQ 
TVLTAQESPS 
QSCPFGRVPV 
LKSVQNSHPK 
HQAKRKSECI 
PKSZCKTPSS 
QVLASSSANS 
SYRNBIAYLN 
YWKNMLEAVH 
VNYMPPBAIK 



21 
I 

SLNKISADTT 
ALPFDKYGQH 
OrVKKSKQU 



HLLHSPDCDV 
BPLVSDBKSS 
KQNPAASSNH 
HTLD0WSCP 
CISVKSRIYS 
KLQQHSDKII 
TIHQHGIVHS 



EBMKYVIiGQL 



PDZPEKDU2D 
VGLNSPNSXL 



31 

1 

DNSGTVNQIM 
ESFARIQVRF 
QKAVERGAVP 
KSCDSRGQTT 
KTDDSWPCP 
ELIITDSITL 
WQIPBIiARKV 
RTPWKNDPP 
ILKQIGSG6S 
RLYDYEITDQ 
DLKPANFLIV 
SKSKI8PKSD 
VLKCCLK8DP 
KAAKTLYEHy 



41 

i 

MKANNPEDWL 
AELKAIQEPD 
IiEMLEIALRN 
KARPLYGEKM 
MKRQT8RSEC 
KNKTBSSLLA 
NTEQKHTTPB 
PACQLSTPYG 
SKVFQVIiNKK 
YIYMVMEGGN 
DGMUOiIDPG 

KQRISIPSLIi 



51 
I 

SLLLKLEXIIS 
DARDYFQMAR 
UlLQXKQIiLS 
PPQDAEIGYR 
RDLWPGSKP 
KZaEETKEYQB 
QPVFSVSKQS 
QPACFQQQQH 
KQIYAIKYVN 
IDLNSHLKKK 
lAM QMQBP TT 
KTYGJCTPFOQ 
AHPYVQIQXH 
SKTFEKKRGK 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



A148 DKA SEQUENCE 



lysopbosphatidic acid o-prote in-coupled receptor. 



Ubigene number: 
Probeset Accession #t 
Nucleic Acid Accession «t 
Coding sequences 



endothelial differentiation, 
Hs. 258583 
MN_012152 

«-ii04^1underllned seqpiences correspond to start and stop codons) 



1 

I 

CTTCTTTAAA 
6ACAAGCACA 
GGAACAAAGC 
TCTAATTCTC 
TACCTGTTGG 
ATGTTTAACA 
GGGCTTCT6G 
AGGCACATGT 
CTGCTCATTT 
TGGAATTGOC 
TACCTTQTTT 
CTGOGGATCr 
TCCATCAGCC 
GCGTTT6TGG 
AGGCAGTOTO 
OTOGTGAACC 
ATGATCTGCT 
GTCCTCAGCA 



11 



TTTCTTTCTA 
TGGACTTTTT 
TTGTGATTGT 
TGGTCATCGC 
CTAATTTAGC 
CAGGCCCAGT 
ACAGTAGCTT 
CAATCATGAG 
TGCTTGTCTG 
TCTGCAACAT 
TCTGGACAGT 
AOGTQTACGT 
GCCGGAGGAC 
TATGCTGGAC 
G0SI6CAGCA 
CCATCATCTA 
GCTTCTCrCA 
GGAGTGACAC 



21 

1 

GGATGTTCAC 
TTATAATAGG 
TTT6TGTGTT 
GGCAGT6ATC 
1GCI6C0QAT 
TTCAAAAACT 
GACTGCTTCC 
GATGGGGGTC 
GGGCATGGCC 
CTCTGCCIGC 
GTCCAACCTC 
CAAGAGGAAA 
ACCCATGAAG 
CCC6GGCCTG 
TGTGAAAAGO 
CTCCTACAAG 
G6A6AACCCA 
AGGCAGCCAO 



31 
I 

TTCTTCTCCA 
AGCAACACTO 
GGGACGTTTT 
AAAAACAGAA 
TTCTTCX3CT0 
TTGACT6TCA 
CTCACCAACT 
CATAGCAACC 
ATTTTTATGa 
TCTTC CCTG Q 
ATGGCCTTCC 
ACCAAOGTCr 
CTAATQAAGA 
GTGGTTCTGC 
TG3TTCCTGC 
GACGAGGACA 
GAGAGGGGTC 
TACATAGAGG 



41 

1 

cratgaatga 
atactgtc6a 
tctgcctgtt 

AATTTCATTT 
GAATTGGCTA 
AGCQCtGGTT 
TGCTG6TTAT 
TGACCAAAAA 
GGGCGGTCCC 
COCCCATTTA 
TCATCATGGT 
TGrCTCOGCA 
CGGTGATGAC 
TCCTCGACGG 
TGCTGGCGCT 
TGTATGGCAC 
CCTCTOGCAT 
ATAGTATTAG 



51 
I 

GTGTCACXAT 
TGACTG6ACA 
TATTTTTTTT 



CCCCTTCTAC 
TGTATTCCTG 
TCTOCGTCAQ 
G6CCGTGGAG 
GAGGGTGACA 
CACACTGGGC 
CAGCAGGAGT 
TGTGGTGTAC 
TACAAGTGGG 
TGTCTTAGG6 
CCTGAACTGC 
GCTCAACTCC 
CATGAAGAAG 
CCCCTCCACA 
CCAAGGTGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
lOBO 



901 



wo 03/042661 
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GTCT6CAATA AAAGCACTTC CTAAACTCTG GMGCCTCTC GGOCXACGCA GCTGATGIVCT 1140 
GTCTTAGG 



A149 Protein eequence: 
Gene nanei 
Ubigene nuonbert 
Probeset Accession 9t 
Protein Accession ftt 
Signal sequence: 
Transmembrane domains: 
Cellular tiocalization: 



endothelial differentiation, lysopbosphatidic acid G-protein-coupled receptor, 7 

He. 258563 

NM_0121S2 

NP_036284 

none found 

31-53, 66-8B, 150-172, 190-211, 239-261, 277-295 
plasma menibrane 



1 11 21 

t 1 I 

MNECHYDKHM DPFYNHSNTD TVDDNTGTKL 
PHPPPYYLLA NLAAADPFAQ lAYVPLMPNT 
LVIAVBRHMS IMRMRVHSNL TKKRVTLLIL 
PIYSRSYLVF WTVSNLMAFL IMVWYLRIY 
VHTVLGAFW CWTPGLWLL LDGLKCRQGQ 
YGTMKKMXCC PSQGNPERRP SRIPSTVLSR 



31 41 51 

I I I 

VIVLCVGTFP CLFZFFSNSL VIAAVIKHRK 60 

GPVSKTLTVN RWFI.RQaLLD SSLTASLTKL 120 

LVHAIAIFNG AVPTLGNMCL CNISACSSLA 180 

VYVKRICINVL 8PHTSGSISR RRTPMKLMKT 240 

VQHVKHWPUi XALXiNSWlIP IIYSYXDEDN 300 
SDT6SQYIED SZSQOAVCNK STS 



Prostate 

Also DMA SEQUENCE 

Gene name: ESTs 

imigene number i Hs. 2 93 61 6 

Probeset Accession #< AH0437B2 

Nucleic Acid Accession tt: none found 

CSoding sequence: 38-1075 (underlined sequence corresponds to start and stop codon) 



1 11 21 31 41 51 

I I I I I 1 

AGCAAGGACG CCGGGCAGC6 GGAG0G60GG COGOGCCATG TGGCTGCTGG GGCCGCIQTG 60 

CCTGCTOCTG AQCAGCGCOG GGGAGAGCCA GCTGCTCCCC GGGAACAACT TCACCAATGA 120 

GTGCAACATA CCAGGCAACT TCATGTGCAG CAATGGAOGG TGCATGCCGG GC6CCTGGCA 180 

GTGTGACGG6 CTGCCTGACT GCTTOGACAA GAOTGATQAO AA0QA8TQCC CCAA8GCTAA 240 

GTC6AAATGT GGCCCAACCT TCTTCCCCTG TGCCAG066C ATCC A TT G CA TC A TTQQT O G 300 

CTTCCGGTGC AATGGGTTTG AGGACTGTCC OGATGGCAQC GATGAAGAGA ACTGCACAGC 360 

AAACCCTCTG CTTTGCrCCA CCQCCCGCTA CCACTGCAAG AACGGCCTCT GTATTGACAA 420 

GAGCTTCATC TGCJGATGGAC AGAATAACTG TCAAQACAAC AOTGATGAGO AAAGCTGTQA 480 

AAOTTCTCAA GAACC0G6CA GTG6GCA6QT GTTTGTGACT TCAGAGAAGC AACTTOTGTA 540 

TTACCCCAGC ATCACCTATO CCATCATGG6 CAGCTOGGTC ATrrTTGTQC TG G T GG TQSC 600 

CCTGCTGGCA CTGGTCTTGC ACCACCAQOO GAAGCGOAAC AACCTCATGA OGCTGCCOGT 660 

GCACCGGCTG CAGCACCCTQ TGCTGCTQTC CCGCCTGQTG GTCCTGGACC ACCCCCACCA 720 

CTGCAAOQTC ACCTACAAOQ TCAATAATGG CATCCAGTAT GTGGCCAGOC AGGG6GAGGA 780 

GAATGCGTOO QAAGTAG6CT CGCCACGCTC CTACICGQAO GCCTTGCIG8 A0CAGAG6CC 840 

TGCGTGGTAT GACCTTCCTC CACCGCCCTA CTCTTCTGftC AOOOAATCrC T8AA0CAA6C 900 

CGACCTGCCC CCCTAC06CT CC06GTC06G OAGTGCCAAC AGTGCCAGCT CCCAGGCAGC 960 

CAGCAGOCTC CTGAGCGrGG AAGACACCAG CCACAGCCOG GGGCAGCCTG GCCCCCAGGA 1020 

GGGCACIOCT GAGCCCAGGG ACTCIGA6CC CAGCCAOOQC ACTGAAGAAG TATAAGTCCC 1080 

AOTTATTCCA AAOTCCATAT GGGTTAATCT OCrCTQACTT OTTQGCATTC TAACAATTTG 1140 

TGCTCATSGG AAGCTCTTTA AGCACCTQTA AGQATGTCrC AAGTTACAGT TTGGOATATT 1200 

AACTATCTCT GCATTCCCCT CCTCCCCCA3 ACTTCAGAOA TGTTTTTCTa GCGTCTCAQT 1260 

TGACATGATC TGTTGTGCGT CTTTTCTQTC AGGTCACTCT TCCCTTGaOA CCCGAQATCA 1320 

CACCCTCATT TTTCACAT7A TTCTGTTTCT GTTGGAGAGA CA6CATATAA AACAGTATTO 1380 

AAATAGGCTG GGAGAGAGCA ATGTTTCIGT GCIATATTGQ ATGCICAGAA GTGCAGGAGA 1440 

OGCTGGACCC AATTCTCTCT GCTGGGTAGT TACCTTATAG CATTTOGOGA TTTGGGTTAG 1500 

ATGATCTAAC CAGGAGGCCA TGACTGGATG GTCACCCOCC CAAAAAAATT CCATTTGAGC 1560 

ATCAAAACCT GCTTTQCACA ATCCTATTTQ ATGCCCCCAG TTCAGCAQAG TCACmJGCCA 1620 

AAGAAAACTT TG6A06TGAS TAACACOCTT CAOCAOT06C AAGGTTATTT TGQTTTTGTG 1680 

AAGQACTCTG AAACCATCTA CGCTOrATAA ATTCTGGCTT TAGAAATTTG CCCAAGAATG 1740 

CTCATTCTOA 6AGCTTTCCT CAGCAGCATA TATCATCftSC CTCATCCTAA AATAGGCAGG 1800 

GAGCCCCTCC CATQAOTTTA TCCAAGTTCT CAGCTCCTAA AATGCAGGCT GCCAAGACCC 1860 

TACACCTGCC CTGGCTCTAC AGOCaiCTTAC CTGOTTTCTO GACTGTCACC CTCCCAGCTG 1920 

ACCXGCCCGT AGCCAAGGAA T6A0QAGCTA ACTTGAGTTQ 0CCCAAA6TC TQAOCTGGCT 1980 

GTATQTCCCT GIGGOCCACA GOCAGCCTOT CTTGCTCATT CATGCA8CCT CAACACIGQC 2040 

CTCCAAAGTT CCCTTAACAC TTGCAAAOTC CITTTTACCT GTGCATTTG6 ACTT6AG6AC 21,00 

ACTGGTTTCT ATCACAGGTO AQAQOCATOT TCAATACCTC CAQCAAGCTC TCCTGGCTCC 2160 

CraCACTGTG CACGCTCCTC TTCCCAAGGT CCCAATACCA QCACCTCTAG TTAGAGTTAG 2220 

GGTCAQGGTC A6GCCTCTCC CAACATCCCA GTAGTTTCTC CTCTGAGACA CATOQGCAAO 2280 

AGACAATTTO GAOTCAAOAT TTTCCATTTO GATCTATTTT AAATCTTTTA GAAAZGCATT 2340 

TGAAACABTG TGTTTGTTTT TTCOCTTCTA OTTAAGGGAC TATTTATAIO TGTATAGGAA 2400 

AGCTGTCTCT TTTTTTGTTT TTCCTTTAAC AAGGTCCAAA QAAAQATQCA AAAGGAOATC 2460 

ACACCCTTGC CCOGCTGAGC CCGGTGATAA CAAGTCACTC CAGACTAACC TGTGTOCCAG 2520 

ACATTTGTGC ATTGTT6CAC TTTQAGGTTA TTATTTATCA AGTTCTTGAA GGAAGCAGAA 2560 

AGAGGGACTC CTCTCTCCCT OGGTGTATAO TCTCTATOTT TGTGCTAGTT m ' CiTmT 2640 

TTCrCIGTQT CCAGTCA6CC ACAOGGCCOG CCT C OCT O CA G6AATAAGG0 GTAAAACOTT 2700 

AGGTGTTGTT TOGCAAGAAA CCACACTGAC TQATQAGQGO TAAAAXGGAA CCAGGTAGAO 2760 

CCACTCOGGG CA6CTGTCAC CCATTCAGAA CTiVmUJU CAGCTGAAGA AATGTTCAGT 2820 
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AACCTGTTTG ACXSCTAATTA AAACAGAGCC TGCAGQAAGT GGGGCTAAAG TGGCATTCAG 2880 

TGATCCTGTT CTGTAGACTT TTCTTTCTTT TTTTAACCAA ATCCAAAGGA TGTTAC3WSAA 2940 

AAGCTAGCCA CTGGTATTTT GTmCGTTTA AAAAAAAAAA CBIAAGAAAOA AAGAAftGAAA 3000 

AACGGAAAGG AACCTAGCTG CCTGTATCTT TCATTTTTAA AATAGCACTT GAGTTATTTT 3060 

CTQAtSTAATC CAATAAAGAA CTTTTGATGA CAGCCAGAAT GTGTTA6AAC TCTGGCTGAA 3120 

CATTTCATCT CCTGTGAGTC AGAAGGGCTT TATTTCTCCC TTTGATGGGG CCC!CTTCTTC 3180 

TTTCTGGTGC TCTGGAAGTT GTTTAGAGOA AAGAATTCTA ATTTTAATTA AT TGCGCA GT 3240 

GAGTTAATCT CACTCGCTTT TCTOCTTCCA OGCATCTTAO GftAAA AOVAA T^nfTTTAOT 3300 

AGATAAGGGA TGCCTACTAA TCCTTTTTTA AAACAAACAG GGACAT^ 3360 

TGATTTTTTT AATGAATGTT TTTAAAAATA TATAAATAGG ACACCAAAGC GGCAGGGTTT 3420 

TTTTTGGGGQ GAGGGQOTTT QTTTTCCAAC TCAAGATGGC ACATTAGTGG CCAGCAATAT 3480 

TTTTTAACTC ATTCCAACCA GGAAGCTTTT TTATACATTG OCTAAATCTA GGCCAACCAG 3540 

AAAATAGTCT CATCTCTTTT TTTCTCAAAT GAGATCXaSTQ TTTTRTTTTA GCATTAAATT 3600 

AQTTACACra TGATGACTGG CCTATTACCT GACTCAGCTC CJCTCTACCTT GAAATTGACA 3660 

TTTTTAAAAA ATGCAACTAA QTGGTTAATA GTGTQTGACX3 CTC AAAOTT A ATGTAA ACTG 3720 

GAAAGGTTGT GTGTCGTTGC TTTTTGT6TT TTGGTTAGGC TTGGTTTTOT TTTTTAATTT 3780 

TTATACTTTC TAATAAATTT GCAGTTTCAT TCTTTCTGTT TG TGCAA AWG GWMCTAMAHM 3840 

AAMMAAAAAC AWWTTGGQQ GGGCTrGGGC CTOGQAAAAA GTTTTTAACa CaCTTCGGG 3900 

TGGGGCGGOG GGGCCCACGT AGGTACGGCX5 ACC3«BCGG0 CCCAAAC3CSQG ACCCCAGAAG 3960 

GAAACCCTGG CX3^AGAAAAA GGTGGCGAGA ATTCTCCACA CC3U3AAAAAA ACGOSCaSGG 4020 

GGAAAOGGCA GAGTGTTGCG TAAACCACAC CCGAAGAGAG AACTCAGAAG CACACAftGOS 4080 
GGACTCAACC AGGAGGACCC AAGGGAACXX: GATAGAGTAC G 



A151 Protein sequence » 
Gene namet 
unigene number i 
Probeset Accession 9* 
Protein Accession tt: 
Signal sequence t 
Transmerabrane domains i 
LDIia domains: 
Cellular Localiaation: 



ESTS 

H8. 293616 
AH0437a2 
none f o\ind 
1-17 
169-191 

28-66, 70-108, 112-149 
plasma fnembrane 



1 XI 21 31 41 51 

MWLLGPLCLL LSSAAESQLL PGHMFTNECS IPGIJFMCSNO RCIPGAWQCD GLPDCFDKSD 60 

EKECPKAKSK CGPTPFPOIS GIHCIIGRPR CK6FEDCPDG SDBENCTMIP LIiCSTARVHC 120 

KNGIiCIDKSF ICDGQNNCQD NSDEESCESS QBPGSGQVPV TSENQLVYYP SITYAIIGSS 180 

VIFVLWALIi ALVLHHQRKR NNLMTLPVER LQHPVLLSRL WLDHPHHOI VTYNVHMGIQ 240 

YVASQAEQNA SBVGSPPSYS EALLDQRPAW YDLPPPPYSS DTBSL NQADL PPYRSRSGSA 300 
HSASSQAASS LLSVBDTSHS PGQPGPQEGT ABPRDSBPSQ GTEEV 



A152 DNA SEQUEMCB 
Gene name: 
lAiigene nunftsen 
Prdbeset Accession #t 
MUdeic Acid Accession 



Transmerabrane protease, 
Hs. 105807 
T48536 
NM 005656.1 



serine 2 (THPRSS2) 



Cbding sequencei 57-1535 (underlined sequences correspond to start and stop codons) 



1 11 21 

I I 1 

GTCATATTQA ACATTCCAGA TACCTATCAT 
CTTTGAACTC AGGGTCACCA CCAOCTATTG 
' CGQAAAACCC CTATCCCGCA CAGCCC3VCTG 
CTCAQTACTA CCX»TCCCCC GTGCCCCAGT 
AOXOGTOGT CTGCACGCAO CCCAAATCCC 
AGAAAGCACT GTGCATCAOC TTGACGCIGG 
CIGGCCTACT CTGQAA6TTC ATGGGCAGCA 
CXnXSVGGTAC CTGCATCAAC CCCTCTAACT 
GGGAGGACGA 6AATCGGTGT GTTCXSCCTCT 
CATCTCA6AG GAAGTCCXGG CACCCTGTGT 
QQGGGOCCEO CAGGQACA10 GGCTATAAGA 
ATGACAGCG6 ATCCACCAGC TTTATGAAAC 
ATAAAAAACT GTACCACAGT GATGCCTGTT 
TAGCCT60GG GGTCAACTTG AACTCAAGCC 
OGCTCCCGGQ GGGCTGGCCC TG6CAGGTCA 
GA0GCTOCAT CATCAGCCXX GAGTG SATCO 
TTAACAATGC AT6GCATT6G AGSGCATTTO 
ATGQAGCOGO ATACCAAGTA CAAAAAGTGA 
A6AACAAT0A CATTGOGCTO ATGAAGCTGC 
AACCAGTGTG TCTGCCCAAC CCAGGCATGA 
CGGGGTGGG6 GGCCACCGA6 GAGAAA6G6A 
TGCTTCTCAT TGAQACACAG AGATGCAACA 
CAGOCATGAT CTGTGCCGGC TTCCTGCAGG 
GAGGGCCTCT GGTCACTTCG AACAACAATA 
GTTCTGGCTG TGCCAAAGCT TACASACCAG 
ACTGGATTTA TOGACAAAaCQ AAGGCA AAOG 
aSTTTTAOUV GAAAACAAT6 GGGClW m' 
ATGATTCAGA GGTCACTTCA TTTTTATTAA 
TCCCATACTO TGCAGGCTGC AOTOGCTCCC 



31 41 51 

I I I 

TACiaSAIGC TGTPGATAAC AGCAAGATGG 60 

GAOCTTACTA TOAAAACCAT GGATACCAAC 120 

TGGTCCCCAC TGTCTACGAG GTGCATCCGO 180 

AOGCCCCGAG GGTCCTGAOG CAGGCTTCCA 240 

CATCCX3GGAC AGTGTGC3WCC TCAAAGACTA 300 

GGACCTTOCr OSTGGGAGCT GCGCTGGCCO 360 

AGTCCTCCAA CTCTGGGATA GAGTGCX3ACT 420 

GGTGTGATGG CBT6TCACAC TGCC3CGGGGG 480 

ACX3QACCAAA CTTCATCCTT CAGATO^CT 540 

GCX»A6A0GA CTGGAAC3GAG AACTAOQQQC 600 

MAATTTTTA CTCTAGCC3A GGAATAGTGG 660 

TGAACACAAO TGC0GGC3VAT GTOGATATCT 720 

CTTCAAAAGC ACTGGTTTCT TTAaJCXGTT 780 

GCCAGAGCAG GATC6TGGGC GG IGAGAGC S 840 

GCCTGCAOGT CCAGAAOGTC CA0QTOT6CG 900 

TOACASCOQC CCACtGOSTG GAAAAACCTC 960 

CX3GGGATTTT GA6ACAATCT TTCATGTTCT 1020 

TTTCTCATCC AAATTAT6AC TOCAAGACCA 1080 

AGAAGCCTCT GACTTTCAAC GAGCTAQTGA 1140 

TGCTGCAGCC AGAACAGCTC TGCTGGATTT 1200 

ftSAOCTCAGA AGTGCTQAAC GCTQCCAAGG 1260 

GCAGATATGT CTATGACAAC CTGATCACAC 1320 

GGAAOBTCGA TTCTTGCX^G GGTGACAGTG 1380 

TCTGGTGGCT GATAGGGGAT ACAAOCTGGG 1440 

GAGTGTAC3GG GAATGTGATG GTATTCACGG 1500 

GCTAATOCAC ATGGTCTTCG TCCTT6A0GT 1560 

TCCTTCCCOS TGCATQATTT ACTCTTAQAG 1620 

ACAGTGAACT TGTCTGGCTT TGGCACTCTC 1680 

GTGGOCAGOC TGCTCTCCCT AACCCCTT6T 1740 
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CaSCAAOGQG TGJVT6GC0QG C l XJtfl T O TGQ GCACTQGGQG TCAATTQTQG AAOQAAOAGO IBOO 

OTTGQAGGCT GCCCCCATTG AGATCTTCCT 6CT0AQTCCT TTOCWSGGCSC CAATTTTGGA I860 

TGAGCATGGA GCTGTCACTT CTCAGCTGCT GGATQACTTG AGATGAAAAA GGACSAGACAT 1920 

GGAAAGGGAG ACAGCCAGGT GGCACCTGCA GCXXSCTOCOC TCrOGGGCCA CTTGGTAGTO 1980 

TCCCCAGCCT ACTTOVCAAO GGGATTrTOC T6A.TGGQTTC TTAGAGCCTT A6CAGCCCXO 2040 

GATGGTG6CC AGAAATAAAQ GGACCAGCOC TTCATGGGTQ GTGAOSTQGT AGTCACTTOT 2100 

AAGGGGAA.CA GAAACATTTT TGTTCTTATG G6GTGAGAAT ATAOACAGTO CCCTT66TGC 21€0 

GAGGGAAGCA ATTGAAAAGG AACTTGCCCT GAGCACTCCT GGTQCAGGTC TCCACCTGCA 2220 

CATTGGGTGG GOCrCCTOGG AGGGAQACTC AOCCTTCCTC CTCATCCTCC CTQA CCCTGC 2280 

TCCTAGCACC CTGGAQAGTG AATGCCCCTT GGTCCCTGGC AGQGGGCCAA GTTTGGCACC 2340 

ATGTGGGCCT CTTCAGGCCT GATAGTCATT GGAAATTGAO 0T0CA,T66G6 6AAATCAAGG 2400 

ATGCTCAGTT TAAGGTACAC TGTTTCCATG TTATGTTTCT ACACATTGAT GGTGOTOACC 2460 
CTGAGTTCAA A6GCATCTT 



A1S3 Protein Beauencet 
Gene name: 
U&igene number: 
Probeset AccesBion ftt 
Protein Accession ft: 
Signal sequence: 
Transmetnbrane dotnains: 
Cellular Xjocalizationt 



Transmetiibrane protease, 

Hs. 105807 

T48S36 

MP_00S647.1 

none £ound 

85-107 

plasma matnbrane 



serine 2 (1MPR8S2) 



1 11 21 31 41 51 

I I I I t I 

MALNSGSPPA I0PYYENH6Y QPENPYPAQP TWPTVYEVH PAQYYPSPVP QYAPRVLTQA 60 

6NPWCTQPK SPSGTVCTSK TKKALCITLT LGTFLVGAAL AAGLLWKPMG SKCSNSGIEC 120 

DS86TCINPS NHCDGVSHCP GGEDENRCVR LYGFNFILQM YSSQRKSNHP VOQDDWNEHY 180 

ORAAGRDMGY KNNFYSSQGI VDDSGSTSFM KLNTSAGNVD lYKKLYBSQA CSSKAWSLR 240 

CLA06VMLNS SRQSRIVGGB SALPGAWPVTO VSLHVQIfVHV C3GG8ZZTPEW ZVTAAHCVBK 300 

PIiNNPWHWTA FAGILRQSFM FYGAGYQVQK VISHPNYDSK TKNNDIAUOC LQKPLTFNDL 360 

VXPVCXiFNPO KMLQPEQLCW ISGWGATEEK GKTSKVLNAA KVLLIBTQRC NSRYVYDNLI 420 

TPANICAGFl« QGNVDSGQGD SGGFLVTSNN NZHWLXGDTS 1«GS6CAKAYR FGVYGMVMVP 480 
TDWIYRQMKA NG 

A1S4 DNA SEQUENCE 

Gene name: Homo sapiens cDNA FLJ13581 Cls, clone PLACB1009039 
Unigene nuniber: Hs»129179 
Probeset Accession #i AI694767 
Nucleic Acid Accession tt t AI 6 94767 

Coding sequences 130-1066 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I i I I i I 

CA6AGAGGCT GTATTTCAGT GCAGCCTGCC AGACCTCTTC TGGAGGAAGA CTGGACAAAQ 60 

GGGGTCACAC ATTCCTTCCA TACGGTTGAG CCTCTACCTG CCTGGTGCTG GTCACAGTTC 120 

AGCrTCTra_TCATGGTOOA TCCCAATGOC AATGAATOCA GTGCTACATA CTTCATCCTA 180 

ATAGGCCTCC CTGGTTTAGA AGAGGCTCRG TTCTGGTTGG CCTTCCCATT GTGCTCCCTC 240 

TACCTTATTQ CTGTGCTAGG TAACTTGACA ATCATCTACA TTGTGCGQAC TGAGCACAGC 300 

CT6CATGAGC CCATGTATAT ATTTCTTTGC ATGCTTTCAG GCATTOACAT CCTCATCTCC 360 

ACCTCATCCA TOCCCAAAAT OCTGOCCATC TTCT66TTCA ATTCCACTAC CATCCAOTTT 420 

GATGCTTGTC TGCTACRGAT GTTTGCCATC CACTCCTTAT CTG6CATGGA ATCCACAGTG 480 

CTOCTGGCCA TGGCTTTTOA COGCTATGTG GCCATCTGTC ACCCACTGCQ CCATGOCACA S40 

QTACTTAOQT T0CCT06TGT CACCAAAATT GGTQTGGCTO GTOTGOTGOO OGQOOCrGCA 600 

CTGATOGCAC CCCTTCCTGT CTTCATCAAG CAGCTGCCCT TCTGCCOCTC CAATATCCTT 660 

TCGCATTCCT ACTGCCTACA CCAAGATOTC ATGAAGCTGG CCTGTGATGA TATCOGGGTC 720 

AATGTOSICr ATGGOCTTAT C8TCATCATC TCCOCCATTQ GCCTGGACTC ACTTCTCATC 780 

TCCTTCTCAT ATCrOCTTAT TCTTAAGACT GTGTTGGGCT TGACAOGTGA AQCCC AGGC C 840 

AAGGCATTTG GCACTTGOGT CTCTCATCTG TGTGCTGTGT TCATATTCTA TGTACCTTTC 900 

ATTGGATTGT CCATGGTGCA TOGCTTTAGC AAGOGGOCTrO ACTCTCCACT GCCCGTCATC 960 

TTQ6CCAATA TCTATCTGCT GGTTCCIOCT GT6CTCAACC CAATTGTCTA TGOAGTOAAO 1020 

ACAAA6GA6A TT0QACA606 CATCCTTGQA CTTTTCCATG TGGCCACACA CGCTTCAGAG 1080 

CCCTAGGTGT CAGTGATCAA ACTTCmTC CATTCAGAGT CCTCTGATTC AGATTTTAAT 1140 

GTTAACATTT TGGAAGACAG TATTCAGAAA AAAAATTTCC TTAATAAAAA TACAACTCA6 1200 

KKCnCMA TATGAAACTQ aTTGGGOAAT CTCCATTTTT TCAATATTAT TTTCTTCTTT 1260 

GTTTTCTTGC TACATATAAT TATTAATAOC CTGACTAGGT TQTGGTTCGA GGOTTATTAC 1320 

TTTTCATTTT ACCATGCAGT GCAAATCTAA ACTGCTTCTA CTGATGGTTT ACAGCATTCT 1380 

GAOATAAGAA TGGTACATCT AOAOAACATT TGCCAAAGGC CTAAGCACAO CAAAGGAAAA 1440 

TAAACACAGA ATATAATAAA ATOAOATAAT CTAGCTTAAA ACTATAACTT CCTCTTCAGA 1500 

ACTOCCAACC ACATTGGATC TCAGAAAAAT ACTGTCTTCA AAATGACTTC TACAGAGAAO 1560 

AAATAATTTT TCCTCTG6AC ACXAGCACTT AAGGGGAAGA TTGGAAGTAA AGCCITGAAA 1620 

AOAOIACATT TACCTAG6TT AATQAAAOTT GACACACTOT TCTQAGAGTT TTCACAOCAT 1680 

ATGGACCCTG TTTTTCCTAT TTAATTTTCT TATCAAOCCT TTAATTAGGC AAAGATAITA 1740 

TTAGTACCCT CATTGTAGCC ATGGQAAAAT TGATGTTCAG TGGGGATCAG TGAATTAAAT 1800 

GGGGTCATAC AAGTATAAAA ATTAAAAAAA AAAOACTTCA TGCCCAATCT CATATGATOT 1860 

GGAAGAACra TTAAAOAOAC CAACAOOQTA OTGCKITTAGA OATTTGCAGA GTCTTACATr 1920 

TTCTARAG6A GGTATTTAAT TTCTTCTCAC TCATOCAGTG TTGTATTTAG QAATTTCCTG 1980 

GCAACAGAAC TCATOGCTTT AATCCCACTA GCTATTGCTT ATTOTCCTGO TCCAATTGCC 2040 

AATTACCTOT OTCTPGGAAG AAOTGATTTC TAOGTTCACC ATtATGGAAO ATTCTTATTC 2100 

AGAAAGTCTG CATAGGGCTT ATACCAAGTT ATTTATTTTT AAAAGTTCCA TAGGTGITTC 2160 

TGATAGGCAG TGAGGTTA06 QAGOCACCAa TTATOATGGO AAGTATGGAA TG6CAGGTGT 2220 

TOAAOATAAC ATIGGCCTTT TQAOTGTOAC TC0TA6CTGO AAACTTGAGOO AATCTTCAOO 2280 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



ACCAT6CTTT 
ATCT GftCT TA 
ATAGGTTTCA 
TACTAAAACA 
CCIGATATGO 
AATGCCTATT 
TATTGAATGT 
AAAGTGCCTA 
TTCCTTCTGT 
TTAAATTTTA 
GCTCATAAAA 
TATGTGTTAC 
TGGCCNNQAG 
AAGGA6GCCA 



ATTTGGG6CT 
GGCATG66AA 
TCTTCAAC3W5 
TGTGATCATA 
ATTCC TATNA 
TAATACTTGT 
CATCTCTGTT 
GAACATAATA 
GCTQAACACA 
GCCATTACTT 
CCCTCCCATG 
ACAGAGTTAA 
GCCCNCAACC 
GTTGGATAAG 



TtOTGCAGTA 
TCAGGCATTT 
GATATGACAA 
TATGTGGTAA 
CATGCTTTCA 
ATTTGCTGCT 
CATCATTGAC 
GTGCTTATGC 
TAGCCAGGCA 
CCAATGTGAG 
TGCAGCCTTT 
TTAACQIGAA 
CTTTTTNNNA 
TGAAAAATAA 



TGGAACAGGG 
TTGCTTCTGA 
CAGTCT TAAC 
GTTTCATTTT 
TCCCCTTTTG 
GGACTGTAAG 
TGCTCTTTGC 
TTGACACQGG 
ATTTTCCAGC 
TGGAAGTGAC 
CATGTTGACA 
AGGCCTG6NA 
AXnGSCAAK 
AGTACTATTG 



ACTTTGAGAC 
GGGGCTATTA 
CAAGAAACTC 
CTTTTTCAAT 
TAATGGATAT 
CCCATGAGGG 
TCATCATTGA 
TTATTTTTCA 
CTTCTTTGAG 
ATGTGCAATT 
TTAAATGTGA 
ATTTTTTGNN 
NTCCXACTTT 
TGTC 



CGGGAAAGCA 
CCAAGGGTTA 
AAATTAGATA 
CCTCAOOTTC 
CATATTTG6A 
CACTGTTTAT 
ATCCCCCAGC 
TCAAAOCIGA 
TTGGGTATTA 
TTTATACCTG 
CTTGGGAAGC 
AANNAAACTG 
GTANTTTGGT 



2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 



A155 PROTEIN SEQUBWCE 
Gene name: 
unigene niuiibert 
Protein Accession #i 
Signal sequence i 
Pfam domain t 
Transmembrane domains i 
Cellular Localization: 



clone PLACE1009039 



Homo sapiens cDNA FLJ13581 fis, 
Hs. 129179 

not available 
none found 

29-51/57-79!^ 82-104, 203-225, 239-261, 273-295 
not determined 



, 11 21 31 41 SI 

ivDPNGNESS ATYFILIGLP GLEEAQFWLA FPLCSLYLIA VLGNLTIIYI VRTEHSLHEP 
SS^^ ^LISTsL PKMLAIFWFH STTIQFDACL UJMFAIHSLS GMBSTJ^LAK 
SpdS^S PLRHATVLTL PRVTKIGVAA WRQAAimP I-P^PIWILPF CR^^^J 
aaQDVMOA CDDIRVNWY GLIVIISAIG LDSLLISFSY LLILKTVLGL TRE^^O 
WSHV^ IFYVPFIGLS MVHRPSKRRD SPtPVILMII YU.VPPVU5P IVYQVKTKEI 
RQRIIiRLFHV ATHASEP 



60 
120 
180 
340 
300 



A1S6 DMA SBQPEMCB 
Gene namet 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession #1 
Coding sequence: 



vasoactive intestinal peptide receptor 1 

Hs. 198726 

X77777 

^-Jstf *;;iderlined sequences correspond to start and stop ccdons) 



TCGGAGCCTG CGGAGGGTGG TGGTG6TGGT GGTGGTGGCC CTC3GCCCGCC TCACTC^C 
??^ScC TCTGCTCrOG CTCAGGCGCC TCGGTGGC6G TTGGTCGGCG OTTACGOGGC 
^^TCGC SoGGCCGGG GCTCGCTCTC GGGGAGGCCG GGGCGGATCT CSgGTOCftO 
S^Sgg ccgagctgS GTCGCGCGGC GGAGGCGGCT CGAGCTTCGT gctgogogct 
^^Sotggg ctotSctg caggrggaot gtgactatgt gcagatgatc gaggtgcmc 

StSaGQAQ GCCCAGCIGG AaAATOAOAC AATAGGCTGC 

^SSacct cacctgctqg ccaGCcaccx: ctcggggcca ggtagttgtc tt^cctgtc 
SSSCTTC tcctccattc aaggozgcaa tgtaagc^ iSS?^ 
acgaaggctg gacgcacctg gaqcxttogcc ogtaccccat tgcctgtogt ttomqaca 

iSoS^ CAGCAGACCA TOTTCTAOGG TTCTOTGAAG A^^CTA^ 
^^C^ CGGCCTCTCC CTOGCCAGCC TTCTGGTOGC CACAGCTATC CTCAGCCTCT 

?S^Sagct cScacg cggaactaca tccacatgca cctotcata tccttcatcc 

TG^GCTGC CX3CTGTCTTC ATCAAAGACT TGGCCCTCTT C^CAGOSQG GMWOTACC 
AGTGCTCCGA GGGCICXSGTG GGCTGTAAGG CAGCCATGGT CTTTTTOCAA 
tScTaS CrXCTGGCTG CTGGTOGAGG GCCTCTACCT GTACAC^ 
CCTTCTTCTC TCAGOGGAAO TACTTCIGGO GGTACATACT CATCGGCTGG GGGGTACCCA 
SSSttSc CATGGTGTGG ACCATCGCCA GGATCCATTT TGAGGATTAT ggtctgctca 

CACCATCAAC TCCTCACTGT GGTGGATCAT AAAGGGC^ 
tXMTCrroGT AAACTTCATC CTGTTTATTT GCATCATCCG AATCCTGCTT CAQMACTOC 
SS^SI TATCAGGAAO AGTGACAGCA GTCCATACTC A^J^ ^^^S^ 
TCCTGCTGAT OCCCCTOTTT GGAGTACACT ACATCATGTT CGCCTTCTTT COKACAATT 
TTAAGCCTGA AGTGAA6ATG GTCTTTGAGC TCGTCGTGGG GTCTTTC^ 
iSsScS CTACTGCTTC CTCAATGQTG AGGTGCAOOC G^GCOTflQ OQW^QTMC 
GGCGCrGGCA CCTGCAGGGC GTCCTGGGCT GQAACCCCAA ATAOOGGCT^ COTTOG^ 
^CAACGG CGCCAOOTGC A6C3«»CAQG TTTCCATGCT GACCCGCGTC AGCCCAGGTG 
^QC^C CTCMCTTC CAAGCCGAAG TCTCCCIGGT CTGACCACCA GGATCCCAGC 
SSSS? StSSSc GCAOCAGAOG 

SgOgSSa GCCCCGGCCC TGGGCTCX3GA GGCTOCCCCX: GOOCCOCTGG TCTCTQOTCC 
GGaScTCCT AGAGAAOGCA GCXCTAGAGC CTGCCTGGAG CGtrrCTAGC AAGTGAmGA 
^TQGGAGCT CCTCTCCTGO AOGATGCAGG TGGAACTCA6 TCATT^ SJS^!^ 
^TOOTCTA CGCCAATCAA GGGCAAAAAG TCTACATACT TTCATCCTGA CTCTGCCCCC 
?S?aS TGGAGGAAAG CAACCX3GTGG ATCCTCAAAC 

iS^^SScG gcagaaaggt tctgcccggg aaggtcacca caccAA^ S^SSS 

CCTGAAATTT CACCATTGCT GTCAAGTTCC TTTGGGTTAA GCATTAOTC TOaSCATTT 
GACTGAAGAT GCaOCTCACT ACCCTATTCT CTCTTTACGC ™^]^ ^r^^^ 
SrOKSTTATr CTGGAeTTTT TGTTTGGAGA GCACSVCCTAT CTTAGTGGTT CCCCACCGAA 

GTCTGGTGGG AGGAOGGTGC 
CTOAAGCCTC TGGQAAATCA 6AAQGCAGCC ACCAGGMlT ^A^JCTC 
TACCTGCTCT CCAAGTCTCA GTGGCTTCAT CrOTCAAGTG GOACtCTeTC ACACCAGCCA 
SSJS GGAAGCAACA GGAATCAAGA GAC^^ 

SoCTATOTG CCAACTQTTO TAACTAflGCT CAGAOATOTO CRCCCATOGO CTCTQACAGA 

905 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
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10 

15 

20 

25 

30' 

35 



AAGCftOATCC TCACCCTGCT ACACHTACAG GJITTTQAACT CMSATCTOTC TGATAGGAAT 3520 

(TTCSAIVAGCAC GGACTClTAC TGCTAACTTT TCTSTATOOT AACCAGCCAO ATCCTCTTGO 2580 

TTATTTOTTT ACCACTTOTA TTATTAATGC CATTATOCCT GAATTCCCCT T6CCA0C0CA 2640 

CCCTCCCTGG AGTGTGGCTG AGGAOGCCTC CATCTCATGT ATCATCTGGA TAGGAGCCTG 2700 

CTGGTCACAG CCTCCTCTGT CTGCCCTTCA CCCCAGTGGC CACTCSVCCTT CCTAOCCACR 2760 

GCTCTGCCAO AAGATCCCCT CAOGACTGCft ACAGGCTTGT GCAACAATAA ATGTTQGCTT 2820 
G6AAAAAAAA AAAA 



A157 Protein sequence 8 
Gene namai 
U&lgene number i 
Probeset Accession #t 
Protein Accession 4t 
Signal sequence t 
Transmembrane domains i 
Cellular Xiocalizatiani 



vasoactive Intestinal peptide receptor 1 

HS. 19872 6 

X77777 

JC2195 

none found 

lBl-202, 214-236. 255-277. 290-311, 332-354. 377-399, 408-430 
plasma membrane 



1 
I 

MPPPPLLSLR 
RSLLOSSLQE 
CPLIFKLFSS 
YTIOYGLSIA 
DQCSE6SVGC 
P8TFTMVHTI 
LRPFDZXUC8D 
WAILYCPLN 
GARRSSSFQA 



11 
I 

RLOGGHSAVT 
BGDYVQMIEV 
IQGRNVSRSC 
TLLVATAILS 
KAAMVPFQYC 
ARXKPEDYGL 
68pySRLARS 
GEVQABLRRK 
BVSLV 



21 
I 

RLWAAAOAR 
QHKQCLEEAQ 
TDEGNTHLGP 
liFRXIiHCTBM 
VKAMFFWLLV 
LRCHDTINSS 
TLLLIPLFGV 
WRSNHLQaVL 



LEMETZGCSK 
GPyPIAOGLD 
YIHMHLFISF 
EGLYLyrUA 
LWWIIXOPZL 
BYIMPAPFPD 
QWNPKYKHPS 



41 
I 

AGGGGRGGVA 
MNDNLTCHPA 
DKAASLDEQQ 
lUlAAAVFIK 
VSPFSERKYF 
T8ILWFZLP 
MPKPBVKMVP 
GGSNGATCST 



51 
I 

RRRSLBIiRAA 60 

TPRGQWVLA 120 

TMFYGSVKTG 180 

DliALFDSGBS 240 

WGYILIGNGV 300 

ICZZRZLLQK 360 

ELWGSFQQP 420 

QVSMLTRVSP 460 



AlSa BMA SEQOBWCB 

Gene namet BSTs 
Unigene nutnben H8.293B3 
Probeset Accession #t AH207206 
Nucleic Acid Accession «i AL133619 

Coding sequence I 1-2070 (underlined sequences correspond to start and stop codons) 



40 
45 
50 
55 
60 
65 
70 
75 
80 



1 11 21 31 41 51 

1 1 I I I I 

ATOAOCQQTQ CGGGGGTGGC GGCTOOaACO OGGCCCCCCA GCTOGCOGAC CCCGGGCTCT 60 

O6G0GCCGGC GCCAGOGCOC CYCTGTGGGC 6TCCAGTCCT TGAGGCOGQ^ GAGCCCGOWS 120 

CTCAGGCAGA GCGACCOGCA GAAACGGAAC CTGGACCTGG AGAAAAGCCT GCAGTTCCTG 180 

CAGCAGCAGC ACTCGGAGAT GCTGGCCAAQ CXCCATGAGQ AGATCXSAGCA TCTGAAGOGG 240 

GAAAACAA6G GT6AGCCGGC GOGGGGCCCT A66CCQGCCC TOCCTCCCCA GGCACACTCA 300 

ACftCTGCGGC TCCOGCAGCA CAGAAACACH GCCATCAACT CGAGCACACG CCT6GGCTCA 360 

GGGGGAACAC AGGACGGGGA GCCCCTOCAQ ACTGTCCTTG CCOVCCTGGC TGCACTGQCC 420 

CCTOTATGCC AACCCAGTGG GTACAGQTTC TGQGGGACCT GGACAGAT3C OGCTACCTCT 480 

AGCOGTGQCT GGACXaATOTT ATGCAGCCAA GCACAQCAOQ TGCTGCTCTC GGGAAGCCCA 540 

GGGCCIGAGG TCATTGCAGO GOGGCAGGTG GGCACAGG6T GCTCOCCASA CCTCC CTCC T 600 

CCAAGTAGAG CT6AAATGGG AAGQAACCOC TGGGACA6GC CCTG C OCIGC TAOATCTTTO 660 

GCTCAGATTO CTGCTGIGGC CAGGGOCAGQ ATTT0CA6CC CTATOQCICr GAOTGCTCftC 720 

ATQCTOGGGO CCCAOGGGAT ATGGACACAC TOCATCCAOO QATCCCTTCC TGCCATCTGO 780 

GCAGCAACCA TGGGGACAAA GGQAGQAAGC AQAGTCCTGT TTCCTTQCCA CTTOTCCAAO 840 

GCACTTCCCC ATCCTOACAG 0G6CCCCCAC CCAG0CCA6G ATOCTGGGCT GTGGTCTCAA 900 

GCTCACTTCC CATTATCTTT OGGQ C TOGOQ GTQACATCAO QAOQACATCT OACTGOTOOA 960 

TGGAGCOVGC CTGGGAACAT OQCAGCTGGG GCAGT6CCTA GG6CTCTCCC TTOCCAGGGA 1020 

GACATGGAGA AGGGGGTTGA GGGAGGGCCC TTCCCTAGCC GCTGT6GCAA CTCCAGTQAO 1080 

CTGTTCTGGG CAAAQTGTGG CCCAAOTOGG CAC5CCCCAGC CCTQCAGTCC TGGGGAOQCT 1140 

GACAGGACAC GGGAAGAGGC CATGCTTTCC CTOGGGACCT GCIGTTCCAT GTGTCCCAAG 1200 

OOCTCCTGCT TTCCAOATGG CCCCTCA6GA AACCAOCTTT CCAGOGCCIC TGCTCOCTTO 1260 

GGOQCTOQCT G66TCTGCAT OVAGGGAGTG TGGGTAGA6C OQGaAGQACC CAOCCCTGCC 1320 

AG0CT6AAGG AGGGCTCCTC ACOGACACAC AGGCCA6GAG GCAAGOSTGQ GOGTCTTGOG 1380 

GGOGGTAGCO CCGACACTGT GCX3CTCTCCT GCAGACAGCC TCTCCATGTC AAGCTTCCAG 1440 

TCTGTCAAGT CCATCTCTAA TTCAGGCAAC TCTCAAGGOV AGGCCAGGCC CCAGCCCQGC 1500 

TCCTTCAAG)^ AOCAAOATTC AAAAOCIOAC GTCTCCCAgA ASGOOaAOCT aaAAOAOaAO 1560 

CCCCTACTTC ACAACAGCAA GCTQOACAAA QTTOCTG G GQ TACMOGOCA GGCCAGAAAO 1620 

GASAAftGCAG AGGCCTCTAA TGCAGQAGCT GCCIGTATGG GGAACAGCCA GCACCAGGGC 1680 

AGGCAGATGG GGGCGGGGGC ACACCCCCOV ATGATCCTGC CCXnTTCCCCT GOOAAAOOCC 1740 

AGCACACTTA GGCASTGGQA AGTQCTCATC OQGGAGCIGT OGAATACCAA CCTCCTOCAG 1800 

AGGCAAGAGC TGOOQCACCT CAAOTOCCTC CI06M0GGA 60CAGAGG0C CCAGGCAGGC 1860 

CCGQAGGAAG CTAGCTTTCC CAGGQACCAA GAAG0CA06C ATTTCCCCAA QQTCTCCACC 1920 

AAGAGCCTCT CCAAGAAATQ CCTGAQCCCA OCTQTGQOGO AGOQTGCCAT GCTGCOCOCA 1980 

CTQAAGCAQA CCCXXIAAGAA CAACTTT6CC GAQAGGCASA AGAQGCTGCA GGCAATOCAG 3040 
AAACGGCGCC TGCATOGCTC AGTGCTTT6A 



A159 Protein sequence i 
Gene name: 
unigene number t 
Probeset Accession #i 
Protein Accession #t 
Signal sequence i 
Transmembrane domains: 
Cellular x^ocalixatlo&i 



BSTs 

H8. 29383 
AH207206 
T434S7 
none found 
303-323 

not determined 
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] Y r " " " 



60 
120 

leo 

240 



5 isOftSWAAGI RPPSSPTF08 RRSRORPSVG VQSLRPQSPQ UIQSDPQKMI "JJ^EKaQFL 
qSS*K ^ilBBLKR ENKGEPARGP RPALPPOAHS TLPI.PQH^ ^2f,?TS^! 
S^PLQ TVLRHIAMA PVOQPSOYKF WOTWTDAATS 8««5"««f?0 

aSSlMRQ? ATGCSPOWP PSSABHGWIP «»SFCPM8L p!S«SQ 300 

MiraOGIHTH filOGSI.PAlW AATMGTKGOS RVLPPCHLSK ALPHS09GPH PWIDPGLMSQ 300 

10 L^S^S ^POMIi^ AVPRALPSQG I«EKOVEOGP reSRC^^ 360 

WhSoOPSR QPQPCSBGDA DRTREEAMLS LGTCCSMCPK PSCPPDGPSB NHLSRASAM. 420 

e»»^MOT WVBpSsPA RLKBQSSRTH RPGaKRGRLA GGSADTVRSP M.SLSMSSFQ 480 

IS^^S ^^PO SPMKQDSKl^ VSQKADl^BB PU««8MK S40 

BkSaSNAOA AmaiSQHQO RQMSRGAHPP MLPtPLRKP TTLRQCBVM RBUiHTOLW 600 

15 LlO^iQAA piBWJPFRDQ »THFPKW ««» 

LKOTPKNSPA BRQKRLQftMQ KBSWRSVt 



20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



A160 DNA SEQ13EWCE 

Gene namet LIV^l protein, estrogen regulated 
Unigene number i Hs.79136 
Probeset Accession #i ^^Aio^ia 9 

2:Sing%t^encer''" ^i^zfos (Lderlined sequences correspond to start and stop codons) 



41 



51 



1 11 21 31 

LcxSTQCCGA ATTCtaOCACQ AGACCOCGTC TT0606CCT6 GTAGAGATTT CTCGAAGACA 
SSSS Tt^^C CAAACCTtSCO CGCGTGGCOG GGCCGTGGGA ^^CGAGGOC 
a^RGACGA AGGCGCAATG GCGAGGAAGT TATCTGTAAT CTTGATCCTG AOTTTGOT 
TCTCTQtSc AAATCCCCTT CATGAACTAA AASCAGCTGC TTTCCCCCAG ACXaCTGASJ 

ISSS^ SaatSSaa tctggcatta atottgactt ggcaatttcc ao^caat 

^SaS A^CTTTTC TACC3GCTATG GAGAAAATAA TTCTTTGrCA GTTGAWGGT 

?SStt acttcaaaat ataggcatag ataagattaa aagaatccat JJAO^c^tg 

AC^GACCA TCACTCAGAC CACOAGCATC ACTCAGACCA TGAGCGTCAC TCAGACCATO 

J^StSctc AGACCACGAG catcactctg accatgatca tcactctcac cataatcatc 

CTGCTTCTCG TAAAAATAA6 OGAAAAGCTC TTTCCCCAGA CCATGACTCA GATAGTTCAG 
^J^S;S?5S^S^SSc CRGGGGAAAO QAGCTCACCG ACCAGAACAT GCCAGTGGTA 
CAAGGACAGT GTTA^A GTGAAGTGAC CTCAACTjra TAC^CACTO 

?SctSagg aactcacttt ctagagacaa tagagactcc amacctqqa wuct^ 

CCAAAGATGT AAGCAGCTCC ACTCCACCCA GTGTCACATC AAAGAGC0G6 OTGAGCOB^ 
TGQCTQOTAO GAAAACAAAT GAATCIGTGA GTGAGCCCOO AAAAGQCTTT ATGTATTCCA 
S^SaScaaa TGAAAATCCT CAGGAGIGTT TCAATGCATC AAAGCTACTG acatctcato 
^St^gc^ ccmgttccg ctgaatgcaa cagagttcaa CTATCTCTGT CCAGCCATCA 
tcttgtctga ttcatacaag tgaaaaqaag gckamxcc 

CTCCAAAGAC CTATTCATTA CAAATAGCCT <3GGTTQGTG^ TTTTATAGCC ^^JCCATCA 
TCAOTTTCCT GTCTCTGCIG GGGGTTATCT TAGTGCCTCT CATGAATCGG GTOTTTTTO^ 

ISttctcct Sctttcctt gtogcactgg ccgttgggac tttgagtggt gatgcttttt 

TACAcStCT TCCACATTCT CATGCAAGTC ACCACCATAG TCaTAGCCAT GAAGAACCAO 

CTG^MTT TGMTCCACG TGGAAGGGTC TAACAGCTCT AGQA(3G0CrG TATTTCATGT 
SSSa aStotStc ACATTGATCA AACAATTTAA AGATAAGAAG aaaaagaatc 
SS^E lOAAAATGAT GATGATGTGQ AGATTAAGAA G^STTGTCC ^^TGAAT 
CrCAACTTTC AACAAATGAG .GAGAAAGTAG ATACAGATCA TC»^GflA GGCTATTtAC 
GAGCAGACTC ACAAGAGCCC TCCCACTTTG ATTCICAGCA GCCIGCRGTC ^TGCTJ^ 

SSmgtcat QATAGCTCAT GCTCATCCAC aggaaotcta caatgamat otacccmm 

GOTG^AOAA TAAATGCCAT TCACATTTCC ACGATACACT OGGCCAGTCA GAOGATCT^ 

TT»^CA tcatgactac catcatattc tccatcatca ccaccaccaa aaccaccwc 

SS^tS C^CCAGCGC TACTCTOGGG AGGAGCTGAA AGATGCCX3GC GTCGCCACTT 
SSS^T GGTGATAATG GGTIGATGGCC ^^'^'^^ ^^^1!^ 
GTGCTGCTTT TACTGRAGGC TTATCAAGTG GTTTAAGTAC TTCTGTTGCT GTOTOTCTC 

ATOftGrrooc tcatgaatta ggtgactttg ctgttctact aaaggctggc atgaottta 

SSCGCTGT CCTTTATAAT GCATTGTCAG CCATGCTGGC GTATCTTG^ 1^12??^^^ 
GAATTTTCAT TGOTCATTAT GCTGAAAATO TTTCTATGTQ GATATTTGCA CTTACTGCTG 
GCTTATTCAT GTATGTTGCT CTGGTTGAtEA TGOTACCIGA AATGCTGM WM^jreCTA 
GTCACCATGG ATGTAGCCGC TGGGGGTATT TCTTTTTACA 6AATGCTGG0 ATGCTTTTGG 
6TTTTGGAAT TATGTTACTT ATTTCCATAT TTGAACATAA AATCGTGTTT CGTA^AMT 
TCTAGTTAAQ GTTTAAAIGC TAGAGTAGCT TAAAAAGTTG TCATAGTrTC AGTMGTO^ 
AGGGAGATGA GTTTGTATGC TGTACTATGC A6CX5TTTAAA GTT AGTGGGT TTTGTGATTT 
TTGTATTGAA TATTOCIOTC TQTTOCAAAO TCAGTTAAAQ CTAOGTTTTA ATATTTflACT 
TATTCTATCT TGQAGATAAA ATCTGTATGT GCAATTCAOC GGTATTACCT. GTTTATTATG 
TOAACAAQAG ATTTGGCATG ACATGTTCEQ TATGTTTCAG ^^LjAM^ SISS 
TTTTCAAGAA CTAACACAGT TATTCCTATA CTGGATTTTA GGTCTCTGAA GAACTGCTQG 
TGTTTAGGAA TAAGAATGTG CATCAAGCCT AAAATACCAA GAAAGCTTAT ACTGAATTTA 
AGCAAAGAAA TAAAG6AGAA MGAOAAGAA TCTOAGAAOT OGGOAGGCAT AGATTCTTAT 
aaSatcaca AAATTTGTTG TAAATTAGAG GGGAGAAATT tagaattaag tataaaaagg 
CRGAATTAGT ATAGAGTACA TTCATTAAAC ATTTTTGTCA GGATTATTTC OOGTAAAAAC 
GTAGTOAGCA CTCTCATATA CTAATTAGTG TACATTTAAC TTTOTATAAT A^QAAATCT 
AAATATATTT AATGAATTCA AGCAATATAC ACTTGACCAA GAAATTGGAA TTTCML^ 
TTCGTGCGGG TTATATRCCA GAWAGTACA GTQASTACTT TATGTATCAC CaGACTGGGT 
TATTGCXyUUS TTATATATCA CCAAAAGCTQ lATOACXGGA TGTTCTGGTT AOCTGGTTTA 
CAAAATTATC AGAGTRCTTAA AACTTTGATA TATATGAGGA TATTAAAACT '^ACMAOT^ 
TCATTTGATT CGATTCAGAA AGTACTTTGA TATCTCTCAG T6CTTCAGTG CTATCATTGT 

907 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
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OAGOUITTGT CTTTATATAC GQTACTOTAG CCATACTAOG OCT G TCTGT q GCATTCTCTA 3430 
GATGTTTCTT TTTTACACAA TAAATTCCTT ATATCA6CTT O 



A161 PROTEIM SBQUEHCE 
Gene namei 
Ublgene number: 
Protein Accession 9i 
Signal sequence j 
P£aro domain t 
Transmeobxane domains t 
Cellular liOcalizationi 



LZV-1 protein« estrogen regulated 
Hs. 79136 

NP_036451 

1-21 

Zip [591-743] 

330-346, 352-368, 437-444. 663-679, 688-703, 730-745 
plasma menbrane 



MARKLSVILI 

pyRyoawsL 

EHHSDHDKHS 
SVSASEVTST 
NESVSBFRKG 
RSCLIHTSEK 
ZiVAIAVOTLS 
TNKOLTAIiGG 
EBKVDTDDRT 
HSHFHDTLQQ 



11 
I 

LTPALSVTNP 
SVBGFRKLLQ 
KHNHAASGKN 
VYNTVSEOTH 
FMYSRMTNEN 
KAEIPPKTYS 
GDAFLHLIiPH 
LYPMPIiVEHV 
EGYLRADSQE 



31 
I 

LHELKAAAFP 
KIOIDKIKRI 
KRKALCPDRD 
FLETIETPRP 
PQECFMASKL 
LQIAHVGGFI 
SHASKHBSH9 
LTLIKQFKDK 
PSBFDSQQPA 



31 
I 

QTTEKISFNW 
H2HHDHDHH8 
SDSSGKDPRN 
GKLFPXDVSS 
LTSBGMGIQV 
AISIISPLSL 
HBEPAMEMKR 
KKRMQKKPEN 
VLSEEEVMZA 



NALSAMIAYL 
RHQYFFIiQHA 



GLAIGAAFTE 
GMATGXFIGH 
GMLU3FGIML 



GLSSGLSTSV AVPCHBLPHE 
YAENVSHWIF ALTAGLFKITV 
LISZFERKIV FRINF 



41 


51 




1 

BSGINVDLAI 


1 

STRQYHLQQL 


60 


DHEHH8DHER 


HSDHEHH6DH 


120 


SQGKGAHRPB 


HASGRRNVKD 


180 


STPPSVTSKS 


RVSRLAORICT 


240 


PCiNATBFinrL 


CPAZINQIOA 


300 


LGVXLVPLMH 


RVFFKFLLSP 


360 


GPLFSHLSSQ 


NIEESAYFDS 


420 


DODVEIKKQL 


SKYESQLSIN 


480 


HAHPQEVYNB 


YVPRGCKNKC 


540 


RYSREEUCDA 


GVATUWKVI 


600 


LQDFAVULXA 


CMTVKQAVLY 


660 


ALVDMVPEML 


HNDASDBGC8 


720 



A162 DMA sequence 

Gene name: 
Ubigene nuinben 
Probeset Accession ft: 
Nucleic Acid Accession #: 
Oodlng sequence: 



bone morphogenetic protein receptor IB (AZiK-6) 
He. 87223 
AA2S0737 
NMJ) 01203 

277-1782 (underlined sequences correspond to start and step codons) 



G6GGGGGCGC 
niflOGAOBOGG 
GTOAAAGQAA 
CATAACCATT 
TGCCATAAOT 
AAT GTGOGC A 
TTGOGTTGTA 
GAOGGATATT 
GQTTGCCTAG 
AGAAGATCAA 
CTGCCTCCAT 
AXATCTGTGA 
TATAAAAQAC 
ATTCCTCCTG 
TC3VGGCCrCC 
ATTGGAAAAB 
GTGAAAGTGT 
ACAGTGTTGA 
GG0TCCT6GA 
TATCTQAAQT 
AGTGGCTTAT 
CAT06AGIVTC 
QACCTGGGCC 
ACTCGAGTTO 
AATCACTTCC 
GTTGCTAGGA 
CTAGTGCCCA 
aSCCCCTCAT 
ATGACAGAAT 
ACACTTOCCA 
CATCTCTOCA 
TAAG CATCCA 
CTTTCAGGGA 
TCIGTTTGTA 



11 
I 

GGAGT0G60G 
GAGCCX3GQAO 
AGGAAOATCA 
TGGCTCTGAG 
GAGAAGCAAA 
CCAAGAAA6A 
AATGCCACCA 
GTTTCAOGAT 
GACTAGAAGG 
TTQAATGCTG 
TGAAAAACAG 
CTGTCTGTAG 
AAQAAACCAO 
GAGAATCCCT 
CTCTGCTGGT 
GT06CTATGQ 
TCTTCACCa^C 
TGAGGCATGA 
CCCAGTTGTA 
CCACCACCCT 
GTCATT7ACA 
TGAAAAGTAA 
TGGCTGTTAA 
GCACCAAA06 
AGTCTTACAT 
GATGTGTATC 
GTGACCCCTC 
TCCCAAACOO 
GCTGGGCTCA 
AAATGTCAGA 
GAAAQCXIAAC 
CAGTACAA6C 
GOGACCTGOQ 
GGGGGAQAAA 



21 



31 41 51 

11)1 

GGGCCTCG06 OGAOGOGGGC AGTGC6GA6A O0GGG6GGCT 60 

GQGA000QC3S aGaTGGAOIT CAGCCTACTC TTTCTTAGAT 120 

TTTCATGCCT TGTTGATAAA G6TTCA0ACT TCTGCTGATT 180 

CTATGACAAG AGAGGAAACA AAAAGTTAAA CTTACAAGCC 240 

CTTCCTTGAT AACATGCTTT TGCGAAGTGC AGGAAAATTA 300 

GGATGGTGAO AGTACAGCCC CX31CGCCCXS TCCAAAGGTC . 360 

CCATT6TCCA GAAGACTCAO TCAACAATAT TTGCAGCACA 420 

GATAGAAGAG GATGACTCTG GGTT60CTGT GGTCACTTCT 480 

CTCAGATTTT CAGTGTCGGG ACACTCCCAT TCCTCATCAA 540 

CACAGAAAGG AA06AATGTA ATAAAGAGCT ACACCCTACA 600 

AGATTTTGTT GATGGACCTA TACACCACAG GGCTTTACTT 660 

TTTGCTCTTQ GTCCTTATCA TATTATTTTQ TTACTTCCGG 720 

ACCTOQATAC AGGATTGQGT TAGAACAOQA TGAAACTTAC 780 

QAGAGACrTA ATTGAOCAOT CTCAGAGCTC AGQAAOTOOA 840 

CCAAAGGACT ATAGCTAAGC AQATTCAGAT GGTGAAACAG 900 

GGAAGTTTGO ATGGGAAAGT GGCXmSGOGA AAAGGTAGCT 960 

AGASGAAGCC AGCTGGTTCA GAGAGACAGA AATATATCAG 1020 

AAACATTTTG GGTTTCATTG CTGCAQATAT CAAAGG6ACA 1080 

CCTAATCACA GACTATCATG AAAATGQTTC CCTTTATGAT 1140 

AGAOQCTAAA TCAATGCTGA AG7TAGCCTA CTCTTCTGTC 1200 

GACAGAAATC TTTAGTACTC AAGGCAAACC AGGAATTGCC 1260 

AAAGATTCTG GTGAAGAAAA ATGGAACTTO CTGTATTQCT 1320 

ATTTATTAGT GATACAAATG AAGTTGACAT ACCAOCTAAC 1380 

CTATATGCCT CCAGAAGTOT TGGAOaAGAO CTTGAACAGA 1440 

CATGGCTGAC ATGTATAGTT TTGGCCTCAT OCTTrGGGAG 1500 

AGGAGGTATA 6TGGAAQAAT ACCAGCTTCC TTATCATGAC 1560 

TTATQAGGAC ATGAGOGAQA TTGTGtGCAT CAAGAAOTTA 1620 

GT6GAGCA0T GATGA6T6TC TAAGGCAGAT QOGAAAACTC 1680 

CAATCCTGCA TCAAGGCTGA CAGCCCTGOG GGTTAAGAAA 1740 

GTCCCAGOAC ATTAAACT CT GAT AGGAGAG GAAAAGTAAG 1800 

AGGTACTCTT CTGTTTGTGG GCAGAGCAAA AGACATCAAA 1860 

CTTGAACATC GTCCTGCTTC CCAGTGGGTT CA6ACCTCAC 1920 

CAAAGACAGA GAAGCTCCXA GAAGGAGAGA TTGATCG6T0 1980 
C Ogn' G GGT A ACTTGTTOUV GATATGATQC AT 



A163 Protein sequence 
Gene name: 
Unigene number: 
Probeset Accession 8: 
Protein Accession S< 
Signal sequence: 
Transmembrane domains: 
PFAM domains: 
Cellular Localization: 



bone morphogenetic protein receptor IB (AXiK-6) 

HS. 72472 / Hs. 87233 

AA2S0737 / UB9326 

NP_0 01194 

1-13 

128-144 

activin_receptor (30-111] , protein Icinase [204-491] 
plasma membrane 



908 



wo 03/042661 
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11 21 31 41 " 



MLlASAGKm VOTKKEDOBS iftPTPRPKVt IcKCHHHCPE DSWUlCSTp 0««™1^ 
5 ^^PO CRDTPIPHQR RSIECCTERN ECNKDl^ ^I^^^ 

^ O?^^ LIILFCYFRY KRQBTRPRYS IGIEQD^I 

BOSQSSGSOS OI.PLLVQRTI AKQIQMVKQl GKGRYGBWW 

«^1YQT VLMHHENILG FIAADIKGTQ SWTOLYWTD ^2^5^ JS^^^ 
M^YS^ GLOttHTEIP STQOKPAIAH f>^^^ SSS^SSJS SS^^W 
10 THEVDireST IWGTKRYMPP EVLDBSIilRH HTOSTOWW ^S^AS 
BBTQMYHDl. VPSDPSYBDM RBIVCIKKLR PSFPHWISSD BCUlQMOiaW TBOHWOTftS 
RbTALIIVKICI UUatSBSQDI Id. 



15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



M.64 DWA sequence 

Gene name: 
Unigene number: 
Probeeet Accession <|: 
Kucleic Acid Accession ft: 
Coding Sequence: 



ESTs 

B8. 157601 
H074S9 

^S-"" (underlined se<iuence8 correspond to start and stop codons) 



11 21 31 |1 51 

=^^==^ 

ssss sss ssss sss s= 
i= s=s sss ^ 

^SS^GA AGGCAiGAAT CAAGAGGATG GTTTTCAAAG CSAGGGCGOC ^^^^^ 
aariOTTCT GCACAGftGGO TTGCCTGGAG GCAGAAATGC TTCTGTGCCC 
SSSSS T^^C TCCCAGGGGG ATGTGGCAg ^^^G 

SgctSaSg aaaggggtgt cactgtgttt gctgtggggg tcrggtttcc ^sgtg^ 

^^^SS SSgGCCAG CGAGCCTAGA GGGCAGCACG TOCrGTTOQC TOMOOOTO 

S^S^S c^Sgcct cttcagcacc ctcagcaoct cogccatctg ctco^ogcc 

SS^^^ gSgGCTCGA GGCTCaCCCC TGTGACCACA GGACGCTGGA G^TGCTCOGG 
2S^C ATGCTGGAGA GGATCGgGC O^CT 
rrACACTGTC CCrrCTACAG CTGGAAGAGA GTGTTCCTAA CXTACCCTGC ^^"i™ 
A^SS GCcSSSc CTGTGACTOG CAGCCCTGCC AOAAIGGA^ CACATOTOTT 
^^S^ TGG^^A CCAGTGCCTC TCCCCGCTGG CCmGGAGG <3GAGGCXAM 
^^TOA AGCrSfiCCT GGAATGCAGG GTCGACCTCC TCTTCCTGCT GG^^ft^CTCT 
SS^SSS CTCT^CGO OTCCTGCGQ GCCAAAGTCT TCQTQAAGOG QTTTQTOOGG 

G?^S ^^agS TCQQGCCCGA OTGGOTGTGQ ccacatacag cagggagctg 

'c5^S ?^^GGG GGAGTA^ 

QAGCTGCrCX: TGCTGGGTGT AGGCAGTGAG GCCGTGCGGG CAGAfiCTGGA G^AGAT^ 

IICATGTGAT GGTCTACTCXa OATO^ 
GAGCTGCAGG GGAAGCTGTG CAGCCGGCAO CGGCCAGGGT GOCGQAOWA »oCCCTOTAC 

?Stc6ACAC CrCTGCCTCA GTAGGGCCOG 
AGCTTTOrQA GAftGCTGTGC CCTCCAGTTT GAGQTGAACX: CTGACGTGAC A^^OBGC 
^^^^ ^SgCCA GGTGCAQACT G^TT^ 
GCTGCGATGC TGCGGGCCAT TAGCCRQGCC COCTAOraO 

nfwrrrrGC TGCAChrcrA TGACAAAGTO ATSACCGTCX: ACSftGGGGTGC CCGGCCTGGT 
SSS?^ aScACAGGC GGGAGAGGCG CAGAGGWDSC JGCOGTTOT 

5^^^ tgagSacaa TGGCATcrcr gtcttggtcg tgggogtggg gccxgtota 

?rS^GG?C TGC^GGCT TGCAGCTOCC CQGGATTCCC TGATCCACGT GGCRGCTTAC 

CTAGTCAACC TCTGCAAACC CAG0C0C3TOC ATGRATGAGG GCAGCTGCGT CCTG^aai 
acroSAGrG TOGGGATGGC TGGGAGGGCC CCCACTGOGA GWJCCG^ 

TC^GCTCS GCrCTGTATG TGTGAGCCAO GGATGSATTC TTCAGAC6CC CCTCAGQM 

I^^SS^ TC^AGGG CAGCAGCOGT ACCCCIOCCA GCAACTACRG AGAAGGCCTQ 
tcgtSctac CTTCTCGAAT GTCTOTGCOC caqgtcota^gamgt^ 

SSS^ SSacc actattctca ctgagggagg aggat^ 

ATOCTGCrTA GAGACAAGAA AGCAGCTGAT GTCACCCACA AACGMGTTG TTGRAMCTT 

?SSta agtaaatacc cactttctgt acctgctoto ccitgtt^g gctmotcm 
CTGCXaCCTT tcccttgagg ataaacaagg ggtcctgaag acttarattt agogqcctoa 

COTTCCTTTO CACACAATCA ATGCTCOCCA GRATOTTGTT GACACAGTAA TGCCCAGOG 
S^ScCTtSc TAGAGCATCC TTTGGADGGC GAAG6CCACG GOCTTTCM^ ATGGA^ 
GCAGCTTTTC CACTTCCCCA GAGACATTCT G6ATGCATTT GCATTGAQTC "f^^f^^ 
CTTGAGGGAC GTTTGTQACT TCTTGGCX3AC TGCCTTTT6T QTOTGOMjOA ^^^2^ 

StctSgac tgaatgtgac caattaacca gcttggttga t^t^g^ fSSSSS 

TGTGC3WTGGG CCCABGTCTG GRGGGCCROS TAAAATOtSTT CTGAOTOOTG AGCAOTOTCC 
ACCXTGAAGG TCTTC 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
ISOO 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2S80 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 



909 



wo 03/042661 



PCT/US02/36810 



A165 Protein eequcsnce 
Gene nanet 
Unigene niinibert 
Protein Accession 8: 
Signal sequence t 
Transmeiidbrane domains; 
VGM domains s 
EGP domains t 
Cellular Localisation t 



BSTS 

Bs. 157601 
none found 
1-17 

none found 

49-223 { 341-518; 529-706 
298-333; 715-748 
secreted 



1 11 21 31 41 51 

111)11 

MPPFLLLEftV CVFLFSRVPP SLPLQEVHVS KETIGKISAA SKMMWCSAAV DIMFLLDGSN 60 

8V6KGSPBRS KHPAXTVCDG LDISPBRVRV GAFQFSSTPH LEFPU>8PST QQEVKARIKR 120 

KVFKGGRTET BLAUCYLLHR GLPGGRNASV FQILIIVTDQ KSQ6DVALP8 KQLKERGVTV 180 

FAVGVRFPRW EBLHAIASSP RGQBVLLAEQ VEDATNGLFS TLSS8AICSS ATPDCRVEAH 240 

PCEHRTLEMV REFAfS^APCW RGSRRTLAVL AAHCPFYSWK RVFLTKPATC YRTTCPGPCD 300 

8QPCQNGGTC VPBGLDGYQC liCPLAFGGGA NCALKLSLBC RVDLLFZiXjDS GAGTTIiDGFL 360 

RAKVFVKRFV RAVLSEDSRA RVGVATYSRE LLVAVPVGEY QDVPDLVW8L XX3IPFRGGPT 420 

LT6SALRQAA ERGFGSATRT GQDRPRRWV LLTBSHSEDS VAOPARHARA REUiLUSVGS 480 

EAVRAEZiBEI TGSPKHVMVY SDPQDLFNQI PBLQGKLCSR QRFGCRTQAI* DLVFMLDTSA 540 

SVGPEHFAQM QSFVRSCAIjQ FBVNPDVTQV GLWYGSQVQ TAFGIDTKPT RAAMLRAI8Q 600 

APYLGGVGSA GTALLHXYDK VMTVQRGARP GVPKAVWLT GGRGAEDAAV PAQKLRl^I 660 

SVLWGVGPV LSEGLRIUjAG PRCSLIHVAA YADLRYKQDV LIEWLOQEAK QFVNLCKPSP 720 

CMHEGSCVLQ NGSYRCKCRD GWBGPBCaiR EHSSCSVCVS QGWZLETPLR BMAPVQB6SS 780 
RTFPSHYREG LGTEMVPTFW NVCAPGP 



A166 DMA sequence 

Gene namei 
Unigene number: 
Probeaet Acceeaion #: 
Nucleic Acid Accession #t 
Ooding Sequence* 



Hotno sapiens beta-1 adrenergic receptor inRNA, 3* UTR 

He. 37744 

AA011176 

AF272890 

87-1520 [underlined sequences correspond to start and stop codons) 



1 

I 

XGCTAGGCX3C 



11 
I 

QCCOGGGCTT 
6CCTC06CAG 



AGCCOGGTAA 
TGCTGGTGCC 
OGCTGTCTCA 
T0GTG60GGG 
TCACCAACCT 
TGCOSTTGGG 
AGCTQTaQAC 
TTGCCCTQGA 
G06060GGGC 
TGCCCATCCT 
ACCCCAAGT6 
GCTTCTAOGT 
AGAA6CAGGT 
CGCCCTCOCC 
OOGCOGCCGC 

TGTTCACGCT 
A6CTGGTQCC 
TCAACCCCAT 
6CTQO0C0OG 
OGGGCTGTCrr 
A06A0GATGT 
AGG60Q6GGC 
CCTOGQAATC 
GGGAACX3AGG 
CCTCGTCTGA 
TTTG06AAGQ 



CGOGTCGCCQ 
GCAGTOGACA 
CAATGTGCTO 
CTTCATCATG 
GGCCACCATC 
CTCAGTGGAC 
C06CTACCTC 
GOGGGGCCTC 
CATOCACTGG 
CTGCGACTTC 
GCCCCTGTOC 
GAAOAAGATC 

CGCCGCCACC 
GGCCCTAOGC 
CTQCTGGCTG 
CGAOOGCCTC 
CATCTACTGC 
CAGGGCTGCC 
GQOCOSG CCC 
OGTOQOGGCC 
G6GGGGGGAC 
CAAGGTGTAO 
AGATCTGTGT 
ATCATCCX^OS 
GATGGGAGAG 



21 

I 

CTCGGCATGQ 
GCOGCACOGC 
CCCGCCTCGT 
GCGGGCATGG 
GTQATCQTGO 
TCCCTGGCCA 

GTGCTGT606 
GOCATCACCT 
GTGTGCACGG 
T3GCQGG0QG 
QTCACCAACC 
ATGATGGCCT 
GACA6CTGCX3 
CCCX3TCCXXX3 
GCCCOGCTGG 
GAGCAGAAGG 
CCCTTCTTCC 
TTCGTCTTCT 
CGCA6CCCCG 
OOCOGGOQCC 
GGACOOOOGC 
A06C060COO 
A606ACT0GA 
GG000QG08C 
TTACTTAA6A 
6CAAAGA6AA 
TQGCTTGCIG 



31 

1 

CCCCAACCAC 
GOGOGGGGGT 
TCCCGQAOGG 

TGCTGCxrrcx: 

GTCTGCTOAT 
CCATCGCCRA 
GCGCOGACXrr 
GCX36CIGGGA 
TGAOGGCCAG 
CGCCCTTCOQ 
TGTGGGCCAT 
AGAGOQAOGA 
GGGCCTACX3C 
TCX3TGTACCT 
AQOGCCGTTT 

OGCcaaoGcc 

CCAAOGGGCO 
GGCTCAAGAC 
TGGCCAAOGT 
TCAACTGGCT 
ACTTCCX3CAA 
ACGOGACCCA 
CAT06CX:0QG 
OSCGCCTGCT 
GCXrrGGACXSA 
GGGGOQOQGA 
COGATAGCAG 
AAGCCAOGQA 

ATOTTGcrra 



41 

1 

OGCCCAGCGC 
GCTGOTGCTG 
OGGGGGCACC 
0GCCAG06AA 
GGCGCTCATG 
GACGC06CG6 
GGTCATGGGG 
GTAOGGCTCC 
CAT06AGACC 
CTACCAGAGC 
CTOGGCCCTG 
GGCX30QCC36C 
CATCGCCTOG 
GCGGGTGTTC 
CCTOGGOGGC 
GCOQCCOGGA 
T6CX3GOTAAG 
GCTGGGCATC 
GGTGAAGGCC 
GGGCTACGCC 
GGCCTTCC3U3 
OGGAGACOQO 
GGGOGCCTOO 
GGAGCCCTGG 
GCCGTGCCX3C 
CTCOGGQCAC 
GTGAACTOGA 
COGTTGCACA 
TTG 




GOGGCGOGGC 
AGCCCCX3AGC 
GTGCTGCTCA 
CXGCAGA06C 
CTGCTGGTGG 
TTCTTCTQCO 
CTGTaTGTCA 
CTGCTQACGC 
GTGTCCTTCC 
TQCTACAACX] 
TCOGTAGTCT 
C36CGAGGCCC 
CCA60G06GC 



OQGCX3GCCCT 
ATCATGGGCX3 
TTCCACCX30G 
AACTOGGCCT 
GGACTGCTCT 
COQGGOOCCT 
QAOQAGGAOG 
GCCGGCTGCA 
CCCGGCTTOG 
GGCTTCCCAG 
AGCCCACAAT 
AAAAGQAAAO 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
B40 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 



A167 Protein sequence 
Gene naiiiet 
unigene mudbert 
Protein Accession #t 
Signal sequence t 
Transmenibrane domains « 
P£am domian: 
Cellular Localization i 



Homo sapiens beta-1 adrenergic receptor mRHA, 3* 
HS. 37744 
AA011176 
none found 

62-84, 9S-117, 135-157, 177-198. 226-246 
7tm_l 175-377) 
plaena raenbrane 



I 11 21 31 41 51 

I ! t i I I 

MGAGVLVLGA SEP6NLSSAA PLPDGAATAA RLLVPASPPA SLLPPASBSP EPLSQQNTAO 60 
MQLLMALIVL LIVAGNVLVZ VAIAKTPRLQ TLTNLPINSL ASADLVKGLL WPFGATIW 120 

910 



wo 03/042661 



PCTAJS02/36810 



WSRWBYOSFF CELWTSVDVL CVTASI^ ^lALDRYLM TSPFRYQSUj ™«MGWC 
TWMSALVS PLPILMHWWR MSDBARRCY MDPKCCDFW ^^ISSJ^ 
amrvTUWRP AOKOVKRIDS CERRFWCPA HPPSPSPSPV PAPAPPPGPP RPAAAAATAJ? 

^SS^^ Klqiim gtftlwlpp FLANWKAPH RELVPDRLFV 

^SSl ILpiiycrS pofrkafqql SS^^o 

PPSPGAASDD DDDEWVGATP PARUBPWAG CNGGAAM)SD SSLDBPC»PG PASESKV 



180 
240 

300 
360 
420 



Aisa DNA sequence 
10 Gene name: 

Italgene number: l^oc 
Probeset Accession #t AA2564B5 

r^^^%^t^er"8l°"3080 .underll^-iUi-^.- corr..pond to .t« -top codon., 

^5 1 " f ]^ r 

GOCGTCCOCG CACRCCKXX CG0GCC3SCCG CCOOaCOOC COOCACTCOO COTCCTCTOC 
SgCMcSc T^OOITCC ATOGOOSTCO CGGGCOGCRA COGTCCC^ 

CGGC3TCGGGG CCGTGCOGCQ GGGCCGCAfiG AGQATTOW* WS^WW^ 
AIGACTGCCA TOCOGAOGCC CTGTGTCaGA ACRCRCCCRC CtCCTAOAO «««IG« 
»a«I^CTA. CCAAGOGGAA QGCAGGCAGT GTGAGCaCAT CGATGARTOT OQAAATOAGC 
S^^??^ iiSoTTTGA ATATTCCAGG «ATIAT«T TGOVCTTGTT 
25 T^TOOCTT CMGnOGCT CATGACGeiC ATAATCCfTCT TeATGTOOAC 

^^tS CQGCTGCCAG CATACXaOIO TOUkOUTCAT CWGGMCTM GAGTGCTGCT 
S^S^S 6TTTTTCCT0 AfiTGACAATC AOCACAOCTQ CATICaCCOC 'OSWAG^ 
Q^^CTG ttWAATAAG GATCACGGCT OTAOTCACAT CTGCAAGOAO GCCCCAAGG8 
AGGCCTGGTT TTGAGCTGGC «^CCAG J^^^ 
■^O TCTTQACCTG TAACCATG6G AACGQTGOGT GOCAfiCACTC CTGTQACGM ACAGC08A TG 
^ aOCTGCCAT CCACAOIACA A«»TWaCAC MMOOQMQ MCTGCCTTQ 

SioGA CACTGTCCTG GAGGTGACAfl AOAOCAACRC CACATCAOTO WG^jeGGO 
GAAACGOCGO CTOCTCATGG AAACOTGTGC «3ICMl«W SJS^ 
SrSScCTQ TAASGATACT TCQACAQGTG TCCaCTGCAQ TTGTCCTGTT GGATTCACTC 

35 ^^S^^^^^'^'^^IZSi!^ 

GIGATCATTT CTGCAAAAAC ATCGWWOCA OnTTOACTO CGOCTOCMa J^JGGATTTO 
AATTATTAAC AGATGASAAO TCTTGCCAAG ATOTQGATQA OTGCTCTtTG GAT^CCT 
^SSSo C^CATCAAC CRCCCTGOCA CATTTGCTTO TGCTTOCAAC OaGeGTACA 
jSttCCCAC TGTGGAGACA CCAATGAGTG CAGCATCAAC MO^eSCT 

40 SSSt Sgtgtgaac acagtcggca gctatgaaio cogtococ cctg^ 
^ i^crrcxsvCTG oaataaaaaa GACierGioo Uj^^^ JS^?^ 

CACCCCGTGT GTCCCTGCAC TOOSGTAAOA 8TQOK3QA03 AaAOGGOTGC "CCTCRGAT 
^^SgO ^CACCTC TCrrCAGATO TCACCACCAT CAGGACAAGT GWACCJ"* 
AGGCAAffTGT AGTTTGAAAA ATGCTGAGCT GTTTCCCGSG GGTCTGC^ 
45 ^^aS MA8AAQCAC AQCTCAGIAA AAGAORGCTT CCGCTAOSTA *ACCTTA^ 
^^TCTGG OMOAOTC OCAOOAOCCC CIWJCO»CC AAGCAOCCCT AAGGAAATOT 
^^mSS cSgS!a^ ACCAAAASa 

?SgctgSt cgtaaagoga acogagaagc ggctcogtaa agccatccgc MGCTOaA 
_ ^SSSa cagggagcag tttcaoctcc agci^ E^^iSS^ S??^ 

aaftftfirrrrr rwavACATCT GAACGCGAGQ CAQAGTCCTG TGGAGTQGGC CAGGGTCRTC 

G^TTT^ TOCAAATCGA ACCTTCCAAA ATGfiGGAWSG ACAAATGACT TGTGAACCAT 
^^SJ^S A^TTCT GGOGCCCTGA AGACCCCRGA AQCTTGQAAT ATOTCTGAftT 
gS^^ S?SaUcCT GGTGAATATT CTGCAGATGG CTTTQCACCT 
55 CTGCCXTOGO CAC6TTCCAG CCTGAAGCTG GTOGAACTTC CTGCTTCCCC TGTGGftGGAG 
gcStccSc CAAACATCAG GGAGCTACTT CCTTTCAGGA CTGTGAAACC AGAGTTCAAT 
^SSS ^^SS AACACCACCA CTCACOGATG TATT^C CCAG^ 

Staccagcx: tgaatttgga aaaaataatt gtgtttcttg cccaggjaat 

ACTTTCMQQ CTCCACAAAC ATAACCCAGT GTAAAAACAG AAGATGTGGA G^QAGCTOG 

60 gSm?^ tgggta^ gaatccccaa actacccaqg caattaccca gccaacaccg 

raccoccx:A agcgcx:gcat ccxgatcgtg gtocct®^ 
5SSScc ^mrggac gactgtoggg actatctggt gatgcggaaa acctcttc^ 
SaaSctgt qacaacatat qaaacctgcc agacctacga aogcoccatc gccttc^ 

CCAGGTCAAA GAAGCTGTGG ATTCAGTTCA AGTCXAATOA AOGGAACAGC OCraS^J*^ 

65 S^GTCCC Sacgtgaca tatcatgagg actaccwsga actcattgra gacatagttc 
otcxatoca tcigagaacc atcaggaaat acttaagsat wgam^ 
?SSS^CT gtttgatgtc ctggcccatc c^^J^ 

AGTCCCGAGA GATGTTTCCA AGATCGTTCA TCCGATTGCT AOOTCCAAA GTOT^SSS 
TOTGAGACC TTACAAATGA CTCAGCCCAC GTGCCACrCA ATWaAATGT TCTGCTOTBg 
70 GGTTOCTGGG ACAGAGCTGT CTTCCrTCTG CATGTCAGCA CACTCGGCra TTGCT6OTC 
OTT^OT QACTCATTAG AGTTCAATTT TTATAGATAA TACRGATATT TTGGTAAATT 
S^S™ TTTcSrCCC AGCATOGTGG ATGTAGACTG AGAATG^ I^SS^S 
SoCTTCTCA CTGCTGIGGG CGGATGTCTT GGATA6ATCA OSGGCTGGCT GAGCTGG^ 

SSgcc Sggtgagac tcacciotcc ttctgoqgtc ttactcctcc tcarggagtc 

75 TCTA^GAA AGGAGGCCAC AGAATAAGCT GCTTATTCrQ AAACTTCAGC TTCCTCTAGC 
cSS^CT CTAAGGGAGC CCTCTGCACT CGTGTGCAGG CTCTGACCAG GO^CAOQ 

^^Sgga gggaaggaga cccctgcagg ctccctccac ccacotgag acctgggagg 
^^^^ ?SaSt tcxccagcct gtgtgataca agtttgatcc caggaacttg 

^icTAAGC AGTGCrCXSTG AAAAAAAAAA GCAGAAIUSAA TTAGAAATAA ATAAAAACTA 
80 AGCACTTCTO GAGACAT 



60 
120 
IBO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 



A169 protein sequence 
Gene name: 
Unigene sinnber: 



CB6P1 
BS. 3233 99 



911 



wo 03/042661 



PCT/US02/36810 



Probeset Accession ii AAa56485 
Protein Aeceaslon 8: CAB92285 

Signal Bequence: 1-31 
Transmembrane domains: none 

PPAM domalnsi EGF-lllce.doinains (49-84,132-167. 177-213, 286>321, 407-442] CUB^donaln (809-918) 
Cellular localisation: ~ may be secreted ' 



MGVAGRNRFG 
LGQNTPTSYK 
HDGRtJCLDVD 
DHGCSHI CKE 
PQYKKBTD6R 
8TQVBC8CPV 
SOQDVDECSL 
TVGSYEOQCH 
SSDVTTIRTS 
PGAP6RPSTP 
FHLQLSGMNL 
TFQHBBGQMT 
PEAGRTSCFP 
KNNCVSCPGN 
PPPKRRILIV 
ZQFXSNB6NS 
LAHPQNYFICr 



11 
I 

AAHAVLLLLL 
CSCRPGYQGE 
ECLENNGGCQ 
APRGSVACBC 
SCLGREDTVL 
QPTLQIiDGKT 
DRTCDHSCZN 
PGYKLHWNKK 
VTFKU^KC 
KEMFITVEPB 
0VAKXPPRT8 
CBPCPRPGtfS 
GGGGLATRHQ 
TTTDFDGSTN 
VPEIFLPIBD 
ARGFQVPyVT 
TAQBSRErfPP 



21 
I 

UiPPUJiLAO 



HTCVNVMGSY 
RPQFELAKKQ 
BVTESNTTSV 
dCDZDEOQTR 
RPOTFACACN 
DCVEVXX3LLP 
8LKKABLFPE 
LBTNQKEVTA 
BRQABSOOVG 
GAUCTPBAWN 
6AT8FQDCET 
ITQCKHRRCX3 
DCXSDYLVMRK 
YDBDYQBLIE 
RSFZRLLRSK 



31 
I 

AVPPGRGRAA 
GNELNQGCVR 
EOCCKEGFFL 
RDCILTCMHG 
VDGDXRVXRR 
NGGOniFCKN 
RGYTLY6FTM 
TSVSPRVSLH 
GliRPALPEXH 
SCSZiSCIVKR 
QQHABKQCVS 
MSBOGGI^P 
RVOCSPGHFY 
G&LGDFTGYI 
TSSSNSVTTY 
DIVSDGRLyA 
VSRFLRPYK 



41 
I 

GFQB3VDECA 
DCUIIPQ9YE 
SDNQHTCIHR 
NGGCQHSCSD 
LLMETCAVNN 
IVGSFD€X»aC 
OGDTMSCSXK 
OQRSGGGDGC 
6SVKESFRYV 
TEKRLRRAIR 
CRAGXyyOGA 
OEySADGFAP 
NTTTHRCIRC 

ESPNYP<snrp 

ETCQTYERPZ 
8BNBQBZLKD 



SI 
I 

QGLDDGHAQA 
CTCFDGFNLA 
SEBGLSOWK 
TADOPECSCH 
GGQJRTOCDT 
KGFRIiLTOEK 
NG6CQQVCVN 
PLRCHSGXHL 
NLTCSSGKQV 
TUIKAVHREQ 
RBRCZL CPKG 
0QLCAI/3TFQ 
PVGTYQPEFG 
ANTECTVfTXN 
AFTSRSKXLH 
KiCLZKALFDV 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



A170 DNA sequence 

Gene naraet DEMB-6 protein (KZAA0452} 

Ublgene nunben Hs. 125783 

Pzvdseset Accession #: AL039402 
Nucleic Acid Accession #: AF007170 

Coding sequence: 1-1725 (underlined sequences correspond to stop codon) 

1 11 21 31 41 51 

I I t I I I 

AAGGAGQCGO CCTCCX3GGAA AAQ0C3ACCGC AGGACrCCTO AGAGCAGCCT CCATGAQGCC 60 

CTGGACCAGT GCATGACCOC CCTGGACCTC TTCCTCACCA ACCAOTTCTC AGAAGCACTC 120 

AGCTACXrrCA AGCCCAGAAC CAAGGAAAGC ATGTACCACT CACTGACATA T6CCACCATC 180 

CIGGAGATGC AGGCXIATQAT GACCTTT6AC CCTCAGGACA TCCTGCTTGG OGQGAACATO 240 

ATGAAGGAGO CACASATGCT GTGTCAGAGG CACOGGAGGA A0TCTTCT6T AACAGATTCC 300 

TTCAGCAGCC TGGTGAACOG CCCCACGCTG GGCCAATTCA CTQAAGAAGA AATCCAOGCT 360 

GAGGTCTGCT ATGCAGAGTG CCTGCTGCA6 CGA6CAGCCC TGACCTTCCT GCAGQACGAG 420 

AACATGGTGA GCTTCATCAA AGGCGGCATC AAA6TTC6AA ACAGCTACCA GACCTACAAG 480 

GAGCTGGACA GOCTTOTTCA GTCCTCACAA TACTGCAAGG GTGAGAACCA CCOSCACTTT 540 

GAAGGAGGA6 T6AAGCTTGG TGTAGQGGCC TTCAACXTTQA CACTGTCCAT QCTTCCTACT 600 

AGGATCCTGA GGCTGTTGQA GTTTGTGGGG TTTTCAGGAA ACAAGGACTA TGGGCTGCTG 660 

CAGCTGQAGG A66GAG0GTC AGGGOVCAOC TTCOGCTCTG TGCTCTGTGT CATGCTCCTG 720 

CTGTGCTACC ACACCTTCCT CACXrrTOGTG CTOGGTACTG GGAACGTCAA CATCGAGGAO 780 

GCCGAGAAGC TCTTGAAGCC CTACCTGAAC OGGTACCCTA AGGGTGCCAT CTTCCTQTTC 840 

TTTGCAGGGA GQATTGAAGT CATTAAAGGC AACATTGATG CAGCCATCOG GCGTTTOGAO 900 

GAGTGCTGTG A6GCCCAGCA OCACTGGAAG CAGnTCAOC ACATGTGCTA CrGGGAGCTG 960 

ATGTGGTGCT TCACCTACAA GGGCXIAGTGG AAGATGTCCT ACTTCTAOGC OGACXTTGCTC 1020 

AGCSUUSGAGA ACTGCTGGTC CAAGGCCACC TACATTTACA TGAAGGCX3GC CTACCTCAGC 1080 

' ATGTTTaOGA AGGAGQACCA CAAG0CX3TTC GGGQA0GACX5 AAGTGGAATT ATTTCXSAGCr 1140 

GTGCCAGGCC TGAA6CTCAA QATTGCTGGG AAATCTCTAC CCACAGAGAA GTTTGCCATC 1200 

OGGAAGTCCC GGCGCTACTT CTCCTCCAAC CCTATCTOGC TGCCAGTGCC TGCTCTGGAA 1260 

ATQATGTACA TCTGGAAOOG CTAGGCCGTG ATTGGGAACC AGCOGAAACT CA0GGAT06G 1320 

ATACTTGAGA TTATCACTAA GGCTGAAGAG ATGCTGGAGA AAGGCCCAGA GAAOQAGTAC 1380 

TCAGT6GATG AC3GAGTGCTT GGTGAAATTG TTGAAAGGCC TGTGTCTGAA ATAOCTOGGC 1440 

OQTGTCCAGQ AG6COGAGGA GAATTTTAGG AGCATCTCTG CCAATGAAAA 6AAGATTAAA 1500 

TATGACCACT ACTTGATCXX AAACCCCCTO CTGGAGCTGO CCCTGCTGCT TATGGAGCAA 1560 

GACAGAAACG AA6AGGCCAT CAAACTTTTG GAATCTGCCA AGCAAAACTA CAAGAATTAC 1620 

TCCATQGAGT CAAGGACACA CTTTCGAATC CAGGCAGCCA CACTCCAAGC CAAGTCTTCC 1680 

CTAGAGAACA GCAGCAOATC CATGGTCTCA TCAGTGTCCT T6TAGCTTTG TGCAGCAGTT 1740 

COSGGCTGGA AGACAGAGAC AGCTGGACAG AGCTCCTGAA AACATTTCAA AATAOCXTCT 1800 

CCCCCTGCCC TGCCCTGCCT TTGGGGTCCA CCGGCACTCC AOTTGOATOG CACAACATAO 1860 

TGTATCCGTG CAGAAGCCGA GCTGGCATTT TCACCAGTGT AGCCAAGGGC CTTTGCCAAG 1920 

G6CAGAGCAG QTGGA6CCCT CTGCCTGCCC TATCACACAT AOGGGTACTT GCTTTTCACT 1980 

GTGATGTTTA AGAQAATGTA TGAACAOTTT ACATTTTCCT TAGAAATACA TTQATGGQAT 2040 

CACAGTTGGC TTTAAAAACC AACAACAATC AACCACCTGT AAGTCTTTGT CTTCACCTAT 2100 

TATCATCTG6 AGGTAAATCT CTTTATATGA TGATGCCAAA GGGCAAATTG CTTTTCAAAT 2160 

TCAGCAAGTT CTGAGCTTGT OTGAOQQAAG GTCCTTCAQA GGACCTGAGG AATGCCTGGG 2220 

AGAGGCTAAG CCTCAGGCTT CAAT6CTTCT GGGQTTGGQC ATQAGGATGT ACACAGACAC 2280 

CCACTACCTT ACTACTCACA CTTCATTTCA CTCCTTTTGT AAATTTCCAA TTTAAAAATC 2340 

AAGCAOOTCT TTTTAOTQAO ATAAAATCTG AGCTCTTCTQ TAGAAAAATC AATCTCTACX: 2400 

ACTAGAAAAT GCCAGGOCTT GATGQAAOAO CTGTGTAOCC CTTTCTATGC CAAAGGCAGG 2460 

AA A TTT GGG G GGCAGGAGGA GGTTCTCAGA ATCCAGTCTG TATCTTTGCT GTATGCCAAA 2520 

CTGAAACCAC TGGGAATAAT TTATGAAACA TAAAAATCTT CTGTACrrCA CTCCAAGGTA 2580 

CATTTGCTTA CTGACAGCAT TTTTOTTAAA ACTQTTATTC TTQAAAAAAA AAAAAAAAAA 2640 
AA 



A171 Protein sequence 



912 



wo 03/042661 



PCTAJS02/36810 



Gene name: 
Unlgene number: 
Probeset Accession 
Protein Accession «: 
Signal sequence i 
Transmenbrane domains t 
Cellular Localizationt 



DEMB-6 protein (KIAA04S2I 

Us. 12 S7 83 

AL039402 

AAC39582 

none 

210-226 

plasfoa meirbrane 



10 



15 



20 



1 
I 

MTALDLPLIN 
QMLCQRHRRK 
FIHGGIKVBN 
LI£FVGFSGN 
LKPYLNRYFK 
TYKGQWKMSY 
KLKIAGKSLP 
ITKAEEKLEK 
LIFHALLEXA 
SRSMVSSVSL 



11 
I 

QFSEALSYLK 
SSVTDSFSSIi 
SYQTYKEIiDS 
KDYGLLQLSE 
GAIFLFFAGR 
PYADLLSKEN 
TEKPAIRKSR 
GPENGYSVDD 
LLLMEQDRNE 



21 
I 

PRTKESMYHS 
VNRPTLGQFT 
LVQSSQYCiCQ 
GASGHSFRSV 
lEVIKGNIDA 
CWSKATYIYM 
RYFSSNPISL 
ECLVKLIiKGL 
EAIKLLBSAK 



31 
1 

LTYATXIiEMQ 
EEBXHAEVCY 



LCVMLLLCYH 
AIRRFBBCCE 
KAAYLSMFGK 
FVPALEMMYI 
CLKnUGRVQB 
QNYKNYSMBB 



41 

1 

AMMTPDPQDI 
AECLLQRAAL 
KLGVQAFNLT 
TFLTFVLGTG 



EDHKPFGDDE 
HNGYAVIGKd 
AEENFRSISA 
RTBFRIQAAT 



SI 
I 

LLAGNMMKEA 
TFIiQDEHMVS 
LSMLPTRILR 
NVNIEEABKL 
MCXWELMWCP 
VELFRAVPGL 
PKLTDGILBI 
NEKKIKYDHy 
LQAKSSLEKS 



60 
120 
180 
240 
300 
360 
420 
480 
540 



25 

30 

35 

40 

45 
50 
55 
60 
65 
70 
75 
80 



A172 DKA sequence 
Gene namet EST 
Unigene nuniber: Hs. 200102 

Probeset Accession #s AL117406 

Sg%:^enfe?^'^ ^O.TZ^rlis^^ aec^ences correspona to start and atop codons, 

11 21 31 41 51 

iTGACTAGGA AOAOOACATA CTOSOItXXX: AACTCTTCTG GTGGCCTCGT 6AATCGTGGC 
^^SSS Sgacat GGTTTCRGGA CTTATTTATA AAACCTATAC TCrCCAA^ 
^S^S^ gtSgcaaga GAGAAATCCT GAGGCTCCAG ggagggcagc tgxcccaccg 

^^^T ^TgSgC CTTGAGAACC ATGATTCCCr TCCGTC^ 
OTGCCCCCC AGCCCCTGGA CAAT6CTGGC CTOTTCTCCI ACCTCA0CX3T GTMOBCTC 
acrSscrS TOATCCAAflO CTTACGeAGT CGCTTA6ATG AGAACACCAT CCCTCCACIO 
I?SaGA SaJSc CAAAGGCTTC ACaSCCTTTG GGAAGAAGAA 

Saggqattga aaaagcitca gtocttctgg tgatgcxgag GTn;ccAGAGA 

^SaSttga TTTTCGATGC ACTTCTQGGC ATCTGCTTCT GCATTGOCAG TCtTACT^ 
CCA^TTCA TTATACCAAA GATCCTGGAA TATTCAGAAG AGCAGTTGGG GAMOTTOTC 
^SSSotOQ GACTCrGCTT TGCCCTTTTT CTCTCCGAAT GTGTGAAGTC TCTGJ^ 

5SS^CTT Satcaa ccaaogcaca gccatcaggt tccgagcagc tgttt^ 
tttgccttto agaagctcat ccaatttaag tctgtaatac acatcacctc agS^SSS? 

Sggtga tgtaaactac ctgtttgaag gogtci^ 
gtactgatca cctgcgcatc gctggtcatc tgcagcattt cttcctactt cattmtoga 

?ISwr TTATTOCCAT CTTATQCTAT CTCCTGGTTT TCCX:ACTGGC G^ATTMG 

S^Sg Sgtgaaggc tcagcatcac acatctgagq tcagogacca gcgcatcoot 
SSgtg aagttctcac ttgcattaag ctgattaaaa tcxa^tg g^^^ 

TTTGCAAAAA TCATTGAAGG TATGGAAAGT CTGACTTTCT GCTOMMC '^^^ 
ATGGCCTTCA GCATOCTGGC CTCCTTGAAT CTCCTTCGGC TOTCAOTGTT CTTTCTGCCT 
ATOSCAGTCA AAGGTCTCAC GAATTCCftAG TCTGC3VSTGA TGAQGTTCAA GAAGTTTTTC 
SStS CTATGTCCAfl ACATTACAAG ACCCCAG^ f^S^ 
S?SS!vGG CCAOCTTOTC ATGGCAACAG ^^^^^^^^^ ^^^^^1^^^ 
GAGCTOGAGA GGAAOGGGCA TGCTTCTGAG GGGATGACCA GGCCraffl^ ^S!S2S 
CCAGAGGAAG AAGQGAACAG CCTG6GCCCA GAGTTGCACA «3ATCAACCT GGTGGTCTOC 
AA^^ATGA TOTTAaQGOT CTGCGQCAAC ACGGGGAffTG GTAA6AGCAG CCTGTTGTCA 
M^aSS CTTGCrCQAG GQCTOGGTGG GGQTGCAGGG A^CCT^ 
SSS^CCTG GATOGTCAGC GGGAACATO^ G^^^AA^ 
GGCQCATATG ACAAQGCCCG ATACCTCCAG GIGCTCCACX *5CTGCTC0CT ejATOGGGAC 
CTG^CTTC TGCCCTTTGQ AGACATGACA GAGATTGOAO AGCQGGGCCT CAACCTCTCT 
CAGCCTGGCC CGOGCOGTCT ATTCC^COG T^^ATC^ 
CTGCXGQACO ACCCCCTGTC TGCTGTGGAC GCCCACGTGG GGAAGCACAT TTTTGAGGAG 
TCmTTAAS AGACACTCAO GQOQAAQAOO GTCGTCCTGG TGACCCACCA GCTGCAGTAC 
GTGGCCaSS CATTTTGTT6 GAAAATGGGA AAATCTOIOA ^^^^^^ 
S^isAGT TAATCCAGAA AAAGGGGAAA TATGCCCAAC TTATCCAGAA ^ATGOICAAG 
GAAOCCACTT OGGACATGTT GCAGGACACA GCAAAGATAG CAGAGAAGCC AAAGGTAGRA 
^^SCTC TGGCOVCCTC CCTGGAAGAG TCTCTCAACG GAAATQCTOT GCCG^G^ 
CAGCTCACAC AGGAGGAGGA GATOGAAGAA GGCTCCTTGA GTTGGftgGGT CTAOTlCCAC 
TACATCCAGG CAGCT6GAG6 TTACATGGTC TCTTGCATAA TWrCTtCTT OGT^TGCTG 
ATCGTCTTCr TAACQATCTT CAGCTTCTGG TGGCTGAGCT ACTGGTTGGA GCAGGGCT06 
GGGACCAATA GCAGCCOAGA GAGCAATGGA ACCATGGCAG ACCTGG6CAA CATTOmM 
AATCCrCAAC TGTCCTTCTA CCAGCTGGTG TAOGGGCTCA ACX3CCCTGCT CXOT^XCTGT 
QTCGGGGTCT GCTCCTCAGG GATTTTCACC AAAGTCACGA GGAAGGCATC CAC^CCCTG 
CACAACAAGC TCTTCAACAA GGTTTTCCGC TOCCCCATQA GTTTCTTT^ SS^I^ 
ATAGGCCGGC TTTTGAACTG CXTCOCAGGO GACTTOGAAC MCTOGACCA GCTCTTG^ 
ATCTTTTCAG AGCAGTTCCT GGTCCTGTCC TTAATGGTGA TCGOCGTCCT GTTGATTOTC 
AGTGTGCIGT CTCCATATAT CCIGTTAATG GGAGCCATAA TCATGGTTAT TTGCTTCWre 
TATTATATGA TGTTCAAGAA GGCCATCGGT GTGTTCAAGA ^CTG^ "^^^ 
TCTCOTTAT TCTCOCACAT CCTCAAOTCT CTSCAAGGCC T6AGCTCCAT CCATGTCTAT 
GGAAAAACXG AAGACTTCAT CAGCCAGTTT AAGAGGCTGA CTGM^CGCA G^ATAA^ 
CIGCTGTTOT TTCTATCTTC CACAOGATGG ATOTMTGA GGCTgflGAT CATGACCTAC 
CTTGTGACCT TGGCTGTTGC CCTCTTCGTO aCTITTGGCA TTTCCICCAC CCXXTEACTCC 

913 



60 

120 

160 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 
1020 
1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 



wo 03/042661 



PCT/US02/36810 



TTTAAAOTCA T G GCTCr CA A OVTO G TGCTG CAGCI06GGT COVGCTTCCA GGCCACTGCC 3180 

OGGATTGGCT TOGAGACAGA GGCACAGTTC AOGGCTGTAa AOAOGATACT GCAOTACATO 3240 

AAGATGTOTO TCTOQQAAGC TCCTTTACAC ATGGAAOOCA CAAGTTGTCC CCAOGGGTGQ 3300 

CCACAGCATG CSGQAAATCAT ATTTCAGC5AT TATCACATGA AATACAGAGA CAACACACCC 3360 

AOCXSTGCTTC AOGQCATCAA CCTGACCATC 060GGCCAOG AAGIGGIGGG CATGCTTOGGA 3420 

AGGAOBG6CT CTGGOAAGTC CTCCTTGQ6C ATGGCTCTCT TGCX3CCTG6T G6AGCCCATQ 3480 

GCAGGC0G6A TTCTCATTGA CX » OGTG Q AC ATrTOCAGCA TOGOCCTCGA 0GACTTG06G 3540 

TCCAAGCTCT CAGTGATCCC TCAAGATCCA GTGCTGCTCT CAGGAACCAT CACATTOIAC 3600 

CTAGATCCCT TTGACCGTCA CACTGACCAG CAGATCTGGG ATGCXITTGGA GAGGACATTC 3660 

CTQACCAAOG CCATCTCAAA GTTCCCCAAA AAGCTGCATA CAGATGTGGT GGAAAAOGOT 3720 

GGAAACTTCT CTGTQQGG6A GAGGCAGCTO CTCXGCArrO GCAGGQCIGT OCTTGOaVAC 3780 

TCCAAGATCA TCCTTATCGA TGAAGGCACA GCCTCCATTG ACATGOAGAC AGACA0CCT6 3840 

A'TCCAQOGCA CAATCOGTGA AGCCTTCCAG GGCTGCACCG TGCTCGTCAT TGCCCACCGT 3900 

GTCACCACTG TGCTGAACTG TGACCACATC CTGGTTATGG GCAATGGGAA GOTOGTAGAA 3960 

TTTGATCX3GC 0G6AGGTACT GGGGAAOAAG CCTGGGTCAT TGTT06CAGC CCTCATG6CC 4020 

ACAGCCACTT CTTCACTGA6 ATAAGOAGAT GT6GAGACTT CATGGAG6CT GGCA6CIGAG 4080 

CTCAGAGGTT CACACAGGTG CAGCTTCGA6 GCCCACAGTC TGGGAOCTTC IWiTl X JG AG 4140 

ATGAGAACTT CTCCT6GAAG CAGGGGTAAA T6TASGGGGQ GTQGGGATTO CTGGATQGAA 4200 

ACCCTGGAAT AOGCTACTTO ATGGCTCTC31 AGACCTTAGA ACCCCAQAAC CATCTAAGAC 4260 

ATGGGATTCA GTGATCA1GT GGTTCTCCTT TTAACTTACA TGCTGAATAA T7TTATAATA 4320 

AGOTAAAAGC TTATAGTTTT CTQATCTGTG TTA6AAGTGY TGCAAAT6CT GTACTGACTT 4380 
TGTAAAATAT AAAACTAAOG AAAACTCAAA AAAAAAAAAA AAAAAAA 



A173 Protein Bequenca 
Gene name: 
Utalgene nunibert 
Probeset Accession #t 
Protein Accession 
Signal sequence: 
Transroetnbrane domains: 
943,1018-1034 
PFAM domains: 

Cell\ilar Localization! 



EST 

Hs. 200102 
AL11740fi 

none found 
none found 
169-18S, 199-215. 



275-291, 304-320, 387-403, 770-786, 829-845, 907-923, 927- 



ABC transporter [502-673], ABC membrane^region tl63«432, 
ATP-binding^donains (508-516. 1139-1147] 
plasma inend}rane 



771-10601 



1 11 21 31 41 51 

I I I I I I 

MTRKRTYWVP NSSGGIiVNRG IDIGDDMVSG LiyKTYTIiQD GPWSQQEHNP EAPGRAAVPP 60 

HQKYDAALRT ^aPFRPKPRF PAPQPLDMAG LFSYLTVSWL TPU4IQSLRS RLDENTIPPL 120 

SVHDASDKNV QRLHRLHBEB VSRRGIBRAS VZiLVMIiRFQR TRLIFDALLG XCFCIASVIX3 180 

PILIIPKILB ySEBQLQIW H6VGLCFALP L8ECVKSLSF 88SWIXHQRT AZRFRAAV88 240 

PAPEKLIQFK SVIHXTSGEA ISFFTGDVUY bFBGVCVGPL VLITCASLVI CSISSYFIIG 300 

YTAFIAILCY LLVPPIiAVPM TRMAVKAQHH TSEVSDQRIR VTSHVLTCIK LIKMYTWEKP 360 

FAKIIEGMES LTFCSKPGDG MAFSMLASIjK LLRLSVFFVP IAVKGLTNSK SAVMRFKKPP 420 

LQESPVFYVQ TLQDPSKALV FEEATL8WQQ TCPGIVKGAL BLBRNGKASB GMTRPBDALO 480 

PBBGGNSLGP ELHKINLWS KGMMLGVGGir TGSGKSSLLS AIXiEEKHLLE GSVGVQGSLA 540 

YVPQQAHIVS GMZRENILMG GAYDKARYLQ VLKCCSLNKD LELLPFGDMT SIGERGU3LS 600 

GC5QKQRISLA RAVYSDRQIY LLDDPLSAVD AHVGKHIFEE CIKKTLRGICT WLVTHQLQY 660 

LBFC6QIILL ENGKICENGT HSELMQKKGK YAQLIQKMHK EATSDMLQDT AKIAEKPKVE 720 

SQALATSLEE SLN6MAVPEK QIiTQEEOfEE GSIiSNRVYHH YIQAAGGYMV SCIIFFFWL 780 

IVFltTIFSFN HLSYWLEQGS GINdSRBSHG TMADLGNXAD HPQI.SFYQLV YGUIAbLliIC 840 

VGVCSSGIFT KVTRKASTAL HNKLFMKVFR CPMSFFDTIP IGRLUTCFAG DLEQLDQLLP 900 

IFSBOPLYLS LMVIAVLblV SVLSPYILLM GAIIMVICFI YYMMFKKAIG VFKRLBMYSR 960 

SPLFSHILNS LQGLSSIHVY GKTEDFISQP KRLTZ2AQ13NY LLLFLSSTRW MALRIiBIMTN 1020 

LVTLAVALFV APGI68TPYS FKVMAVNIVL QLASSFQATA RZGLETBAQF TAVERILQYM 1080 

XMCVSEAFIiH KBGTSCPQ6H FQHQBIIFQO YBNKSrRENTP TVLHGINLTI RGHBWGIVO 1140 

RTGSQKSSL6 MA1.FRI.VEPM AGRILZXX3V0 XCSZGLBDIiR SKLSVZPQDP VIiIiSOTIRFK 1200 

LDPFDRHTDQ QXWDALERTF LTKAXSKFPK KLBIDWEMO GIIPSVGBRQI* LCIARAVXJQI 1260 

SKXILIDBAT A8XDMBTDTL XQRTIREAFQ GCTVLVIABR VTTVU7CDHX LVMGNGKWB 1320 
FDRPEVLRKK PGSLFAAU4A TATSSLR 



A174 DNA sequence 
Gene name: 
Dhigene number: 
Probeset Accession #t 
Nucleic Acid Accession ft: 
Coding sequence: 



Hs. 128899 

AA983251 

AA983251 

1-1749 (underlined sequences correspond to start and stqp codons) 



ATGC iXil'CTG 
GGAAAGAAAC 
GACCGGGAGA 
GGGGAGOCGG 

OGCCTGCGTC 
TCCGGACQAC 
ACrCATAAGO 
GCTCCTGGAC 
COGCGCGGAA 
CTTCTCGGAG 

TGCTGCTGGC ' 



11 
I 

GCTTCTTGAT 
TTCCGTGGGA 
GGGAGAGCGG 
AGAAGGGGAA 
C60CA6CTGG 
CTGGACGTTC 
AGCCCCGGGG 
CAQTCCCTAA 
CTAGGGOCCG 
AGGGCCGOGG 
ACO G TCCTGC 
TOGCC6CTO0 



21 
I 

GAGTCCCAGT 
GGCTTCCATC 
GCCGGAGGCT 
CGGGOGOQAO 
6CAGGCTCCC 
CCGGGGGAGG 
GCCTTCTX3AC 
GGGGACOGGG 
GCGT06T06C 
GACAGTCAGT 
GCTCTCIGGA 
TCOGTCTCCT 
6GGQGQGGG0 




T6CATCCOGA 
CCACOGGCTG 
CTGCTGGGOG 
QAOGAGGOOC 
GAGQGOCTGT 
CATCCTG8AA 
CQAGGGCC3CA 



41 
I 

QAOCACAGTA 
CCTCC06AGG 
T6TGGGAC0G 
GGATCC6CGC 
CTGGGGGOGC 
CAGTGAAACC 
GATTTCCATC 
AGGACGGGQA 
T060GGCAGA 
GGGG6TG8CC 
COGCQOOCAO 
OGCCGCTTOG 
GCOGOCSUSTA 



51 

I 

CACTOCOQGA 
GCGAGGCAGC 
CGCTGCAGCC 
CCA0CA6CA0 
GCAOOAOCCr 
TCCAGAGGCT 
AGCGAGTGCA 
TGOCTTAGOA 
QGGQACTGGC 
GGGGCCAGGA 



CTCCTGCA6C 
CTGCCAOQOC 



60 
120 
180 
240 
300 
360 
420 
4 BO 
540 
600 
660 
720 
780 



914 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 



TGGCTGGMG CGCACQOXST CIGGCGCATC GGm<XAGT ^^^^ 

ssss ^ss? 

JSSS^ SS^C O^aOBCT^ 
OaAGAOOaOG MGOTGOOCC CCCACCCGTG A«3QCCTQGC MOGCTGCTC 2^1^^ 
TCCCOOAAHO GAAOOCMCT CCTCRGQGCT TTCCCQGGGC TQCTGCCCCO TOrcAGAOOC 

aTCrtCTCC AOGO«0«C CCCTCTCOCC TGCA^ 
ATCTAC6TGC OQTTCCTCAT TGTTOGCICC SS^^ ^S^^^ 

t-TQGTGGCAG CCTGTTC3CTG CRSATGTCTC CGGCCTAASC AGGATCCCCA GCRGAQCOQR 
^CCGCTT GATGGAGACC ATCCCCATGA TCCCCAGTGC CMCACOTCC 
rnSmrOOT MToScCA GTCCRGC»CA GCTGCCWSTT CCACCTCCafi CGCCAACTCC 
A^^TCMAS ACCAACTGTT GCTTOCCGGA AGGGACCATG 
SSSaSt GCCCAOQAAT TTCTCieiQC TQAACTGTCA GCRGGCX3^CC 
^SSS ^CAOTMCTO CATCCCCCAT ACtnGGOGTA <aoaGTOCAO 
^ATTCTG TMC^^ AGCTGTGCCA CCTTTCATGO ACQGOCTOCA GCCIOGCTAC 

1^^^ SaIacc aacagtgaac agaagatgta ««ao33io 

S^^C ^AGAGTCAC TGGTGGGTTC Cmj^ 

riRTTrn«fx5Af3 fTTGfSAAGTCC GCACATQTCO GIGOTATTTA TG6CACGATT CCTTTW»Ai^ 

Saaaac akicosaai tagcatttct ogmmgttt 
^Stcatt tatgatggaa aaccggcctc aoctggagat gactgtomg 
S^SSmgq gtgtaSaca aatgcttgag tccgaagtgc ccttgagata TGerrwosA 

TAAACTGATA AATTAAGGAT Tm*™J5 JSJSSS SSS^? 

^^^wptr^ ctgcacagga icaaaatqcc tgiiatctcc cttttacrgg gacttttttt 
tS^aggo tchgctcig ttocccaggc tggagtqcaq 

iSS^TC CCTOCTGGAT TCAGQCAACA CTKIGCCTC 

SSSc GTCGCTGGGA TTACAGGTGC CTGCCCCCAT GOCTAATTTT "OTATTTXI 
5^5^^ ^CACC ATGTTGGCIG GGCTGGTCTC ACICTCCT^ 

IS??^ ^jn^ StCAGTC ATCAGTCI^ ^TC^ 

S^rlSnOT Imttcs^ttg taaaaagata tatatatttt gtctattttt OTQcrmoo 

?^ATGT AGAGATCTTA TTACAAAGIG *rjWCTACA 

n^^I&M^ jSmaaataa attoxahmjt tacttaacta atgaagacat ttcagaactc 

iSSrarot AGIA^GOT GGIATACTCA TAAAACCATT CATCCCCTTC 
?SStAAG GTGACATCTG AGAGGTAATG CATTC^ 
TCATAAACTA TCAOXGCTG CrrCTCTGAO TTACTTTTAA TT«e«nO 
iTGGCOTTTC CITCIGITTG omTCAGAG CXXCAIOTCT *««i«CCT 
S^iraMr AMTACIATA CtTOiaAATO AAGATC»GTA TTTCTGCCTA «:«T6ATAA 
SS^TTC CTOTCTIAOr TATAAAAATT CAAAGRAATG TGTTACAAAG ATACTTMIA 
^S^SS G^CCT GAGACTTGGG ATGAAATi™ AA^^ 
GCAGATCATA AGGCTTTTTA TACTCrTQTT ATCAAAATOO CTIOT^ 
QHTTOTTAAS AGAAAAGCrr TTCAAOGAAG GATTGCKTTT CITCICCCAC ACTOTTCITO 

SSSc rarrcMOC ctcaacaboc AcrarATTca ttoccaatot tc«amtm 
StoS iSSttaS wroiOTTCT ttacttatat aaaaaaagat aactttamg 
^J^c^ a^Stccaa ctgctagcac aaccagtatt twtaatwa Aa**J«E 
gtai^^ gtcttctaca catttatqtc tatagatatc tatcbatcat ciwcmic 
Staato taaaaccagt ottggcaatt qotatcaica atoat act» 
SSaaogca ogooaaaatc atttxacita ttaaimaxa tittatgato 

TOAAAAAAAA AAAAAAAAAA AAAAAAAAAA 



B40 
900 
960 
1020 
10 BO 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 



A175 Protein sequence 
Gene namei 
TJnlgene nunibers 
Protein Accession 
Signal sequence: 
Transnenbrane domains: 
Cellular Localizationi 



ESTs 

Hs. 128899 
none £ousd 
1-11 
402-424 

not determined 



MLSQFLMSPS 



70 



75 



80 



8GSQPSGPSD 
PRGKRRGTVS 
CCWLRCWRRG 
ARLDQGGCDSr 
SPKGRQLLRA 
ItVAACCCRCL 
GARAPPTRSQ 
HDSVPMTAVP 



11 
I 

TQHRAQYTPG 
PFAWIRAQQQ 
CXPRFPSASA 



RGPS6EYCHG 
DRQQGAGEPG 
FPGUiPRAUR 



TNCCLPEGTM 
PFMDGIiQPGY 



21 
I 

GKKLPWBASZ 
PRPPPAGC2AP 
TKKAVPRGTG 
UXSDRPAIiSO 
HIAAQGVHRI 
RADKDGPRRIi 
RGPPSSPRGG 
APGGNRLKBT 
HMVYVHMPTO 
BQIQSPFPBT 



31 
I 

GAHTSRGRGS 
GTAAGGAQDP 
PPAEDGDGL6 
SALSAPSWP 
GFQCPERFD6 
GRASCLRGTQ 
PSPLQRPALP 
IPMIPSASTS 
FSVLNGQQAT 
KSEQKHYPAV 



41 
I 

DRERS5RFEA 
RLRPGRSRGR 
APGPRABHRR 
06ALAARPSP 
GDAT1C06SC 
(3)GBGAPPFV 
lYVPFLlVGS 
RGSSSKQSST 
QIVPHQGQYIi 
TV 



51 
I 

AGLLWDRAAA 
VRIiPVKPPBA 
LLGVAAE6S6 
HPGTPLRSCS 
ALRYCCSSAE 
RAHQRCSFBG 
VFVAFIXL68 



HPpyvGyrvQ 



60 
120 
180 
240 
300 
360 
420 
480 
540 



weakly einiXar to CGHU7L colXaaen alpha 1(111) chain P"our.or lH.«pi~B] 
Unigene nunter: Hs. 19322 

Probeset Accession ft: AA0Be4S8 

'^"JS^V"^'^ ^^"mS (undarlined s«p.ences correspond to start and stop codonsj 



11 



21 



31 41 51 

GCCCTTGGAC ACTQACATCG ACWSAAGQftO lAGAATGGAG CACGAGGACA CTGACATG6A 

915 



wo 03/042661 



PCT/US02/36810 



CTGAAOAAAA ASGAGCTQGA GCAGOAGAAG GAG6TGCIGC TGCAGGGTTT GQAGATGATG 120 

GOGOGGGGCC GOGACTGGTA CCAGCACX»G CTGCAAOaAG T6CAG6AG0G CCAGGGCOGC ISO 

CTGGGCCAGA GCAiGAQCCAG OGCOGACTTT GGGGCTGCAO GGAGCXXXXX3 COCACTGGCG 240 

OGGCTACTGC COVAGQTACA AGAGGT6GCC OGGTGCCTGO QGQAGCTGCT GOCTOCAGCC 200 

5 TCTGCCAGCC GGGCCCTGCC CC06TCCTCC TCCGGGCCCC CCT0C0CT6C CCTQAOGTCC 360 

ACCTCACCCC GGGTCTGGCA GCAGCM3ACC ATCCTCATGC TGAAGQAGCA GAAC06ACTC 420 

CTGACCCAG6 AGGTGACCX^A GAAfiAGlGAO C6CATCAC6C AGCTGOAGCA GGAGAAGTCQ 480 

60QCTCATTA AGCAGCTGTT TQAGGGCXXSC GCCCTGAGCC AGCAOQAGGO GGGACCTCTO 540 

GATTCCACCT TCATCTAGTC CTTGTOGGCC QCOTGOGOCC CCACSGGOCAQ CCTGGCACTC 600 

10 AGCCCTTCX5A GGGTGGGCGC CCCATC5CAC CCACCCTCTC TGGCTGGAGA CCCCCGGCAG 660 

GCCCAG6CAC AGTCCG6GAO TGC3G0QCCTT CCTGOCGOGC TTGCCAGATO GGCTCCCCAG 720 

GCCTQCCCQC GGCTGGTCOC GGCAO0QA6C GCTTGACTOC GTTTKGOCTC CTG G TT O YTO 780 

ACATGGGCTG GGGGCTCTCT TGAGTCOGCA TAOTGOOCAG CTACTACTGG C06CTGTCAG 840 

TGGACAGTGG GGTACCCCTC CATGA OTTAG O S T C CCCCOG TTTCCAGCGG TGCOGCCCTG 900 

15 GGTCCCATCT TCAOGGAAAQ GCACTGCCCA OSCCAG6CTG CACTTCCAAC AA0GGGCA6C 960 

AGA6GGCGCX3 GGGOOGCTOC QAOGOGGGTC CAAOGOGAOC TTGCOQCTCA AGCAGGOCAC 1020 

CAGGAOQAOG T06CTGTA6C T066A0G6AC GGAAOTAGAT GOAOGGGGTO GGGAGQQCXrT 1080 

GTAAGG6GGG G6TGCCTGCC TG6CTQGGGA GCCCCA6G6A TAGCG6T0GG ACTTCAGGTT 1140 

CTGGCXaVAGG CTOAGGGACX: CTGGCTQCAQ OGGATCGGCA CX3CXX3GOTGG GCX3AGAGCTT 1200 

20 GGCCTGCAT6 TQCCTCOCAC AGACCCTOGO GTGATQGCCT TCCCCCTCTT GGC0GGGA06 1260 

TTGC0CCA06 TTGAGTCCCA CACAACATCC TGTGAGCCIG GCTGCCCAGG AGOGGOOOCA 1320 

GACAOCTCCC AGGCACGTCA TAOGCMAGC CTGTTTCCCC OSACTCAGQA TTTOCAAGGC 1380 

CTGGGOTCCT GCTCACCCCC CTTTQCrCTC A06CCCAGCC TGTOXCAGa TTTCAGCTGG 1440 

6AGAGGCCAC CTCCCTCAGC CAAGGAAAAC GAGAACXXXX: AGGGTACAGG AGGAGGCTGG 1500 

25 GGCAGGTCCC CTTGGGTGTC ACTCCCTCAG CCCCTGCXX:a GGCCCACTOC GGCTGGTGCT 1560 

6GAGTAGGCA GTGOTGGGGG QGCCCTQCTC AGCCCAAGCT 6GAGGGTCGC AGTGTCACCA 1620 

QAACCAGGGO CAOGGCAACA GCATCX3ATGQ QTTCTOCAGC CCAGGGCXXC OOATGOQGGG 1680 

TCAGTQTGTG TGGGGOGCAG GGCCTC06AT GCX3GGGTCAG TGOOTGGGGG GOGCAGGGCC 1740 

CXXX5ATGCGO GGTCAGTGOQ TGGGGGGOGC AGGGCCCCCT C3GTGT0CAGG GCACTTTGGT 1800 

30 ACACTQTGCC AC3JU3GCACC TGTCTCAGAG GAGGGGCXX:T GGCAGGCAGC GTGGCAACTC 1860 

CCTTOCGGAG OCCAGCTCCA T GCTA ACCTQ CCCACAQCAA OOOGACAGAO GCACATTCCC 1920 

TGCTGCACCT GGTCTGCAGG GGTGTOCCAG GACftGGCCCA AGTCAGCXXA GCATGCA6CT 1980 

GCCXrrCCTAC CCTQAAGATG GGAGTGGGCT TTCCAGGGGA CATAAGGATG TCAGGCCTGG 2040 

ACCTCCTGGG CAGGAAAGGG TGCACQTCXrr GAQGQCCTGT GCCCX»CAaC CXXAGCACCX: 2100 

35 AGGTGGACTG CAGOGCAGTG GGTGGGCCAG TGGCASCCAG GGAGAAGCCC CC0GTCA6CA 2160 

GGCTGG6GTC TGGCCACCAG GGOCTCCCCA OGTCTGGCTT TQAGOGTGCC TGOCATGCOC 2220 

TGGGGGATCC TG6CATCTTT ACTGGACTGG AAGCAGGAGA CAGAACAGTO TCTGTCCOGO 2280 

GGTGACrrCA TCAGGAOACC GCCCACATAG AGCTGGACCC OGCAQCTGAA QOQGAAATGT 2340 

GAGACAGGCT GGCACCTCC5S GAAAAACTGC CTTTC3VGCCr TGGTGTTCCG TGCAAGOTQA 2400 

40 AAAGAAATAG GTGCTCCCAG TTTACA6CTT GAAATCAGGC TAGTGAGTGG CX:CTGGA6AC 2460 

CAC3GA QQQGA QAATT TAAAQ OGGOOOaCTG GCAGGGTCTA GGTGGCTGGC A6A0GCACAT 2520 

6CA6ACCCTG OCTGGAGCCT GCCCTA6GAC GCTGGG06G8 TCAGTCTCOS TGCAGGATOT 2580 

GAGCAGOGTC CCTGGGCTCT ATCCXSO^AGG TGCCAGTAGC GTGTGCAGGT ACATACAGGT 2640 

QOQTGCACAC TOTGATGACA CCCGGAAATG TCTTCAGGATG TTGAAATGTG TCCTTGGGGG 2700 

45 CAGAAGTGTC CCCAGTTGAO AATCTGCCXZC AGAGGAACAC ACX:CACACCA G6CCTCAGQA 2760 

' rmm ' GTm atcaagttgc aagqaaaago aacatctcao cogxxsosxgg tggttcaooc 2920 

CTGQAATCCC AGCACTTGAG GCCAGGAGTT GCAGAGCAGC CTGGGCAACG CAGTGAGAGA 2860 

CCCCATCTCT ACAARAAAAA AAAAAGAAAO AAAGAAAATG AGAGATCCAG GTTTAAAAAT 2940 

TCATAAACAC CACAAGGAAA CAATACACTA TGAGACCCAG CAGAAGCAAC AGATTGACTC 3000 

50 TAGACCCAGA TACTAGAATT ATCAGAGAGA ATATAAAGTA ACAGTGTTTT ATATATCTAA 3060 
AGAAATAAAA 6AGATTTCTG GAAACATGAA AAAAAA 



55 
60 
65 
70 
75 
80 



A177 DNA SBQUBWCE 
Gene name: 
Ybiigene nuxribert 
Probeaet Acceselon fit 
Kuclelc Acid Accession #: 
Coding sequence: 



1 
I 

G066AACACC 
TCCCTCGTGO 
CCTCOQAGCC 
OGGAGGAGGA 
CAGCTCTGTT 
AAAGAAGGTC 
GAAQACACAA 
CCTTCCCCCA 
ACAGCATCAC 
AOACAGG CTQ 
TCTTTGGOCA 
TCATCGTGAC 
6TGTCTTAGA 
ATGATGCCAT 
AOQAOCCACA 
CCAGTGGCCT 
TGGATGGGGA 
ACAATOCTCC 
GCCATGAGGT 
GTGGCACCTA 
CTGAGAGCAA 
AGCACAOCCT 
CCACA60CAC 



11 
I 

GGOCOGCOGT 
ACCTCTCG08 
GTGCOGGGOG 
6CCCGGCCAQ 
TAOCACTGAT 
ACTGAAOGAA 
GAGAGATTGG 
GAGACTGAAT 
GGGGCOGGGO 
GTTGTTGTTO 
OQCTGTGTCA 
CGACCAGAAT 
GGGAGTCCTA 
CTACACCTAC 
OQAOCTCATG 
GGAOOGGGAA 
OGGCTCCACC 
CAT6TTTGAC 
GCAGAGGCT6 
GCTTATCATO 
OCAGGGCATC 
GTAGGTTGAA 
CATAOTGGTC 



21 
I 

OGOOGOUSCr 
TCTCTCCTCC 
GTCTTCAGGG 
GOGCTGGGGA 
AATGATQACT 
AGGAATCCAT 
GTGGTTGCTC 
CAOCTCAAGT 
QCA6ACAQ0C 
AATAA OCCAC 
GAGAAT6GTG 
GACCACAAGC 
CCAOGTACTT 
AATGGOGTQG 
TTCACAATTC 
AAAGTOCCTG 
ACCA0GGCA6 
CCCCAGAAGT 
AOQGTCACTG 
660GGTGAOO 
CTGACAACCA 
OTGACOkACO 
OIOSTGGAGQ 




Cadherin 3, P-cadherin (placental) 

H8.2877 

X63629 

X63629 

54-2543 (start and stop codons are underlined) 



31 
I 

GCTTCACCXX 
TTCTCCAGGT 
AGGCTGAAGT 
AAOTATTCAT 
TCACTGT6GG 
TQAAGATCTT 
CAATATCTGT 
CTAATAAAGA 
CCCCTGAGGG 
TGOACOGGGA 
CCTCA8TGGA 
CCAAGTTTAC 
CTGTGATGCA 
TTGCTTACTC 
AC0C3GAGCAC 
AGTACACACT 
TGGCAGTAGT 
ACGAOGCCCA 
ATCTGGACQC 
AOOGGGAOCSl 
GGAAG6GTTT 
AGGOOOCTTT 
ATGTGAATGA 



OAATGGGGAG 
CCCATCCAAA 
CCCTGAAAAT 
TAGAGACACC 
TGTCTT06CT 
GGAGATTGCC 
G6ACCCGATG 
CCAGGACACC 
GGTGACAQCC 
CATCCATAGC 
AGGCACCATC 
GAOCATCCAO 
GQAGATOCTT 
TGIGOCTGAG 
GCOCAACTCA 
TTTTAOCftTC 
GGA1TTT6A0 
TSTGCrGAAG 
GGCAOCTGTO 



51 




1 

GCCATGGGGC 


60 


CAGTGCGOOO 


120 


G0GGGAGG06 


180 


GGGCAAGAGC 


240 


ACAGTGGAGO 


300 


06TATCTTAC 


360 


GGCAAGGGTC 


420 


AAGATTTTCT 


480 


GTAGAGAAGG 


540 


AAGTAT8A0C 


600 


AACATCTCCA 


660 


TTCOGAGGGA 


720 


ACAGATQAGG 


780 


CAAGAAOCAA 


840 


AGOQTCATCr 


900 


OOCACAaACA 


960 


GATGCCAATG 


1020 


AATGCAGTGG 


1080 


OCAGOGTGGC 


1140 


ACX3^CCCAGC 


1200 


GOCAAAAACC 


1260 


CTGCCAACCT 

rrTOTCocAc 


1320 
1380 



916 



wo 03/042661 



PCTAJS02/36810 



ArOTGCTGAA CATCAOGGRC AAGGACCTQT CTCCCCftCAC CICCCCTTTC 

CT^^TC TACTOGAOGG CMW3QICAA 0SM3QMMT ««^TGG 

TCAAGGAGCC CCTCCTACrC CCAGAAC3ATG AC3^CCCQTGA »JGaTCTTC ^ACTAT^Ob 
iSAGGGGGG TGGCGAAGAG GACCAGGACT ATQACATCAC CCAOCT^ 25^^^^ 
1 ^ *n«nrifM^ fliaA(3GTGGTT CTCCX3CAAT6 ACX3TGGCACX: AACCATCATC CCGACACCCA 

S 

GGCGGAGACA «38C1M««3T CT«W0T«O AGTGSWGCr 
TrarSGCCT TTCftGORTOO AGGHATOTOB OCRGITTCRC TTCAGCACTG 'AMf^CTC 
JSJ?^^ aSgTTCOCT OBAGQCCAA OTTTCfiMAA OCCTCTTACC TGCC CTAA AA 

ATACTQAQTG TGCCTAGOTT GCCCCTTATT rTTTATTTTC CCTGTTGOGT TGCTATABAT 
30 gaaggSgag QACAATOCTG TATATGTACT AGAACTTTTT TATTAAAGAA A 



1440 
1500 
1560 
1620 
1680 
1740 
1800 
I860 
1920 
1960 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 



A17e Profcftin aecnience; 

Gene name: 
35 XJnigene niunber: 

Probeset Accession #s 

Protein Accession §: 
; Signal sequence i 

Transmenibrane domain t 



Cadherin 3, P-cadherin (placental) 

HS.2877 

X63629 

CAA45177 

1-24 

659-675 



40 cellular loealizatiom plasma menibrane 



45 



50 



55 



60 



65 



MGLPRGPLAS 
QEPALFSTDH 
KGPPPQRLNQ 
YBLF6HAVSE 
DEODAIVrYM 
TDMDGDGSTT 
AMHATYLIMG 
PTSTATIWH 
DPAGHLAHDP 
VHDBGPVPEP 
TWLSLKKFIi 
GAVIiALLFLL 
GLEARPEWL 
DYEGSGSDAA 



11 
I 

LLLLQVCWLQ 
DDPTVRNGBT 
LKSNKDRDTK 
N6ASVEDPMH 
6WAY8IHSQ 
TAVAWBXIiD 
GDDGDHFTIT 
VEDVNEAPVF 
DSGQfVTAVGT 
RQXTZOIQSP 
KQDTYDVHLS 
ItVLLIiLVRKK 
RNDVAPTIIP 
SLSSLTSSAS 



21 
I 

CAASEPCRAV 
VQERRSIiKER 
IFYSITGPGA 
ISIIVTDQND 
BPKDFHDLKF 
ANDHAPMFDP 
THPESNQGIl* 
VPPSKWEVQ 
U)REDEQFVR 
VRHVLNITDK 
LSDKGNKEQIi 
RKlKEPXiLLP 
TPIWRPRPAM 
DQDQDVDYLN 



31 



FREAEVTLBA 
NPLKIFPSKR 
DSPPEGVPAV 
HKPKFTODTP 
TIHRSTGTIS 
QKYEAHVPEN 
TTRKGLDFEA 
BQIFTGEFVC 
tDHYEVHVLA 
DLSPHTSPPQ 
TVIRATVCDC 
EDDTHDNVFY 
PDBKSNPIZB 



41 

I 

QOAEQEPOQA 
ILRRHKRDWV 
EKET6HLLLN 
RGSVLEGVLP 
VISSGLDREK 
AVGHEVQRIiT 
KNQHTLYVEV 
VSfTAEDPDKE 
HDNGSPPTTG 
AQLTDDSDIY 
HGHVETCPGP 
YGEBGGGEED 
HLKAAMTDPT 
DMY6GGEDD 



51 
i 

liGKVFMGCPG 
VAPISVPEN6 
KPUJREEIAK 
GTSVMQVTAT 
VPEYTLTIQA 
VTDLDAPNSP 
TNEAPFVIiKL 
NQKISYRILR 
TGTXiLLTLID 
WTAEVNEEGD 
HXGGPILPVL 
QDYDITQLHR 
APPYDTIiLVP 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 



A179 DMA SEQUENCE 
Gene name: 
X^igene nuinbert 
Probeset Accession fts 
Kucleic Acid Accession ff: 
Coding segaencet 



endothelial differentiation, lyeophosphatidic acid Q-protein-coupled receptor. 7 

Hs. 258583 

1M_012152 

«ruM"(«iderlin«l .«m«nc.> corre.pond to .tart ««1 stop codons) 



70 



75 



CTTCTTTAAA 
GACAAGCACA 
GGAACAAA6C 
TCTAATTCTC 
TACCTGTTGG 
ATGTTTAACA 
GGGCTTCTGG 
A6GCACATGT 
CTGCTCATTT 
TGGAATTGCC 
80 TACCTTGTTT 
CTGGQGATCT 
TGCATCAGOC 



11 
1 

TTTCTTTCTA 
TQGACTTTTT 
TTGTGATTGT 
TGGTCATCGC 
CTAATTTAGC 
CAGGCCCAGT 
ACA6TAGCTT 
CAATCATGAQ 
TGCTTOTCTO 
TCTGCAACAT 
TCTGGACAGT 
ACGTGTAOST 
GC0GGAG6AC 



21 

GGATGTTCAC 
TTATAATAG6 
TTTGTGTGTT 
G6CAGTGATC 
TGCTGCCGAT 
TTCAAAAACT 
GACTGCTTCC 
GATGOGGGTC 
GGCCATC6CC 
CTCTGCCTGC 
GTCCAACCTC 
CAAGAGGAAA 
ACCCATOAAG 



31 
I 

TTCrrCTCCA 
AGCAA CACTG 
GGGACGTTTT 
AAAAACAQAA 
TTCTTOGCTG 
TTGACTGTCA 
CTCACCAACT 
CATAGCAAOC 
ATTTTTATGG 
TCTTCCCTGG 
ATGGCCTTCC 
ACCAAOQTCT 
GTAATGAAGA 



41 

1 

CAATQAATGA 
ATACTGTOGA 
TCTGCCTGTT 
AATTTCATTT 
GAATTGOCIA 
AC0GCTG6TT 
TGCTGGTTAT 
TQACCAAAAA 
GGGOGGTCCC 
CCCCCATTTA 
TCATCATGGT 
TGTCTCCQCA 
OGGIGATGAC 



51 
1 

GTGTCACTAT 
TGACTGGACA 
TATTTTTPrT 
OCCCTTCTAC 
TGTATTCCTG 
TCTCCGTCAG 
GGCGGTGGAa 
GAGGGTGACA 
CACACTGGGC 
CAGCAGGAGT 
TGTGGTGTAC 
TACAAQTG80 
T6TCTTAGGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



917 



wo 03/042661 



PCT/US02/36810 



G08TTTOT0G TATGCTOaftG OC COGGOCTG U'lXJ U l'l' ClGC TCCTCXJAOGG CCTGAACTGC 840 

AGGCAGTOTG GGGTGCAGCK TGTQAAAA06 TGQTTCCTOC TGCTGGOGCT GCTCAACTCC 900 

GTG6TGAACC CCATCATCTA CTCCTACAAG QA06AGGACA TGTATGGCAC CATGAAQAAO 960 

ATOATCTOCT GCTTCTCTCA GGAGAACXX3V GAGAGGOGTC CCTCTOSCAT CCCCTCCACA 1020 

GTCCTCAOCA GGAGTGACAC AGOCAGCCAQ TACATA6AG0 ATAOTATTAO CCAAG6TGCA 1080 

GTCT6CAATA AAAGCACTTC CTAAACTCTG OATOCCTCTC GGCCX:ACXX:A 06TGATGACT 1140 
GTCTTAGG 



A180 Protein sequence; 
Gene namet 
lAiigene number i 
Probeset Accession Si 
Protein Accession #: 
Signal sequence i 
Transmeoibrane domains t 
Cellular Iiocalization: 



endothelial differentiation, lysppho&rphatidic acid O-protein-coupled receptor, 

HS. 258583 

NM_0 12152 

NP_O36204 

none found 

31-53, 66-88, 150-173, 190-311, 339-261, 377-395 
plasma membrane 



1 11 21 31 41 51 

I 1 I I I I 

MtlEOiyDKHM DPFYMR8NTD TVDDWTGTKL VIVLCVGTFP CLPIFPSNSL VZAAVIKMRK 60 

FHPPPYYLLA NLAAADPFAG lAYVPIUPNT GPVSKTLTVN RWPLRQGUJJ SSLTASIiTML 120 

LVIAVERHMS IMRMRVHSNL TKKRVTLLIL LVWAIAIFMG AVPTLGHNCL CNISACSSLA 180 

PIYSR8YLVP WTVSNLMAPL IMVWYLRIY VYVKRICIIIVL 8PHT8GSISR RRTPMKLMKT 240 

VMTVLOAFW CHTP6LWLL LD6LNCRQGG VOBVKRHPLL LALLNSWHP IZySYKDEDM 300 
yGTMKXMIGC PSQENPERRP 8RZPSTVLSR 8DT0SQYIED SXSQOAVQIK STS 



A181 DMA SEQUENCE 
Gene namei ESTs 
Unigene nunflben Hs. 162859 

Probeset Accession ft: AA569531 
Nucleic Acid Accession tft AA569531 

coding sequence t 1-504 {tuiderlined sequences correspond to start and stop codons) 



1 11 31 

I I I 

ATGA CCTACA OTTACTCATT TTTCAG6CCT 
CATTCTGAAG CCAACAGGAG AACCAAGACC 
GATGAAACCT CTGGACTAAO CACACATCTT 
OTGCTTCATC TGQACATCCA CGGOAAGAAO 
CAOCTATACC TGTGGOACAT OGOTGCITTTT 
ATACCCAGAG GGAACAAAOG CTCCCCAAAA 
AAGCAGAAGC AAAGTTCAAA GATCCAAGAG 
CTCTCTTCAT TCTGGTTTQT GG0GAAT6CT 
GGAASTAAAC AGTTTTCAGO CTQAG QCCAA 
GCTAOGTTGT 0CCA6CACTT CACTGGTTAA 
AGCTACTTGT CAATGGTGAA TATTGATCAT 
CCAGCTACTC CTTGCATGTT GTTCATTATT 
TATGTAATAT CACAGACAAG 6AAACTQAAC 
ACATGAGGAT GAACAATGAA AOGGATTTGA 
GGTCCTTTTT CACTCTQATA TGCIGCAATT 



31 


41 


51 

1 




1 

GAOTTGATCG 


1 

TTAATCATCT 


TAATTAT6TT 


60 


AAAACTTTAT 


TQTCTCTQCT 


TTCATTTCTT 


120 


CCIWm'AT 


CTCTCTCAAA 


GGAGT6T66A 


180 


GAAGACATGA 


QAATCACOCA 


ACAGTCTTGC 


240 


ACAATATTTA 


AQAACCTQTO 


GATQAGOCTC 


300 


AGAGTTACAO 


AAAOCATCCT 


GAGAGATTTT 


360 


GAGAGAC6AA 


GAGAGTCTGC 


AGGACCAAAC 


420 


GGAAGAGGA6 


ACAG6GCCCA 


GATTTOQGCA 


480 


TCTGA6CAG6 


AACATTCCAA 


TATTTCTTCA 


540 


CCTTTTAT6T 


CCACCATTT6 


TGGATTTCAC 


600 


CATCATTATC 


TACTGAGCTQ 


CTACCATAtC 


660 


TTCTCAACAC 


TCAGCATATT 


T6CAATATQT 


720 


GCAOAAATGT 


TTTATTTCTT 


GCCAAACATC 


780 


AAOCAGGATT 


GTCT6ATTCC 


AACATCTCTO 


840 


AAAAAQOCAT 


TTCTAAGACT 


GT 





A182 Protein sequence! 

Gene name: ESTs 

Uiolgene nunibert BS.162B59 

Probeset Accession §t AA569531 

Protein Accession none found 

Signal sequence: 1-46 

Transmembrane domains t none found 

Cellular Iiocalizationt not determined 



1 11 31 31 41 51 

I I I I i I 

MIYSYSPFItP BLZVNHUnrV USBAHRHTKT XTLLSLLSFL DETSGLSTHL PCLSLSKBOG 60 
VLHU)IE6K1C BDMRITQQSS QLYLMDMOGF TXPKNUmSL XPRGinCRSPK RVTETILRDF 120 
XQKQSSKIQB EBRRBSAGPN LSSFHFVGNA GR6DRPQZHA GSXQFS6 

A1B3 DMA SBQUPTCE 
Gene namet ESTs 
IMigene nuiabert Hs. 179809 

Probeset Accession ft: N95796 
Kucleic Acid Accession 0t XM^050197 

Coding sequences 310-1971 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I 1 I I i I 

TCACAOGTGC CAAGGGGCTG GCTCAG06QA ACCAGCCT6C A06CGCTGGC TCOGOGTGAC 60 

AG00608C0C CTOGGCCAOO ATCIQAGTGA TGAGAOGTCT COOCACrGAO GT6CGCCACA 130 

GCAGCAOGTG TTQAOCATGO GCTQAOAAGC TGGACGGQCA CCAAAGGGCT GGCAGAAATG 180 

GGGGOCTGGC TOATTCCTAG GCAGTT6G0G OCAGGAAQGA GGAGAGGCOO CAGCTTCTGG 240 

AGCAQA6C00 AGACGAA6CA GTTCIGGAGT GOCrOAAOGQ COCCCTQAGC GCTAOCGGCC 300 

918 



VfO 03/042661 



PCTAJS02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 



IGGCCCACTk TOerCOSAG GCTOTGGQTC AGCCGCCTGC TCCGGCACCG GJAMOOaO 

COaTTOGTC CAGTGCTGGO CCTGGTCTOt OTOCOOCTCC '*?8CI^ 
TOGOBIOSM: GCIAWSGaX ccgcosgccc ttcatctogq cacto^^?" SSSoI^^i 

S^S^?TCr ?T^S AAGGGCOGGC TGGCTAGCAO GGCTQCTGTO CMOOMOCC 

SrcrecTOO aoctotSct gctcatcctg gqcgmoooc tcctggacit ctctggccm 

OOCCAQGCCT ACTCTeTCTA TGCCTTCATG f^^S^ ^S^^GOAG 

craCCTGCCA TTGACTGGOA CACCAGTGCC CTGQCCCCCT ACCTOaOCRC CCRUta«^«u 

^SSttq gcctocicac ccio^Tcrrc ctcacctgcg tagcaoccac 

^^^CGG CCCCACOGAG «AGCA6AAG ^^CTG^ 
TmrcCCACT GCTCTCC3VTG C0GGGC3C0GC TTGGCTTTCC GGAACCTGGQ CGC^TQCXa 
C?^^ ACcS^O CTGCOSCATG CCCCGCACCC TGCGCCGGCT CTTCGTGGCT 
SSgOATGQC ACrCATGACC TTCAOOCTGT TTTACACGGA TTTCGT^C 
^^SS A^GGGCGT GCCCAGAGCT GAGCCGGGCA CCGAC3GCCCQ ^^^^ 

ttSSSgcsg CAGCCTGGGG CTGTTCCTGC agtgcgccat ctccctggtc 
tStogacco octgotgcao cgattcggca ctcgagcagt ctatttogcc 

GGCTGCO^GT GCCJ^C SJScS^ 
GtGACAGCTT CAGCCGCCCT CACCGGGTTC ACCTTCTCAG ^CTCCft^T ?CTCCCC^ 
anvrrfsrwrr CCCTCTACCA CCGGGAGAAG CAGGTGTTCC TQCGCAAATA CX:GASGQBftK- 
^SSS^ SS^^QA gScagcctg ATGACCAGCT TCCTGCCAGG CCCTAAGCCT 
^.SSS ^^TGG ACACGTGCGT GCTGGAGGCA GTGGCCTGCT CCCACCTCCA 
^^^S^ SSSSS? ?St^ GTCTCCGTAC G«3TGGIGGT GGGTGAGCCC 
^^CC GGG^GaSc ATCTGCCTGG ACCTCGC^ SS^iS 

SottStS totcccaggt ggcoxatcc ctgtttatgg gctccattot coficrcA^ 

OTC^TAT GGTGTCTGCC GCAGGCCTGG GTCTGOTCaC CATTTACm 
SSIStaS TACTMTTOA caagagcgac TTGGCCAAAT ACTCAGCOTAGAAAACTTCC 

^^SS SS^^ gogtccovgc tccccgctcc T^JJJJSCca 

5S^ScTG? cSgctcgcc GCCAGTTTCT GTTGCTGCCA AAGTAATGTC GCrCTCTGCr 

^ctSgg tgcgtagctg cacagctggg ggctoomgq TC^rcraT 
ctScccSq tctctagggc tgcctoactg gaggccttcc aaggooottt caotctogac 
SSa^ aqgS^g ggctccatcc actggaatgc ggggactctg caogtggatt 

ISS^CTC MGCTTAACA GCTAQCCTCC TAGTTGAGAC ACACXriAGAG AftGGGTTTTT 

CCCTGGTTT OCC^CTCTA ^OCOCXT^. 
rRTTTAATQT W3CTCTTGCA TOGOAOTTTC TAGQATOAAA CACTCCTCCA ^^^^^j^Z 
^TTTCTA GGGSAA6AGT CCW3Afl«3GOC AACAOVCRM A^CAGGTCC 
SSSS^ OTCTTTTTTG CISeAHTCCA COCCCCCOCT CTTTACCCn 

TT 



360 
420 

480 
540 
GOO 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 



A184 Protein sequence a 
Gene nantet 
Unigexie xnanber: 
Probeset Accession 
Protein Accession #: 
Signal sequence: 
TransneinbTane docnains: 
Cellular Localizationt 



ESTs 

Hs. 179809 
N95796 
XP__OS0197 
none 

21-43. 53-75. 90-112. 
plasma menibrane 



125-147. 160-182. 199-221. 323-345. 350-372, 379-401 



1 
I 

MVQRLWVSRL 
PVLGLVCVPL 
EIiALXilLGVG 
IDWDTSALAP 
CCPCRARIAP 
YQGVPRAEPG 
APPVAAGATC 
ASSEDSIMTS 
RWPGRGICL 
WFDKSDIAK 



11 
I 

LRHRKAQIiLL 
LGSASDHWRG 
LLDFQGQfVCP 
YLGTQEECLF 
RNliGALLPRL 
TEARHHYDEG 
LSHSVAWTA 
FLF6FKPGAP 
DLAZLDSAPXi 
ySA 



21 
I 

VNLLTFGLEV 
RYGRRRPFIW 
TPLEALLSDL 
GLLTLIFLTC 
BQIiCCRMPRT 
VRMGSLGLFL 
SAALTGFTFS 



I.SQVAPSI1FM 



31 

I 

CLAA3ITYVP 
ALSL6ILLSI1 
FRDFDHCRQA 
VAATLLVAEE 
LRRLPVAELC 
QCAISLVFSL 
ALQIIiPYTLA 
SGLLFFPPAL 
GSIVQLSQSV 



41 
1 

PLLLEVOVEE 
FLIPRAGWLA 
YSVYAFMISL 
AAXiGPTEFAB 
SWMRLMTFTL 
VMDKLVQRFG 
SIiYHREKQVF 
CX3ASACDVSV 
TAYMVSAMHt 



51 

KFMTMVLOIO 60 

GLLCPDPRPL 120 

GGCLGYLLPA 180 

GLSAPSIiSPH 240 

FYTDFVGBGIi 300 

TRAVYIASVA 360 

LPKYRQDTGQ 420 

RVWGEPTEA 480 

GLVAIYFATQ 540 



65 



70 



A185 DMA SEOfOENCE 
Gene namet BSTs 
Unigene ixunibert Hs.11260 
Probeset Accession #t R73640 

S%t^t^er""" \'-»«"^«lined se^es cor»spo»d to start and step codons, 



1 11 21 



31 41 51 



919 



75 ATGSTTOGCC GGGGGCTGCT TGCGTCGATT TCCGQGOTGG iGGTTTTGCT GQTGCTCCTC 60 

^^JSS TrSSflTCCT QTACATGTTG GCCTGCACCC CAAAAGGT6A C6RGGAGCRG 120 

SSJS CAACTAOCrrG AGCAGCCTGA AfiOGG^ ^ 240 

^SggaSasc tgovggagag gagtgagcao ctcaogaato Gsacra^ J^22S? 

RO GfTCMG^ TGQGTCTGGA CAGGAGCCCC CCRGAGAAAA CCCAGGCOSA CCTCCTGGOC 

S^^^S SftGG^G GTGAATGCTG GOCTCAAGCT GGCCACAGAG 

SSS^ S^SSga tagcittact ctacagaagg tgtac^ 
cTTAcccGCC accccgagoa gaagcctgtg aggaaggaca agcgggatga gttggt^ 
^SttgS S^ctgaac aatccxgcrg agaacagccc caatcaccgt 



300 
360 
420 
480 
540 
600 
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CCTTACAOGG CCTCTGATTT CATAGAAOGG ATCXAOOGAA CAGAAAGGGA CAAAGGGACA 660 

TTOTATGAOC TCACCTTCAA AOGOGACCAC AAACAOOAAT TCAAACCGCT CATCTTATTT 720 

CQACCATTCG GCCOCATCAT GAAAGTGAAA AATGAAAAGC TCAACATGGC CAACACGCTT 7 BO 

ATCAATGTTA TOGTGCCTCT AGCAAAAAGG GTGGACAAGT TCXX3GCAGTT CATGCAGAAT 840 

TTCAGGGAOA TGTGCATTGA GCAGGATGGG AGAOTCCATC ICACTaTTGT TTACTTTQGG 900 

AAAQAAGMA TAAATOAAGT CAAAOGAAXA CTTGAAAACA CTICCAAAGC IQCCAACTtC 960 

AGGAACTTTA CCTTCATCCA GCT6AATGGA GAATTTTCTC GGGGAAAGGG ACTTQATOTT 1020 

GGAGCCCGCT TCTGGAAGGG AAGCAAC3GTC CTTCTCTTTT TCTQTGATGT GQACATCTAC 1080 

TTCACATCTG AATTCCTCAA TAOGTGTAGG CTGAATACAC AGCCAGQGAA OAAGQTATTT 1140 

TATCCAGTTC TTTTCAOTCA OTACAATOCT GGCATAATAT AOCSGCCACCA TGA TGCAG TC 1200 

CCTOCCTTGG AACA6CA6CT GGTCATAAAG AAOGAAACTG GATTTTG6A0 AGACTTTGGA 1260 

TTTOGGATGA OQTGT C AgTA TOOGTCAGAC TTCATCAATA TAGGTGGGTT T6ATCIGGAC 1320 

ATCAAAGGCr GGGGGGGAGA GGATGT6CAC CTTTATGOCA AGTATCTCCA CA6CAA0CTC 1380 

ATAGTGGTAC 0QACGCCT6T GOGAGGACTC TTCCACCTCT OQCATGAGAA GCGCTQCATO 1440 

GAOGAGCTGA CCCC0GA6CA 6TACAAGAT6 TGCATGCAGT CCAAGGCCAT GAAOGAGGCA 1500 

TGCCAOSGCC AGCTGGGCAT GCTGGTGTTC AG6CA£3GAaA TAGAGGCTCA GCTTGQCAAA 1560 
CAGAAACAGA AGACAAOTAO CAAAAAAACA TGA 



A1B6 Protein sequence! 

Gene names BSTs 

Unigene number t H8.11260 

Probeset Accession #: R73640 

Protein Accession #i NP_060841 

Signal sequence: 1-26 

Transnenibcane domains: none £ound 

Cellular Localization: not determined 

1 11 21 31 41 51 

I I t 1 I I 

MVRSGLLAHI SRVWLLVLL CCAISVLYHL ACTFKaDBGQ LALPBANSPT GKEGYQAVLQ 60 

EHEEQHRNYV SSLKRQIAQL KBELQERSBQ LBMGQYQASD AAGLGLDRSP PBKTQADLLA 120 

FLHSQVDKAE VHAGViCLATB YAAVPFDSFT LQKVYQLBTG LTRHPEEKPV RKDKRDBLVE 180 

AIBSAIiBTLN NPAENSPKHR PYTASDPIEG lYRTERDKGT LYELTPKGDH KHEFKRLILF 240 

RPFOPIMKVK NBKLNMANTL INVIVPIAKR VDKFRQFMQK PREMCIEQDO RVHLTWYPG 300 

XEBZNBVIQSZ LENTSKAANF RNFTFIQUIG BFSRGKGLDV GARFWK6SNV LLFPCDVDXY 360 

FT8EFUITGR LNTQPGKXVF ypVLFSQYNP GIZY6HHDAV PPLEQQLVZK KBTGFHRDF6 420 

FGHTOQYRSD. FZMIGOFDIiD ZXGHGGEDVH ViBXihBSSh XWRTPVRGL FBUIKEKRQ4 480 
OELTPSQYKM OfQSKAMHBA SKGQLGKLVF RHBIBABLRK QXQKTSSiaCT 

A187 DKA SEQUENCE 

Gene name: ATPase, Ca4+ transporting* type 2C, member 1 

unigene number: Rs. 106778 

Probeset Accession Ui N51919 
Nucleic Acid Accession #: AF169723 

Coding sequence: 1-2712 (underlined sequences correspond to start and stop codons) 



- 1 11 21 31 41 51 

t I I I 1 1 

ATGATTCCTG TATTGACATC AAAAAAA6CA AGTGAATTAC CAGTCAGTGA AGTTGCAAGC 60 

ATTCTCCAAQ CTGATCTTCA GAATGGTCTA AACAAATGTG AAGTTAGTCA TAGGCGAGCC 120 

TTTCATGGCT GGAATQAOTT TGATATTAGT GAAGATGAOC CACTGTGGAA GAAQTATATT 180 

TCTCAGTTTA AAAATCCCCT TATTATQCTG CTTCTGGCTT CTGCAQTCAT CAGTGTTTTA 240 

ATGCATCAOT TTGATGATGC CGTCAGTATC ACTGTGGCAA TACTTATCGT TGTTAttGTT 300 

GCCTTTGITC AGGAATATCG TTCAQAAAAA TCTCTTGAAG AATTGAGTAA ACTTGTGCCA 360 

CCAGAATGCC ATXaTGTGOG TGAAGQAAAA TTGQAQCATA CACTTOCCOG AGACTTGOTT 420 

CCAGGTGATA CAGTTTGCCT TTCTOTTGGG GATAGAGTTC CTGCTGACTT AOGCrTGTTT 480 

GAGGCTGTGG ATCTTTCCAT TGATGAGTCC A6CTTQACAG GTGAGACAAC GCCTTGTTCT 540 

AAGGTQACAG CTCCTCAOCC AGCTGCAACT AATGQAGATC TTGCATOQAG AAOTAACATT 600 

GCCTTTATGG GAACACIGGT CAGATGTGGC AAA6CAAAGG GTGTTGTCAT TGGAACAOC3A 660 

GAAAATTCTG AATTTGGGGA GGTTTTTAAA ATGATGCAAG CAGAAGAGGC AOCAAAAACC 720 

CCTCTGCAGA AGAGCATGGA GCTCTTAGGA AAAGAACTTT CCrTTTACTC CTTTGGTATA 780 

ATAGGAATCA TCATGTT6GT TGGCTOOTTA CTGGGAAAAG ATATCCTGGA AATGTTTACT 840 

ATTAGTGTAA GTTTGGCTGT AGCA6CAATT CCTGAAGGTC TCCCCATTGT GGTCACAGTG 900 

ACGCTAGCTC TTGGTGTTAT GAGAATG6TG AAGAAAAGGG OCATTGTGAA AAAGCTGCCT 960 

ATTGTTGAAA CTCTGGGCTG CTGTAATGTG ATTTGTTCAG ATAAAACIGG AACACTGAOO 1020 

AAQAATGAAA IGACTGTTAC TCACATATTT ACTTCAGATO OTCTGCATQC TGAGGTTACT 1080 

0GAGTTG6CT ATAATCAATT TGGGGAAGTG ATTOTTGATG GTGATGTTGT TCATGGATTC 1140 

TATAACCCAG CTGTTAGCAG AATTGTTGAG 60QG6CTGT0 TGTGCAATGA TGCTGTAATT 1200 

AGAAACAATA CTCTAATGGG GAAGCCAACA GAAG6GGCCT TAATTGCTCT TGCAATGAAG 1260 

ATGGGTCTT6 ATGGACTTC A ACAAGACTAC ATCAGAAAAG CTGAATACCC TTTTAGCTCT 1320 

GAGCAAAAGT GGATGGCTGT TAAGTQTGTA CACC6AACAC AGCAGGACAG ACCAGAGATT 1380 

TQTTTTATGA AAGGTGCTTA CGAACAAGTA ATTAAGTACT GTACTACATA CCAGAGCAAA 1440 

GGGCAGACCT TGACACTTAC TCAGCAGCAG AQAGATGTGT ACCAACAAOA GAAGGCAG6C 1500 

ATQGGCTCAG OGGGACTCAG AGTTCTTGCT TTGGCTTCTG GTCCTGAACT GGGACAGCTG 1560 

ACATTTCTTG GCTTG6TGGG AATCATTGAT CCAOCTAGAA CTGGTGTGAA AGAAGCTGTT 1620 

ACAACACTCA TTQCCTC A OO AGTATCAATA AAAATOATTA CTGQAGATTC ACAGGAGACT 1680 

GCAGTTGCAA T06CCAOT0Q TCTGGOATTO TATTCCAAAA CTTCCCAGTC AGTCTCAGGA 1740 

GAAGAAATAG ATGCAATGGA TGTTCAGCA6 CTTTCACAAA TAGTACCAAA GGTTGCAGTA 1800 

TTTTACAGAG CTAGCCGAAG GCACAAGATG AAAATTATTA AQTQQCTACA GAAGAACOGT 1860 

TCAGTTGTAG CCATGACAOG AGATGGAGTA AATGATGCAG TTGCTCTGAA GGCIGCAGAC 1920 

ATTGGAGTTG C6ATGGGCCA GACTGGTACA GATOTTTOCA AAGAGGCAGC AGACAT6ATC 1980 

CTAGTOGATO ATGATTTTCA AACCATAATO TCTGCAATCG AAQAGGGTAA AOGGATTTAT 2040 
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AATAACATTA AAAATTTOST TAGATTCCAG CTGAGCACGA GT^^ 2100 

ATCTCATTGG CTACATTAAT GAACTTTCCT AATCCTCTCA ATGCCATGCA GATTTTGTGG 2160 

A?SSS^ SSt^ ACCCOAGCT CAGAGCCTTG G^ 2220 

GATQTCATTC CTAAACCTCC TCXXAACKM AAAGACAGCA 2280 

OTAAAATAC TTGTTTCATC AATAATCATT GTTTGTGGGA CT^^ 2340 

GAGCTACGAG ACAATQTQAT TACACCTCGA GACACAACAA TGAOCXraC MGCTTTGTO 2400 

TTTTTTGACA TGTTCAATCC ACTAAGTTCX: A6ATCCCAGA CCAAGTCTGT GTTTGAGMT 2460 

GC5ACTCTQCA GTAATAOAAT GTTTTGCTAT GCAGTTCTTG GATCCATCAT GGGACAAITA 2520 

CTAGTTATTT ACTTTCCTCC GCTTCAGAAG GTTTTTCAGA CTGAGAGCCT AAGCATACTG 2580 

GATCTGTTCT TTCTTTTCGO TCTGRCCTOV TCA6TGT6CA 2640 

AAGOTTCAAA GGAGCAGGGA AAAGATCCAS AAOCATOTTA OTTCGftCATC ATCATCrTTT 2700 



CTTGAAGT AT GA 

A1S8 Protein sequence; ^ ^ _ 

Gene names ATPase. Ca++ transporting, type 2C, weraber 1 

Unigene number; Hs. 106778 

Probeset Accession #*. 1151919 

Protein Accession ft: AAP27813 

[744-889] 

Cellular Localizations not determined 



1 11 21 31 41 51 

MIPVLTSKKA SELPVSEVAS ILQADLQNGL NKCBVSHRRA PHBWNEFDIS EDm.WKKYI 60 

SQPKMPLIML LLASAVISVL MHQFDDAVSI TVAILIWTV AFVQEYRSEK SL^^VP 120 

raCHCVRHGK LEHTLAHDLV PGDTVCLSVG DRVPADLRLF EAVDLSIDES SLTGETTPCS 180 

KVTAPQPAAT NGDLASRSNI AFM6TLVRCG KAKGWX6TG EMSEPGEVFK ^QJEEAPKT 240 

PLQKSMDLLG KQbSPYSFGI IGIIMLVGWI, LGKDILBMPT ISVSLAVRM ^KJIVVTV 300 

TLALGVMRMV KKRAIVKKLP IVETLGCOIV ICSDKTGTLT KNEWrVTOIF ^DGIfflAEVT 360 

GVGYNQF6EV IVIDGDWHGF YNPAVSRIVE AGCVOJDAVI RNNTIH^ Ion 

MQLDGLQQDY IRKAEYPPSS EQKWMAVKCV HRTQQDRPEI CFMKGAYEQV IKVCTTYQSK 480 

GQTLTLTQQQ RDVYQQEKAR M6SAGLRVLA IASGPBL6QL TFLGLVGIID P^TGVKEAV 540 

TTLIASGVBI KMITGDSQBT AYAIASRLGI. YSKTSQSVSQ EEIDMTOW ^^^^S^ ^ 

FYRASPRHKM KIIKSLQKNG SWAMTGD6V NDAVMJCAAD IGVAMGOTOT DVCXBAADMI 660 

ltoSfSim saieegkqiy nniknpvrfq lstsiaaltl isiatlhnpp N^flJMQ^ ^20 

INIIMDGPPA QSLGVBPVDK DVIRKPPRNW KDSILTKNLI LKILVSSIII VCGTLPVFMR 780 

ELRDNVITPR DTTMTFTCFV FEBMPNALSS RSQTKSVFBI GLCSNRMFCY AVLGSIMGQL 840 

LVIYPPPLQK VFQTBSLSIL DLLFLLGLTS SVCIVABXIK KVERSREKIQ KHV9STSSSF 900 



LEV 

A189 DNA SEQUSNCB 



^ ^ ESTS 

Unigene nunibers Hb. 293185 

Probeset Accession fts N62096 

SS^%i^2„rer''*'^ I'lll" (underlined se<iuencee correspond to start and stop codons, 

1 11 21 31 41 51 

ItOGGCTACC IgAGGCAGGA icCTGTCATC C0QCXX3CAGA GAGGATTCCC ™^CAATG 60 
AAQCAAGCIG GGTTTCCTTT GGGAATATTG CmTATTCT GGGTTTCATA TGTTA(MAC 120 
TTTTCCCTTO TTTTATTOAT AAAAGOAGGG GCCCTCTCTG GAACAGATAC CTA CCAQTCT 180 
TTGGTCAATA AAACTTTCGO CXTTCCAQGG TATCTGCTOC TCTCTGTTCT TCAGTTTTTC 240 
TATCCrmA TAGCAATCAT AAGTTACAAT ATAATAGCTG GAQATACTTT GAGCAAAGTT 300 
TTTCAAAOAA TCCCAGGAGT TGATCCTGAA AACGTGTTTA TTGGTCQCCA CTTCATTATT 360 
GGACTTTCCA CAGTTACCTT TACTCTGCCT TTATCCTTGT ACCGAAATAT AGCAAAGCTT 420 
GGAAAGCTCT CCCTCATCTC TACAGGTTTA ACAACTCTGA TTCTTGGAAT TGTAATGGCA 480 
AGQOCAATTT CACTGGQTCC ACACATACCA AAAACftQAAG ACX3CTTGGGT ATTTGCAAAG 540 
CCCAATCC!CA TTCAAGCGGT CGGGGTTATG TCTTTTGCAT TTATTTGCCA CCATAACTCC 600 

TTCTTAGTTT ACAGTTCTCr AGAAGAACCC ACAGTAGCTA AGTGGTCCCQ CCTTATCCAT 660 

ATOTCCATCG TGATTTCTGT ATTTATCTGT ATATTCTTTG CTACATGTGG ATACTT^ 720 

TTTACTGGCT TCACCCAAGG GOACTTArrT GAAAATTACT GCAGAAATGA TGACXri GGTA 780 

ACATTTGGAA QATTTTGTTA TOOTOTCACT GTCATTTTGA CATACCCTAT G GAATGCTT T 840 

GTGACAAGAG AGGTAATTGC CAATGTGTTr TTTGGTGGQA ATCTTTCATC GGTrTTCCAC 900 

ATTGTTGTAA CAGTCATGGX CATCACT6TA GCCACGCTTG TOTCATTQCT QArEO ATTGC 960 

CTOGGQATAQ TTCTAOAACr CAATGGTGTG CTCTGTGCAA CTCCCCTCAT TTTTATCATT 1020 

CCATCAOCCT QTTATCTOAA ACTGTCTGAA QAACCAAGGA CACACTCCGA TAAGATTATG 1080 

TCrrGTOTCA TCCTPCCCAT TGGTGCTGTQ GTGATGQTTT TTGGATTCGT CATGGCTATT 1140 

ACAAATACTC AAGACTGCAC CCATGGGCAG GAAATGTTCT ACTGCTTTCC TCACaATTTC 1200 

TCTCTCACAA ATACCTCAGA GTCTCATGTT CAGCRGACAA CACAACTTTC TACTTTAAAT 1260 

ATTAGTATCT TTCAACTOGA QTAA 

A190 Protein sequence i 

Gene naras: SSTb 

Onigene number; Hs. 293185 

p^l^set Accession ii N62096 

Protein Accession 9: no^^e found 

S!Sie:^S;<«ins. ^ofTBB-H2-134, 142-164. 217-239, 260-2.2, 29.-320. 327-34.. 359-3.1 

921 
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Cellular Iiocalization: plasma necnbrane 

1 11 21 31 41 51 

1 1 1 I I I 

MCYQRQBPVI PPQRGLPYSN RQAGPPLGIXi LIiFHVSyVTD FSLVLLIKGG ALSGTDTYQS 60 
LVNKTFGFFO YLLLSVIdQFL YPFIAMISYN IZAGI>TI.SKV FQRIPQVDPB NVFZGRHPIX 120 
GLSTVTPTLP LSLYRKIAKL GKVSLISTGL TTIiILQIVMA RAISU3PH1P KTEDAWVPAK 180 
PNAIQAV6VM SPAFICHHNS PLVYSSLBBP TVAKHSRLIH HStVISVPIC ZFPATC6YLT 240 
FT6PTQ(a}LF BHYCRMDDLV TPGRFCYOVT VTLTYPMBCF VTREVZANVF FOCafLSSVPH 300 
IWTVMVITV ATLVSUiIDC LQZVLBUraV LCATPLIFIZ PSACYLKLSB EFRIBSDKIH 360 
SCVMLPIQAV VMVFOFVMAI THTQDCTKGQ BMPYCFFDNF 8LTOTSBSKV QQTTQXiSTLN 430 
ISIFQLB 

A191 DMA SEQTjaJCB 
Gene names BSTs 
Uhigene number: He. 293185 

Probeset Accession ft: N62096 
Nucleic Acid Accession #: N62096 

Coding sequence: 1-1203 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

1 1 I I I I 

ATCGGCTACC AGAG6CAGGA GCCT6TCATC CC6CCGCAGT TTTCCCTTGT TTTATTQATA 60 

AAAOGAGGGO COCT C TCTGO AACAGATACC TACCAGTCTT TGQ TCAATA A AACTTTOGGC 120 

TTTCCAG6GT ATCTGCTOCT CTCTOTTCTT CAGTTTTTOT ATCCTTTTAT AGCAATGATA 180 

AGTTACAATA TAATAGCTGG AGATACTTT6 AGCAAAGTTT TTCAAAOAAT CCCAGGAGTT 240 

GATCCTGAAA ACGTGTTTAT TGGTOGCCAC TTCATTATTO GACTTTCCAC AQTTACCTTT 300 

ACTCTGCCT7 TATCCTTGTA C06AAATATA 6CAAAGCTTQ OAAAGQTCTC OCTCATCTCT 360 

ACAOGTTTAA CAACTCTGAT TCTTOGAATT GTAATQGCAA GGQCAATTTC ACTGG6TCCA 420 

CACATACCAA AAACAGAAGA OGCTTGG G TA TTT6CAAAGC CCAAT6CCAT TCAAGOGGTC 480 

GGGGTTATGT CTTTTGCATT TATTTGCCAC CATAACTCCT TCTTAOTTTA CAGTTCTCTA 540 

GAAQAACCCA CAOTAGCTAA GTGGTCCOGC CTTATCCATA TQTCCATCGT GATTTCTGTA 600 

TTTATCTGTA TATTCTTTGC TACATGTGGA TACTtGACAT TTACTGGCTT CACCCAAGG6 660 

GACTTATTTG AAAATTACTG CA6AAATGAT GACCTOGTAA CATTTGGAAG ATTTT6TTAT 720 

GGTGTCACTQ TCATTTTGAC ATACCCTATQ GAATGCTTTG TGACAAGAGA G6TAATTGCC 780 

AATOTGTTTT TTGGTGGOAA TCTTTCATOG GTTTTCCACA TTGTTGTAAC AGTGATGGTC 840 

ATCACTGTAG CCACGCTTGT GTCATTGCTG ATTGATTGCC TCGGGATAGT TCTAGAACTC 900 

AATGGTGTGC TCTGTGCAAC TCCCCTCATT TTTATCATTC CATCAGCCTG TTATCTQAAA 960 

CTOTCTGAAO AACCAAGGAC ACACTCOQAT AAOATTATGT CTTGTGTCAT GCTTGCCATT 1030 

GGT0CTGT60 TGATGOTZTT TGGATTCaTC ATGGCTA.TTA CAAATACTCA A0ACT6CACC 1080 

CATGGGCAGG AAATGTTCTA LmClTl 'O C T OACAATTTCT CTCTCACAAA TACCTCAGAG 1140 

TCTCATGTTC AGCAQACAAC ACAACTTTCT ACTTTAAATA TTAGTATCIT TCAACTC8AO 1200 
TAA 

A192 Protein sequence? 
Gene name: BSTs 
Uhigene number: He. 293 18 5 

Probeset Accession fi: N62096 
Protein Accession #i none found 

Signal sequence: 1-26 

TransBienibrane domains: 45-61, 92-108, 117-132, 191-207, 374-290, 297-313, 335-351 

Cellular Localization: plasma menbrane 

1 11 21 31 41 51 

111)11 

KOYQRQEFVZ PPQFSLVUil KGGALSGTDT YQSLVNKTFG FFGYLLIiSVL QFLYPFZAMZ 60 

SYNZXAGDTL SKVFQRIPGV DPENVFXGRH PZZGLSTVTF TLPLSLYRin ARLGKVSIiZS 120 

TGLTTLZLQX VMARAZSLGF HIPfCTBDAHV FAKFNAIQAV GVHSFAFIOI HNSFLVYSSL 180 

EEPTVAKHSR LXHMSIVZSV FICIFPATOQ YLTFTGFTQO DLFBIYCRND DLVTFGRFCY 240 

GVTVlLTyPM ECFVTREVLA NVPFGQJLSS VFHIWTVMV ZTVATLVSLL IDCLGIVLBL 300 

KGVLCATPLX PZZPSACYLK LSBEPRTHSD KZMSCVMLPZ GAWMVFGFV HAZTMTQDCr 360 
HGQEMPyCFP DNFSIiTNTSB SHVQQTTQLS TUfZSZFQLB 

A193 DNA SEQUENCE 

Gene name: BSTs 

Utiigene number: Hs. 393185 

Probeset Accession N62096 

Nucleic Acid Accession tt: N62096 

Coding sequence: 1-1140 (underlined sequences correspond to start and stop codona) 

1 11 21 31 41 51 

I 1 I I i I 

ATGGGCXACC AGAGGCAOGA GCCTGTCATC CCOCOQCAGG TCAATAAAAC TTTCX3GCTTT 60 

CCAG6GTATC TOCTOCTCTC TGTTCTTCAG TTTTTGTATC CTTTTATAGC AATGATAAGT 120 

TACAATATAA TAGCTGGAGA TACTTTGAGC AAAGTTTTTC AAAGAATCCC AGQAGTTGAT 180 

CCTGAAAACQ TOTTTATTGO TOGCCACTTC ATTATTGGAC TTTCCACAOT TAOCTTTACT 240 

CTGCCTTTAT CCTTOTACCG AAATATACCA AAGCTTGQAA AGGTCTCOCT CATCTCTACA 300 

GOTTTAACAA CTCTQATTCT TGGAATTGTA ATGGCAAGGa CAATTTCACT GGGTCCACAC 360 

ATACCAAAAA CAGAAGAOQC T1GQOTATTT GCAAAGOOCA ATGCCATTCA A60GGT08GO 420 
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GTTATGTCTT TTCCATTTAT TTGCCACCAT AACT^ ^ 

CUCCCftCAG TAGCTAMnO OTCCOGCCTT ATCOWATGT OOkTCWrGAT TTCIBTATTT 5*0 

SSSS AT(n«»TAC TTGACATTTA CMGCTTCM MO 

TtStTCAAA ATTACTGCM AAATOAMAC CTGOTAACAT TrGGAAOATT TTCTtWGOT 660 

5 S^AC^a TITTOAcia CCCTATQGAA TOCTTTOTGA CAAOAGAGGT AATTGCCAAT 720 

GIGTOA^ SCATCGCTT TTCCACATTG TTGTAACAGT QATGQTCATC 780 

ATTCCTGATT GAWKXrrCG GGATAGTTCr A^^ B40 
S^CT GTGCAACTCC CCTCATTTTT ATCATTCCAT CAGCCIGTTA TCIMAACIO 900 
?S^aSaAC OAGQACACA CTCCOATAAG ATTATCTCTT CTGTCATGCT TCCCATTGOT 960 

10 GCTOTG^ TOOTTTTTOO ATTOOTCATO gCTATTACAA ATACICAAGA CTGCACXCAT 1020 

JtTTCCIOAC AATTTCTCTC TC^ 1080 
^GXTCBfiC ASACRACACA ACtTTCrACT TIAAAtATTA (JIATCTTTCA ACTCGAGTAA 



15 



20 



M94 Protein sequence; 

Gene names ESTs 

Unigene number: Hs. 2 93 185 

Probeset Accession #: N62096 

protein Accession #s none found 



S^SSr3;».in,. Sn:o!'^e6, ss-m, xm-r^. a"-«9. a7«.aM. m-330 

Cellular Localization i plasma meaibrane 



25 1 n 21 31 |i SI 

LqRQEPVI UvNKTFGP PGYLLLSVWJ FLYPFIAMIS KVPQRIPG^ 
cpm;PT«»HP IIGLSTVTFT LPI»SLYRN1A KLGKVSI.IST GLTTLIIGIV MARAISMPH 
iSISaS^ i^SvG VMSFAFICHH NSFLVYSSLB EPTVAKWSRL IHMSIVISVF 
30 ra^TCCT U^FTQGD LFENYCRNDD LVTFGRFCYG VTVILTYPME CEVTREVIAN 
JpJ^SSv FHIVVTV^l TVATLVSLLI DCLGIVLELM GVLCATPLIF IIPfACYLKL 
S^^^ IMSCVMLPIG AWMVTOPVM AITNTQDCTH GQBMFYCPPD NFSLTNTSES 
KVQQTTQIiST LHISIFQLB 



60 
120 
180 
240 

300 
360 



35 



A195 DNA SEQUENCE: 

Gene name: ESTs 

Unigene number: Hs. 293 185 

Probeset Accession #: N62096 



60 
120 
180 
240 
300 
360 
420 



^ ^i^^atSt^er"'" Tllll CunaerXined »e,a»ce. oorrespo«l to start and st<^ codon.) 
1 11 21 31 41 51 

iTOGOCTAOC Igaggcagga occtotcatc ccgcogcaga 

ACCCrTGTTT CTGAACATOA GTATAAAGAQ AAAACCTCTC A0TCTGCI6C 'CTTXTTAM 

ScaaS oSttatagg atciogtata ataggbttoc ciTAiTraAT «*8a*acT 

^^^TT^CCrT TCGGAATATT GCrTTTATTC IGSSOTCAT ATOWAOfift 
50 OTTTTAMGA TAAAAOQAOG GGCCCTCXCT GGAAC3U3ATA CCTACC3M!rC TTT6OTC AA T 

OTATCTGCrC CTCTCTOTTC TTCAGTTTTT GTATCCTTTT 
J^^^SSraATATAATAGCr«3AQATACITTGA«X3^ 

Ji^Sa TTGATCCTGA AAACGTGTTT ATH»rOOCC ACTTCATTAT T^CTTTCC 480 
aSmTA^ TTACTCrCCC TTTATCCTTO TACOGAAATA TACCAAAGCT TGGAAACGTC S40 
55 ^SSm CtACAGGTTT AACAACTCK3 ATTCTTGGAA TTGTAATGGC AAGGGCAATT 600 

?^a?ACC ScAGAA GACGCTTGGO TATTTGCAAA GCCC^ATOCC 660 

ISSS ioSGorrS (acTTTTOCA mATTTOK 

tI^TCTC TAOAASAACC CACASIBGCr AlWIOaiCOC GCCITAICCA TATGTCCATC 780 
^?SSg TATTtS TATATTCm GCTACATeTQ QATACIKaC ATTTACTQGC 840 
60 GGGACTTATT TGAAAATCAC TGCAGAAATG ATQACCTGOT AA^^nl^ 

A^nraGTT ATCCTGTCAC TGTCATTWO ACATACCCTA TGGAAT6CTT TGT<»«AGA 

S?SSt irrrGGTGOG aatcittcat cgottttoca cwrGt™™ 

i^T^'^ TCATCACiar AOCCACQCTT OIOrCATWC lOATlQATTQ CCrOGGGATA 

SSS^ ?^Sotst g^otSa actcccctca TnrrATCAT tccatcagcc 
65 StSoa maaccaagg acacactcog ataaoattat gictt^ 

JScS^ TT^GCTCT GGIGATGGTT TTTGGATTCG TCAWGCTM WO^^ 
S^^TGCA CCCATGOaCA OGAAATQTTC TACrGCTTTC CT<»CAATTT CTCTaW^ 
A^CCTCAO AGTCTCAIOT TCASCAOACA ACACAACTTT CTACITTAAA TATTaBBOC 
_^ TTTCAATGA 

70 ~ 

A196 Protein secnaence: 

Gene name: BSTS 

Unigene numbers Hs. 293185 

75 Probeset Accession 9: N62096 

Protein Accession I: rione found 



960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



80 



fr^a^me^^S^'^ins. ^h'X'S2. 109-125, 155-172, 180-196. 255-271, 338-354, 361-377, 399-415 

Cellular Localizations plasna menbrano 

1 11 31 31 41 SI 

HSVQRQBm PPQWJUmSB TLVSBHBntB KSOQSAALHI WMSllOSQl lOLPYSKTOA 60 

923 



wo 03/042661 



PCT/US02/36810 



GFFLOIXiLL? HVSYVTDFSL VUiIKGGALS GTDTYQSLVN KTFGFPGnaiL LSVLQFLYPF 120 

lAMISYKIIA GDTLSKVFQR IPOVDPEHVP XQRHFII6LS TVTFTLPX«SL YRNIAKL6KV IBO 

SLISTGLTTL lUSIVMAHAI SLGPBIPKTB DAWVPAKPKA IQAVGVMSPA PICHHMSFLV 240 

YSSLBBPTVA KHSRLIHMSI VISVPICIFP ATOGYLTFTO FTQGDLFEMY CRNDDLVTFG 300 

RPOfGVTVIL TYPMECPVTR BVIAMVFFGG NLSSVFHIW TVMVITVATL VSIAIDCLQI 360 

VIiBUIGVZjCA TPLIFIIPSA CYLKXiSEEPR THSDKIMSCV MLPIGAWMV F6FVMAZ1MT 420 
QDCTHGQQIF YCFPDNFSLT NTSESHVQQT TQLSTLNXSI FQ 



A197 DMA SEQUENCE 
Oeae namei 
unigene number i 
Pzobeset Accession #t 
Nucleic Acid Accession #: 
Coding sequence: 



ESTS 

H8. 31608 

H18836 

11M_017636 

1-3S01 (underlined sequences correspond to start 



and stop codons) 



1 11 21 31 41 51 

I I I I I I 

ATGGAGGATO CCTTCX3GGGC AGCCOTGGTO ACXXnX3TGGG ACAGOGATGC ACACACCAOG 60 

GAGAAGCCCA COSATGCCTA 0G6AOAGCTG GACTTCA0G6 GGGCOGGCGG CAAGCACAGC 120 

AATTTCCTGC GQCTCTCTGA CCQAAGaOAT GCAOCXOGAO TTTATAOTCT GOTCACAOOC 160 

ACATGOQGCT TCCOTOGCCC GAACCTGOTQ GTOTCAOTGC TGGGGGGATC GOGGGGCCCC 240 

GTCCTCCAGA CCTGGCTQCA GQACCTGCTG OCSTOQTGGGC TGGTGOGGGC TGCXX31GAGC 300 

ACAGGAGCCT GGATTGTCAC TGGGGGTCTG CACACGGGCA TCGGCOGGCA TGTTG6T3TG 360 

OCTQTACQGO ACCATCAGAT QQCCAOCACT GGGGOCACCA AOGTGGTGGC CATGG6TQT0 420 

GCCCCCTGGG GTGTGCTOOG OAATAGAGAC ACCXTECATCA ACCCCAA6GG CTOGTTCCCT 480 

GCGAGGTACC GGTG6C6CGG TGACCCGGAG GAGGGGGTCC AGTTTOCX£T GGACTAGAAC 540 

TACTCGGCCT TCTTCCXX3GT GOAOOACGGC ACACACGGCT GCCTGGGGOO OOAOAACCGC 600 

TTCX33CTTGC GCCTGGAGTC CTACATCTCA CAGCAGAAGA CGGGOGTGGQ AGGGACTQGA 660 

ATTQACATCX: CTGTCCTGCT CCTCCTGATT GATGGTGATG AGAAGATGTT GAOOCGAATA 720 

GAGAAOGCCA CCC31GGCTCA GCTCCCATGT CTCCTCGTGQ CTGGCTGAGQ GQGAGCTGGG 780 

GACTGCXrrOO OGGAGACCCr GGAAGACACT CTGGCCCCAO GOAGTQGGGG AGCCAGGCAA 840 

GGCGAAGCCC 6AGAT0GAAT CAGGCGTTTC TTTCCCAAAQ GGGACCTT6A GGTCCTQCAQ 900 

GCXXAGGTGG AGAGGATTAT GACCCGGAAG GAGCTCCTGA CAGTCTATTC TTCTGAGGAT 960 

GGGTCTGAG6 AATTOGAGAC CATAGTTTTO AAGGCOCTTO TQAAGGCCIO TGGGA6CT08 1020 

GAGGCCTCAG CCTACXriGGA T6A6CT6CX3T TTQGCTGTGQ CTTGGAAOOQ 0GTG6ACATT 1080 

GC0CA6AGTG AACTCTTTCG GGGGGACATC CAATGGOGGT CCTTCCATCT CGAAGCTTOC 1140 

CTCATGGAOG CCCTGCT6AA TGACCX3GCCT GAGTT0GTX3C GCTTGCTCAT TTCCCAOQGC 1200 

CTCAGCCXGG GCCACTTCCT GACCCCGATG CGCCTGGCCC AACTCTACAO CGCQQCOCCC 1260 

TCC3UVCrCGC TCATCCOCAA CCTTTTOGAC CAGGCOTCCC ACAGOGCAGG CACCAAAGCX: 1320 

CCAGCCCTAA AAGGGGGAGC TGOGGAGCTC CGGCCCCCTG ACX5TGGGGCA TCTGCTGAG6 1380 

ATGCTGCTGG GGAAGATGTG CGCX3C0GAGG TACCCCTCCG GGGGOGCCTG GGACCCTCAC 1440 

CGAaOCCAGG OCTTCGGGGA GAGCATQTAT CTGCTCTOGG ACAAGGCCAC CTOOCOGCTC 1500 

TOQGTGGATG CTGGCCTOGQ GCAGGCCCCC TGGAGOQACC TGCTTCTTTG GQCACTGTTG 1560 

CTGAACAGGO CACAGATGGC CATGTACTTC TGGGAGATGG GTTCCAAT6C AGTTTCCTCA 1620 

GCTCTTGGGG CCTGTITGCT GCTCCX3GGTG ATGGCACGCC TGOAGCXTPGA OQCIGAGGAG 1680 

GCAOCACGQA GGAAAGACCT GGC6TTCAA0 TTTGAOGGGA TGGGOGTTGA CCTCTTTGGC 1740 

GAGT6CTATC OCAQCAGTGA GOTGAGGGCT GCCOGCCTCC TCCTCOQTOG CTG CCOG CTC 1800 

TGGG6GQAT0 CCACTTOCCT CCAGCTGGOC ATOCAAGCTG ACGCCCX3TGC CTTCTTTGCC 1860 

CAGGATGGGO TACAGTCTCT 6CTGACACAG AAGTGGTGGG GAGATATGQC CA6CACTACA 1920 

CCCATCTGGQ CCCTGGTTCT CQCCTTCrTT TGCCCTCCAC TCATCTACAC 0C6CCTCATC 1980 

ACCTTCAGGA AATCAGAAGA GGAGOOCACA 0GGGAGGA6C TAGAGTTTGA CATGGATAGT 2040 

GTCATTAATG GGGAAG66CC T6TGGGGACX3 GOGGACCXS^ CGGAGAAGAC GCCGCTGGGG 2100 

GTOCOSCXSCC AOTGGGQCCX3 TOCQGGTTGC TGOGGGGGCC QCT0CX3GGGQ GOGCCGQTGC 2160 

CTAOGC3CX3CT OOTTCCACTT CTGGGG0600 COGGTQACCA TCTTCATGGG CAACGTGGTC 2220 

AGCTACXnXSC TGTTCCTGCT GCTTTTCTOG CGGGTQCTGC TCGTGGATTT CCAGOOGGOS 2280 

00G0CXX3GCT CCCTGGAGCT GCTGCTCTAT TTCrGGOCTT TCAOGCTQCT GTOOQAGGAA 2340 

CTGOSCCAGG GCCIGAOGGG AGGOGGGGGC AOCCTOGCCA GOGGGOGCXX: 0GG6CCTGGC 2400 

CATGCCTCAC TGAGCCAGCO CCTQCGCCTC TACCTCGCCG ACAGCTGGAA CC ftGTGOGA C 2460 

CrAGTGGCTC TCACCTGCTT CCTCCTGGGC GTGGGCTGCC GQCTGACCXX: GGGTTTOTAC 2520 

CACCTGQGCC GCACTGTCCT CTGCAT06AC TTCATQOTTT TCAOGGTOOG GCTOCTTCAC 2580 

ATCTTCAC3GG TCAACAAACA GCTGGGGCCC AAGATOGTCA TOGTQAGCAA GATGATGAAG 2640 

GAGGTGTTCT TCTTCCTCTT CTTOCTCXfGC GTGTGGCTGG TAGOCTATGG CGTGGCX:A0G 2700 

GAGGGGGTCC TGAGGGCAG6 GGACAGTGAC TTCOCAAGTA T0CT6C60CG CGTCTTCTAC 2760 

OCJTCCCTACC TGCAGATCTT CGGGCAGATT CCCCAOOAGO ACATGGAOGT GGCCCTCATG 2820 

GAGCACAGCA ACTGCTCGTC GGAGCCCGGC TTCTGGGCAC ACCCTCCTGG GGCCCAGGOa 2880 

GGCACCTGOG TCTCCCAGTA TCCCAACTGG CTGOTGOTGC TGCTCCTCGT CATCTTCCTQ 2940 

CT08TQGCCA ACATCCTGCT GQTCAACTTO CTCATTOCCA TOTTCAOTTA CACATTCOQC 3000 

AAA8TACAGG GCAACAGOGA TCTCTACTC3G AAGGGGGAGC GTTACOQCCT CATCC6GGAA 3060 

TTCCACTCTC GGCCCGCGCT GGCCCC6CCC TTTATCGTCA TCTCCCACTT GOGCCTCCTQ 3120 

CTCAGGCAAT TGTGCAGGOG ACCCCGGAGC CCCCAGCCGT CCTCCCCGOC CCTOGAOCAT 3180 

TTCOGGGTTT ACCTTTCTAA GGAAGCOGAG CGGAAGCT6C TAACQTGQQA ATCGGTGCAT 3240 

AAOQAGAACT TrCTGCIGGC AGOCGCXAGO GACAAOCOGO AGAGCGACTC 0QA606TCTG 3300 

AAGC6CACQT OCCAGAAGOT GGACTTGGCA CTGAAACAOC TGGGACACAT CCGCQAOTAC 3360 

6AACAGCGCC TGAAAGTGCT GGAGCGGGAG GTCGAOCAOT GTAGCCGGGT CCTGGQqTOQ 3420 

OTGOCCQAGG CCCTGAGCOG CTCTGCCTTG CT6CC0CCAG GTOOGCCSCC ACOOOCIOAC 3480 
CTQCCTGGGT CCAAAGACTQ A 



A19B Protein sequence: 

Gene name: ESTs 

Unigene number: Hs. 31608 

Probeset Accession 8: B18836 

Protein Accession #: none found 



924 



wo 03/042661 



PCT/US02/36810 



35 



S^^S;n.lns. ^..Tl^l-SS.. 730-7S.. 76.-,S., alS-837, 8«-S6.. 877-899, 973-99S 

cellular Localization: plasma meoOsrane 



1 11 21 



31 41 SI 



LdAFGAAW TVMDSDAHTT BKPTDAYGEL DFTGAGRKHS NFtRLSDMD MAVYSLVTO 60 

^TOAPNLV VSVLGGSGGP VLQTWLQDLL RRGLVRAAQ3 TOAWIVTGGL HTOIGRHVGV 120 

raeSS raSSSis qqktgvggtg idipvlllli dgdekmltri 240 

DCLAETLEDT LAPGS^^ 3^0 

AOVERW1TRK ELLTVYSSED GSEEFETIVL KALVKACOSS EASAYIiDELR lAVAWNRVDI 360 

SSl^Sl Sr^L^ ^LLNDRP EFVRLLISHG LSLGHFLTPM MAQLYSAAP 420 

1 ^ S^S^ M^AEL RPPDVGHVLR MLLGKMCAPR YPSC3GAWDPH 4B0 

ALGACLLLRV MARLEPDAEE AARRKDUAFK PEGMOVDLFG ECYRSSBVRA '^•LR^^^ 

^ra^IA MQADARAFFA QDGVQSLLTQ KWWGDMASTT PIWALVIA^ ^J^^ «J 

t™seEEPT RBELEFDMDS VINGEGPVGT ADPAEKTPLG VPRQSGRPQC CGGROGGRRC 720 

20 5^F«G^ SYLLFLLLPS RVLLVDFQPA PPQSLELLLY FWAFTLLCEE 780 

l^S^^ ^ASgS HASWQRLRL YLADSWNQCD LVALTCFLW VGCRLTPGLY B40 

S^SSd FWPTV^ IPTVMKQLGP KIVIVSKMMK DVFFFLPFIX5 VW.VAYGVAT 900 

S^^i™^ PPSI^VFY RPYLQIFGQI PQEDMWALM EHSHCSSEPQ FWAHPPQAQA 960 

^1^^ [S5i^ L^u^ Swot nil 

2^5 MfflP^P FIVISHLRH. UiQLCRRPRS PQPSSPALEH FBVYLSKEAE RKLLTWBSVH 1080 

VAEALSRSAL LPPG6PPPPD IiPOSXD 

A199 DNA SEQUENCE 
30 Gene name: ESTa 

Unigene numbers Hs .40808 

Probeset Accession #: AA0S4237 

S^^^^r"'"" V-^rt^rlin-d «<^«=.. corr.^^ to start «.d step cc*»,) 



1 IX 21 31 |1 51 

iTQORQOcac Lkgctcgt croqocqcic nsocioGacc laoccrow SSSS^ ill 

S^ScOTCA OOOCCMCTT CRCCQACCM: TGOTAOOW» CaSKCCOe OroCttCAAG 120 

40 SmOCTOCO MCGCAGCCO OGOGGGOSCC SACKCCCOGO ACCMftAGAA CCGCCTGMG 180 

«retraCGC ftCCTGCOOCT OOSGGACTCG OCCCCGCTGG GGCGCCX3GCT GCTC^C MO 



Sq^SSS AcSgGACAT CGACACCCIC ATCCrOAAAfl OTAWOaJCA GCGATGCACG 420 
45 S^S^ aS^^??WC Ta«KXXATC 0(KST<^ "» 
SS^STc AOCAAOAT^A ^CACCp_ 



480 
540 
600 



AAG&CCATAC AGCAAOATTJA ^fl\iUu:AUV.iw 

^^StcO CCOT^CCQT CCITCrCIGC GGCIGCATTG TGGCCACAGT CAGTITCTTC 

TGCACCATTT CCCTCIGTAC TTATGCOSCC AOTATCTOOT ATOATTTmA CCGGCTCKA 720 
50 AAGCIAATTT ATAOCCTOCC TGCTGATOTG GAACATGOTT ACAGCTGGTC CATCTTTTCC 780 

ATOGCOGGA CCAAOATTOC ACASCTAAM TCIGGCAOAG ACTOCACGOT ATOA 



55 



60 



65 



70 



A200 Protein sequences 
Gene nainet 
U&igene nunobert 
Probeset Accession fti 
Protein Accession #s 
Signal sequence* 
Transmecibrane domains: 
Cellular Localization: 



ESTs 
Hs. 40808 
AA054237 
none found 
1-18 

179-201, 209-231, 257-279 
plasma menibrane 



1 XI 21 31 41 51 

Lpralvtal Ulslcslg llvtaiptdh wybtdprrhk es^otaot. 

PLSHLPLRDS PPLGRRLLPG 6PGRADPESW RSLI/3LGGLD ABOQRPLFAT ySm.WRKCYF 
iSlDTL ILKOIAQRCT A1KXHP9QPI RLRNIPFNLT KTIQQDEWHL ^J^AGF 
LfflSvAVLLC 6CIVATVSPP WBE8I.TOHVA GLLFLMTGIF CTISLCTYAA SISYK^P 
KL1YSLPAD7 EHSYSHSIFC AWCSLGFIVA AGGLCIAYPF ISRTKIAQLK SGRDSTV 



60 
120 
180 
240 



A201 DNA SEQUEWCB 

Gene name: CDA14 

75 Uhigene number: Hs. 26813 

Probeset Accession #: N32912 



80 



Nucleic Acid Accession #: NM_016570 ^^^~,a i-« af»rfL and sfcoo codons) 

OxUng sequences 1- 1134 (underlined sequences correspond to start and stop cooonsj 



1 11 21 31 41 51 

ATGAGOCGAC ioAATaSOAA AAAAACTTXA AGTTTCGTAA AAfiAGTTQSA TGOCTTTOT 60 
^TTCCTG AGAGCPATGT AGAGACTTCA GCCAGTGGAG GTACAGTTTC TCERATAGCA 



120 

925 



wo 03/042661 



PCT/US02/36810 



TTTACAACTA T GG Lll T ATT AAOCATAATQ OAAXTCICAO TATATOUUSA TAGATGGATQ 180 

AAGTATGAAT AOGAAGTAGA CAAOGATTTT TCTAGCAAAT TAAGAATTAA TATAGATATT 240 

ACTQTTOCCA TOAAGTGTCA ATATGTTGGSA GOGGATGTAT TGGATTTAGC AC5AAACAATG 300 

GTTGCATCrQ CAGATGGTTT AGTTTATGAA CCAACAOTAT TTGATCTTTC ACCACAGCAG 360 

AAAOAOTGGC AGAGGATGCT GCftGCTGATT CAGAGTAGGC TACAASAAGA GCATTCACTT 420 

CAAGATGT6A TATTTAAAAG T6CTTTTAAA AGTACATCAA CAGCTCTTOC ACCAAGAOAA 480 

OATGATTCAT CACAGTCTCC AAATGCAT6C AGAATTCAT6 6CCATCTATA TGTCAATAAA 540 

GTACCAGGQA ATTTTCACAT AACAOTGGQC AAGGCAATTC CACATCCTOO TGGTCATGCA 600 

CATTTGQCAG CACTTQTCAA CCATGAATCT TACAATTTTT CTCATAGAAT ACJATCATTTG 660 

TCTTTTGGAG AGCTTGTTCC A6CAATTATT AATCCTTTAG ATGQAACTQA AAAAATTOCT 720 

ATAGATCACA ACCAGATGTT CX3UVXATTTT ATIACAGTTG T6CCAACAAA ACTACATACA 780 

TATAAAATAT CAGCASACAC CCATCAQTTT TCTGTGACAO AAAG6QAAG0 TATCATTAAC 840 

CATQCTGCAG GCAGCCATGG AQTCTCTGGG ATATTTATOA AATATOATCT CAOTTCTCTT 900 

ATGOTGACAG TTACTGAGGA GCACATGCCA TTCTGGCAGT TTTTTOTAAG ACTCTOTGGT 960 

ATTQTTGOAG 6AATCTTTTC AACAACAGGC ATCTTACAT6 GAATTGQAAA ATTTATAGTT 1020 

GAAATAATTT 6CTGT0GTTT CAGACTTGQA TCCTATAAAC CTGTCAATTC TOTTCCTTTT 1080 
GAGGATG6CC ACACAGACAA CXACTTACCT CTTTTAGAAA ATAATAGACA TTGA 



A202 Protein sequence; 
Gene namei 
Unigene nuntben 
Probeset Accession #: 
Protein Accession #: 
Signal sequence i 
Transmeinbrane domains t 
Cellular Localization: 



CDA14 
Hs. 26813 
N32912 
NP_057654 
none foimd 
xione found 
nuclear 



1 11 21 31 41 51 

I I I I I t 

MRRLNRKKn* 8LVKELDAFP KVPESYVBTS ASGGTV8LXA FTTMALLTXM EPSVYQDTNN 60 

KYEYBVDKDP SSKLRINIDI TVAMKOQWG ADVLDLAETM VASADGLVYE PTVFDLSPQQ 120 

KEWQIIKLQLI QSRIiQEEBSL QDVXFKSAFK STSTALPPRB DDSSQSPNAC RIHGKLYVNX 180 

VAGNFHITV6 KAIPHPRGHA HLAALVNHES YNFSHRIDHL 6FGELVPAIX NPLDGTERIA 240 

XDHHQNFQYF ITWPTKLBT YKISAZITKQF 8VTERERXZN BAAGSHGYSG XPHKYDIiSSL 300 

MV TVTBB HMP FWQFFVRLOG IVGQIFSTTG MLHGIGKPXV EXICCRFRLO SYKFVHSVPF 360 
BDGRTDNHLP XJjENNTH 



A203 DNA SEQUEHCE 

Gene namet dipeptidylpeptidase IV (CD26, adenosine deaminase coinplexing protein 2) 

Unigene number: Rs. 44926 

Probeset Accession #: 879676 
Nucleic Acid Accession «: MM_001935.1 

Coding sequence* 76-2301 (underlined sequences correspond to start and stop codoos) 



1 11 21 31 41 51 

i I I I I t 

C6C6CQTCTC CGC06CC0GC GTGACTTCT6 CCTGG6CTCC TTCTCTGAAC GCTCACTTCC 60 

GAGGAGA06C OGACGATQAA GAGACCGTGG AAGATTCTTC TGGGACTGCT GGGT6CIGCT 120 

GC3QCTTGTCA CCATCATCAC CGTGCCCGTG GTTCTaCTOA ACAAAOGCAC AGATGATGCT 180 

ACAGCTGACA 6TCGCAAAAC TTACACTCTA ACTGATTACT TAAAAAATAC TTATA6ACTG 240 

AAGTTATACT CCTTAAGATG GATTTCAOAT CATGAATATC TCTACAAAGA AGAAAATAAT 300 

ATCtTGGTAT TCAAT6CTGA ATATGQAAAC AGCTCAGTTT TCTTGGAGAA GAGTACKTTT 360 

GATGAOTTTG GACATTCTAT CAAT6ATTAT TCAATATCTC CTGATGGGCA GTTTATTCTC 420 

TTAGAATACA ACTAOGTOAA GCAATGGAfiG CATTCCTACA CAGCTTCATA TGACATTTAT 480 

GATTTAAATA AAAGGCAGCT GATTACAGAA GAOAGQATTC CAAACAACAC ACAGTGG6TC 540 

ACATGGXCAC CAGTGGGTCA TAAATTGGCA TATGTTTGGA ACAATOACAT TTATGTTAAA 600 

ATtOAACCAA ATTTACCAA6 TTACAGAATC ACATQGACQa G8AAAGAAGA TATAATATAT 660 

AATG6AATAA CTGACrGGGT TTATGAAQAG GAM3TCTTCA GTGCCTACTC TGCTCIGTGG 720 

TGGTCTCCAA AG66CACTTT TTTAGCATAT 6CCCAATTTA ACGACACAGA AGTCCCACTT 780 

ATTQAATACT CCTTCTACTC TGATGAGTCA CTOCAOTACC CAAAGACTOT ACOGQTTCCA 640 

TATCCAAA6G CAGGAGCXGT GAATCCAACT 6TAAAGTTCT TTGTTGTAAA TACAQACTCT 900 

CTCAGCTCAO TCACCAAT6C AACTTCCATA CAAATCACTG Cl'CCl'GCn'C TATOTTGATA 960 

GGGGATCACT ACTTGTGT6A TGTGACAT6G 6CAACACAAO AAA6AATTTC TTTGCAGTIGG 1020 

CrCAGOAOGA TTCAGAACTA TTCGGTCATG GATATTTOTG ACTATGATGA ATCCAGTOQA 1080 

AGATGGAACT OCTTAQTGQC AOGGCAACAC ATTGAAATQA CTACTACTGO CTGGGTTGGA 1140 

AGATTTAGQC CTTCAGAACC TCATTTTAOC CTTGATGGTA ATAGCTTCTA CAAGATCATC 1200 

AGCAATOAAG AAGGTTACAG ACACATTTGC TATTTOCAAA TAGATAAAAA AOACTGCACA 1260 

TTTATTACAA AAGGCACCTG GGAAGTCATC GGGATAGAAG CTCTAACCAG TQATTATCTA 1320 

TACTACATTA GTAATGAATA TAAAGGAATO CCAGGAGGAA GGAATCTTTA TAAAATCCAA 1380 

CTTATTGACT ATACAAAAOT GACATOCCTC AQTTOTGAGC TQAATCCGQA AAGGTGTCAG 1440 

TACTATTCTG TGTCATTCAG TAAAGAG60G AAGTATTATC AGCTGAGATG TTCOGGTGCr 1500 

OGTCTQOCCC TCTATACTCT ACACAGCAGC GTGAATGATA AAGGGCTQAG AGTOCTQGAA 1560 

OACAATTCAG CTTTGGATAA AATGCTQCAG AATGTCCAGA TGCCCTCCAA AAAACTGGAC 1620 

TTCATTATTT TGAATGAAAC AAAATTTTGO TATCAGATGA TCTTOCCTCC TCATTTTGAT 16B0 

AAATCCAAGA AATATCCTCT ACTATTAGAT GTGTATGCAQ GCCCATQTAO TCAAAAAGCA 1740 

QACACrGTCT TCAGACTQAA CTGG6CCACT TACCTTGCAA GCACAGAAAA CATTATAGTA 1800 

GCTAGCTTTG ATCGGAGAGG AAGTG6TTAC CAAGGAGATA AGATCATOCA TQCAATCAAC 1860 

AGAAGACTGO QAACATTTQA AGTTQAAGAT CAAATTO AAG CAOCCAOACA ATTTTCAAAA 1920 

ATGGGATTTG TQGACAACAA A08AATTQCA ATT1GGGGCT GOTCATATGO AQGGTACGTA 1960 

ACCTCAATG6 TCCTGOGATC GOQAAOTGGC OT0TTCAA6T OTGGAATAGC OOTOGGGCCT 2040 



926 



wo 03/042661 



PCTAJS02/36810 



10 

15 

20 

25 

30 

35 



GTATCCOGGT 
CCAGAAGACA 
AAACAAGTTG 
TCAGCTCAGA 
ACTGAT6AAG 
AGCCACTTCA 
AA.6CTTATTA 
TGATCTTTAA 
ATACCTATCA 
TTGAATTATC 
CAAATAGGAA 
TTTCTAACTG 
AGTGATGTCA 
TGGCK3GGAA 
AGAAGAGCTO 
CAGGAAATCA 
AAAGAAATGT 
TGCTACAAAA 
TACTGATGTT 
CTGTTAAAAG 
TTTTTCTTAT 
TCATTTTAAA 
CTATGGAATT 



GGGA6TACTA 
ACCTTGACCA 
AGTACCTCCT 
TCrCX^AAGC 
ACCATGGAAT^ 
TAAAACAATG 
AAACTCATTT 
AATACACACT 
TCTTAAGTAG 
CGGTCGGGTT 
TrGTTTTTAT 
GACTGGTTCA 
CTAGGGCAGG 
CCCAAGTCCA 
TTCACCACGA 
AATATCGAAA 
AAGGGAAACT 
ACACAGCAAO 
CCTAGTGAAA 
ATGAAAATAT 
TTCATTTCTT 
AAATGGAACA 
TCTCCCAGTC 



TGACTCAGTG 
TTACAGAAAT 
TATTCATG6A 
CCTGGTCSAT 
AGCTAGCAGC 
TTTCTCTTTA 
TTGTTTTCAT 
CRAATC Aftm 
GGACTTCTGT 
TTATTGTTTA 
GGAGGCTTTG 
AATGTTGTTC 
OACAGGATAA 
AGCATACCAA 
GACTGGCACA 
GCACTGACTT 
GCCAGCAAOS 
GGTGATGGGA 
6AGGCAGCTT 
TTGTATCACA 
TGAGTGTCTT 
TAAAATACAA 
ATTTAATAAA 



TACACAGAAC 
TCAACAGTCA 
ACA0CA6AT6 
6TT0GAQTGG 
ACAGCACACC 
CCTTAGCACC 
TATCTCAAAA 
AACTTAAGGT 
CTTCACAACA 
AAATCATTTC 
CATAGATTCC 
TCTTCTTTAA 
OAGGGATTAG 
CACSGAiSCAGG 
GTTTTCTGAG 
CTAAGTAAAC 
CA6CCCCCAG 
AA0CATTGTA 
6AAACT6AGA 
AATCTTAACT 
AATTAAAAGA 
TGTTAT6TAT 
TGTGCCTTCA 



GTTACATGGG 
TGAGCAGAGC 
ATAAOGTTCA 
ATTTCCAGGC 
AACATATATA 
TCAAAATACC 
CTGCACTGTC 
TACCTTT6TT 
GATTATTACC 
TGCATCAGCT 
CTGAGCAGGA 
AGGGATGGGA 
GGAGAGAAGA 
CTACTGTCAG 
AAAGACTATT 
CACAGCAGTT 
GTGCCAGTTA 
AATGTGCTTT 
TGTGAACACA 
TOAAGGAGTC 
ATATTTTAAC 
TATTATTCCC 
TTTTTTC 



TCTCCCAACT 
TGAAAATTTT 
CTTTCAGCAG 
AATGTGGTAT 
TACCCACATG 
AT6CCATTTA 
AAGATGATGA 
CCCAAATTTC 
TTACAGAAGT 
GCTGAAACAA 
TTTTAATCTT 
AGATGTGGGC 
TAGCAGGGCA 
CTCCX:CTCGG 
CAAACASTCT 
GAAAGACTCC 
TGGCTATAGG 
TAAAAAAAAA 
TCAGCTTGCC 
CTTGC3VTCAA 
TTCCTTGGAC 
ATTCTACATA 



2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

25B0 

2640 

2700 

2760 

2620 

28B0 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 



A204 Protein sequence: 
Gene name: 
Unlgene nunbert 
Probeset Accession «: 
Protein Accession #t 
Signal sequence: 
Transmembrane domains: 
DPPIv_N_term domains 
Peptidase__S9 domain i 
Cellular Localization: 



dipeptidylpeptidase IV (CD26 

Es. 44926 

S79876 

NP_0 0192 6.1 

none found 

6-28 

43~5S7 

558-635 

plasma membrane 



adenosine deaminase conplexing protein 2) 



1 XX 21 3X 41 51 

AO IktpMK1I.LG LLGRAALVTI ITVPWLtMK OTDDAWDSR KTyn.TDVLK HTHaJCLya- 60 

sSSSlnS <ftITBERlHI imiHVWSPV 0HKU11(V«^ 

JS^^ ^iSwTO Wy«EEB»Pa YSJa^mSP^W TPIAVAQFTO TB^ MO 

viMSLOTWC TVRWYPKAO WMPTVKPFV VUIDSLSSVT NATSIQITAP ASMLlCBHtl 300 

45 ^^5^ HYSVMDICW DB8S(WIMCL VMtOTIEMST TGJT^^ 360 

SkCTIPGORN LYiaQMtWT IWTCI.SCBUI PEHOQYYSVS FSKSRKKQt RCaJPOWMf 480 

K^v^ raoraoTVPR uwATnAsr esiivaspdg rgsovqqdki MHAiwaLer «oo 
50 wo 

WDSVrrBRY MGLPTPEDNIi DHYIiHSTVMS RAEHFRQVn tUBaTftCBH VHEQQSMII8 730 
KALVDVGVDP QAMWYTDBDH GIMSTOHQH mHMSHPlK QCFSLP 

A205 DMft sEoqacs 
55 eene na<ne. predicted exon 



60 



70 



80 



Unigene nunfceri none found 

Probeset Accession tt none found 

Sl'stStn^e!""'""' ^i*ZSerlinedee.^e. correspond to .t«t«- stop codone, 

1. 11 21 31 41 Si 

1 L i ^ i«***wri»r^ii Kfrnnr^TCika AGTTGACAAC €0 



iTcaacK-MG C6AAGGTGA0 QGAQCXSUUVC GCAAATGACA ATGCCATCAG AGTTGACAAC 

65 faS 



CTGGAAATGA GGCCTCTOTC AGTCTGGTOC CTGACSAGRTa ACAAflOAflCA GAGCCCCCAC 240 
CAOCCCACAC TGQATGT CIA A 



A206 Protein sequence i 

Gene name: predicted exon 

XJnigene nuniber: none found 

Probeset Accession #: none found 

75 Protein Accession ft< none found 

Signal sequence: none found 

Transmembrane domains s 46-68 

Cellular Localizations not determined 



I 11 21 Y T T 

HMMSmSm LinJAIRVDH RSVIKtfRMJQ CSLHpESES HNPQELHMGL LLLHGVLEAC 60 
VEMHPLSVHS LRDDKEQSPH QPTLDV 

927 



wo 03/042661 



PCTAJS02/36810 



A207 DMA SBQUENCE 

Gene name: BSTs 

Ublgene niunber} Hs. 223 886 

Probesec Accession #i AI672235 

NUcXeic Acid Accessioa ft: none found 

Coding sequence! 1-462 (underlined 



sequences correspond to sbart and stop codons) 



1 11 31 31 41 SI 

I I I I I I 

ATGCCRRATG CTGAGTTAGA AGCAAAGAGC CTTGOAAGCA OTAAAT8TTT AAAAACTOCT 60 

CTCATACTTG CTCTATGTTG TGQATCAGCA AATATAGTCA GOCCTCTACT TGAGO^AAAT 120 

ATTGATGTAT CTTCTCAAGA TCTGQACAfiA CGGCCAGAGA GTATGCTGTT TCTAGTCATC 180 

ATCATGTGGA CCAGTTTTGT GGAAGACAAT CTTTCCATGG GCTGGGGGAA GCTAGAA OAT 240 

TTTATG6CTA TTGAAGAAGA AATQAAGAAO CAOGOAAGTA CrCATQTOGO ATTOCCAGAA 300 

AACCIGACTA ATGGrTGCGSC TQCrGGOUlT OQTGATQATG GATTAATTGC TCCAAOGAAG 360 

AQCAGAACAC CT6AAAGOCA GCAATTTOCT GACACTSA6A ATQAAOAGTA TCACAGOTTT 420 
GTCAAAGATC AGATAGTTGT AOATATGGGG OGTTATTTCTGA 



A208 Protein sequence; 
Gene name: 
Unigene number t 
Probes et Accession tft 
Protein Accession #t 
Signal sequence i 
Transmenbrane domains i 
Cellular Ziocalisation: 



BSts 

Hs. 222886 
AI672225 
none found 
none found 
16-38 

not determined- 



1 11 21 31 41 51 

I I t I I I 

MPNAELEAKS LGS8KCLKTA LILAVCCGSA NIVSPLLBQN IDVS9QDIDR RPBSMLFLVZ 60 
IMHTSFVEDN LSMGWGKLED FMAIEEEMKK HGSTHVGFPB NLTMGAAAGN ODDGLIPPRK 120 
SRTPESQQFP DTE3IEEYHRF VKDQIWDMR RYF 



Aa09 DWA SEQUEKCB 

Gene name: odz (odd Oz/ten-m, Drosopbila) bonolog 1 

Unigene number-. He. 23 7 96 

Probeset Accession ft: NM_0142S3 

Nucleic Acid Accession ffi NM_014253 

Coding sequence: 65-6342 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

1 i I I I I 

GACTGCTTGC ATTAAAGGAC TTCCTCATCC TTTTTTTCAT GAAACTQAGC TTGCTPAATC 60 

AGAGATGGAG CAAACTGACT GCAAACCCTA CCAGCCTCTA CCAAAASTCA AGCATOAAAT 120 

GQATCTAGCT TACACCAGTT CTTCTQATQA GAGTGAAOAT QOAAOAAAAC CAAGACAQTC 180 

ATACAACTCC AGGGAOACCC TGCACQAOTA TAACCAGGAQ CTGAG6ATGA A TTAC AATAG 240 

CCAGA6TAGA AAQAGGAAAO AAOTAOAAAA ATCTACTCAA GA GATG6 AAT TCTGTGAAAC 300 

CTCTCACACT CTGTQCTCTO GCTACCAAAC AGACATGCAC AGOGTrTTCTC OGCATGGCTA 360 

CCAOCTAGAO ATOGQATCTQ ATQTQGACAC AOAGACAQAA GGTGCTGCCT CACCTGACCA 420 

TGCACTAAGA ATGTGQATAA GGGGAATGAA ATCAOAGCAT AGTTCCTGTT TGTCCAGCOQ 480 

GGCCAACTCT GCATTATCCT TGACXOACAC T6ACCATGAA AGQAAGTCTO ATGGGGAAAA 540 

TGQTTTCAAA TTCTCTCCIO TTTQTTGTQA CATGQAGGCT GAAOCXGGOT CI ACTCAAflA 600 

TOTOCAQAGC AGCCCACACA ACCAQTTCAC CTTCAQACOC CTCCCACOGC CACCTCOSCC 660 

TCCTCATGCC TGCACCTGTO CCAGGAAGCC ACCCCCTGCA GCGGACTCTC TTCAQAGGAG 720 

ATCAATGACr ACCCXSCAGCC AGCCCAGCCC AGCTGCTCXA GCTCCCCCRA CCAGCACGCA 780 

GGATTCAQTC CATCTGCATA ACAQCTGGOT CCTGAACA6C AACATACCAT TGGA6AOCAS 840 

GCATTCCCT6 TTCAAACATG GATCTG6TTC CTCTGCGATC TTCASTGCA6 GCAQTCAGAA 900 

CTACCCTCTG ACATCCAATA CCGTGTACTC GCCCCCTCCC AGGCCTCTTC CTOQAAGCAC 960 

CTTTTCCOOA CCTQCCTTTA CCTTTAACAA ACCTTACAGO TGCTGCAACT OGAAGTGCAC 1020 

AQCATTGAGC GCCACTGCAA TCACAGTQAC TTTGGOCTTO TTACTAGCCT ATGTQATTGC 1080 

AGTGCATTTC TTOGGCCXGA CTTGGCRGTT GCAACX3VGTT GAAGGAGAGC TGTATGCAAA 1140 

TGGAGTTA6C AAAGGGAACA 6GG0QACCGA GTGCATOQAC ACTACXTACT CTCCAATTOG 1200 

AGGAAAAGTT TCTGATAAAT CAQAQAAAAA AGTGTTTCAG AAOGGA0GG6 CQATA6ACAC 1260 

TOOAGAAOTT GACAtTGGTG CACAGGTCAT GCAGACCATT CCACCTGGTT TATTCTGGCG 1320 

TTTCCAGATT ACTATCCACC ATCCAATATA TCTGAAGTTC AATATTTCTT TA GCCAA GGA 1380 

CTCTCTGCTG GGAATTTATG OCAGAAGAAA CATTCCACCT ACACATACTC AGTTTQATTT 1440 

TGTAAAACTA ATGGATG6CA AACAGCTQQT CAAGCAGGAC TCCAAGGGCT CTGATOATAC 1500 

ACAOCACTCC CCTCGGAACC TGATCTTAAC TTOGCTTCAO GAfiACAGGTT TCATA6ASTA 1560 

TATGGATCAA GGACCTTGGT ATCTGGCGTT TTACAATGAT GGAAAAAAQA TGGAGCAAOT 1620 

ATTOGTGTTA ACTACAGCAA TTGAAATAAT GGATGACTGT TCAAOCAATT GCAATCGAAA 1680 

TGGAGAOTGT ATCTCTGOCC ATTOTCATTQ TTTCCCAGGA TTCCTTGQAC CTGACTGTTO 1740 

TAGAGATTCC TGCCCTGT G C TOT G T GG TGQ GAATQGA6AA TAGGAGAAAO QACACTG1GT 1800 

CTGCCGGCAT GGCTGGAAGG GGCXSU^AGTG TQAC^GTTCOO GAAOAACAAT GCATTGATCX: 1660 

AACATGCTTT GGCCACGGCA CCTQCATCAT GGGAGTCTGC ATCTCTCTGC CAOGATACAA 1920 

AOGAOAAATA TGOGAGGAAO AGQACTGCCT AGACCCAATO TGTTCCAACC ATQGCATCTQ 1980 

TGTAAAAGGA QAAT6TCACT GTTCTACT66 CTGGGGAOGA GTTAACrGTO AAACACCACT 2040 

TCCTGTATGT CAAQAGCAGT GCTCAOQACA aSQAACTTTT CTTCTQGACO CTOGAGTATO 2100 

CAGCTGTGAT OOCAAGrGOA CAOQATCTGA CT G CTCAACA GAGCTGtCTA CCATGGAGTG 2160 

TGGTAGGCAT GGAGTCTGCT CAAGAGGAAT TTGCCAGTGT GAAOAAGQCT GGQTAGGACC 2330 

AACATOtOAO GAA08CTCCT GTCATTCTCA TTGTACTOAa CATGGOCAAT OCAAAGATGG 2360 
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AAAATGIGRG TGTABCCCTO GMCGGAGSO COACaCTGC ACRATTGCTC A^CTTAGA 
TGCTGTCaSA GATC3GC1GCC CBGGGCTCTG CTTTGOARAT GGAaaTGTA CCCTGGMCA 
ISlTQG ScTGTQTGT OTCW»re(» TT^^ 

iSrOGAaVTA ACTTGGACAA TQATGGRWT ^W^^ 
5 iSSSACTOt TOTCAACM* GCMCWTTA «TAASTCCT ^CTQCC^ 

-rrrTi-prrar rrCJiTTCAGC AAA6CCAAAC TCTCTTCTCT CAGCACACTT CAA«At.iiiA 

SSSa SSSI^ ggacagtact catgtcattc ciccr^G^ 

ctSgAC aSaGGCOTG CCTOTGTGAT TCGAGQCCAA OTOGTOOOCA IMMCGAM 
^StGAATG TCAOTTTCIT OCACCACAGT GATTATGGOT Ttf^TOB 

rOArrOATCC CCTITCCIOC CIGAGAAGAG AACACTCTOO TTGCCTTOSA ATCflGITTAT 

S^^SS SSmtcSS toSsagaot TOTATCAGAC ccgocatcct gogatatcic 

SI^^ CTATTGTGCX TCCTTCACCG CTCACWCAT TTG«OB«C 

rroSSmG AGGGQAACTA TT0TTCX3GA GCTGCAGGIT GTACaGGAGQ AAATPCCaS 

15 TGASITACCI GAOOGCXSC ACCCCTOOGT MAAAAC«I 

S^S^C CTTCI^aC ATTCAACGAT TCCC8TAO0C ATGATAAAAG TACACCTCAC 
^aS SUSgCGAC TCACACAOAA eTGGTTTCCC OCCGCAATXA ^C^^ 
CACATTTQCT TGGAACAAQA COGATATCTA TGGACAGAftG GTrTGOOOOC 
SSomCT GTGGGATATC AATATGAAAC GTGCCCTOAC TTTATTCrCT GGCT80AAG 

20 G^TOTT TTACTMGTT TtQAQATOQA TOCTTCTAAC CTAGOAGACT GGTCTTTOAA 
^^ScAC St^Sc CICAAAOIGO AATCATACAT AAAGGGAATQ <a^A»MM 
V^^^ SgS^ cagtcatatc aaccataatg ggiamggac ao^^ 
TTTtGCCTGC accaactgca atggcccagc ccacaacaac aaactcttto cicctotogc 

^^TOATO OCAGTGTGTA TOTTGQOGAC TTCMTTTM 
9S SS«SoO 0«AACTCOB TIA6TATTTT GGAATTARGC ACAAGTCCTO CTCAC»AATA 
^ESS^ TOTCTQAATC ACTCXATCTA TCAGACAaa ATACTCGCSA 

^^SSS Sgagac gaaagatcig tccaag^tt ttg«gtg^ 

^sss iss =^ 

^^S^S Stcact gccaggtgcc aggcatcgat a«Ti«»^ 

"IS LS^iSri-ir TTVACTCTAG AOTCAGOGAQ GOCCATCAOT QICTOXACA GOGGGCTGCT 

SSS^ Jgag^a^ aaaccgcatt cagcaagtaa ccaocaatgg 

SI^™ ^^CTG GIGC«KX3^ «»S^ S^SS? 
TQACrGTTTT TOUSOTGATG GTGGCTATGC CAAAGAMCA AAflATOAAM «CCTTCCIC 

otSSSg tcoccigatg gaaccctcta tgtoqcbqac ctcoqaaato tm»«**m 

40 S^MC AGGAM^ CCCACCTQAA TGACATOAAC ATTTATGAGA WeCTTCACC 
Sc^raO ^^TBTOCC AGTTCACIGT AAATGGAACC CACCTACACA CCCr^ACTT 
ATAACrrCAC CTA^MTCC GMGGT^ SS^TO 

taccagcaoc aatggcaatt cagtocac»t toocxmigat ocasgoqqaa »gcogciatq 

^^JiSSlG ^tSaC AAeiATACTO GCIGACTATA AGCAGCAATG WOWCTOAA 

45 StotS ooccaamct ataatcoggc citaatgacc tatccagqaa 

^S^OCTAM AAAA^AOQ AAAATGGAIG GACAACOGTT TATQAOTATG ACCCOGMGG 
rS^CTMCC AMG«MOT TTCCCACTOO AaROGTCAQC AGCTTOCACA ffl^ffTGGA 

S^SSSS a^otS tagatacttc caaocbigaa aatbicctca t<w«»««* 

MIAOTMcK TATATATTTT AAAACAAGAA AATACtCAAA G»CCB«CG 

50 SikS tgcgtgtcac ttttgcx»gc gggatggaga tcggoctcag 

rr^ScS ^reCTGO CAOGOGCAOT CAACCCTAOC CTGGGCAAAT GCAACATCTC 
S^^SS SScAT CGAGTOGOGG CAGAGGAAGS MCAA*^ 
^Sai^ tSgCTTTTG AAAGGAGGCT OAGGGOXaC AACaGAAACK TACTCTC^ 
t^^^ CaStAMCC GOVCSUJGAAA GAICTAIQAT GAOCATOGAA AATTCACCCT 
55 ^SmO^ GATTCTGTGG TCrCCIGTAA 8CAGATATAA 

^S^TGAM ATC»mrATT CACCTTCGOQ AITQGTQACG TTTATTCAAA GR0GAACGT6 
aS?a?S i^CAGAGIGG GAAAATtA« TO^OT 

aAAAATTTGG AGCTATACCT ACTTAflAAAA KtOOt^ SSSS 
flCGTTACATC TTTGAGTATG ACCAATCAQA TTGCCieCTG TC«flTT»CCA ™^CXRbtAl 
60 iScaAA OCATOemC AOTOGOCTAC TACOQTAATA ^tACACOCC 

S^SwSbt mScttctt ttatccaaga ctatagicga gatggccgat Tsc^omc 

^^^?G toScAGGGC GCAfiAGTCrr AIACAACTAC ACCAAGCAAG O^GCTTIC 

T^OTCTC kSwSacca cicaggtcao ATTAACATAT gaagagtctt ctggagtgat 
^SS^ SgSSt catctgcaca atcagataca ogcj^aojgg 
65 St^tt ^Sccaga ttttcagatt cagtcaaqaa ggccttgiga AWCAoaoTT 

S^JS TMAACAAIT TCfflGAGTCAC AAGCAIGCAA GCTGTAATCA ATGAAMMC 
TPlS^m GATCTTTACC GATATGTTOA TSICICIGGC A6AACAGAGC SOTTMMA 
^AATtACG ATOAAATCA S^S^T 
CAAAATCITC AGTGCCAATO GACAAGICAT TBAAOTOCAA 1^^^^ 
70 ioOTMTGG ATGACCATTC AATATCAXAA TGIGGGCCEA CATGGT^ 1?^^^ 
SoAOTA GATGCCAATA TAACAAGGXA CTTCTATGAA TAOGATGCTG MMQG^ 
i^^CTOTT TCTGTAAATO ACAAAACOCA GTGGOGTTAT *OTTAOTATC W*AW»» 
^^CCTC TTAAGCCA-ro GGAAGAOIGC TCGTCTXACT CCTCTCOQM *T®;OC«OG 
SaSaG GAQAAATtCA GIATAAAAfO a«[GAAGATG °CT^CIS^ 
7S cS^MQQA AATGATATTT TTGAAIATAA TTCTAATGGC CTGCIGCAGA AAGCCTMA A 
?2S^^SSiG^^TTACTATGATGGGCnGG00^G«^ 
TAAGTCCAGC CTAGGGCAGC ACCTTCAGTT CTTTOTCGAC GCGACCOCGA AOCCWmfl 
^A^rar TMTWOftOC MSWAHaCIC OGABATTACA TCTCIGTAIT M^TCTCCA 
5^^^ StSgG aSSaGCAS T08IQAA0AA TATTATGTAO OCTGTGATAA 
80 cSctAGCTG TOTTCAOCAO 008AGGTCAG OtCATAAAGG MAWfW"! 

SSSt GGOGAtATCT ATCATGACAC TTAC«TGAC ^^^^ 
TCATGtWfiOA CrCIATGATT TCCTTACTAA ATIAGIGCAC CIGGQGCAAA OOaATnaOA 

GBCAflAMGA CAACGGOCIA TCATCACATA «MAACA« 
i^CTAAACCA TtCAACCTCI ACTCCITTOA AAATAACIAC CCMTrOGCA AAAITCAAGA 
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2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 
5820 
5880 
5940 
6000 
6060 
6120 
6180 
6240 
6300 
6360 
6420 
6480 
6540 
6600 
6660 
6720 
6780 
6840 
6900 
6960 
7020 
7080 
7140 
7200 
7260 
7320 
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TOyita CA AftO TATACCACAG ACATCAGAAO TTGGTTGQAO CXATTXGGTT TOCAATTACA 7380 
CAJVTGTACTA CCTOGATTTC GCAAAOCTGA ATTAGAAAAT TTAGAATTAA CTTAOOAGCT 7440 
TCTAOGGCTT CAOACAAAAA CTCAAOAOTG GGATCCTGGA AAGACTATOC TGQGCATTCA 7500 
GTGTXSAACTC CAQAAACAOC TCAOGAATTT CATTTCCTTG GAOCA ACTAC CTATGACTCC 7560 
COQATACAAT GATGGA06GT GCXnTGAAGG AGGGAA6CAA CCAAGGTTTC CXGCTGTCCC 7620 
TT CWrmT OOGAAAGGTA TAAAATTTOC CATCAAGGAT G6CATM3TAA CAGCTOATAT 7680 
TATAGGAiSTA GOCAATQAAG ATAQCaGGOO OCTTGCTGCC ATTCTCAATA ATGCC CATTA 7740 
CCTGGAAAAC CTACATTTTA CXIATAQAGGG GAQGGACACT CACTACTTCA TTAAGCTTGO 7800 
GTCTCTQGAG GAAGACCTGQ TGCTCATCGO TAACACTGGO GGGAGGOGGA TTCTGGAGAA 7860 
TGGTOTCAAT GTCACTGTGT CXXMATGAC ri tTi'Cm'iiq AATGGGAGGA CTAGAO GGTT 7920 
TGCafiATATT CAGCTCCAOC ATGQAOOCCT GTGCTTGAAC ATCOGGTATG GQACAA CTOT 7980 
OQAAGAOOAA AAQAATCAOG TGTTGGAGAT TGCXAGACAQ OGCQCAGTGG 0CCAG6CCTG 8040 
QACTAAGOAA CAAAGAAGGC TGCAAGAGGG GGAAOAGOGG ATTAOGGCAT G GACAGAAGG 8100 
GGAAAAGCAG CAGCTTTTGA GCACTGGQOG GGTACAAGGT TAOGATGGGT ATTTTGTTTT 8160 
GTCTGTTGAG CAQTATTTAG AACTTTCTOA CAGTGCCAAT AATATTCACT TTATGAOACA 8220 
QAOOGAAATA GGCAOGAG QT AAC AAAAATA TCTCTGOCTT TGOSTCAOCA AAGACTGCCT 8280 
GTTTTTAAAA CATAAAATGO TTTATTGTAT ' mG l'TTTCT A 6ATCAQAACT CT STATAT GT 8340 
AAATATGGAG GAAAAACATA TCCAACTGCC TTTCAATGTG ACX3GAAQAT0 GTATTTTAAT 8400 
ATTGTTTGTT TAAACTCTTT AAQAAATGAC AGAGATTTTT AGTTCTTGTG TGGC AQTATT 8460 
CAAAATAACA CAAGTAGAAC TCAAACA6CT AAAAACAGTT TTCAQAAAQC ACCACTTTCA 8520 
ATTTGCCGAG CCATGCATAT GTTCCAATAT GCAOAAAOAA GCCAAG6TTC TCTATCTCTA 85B0 
TTGTQAGAAG CAGTTTCATC CTTAACTGTT GGCAGAACTT ACGGGCTATT TOAATA GGTQ 8640 
QTOCAATAGT ATCTGAAACT TGCCTTTCGA AAQACTOCCA GCCCTTTGAC OTTTTCCAGA 8700 
TCTOTTATAG GAAACTTAAA AACAGGTGTA AAATOTCTTC AQCCACCATC TCCTAGAQTG 8760 
AGGACCCAAT TGCCCTTCCT TCTTQATTAT TCCTCCTTGC TTGTTAAAGT AAATGCCATA 8820 
TTGnGTGCT QTGTTTTOGC GTGTG6TGGC TGG G TTCTGT CTAOCATOCT TOCCiaTOGG 8880 
TOTGGTAACC AGACTGTATA GCCGCTATTT GCTOGTGTGT ACATGA TACC AA AGCAGC TG 8940 
GCCAGG6TGA CCTCTCTCAC ACOACCTGTT TTQACTCAAT TTTTTACTAA AAaTTGTTCA 9000 
GCTGTATTGG TATCATGTAA AC3^TAGCTTT TATTAACCTG GGTAGGAATT TCTCATTTAT 9060 
ATATAGGATO TGTTTTGGTC ATAGTTTCAC ATTAGTGATT CAGTATCTAT ACACTGACCC 9120 
AATGGTTTTO TGCACATGAA CGGTAATTTA CTTAAAAGTA TQATICTQGT ACAAAAACAA 9180 
ACAAAGGCTT TAGCAGGCAT ACOTGTCTQO GATGCOGATA CATACATTAA CTACTACTGC 9240 
AGAAATTCAT AAGAQCCAAA ACCTTAAAAA AATAGACCTQ GTACTTAAGT QAAAGTACTA 9300 
AAGGGAAGAC CAGACCAAAC ATCACAGCAG TTGCTGCCAC ATTQTTTCAG CCCACTTAGA 9360 
TTTATCTTTC AAAT6TACAA TTCTGTATTG AACATCTCCC AGCCATCTTC AGQAAATOGA 9420 
ATCAAGTAAA TCCTTTCCAA CCGAAAACAT TTCAACTAAC TATAOAGAGO CAOACTCATT 9480 
TTTACTAAAA TAATTTATAC AGTTAGTTAT TTTOGTTCTC CGTACTTACC C ATTTATCT T 9S40 
TATCTAATCG TCTCTACT6C CTAGGAAAAT AACTATTTTC CAGGAOGGGT TATTTGTTCT 9600 
GCGATCATTT AAAATTTGGA GAAAGGTCAQ QATTAGTGTT AATATCAGCT GCAGTTTCTC 9660 
AATCTCTAGG AATCCTOCAG TAAAACAAGC CCCTTGGT6A 0CTG6AAGAT TTGTQCCCAG 9720 
TCACAAAOAO ATAGTTTGTA AAATGCTGTG TAATTQTAAO TTAOCACAAA TGAAAATACA 9780 
T6ACAGCACA ATGTGGCCCG TAQAAAATTC CCCTQAGOCA GCTTCTOCAC TTTCATCACC 9840 
GAATCTQAAC ATTTGCTATG TCTQAAGGCA AAITTATGAT GQAATGTTAG TTTG GATTC T 9900 
TTCCA6ATGC TAOCTAAATG CAOTGTGGGG TCATT GCCTT GCTTTGOGAT GACAGTTTCT 9960 
TTCAAAATAT GCAAAGTCAT AAGCTCATGT TAAGGTTTTT CAAQAGTCTQ CCTCCTACTA 10020 
C3VC3UyU3GAA AGCAAGGGAA AGGAAATGAC CCTGGCAAAC AGTAGOGAAG GGT6TATTCA 10080 
AACATTTCAT TTTCAAAACX: TTOQGGTTAG AATACCACTT ACACAT6TAT TCTOAGAGAC 10140 
AOAATTCATO AOGAACTCAT CTCTCTTTAT AACTGGAAAC ACAOCAGCTT GATATATTGC 10200 
TAATCCATAC TAAAATCATA TTATTGGGTT TTTTCTGAAT CAGGOCTGTA TTAAT GGTAC 10260 
AGTATTTATT CAGAATGQAA TTCTAAAATT ACTAACAAAC TTQTTGAAAA TTTGA ATACC 10320 
TCCACACCAA CCTAAAAATG GACCTTAAGT TCCTAQAACC TCT6KXGTTC TTTTAAATTA 10380 
ATGGAAAAAT AATTTOTGAA CTGTATATAO AGAGTGCATT CATAA ATQTQ ATTATGTATT 10440 
TTATCAC3M TCCAAAATGT CAATATTAGA GTCTATTTTG CTTATATTTT AAGCAATTAT 10500 
AOSTTTTTGC AATTCATTQA TOATGTATCA TTTTCAAACT GCTTTAAATA TCCA TTAGAA 10560 
ACAAATATTT QAAGCTTTTA CTTAATAGTG ATTACCTTGA ACTGT GCATT TCTAGTTTGT 10620 
AATAOGTATT TGGTTGOTTC GTGCCTTTAG TTTGTTAAAa TTAC ATTTO T ATXATATTCA 10680 
GGAAATOCAC TTTTTATTAC TTACAGCTGT GGTTTTAATA CTGCCTTGAA CTATTATTAT 10740 
TCTTTTTACA ACTCCTAAAG CTTOAGGGAG GAAAGAAAAA AAAAACAAAA CTACTAATCA 10800 
OTAOTAAATC 6AAGAGAAAC ATrTTGGCAT TTCTTAAOAA GAAGATGOAO ATATTGAGTA 10860 
TATCACTTCC TATTCAGCTG AATAOAAAGA ATGCCTTCAT TGACTTGCAO TTCTGCAGTT 10920 
TAAATTATTO AAAGAACAAT TOGTTTGCAT TTCCTGATGA AAGTAAAAGC ATTTTTCAOA 10980 
OAAACATATO AATTTCTCAT ACCCA6CAGA CAGATGGCXO ACACTOCACA GCC9VCACACC 11040 
ATTGGAGTAA GTTAAAGTGA OAGCATAGTA GTTQQACTCT CCTATGAAGA ACATTCTGG G lllOO 
CTQGAGGCAG 6GAATACTGC ATGGTTGTTT CrTTTTOCTA CTTAAGCCCA TrTTGTTTGT 11160 
OCITTTCTGT TTTGTTTTQT TTTO^CTCTT GCACT ACAGT CTAGAGATCC AAAT GAACTQ 11220 
AAAAGTTCAA AGTTTAACAC ATTTAAATAT GTTTACTTTT A6TTOTCATT CTAATOGTTA 11280 
TTX3ATTAGAA GCATGACTCC TGAAGGAAAG GOAAATAAAT CTCAATTCAT ACTAACTTGC 11340 
AAC»AAACRC TTTTACCATA TAAATAAGTA TATGATTTAT TTTTAACCCA AAAAATGTAT 11400 
AAAATAAGTO TOTCCTTTAC TOTCAATTTA TOQAGAAGAT CTATAATATA TA QACTA CAT 11460 
ATATATAATA TATACAACAT AGCCAAATGT ATGAAAACTT GA CAATOT AT AATTTGGAAT 11520 
TCACATGCTA CCTATGTAGA CAGGTATOAA ATTAAGTTAT AATTT TCATG AGACAi 11580 
ATCACT6TTG ACACA U ' lTi 'C AAGQCATTCC ATCATGTTAT TTTGACTCTT TTTCTTTTTT 11640 
TTTTCTTTAA AAATATATTT TTAACTAGAC CAGGCCCCAC TATAATATCA CTTAAQAGAQ 11700 
TCAGGGCAAA GTTTTTGCAT TTATGAAGAT GTQTTCATGT AAGGGTGATT GTAAT GGAGT 11760 
TCATTGGTAA TAGAAGCAAA AGTACAGTAA CGAAOTATTO AAAA6AAAAT TTTGGAQACA 11820 
TTGGAGCATA TTATATATAO CTTOTGGAAA GACATAAGOC TACAGATSQA ATCG AACATT 11880 
OCTGTTTTCr TOAAQAAATT CACATACACA TAGCTQACCT QACTAGXACT TCAGCTCTTC 11940 
CACAOCCTTC TATAAAGGTT CTTTCTTCTO CAAAGAAAAC AAAACAAAAC AAAACAAAAC 12000 
AAAAAAAAAC AAAAAAAGOO CAAAAAACAA AAAAACAAAA AAAAGCAAAO TAA AATTTA A 12060 
AAATACAGAA AACAAACAAC AAAAAAGAAT TCAAGCATAA ATAGTQACTA TTATTTTCAG 12120 
TGTGTCCTTC ATGTGAAAGC TATTAAGGAC C AAAT ATACT ACTQTTC ATA AQAAflAAA TT 12180 
ACTTTCTAAA CAGTAACTGA AAATACTTAO AGTTAAACTT GCTGIGGATT Vl Si'tCTSiiGC 12240 
AGTTOTCAW: TTACATTATT TQTCAAAGGA AATGTCTTT6 GCAGTTAAAA ATCTTTCCTT 12300 
AGATTTAGTC GTOQACTTTA ACCTCTTAAA TAAATOXTAO TATATCAGAT TGTGTCCTTG 12360 

930 
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PCTAJS02/36810 



AAAAATATTT TACTTGTATG AATCATGACA ACGTCTAAAT CTTTACTATT CTTCTGGCAA 12420 
AAGCATCAGT AAGAAAGAAG GCGAAAAAGA GAAGTATAGC CTTTATGTCA GAAAAACATT 12480 
CTTTTTAGCT (SCTTACTTTC TCATGARAAG TAAAGATSTT TACAGTGTAT GCXy^TTTT 12540 
CAGTTTCTGT ATAACAACAG OTAQAGOTTC TAATCATATT OAAAATTGTG TTATAATGGT 12600 
CTGAGCCATG TTGCTA(30AA ACAATAGGTT CCAATTTTGT ATTCCTGCTC TCC TGTGC TG 12660 
AAAAGTGACT GGATACTGTA CAGGTTCATG TTCTCTGGCT GCAGTTAAAT GGTCTTTTGC 12720 
ATTTTGCTCT GGCTTTCAG6 CCAGAAGCAT GCATTTTTCT ACAAQAGCAT CACAACAACA 12780 
TOCTOTAAAT ATTTAAAOTT AAACArTATO TOTTGATATT TQAAAGAAAA OTACTTTGAA 12840 
TATTTCATTT TTAAAAAATA AAATTGCCAA T6AAAAAAAA 



A210 Protein sequence » 
Gene name: 
Ihilgene nuniber: 
Probeset Accession #: 
Protein Accession 
Signal sequence: 
Transmenibrane domains: 
Cellular Localization i 



odz {odd Oz/ten-m, 
Hs. 23796 
MM 014253 

NP^ossoee 
none found 
318-340 

plaaina roenbrane 



Drosophila) hotnolog 1 



1 11 21 31 41 51 

I i I 1 I I 

MBQTDCaCPYQ PLPKVKHEMD LAYTSSSDES EDGRKPRQSY NSRETLHEYN QELRMNYNSQ 60 

SRKRKEVEKS TQBMEPCBTS HTLCSGYQTD MHSVSRBGYQ LEMGSDVDTE TEGAASPDHA 120 

LRMW1R6MKS EHSSCLSSHA HSALSLTDTD HERKSD6EK6 FKFSPVCCDM EAQAGSTQDV 180 

QSSPHNQFTF RPLPPPPPPP HACTCARKPP PAADSLQRRS MTTRSQPSPA APAPPTSTQD 240 

SVHIiHNSWVL NSNIP1£TRH SLFKH6SGSS AIFSAASQNY PLTSNTVYSP PPRPIiPRSTF 300 

SRPAFTPNKP YRCCNWKCTA LSATAITVTL ALLLAYVIAV HLFGLTWQLQ PVEGBLYANG 360 

VSKGNRGTES MDTTYSPIGG KVSDK8BKKV PQKOTAIDTG EVDIGAQVMQ TIPPGLFWRF 420 

QITIHHPIYL KFNISLAKDS LLOIYORRNI PPTHTQFDFV KLMDQKQLVK QDSKQSDDTQ 480 

HSPRNLILTS LQETGPIBYM DQGPWYIiAFY NDGKKMEQVP VLTTAIEIMD DCSTNCNGNG 540 

ECISGHCHCF PGFLGPDCAR DSCPVLCXKN GEYEKGHCVC RHGWKGPECD VPEEQCIDPT 600 

CFGHGTCIM6 VCICVPGYKG BICEEEDCLD PMCSNHGICV KGECHCSTGW GGVNCETPLP 660 

VCQBQCSGHO TFIiLDAGVCS CSPKMTOSDC STBLCIMBCO SHGVCSRGIC QCEE6WVGPT 720 
CBBRSCHSHC TEHGQCKDOK CECSPOWEQD HCPIAHYLDA VHDGCPGLCP GHGRCTLDQM 780 
GWHCVCQVGW SGTGCNWME MLaSOHUMTO GDGLTDCVDP DCCQQSNCYI SPLCQGSPDP 840 
U3LIQQSQTL FSQHTSRLFY DRIKFLIGKD STHVIPPEVS FDSRRACVIR GQWAIDGTP 900 
LVGVNVSFLH HSDYGPTISR QDOSFDLVAI GOISVILXPD RSPPLPBKRT LWLPWNQPIV 960 

VEKVTNQRW SDPPSCDISM PISPKPIVLP SPLTSFGOSC PEROTIVPEL QWQEBIPIP 1020 

SSFVRI.SYLS SRTPGYKTLL RILLTHSTIP VCMIKVHLTV AVEGRLTQKW FPAAINLVYT 1080 

FAWNKTDIYQ QKVWGLAEAL VSVGYEYETC PDFILWEQRT WLQGPEMDA SNI/SOWSLNK 1140 

HHIIOTQSGI IHKGNGENMF ISQQPPVIST IMGNCTQRSV ACTNCNGPAH NNKLFAPVAL 1200 

ASGPDGSVYV GDPNFVRRIF PSGNSVSILE I.STSPAHKYY LAMDPVSESL YI.SDTNTRKV 1260 

YKLKSIiVETK DLSKNFEWA GTGDQCLFFD QSHOQDGGRA SEASI2JSPRG ITVDRHGFIY 1320 

FVDQTMIRKI DEHAVITTVI GSN6LTSTQP LSCDSGMDIT QVRLEWPTDI. AVNPMDNSLY 1380 

VLDNMIVLQI SENRRVRIIA GRPIHOOVPG IDHPLVSKVA IHSTIiESARA ISVSHSGLLF 1440 

lAETDERKVN RIQQVTTNGE lYIIAfiAPTD CDCKIDPNCD CPSGDGGYAK 0AKMKAPSSL ISOO 

AVSPDGTLYV ADLGNVRIRT ISRMQAHI2JD MKIYEIASPA DQELYQFTVN GTHLHILNLI 1560 

TRDYVYNFTY NSBGDLGAIT SSMCaiSVHIR RDAGGMPUtti WPGGQVYWL TISSNGVLKR 1620 

V8AQ6YNPAL MTYP6NT6LL ATKSMEHGWT TVYBYDPB6H LTNATFPTGE VSSFHSDLEK 1680 

LTKVELDTSN RENVUflSTNL TATSTIYILK QBNTQSTYRV HPDGSLRVTF ASGMEIGLSS 1740 

EPHILAQAVN PTLGKCMISL PGBHNANLIB WRQRKEQNKG NVSAFERRLR AHNRNtLSlD 1800 

FDHiTRTGKI YDDHRKFTIiR ILYDQTGRPI LWSPVSRYNE VKITYSPSGL VTFIQRGTWN 1860 

EKMEnrDQSOK II8RTNADGK IWSYTYIiBKS VMLUHSQRR YIFBYDQSDC LLSVTMPSMV 1920 

RHSLQTMLSV GYYRNIYTPP DSSTSPIQDY SRDGRLUJTL HLGTGRRVLY KYTKQARLSB 1980 

VLYDTTQVTL TYEBSSOVIK TIHLMHDGPI CTIRYRQTGP LIGRQIFRPS EEQLVNARPD 2040 

YSYNNFRVTS MC2AVINETPL PIDLYRYVDV SGRTEQFGKF SVINYDLNQV ITTTVMKHTK 2100 

IPSANGQVIE VQYEILKAIA YWMTIQYUNV GRHGNMCIRV GVDANITRYP YEYDADGQLQ 2160 

TVSVNDKIQH RYSYDIiNGDI KIiLSHGKSAR LTPLRYDLRD RITRLGBIQY KMDEDGFLRQ 2220 

RGNDIPEYNS MGLLQKAYHK ASGHTVOYYY DGLGRSVASK SSLGQHI^FF VDATANPIRV 2280 

THLYKHTSSE ITSLYYDLQG HLIAMELSSQ EEYYVACDNT GTPLAVPSSR GQVIKBILYT 2340 
PYOTIYHDTY PDFQVIIGFH GGLYDFLTKL VHLGQRDYDV VAGRWTTAYH HIWKQLNIiliP 2400 
KPFNLYSFEM NYPVGKIQDV AKYTTOIRSW LELPGFQLHN VLPGPPKPEIi ENLELTYBUi 2460 
RLQTKTQEWD PGKTILGIQC ELQKQLRMFI SLDQLPMTPR YNDGRCLEGG KQPRPAAVPS 2520 
VPtaOSIKPAI KDGIVTADII GVANEDSRHL AAILNNAHYL ENIfiPTIEGR DTtTYFIKLGS 2580 
LBEDLVLIGK TOGRRILENG VNVTVSQMTS IiLNGRTRRFA DIQLQ HGAL C FHIRYGTTVE 2640 
EEKNHVLEIA RQRAVAQAWT KEQRRLQBQB B01RAWTB8B XQQLLST6RV QGYDGYFVLS 2700 
VBQYLELSDS AimZHPMRQS EIGRR 



A211 DMA SEQDBWCBi 
Gene name: 
TAiigene number x 
Probeset Accession #: 
Nucleic Acid Accession #t 
Coding sequence: 



Solute carrier family 26 « neaiber 4 
Hs. 159275 
AF030880 
NM 000441 

225-2567 (underlined sequences correspond to start and stop codoas) 



I 11 21 31 41 51 

I I I 1 I 1 

CTCAGCCnC CCGGTTOQGG AAAQGQGAAG AATGCAGGAG GGGTAGGATT TCTTTCCTGA 60 

TAGGATCGGT TGGGAAA6AC OGCAGCCTGT G"iVfGTCTTT CCCTTOGACC AAGOTOTCTG 120 

TTGCTCCGTA AATAAAACGT CCCACTGCXTT TCTGAGAGC6 CTATAAAGOC A60GGAAGG0 180 

TAGTC06CQG GGCATTOCGG GOGGGGOGOG AGCAGAGACA GGTCAT6GCA GCGOmGGOG 240 

GCAG6TCGGA OCCGCCQCAO CTCCOCQAGT ACAGCTGCAO CTACATG6T6 TCSGGGGGGG 300 

TCIACAGGQA GCTOGCTTTC GAOCAACAGC AOGAGCGGCS CCTGCAGffiUS CGCAAGAGGC 360 

931 
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T60S6GAGAG CCTGGCCAAO TGCXQCACTT G1TCAAGAAA GAGAGOCTTT G6TGIGCTMV 420 
AGACTCTTGT GCCCATCTTG GAGTO G CTOC CCAAATAGGB AGTCAAGGAA TGGCTGCTTA 480 
GTGAOOTCAT TTaSGGAOTT AQTACTCGCSC TAGTGOCCAC GC TGCAAOGG ATGOCATATO 540 
OCCTACTAGC TGCAGTTCCT GTCGOATATG GTCTCTACTC TGCTTTTTTC CCTATCCTGA 600 
CATACTTTAT CTrTCGAACA TCAAOACATA TCTCAGTTGG AOCTTTTCCA GTGGTOAGTT 660 
TAATGGTGGG ATCTGTTGTT CIGAGCATQG OCCCOQAGGA ACACTTTCTC QTATCCAOCA 720 
OCAATOGAAC TOTATTAAAT ACTACTATQA TAGACACT6C AGCTAGAQAT ACAGCTAGAO 780 
TCCTCATTGC CAOTQCCCTG ACTCTQCTGQ TTGGAATTAT ACAGTTGATA TTTGGTGGCT 840 
TGCAGATTGQ ATTCATAGTG AGGTACTTGG CAGATCCTTT GGTTGQTGGC TTCACAAC3U3 900 
CTGCTGCCTT OGAAGTGCTG GTCTCACAGC TAAAGATTGT CCTCAATOTT TCAACX3U\AA 960 
ACTACAATGQ AOTTCTCTCT ATTATCTATA 0GCT6QTTGA QAT TTTTCA A A ATATT OOTO 1020 
ATACCAATCT TGCTGATTTC ACTGCTGQAT 1GCTCACCAT TQTCGTCTGT ATGGCAGTTA 1080 
AGGAATTAAA TGATCGGTTT AGACACAAAA TCCCRGTCCC TATTCCTATA GAAGTAATTG 1140 
TGAOQATAAT TGCTACTGCC ATTTCATATG GAGCCAACCT GGAAAAAAAT TACAATGCTG 1200 
GCATTGTTAA ATOCATOCCA AGGGGOTTTT TQCCTCCTGA ACTTGCAOCT GTGAGCmGT 1260 
TCTGGGAGAT GCTGGCTGCA TCATTTTOCA TGGCTGTGGT GGCTTATGCT ATTGCAGTGT 1320 
CAGTAGGAAA AGTATAT6CC ACCAAGTATG ATTACACCAT OQATGGGAAC CAGQAATTCA 1380 
TTOCCTTTGO GATCAGCAAC ATCTTCTCAG GATTCTTCTC ' I lxyrr f T G TG GCCACCACTO 1440 
CTCTTTCC08 CAOGQGOGTC CAGGAGAGCA CTGGAGGAAA QACACAGQTT GCTOGCATCA 1500 
TCTCTGCTGC GATTGrOATG ATOGCCATTC TTGCCCTGGG GAAGCTTCTO GAA0CCTT6C 1560 
AGAABTCX^OT CTTGGCAGCT GTTGTAATT6 CCAAOCTGAA AOGGATOTTT AT6CAGCTGT 1620 
OTGACATTCC TOGTCTGTGG AGACAGAATA AQATTGATQC TQTTATCTGG GTGTTTACX3T 1680 
GTATAGTGTC CATCATTCTG GGGCTGQATC TCGGTTTACT AGCTGGCCTT ATATTTGGAC 1740 
TGTTGACTGT GGTCCTQAGA QTTCAQTTTC CTTCTTGGAA TGGCCTTGGA AGCATCXXTA 1800 
GCACAGATAT CTACAAAAGT ACX:AAGAATT ACAAAAACAT TGAAGAACCT CAAGGAGTGA 1860 
AGATTCTTAO ATTTTCCAGT (X T rA lT r i CT ATGGCAATGT 06AT0GTTTT AAAAAATGTA 1920 
TCAA6T0CAC AGTTGGATTT GATGOCATTA GAGTATATAA TAAGAGGCTG AAAG06CTGA 1980 
GGAAAATACA GAAACTAATA AAAAGTGGAC AATTAAGAGC AACAAAGAAT GGCATCATAA 2040 
GTGATGCTGT TTCAACAAAT AATQCTTTTG AGCCTGATGA GGATATTGAA GATCTGGAGQ 2100 
AACTTGATAT CCCAACCAAG GAAATAGAGA TTCAAGTGGA TTGGAACTCT QA6CTTCCA0 2160 
TCAAAGIGAA OBTTCCCAAA GTGCGAATCC ATAGCCTTGT GCTTGACTGT GQAGCTATAT 2220 
CTTTCCTGGA C OTTGTTGGA GTGAGATCAC T606G0TGAT TGTCAAAGAA TTCCAAAQAA 2280 
TTQATGTGAA TGTGTATTTT GCATCACTTC AAQATTATQT QATAGAAAAO 'CTGOAGCAAT 2340 
GOG UG lT C i T TGACX5ACAAC ATTAGAAAGG ACACATTCTT TTTGAOGGTC CATGATGCTA 2400 
TACTCTATCT ACAGAACCAA GTGAAATCTC AAGAGGGTCA AG6TTCCATT TTAGAAAGBA 2460 
TCACTCTCAT TCAQGATTGT AAAOATACOC TTGAATTAAT AGAAACAGAG CTGAOGGAAG 2520 
AAGAACTTGA TGTCCAGGAT GAGGCTATGC GTACACTT6C ATCCTGAAAG TGGGTTOGGG 2580 
AGGTCTCTAT GAGCAAGGAA TACAAGACAA AACTTCCTCA ATGCATTGAC TATTTCTTCA 2640 
GACTCAAAAC ACTCATTCTT TTTTCTATTA AGCCATTGAA AGAGAAGCAC TAAGACTGCT 2700 
TCTAGGCTTT ATTTATAAAA TAAACACCTT ATCCCTAACA TQGGCAAAAT GGCTAGAATT 2760 
ATTCAGACGA TTTGGCAGCG TCCAGGGTAA GCT6GTGTTA TAATAOGCTO CTGATCTACA 2820 
TCACAGATTT GCTAATAATG TTCAOGTGGG CCCTGGCATA TCTCTGTTCA 6TTAGAGTGA 2880 
GTGCTGACCC AACAGCCTCT QTGQTCAAGC GAGTCACGAA TGATTAATCA TAAAGAAAAA 2940 
TCAOTTTTTG ACTOACCTGO ATATCCATQA GCTGCACTGA TCACCATGTA AGGTCACATT 3000 
TAGTAAATGC TGAAATAAAA TGATTAATGC ATTTATCAAT AAAAGCCTTT GAAAATACTT 3060 
TQGATAATAA ATTGGAGTTT TAAAAATGCA AATTTGCTTA GTATCTAATA ATGAAGTGTT 3120 
ATTACATATA GCOGGAATTO AGGATCTCTT TGATCCTGGA AATGGTTTAC CTAAAA6CEA 3180 
CAGAACC3U3G CCAATATATT TTGAAATATT GATGCAGACA AATGAAATAA TAAAGAQATT 3240 
TTCATQGTTT ATAAAAATCT TTTTTGATAT GATAATAATC ATGATCACAA CTGAGATCAA 3300 
AAAAATATAT GACAQATTAT TTTGTTTAAA AATGCAGTTT TAATTATCTT A6TCTATAGA 3360 
AATGATCATX GCATGOAGGC ATXJTATAGGT ATGATCTGTG TAAAATCTGA CATAAAAACA 3420 
GTGCTATTCT GAGT6AAAAT TTTTTTGATG TGCTTACATA ACCATGGTGA TTAAAATCAG 3480 
TTTATATTTT TTCTCAAAAA TTTTAGCAGT GTGTAAAGTA AGTAATCTTT AACTGAACTC 3540 
TGAGCACTTA AAAAAAAATC TAAAAATTGA ACTACCTATA OTAGTCTOTG TTTAAAGTOA 3600 
ATTTTTAAAG ACAAA6CATT CTAAATGAAC TCAATATAAA AACATTCATT TGGAATGTAC 3660 
ATACTGAAAA ATACAGGTTT TTTTGACCAA AAGTTTTTAT ATCTTTTCTT TTTATTOTT 3720 
TTTTTCCTAA GTGCCAACAA TTTTCTAGAT ATTATATACA ACACAGGCTT TQATCTTQOO 3780 
GACTTTTCCC ATATATTTCA CACTOOAGTG AATGAAGTTG TACTTCATTT CTAGAGAAAA 3840 
GTTATACOCA GGTCCCCAAT TGAGAATGTC TTGCTTGATT GAAAAOGACA TCATCCCTTG 3900 
GTATACrCCA GGGATTGGTT TCAGOACCCC TGCATTTACC AAAATTTGTG CACACTCAAG 3960 
TCCXGCAOTC ACCCCTGCCT AAAGATA6AA TGGCTTCTCT GTTTTTCTTC tGAAATACAA 4020 
CCAGAAACAA TGTCTCTATT TCTGAAAGAA TAGGATTAAT GATCATACAA ATGGGTTAAT 4080 
CCTGAATTCr GGTTGTAAAT CTGGTTACAG CATAACTAGG ATTATAATGC TGCCTCATTT 4140 
TCACAGCACT ACTTGCTTAT ATTOACAACA AATCATCTOQ CTAAAGAGTG AATGTAGGCC 4200 
AG60GOOGTG GCTCATGCCT QTAATCCCAO CACTTTGGOA OGCOOAQGCX} GGTGOATCAC 4260 
GAGGTCAGGA GATCGAGACC ATCCTGGCTA ACATGGTAAA ACXXXQTCTC TACTAAAAAT 4320 
AGAAAAAAAG AAATTAGCCT AGOGTGGTGG CTGGOGOGCG CCTGTAGTCC CAGCTATTTQ 4380 
GGAGQCTAAG GCAGGAGAAT QGOGTGAACC GGQGAGGCGQ A0CTTX3CAGT GAGCOQAGGT 4440 
OGTGCCACTG CACTCCAGCC TGGGOQACAG AGCAAGACTC OGTCTCAAAA AAAAAAAAAA 4500 
AAAAAAAAAA AGAGTGAATG TAATAGTCTT GCAGAAAATG AATGAATACC TTTGTTCAAT 4560 
AAAOGAAATA TGCACTGCTC ACTTTTTTGA AGGAAATGCC AAAGTTAOGT TTTACAACAA 4620 
GGCTAGAGTT TOTAAATTCT GGGTTCATTT GTGATGACAT AAGTCAGCAA ACTGOGGGAA 4680 
TACTGTCTCT TCTATOTATT TTOTGAATAO TAAGCATAAT TTTAGTTTTG TATTATCAAT 4740 
GAAAATTTCA CTTGAAATTA AAGCTGCCTT TTGTTATATT TTTAACCTAT AGGATAAGAT 4800 
TCCAGTATTG TATAT8AGTT TTAACAAATT AAAAAATCAA ATCAT6TACA TTTGAA AATA 4860 
TTTGCACACA TTTAAAAATA AATGTAAAOT TGTCTTTTAA ACTACTOGGA TOTQTOCTTT 4920 
CTGAACAAAA 



A212 Protein sequence! 
Gene name: 
Unlgene nuirber: 
ProbeBec Accession fix 
Protein Accession fts 
Signal sequence: 



Solute carrier family 26, 

Ha. 159275 

AF030880 

043511 

Cound 



932 
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PCT/US02/36810 



Transneiribrane domains t 
Cellular Localization * 



81-103, 109-131, 136-158, 185-207, 221-243, 245-267, 270-291. 295-317. 
347-369, 386-408, 420-442, 448-470, 4B6-508 
plasma membrane 



MAAFGGRSBP 
AFGVLKTLVP 
FFPILTYFIP 
RDTARVLIAS 
NVSTKNYNGV 
PIEVrVTIIA 
YAIAVSVGKV 
QVAGIISAAI 
IWVFTCIVSI 
EPQGVKILRF 
KNGXISD&VS 
DG6AISFLDV 
TVHDAILYIiQ 
QDEAMRTLAS 



11 

I 

PQLPBYSCSy 
ILEWLPKYRV 
GTSRHISVGP 
ALTLLVGIIQ 
liSIIYTLVEI 
TAZSYGANIiB 
YATKYDYTID 
VMIAILALGK 
ILGLDLGLLA 
SSPI FYCT VD 
TNNAFKPDED 
VGVRSLRVIV 
NQVKSQBGQO 



21 

I 

MVSRPVYSEL 
KENLLSDVIS 
FPWSLMVGS 
LIFGGLQIGF 
FQNXGDnniA 
XNYNAGIVKS 
GNQEFXAF6X 
LLEPLQKSVL 
GIiIFGLLTW 
GFKKCIKSTV 
lEDLEBLDIP 
KBFQRZ0VNV 
SIliBTXTIiIQ 



31 

I 

APOQQHBRRL 
GVSTGIiVATL 
WLSMAPDEK 
XVRYLftDPLV 
DPTA6LLTXV 
ZFRGFIiPPBL 
SNXPS6FFSC 
AAWIAMLKG 
LRVQFPSWNG 
GFDAXRVYIIK 
TKSIEIQVDW 
YFASLQDYVI 
DCKDTIiELXE 



41 

1 

QERKTLRESb 
QGMAYALLAA 
FLVSSSMGTV 
GGFTTAAAFQ 
VCMAVKEIiND 
PPVSLFSEML 
FVATTAXjSRT 
MFMQLCDIPR 
LGSIPSTDIY 
RLKAUtKlQK 
NSELFVXVNV 
EXZ^CSFFD 
XELTEEELDV 



51 
I 

AKCCSCSRKR 
VPVGYGLYSA 
LNTTMIDTAA 
VLVSQLKIVL 
RPRHKIPVPI 
AASFSIAWA 
AVQESTGGKT 
LVraQNKIDAV 
KSTKMYKNIE 
LIKSGQLHAT 
PKVPIHSLVL 
DNXRKDTFFL 
QDEAMRTLAS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



A213 DNA SEQUENCE; 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Acceseion #: 
Coding sequence: 



ESTs, Highly similar to calcium-activated potassium channel rSK2 iR.norvegicus] 

Hs. 98280 

AA418000 

458-2197 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

icGCGGCAOC AGCCCATGCC TCCGGTGCAA CAGCTGCaCC TCCTCOGGTG CCCCGGCGGC 
GGGGGCGG6A GATAACCTGT CCCTGCTGCT COGCACCTCC TCGCCCOGCG GCGCCTTCCG 
GACCCGCACC TCCTCGCCGC TGTCGGGCTC GTCCTGCTGC TGCTGCTGCT GCTCGTCGCG 
CCGGGGCAGC CAGCTCAATG TGAGCQAQCT GACGCOSTCC AGCCATGCCA GTGCGCTCCG 
GCAGCAGTAC GOGCAGCAGT CCGOGCAfiCA OTOOOCGTCC GCCTCCCAGT ACCACCAGTG 
CCACAGCCTG CAGCCCGCOG CCftGCCCCAC CGGCA6CCTC GGCAGTCTGG GCTCCGCGCC 
CCCGCTCTCG CACCACCACC ACCACCCGCA CCCGGCGCAC CACCAGCACC ACCAGCCCCA 
GGGGCGCCGC GA6AGCAACC CCTTCACCGA AATRGCCATG AGCAGCTGCA GQTACAACGG 
GGOCGTCATG CGOCCGCTCA QCAACTTGAO CGOOTCCCGC OGGAACCTCC ACGAGATGGA 
CTCAGAGGC6 CAGCCJCCTGC AGCCOCCCGC GTCTGICGGA G6AGGTG60G GCGCGTCCTC 
CCCGTCTGCA GACGCTGCOG CCGOOSCCGC TGTTTCGTCC TCAGCCCCCG AGATCGTGGT 
GTCTAAGCCC GAQCACAACA ACTCCAACAA CCTGGCGCTC TATGQAACCQ GOGOCGQAGG 
CAGCACTQGA GQAGGCGGCG GCGGTG6AQG GA6CGGGCAC GGCAGCAGCA GTGGCACCAA 
GTCCAGCftAA AW3AAAAACC AGAACATCGG CTACAAGCTG GGCCACCGGC GOGCCCTGTT 
OGAAAAGOGC ftAGC3GGCTCA GGGACTAOGC GCTCATCTTC GQCATGTTOQ GCATCGTGGT 
CATGOTCATC GAOACOGAQC TOTOGTGQQO CGCCTACOAC AAGOCOTCGC TGTATTCCTT 
AGCTCTGAAA TGCCTTATCA GTCTCTCCAC GATCATCCTG CTCGGTCTGA TCATCGTGTA 
CCACGCCAGG GAAATACAGT TGTTCATGGT GGACAATGGA GCAGATGACT GGA6AATAGC 
CATGACTTAT GAGCGTATTT TCTTCATCTG CTTGGAAAIA CTGGTOTGTG CTATTCATCC 
CATACCTGGG AATTATACAT TCACATG6AC G6CC006CTT GCCTTCTCCT ATGCCCCATC 
CACAAOCAOC GCTGATGTGO ATATTATTTT ATCTATACCA ATOTTCTTAA GACTCTATCT 
GATTGCCAGA GTCATGCTTT TACATA6CAA ACTTTTCACT GATGCCXCCT CTAGAAGCAT 
TGGA3CACTT AATAAGATAA ACTTCAATAC AOQTTTTGTT ATQAAGACTT TAATGACTAT 
ATGCCCAGGA ACTGTACTCT TGGTTTTTAG TATCTCATTA TGGATAATTG CCGCATGGAC 
TOTCOGAQCT TOTGAAAGOT ACCftlQATCA ACAGGATGTT ACXAGCAACT TCCTTGGAGC 
GATOTGGTTa ATATCAATAA CTTTTCTCTC CATTGSTTAT GGTGACATGG TACCTAACAC 
ATACTGTGGA AAAGOAGTCT GCTTACTTAC TGGRATTATG GGTGCTGGTT GCACAGCCCT 
GGTGGTAGCT GTAGTGGCAA GGAAGCTAGA ACTTACCAAA GCA6AAAAAC ACGTGCACAA 
TTTCATGATG GATACTCAGC TCACTAAAAG AOTAAAAAAT GCAGCTGCCA ATQTACTCAG 
OOAAACATOG CTAATTTACA AAAATACAAA GCTAGIQAAA AAQATAGATC ATQCAAAAGT 
AAGAAAACAT CAAOGAAAAT TCCTGCAAGC TATTCATCAA TTAAGAAGTG TAAAAATGGA 
GCAGASGAAA CTGAATGACC AAGCAAACAC TTTGGTGQAC TTGGCAAAGA COCftGAACW 
CATGTATGAT ATQATTTCTG ACTTAAAOSA AAGGAOTGAA GACTT06AGA AGAGGATIOT 
TACCCTGGRA ACRAAACTAG AGACTTTGAT TGGTAGCATC CAOGCCCTCC CTGGGCTCAT 
AAGCCAGAOC ATCAGGCA6C AGCAGftGftGA TTTCATTGA6 GCTCA6AT6G AGAGCTACGA 
CAAGCAOGTC ACTTACAATG CTGAGCGGTC CCGGTCCTCG TCCAGGAG6C GGCGGTCCTC 
TTCCACAGCA CCACCAACTT CATCftflAGAG TAGCIAGRAQ A6AATAAGTT AACCACAAAA 
TAAGACTTTT TGCCATCATA TGGTCAATAT TTTAGCTTTT ATTGTAAAGC CCCT ATGGTT 
CTAATCAGGG TTATCOGGGT TCTGATGTCA GAATCCXGGG AACCTGAACA CTAAGTTTTA 
QGCCAAAATG AGXGAAAACT cmTrr TT T CTTTCR GATG CACAGGGAAT GCftCCTATTA 
TTGCIATATA GATTOTTCCT CCTGTAATTT CACTAACTTT TTATTCATGC ACTTCAAACA 
AACTTTACTA CTACATTATA TOATATATAA TAAAAAAAGT TAATTTCGGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 



A214 Protein sequence; 
Gene namei 
Unigene number t 
Probeset Accession #s 
Protein Accession #: 
Signal sequence i 
TransmeoDibrane domains « 



ESTs, Highly similar to calcium-activated potassium channel rSK2 IR.norvegicus 

Es. 98280 

AA418000 

KP_067627 

none found 

135-157, 168-190, 208-230. 254-276, 306-328. 342-364. 373-394 



933 



wo 03/042661 



PCT/US02/36810 



Calmodulin binding domains 
Cellular Localization: 



412-488 

plasma meinbrane 



1 
I 

MSSCRYNGGV 
SSAPBIWSK 
LGHRRALPEK 
LUSLIIVYHA 
LAFSYAPSTT 
VMKTLMTICP 
YGDMVPNTYC 
KAAANVIiRBT 
DLAKTONXKir 
BAQHBSYDXH 



11 

1 

MRPLSNLSAS 
PBHNNSNNIA 
RKRI>SOYALI 
RBIQLFMVDN 
TADVDIILSI 
OTVLLVFSZS 
OKGVCLLTGI 
WLIYKNTKLV 
DMISDUIERS 
VTYKAER8RS 



21 
I 



31 
I 

AQFLQPPASV 



LYGTGGGGST 
PGMPGIWMV 
GAODNRIANT 
FMPLRLYLIA 
LHIIAAWTVR 
MGAGCTALW 
KKIDEAKVRK 
EDPBXRIVTL 



lETEZiSHGAY 
YERZFFICLE 
RVMLLHSKLF 
ACERYHDQQD 
AWARXLELT 
HQRKFLQAIH 
ETKZ«ETLIGS 
APPTSSESS 



41 
I 

OGGGGASSPS 
HGS8SGTRSS 
DKASLYSLAL 
ILVCAIHPIP 
TDASSR8IGA 
VTSNFUSAMH 
KAEKHVHNFM 
QLRSVKMEQR 
ZRALPGLI8Q 



51 
I 

ADAAAAAAVS 

KKKNQNIGYK 
KCLISLSTII 
GNYTFTWTAR 
UnUljPMTKF 
LISITFLSZG 
MDTQLTKRVK 
KLMDQANTLV 
TIRC3QQRDPI 



60 
120 
180 
240 
300 
360 
420 
480 
540 



A21S DWA SEQUEKCEt 
Gene name: 
Utiigene minber: 
Probeset Accession ft: 
Nucleic Acid Accession #: 
Coding sequences 



OQI-86 protein 
Hs. 109201 
AW161450 
NM_016029 

228-1097 (underlined sequences correspond to start and stop codons) 



CTGCGATCCC 
GGGCGTGCGC 
TGCTCCTGCT 
TATGGGCCX5A 
TGACTGGAGC 



TAGAGAATGO 
CTGGTTCCCA 
TGGTCAACAA 
ACAGAAAGCT 
CTCACATQAT 
TATCTGTACC 
ATGGCCTTOO 
GACCTQTGCA 
GCAATAAT6G 
TCA6CATG6C 
CATATTTGTG 
AAAGGATTGA 
AGACAAAACA 
AAACATGAAA 
ACTTTTTAAT 
AGATTGCCAT 



11 
I 

GCAGGGCAGC 
GGCCGCAATG 
CTTGGTGCAG 
GTGGCAGGQA 
CTCGAGTGGA 
GCTGTCAGCC 
CAATTTAAAA 
TGAAGCGGCT 
TGQTGGAATG 
AATA6AGCTT 
CGAGAGGAAG 
TCTTTCCATT 
AACAGAACTT 
ATCAAATATT 
A6ACCAGTCC 
CAATGATTTQ 
GCAATACATG 
6AACTTTAAG 
TGACTGAAAA 
ACAGCAATCT 
AOATATGACT 
GAATCTT6CA 



21 
I 

GACGCGACTC 
AACTGGGAGC 
CTGCTGCGCT 
OQACQCCCAG 
ATTGGTGAGG 
AGAAGAGTGC 
QAAAAAGATA 
ACCAAAGCTG 
TCCCAGCGTT 
AACTACTTAG 
CAAGGAAAGA 
GGATACTGTG 
GCCACATACC 
GTGGAQAATT 
CACAAGATGA 
AAAQAAOTTT 
CCAACCTGGG 
AOTGGTGTGO 
GAGCACCTGT 
TCTTATGCTT 
TTGCTTGCAA 
AA 



31 

I 

TGGTGCGGGC 
TGCTGCTGTG 
TCCTGAGGGC 
AATQGGAGCT 
AGCTGGCTTA 
ATGAGCTGGA 
TACTTOTTTT 
TTCTCCAQQA 
CTCTGTGCAT 
GGACGGTGTC 
TTGTTACTGT 
CTAGCAAGCA 
CAGGTATAAT 
CCCTAGCtGG 
CAACCAGTGQ 
GGATCTCAGA 
CCTGGTGGAT 
ATGCASACTC 
ACTTTTCAAO 
CTGAATAATC 
CATGQAATGA 



41 

1 

OGTCTTCTTC 
GCTGCTGGTG 
TGACGG06AC 
GACT6ATATG 
CCAGTTGTCT 
AAGGGTGAAA 
GCCCCTTQAC 
GTTTGGTAGA 
GQATACCAGC 
CTTQACAAAA 
QAATAGCATC 
TGCTCTCCX3G 
AGTTTCTAAC 
AGAAGTCACA 
TTGT6TG06G 
ACAACCTTTC 
AACCAACAAG 
TTCTTATTTT 
CCACTGGAGG 
AAAGACTAAT 
AATAAAAAAT 



51 

I 

CCCCOGAGCT 

CTGTGOGOGC 

CTGAGQCTAC 

6T0QTGTG0G 

AAACTAGGAG 

AGAAGATGCC 

CTGACCGACA 

ATCGACATTC 

TTGGATGTCT 

TGTGTTCTGC 

CTOGGTATCA 

GGTTTTTTTA 

ATTTGCCCAG 

AAGACTATAG . 

CTGATGTTAA 

TTGTTAGTAA 

ATGGGGAAGA 

AAAATCTTTA 

GAGAAATGGA 

TT6TQATTTT 

AAATAATAAA 



60 
120 
IBO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
126.0 



A216 Protein sequence: 
Gene namet 
unigene nunibert 
, Probeset Accession #t 
Protein Accession #s 
Signal sequences 
Transnenibrane domains t 
Cellular Localizations 



OQI-86 protein 
Hs. 109201 
AHl 61450 
NP 057113 
1-26 

163-206, 221-243 
plasma menbrane 



1 11 21 31 41 51 

i t I I I I 

MNWEIiLLHLL VLCALLUiLV QLLRFLRAOO DLTLLNAratQ ORRPEHBLTD KWHVTGASS 60 

GIGBELAYQL SKLGVSLVLS ARRVEELERV KRRCLEKGNL KEKDILVLPL DLT13TGSHEA 120 

ATKAVLQEFG RIDILVNMGG MSQRSLQIDT 8LDVYRKLIE UIYLQTVSLT KCVLFHMIER 180 

KQGKIVTVK8 IliGIISVFLS IGYCASRBAL RGFFNGLRTB LATYPGIIVS MICPGPVQSN 240 

ZVENSLA6BV TICrZGN2Ka)Q SHKMTTSRCV RLNLZSMAMD LKBVHZSEQP PLLVTYliWQy 300 
MPTHAmnTN KKOKKRZQIF KS6VDADSSY FKZFKTKHD 



A217 DHA SBQUEHCEi 
Gene names 
unigene miniber: 
Prdbeset Accession 0: 
Nucleic Acid Accession ft: 
Coding sequence: 



Hono sapiens mRNA; cDNA DKPZpS6401763 (from clone DKFZp56401763) 

Hs. 27373 

P13036 

AC012478 

1-1896 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

1 i t I I I 

ATGCGCGCCO TGCCGCTGOC CGCCOO G CTC CrOCCGCTQC TOCTGCTCOC OCTCCTGGCC 
GCTCCCGCCG CCCGCGCCAG CAGAGCOGAG TC0GTCTC06 CGCCGTGGCC CGAACCCGAG 
OGOQAOTGOC GGCCAC08CC CGGOOOOQO Q OCOCSGQAACA C CA OX BU TT TGGGTCTGQQ 
GOGGOGGGOQ GCAGCQGCAQ CT0CA6CTCC AACAOCAOTS GOSAOBCCTT GQTQACCOSC 

934 



60 
120 
180 
240 



wo 03/042661 



PCTAJS02/36810 



ATTTCCATCC 
TTTACCACCC 
AAGAAGAOVC 
CTAAATQAAO 
TCCTTGCXZGG 
GT6CCCCCAC 
G0TG6AATCA 
TCAGCTGCAA 
GAAACCAAAA 
TCAGACTGTC 
TTTGQGCATC 
CTGAATCTCA 
GCCAGGTGCT 
CCTTGGTGGC 
AGTACCTTGG 
AGAGCAGTGA 
GCCCTAGAGA 
ACCCATCCTG 
AGGGTQTTTC 
TGCCTTTTGG 
ATCTGTCTCC 
GTCCTTGOGT 
AAACGAGGGC 
GCGAACCTGC 
CACCCTGOAG 
GATGGCAGAT 
TGTGAGAG6C 
TOC0CCX3GAC 



TCCTC06CGA 
TCCTCATCGC 
GCAAQTATGA 
AGGATGATGA 
CTGCACTGAG 
CCTTCATCCT 
GACCTGGXAA 
CCTGGGGTQT 
CGAACGTTAT 
ACTGGCAAGC 
CCTTTAAAGT 
TGGAAAAGCT 
TGCCACTGGT 
ACTTCAGOGC 
GCTTGOATGT 
CTAAGGTTCT 
GTGGGTTTCC 
TCAGQTTGGC 
GQCGTCCGCG 
TTTTGAAGAT 
CCTGCTGTGC 
CaTTTGAGCA 
CCAGTGOGCH 
AGACAATTCC 
QAGACTTGQA 
GCCAGAAGAT 
TCACAGGTTC 
AGCCCCTGTT 



CCTACCCACC 
CTGCCT6CT6 
TATCATCACC 
Al^TGAGGAC 
ACGTCAGCTG 
CGACATTGAC 
AACCTGTTTC 
GAAOCACTOQ 
CTATAAAACC 
TCGTTTCCAC 
GCCCCCTACT 
GGATTCCTCT 
CCTGGCA6AA 
CACAGGCTCT 
TTTCTGTGGT 
CCAGQGTAGC 
CCATCATCTC 
T06TTCAGAT 
6CA6TCTCT6 
TCTGTTGAGG 
CX5TGGAACAC 
GA6CCCACAA 
ATTO^CCAGA 
AGATACCCAA 
TGGQGTGGCA 
GGTCCTGATG 
CCATCACTTC 
TCTQTCCAGa 



CTCAAGGCAG 
CTGCGCGTCT 
AGTCCAGCAG 
TCCACA6TAT 
CCAGGGTGCC 
CTTCCAGCAA 
CCAGCCTGGT 
ACCT6GAA6C 
CCAGCTCCAT 
GTCACCACAA 
TCTACTCCCC 
GCXTTACGCA 
ATGGGGGCTG 
CCAATAAAAA 
GCGGGCCAGC 
TCTTTCTCCA 
AG6CTTCTCA 
GCCOGGGGAC 
CATG60GGA6 
CGCCATCCTC 
CTACX3GGAAO 
AAGGCA6CTG 
CACACATGCC 
GGCCAGGAAG 
AATTTCTATT 
TCTGAGGAAG 
TCCAGCCATT 
CCCT6A 



CCGTGATCGT 
TCAGGTCGGQ 
AGOGAGTGGA 
T06ACATCAA 
AGACGCTACT 
GATGCAGTGO 
GGCATCCTGT 
CCTCTTGOGT 
CGTGCGTGTC 

TGQAGrrGcr 

ATGGTTTTCG 
GAAACACCOG 
CTGAAMSTGA 
CCCTTTACAC 
GGGGCACCTT 
AACAGCTGCG 
GAGAGTGTCC 
AAGCCAGCXrr 
GGTCAGCGGG 
ACCTTGACCT 
CCAAGAGAAG 
CTGCCCACGG 
CTGGCTGGGG 
GCCCACX5TGA 
TGGAG6AAGA 
GGCCACXTTAG 
CCAAGTCTTG 



GGCGTTCGCC 
AAAGAGGTTA 
AATGGCGCCA 
ATACAGAGTG 
GACAGTTCCT 
AAGGCCTGAT 
GGAAAGTTGG 
OGGAGGTGTT 
AGGCATCTGC 
TCT3CCACCC 
ACAACTGCAG 
GGCTCCATCT 
CCTTCCAAAT 
ACAAACCATG 
TTGTGAAGAC 
CTGGAAGCCA 
TCCGCTGAGC 
GACGGGGAGG 
TACCGCAACT 
CTTCTACAAA 
CTCAGT6ACT 
GGAGCCTGTC 
GATCACACAT 
GGATGTCACT 
GGGTTTCCAG 
TTTGACAGGA 
GTOCTTCCTT 



300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
lOBO 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 



A218 Protein Bequencei 
Gene name: 
Unigene nuniber: 
Probeset Accession #s 
Protein Accession #: 
Signal sequence: 
Transmenibrane domains: 
Cellular Local i sat ion x 



EottO sapiens itiRNA; CDNA DKFZP56401763 (from clone DKPZpS6401763) 

Hs. 27373 

F13036 

PGENESH predicted 
1-27 

94-115. 448-469 
not determined 



1 

I 

MRAVPLPAPIi 



KKTRKYDIIT 
VPPPFIIiDID 
ETKTNVMYKT 
IMIMEKIDSS 
STXiGLDVFOG 
THPVRLARSD 
lOUPCCAVEH 
ANLQTXPDTQ 



11 
1 

LPLLLLALLA 
NSSGDALVTR 
TPAKRVEKAP 
LPARCSGRPD 
PAPSCVSGIC 
ALRRNTRAPS 
AGQRGTFCED 
ARGQASLT6R 
LREAKRSSVT 
GQEGPREDVT 



21 
I 

APAARASRAB 
ISlUURDhBT 
UtEEDDEDED 
GGIRPGKTCF 
SDCHHQARFH 
ARCLPLVIiAB 
RAVTKVLQGS 
RVPKRPRQSL 
VLASFBQSPQ 
BPGGDIiDGVA 
SPaQPLFLSR 



31 
I 

SVSAPWPBPB 
LKAAVIVAFA 
STVFDIKYRV 
PAWWHPVESW 
VTTMEIiLLPP 
MAAABSDItPH 
SFSRQLRWKP 
BGGGSAGTAT 
KAAAAHGEPV 
NFYLEEEGPQ 
P 



41 

I 

RBSRPPPGPG 
FTTLLIACLL 
SLPAALRRQL 
SAATWGVKDW 
PGHPPKVPPT 
PWWHFSATGS 
ALESGFPHHL 
diLVLKIIiLR 
KRGPSGQLTR 
DGRGQKMVLM 



51 
I 

PGNTTRPGSQ 
LRVPRSGKRL 
PGOQTLLTVP 
TWKPSCVGGV 
STPHGFRQIK} 
PIKTLVTQTH 
RLLRECFPIiS 
SHPHLDLFYK 
BTCPGNGXTH 
SSEiGFPSLTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



A219 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession fti 



selectin E 
Hs. 89546 
M24736 



(endothelial adhesion molecule 1) 



».cleic Acid AccesBlon »._^^^^ .^"j^' sequ^ces correspond to start «»i stop codons) 



Coding sequence: 



ATGATTGCTT 
GCCTGGTCTT 
CA6CAAAGGT 
TOCATATTGA 
TGGGTCTGGQ 
GAACCCAACA 
GATGTGGGCA 
GCTGCCTGTA 
TACACTTGCA 
ACAGOCCIGG 
AGCTACAATT 
ACCATGCAGT 
GAGTGTGATQ 
AGCTTCCCAT 
GCCCAGAGCC 
GCTGTGACAT 
OCTGCTGGAG 
TTGCAGGGAC 
GTTTGTGAAG 
CTTCCTACnG 



11 21 

I I 

CACAGTTTCP CTCAOCTCTC 
ACAACACCTC C AOGG AAGCT 
ACACACACCT GGTTGCAATT 
GCTATTCACC AAGTTATTAC 
TAGGAAOCCA GAAACCTCTO 
ATAGGCAAAA AGATGAGGAC 
TGTGGAATGA TGAGftGGTGC 
CCAATACATC CTGCAGTGGC 
AGTGT6ACCC TGGCTTCAGT 
AATCCCCTGA GCATGGAAGC 
CTTCCTGCTC TATCAGCTGT 
GTATGTCCTC TG6AGAATGG 
CTGTGACAAA TCCAGCCAAT 
GGAACACAAC CTGTACATTT 
TTCAGTGTAC CTCATCTGGG 
GCAGGGCCOT OOQCCAGCCT 
AGTTCACCTT CAAATCATCC 
CAGCCCAGGT TGAAT6CACC 
CTTTCCAGTQ CACA GCCTT G 
CTTCTG6CA0 TTTOCQTTAT 
TCAAGG6ATC CAAAAGGCTC 



31 
I 

ACTTTQGTGC 
ATGACTTATG 
CAAAACAAAG 
TGGATTGGAA 
ACAGAAGAAO 
TG0GTG6AGA 
AGCAAGAAGA 
CAGGQTGAAT 
GGACTCAAST 
CTGGTTTGCA 
GATAGGGGTT 
AGTGCTCCTA 
GGGTTCGTQG 
GACTGTGAAO 
AATTOGGACA 
CAGAATGGCT 
TGCAACTTCA 
ACTCAAOGGC 
TCCAACCC06 
GGGTCCACCT 
CAATGIGGCC 



41 

1 

TTCTCATTAA 
ATGAGGCX3U3 
AftGAGATTGA 
TCAGAAAAGT 
CCAAGAACTG 
TCTACATCAA 
AGCTTGCCCT 
GTGTAGA6AC 
GTGAGCAAAT 
GTCACCCACT 
ACCTGCCAAG 
TTCCAGCCTG 
AATGTTTCCA 
AAGGATTTGA 
ACGAGAAGCC 
CTGTGAGGTG 
CCTGTGAGGA 
AGTGGACACA 
AGGGAGGCXA 
GTGAGTTCTC 
CCACAOGGGA 



51 



AGAGA6TGGA 
TGCTTATTGT 
GTACCTAAAC 
CAACAATGTG 
GGCTCCAGGT 
GAGAGAAAAA 
ATGCTACACA 
CATCftATAAT 
T6T6AACTGT 
GGGAAACTTC 
CAGCATGGAG 
CAATGTGGTT 
AAACCCIG6A 
ACTAATGG6A 
AACGTGTAAA 
CAGCCATTCX: 
AGGCTTCATG 
GCAAATCCCA 
CATGAATTGT 
CTGTGAGCAG 
GTGGGACAAC 



60 
120 
160 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



935 



wo 03/042661 



PCTAJS02/36810 



5 
10 
15 

20 
25 
30 
35 



GAGAAOCXXA 

tGTQAGGAGG 
TG6ACAGAAG 
AA6ATCAACA 
CCTQAAGGAT 
TCTGGCCTGC 
CTTTCTGCTQ 
TGCTTAOOGA 
GGAAGCTACC 



CftTGTGAAGC 
CTCATTCCCC 
GATTTCAATT 
AGGTTCCTTC 
TGAGCTGCAG 
OQAOMrTCAA 
TACCTACCTG 
CPGGACTCTC 
AAGCAAAGAA 
AAAAGOCTTC 



TGTGAGATGC 
TATTGGAGAA 
ATATGGATCA 
CT6CCAAGTG 
TGGGGA6CCC 
TGGCTCTGCA 
TGAAGCTCCC 
CCTCCTGACA 
ATTTGTTCCT 
TTAC31T0CTT 



GATOCTGTCC 
TTCACCTAGA 
ACTCAACTTG 
GTAAAATGTT 
GV6TTTGGCA 
GCTG6GACAT 
ACTGAOTOCA 
TTAGCACCAT 
GCCAQCAGCT 
TAA 



ACCAOCCCCC 
AGTCCTCTTG 
AGTGCACATC 
CAAGCCTGGC 
CTGTGTGCAA 
GTQGAGOCAC 
ACATTCCCTT 
TT C TOCTCTO 
G0aUUM30CT 



QAAGGGTTTO 
TGCCTTCAGC 
TCAGGQACAA 
AGTTCOCGGA 
GTTaSCCTGT 
AOGAC ACIG G 
GGTAGCrGGA 
GGTTGQGAAA 
TQAATCAGAC 



1320 
1380 
1440 
1500 
1560 
1620 
16B0 
1740 
1800 



A220 Protein eeguencei 
Gene namei 
Ubigene nuinber: 
Probeset Acceasion #: 
Protein Accession fts 
Signal sequence: 
Transmembrane domains: 
C- lectin dooiain: 
cellular Localization i 



Selectin E (endothelial adhesion molecule 1) 

H8. 69546 

N24736 

NP_000441 

1-22 

555-573 

23-139 

plasma membrane 



1 
I 

.MIASQPLSAL 
SILSYSPSYY 
DVGMWKDERC 
TALESPEHGS 
ECDAVTNPAN 
AVTCRAVRQP 
VCBAFQCTAL 
BKPTCBAVRC 
HTBEVPSC3QV 
SGLLPTCEAP 
GSYQKPSYIL 



11 
I 

TZiVLLXKESG 
WIGIRlCVNlfV 
SKKKLALCYT 
LVCSHPLGNF 
GFVECFQNFG 
QNOSVRCSHS 
SNPEROYMNC 
DAVHQPPKGL 
VKCSSIAVPG 
TBSNIPLVAG 



21 

I 

AWSVNTSTBA 
HVWVGTQKPL 
AACTNTSCSO 
SYNSSCSISC 
SPPWNTTCTP 
PAGEPTFR8S 
LPSASGSFRY 
VRCAHSPIGE 
KINMSCSGEP 
LSAAGLSLLT 



31 
I 

HTYDBASMTC 
TEEAXmiAPG 
HGECVBTINN 
DRGYLPSS^4B 
DCBBOPBLMG 
KXFTCBBOFH 



41 

I 

QORYTHLVAI 



PTYKSSCAPS 
VFGTVCKFAC 
LAPFLLWLRK 



YTCKCDPGFS 
TMQCMSSGEH 
AQSLQCTSSG 
LQOPAOVECT 
OFVXiROSKRL 
CEEGFBLYGS 
PEX3WTLNGSA 
OiRlCAKKFVP 



51 
I 

QNXEEIEYUI 
CVBIYIKREX 
GLKCEQIVNC 
SAPIPAOIW 
MHDNEKPTCK 
TQGQNTQQIP 
QOQPTGEWDN 
TQLBCTSQGQ 
ARTCGATGHW 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



40 
45 
50 
55 
60 
65 
70 
75 
80 



Taxol Prostate 

A221 DWA SEQUEKCB 
Gene name: 

Unigene nuniben 
Probeset Accession #: 
Kucleic Acid Accession 
Coding sequences 



ESTs; Liprin A2 
Hs. 306480 
N51002 

#1 N51002 

1-3793 (underlined seqpiences correspond to start and stop codons) 



ATGA TGrOTQ 
CAAAGCA6TQ 
GAAAGGGATC 
CAAAQACTTC 
CTGCCACAGO 
COGGAATTTG 
GAAGAAGAAA 
TTGGAaTGOC 
6CGCAGTCTC 
TTTGAGCACC 
AGA6TCTCTG 
GAA CRAA ATO 
CATCTTGAAO 
ATAGACTCAA 
AACTATQAAA 
GTGGAACAGG 
AAGTATCAAA 
ACAAOOCTTG 
AAT6ATAAAC 
AAAAACAGAC 
AGAAAOGCTG 
ACCA A OQCro 
CTTGAAGAQA 
CATAACAAGA 
CAACTACACT 
TCAGAAACTT 
GAAATTGAAA 
GAACCCACAA 
TCCCTAGTGG 
GGCCGCATGQ 
AATAGAACTC 
TCTQATATTG 
AOTGGTCATT 
AACAAAGAAA 
ATTGAAAATA 



11 
I 

AAGTGATGCC 
6CTCQGACTC 
OTCTTCTAOA 
AGGATGTCAT 
ATATCGAATC 
CTGCACTOAC 
TGTCTGAACT 
TTGTGTCA08 
C9CTCAQGAGT 
ACAAGGCCTT 
CACTG6AAGA 
TTCRTATACA 
GGATGGAACC 
COGATGAAAC 
TOOCCCAGAT 
AAGCAGAGAC 
GGQACATTAO 
AAAA60CTTA 
TAQAAAATGA 
AOTTACAAGA 
AAACCTTOCC 
AAGAGAGACA 
AGAATCAAGA 
GATTATCGQA 
TAAAGGAAAG 
TCAGAAAGAA 
AGCTOAGATC 
TACCAAGAAC 
ACAGCCAGTC 
GTGTGOGAAG 
AACAGATTOG 
ATOATGAIQA 
G06A7GCOCA 
T CAGOC TAAT 
GAOIGGCTAO 



21 

I 

CACGATTAAT 
AGACTCCCAT 
CA0CCTTC8O 
CTATGACOGA 
CCTAACAGGA 
AAAAGAATTA 
TAAAGCTGAA 
ACATGAAA6A 
ATCCAGTGAA 
GGATGAAAAG 
AGAACTAGCT 
AAGAAAAATG 
TGGAGAGAAA 
TAGTCAAATA 
GAAAGAAC6T 
AGCAAGAAAO 
GGAGGCCATO 
CCTCAGTGCr 
GTTAGCAAAT 
A06TCTTGAG 
TGAAGXAGAG 
TGQAAATATT 
ACTTCAAA6A 
TACGGTTGAT 
AATGOCTGCT 
TCTTGAAGAA 
TGAACTTGAC 
TCATCTAGAC 
TGATTACAGA 
AGATGAGCCA 
AGTACTAAGC 
CAGAGAAACA 
GA06CTAQCC 
TCA6GAAQAA 
TGTGAOCCTC 



31 

1 

GAGGACACCC 
TTTGA6CA6C 
QAGACCCAGG 
GACTCACTCC 
GGGCTGGCTQ 
AATGCCTGCA 
AGAAACAACA 
TCACTAAGAA 
GTTGAAGTTC 
6TAAGGGAGC 
GCTGCTAATC 
GCATCAAGCO 
OTCCATGAQA 
GTTGAACTAC 
TTAGCAGCCC 
GATCTCATTA 
GCACAAAAGG 
CAGAGAGAAT 
AAAGAAGCTA 
CTAGCTQAAC 
GCTQAACTGG 
GAAGAAOOTA 
GCTAGGCAAA 
AGACTTCTGA 
CTAGAAGAAA 
TCTTTACATQ 
C AMTG AAAA 
ACCTCAGCTG 
ACAACTAAAO 
AAGGTGAAAT 
AGOCACCCTT 
ATTTTTAGCT 
ATGATQCTTC 
AAAGAATCTA 
OAAGGCCTGA 



41 

I 

CAATGAGCCA 
TGATGOTGAA 
AAAGCCTCTC 
AGAGACAGCT 
GTTCTAAOGG 
GGGAACAACT 
CAAGACTATT 
TGAOQGTGGT 
TCAAGGCACT 
GACTGAGGGT 
AGGAGATTGT 
AGGQATCCAC 
AGOGTTTOTC 
AAGAATTGCT 
TTTCTTCCCa 
AAACAGAAGA 
AA6ATATGGA 
CTACCTCCAT 
TOCTAOGGCA 
AAAAGTTGCA 
CTCAGAGAAT 
TGAOACATTT 
GAGAGAAAAT 
CTGAATCCAA 
AGAATGTTTT 
ATAAGGAAAG 
TGAGAACTGG 
AGTTGCG6TA 
TAATAAGAAG 
CTCrtOGGGA 
TTQAAAGTGA 
CAATGGATCT 
AGGA ACAAT T 
CAGAOTTOOQ 
ATTTX36CAAG 



51 
I 

AAGGGGGTCC 
TATGCTAGAT 
ACT1GCCCAG 
CAATTCAGCC 
GGCTGATCCA 
TCTAGAAAAG 
ACTGGAGCAT 
AAAAOOGCAA 
GAAATCTTTG 
TTCTTTAGAA 
TGCCTTGOGT 
AOAGTCAGAA 
CAATGOTTCT 
TGAAAA6CAA 
AGTGGGAGAG 
AATGAACAGC 
AGAAAGAATT 
ACATGACATQ 
GATGGAAGAO 
GCAGACCATQ 
TGCAGOCCTA 
AGAGQGTCAA 
GAATGAG6AG 
TGAAOQCCTA 
AATTCAAGAA 
ATTAGCAGAA 
CTCTTTAATT 
CrCAaTGGQA 
ACCAAGGAGA 
TCAOGAGTGQ 
CACTGAAATO 
TCTCTCTOC A 
GGATQCCATC 
TQCTQAAGAA 
GGTOCAOCCA 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 



936 



wo 03/042661 



PCTAJS02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 



GGTACCTCCft TTACTGCCTC 
(SGACACTCAA CTCCAAAGCT 
GTCATGACAC TGCCAAGTGA 
GATGQTCQA6 AGGACAAAGC 
GCCGTCAOAA TGACTCACAC 
TCTGTCTCTC TTGAGCCAGA 
CTTCACAAAG CCCCCAAGAA 
AAAGAAAAAG CTCGACTTGG 
GAGTCCCTGO GGTTAGGCAA 
AAOCATGAAC TTCTTGAAQA 
CCAACTGTGG TCGCATGGCT 
TGCCGAGCCA AC3GTGAAGAG 
AGAGAAATTG QAATCAGCAA 
ATGGTTTCCC TAACAAGTCC 
TGGGTGACTC ATGAAGAAAT 
GAAGGAAGCT GGGCCCAGTG 
CATGAOTGQA TTGQAAATQA 
TTTATGGAAT GCTTGGTA6A 
GTCCATTTAA AAATGGTGGA 
TTAAAGAGGT TGAATTATGA 
GAAATAAAAO ACGTGTTGGT 
GGACTTCGAG AATATGCAAA 
CTGGATGAAA ACTTTGACTA 
ACCCRGGCAA GGCAGATTCT 
A66CGACTGG ATGAAAGTGA 

rrrccTCCTC gtgaagtaca 

GCTGGATTTA GGTTAACCAC 
TCATCRAGAC TGCAGAGGTT 
GC3GGCCGCTT TAA 



TGTTACAGCT TCATCGCTGG CCAGTTCATC TCCCCCCAGT 2160 
CACCCCT06A AGCCCTGCCA GGGAAATGGA TCGGATGGGA 2220 
TCTGAGGAAA CATOQGRGAA AGATTGCRGT TCTGGAAGAA 2280 
AACAATTAAA TGTGAAACTT CTCCTCCTCC TACXICCTAGA 2340 
TCTCCCTTCT TCCTACCACA ATGATGCTCG AAGTAGTTTA 2400 
AAGCCTCGGG CTTGGTAGTG CCAACAGCAG CCAAGACTCT 2460 
GAAAGGAATC AAGTCTTCAA TABGACGTTT GTTTGGTAAA 2S20 
GCAGCTCOGA GGCTTTATOG AGACTOAAGC TOCAGCTCAG 2580 
ACTCGGAACT CS^AQCTGAGA AGGATCGAAG ACTAAAGAAA 2640 
AGCTCGQA6A AAGGGATTAC CTTTTGCCCA GTGGGATGGG 2700 
AGAGCTTTGG TTGGGAATGC CTGCGTGGTA CGTGGCAGCC 2760 
TGGTGCCATC ATGTCTGCTT TATCTGACAC TGAQATCCAG 2820 
TCCACTOCAT CGCTTAAAAC TTOQATTAOC AATCCAGGAG 2880 
TTCASCTCCT CCAACATCTC GAACTCCTTC ASGCAACGTT 2940 
GGAAAATCTT GCA6CTCCAG CAAAAAOGAA AGAATCTGAG 3000 
TCCGGTTTTT CTACAGACXX: TGGCTTATOQ AGATATGAAT 3060 
ATGGGTTCCC AGCTTGGGGT TACCTCAGTA CAGAAGTTAC 3120 
TGCAAGAATG TTAGATCRCC TAACAAAAAA AQATCTCCGT 3180 
TAGTTTCCAT CGAACAAGTT TACAATATGG AATTATCTGC 3240 
CAGAAAAQAA CTAQAAAGAA GACGGGAAGC AAGCCAACAT 3300 
QTGGAGCAAT GACCGAATTA TTCGCTGGAT ACAAGCAATT 3360 
TAATATACTT GAGAGCJGGTG TGCATGGCTC ACTTATAGCC 3420 
CRGCA6CTTA ACTTTATTAT TACAOATTCC AACACAGAAC 3480 
TGAAAGAGAA TACAATRACC TCTTGQCCCT GGOAACTGAA 3 540 
TGACAAGAAC TTCAGACGTG GATCAACCTG GAGAAGGCAG 3600 
TGGAATCAGC ATGATGCCTG GGTCCTCAGA AACATTACCA 3 660 
AACCTCTGGG CAATCAAGAA AAATGACAAC AGAT6TTGCT 3720 
AGACAACTCC ACTGrTCGCA CATACTCATO TCT06AGTAA 3780 



A222 Protein aeouencei 
Gene namet 
Unigene number: 
Probeset Accession 
Protein Accession 
Signal sequence: 
Transmembrane domains: 
AAA domain: 
SAM domains: 
Cellular Local! sat ion i 



BSTs; Iiiprin A2 
Hs. 306480 
N51002 
none found 
none found 
none found 
286-539 

895-d64, 1017-1084, 
not determined 



1105-1177 



1 
I 

MMCBVMPTIN 
QRLQDVIVDR 
EEBISHLXAB 



11 
I 

EDTPMSQRGS 
DSLQRQIiNSA 
RNNTRLLLEH 
VRERIAVSLE 



21 
1 



HIiEGHBPGQK 
VEQEAETARK 
NDKItEMELAN 
TKAEERH6NI 
QLHLKERMAA 
BPTIPRTHLD 
NRTQQIGVLS 
NKEIRLIQEB 
GHSTPKLTPR 
ALRMTHTLPS 
KEKARL9QLR 
PTWAWLELW 
MVSLTSP8AP 
HEWZGNEWLP 
UCRLfinrDRKB 
U)ENFDY8SL 
PPPREVHGIS 



DLIKTEEMMT 
KEAILRQMEE 



LPQDIGSLTQ 
LECLVSRRSR 
BVSALRBBLA 
IDSTDBTSQl 
KYQRDIREAM 
KMRQLQERLE 



LEEKKVI.IQE 
T8AELRYSVG 
SHPFESDTQ4 
KESTBLRAEE 
SPAREKDRMO 
SYBiaDARSSXi 
OFMBTEAAAQ 
LGMPAWYVAA 
PTSRTPSCaiV 
SIiGLPQYRSY 
IjERRRBASQH 
TLLLQIPTQH 
MMPGSSETLP 



SBTFRmUSB 
SLVDSQSDYR 
SDIDDDDRET 
lENRVASVSL 
VMTLPSDIiRK 
SVSIjEPESI^ 
ESIiSLGKLOT 
CRANVKSGAZ 
HVTHEEMEML 
FMECLVDARM 
EIK0VLV1ISN 
TQARQZLBRE 
AGPRLTTTSG 



31 41 

I I 
FEQLKVKMLD ERDRLLDTLR 
6LAGSKGADP PEFAALTKEL 
SLRMTWKRQ AQSPS6VSSB 
AANQBIVAIiR BQHVHZQRKH 
VELQELLEKQ NYEMAQMKER 
AQKEDMEERI TTLEKRYLSA 
lAEQKLQQTM RKAETLPEVB 
ARQREKMNEE HNKRLSDTVD 
SLBDKERIAS BIEKLR9ELD 
TTKVIRRPRR (SiMeVRRDEP 
IFSSMDIiLSP SGHSDAQTLA 
EGLNLABVHP GTSITASVTA 
HRRKXAWEB DGREDKATIK 
liGSANSSQDS IfiKAPKKKGI 
QAEKDRRLKK KKELLEEARR 
MSALSDTEIQ REIGISNPLH 
AAPAKTKESE EGSHAQCPVF 
LDHLTKKDIiR VHLKMVDSFH 
DRIIRMIQAI GLRETONNIIi 
miNLIiALGTE RRLDESDDKN 
QSRKMTTDVA SSRLQRU3NS 



51 

1 

ETQESLSLAQ 
NACREQLLEK 
VEVLKALKSL 



XiAALSSRVGE 
QRESTSIHDM 
AELAQRIAAL 
RLLTBSNERIi 
QLKMRTGSLI 
KVKSLGDHEW 
MMLQEQUJAI 
SSIiASSSPPS 
CBTSPPPTPR 
KSSIGRLFGK 
KOXiPFAQHDG 
RIiKLRZAIQE 
liQTLAYGDHSr 
RTSLQYGIMC 
BSGVHGSLXA 
FRRGSTWRRQ 
TVETYSCLB 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 



A223 DMA SEQUENCE 
Gene name: C11A14 
Itoigene nuntoers Hs. 26813 

Probeset Accession #: H32912 

Nucleic Acid Accession #: NM_016S70 «„H«««i 
coding sequence: 1- 1134 (underlined sequences correspond to start and stop codons) 



75 1 11 21 

I I I 

ATGAGGOGAC TGAATCGGAA AAAAA CTTT A 
AAjGGTTCCIO AGAGCTATGr AGAGACTTCA 
Q - TTTACAACTA TGGCTTTATT AACCAT AATG 
80 AAGTATGAAT A0GAA6TAGA CAAG GATT TT 
ACTGTTGCCA TGAAGTGTCA ATATGTTGGA 
GTTGCATCrG CAGATGGTTT AGTTTATGAA 
AAAGAGTGGC AGAGGATGCT GCAGCTGATT 
GAAGASrOTQA TATTTAAAA6 T6CTTTTAAA 



31 41 51 

I 1 I 

AGTTTGGTAA AAGAGTTG6A TGCCTTTCCG 60 

GCCAGTGGAQ 6TACAGTTTC TCTAATAGCA 120 

GAATTCTCAG TATATCRAGA TACATGGATG 180 

TCTAGCAAAT TAAGAATTAA TATAGATATT 240 

GCSOATOTAT TGGATTTAQC AGAAACAAT6 300 

CCAACAGTAT TTCSATCTTTC ACCACAGCAG 360 

CAGAGTAGGC TACAAGAAGA GCATTCACTT 420 

AGTACATCAA CAGCTCTTOC ACCAAGAGAA 480 

937 



wo 03/042661 



PCT/US02/36810 



QATGATTCAT CACAOTCTOC AAATGCATGC AGAATTCATG GGCATCTATA TGTGAATAAil 540 

GTAGCAGGGA ATrTTCACAT AACAGTGG6C AAGGCAATTC CACATOCTGO T66TCAT6CA 600 

CATTTGGCAO CACTTGTCAA CCATGAATCT TACAATTTTT CTCATAflAAT AGATCATTTG 660 

TCTTTTGGAG AGCTTGTTCC AGCAATTATT AATCCTTTAG ATGGAACTGA AAAAATTGCT 720 

ATAGATCACA ACCAGATGTT CX:AATATTTT ATTACAGTTG TQCCAACAAA ACTACATACA 780 

TATAAAATAT CAGCA6ACAC CCATCASTTT TCTOTOACAG AAAGOGAAOG TATCATTAAC 840 

CAT6CTGCAG GCA60CATGG AGTCTCTGGO ATATTTATGA AATATGATCT CAGTTCTCTT 900 

ATGGTGACAG TTACTGAGGA GCACATGCCA TTCTGGCAGT TTTTTGTAAG ACTCTGTGGT 960 

ATTGTTGGAG GAATCTTTTC AACAACAGGC ATGTTACATG GAATTGGAAA ATTTATAOTT 1020 

GAAATAATTT GCTGTCGTTT CAGACTTGGA TCCTATAAAC CTGTCAATTC TG lT CCrm' 1080 
GAG6ATGG0C ACACAGACAA 0C31CTTACCT CTTTTA6AAA ATAATACACA TTGA 

A224 Protein aecmence; 
Gene name: ' CDA14 

Unlgene nundiert H8.26B13 
Pxobeset Accession Ut N32912 
Protein Accession ft: MP_0S7654 
Signal sequence: none found 

Transtnenibrane domains: none found 
Cellular Localization: nuclear 

1 11 21 31 41 51 

I I I I I I 

KRRZjMRKRTL SLVKBLDAFP KVPESYVETS ASGGTVSZilA FTTHAU.TIM EPSVYQDTWM 60 

RYEYEVDKDF SSKLRINIOI TVAMRCQYVG ADVLDIiAETN VASADGLVYE PTVFDLSFQQ 120 

KEWQRMLQLI QSRLQBEHSIi QDVIPKSAPK STSTALPPRB DDSSQSPMAC RIHGHLYVNK 180 

VAGNFHITVG KAIPHPRGHA HLAALVMHES YNFSHRIDHL SFGELVPAII NPUXTTEKIA 240 

IDHNQMFQYF ITWPTKLHT yKZSADTSQF SVTERERIIN HAAGSHGV5G IFMKYDLSSL 300 

HVTVTEEHMP FWQFFVRLCG IVG6IFSTT0 MUiOIGKFXV EXXGCRFRIX3 SYKPVNSVPF 360 
EDGBTOKHLP LLEHNTH 

Uterine 

A225 DWA 9BQUEWCE: 

Gene name: BSTs, Weakly similar to JE03SO Anterior gradient-2 (H. sapiens] 

Unigene nuniber: HB.1006B6 

Probeset Accession Ui AA487468 
nucleic Acid Accession #: AA4e7468 

Coding sequence: 55-555 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I I 

OGGCACCAAG AGCACTGGCC AAGTCAGCTT CTTCTGAGAG AGTCTCTAGA AGACATGAXG 60 

CTACACTCAO CTTTGGQTCT CTQCCTCTTA CTOQTCACAO TTTCTTCCAA CCTTGCCATT 120 

GCAATAAAAA AGGAAAAGAG GCCTCCTCAG ACACTCTCAA GAGGATGGGG AGATGACATC 180 

ACTTGGGTAC AAACTTATGA AGAAG6TCTC TTTTAT6CTC AAAAAAGTAA GAAG CCAT TA 240 

ATQGTTATTC ATCACCTOGA GGATTOTCAA TACTCTCAAG CACTAAAGAA A0TATTT3CC 300 

CAAAATGAAG AAATACAAGA AATGGCTCAG AATAAGTTCA TCATOCTAAA CCTTAT6CAT 360 

GAAACCACTG ATAAGAATTT ATCACCTGAT GGGCAATATG TGCCTAQAAT CATGTTTGTA 420 

GACCCTTCTT TAACAGTTAG AGCTGACATA GCTGGAAGAT ACTCTAACAO ATTGTACACA 480 

TATGA6CCTC GGGATTTACC CCTATT6ATA QAAAACATGA AGAAAOCATT AAGACTTATT 540 

GAGTCA6A6C TATAAGAGAT GATAGAAAAA AGCCTTCACT TCAAAGAAGT CAAATTTCAX 600 

GAAQAAAACC TCTGGCACAT TGACAAATAC TAAATGTGCA A6TATATAGA TTTTOTAATA 660 

TTACTATTTA GTTTTrrTTAA TGrOTTTGCA ATAOTCTTAT TAAAATAAAT GTTTTTTAAA 720 
TCIGAAAAAA AAAAAAAAAA AAAAAAAAA 

A226 Protein sequence: 

Gene name: BSTs, Weakly similar to JB0350 Anterior gradient-2 [H. sapiens] 

Unigene number: Us. 100686 

Probeset Accession #: AA48746B 

Protein Accession #: none found 

Signal sequence: 1-23 

Transmembrane domains: none found 

Cellular tiocali cation: secreted 

1 11 21 31 41 51 

1 I I 1 ! 1* 

KMLHSALGLC LLLVTVSSNL AIAIKKEKRP PQTLSRGWGD DITWVQTYEE GLPYAQKSKK 60 
PLMVXHHZ^ OQYSQALKKV FAQliEBIQEH AONKFIMLML KHETTDKNI.S FDGQYVPRIM 120 
FVDP6LTVRA DXAGRYSNRL YTYBPROZiPIi LXGMMKKALR XiXQSBIi 

A227 DNA SEQUHTCB 

Gene name: G protein-coupled receptor 49 (GPR49) (B638) (LGR5} 
unigene number: Hs. 2 8552 9 

Probeset Accession 6: AA460530 
Huclelc Acid Accession ft : NH_003667 

coding sequence: 201-2924 (underlined sequences correspond to start and stop codons) 



938 



wo 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



1 11 21 31 41 SI 

i I I t I 1 

GTGGCGGCAA CCGGCACCTC AGTCCCCGCC GCGCTTCTCC TCGCCGCCCA CGCCSyrGGGQ 
TCAQGAACGC GGCGTCTGGC GCTGCAGACG CCC3GCrGAGT TGCAGAAGCC CACGGAGCGG 
OGCXXSGCGC GCCAC3GGCCC GTAGCAOTCC GOTGCTGCTC TCCGCCCGCG TCCGGCTCGT 
GGCXXCCTAC TTOOGGCACC ATGOACACCT CCCQGCTCGG TGTGCTCCTG TCCTT6CCTG 
TGCTGCTGCA GCTGGCX5ACC GGGGGCAGCT CTOXAGGTC TGGTGTGTTG CTGAGGGGCT 
GCCCCACACA CTGTCATTGC GAGCCCGACG GCAGGATGTT GCTCAGGGTG GACTGCTCCG 
ACCTQGGGCT CTCGGAGCTG CCTTCCSU^CC TCAGCGTCTT CACCTCCTAC CTA6ACCTCA 
GTATQAACAA CATCAOTCAO CTGCTCCOGA ATCCCCTGCC CAGTCTCC6C TTCCTGGAGG 
AGTTAOGTCT T60QGGAAAC GCTCTGACAT ACATTCCCAA GGGAGCATTC ACTGGCCTTT 
ACAGTCTTAA AGTTCTTATG CTGCAGAATA ATCAGCTAAG ACACGTACCC ACAGAAGCTC 
TGCAGAATTT GCGAAGCCTT CAATCCCTGC GTCTGGATGC TAACX3VCATC AGCTATOTGC 
CCCCAAGCTQ TTTCAGTGGC CTGCATTCCC TGAGGCACCT GTGGCTGGAT GACAATGCGT 
TAACAGAAAT CCOCGTCCAG GCTTTTAGAA GTTTATOGGC ATTGCAAGCC ATGACCTTGG 
CCCTGAACAA AATACACCAC ATACCAGACT ATQCCITTGG AAACCTCTCC AGCTTGGTAG 
TTCTACATCT CCATAACAAT AGAATCCACT CCCTQQGAAA GAAATGCTTT 6ATGGGCTCC 
ACRGCCTAGA GACTTTAGAT TTAAATTACA ATAACCTTGA TGAATTCCCC ACTOCAATTA 
GGACACTCTC CAACCTTAAA GAACTAGGAT TTCATAGCAA CAATATCAGG TOGATACCTG 
AGAAAGCATT TCTAGGCAAC CCTTCTCTTA TTACAATACA TTTCTATGAC AATCCCATCC 
AATTTGTTOO QAOATCTOCT TTTCAACATT TACCTOAACT AAGAACACTG ACTCTGAATG 
GTGCCTCACA AATAACTGAA TTTCCTGATT TAACTGGAAC TGCAAACCTG GA6AGTCTGA 
CTTTAACTGG AGCACAGATC TCATCTCTTC CTCAAACCGT CTGCAATCAG TTACCTAATC 
TOCAAOTGCT AGATCTGTCT TACAACCTAT TAGAAGATTT ACCCAGTTTT TC3U3TCTQCC 
AAAAGCTTCA GAAAATTGAC CTTAAGACATA ATGAAATCTA CGAAATTAAA GTTGACACTT 
TCCAGCAGTT GCTTAGCCTC CGATCGCTGA ATTTGGCTTG GAACAAAATT GCTATTATTC 
ACCCCAATGC ATTTTCCACT TTGCCATCCC TAATAAA6CT GQACCTAT06 TCCAACCTCC 
TGTCGTCTTT TCCTATAACT GGGTTACATG GTTTAACTCA CTTAAAATTA ACA6GAAATC 
ATGCCTTACA GAGCTTGATA TCATCTGAAA ACTTTCCAGA ACTCAAGGTT ATAGAAATGC 
CTTATCCTTA CCAGTCCTGT GCATTTGGAG TGTGTGAGAA TCCCTATAAG ATTTCTAATC 
AATOGAATAA AGGTGACAAC AQCAOTATGG AOGACCTTCA TAA GAAAGA T GCTGQAATGT 
TTCAGGCrCA A6ATGAACX3T GACCTTGAAG ATTTCCTGCT TGACTTTGAG GAAGA CCTGA 
AAGCCCTTCA TTCAGTGCAG TGTTCACCTT CCCCAGGCCC CTTCAAACCC TGTCAACACC 
TGCTTGATGG CTGGCTGATC AGAATTGGAG TQTGQAGCAT AGCAGTTCTG 6CACTTACTT 
OTAATOCTTT GOTGACTTCA ACAOTTTTCA GATCCCCTCT GTACATTTCC CCCATTAAAC 
TGTTAATTGG GGTCATOGCA GCAGTGAACA TGCTCACGGG AGTCTCCAGT GCCGTGCTGG 
CTGGTGTGGA TGOGTTCACT TTTGGCAGCT TTGCACGACA TGGTGCCTGG TGGGAGAATG 
GGGTTGGTTG CCATGTCATT GGTTTTTT6T CCATTTTTGC TTCAGAATCA TCTGTTTTCX: 
TGCTTACTCT GGCAGCCCTG GAQCGTGGGT TCTCXGTGAA ATATTCTGCA AAATTTGAAA 
C6AAAGCT0C ATTTTCTAGC CTGAAAGTAA TCATTTTGCT CTGTGCCCTG CTGGCCTTGA 
CC3VTGGCCGC A6TTCCCCTG CTGGQTGQCA GCaAOTATGG C6CCTCCCCT CTCTGCCTGC 
CTTTGCCTTT TGGGGAGCCC AGCACXSVTGG GCTACATGGT CGCTCTCATC TTQC TCAATT 
CX:CTTTGCTT CCTCATGATQ ACCATTOCCT ACACCAA6CT CTACTGCAAT TTGGACAAGG 
GAGACXrrGGA GAATATTTGG GACTGCTCTA TGGTAAAACA CATTGCCCT6 TTGCTCTTCA 
CCAACTGCAT CCTAAACIGC OCTGTGGCTT TCTTGTCCTT CTCCTCTTTA ATAAACCTTA 
CATTTATCAO TCCTGAAGTA ATTAAGTTTA TCCTTCTGGT GGTAGTCCCA CTTCCTGCAT 
GTCTCAATCC CCTTCTCTAC ATCTTGTTCA ATCCTCACTT TAAGGAGGAT CTGGTGAGCC 
TGAGAAAGCA AACX^TACGTC TGGACAAGAT CAAAACACXX AAGCTTQMQ TCAATTAACT 
CTGATGAtGT CGAAAAACAG TCCTGTGACT CAACTCAAGC CTTGGTAACC TTTACCAGCT 
CXaGCATCAC TTATG3VCCXG CCTGOCAGTT C0GTGCX3VTC ACX3VGCTTAT COJlGTGACTG 
AGAGCT6GCA TCTTTCCTCT 6TGGCATTTG TCCCATGTCT CTAATTAATA TGTGAAGQAA 
AATGTTTTCA AAGCSTTOAGA ACCTGAAAAT GTGAGATTGA GTATATCAGA GCAGTAATTA 
ATAASAAOAO CTGAGGTGAA ACTCGQTTTA AA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1S60 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 



A228 Protein sequence 
Gene name: 
Unlgene number: 
Protein Accession #: 
Signal eequences 
Transmenftirane dooiains: 
Cellular Localization: 

1 11 

I 1 
MDTSRL8VLL SLPVLLQLAT 
PSNI*SVPTSY LDLSMHNISQ 
LQNKQLIUIVP TEALQNLRSL 
AFASLSALQA MTIiALMKZHH 
UrONUiEFV TAIRTLSNLK 
PQHLPELRTL TLNGASQITB 
m*IiEDLP8F SVCQKLQKID 
LPSLIKLDLS SNLLSSPPIT 
AFGVCEMAYK ISNQWNKGDN 
CSPSPGPFKP CEHLLDGHLI 
AVEIMLTGVSS AVLAGVDAFT 
ERGFSVIWSA KPETKAPPSS 
STMGYMVALI LLNSLCPIMM 
PVAFLSFSSIi INLTFISPEV 
HTRSXHPSLM 8INSDDVEKQ 
VAFVPCL 

Table 75: SeeTabtel 



G protein-coupled receptor 49 (GPR49) (HG38) (I/3RS) 

Hs. 285529 

NP_003658.1 

1-^2 

557-579, 596-618, 641-663, 687-709, 724-746, 770-792, 803-825 
plasma membrane 



21 
I 

G6SSPRSGVL 
LLFNPIiPSIiR 
QSLRLDAMHI 
IPDYAFGNLS 



FPDLTGTA!1L 
LRHNBITEIK 
GtiHGLTHLKL 
SSMDDLHKKD 
RIGVWTIAVL 
FGSFAREGAW 
LKVIILLCAL 
TIAYTKLYCN 
IKFILLWVP 
SCDSTQALVr 



31 
I 

LRGCPTHCHC 
FLEELRIiAGN 
SYVPPSCFSG 

SIPEKAFVGN 
ESLTLTGAQI 
VDTPQQLI»SL 
TGNHALQSIiI 
AiaiPQAQDER 
ALTCSALVTS 
WENGVGCHVI 
LALTMAAVPL 
LDKBDLBmK 
LPACLHPLLY 
FT8SSZTXDL 



41 
I 

EPDGRMLLRV 
ALTYIPKGAF 
LHSUtBIMLD 



51 
I 

DCSDLGLSEL 60 

TGLYSLKVLM 120 

laiALTBXFVQ 180 

DGLHSIiETLD 240 

NPIQFVGRSA 300 

LFMLQVLOLS 360 

AIIHPNAFST 420 

lEHFYAYQCC 480 

EDLKALHSVQ 540 

PIKLLIGVIA 600 

SVFLI.TLAAL 660 

LCLPLPFGBP 720 

UtPTNCIWC 780 

LVSLRKQTYV 840 

PPSSVPSPAY FVTESCHXjSS 900 



PSLITIHFYD 
SSLPQTVCNQ 
RSLNLAHNKI 



SIiEDFLLDFE 
TVFRSPLYIS 
GFL8IPASES 
IX3GSKYGASP 
DCSMVKHIAL 
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Telte76Adeph:bSeqlDNo;Unl9eMlD:Uhig8neTffle;PKey;Pke^ TteWbrmaBonh 
Tstde 76Ai$ Gnted by SeqIO No to Tabte 7B. 



KAi* Vi\ Mil' 

OBII UinOC 


Sequence ID No for sequences In tabte 




PKoy: 


Unique Eos probeselUenffier number 






Exemplar Aocessi 


on number, Genbank aooessioo number 




1 IntnnmlfV 


Unlgene number 








1 Intnona TtlW 


Unigene gene title 






rTBO oUDC83l LOC 


Pre 








oeq lU no 


Pkey 


ExAccn 


UlUsenelD 


wugene iiue 


Pred SubceH Log 


Seq ID 1 & 2 


425023 


AW956889 


Ks.1 54210 


enooineuai flinerenuaoon, spntngoii{M 


plasma membrane 


Cam in 4 C 


424909 


NM_002205 


Ks.14g609 


integrtn, alpha 5 (fibronedin receptor, 


{dssma membrane 


Cm m c a e 
SeQiuSttD 


429423 


AI016712 


Ht287797 


Integrin, beta 1 (fibronecQn receptor, 


plasma membrane 


Cam m7 O 


400289 


XD7620 


K5.2258 


matrix metaUoprotetnase 10 (stnxnelysln 


secfided 


SeqlD9&10 


419172 


AW338625 


te^120 


cOTik. T Hill. Tn f\ i tf^i if*« tnri n ■ ir* > »i iwt*wf 

cSTs; savSa to TRANSMEMBRANc 4 SUPERF 


plasma ffleinfarans 


Seq ID 11 & 12 


418007 


M13509 


Hs33169 


matrix metalbprotdn^ 1 (intersWal 


secreted 


Can in 14 0 4J 

oOqiD 13a 14 


416007 


M13509 


Hs^3169 


matrix metanoprotaiiiase 1 (interstitial 


secreted 


deqiU 15a Id 


407836 


T79340 


Hs.200272 


B-cellCLUIyrTiphoma 6, member B, zincfi 


intracetl 


c»> m 4T a 4a 

Seq ID 17 & 16 


414577 


AI056548 


Hs.72116 


nypotneocal proten FU20992 amliar to 


secreted 


Cam m 4a> m 
oCq ID 19 & 2U 


418738 


AW388633 


Hs.66a2 


solute carrier famSy 7, (cafiOnIc amino 


pjasma mernbrara 


Caa in 04 ft 
oOq ID i: 1 & 22 


itoooeo 
42o36o 


BE440042 


Hs.83326 


matrix metaOoproteinasa 3 (stnomelysb) 


secreted 


Caa lf\ 09 ft o>i 

seq [o 23 & 24 


415138 


CI 8356 


Hs.295944 


tissue tactctf paSiway InhSiltor 2 


secreted 


Cati m oc a. or 
oeq lu aikto 


4292/0 


AF056085 


Hs.198612 


G protebvooupled receptor 51 


plasma memlirane 


Caa in t7 ft oq 
oeq ID27& 2o 


410994 


AA296520 


Hsi9546 


enlAt^n C fAAjlAlkAllxl A>lk«ntAA aVtAlAA.J 

seiectin c (efnotneitai aaneston moiecid 


plasma membrane 


Caa in oq 0 <tn 
seq ID 29 & 30 


4n7a7c 


XB9426 


Hs.41716 


erraouieiidi oeu^pecuic nwecuie i 


secreted 


Can in 91 A M 

oeq lU 01 & 32 


429113 


D26235 


Hs.196384 


prostaQlandlrv^doperoxIde synthase 2 (p 


Inbacdl 


seq lU 33 a 34 


4I00UD 


AA084248 


HS.8S339 


G proielnHxiupled receptor 39 


plasma rnerrilvane 
secreted 


Can in 4Q Jt W 
Oeq 11/ 00 a 00 


423981 


D13866 


Hs.1 36348 


periosfin (OSF<2os) 


Can in 17 4. 

oeq lu Of & 30 


414812 


X727SS 


Hs.77367 


monuxine mauceo oy gamma imeneron 


secreted 


Can in ^ ft >in 
oeq lu 09 o w 


417433 


BE270266 


Hs.82128 


CT4 »-k-t I,, .ii it'--* -1 --«-■- 

0 1 4 oncoiBiai iTopnwiasi giyooproiein 


plasma menwano 


Caa in >I1 9 JO 

oeqlD4i&42 


417433 


BE270266 


Hs.82128 


ST4 oncofetd tropbdiast glyoopiotein 


plasma membrane 
secreted 


oeq lU 43 ft 44 


424399 


A)905687 




AiQflcCQ7>ii DTnoc loniOQ A4Q tarmoc it 

Ai90ooa 7 :l L-U 1 U9>1 901 99^/1 9 biU9o Homo 


Caa in iie ft AC 

oeqiD45&4o 


42^7 


132137 


Hs.1584 


caittage oRgomette matrix preteln (pse 


secreted 


Seq ID 47 & 48 


428227 


AA321649 


H8^48 


1- jl,-»i,i„ - t-«.T_ - « - — ri f /V- 

small mauaneqftonRe suHaiiuy B (Cy 


secreted 


Caa m JIQ ft Cn 

oeq ID 49 & au 


444381 


BE387335 


Ks.283713 


ESTe, Wealdy smwar to S64054 nypoM 


secreted 


fSan in ftl ft. CO 

oeq lu 01 & 02 


439569 


AW602166 


H5.222399 


CEGP1 prc^n 


secreted 


Caa in CO ft CA 

Seq [D53&04 


411556 


AA102670 


Hs.70725 


gamma^nobutyric add (GABA) A recepto 


plasma membrarw 


SeqlDoo&oo 


400303 


AA24Z758 


Hs.79136 


UVh pro(^, estrogen reguIatBd 
AdBcan 


plasma membrane 


A M a £A 

SeqlDo7&ao 


411789 


AF24S505 


HS.721S7 


secreted 


Seq ID 59 & 60 


428698 


AA852773 


Hs.334838 


I0AA1866 protein 


plasma meml)rane 
intraceO 


Caa tn C4 ft CO 

SeqiDo1&o2 


450098 


W27249 


Hs.8109 


nypottteScal protein Fu21080 


Caa in CO ft CA 

oeq ID 63 & 64 


421552 


AF026692 


Hs.105700 


secreted vizzled^lated protein 4 


secreted 


oeqlD6S&66 


452747 


BE153855 


Hs.61460 


ig supertantily receptor LNIR 


plasma membrane 


oeqiDo7a68 


415539 


AI733881 


Hs.72472 


BMP'RIB 


ptasma membrane 


Seq ID (» & 70 


416635 


N32536 


Hs.42645 


solute carrier fan% 16 (monocartxugflic 


|Jtasma membrane 
(dasma irambrane 


Caa tn 71 ft 10 

oeq \D /I & 72 


416636 


N32536 


Hs.42645 


solute carrier fan^y 16 (monocartNBqflic 


oeq ID 7o & 74 


409079 


W87707 


Ks.82065 


mteneukin o s^na transducer tgpl30; 


pbsRia inambrane 


Caa in 7C d tc 

oeq ID 75 & 7o 


442032 


R41823 


Hs.7413 


ESTs 


plasma memtirane 


in 0 to 

oeq ID77&7B 


400297 


AI127076 


Ks.306201 


nypoindOca] protein 0KFZp564O1278 


plasma memliFane 


C«%A In Tn 0 on 

Seq ID 79 & BO 


451398 


AI793124 


Hs.144479 


ESTs 


tntraodl 


Seq ID B1 & 82 


429220 


AW2O7206 




ESTs 


plasma membrane 


Seq ID 03 & 84 


421524 


AA312082 


Hs.105445 


GDNF femlty receptor alpha 1 


fdasma memtirane 


oeq ID 65 & 86 


423242 


ALJ039402 


HS.12S763 


DEME-6 protein 


(dasma memlirane 


SeqlD87&8d 


423242 


AIJD39402 


Hs,1257B3 


DEmE<6 proton 


tntracell 


Seq ID 89 & 90 


423242 


A1J039402 


Hs.125783 


DEmE-0 protem 


inbaceU 


Seq ID 91 & 92 


452190 


H2673S 


Hs^1668 


Korm sapiens done PP14S8 unknown mRNA 


IntraceO 


Seq ID 93 & 94 




H26735 


Ks^1668 


Homo sapiens done PP1498 unknown mRNA 


Mraodl 


Caa in oc ft oc 
Seq ID 95 & 96 


325372 






Ph3se2&3Exons 


cytoplasmic 


SeqlD97&98 


450375 


AA0Og647 




a dlslntegiin and malflflopjolidnase domo 


plasma mendvane 
secreted 


SeqID99&100 


426215 


AWg83419 


K3.155223 


stannlocaldn 2 


w m 4IM 4A«1 

Seq ID 101 a 102 


425247 


mjOSm Hs.155324 


matrix metaltopraleinase 11 (stramelysin 






429353 


AL117406 


Hs.335891 


ATP-tinding cassette transporter MRP8 


plasma (nsmnaro 


8eqlD105&106 


429353 


AL1 17406 


Hs.335891 


ATP-blnding cassette transporter MRP8 


plasma memfafane 


SeqlD107&108 


432201 


AI538613 


Hs^41 


Transmsmtvane fnotaase, serine 3 


(4asma membrane 
secreted 


SeqlO109&110 


427885 


031152 


Hs.179729 


collagen, ^ X. alpha 1 (SchmU metaph 


SeqD111&112 


446163 


AA026880 


H&2S2S2 


pralac&i reoeptor 


plasma membrane 


SeqlD113&114 


442117 


AWG64984 


Ks.128899 


ESTs; hypothetical prot^ lor IMAG£:447 


(riasma memfarate 


Seql0115&116 


428179 


AI127772 


Hs^S696 


senim/lglucocar&cdd regutdted Idnass^ 


b^lracell 


Seql0117&116 


431211 


M86849 


HsJ23733 


gap jundton pfotdn, beta 2i 26kO (oorm 


plasma membrane 


SeqlD119&120 


447033 


AI357412 


Ks.157601 


ESTs 


secreted 


SeqlD121&122 


447033 


AI357412 


HS.157G01 


ESTs 


secreted 


SeqlD 123ft 124 


4<7033 


AI357412 


HS.157G01 


ESTs 


secreted 


SeqlD12S&126 


115522 


BE6143a7 


HsJ33893 


c4^yc target JP01 


Intracetl 


Seq ID 127 & 126 


452679 


242387 


Hs^883 


transmembrane, prostate androgen btduoed 


plasma memtvane 


S6qtD129&130 


446051 


BE048081 


HsJ7054 


ephrirvA3 


plasma membrane 


GeqD131&132 


422048 


N|yL012445 HL288128 


spondbi 2i extraceOulsr matrix prOtdn 


secreted 


SeqlD 133ai34 


410418 


031382 


K163325 


transmerebrane protease, serine 4 


plasma membrane 


8eqD13S&138 


446342 


BE298S65 


K114646 


Homo saptens mRNA; cONA DKFZp564D016 (fr 


plasma membrane 


8eqlD137&138 


422260 


AA315993 


H1105484 


legenerafing gens ^fpa IV 


secreted 
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40 
45 
50 
55 
60 
65 
70 
75 
80 



SeqlD139&140 
SeqlDU1&142 
SeqlD143&m 
SeqlD145&146 
SeqlDU7&148 
SeqlD149&150 
SeqlD151&152 
SeqlD153&154 
SeqlD155&156 
SeqlD157&1S8 
SeqlD159&160 
Seql0161&162 
SeqlD163&164 
SeqlD165 
Se(ilD1G6&167 
8eqi0168&169 
8eqlD170&171 
SeqlD 172&173 
SeqlD174&175 
SeqlD 176&177 
SeqlD 178 & 179 
SeqlD 180 & 181 
SeqlD 182 & 183 
SeqlD 184 & 185 
SeqlDl86&187 
SeqlD188&189 
SeqlD 190 i 191 
SeqlD 192 & 193 
SeqlD 194 & 195 
SeqlD 196 & 197 
SeqlD 198 & 199 
SeqlD200&201 
SeqlD202&203 
SeqlO2O4&205 
SeqlD206 &207 
SeqlD 208 
SeqlD 209 & 210 
SeqlD211&212 
SeqlD 213 & 214 
SeqlD 215 & 216 
SeqlD 217 & 218 
SeqlD 219 &220 
SeqlD221&222 
SeqlD223 &224 
SeqlD225&226 
SeqlD 227 &228 
SeqlD229 &230 
SeqtD231&232 
SeqlD 233 &234 
SeqlD 235 & 236 
SeqlD237 &238 
SeqlD239 &240 
SeqlD241&242 
SeqlD 243 & 244 
SeqlD245&246 
SeqlD247&248 
SeqlD249&250 
SeqlD 251 
SeqlD 252 
SeqlD253 &254 
SeqlD255 &256 
SeqID257 &258 
SeqtD2S9&280 
SeqlD261&262 
SeqlD263 &264 
SeqtD265 &266 
SeqlD267 &268 
SeqtD2S9&270 
SeqlD 271 &272 
SeqlD 273 
Seq ID 274 
SeqlD 275& 276 
SeqlD277&278 
SeqtD279&280 
SeqID281&282 
SeqID283 &284 
SeqlD2BS&286 
SeqtD287&288 
8eqlD289&290 
Seq!D291&2S2 
SeqID293 &294 
SeqlD29S&2g6 
8eqlD297 &298 



409041 
409041 
111929 
111929 
111929 
104888 
420159 
422330 
452461 
413324 
412420 
416658 
407811 
402230 
402230 
432829 
425721 
420370 
437652 
402075 
421110 
451668 
451668 
451668 
408243 
422282 
425852 
439738 
404875 



W60377 Hs.57772 

AC002115 Hs.159309 

Y13645 Hs.97234 

BE001836 KS.256B97 



404977 
420876 
427747 
420281 
446673 
437553 
437553 
437553 
426900 
426900 
426S00 
405932 
405932 
424008 
424008 
424008 
444342 
421379 
417079 
412986 
412986 
412986 
447072 
419723 
419723 



AB033025 Hs.500ai Hypolheiical prolan. XPJD51860 (K1AA1 19 
AB033025 Hs,50081 Hypolhefical protein. XP_051860 {KIAA119 
AF027208 Hs.1 12360 pcomWn (fnoiise)-Iil(B 1 
AF027208 Hs.1 1 2360 promlnin (nvouseHIte 1 
AF0272D8 Hs.1 1 2380 piominin (mouse)-lite 1 
AW339591 Hs.5940 mucin 13. epitheKal transmembrane 
AI572490 HsJ9785 Homo sapiens cDNA: aJ21245 fis. done C 
D30783 Hs.1 15263 epIteguKn 
N78223 Hs,108106 transcription lactof 
V00571 Hs.75294 corticobopin releasing honnone 
AIJ035668 Hs.73853 bone nwphogenetic protein 2 
U03272 H3.79432 fibrtDin 2 (congenital conlractural ara 
AW190902 Hs.40098 cysteine taiolsupwfan^l, 

Fgenesh predicted: cnOCHROME P450 4F5 ( 
Fgenesh predicted: CYTOCHROME P450 4F5 ( 
ESTs 

uroplakinIA 
uroplakin 2 

ESTs, Weakiy surilartodJ365012.1 [Ksa 
e4SP00000251056*:Plasma membrane cddum 
AJ250717 Hs.1355 cattiepsinE 
Z43948 Hs.326444 cartilage acidic protein 1 
Z43948 HsJ26444 cartilage addle protein 1 
Z43948 Hs.326444 cartflageaddic protein 1 
Y00787 Hs.624 Inteiteukln 8 
AF019225 Hs.114309 apoBpoprotein L 
AK001504 H5.159661 death receptor 6. TNFsuperfamlly member 
BE2465Q2 Hs.9598 sema domain, immunogloburin domain (Ig). 

NM_0228ir:Homo sapiens phosphoDpasa A2 
Homo sapiens mRNA; cDNA DKFZp434K»322 (f 
Insulin^ growth factor 2 (somctoraedi 
AA918425 Hs.177744 ESTs 
AW411425 Hs.1 80655 serine/threonine kinase 12 
A1623693 Hs.323494 Predicted cation efflux pump 
fUyL016361 Hs.15871 LPAPfbrlysophosphatidicacM phosphata 
^935 H8.130497 ESTs. Weakly sirwiar to MAT8_HUMAN CHLOR 
AI829935 Hs.130497 ESTs. WeaMyslmflar to MATS JiUMAMCHliDR 
A1829935 Hs.130497 ESTs, WeddysirnBar to MATS JiUMAN CHLOR 
AW163S64 Hs.142375 ESTs 
AW163564 H5.142375 ESTs 
AW163564 Hs.142375 



425863 AL137708 Hs.161031 



456759 
429466 
429466 
419721 
407034 
413472 
438380 
426271 
419704 
444471 
409395 
413063 
433800 
458435 
458435 
«4343 
424998 
412709 
435615 
404049 
418932 
404029 
436480 
452401 
452401 
436895 
421471 



RD2740 

R02740 

R02740 

NM.014398 

Y15221 

U65590 

X81120 

X81120 

X81120 

D61594 

AL120193 

AL120193 

X54232 

BE259150 
M85835 
M35835 
NM_001650 
U84540 
BE242870 
T06430 
AITI26547 
AA429104 
ABQ20684 
U46745 
AU)3S737 
AI034361 
AI41S718 
A!418718 
AW956360 
U58515 
ALD22327 
Y15065 



Hs.137555 

Hs.137555 

Hs.137555 

Hs,10887 

Hs.103982 

Hs.81134 

Hs.75110 

Hs.75110 

Hs.75110 

Hs.17279 

Hs.339810 

K3.339810 

Hs.2699 

Hs.127792 

Hs.12827 

Hs.12827 

H&288650 

Hs.75379 

Hs.6194 

Hs.169047 

Hs.45057 

Hs.11217 

Hs.336678 

HS.7S184 

Hs.135150 

Hs.144121 

Hs.144121 

Hs.4748 

Hs.154138 

Hs.74518 

H&4975 



L34059 Hs.89484 

AJ271643 Hs.87469 

NM_007115 Ks.29352 

NM.0O7115 Hs.29352 

AF03733S H&5338 

Ug0545 Hs^79 



ESTs 

C15000305:gi|3806122{gb|AAC69198.1| (AFO 
C15000305:gi|3805122lgblAAC69198.1I (AFO 
putaUve chemokine recepton GTP-blnding 
putafive chemokine receptor, GTF-bindIng 
putaSve chemokine receptor; GTP-b'nding 
amilartolysosome-assodated membrane 
smaB tndidble cytokine subfamily B (C^ 
Interteukin 1 receptor antagonist 
canitiUnoM receptor 1(brtiin) 
cannaibinoid receptor 1 (Mn) 
cannabinoid receptor 1 (brain) 
tyrosylprotoln sulfotransferase 1 
tongevity assurance (LAG1 . S. cerevlslaB 
tongevi^ assurance (IA61, a cerevisiae 
glyplcanl 

deita(DrosophnaHite3 

ESTs 

ESTs 

aquaporin4 

gb:Human dyslrobrewin tsofomi OTM-3 (DTN 
solule earner fan% 1 (glial high aRi 
chondrdSn suttate proteoglycan BEHAB/b 
chondrolfin suifiste proteoglycan 3 (neur 
ESTs 

KIAA0877protebi 

dystrobrsvin. alpha 

chltinase 3^ 1 (carffiage glycoproto 

lung type4 eel membian&^ssociated gty 

ESTs. Weddy similar to T46916 hypotteti 

ESTs. Vfeakly simitar to T46916 hypoth^ 

adoiyiate cyclase acGvafing polyp^e 

chllin3se3^2 

KIAA0027 protein 

potassium voltag&gaied channel. KQfNik 
NMJ11893r:Horro sapiens protocadherin be 
cadheiin 4, type 1. R-cadheiin (retinaO 
NM.01 8938^.Komo sapiens protocadhetto be 
pulafive add-senang ion channel 
tumor necrosis factor. ^hd4nduoed pro 
tomor necrosis factor, aipha4nduced pro 
carfxxilc anhydrase XII 
sdute canier family 17 (sodhan phospha 

941 



secreted 
secreted 

plasma membrane 
plasma membrane 
plasma membrane 
plasma membrane 
plasma membrane 
plasma membrane 
htracen 
secreted 
secreted 
secreted 



Intraceli 
Intracell 

plasma membrane 
plasma menibrane 



secreted 

plasma membrane 
secreted 



secreted 



plasma memlvane 
intracell 

plasma memtvane 



plasma membrane 



plasma men^brane 
intracell 

plasma membrane 
plasma mentrane 
plasma monfarana 
plasma membrane 
plasma mentone 
plasma membraite 
intracell 
Intracdl 

plasma membrane 
ptesmatnennlxane 
plasma m^nbrane 
secreted 



secreted 

(dasma membrane 
plasma membrane 
plasma memtxane 
intracell 
secreted 



ptosma membrane 
plasma roenibrane 



ptesrrafnaidHBne 
secri^Bd 



secreted & plasma 
secreted ' 
Intraceil 



secreted 



plasma membrane 



plasma membrane 
plasma merrtone 
plasma memfarara 
iniraceU 



ptosma membrane 
plasma memfafane 
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5 

10 

15 

20 

25 

30 

35 

40 
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50 
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75 
80 



SeqlO2S9&300 

SeqtD301&302 

SeqlD3a3&304 

SeqlD305&306 

SeqlD307 &308 

Seq(O309 &310 

SeqI0311&312 

SeqI0313&314 

Seq[0315&316 

SeqiD317&318 

SeqlD319&320 

Seql0321&322 

Seqt0323&324 

Seql032S&326 

Seql0327&32B 

SeqlD329&330 

SeqlD331&332 

Seql0333&334 

Seql0335&336 

Seqt0337&338 

SeqlO339 &340 

SeqlD341&342 

SeqlD343 &344 

8eqtD345 &346 

SeqlD347&348 

Seq{D349 &350 

SeqlD351&352 

SeqtD353 &354 

SeqlD355 &356 

Seq ID 357 & 358 

SeqlD35d&360 

SeqlD361&382 

SeqID363 &384 

Seqi036S&366 

Seq ID 367 4368 

Seq ID 369 & 370 

SeqlD371&372 

Seq ID 373 & 374 

SeqtD37S&376 

SeqlD377&378 

SeqlD379 &380 

SeqlD381&382 

SeqlD383 &384 

SeqlD385 &386 

Seql0387&388 

SeqlO389&390 

SeqID39U392 

SeqlD393 &394 

SeqlD395 &396 

SeqlD397 &398 

SeqlO399&400 

SeqlD40U402 

SeqlD403 &404 

SeqlD405&406 

SeqlD407&408 

SeqlD409 &410 

Seq ID 411 & 412 

Seq ID 413 & 414 

Seq ID 415 & 416 

Seq ID 417 & 418 

SeqlD419&420 

SeqlD421&422 

SeqtD423 &424 

SeqlD42S&426 

SeqlD427&428 

Seq!D423&430 

SeqtD431&432 

SeqlD433 &434 

SeqID4^&436 

Seq ID 4374438 

Seq ID 4394440 

SeqD4414442 

Seq ID 443 4 444 

Seq ID 4454446 

Seq ID 4474448 

Seq ID 4494450 

Seq ID 451 4 452 

Seq ID 453 4 454 

Seq ID 4554458 

Seq ID 4574458 

SeqlD4S94460 

Seq ID 461 4462 

Seq ID 483 4 464 



428296 NM.003058 H5.183572 
42^ AW604297 Ks.129711 
4S0001 NKL0D1D44 Hs.406 
410407 X66839 Hs.63287 
453496 AA442103 Ks^084 
420737 IJ08096 Hs^899 
309931 AW3416S3 
412719 AW016510 Hs£16 
417034 NM-006183 Hs^0962 
430486 BE062109 Hs^41551 
413753 U17760 Hs.75517 
425650 HM.001944 Hs.1925 
423873 BE003054 H$.1695 
418863 AK001100 H8.416g0 
418663 AKX1100 Hs.41690 
429610 ABQ24937 Ks.211092 
406690 M29540 H8.220S29 
431846 BG019924 Hs271580 
422156 L10343 Hs.112341 
431958 X63829 
437044 AL035864 
428484 AF104032 Hs.184601 
429211 AF052fi93 HS.1S8249 
417389 BE260964 Hs.82045 
431009 BE149762 Hs.489S6 
417542 J04129 Hs^2269 
449230 BE613348 Hs^11579 
410555 U92649 HsMII 
410555 U92649 
424687 J05070 
418462 BE001598 Hs.65266 
410274 AA381807 Hs.61762 
439606 W79123 HiL58561 
404877 

444781 NM.014400 Hs.11950 
109424 NM_005329 H8.85962 
415817 U^87 Hs.78867 
415817 U889S7 
415817 088987 
415817 U88967 
415817 U889B7 
415817 U88967 
421817 AF146074 Hs.108660 
418678 NM.001327 Hs^7225 
418678 NiyL001327 HsJ7225 
409420 Z15008 Hs^l 
332180 AF134160 Hs.7327 
408790 AW580227 Hs.47860 
408790 AW580227 H5.47860 
439223 AW238299 Hs.250618 
409757 NM-00189B Hs.123114 
428959 AF120274 Hs.194689 
428369 AF120274 Hs.194689 
428969 AF120274 Hs.ig4689 
428969 AF120274 Hs.194689 
450701 H39960 Hs.268467 
450701 H39960 
414774 X02419 
407944 R34008 
407944 R34008 
428486 fmam Hs.184604 
457489 AI693815 H$.127179 
432874 W94322 Hs.279651 
445891 AW391342 Hs.199460 
445891 AW391342 Hs.199460 
404662 

429547 AW009166 Hs.99376 
425921 NM.007231 Hs.162211 
407242 M18728 
407242 M18728 
407242 M18728 
432596 AJ224741 Hs.278461 
444006 BE39S085 Hs.10086 
423685 BE350494 Hs.49753 
428392 H10233 Hs.2265 
429597 KM_003816 Hs.2442 
446030 N30714 HsJ2S960 
422109 S73265 Hs.1473 
419235 AW470411 Hs.288433 
449048 Z450S1 Hs.22920 
427333 AR)67797 Hs.176658 
417931 W95642 H&82961 
419216 AU076718 Hs.164021 



HS.69S17 



Hs.64311 
Hs.151738 



Hs.78887 
Hs.78867 
Hs,78867 
HS.78B87 
Hs.78867 



sotuts earlier terily 22 (ixgacdc cdon 

hepatitis A vims oeOular fooeptsr 1 

sduts carter family 6 (neurotransniilte 

cailxxdc anhydrase DC 

sohite carrier family 2 (facffitated ghi 

CD70: (utnornecrosis factor (ligand)s 

gt)Ad13d01ji1 SoarBSjffU.T„GBC.S1 Homos 

EST8 

neuroteflsln 

chloride (^artnd, calduin acQvated, fam 
(anir^ beta 3(niceln (12SkD}. kaSnin 
desmoglein 3 (pemphtgus vulgaris antigen 
matrix nietatloprotstnaso 12 (macn^thage 
d8smocol!!n3 
desmoooIHn 3 

LUNX prot^ PLUNC (palate lung arui nas 
cafdnoem b ryonte antigetHelatedceU ad 
WDplaldn IB 

pnrieasainhlbHDra. ddiHleiived (SKAL 
cadheiin 3, type 1, P-cadhedn (placenta 
differenitelly expressed in Fancon!^ an 
solute canier family 7 (caSonlc anuno 
gap juncQon protdn, beta 5 (connexin 3 
RAfldne (flsuritB growOv-proinoting factor 
gap junction protein, beta 6 (connexin 3 
progestagen-associated endometiid proto 
melanoma cell adheston mdecufe 
a dsintsgrin and metaOopotolnaso doRia 
adistntegrin and metdloprotelnasedofna 
matrbc rr^atioproteinase 9 (gelaflnase 8 
integrin.beta4 
hypoxiaMudble protein 2 
G protfibKOuptod receptor 87 
NM.00S365:l^omo sapiens metanoma antigen, 
GPi>anchored metastasfs-assodaled prote 
hyaluronan synthase 3 
protein tyrosine phosphatase, receptor-t 
protein tyroshe phosphatase, receptor-t 
protein tyrosbie phosphatase, reoej3tor4 
protebi tyrosine ptw^ihatase, receptor^ 
protein ^ine phosphatase, reoeptor-t 
protein ^rosine phosphatase, reoep tor-t 
ATP-bmding ca^ette, sutvlamily C (CFTR 
cancerAestIs antigen (NY-ESO-I) 
canceiAestis anfigan (NY-ES01) 
laminin, gamma 2 (niceih (100ld% ksflni 
daudini 

neurotrophic tyrosine kinase. cBoeptor. 

naurotraphic tyrosine kinase, receptor, 

UL16 binding prelBin 2 

cysiafinSN 

artemin 

artemin 



plasma memtirane 



Hs.288467 
Hs.77274 
H3.239727 
Hs.239727 



hypothsScal protein XPJD9B151 (jeudne- 

hypothetfcal proteh XPJ0981S1 (budnd- 

plasminogen activator, unidnase 

dssmocolin 2 

desmood!in2 

pancreatic polypeptide 

cryptic gene 

melaruxna kihiUtcxy ac6v^ 
0PCR1 protein 
DPCR1 protein 

C9001188*:0il12738842IrBflNP_073725.1| p 
ESTs 

solute carrier family 6 (neurotransmitte 
gbiHuman nonspecific crossreactlng antlg 
gt):Hunt3n nonspei^ crossreading anfig 
gb:Human nonspe(^ crossreading anSg 
m3triGn3 

type I transmembrane protein Fn14 
uveal autoanGgen with coled ooQ domai 
secretory granule, neuroendocrine protd 
a dlsinte^ln and metaOoproteinase donna 
memtHane^panidng 4^tofnainSt sutrfamSy A 
gasbfn^leasing p^iQde 
neurotnmtn 

sbnOar to 888401 (catOe) fltooosa Ind w 
aquapoiinS 

trefioO factor 3 (IntesQn^ 

smd indudbto cytoMne subfarnQy B (Cy 
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plasma memlvane 
intraceO 



plasma membrane 
secreted 

plasma memlxane 



plasma membrane 
l^asma mamtvane 



ptasma membrane 



plasma memtirane 
ptasma memtvane 
plasma mendxane 
plasma memtvane 
secreted 

plasma membrane 
secreted 

plasma membrane 
plasna membrane 



secreted 

plasma menibrane 



plasma memtirane 



plasma membrane 
plasma membrane 
piasma membrane 
ptasma memtvane 
plasma memtnane 
plasma memtirane 
plasma memtirane 
f^asma membrane 



intraceH 



[dasma membrane 
plasma mentrana 



secTBted 



secreted 

{riasma memtvane 



secreted 
secreted 



plasma membrane 
plasmami 
secreted 



plasma membrana 
piasma memtirane 



sscreted 

ptasma memly ana 

tntraceH 
secreted 

plasma memtirane 



plasma memtvane 
friasma membrane 
plasma membrane 
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.J 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



8eq)D465 &466 
SeqID467&468 
Seq)O469 &470 
SeqlD471&472 
Seq(D473&474 
SeqlD475&476 
SeqlD477&478 
SeqiD479 &480 
SeqtD481&482 
SeqlD483 &4B4 
8eqlD485 &486 
SeqlD487&488 
SeqiD489 &4gO 
Seql0491&492 
SeqlD4g3&4g4 
SeqlD495&496 
8eqlD4g7&498 
SeqlD499 &500 
SeqlD5Q1&502 
SeqlDS03&S04 
SeqlDS05&S06 
SeqlDS07&508 
SeqlD509&S10 
SeqlD511&512 
8eqlDS13 
SeqiDSU 
Seq1D515&5l6 
Seq)D517&518 
SeqID519&520 
SeqlD521&S22 
Seq(D523 &524 
Seq ID 525 & 526 
Seq(D527 &528 
Seq ID 529 & 530 
SeqtD531&532 
8eqlD533 &534 
SeqiD535&638 
Seq(DS37&538 
SeqlD539&540 
SeqlD541&542 
Seq ID543 &544 
SeqlD54S&546 
SeqlDS47&548 
SeqlD549&550 
SeqlD551&S52 
Seq)D553&S54 
SeqlDS55&558 
Seq ID 557 & 558 
SeqlD559&560 
Seq ID 561 & 562 
SeqID563 &564 
SeqlD565 &556 
SeqlD567 &568 
SeqIDS69&570 
SeqlD571&572 
SeqlD573&574 
SeqlDS75&576 
SeqiD577 &578 
SeqID579&580 
Seq ID 581 & 582 
SeqlDS83&584 
SeqlD585 &586 
SeqlDS87&586 
SeqiD589 &590 
SeqtD591&592 
SeqlD593&S94 
SeqlD595 &596 
SeqlD597 &598 
SeqlO5g9&600 
Seq[D601&602 
SeqlD603 &604 
SeqlD605 &606 
SeqlD607 &608 
SeqlD609 &610 
Seq ID 611 & 612 
Seq ID 613 & 614 
Seq ID 615 & 616 
GeqtD617&618 
Seq ID 619 & 620 
SsilD621&622 
SeqlD623 &624 
8eqlD625iG26 
SeqD627 &628 



431629 AU077025 Hs.265827 
413554 AA319146 Hs.75426 
452194 AI694413 Hs^32849 
452194 A1694413 Hs332649 
426322 J05068 Hs^012 
429010 Y18198 Hs.194725 
431462 AW583672 Hs:256311 
448243 AW369771 Hs^2620 
426427 M86699 Hs.169840 
428187 AI687303 Hs.285529 
428579 NM_Q05756 Hs.1 84942 
428579 NM_005756 Hs.1 84942 
428579 NM.00S756 Hs.184942 
428579 NM_005756 Hs.184942 
445537 AJ245671 Hs.12844 
422278 AFa72873 Hs.1 14218 
424620 AA101043 Hs.151254 
406400 

431130 NM>006103 Hs.2719 
420440 NM_002407 Hs.97644 
428450 NM.014791 Hs.184339 
446619 AU076643 Hs.313 
438982 AB018305 Hs.5378 
453392 U23752 Hs.32964 
431989 AW972870 Hs291069 
43S820 AL360204 HsJ283853 
409178 BE393948 K5.50915 
426514 BE616633 Hs.170195 
421478 AI663243 Hs.97256 
421478 A1683243 Ks^7^ 
425776 U25128 Hs.159499 
425776 U25128 Hs.159499 
452097 AB002364 Hs.27916 
416530 U62801 Hs.79361 
431515 NMl012152 Hs^SSaS 
419452 U33635 Hs.90572 
412078 X69699 Hs.73149 
412078 X69699 Hs.73149 
411773 NM-006799 Ks,72026 
407792 AI077715 Hs.39384 
431616 AAS085S2 Hs.195839 
452792 AB037765 Hs.30652 
400294 N95796 Hs578695 
432653 N62096 Hs^93185 
432653 N62098 Hs^185 
432853 N62096 Hs^gSISS 
432653 N62096 Hs.293185 
400290 H18836 H8,31608 
410001 AB041038 Hs.57771 
418396 AI765805 Hs.28691 
451027 AW519204 Hs.40808 
446057 AI420227 Hs.149358 
433466 AA50B353 Hs.105314 
453370 AI470523 Hs.139336 
453370 AI470523 H5.139336 
414569 AF109298 Ks.118258 
413435 X51405 Hs.75360 
426501 AW043782 Ks^3616 
448999 AF179274 Hs.22791 
408369 R38438 
412628 Ai972402 
403047 
403047 

408430 S79876 

445413 AA151342 Hs.12677 
451962 F13036 Hs.27373 
427958 AA4180Q0 Hs.98280 
421887 AW161450 Hs.109201 
425071 NM_013989 Hs.154424 
432101 A1918950 Hs.123642 
407786 AA687538 Ks.38972 
416836 D5474S Hs.80247 
416539 Y07909 Hs.79368 
131083 Y09763 Hs.22785 
131083 Y09763 HS.227B5 
131083 Y09763 H3.22785 
131083 Y09763 Hs.22785 
422424 AI186431 Hs^g6638 
428970 BE276891 Hs.194691 
428330 122524 Hs2256 
439018 AW3Q0887 Hs26638 
420610 AI683183 Hs.99348 
425723 NHL014420 HS.1S9311 



Interferon, alpha-inducible protein (do 
seoetogiaran II (chromogranin Q 
Ubiquitin-Hce protein FAT10777 
UbiqutMke protdn FAT10??? 
transoot)damin I (vitamin B12 binding pr 
one cut domain, family menit}er 2 
gran'RVlika neuroendocrine pepBde precu 
tntegrin.b^8 
TTK protein Idnase 
G proteltKOupled receptor 49 
G protei{KX)Up1ed receptor 64 
G protelfKOupIed receptor 64 
G protein-coupled rec^r 64 
G proteh-ooupted receptor 64 
EGF-Gke-domabi, nndfiple 6 
frizzled (Drosophila) homolog 6 
kallikrcin 7 (chymotrypfic, stratum com 
kallikfeln 8 {neuropstn/ovasln) (KLK8) 
HE4; epididymte-speclfic. wtiey-arfdlc pr 
inanuTiag!Qt)ln 2 
KIAA0175gene product 
secreted phosphoprotein 1 (osteoponlin, 
spondin 1. t^pondin} extracellular mat 
SRY (sex dstemining region YHiox 11 
ESTs 

Homo sapiens mRNAfiin length Insert CON 

kalGkrein 5 

tione nwrphogenetic protein 7 (osteogenic 
ESTs. Moderately sMar to 829539 ribos 
ESTs, Moderately similar to 829539 ribos 
parathyroid hormone receptor 2 
parathyroid hormone receptor 2 
a dislntegrin-fike and metaQoprotease ( 
kailDoBln 6 (neurosh, zyme) 
endolhelat d'riferenfialion. lysophospha 
FrK7 protdn tyrosine kinase 7 



secreted 

ptasne membrane 



HS.18257S 
Hs^SI 



K&44g26 



choiecystDldnui 
epithelial membrane protdn 1 
gamma-aninobutyric add (GABA) Arecepto 
ganma-aiMxttyiic add (GABA) A reoepto 
gamma-eminobuVrte add (GABA) A lecepto 
gammaaninobu^ add (GABA) A reoepto 



re&noicacM Induced 3 
matrix metsfloproteiitase 7 (mabilysin. 
menibran&spannihg 4^omabis, suUamlly A 
didaHess homeo bcK 5 
dtddoQif (Xenopus laevb) homolog 4 

943 



secreted 
intracen 
secreted 

plasma membrane 
intraceR 

plasma membrane 
plasma membrane 
plasma membrane 
plasma membrane 
plasma membrane 



paired box gene 8 
protease, serine, 21 (tesflsln] 
put£dive secreted Qgand homologous to f 
ESTs, Weakly similar to 138022 hypolheti 
KIAA1344 protein 

Homo sapiens prosit mRNA, complete cds 
ESTs, We*ly similar to JC7328 amino ad 
ESTs, Wealdy similar to JC7326 amino ad 
ESTs, Vfeakly similar to JC7328 amino ad 
ESTs, Weakly similar to JC7328 amino ad 
hypothefica] protein FU20041 
kamkr^ll 
ESTs 
ESTs 

ESTs. Weakty sinular to A46010 X^nked 
rdaxinUHl) 

ATP-t)IndIng cassette, sut>-family C (CFTR 
ATP-Miding cassette, suMamSy C (CFTR 
prostate cancer associated protein 1 
cariboxypeptidaseE 
ESTs 

transmembrane protein with EGF-Ske and 
sototo carrier family 15 (H777 transport 
hy(K)the6cat protein MGC2648 
NM.005656'*tomo sapiens transmembrane pr 
NM>Q05656*:Homo sajjlens transnentoane pr 
dipeptidytpepGdase IV (CD26, adenosine 
(X3l-147pn}lBiii 

Homo salmons ntfWA; cDNA DKFZp66401763 ? 
potashnn Intemiediatetemal condudanoa 
CGI^ protein 

d^odkiase. (odottiyronind. type II 
^ihA3 



secreted 
secreted 



secreted 
intracell 



secreted 
intracell 



secreted 
secreted 

plasma membrane 

ptasma membrane 
pla^a membrane 
plasma membrane 
secieied 



plasma membrane 

plasma membrane 

intracen 

intracell 

secreted 

secreted 

plasma membrane 
ptasma membrane 
plasma memlvane 
plasma membrane 
plasma membrane 
plasma membrane 
piasma membrane 
plasma membrane 
secreted 

plasma membrane 
plasma membrane 
plasma membrane 
secreted 



plasma mendirane 



plasma membrane 
plasma membrane 
plasma membrane 
secrded 

plasma membrane 



plasma membrane 



intracel] 

f^a^na memfafane 
plasma membrane 
secreted 

plasma membrane 



ptasma membrane 
plasma mentfxane 



plasma membrane 
plasma membrane 
seoeted 



ptasma memtxane 
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SeqtD629 &630 456662 KiyL002448 Hs.1494 
SeqlD631&632 418281 U09550 HS.11S4 
SeqlD633 & 634 429903 AL134ig7 Hs.93S97 



msh (Drosophila) homeo box honiGtog 1 (fo 
ovkfuBlalslyDCvrateinl, 120kO(mucbi9 
cydin^ependeftf Unase regulalory 8u 



Wracsl 



Table 768: 
Pkey: 

CAT number 
Accession: 



Unique Eos probeset identifier 

Gene duster number 
Genbank accession numbers 



Pkey 



CAT Number Aocesston 



424399 238961.1 A1905687 AtgOS624 AI90S637 AI90S623 AA340069 R75793W72837 8E074512 AI905633 W72838 BE092421 AI127172 BE1B6013 AW070916 

AI139456AW176044AW291950 
429220 301384.1 AW207206AW341473AA448195AI951341 

450375 83327.1 AA009647 AA131254 AA374293 AW95440S K04410 AW606264 AA151166 BE157467 BE157601 H04384 W462gi AW663674 H04021 H01532 

AA190993 H03231 HS9605 H01642 AA852876 AA113758 AA6a691S AA746952 AI161014 AA099S54 R69067 

Table 76C: ^ 



Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. Tlie 7 digftnumbeis In thbooiumn are Genbank ldenfilier(GI)nurnbeis. 1)ifflhamLetal.'refOTto(hepublica6oneniaied'nwDNA 

sequence of human chromosome 2Z' Dunham L et dL, Nature { 1 999) 402:489495. 
Skand: Indicates DMA strand from which axons were pteolctBd. 

^^J)od6on: Indicates nucleoti d e positions of predkded e^Kxts. 



Pkey 


Rsf 


Strand 


Ntposition 


402075 


8117407 


Plus 


121907-122035,122804-122921.124019>124161,124455-124610,125672'126076 


402230 


9968312 


Minus 


29782-29932 


403047 


3540153 


Minus 


5979^^8 


404029 


7671252 


Phis 


108716-111112 


404049 


3688074 


Minus 


75765-78155 


404682 


9797231 


Minus 


40977-41150 


404875 


9801324 


Plus 


96588-96732.97722.97831 


404877 


1519284 


Phs 


1095-2107 


404977 


3738341 


lifinus 


43081-43229 


40S932 


7767812 


Minus 


123525-123713 


406400 


0256298 


Phis 


1S53-17U1878^140.42S2-4385.S922^ 
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seq ID No Hay Disease indicaiions 



pancreas, prostate, angiogenesis. bladder, lung 
angiogenesis 

angtogenesis, bladder, lung, cervicd. ovarian, head & neck 

angiogenesis, renal 

angiogenesis, lung, bladder, fibrosis, head & neck, pancreas, shnnach, cokxi, ovarian 
angiogenesis, king, bladder, fibrosis, head & neck, pancreas, stomach, cokxi. ovarian 
angiogenesis 



Table 77 prowides Hay; SeqlD^ta;Oiseaselndkafions:and 8eqlDNolIntelhelnfomationinTabte77toTable78. 

Seq ID No: Sequence ID No for sequences In table 

Ploey: Unique Eos probeset idenSfier nunter 

Disease Indications: Diseases designated for coverage as described In Table 1 

Pfeferredinility: pre(erBnce of uGfity. based pally upon pretfictedkMuTi^ 

PreferredUtarty 

Ab,sTn.Cr[^ imaging 
Ab,sn\, inking 
Ab.sm 

Ab, sm. CTI^ diagnosfic 
Ab,sm,CTU imaging 
Ab,sm, diagnostic 
Ab, sm« (fiagnosQc 
CTL 

Ab.CTL, diagnostic 
Ab,sm,CTU Imaging 
Ab,sm. diagnostic 
Ab. CTL. diagnostic 
Ab.sm, Imaging 
Ab.crL,bnaging 
Ab.CTUdiagnosfic 
sm,CTl 
Ab, sm. imaging 
Ab.sm. diagnostic 
Ab,CTl.d^oslic 
Ab.CTU imaging 
Ab.CTU imaging 
Ab.CrUdiagnos8c 
Ab,CTl.diagnosSc 
AbiCrUdiagnosfic 
Ab, CTL, diagnostic 
Ab, CTU diagnostic 
Ab,sni. imaging 
Ab,sn\ CTU Imaging 
Ab, CTL, diagnostic 
Ab.sm. knaging 
CTL 

Ab. sm, CTL, diagnosQc 
Ab, imaging 
Ab,sni. CTL, imaging 
Ab.8m, CTL, Imaging 
Ab,sm, CTU Imaging 
Ab.sm. CTU Imaging 
Ab, imaging 
Ab,sm, CTU imagiino 
CTL 

Ab.CTUIma^g 
Ab^ CTU imaging 
Ab, CTU knaging 
CTL 
CTL 
CTL 
CTL 
CTL 

Ab,sm. CTU knaging 
Ab, CTU diagnostic 
Ab,sm.CTUdiagno58c 
Ab.sm. CTU Imaging 
Ab,sm,CTUknaghg 
Ab, sraCrUhia^ 
ca 

Ab, SHI. knagkig 
Ab,CTUknagbig 
8m,CTL 
Ab,sm. Imaging 
Ab,CTUdi^nostic 
Ab^ CTU (fiagnosfic 
Ab, CTU diagnostic 
CTL 

AbiCTU Imaging 
Ab.sni, CTU knaging 



SeqID1&2 425023 
SeqlD3& 4 424503 
SeqlOS&6 429423 
SeqI07& 8 400289 
Seq ID 9& 10 419172 
Seq ID 11 & 12 418007 
Seq ID 13 & 14 418007 
Seq ID 15 & 16 407836 
Seqi017&1B 414577 
Seq ID 19 & 20 418738 
Seq ID 21 & 22 428368 
Seq ID 23 & 24 415138 
Seq ID 25 & 26 429276 
SeqlD27&28 416994 
SeqlO29& 30 407975 
25 Seq ID 3U 32 429113 
SeqtD33&34 418506 
Seq ID 35 & 36 423961 
Seq ID 37 & 38 414812 
SeqlO39440 417433 
30 SeqlD4U42 417433 
SeqlD43&44 424399 
SeqlD45&46 422867 
SeqiD47& 48 428227 
SeqlD49& 50 444381 
35 SeqlD51&S2 439589 
SeqtDS3& 54 411558 
SeqID55& 56 400303 
Seq ID 57 & 58 411789 
SeqlD59& 60 428698 
40 SeqiD61&62 450098 
SeqlD63& 64 421552 
Seql065&66 452747 
SeqlD67&68 415539 
SeqlD69&70 416636 
45 Seq ID 71 & 72 416636 
SeqlD73& 74 409079 
SeqlD75& 76 442082 
SeqlD77& 78 400297 
SeqlD79&80 451398 
SO Seql081&82 429220 
Seq ID 83 & 84 421524 
Seq ID 85 & 86 423242 
Seq ID 87 & 88 423242 
SeqlD89&90 423242 
55 Seq ID 91 & 92 452190 
Seq ID 93 & 94 452190 
SeqlD95& 96 325372 
SeqlD97& 98 450375 
Seq ID 99 & 100 426215 
OO Seq ID 10U 102 425247 
Seq ID 103 & 104 429353 
Seq ID 105 & 108 429353 
Seq ID 107 & 108 432201 
Seq ID 109 Alio 427585 
65 Seq ID 11U 112 446163 
Seq ID 113 &114 442117 
Seq ID115&116 428179 
Seq ID 117 & 118 431211 
Seq ID 1 19 & 120 447033 
70 Seq ID 121 & 122 447033 
Seq ID 123 & 124 447033 
SeqiD125&126 115522 
SeqlD127&128 452679 
Seq ID 129 & 130 446051 
75 SeqlD13U 132 422)48 
Seq ID 133 & 134 410418 
Seq ID 135 & 136 446342 
Seq ID 137 & 138 422260 
Seq ID 139 & 140 409041 
80 Seq{D141&142 4Q9Q41 
SeqID143&144 111929 
Seq D 145 & 146 111929 
Seql0147&148 111929 



angiogenesis, lung, ovarian, bladder & stomach, pancreas, uterine 
angiogenesis, head & neck, stomach 
angiogenesis, pancreas, stomacli, lung, uterine 
aigiogenesis, bladder, gTioblastoma 
prostate, angiogenesis 
angfogenesis, renal 
angiogenesis, bladder and stomach 
angbgenesis, ovarian, gRobtastoma, uterine, tung, bladder, pancreas 
breast, colon, bladder, lung, fibFOSis, pancreas, head and neck, ovarian 
breast, bladder, lung. Fibrosis, pancreas, colon, head and neck, cervical, stomach, renal, ovarian 
pancreas, breast, bladder, tung, head & neck, cervical, uterine, ovarian, stomach, renal 
pancreas, breast bladder, lung, head & neck, cervical, uterkie, ovarian, stomach, rend 
breast, uterine, head & neck 
breast ovarian, prostate, pancreas, lung, colon, uterine 
breast lung, bladder, ovarian, head & neck, fibrosis, coton, stomach, cervical 
breast coton. bladder, lung, pancreas, head & neck, ovarian, stomach, uterine, renal, angiogenesis 
breast androgen wiOidrawd prostate, prostate, bladder 
pancreas, prcsiata^ skNnach, breast, uterine, cervical, ovarian 
breast ovarian, pros, stomach, uterine, bladder tung head & neck 
pancreas, lung, bre^ stomach, head & neck, ovarian, uterine 
breast odon. king, pancreas, stomach, head & neck, ovarian 
breast king, stomach, uterine 

breast ovarian, pancreas, cervfcd. uterine, prostate, king, stomach, head & neck 
breast bladder, lung, head & neck, ovarian, stomach, uterine, pancreas 
breast prostate, ovarian, cervicat uterine 
breast pancreas, uterine 
breast, pancreas, uterine 
breast prostate 
breast prostate, ovarian 
breast bladder, ootoa prostate 



breast prostate, benign prostatic hyperplaste 
breast 

breast renat ovarian, prostate, colon 
breast renal, ovarian, prostate, colon 
breast renal, ovarian, prostate, colon 
breast stomach, pancreas 
breast stomach, pancreas 



breast ovarian, head & neck, pancreas, tung. cotan 
breast kmg. renal, ooton, ovarian, uterine 

bioast ovarian, tong.oOton. pancreas, head & neck, stomach, uterine, cervicat Uadder 



breast, prostate 

breast colon, tong chemo, ovarian, stomach, pancreas, uterine, cervfcd 
breast king, head & neck, pancreas, stomach, colon, ovariai. cenrical 
breast cervical, uterine 

breast lung, bladder, pancreas, head & neck, stomach, ovarian, prostete 



colon, bladder, tong. pancreas, head & ned( 
cokxi. prostate, fibrosa, breast lung pancreas 
colon, prostate, fibrosis, breast lung pancreas 
colon, prostate, fibrosis, breast lung pancreas 
colon, king, bladder, pancreas 
prostate. cOion, pancreas, Taxol prostate 
coton, breast 
ooton, pancreas, prostate 

coton. bladder, lung, ovarian, pancreas, head & neck 
uterine, coton. prostete 
coton, ovarian mucinous 

uterine, ovarian, tong. colon, stomach, head & neck, breast pancreas 
uterine, ovarian, lung. Gotof^ 6tamach» head & neck, breast pancreas 
coton. breast fibrosis 
colon, breast Qvosla 
coton. breast fibrosis 
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Ab^ sm, CTU knaging 
AbiiSm, CTU knaging 
Ab,5m, CTU diagnostic 
AbbCTU<fiagnos6c 
Ab,CTUdiagnostto 
Ab, sm, imaging 
Ab,sm^bna^ng 
Ab,sm,kna^ng 
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SeqIO149&1S0 104888 
Seq ID 151 & 152 420159 
Seq[0153& 154 422330 
Seq ID 155 & 156 452461 
J Seq [0 157 & 158 413324 
Seq (0159 a 160 412420 
Seq (0 161 & 162 416658 
Seq to 163 & 164 407811 
Seql0165 402230 
10 Seq ID 166& 167 402230 
Seq ID 168 & 169 432829 
Seq ID 170 & 171 425721 
Seq to 172 & 173 420370 
Seq ID 174 & 175 437852 
15 Seq 10 176 & 177 402075 
SeqlD178&179 421110 
Seq ID 180 & 181 451668 
Seq ID 182& 183 451668 
Seq 10 184 & 185 451668 
20 Seq to 186 & 187 408243 
Seq ID 188 & 189 422262 
Seq ID 190 & 191 425852 
SeqlD192&193 439738 
Seq ID 194 & 195 404875 
25 Seq ID 196 & 197 425883 
Seq 10 198 6.199 404977 
SeqlO200 &201 420876 
Seq to 202 & 203 427747 
Seq ID 204 & 205 420281 
30 Seq 10 206 & 207 446673 
Seq ID 208 437553 
Seq ID 209 & 210 437553 
Seq ID 211 & 212 437553 
Seq ID 213 4214 426900 
33 Seq ID 215 & 216 426900 
Seq iO 217 & 218 426900 
Seq ID 219 & 220 405932 
Seq ID 221 & 222 405932 
Seq ID 223 & 224 424008 
40 Seq [0 225 & 226 424008 
Seq ID 227 & 226 424008 
SeqtD229 & 230 444342 
Seq ID 231 & 232 421379 
Seq ID 233 & 234 417079 
45 Seq ID 235 & 236 412986 
Seq ID 237 & 238 412986 
Seq ID 239 & 240 412986 
Seq ID 241 & 242 447072 
Seq to 243 & 244 419723 
50 SeqlD245&246 419723 
Seq ID 247 & 248 430890 
Seq to 249 & 250 456759 
Seq ID 251 429466 
Seq to 252 429466 
55 8eqlD2S3&254 419721 
Seq ID 255 & 256 407034 
Seq to 257 & 258 413472 
Seq ID 259 & 260 438380 
Seq ID 261 & 262 426271 
60 SeqtD283 &264 419704 
Seq ID 265 & 266 444471 
Seq to 267 & 268 409395 
Seq ID 269 & 270 413063 
^. Seq to 271 & 272 433800 
65 Seq ID 273 458435 
Seq ID 274 458435 
Seq ID 275 & 276 424343 
Seq ID 277 & 276 424998 
„ Seq ID 279 & 280 412709 
70 SeqlD281& 282 435615 
Seq to 283 & 284 404049 
Seq 10 285 & 286 418932 
Seq ID 287 & 288 404029 
__ Seq ID 289 & 290 436480 
75 Seq 10 291 4292 452401 
Seq ID 293 & 294 452401 
Seq ID 295 4 296 436895 
Seq ID 297 & 298 421471 
Seq ID 299 & 300 428296 
OO Seq ID 301 & 302 423508 
Seq to 303 & 304 450001 
Seq to 305 & 306 410407 
Seq to 307 & 308 453496 



ookm. stomacti, utsrine 



pancreas, oobn, bladder 

bladder Jung, head & rad^ ovarian. gOoblastomai stomacK ooto^ 
bladder 

bladder, gOobtastoma. lung, stomach 

lung, ovarian, uterine^ bladder 

bladder, pancreas, stomach, tderins, king 

bladder 

bladder 

bladder 

bladder 

bladder 

bladder, lung 

bladder, lung, head & neck, cervical 

bladder, pancres. stomach, ovarian, lung 

bladder, ovai^, lung 

bladder, ovarian, lung 

bladder, ovarian, tung 

bladder, stomach, head & neck, oenrical 

bladder, hing, head & neck 

bladder, hing. head & neck 

Uadder. lung, ceivicd 

bladder 

bladder, pancreas 
bladder, ovarian 



bladder, tung, ovarian, stomach 
hmg, bladder, ovarian, pancroas 
bladder 
bladder 



bladder 

bladder, prostate 
bladder, prostate 
bladder, prostate 

bladder, lung, head & neck, cervical 
bladder, lung, head &neck, cervical 
bladder, head & neck, stomach, cervical 
bladder, head & neck, stomach, cervical 
bladder, head & neck, stomach, oervfcal 
hepatitis C lung, fibmsts, bladder 

tveast, pancreas, head & nedt, lung, stomachi bladder, oenrical, cdon 

bladder, tung, head & neck, cervical 

gKobiastoma 

gKoUdStoma 

gfioblaslDma 

gHoblastoma, pancreas 



giSobtastoma^ lung, cervteal, bladder 
gfiot^tastoma 
g&oUastom£^ uterine 
gik)t)l3stoni2^ ulerina 
gnoblasloma,lung 



gttoblastoma 

gtnblastoma 

gSoUastoma 

gfo^^astoma 

gKobiastoma, hing. colon 

glioblastoma 

gOobtastoma, ovarian, bladder, hing 

gl]db(astoma,iung 

gliobiastoffla 

gltebiastoma 

gliotilastoma, ovarian, uterine 

gtiobtastoma 

glioblastoma 

gik)b(3stoma 

glltAtastDma 

gliofalastDma 

glioblastoma 

gfloUastoma 

bladder, breast pancreas, head & neck, stomach, lung, arthrifis. renal 
bladder, breast, pancreas, head & neck, stomach, hmg, arthritis, renal 
breast, renal, ovarian, glbUastoma 

renal 
renal 

rena).oolon 
renal, bng 

lenal, hmg. cokm, stomach, ovarian, tdeilne 
iBnal, prosit 
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Ab, imaging 

Ab,sn\CTl, imaging 

Ab,8m, CTU, knaging, diagnosfk; 

CTL 

Ab, sm, CTl, diagnostic 
Ab,dIagnos8c 
Ab,ca, diagnostic 
Ab, 8n\ diagnosSc 

sm,cn. 

SRlGTL 
CTL 

Abi Imaging 
Ab, CTLr imaging 
Ab, sm, CTL, imagbig 



Ab.sm, diagnostic 
Ab,8m, CTU diagnostic 
Ab,8m,CTL,<flagno8Se 
Ah. sm, CTL, diagnostic 
Ab, diagnostic 
CTUd^nostic 
Abk sm, CTL, imaging 
Abisnv CTL, Imaging 

sm.cn 

Ab.CTU imaging 

Ab, sm, CTU diagnostic 

Ab^ CTL, Imaging 

8m,CTL 

Ab,sm, imaging 

8m,CTi 

Ab^CTL Imaging 
Ab,CTL, Imaging 
Ab,CTL Imaging 
Ab,CTL, imaging 
Ah.GTLi Imaging 
Ab,CTL. Imaging 
sm 
sm 

Ahfitn, CTt^ imaging 
Ab,8m, CTU imaging 
Ab^sm, CTL. imaging 
AbiCn^dlagnostfa: 
Ab. CTU diagnostic 
Ab, diagnostic 
AbySmiCTLifanagng 
Ab^sm, CTU Imaging 
Ab,8m, CTU imaging 
snvCTL 

Ab,CTUdiagnos6c 
Ab,8nK CTU knaging 
Ab, CTU bna^ng, <fiagno6tic 
Ab.sm.CTL,lmihg 



Ab,sm. CTU Imaging 

AbiCTUdiagnasSe 

Ab,sm, CTL, In^aging 

Ab. CO. diagnosSc, imaging 

Ab,CTL,diagRostk: 

sm,CTL 

AbiSm, CTU Imaging 
Ab,CTUdiagnos8c 
Ab. CTU diagnostic 
Ab, CU, imaging 



Ab,sm, CTU imaging 
Ab,CTL.diagno66c 
Ab^ CTU imaging 
Abjsm, CTU Imaging 
Ab^ CTU Imaging 
Abysn^ CTU knagfaig 
Ab^^snv CTU knaging 
8m,CTL 

Ab.CTUdiagnos6c 
Ab.CTUdi^nos6c 
Ab,sm, imaging 
Abism, CTU imaging 
Ab,sm, CTU imaging 
Ab^CTUhnai^ 
Ab,sm, CTU knaging 
AbLsnvCTUknagbig 
Afausnv CTU kna^^ 
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Seq 10 309 & 31 0 420737 renal 
SeqlD31U312 309931 lung 
Seq I0313&314 412719 
Seq ID 315&316 417034 
Seq ID 317 & 318 430486 
Seq ID 319 & 320 413753 
Seq ID 321 & 322 425650 
Seq ID 323 & 324 423873 
Seq ID 325 & 326 418663 
Seq ID 327 & 328 418863 
Seq ID 329 & 330 429610 
Seq ID 331 & 332 406690 
Seq ID 333 & 334 431846 
Seq ID 335 & 336 422158 
Seq ID 337 & 338 431958 
Seq ID 339 & 340 437044 
Seq ID 341 & 342 428484 
Seq ID 343 & 344 429211 
Seq ID 345 &346 417389 
Seq ID 347 & 348 431009 
Seq ID 349 & 350 417542 
Seq ID351& 352 449230 
Seq ID 353 & 354 410555 
Seq ID 355 & 356 410555 
Seq ID 357 5 358 424687 
Seq ID 359 & 360 418462 
SeqlD361& 362 410274 
Seq ID 383 & 364 439606 
Seq ID 365 & 368 404877 
Seq ID 367 & 368 444781 
Seq ID 369 & 370 109424 
Seq 1D371& 372 415817 
Seq ID 373 & 374 415817 
Seq ID 375 & 376 415817 
Seq ID 377 & 378 415817 
Seq ID 379 & 380 415817 
Seq ID 381 & 382 415817 
SeqlD383 & 384 42lB17 
Seq ID 385 & 388 418678 
Seq ID 387 & 388 418678 
Seq ID 389 & 390 409420 
SeqID3gi& 392 332180 
Seq ID 393 & 394 408790 
Seq ID 395 & 395 408790 
Seq ID 397 & 398 439223 
Seq ID 399 & 400 409757 
Seq ID401& 402 428969 
Seq ID 403 & 404 428969 
Seq ID 405 & 406 428969 
Seq ID 407 & 408 428989 
Seq ID 409 & 410 450701 
Seq ID 411 & 412 450701 
Seq ID 413 & 414 414774 
Seq 10 415 & 416 407944 
Seq ID 417 & 418 407944 
Seq ID 419 & 420 428486 
Seq ID 421 & 422 457489 
Seq ID 423& 424 432874 
Seq ID 425 & 428 445891 
Seq ID 427 & 428 445891 
Seq ID 429 & 430 404682 
SeqlD431& 432 429547 
Seq ID 433 & 434 425921 
Seq ID 435 & 436 407242 
Seq ID 437 & 438 407242 
Seq ID 439 & 440 407242 
Seq ID 441 & 442 432596 
Seq (D 443 & 444 444006 
Seq ID 445& 446 423685 
SeqlD447& 448 428392 
Seq ID 449 & 450 429597 
Seq ID451&452 448030 
SeqlD453 & 454 422109 
SeqlD455 &456 419235 
Seq ID 457&4S8 449048 
Seq ID 4S9& 460 ^7333 
Seq ID 461 & 462 417931 
Seq ID 463 & 464 419216 
Seq ID 465 & 466 431629 
Seq ID 467 &46B 413554 
Seq ID 469 & 470 452194 
SeqlD471&472 4S2194 
Seq ID 473 & 474 426322 



lung, head & neck, bladder, gBobldstoma. oeivical 
lung.head&nedc. a couple cervical 
lung, Uadder, head & nedc, cervical 
hing. Uadder. head & neck, pancreas, cervlcai, oobn 
lung, head & neck, cervical, bladder 

bladder, lung, head & neck, ovarian, pancreas, colon, stomach, uterine^ cenicat 
lung, bladder, head & neck, ceivicai 
lung, bladder, head & neck, cervical 
lung 

lung, head & neck, pancreas, sfomach, bladder, cak>n, cervical 
lung, bladder, head & neck, uterine, cervical, stomach, ovarian 
head & neck, bladder, hmg, cervical, stomach 
lung, bladder, cervical, head & neck, ovar^, colon, prostate, pancreas, breast 
head & neck, cervical, lung, bladder, breast prostate, ovarian, s 
hmg. glioblastonia. bladder, head & neck, cokm, cervk;al 
hmg, bladder, head & neck, cervical, stomach 
ovarian, hing, bladder, uterine, cerafcat, pancreas, stonach 
lung, bladder, head & neck 
lung 

lung, cervical, head & neck, bladder, ovarian, colon 
lung 
lung 

head & neck, pancrsas, hmg. uteifne, oenrical, ooton. stomach 
lung, bladder 
hing,rena! 

iung. Uadder, haad & neck, careicai . 
hmg, Uadder 

king, Uadder, head & neck, cervfcal 
bladder, king 

king, gSoUastoma, head & neck, cervical, fibrosis 
kii^. gfloUastnna, head & neck, cerncal. fbnsls 
hmg, gttoUastoma, head & neck, oer^cal. fibrosis 
kmg, gfioUastoma. head & neck, cervical, fibrosis 
king, glioblastoma, head & neck, cervical, fibrosis 
hmg. gItoUastoma, head & neck, oeivical, fibrosis 
king, cervical, head & neck & Uadder 
king, bladder, stomach, ovarian, pancreas & oeivfcal 
hing. bladder, stomach, ovarian, pancreas & oenncd 
hjog, head & neck, pancreas, stomach, cervteal, bladder 
hing 
lung 
Uing 

bmg, head & neck, oeivical, Uadder & ookm 
pancreas, stomach, hmg, Uadder, stomach 
hmg, cervical 
lung, cervical 
hmg, ceivicai 
kmg.c6nrical 

hmg, head & neck, pancreas, breast stomach, ovadan, colon 
king, head & neck, pancreas, breast, stomach, ovarian, cohm 
kmg, bladder, head & neck, pancreas, stomach, ovarian 
king, head & neck 
king, head & neck 



panoeas, prostate, hmg 
pancreas, stomach 
stomach, pancreas, ovarian 
stomach, pancreas, ovariai 



pancreas, head & neck, lung, ovarian 
stomach, pancreas 

pancreas, coton, Uadder, head & neck, stomach, lung, ovarian, cervRd 
pancreas, colon. Uadder, head & neck, stomach, lung, ovarian, cenrical 
pancreas, coton, Uadder, head & neck, stomach, hii^ ovarian, cervfcal 



pancreas, coton, hmg, ovarian & oenrical 
pancreas, uterine, cokx) 



pancreas, coton, stomach, lung 
pancreas, rertai and stomadi, 
pancreas, hing. coton 
pancreas, finosis. head & neck & hmg 
pancreas, ovarian, uterine; gnoUastoma, head & neck & hing 
pancreas, colon 

ovarian, pancreas, stomach, coton, uierhie. prosfato 
pancreas, hmg, stomacK cervtoal, prostata, head & neck 
pancreas, uterine^ cervical, stomach 
pancreas. ^dUastoma 
stomach, pancreas, renal, ooton 
stomach, pancreas, renal, coton 
p^Tfrfftan^ Uaddar, domadi 



Ati.sm,CTL,bnaglng 
Abism, CTL, imaging 

ca 

Ab, CTL dia^osDc 
Ab^, imaging 
CTL. diagnostic 
Ab, imaging 
Ai),CTUdiagnoslto 
Ab, knaging 
Ab.hnaging 
CTUdiagnoslte 
Ab, imaging 
Ab, Imaging 
diagnoslk; 
Ab. CTL, Imaging 
Ab, knaging 
Ab. sm, imaging 
Ab, Imaging 
Ab. diagnostic 
Ab, sm. Imaging 
CTL^ ifiagnostto 
Ab, imaging 
Ab,8m, imaging 
Ab,sm, Imaging 
Ab,sm,diagnosfic 
Ab. imaging 
diagnostic 
Ab,sm,bna^ng 
CTL 

Ab. Imaging 

Ab. sm, CTL, imaging 

Ab,8m, CTL, imaging 

Ab,sni, CTL, imaging 

Ab.5m, CTL, imaging 

Ab,sm, CTL, imaging 

Ab,sm, CTL. Imaging 

Ab,sm.CTL,bnaging 

^.sffl, CTL. hna^ng 

CTL 

CTL 

CTL,diagnostte 
Ab,sm, Imaging 
Ab,sm.CTUhraging 
Ab,sm,CTL,hnaghig 
Ab, CTL, imaging 
Ab.CTL,dla^os1k: 
Ab, CTL, diagnoslto 
Ab, CTL. diagnostic 
Ab, CTL. diagnostic 
CTL, diagnostic 
Ab, CTL, diagnostto 
Ab, CTL. diagnosfic 
Ab,8m, diagnostic 
Ab, sm, Imaghg 
Ab, sm. bnaging 
Ab, CTL. diagnostk: 
Ab,CTL,diagnos6c 
Ab,CTl,di^nos6c 
Ab,CtL,imagbig 
Ab, CTL, Imaging 
Ab, CTL, diagnostto 
Ab,CTL,diagnosGc 
Ab,sm, CTL, Imaging 
Ab,sm, CTL, bnagtog 
Ab^CTL,nni^ 
Ab,sm,CrL.bn^tog 
CTL 

Ab,CTL,imagfaig 
CTL 

Ab. CTL, diagnostic 
Abism. CTL. imaging 
Ab^m, imaging 
Ab.CTL,di^nosfic 
Ab.CTL.imagtog 
Ah, CTU knaging 
At^ an, knaging 
Ab, diagnostic 
Ab, CTL, diagnostic 
Ab, CTL, diagnostto 
Ab, CTU diagnostic 
Abjsm, CTL, fanning 
Afa^ CTL, knaging 
Ab; diagnostto 
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Seq ID 475 & 476 429010 
Seq(04n&47B 431462 
Seq ID 47S& 480 448243 
Seq U)'4BU 482 426427 
Seq 10 483 & 484 428187 
SeqlD485 & 486 428579 
Seq 10 487 & 488 428579 
Seq 10 489& 490 428579 
Seq ID 491 & 492 428579 
Seq ID 493 & 494 445537 
Seq iO 495 & 496 422278 
Seq 10 497 & 498 424620 
Seq ID 499 & 500 406400 
Seq ID SOU 502 431130 
Seq ID 503 & 604 420440 
Seq ID 505 & 506 428450 
Seq ID 507 & 508 446619 
Seq to 509 (510 436982 
Seq 10 511 & 512 453392 
Seq ID 513 431989 
Seq ID 514 439820 
Seq ID515& 516 409178 
Seq t0517& 518 426514 
Seq ID 519 & 520 421478 
Seq 10 521 & 522 421478 
Seq ID 523 & 524 425776 
Seq ID 525 & 526 425776 
Seq ID 527 & 528 452097 
Seq ID 529 & 530 416530 
Seq 10 531 & 532 431515 
Seq ID 533 & 534 419452 
Seq ID 535 & 536 412078 
Seq ID 537 & 538 412078 
Seq ID 539 & 540 411773 
Seq 10 541 & 542 407792 
Seq ro 543 & 544 431616 
Seq ID 545 & 546 452792 
Seq ID 547 & 548 400294 
Seq ID 549 & 550 432653 
Seq ID 551 & 552 432653 
Seq ID 553 & 554 432653 
SeqlD555 & 556 432653 
Seql0557& 558 400290 
Seq ID 559 & 560 410001 
Seq ID 561 & 562 418398 
Seq ID 563 & 564 451027 
Seq ID 565 & 566 446057 
Seq ID 567 & 568 433466 
Seq 10 569 & 570 453370 
Seq 10 571 & 572 453370 
Seq to 573 & 574 414569 
Seq ID 575 4576 413435 
Seq ID 577 & 578 425501 
Seq 10 579 & 580 44S999 
SeqID581&582 408369 
Seq ID 583 & 584 412628 
Seq ID 5B5& 586 403047 
Seq ID 587 & 588 403047 
Seq ID 589 & 590 408430 
Seql0591& 592 445413 
Seq 10 593 & 594 451982 
Seq ID 595 & 596 427968 
Seq ID 597 & 698 421887 
Seq ID 599 & 600 425071 
Seq ID 601 & 602 432101 
Seq ID 603 & 604 407786 
Seq 10 606 & 606 416836 
Seq 10 607 & 608 416539 
Seq ID 609 & 610 131083 
Seq 10 61 1& 612 131083 
Seq ID 613 & 614 131083 
Seq ID 615 & 616 131083 
Seq 10 617 & 618 422424 
Seq ID 619 & 620 428970 
Seq ID 621 & 622 428330 
Seq 10 623 & 624 439018 
Seq ID 62S&626 420610 
Seq ID 627 & 628 425723 
Seq ID 629 & 630 456662 
Seq ID 631 &632 418281 
Seq ID 633 & 634 429903 



psncreas, Iun9i oBoblastona 

ovarian, uterine, lung, stomach, head & nedt, fiDoUaston^ 

ovarian, lung, head & necK cerricsl. colon, ute^ 

ovarian, uterine, colon, slonriach 

ovarian, Ew&ig. uterine, pancreas 

ovarian. Ewing, uterine, panoeas 

ovarian. Bring, uterine, pancreas 

ovarian, Ewbig, uterine, pancreas 

ovarian, kiladdsr, utofaie, breast, lung, head & neck, renal, fibrosis, pancreas, oeraical 

ovarian, head & ned^ bladder, cenricat, lif^ 

ovarian 



ovarian, uterine 

ovarian, uterine, ceivtcsi 

ovarian, ceivica). pancreas, hmg 

ovarian, fibrosis, pancreas, head & neck, hmg, colon 

ovofan. fitvosb 

ovarian, lung, gfloUasbxna 

ovarian 

ovarian, uterine, cervical, breast, prostate 
ovarian, breast • 

ovarian, coion, triadder, lung, censed 

ovarian, bladder 

ovarian, bladder 

ovarian, uterine, lung 

ovarian, uterine, lung 

ovarian 

ovarian, uterine 

ovarian, prostata lung 

ovarian, prostate, lung, breasL ulsftoe 

ovarian 

ovarian 

ovarian 

ovarian^ uterfn6i cervicdii pancreas 
prostate^ pancreas, cdon 
prostate, uterine, breast 
prostate, taxol prestatB 
proslate. lung 
prostatoy lung 
prostate^ lui^ 
prostate, lung 
prostate, colon 

ovarian, prostate, uterine, oenrical, lung 



prostate, uterine, gth^astoma 



prostate 
prostate 
prostate 
prostate 

proststei gllot^astoiTts^ 
prostate, tireast, gthAlastoinai hing 
prostate, glioblastoma 
prostata, tung^ fibrosbt uterine^ 



glloblastonnaL oeraical, ovarian 



prostete^ bladder, colon 
prostate, Iriadder, colon 



prostate, colon, utorlns^ ovarian, bn^ pancreas 
prostate, bladder 
prostate, gSoUastotna 



prostate, colon, stomach, uterino^ cervfeal, head & neck, pancreas 



prostate, ookm, uterine, stomach, Infiammatoiy bowel disease, ovarian 

Prostate, Evring, gSotitastDnsi 

ZD1839 lesistent cancers, head & neck 

androgen withdrawal prostate 

androgen withdrawal prostate 

endrogen withdrawal prostate 

androgen withdrawal prostate 

bladder, pancreas, prostata, angiogene^ ookxi, stomadi, lung 
sfcimach, pancreas, colon 

uterine, ovarian, fibro^ prostate, pancreas, hmg, btedder, head&neck 

uterine, stomach, prostate 

uterhe, ovarian endoroebtoU, lung 

ovarian endometrioid, uterine, ccton 

uterine, ovarian 

uterine, ovarian 

hing 



sm.CTL 
Ab,diagnosQc 
Ab,sm,imag^ 
sm,CTL 

Ab,8m,CTl, Imaging 
Ab.sm. CTU Imaging 
Ab,sm,CTL,ima^ng 
Ab,sm. CTl. imaging 
Ab^nv Cn, Imaging 
Ab.CTUdi^nosfic 
Ab,sm, ima^'ng 
Ah, CTL. diagnostic 
Al\ CTl^dlagnosfic 
Ab, CTl. diagnostic 
At»,CTl,di^ostlc 
sm 

Ab^diagnosfic 

AbbCTUdlagnoSBc 

CTL 



Abb CTl, diagnostic 
Ab, CTl, diagnostic 
Ab.CTl.im^ng 
Ab. CTl, imaging 
Ab,sm, CTl, imaging 
Abism.CTl< imaging 
Abb sm. diagnostic 
Ab.CTU(fiagnostic 
Ab^ CTl, imaging 
Ab,sm, CTL. Imaging 
CTl 
CTL 

Ab, sm, CTl, diagnosfc 
Ab.CTi,dBgnostic 
Ab,&m, CTl, imaging 
Ab,CTU Imaging 
AbbSm, CTl, Imaging 
Ab,sm,CTU imaging 
Ab,sm, CTl, imaging 
Abysm, CTl, Imaging 
Ab^ CTl, Imaging 
Abism, CTl, Imaging 
Abb CTl, diagnostic 
Ab,snv CTTL, imaging 
Ab.8m, CTl, Imaging 
Ab,sm, CTl, Imaging 
Ab,CTL,d]agnos&; 
Ab.&nv CTL, Imaging 
Abism, CTL, Imaging 
Ab,8m, CTl, Imaging 
Ab, sm. diagnosfic 
Ab, CTl, Imaging 
Ab,sm, CTl, imaging 
Ab,8n^ CTl, inis^ng 
Ab, CTL, diagnostic 
AbiSm, CTl, imaging 
AbbSm, CTl, ima^ng 
Ab^ CTL. Imaging 
dtegnosfic 
CTL 

Ab.sm, CTL, Imaging 
Ab, CTL, imaging 
Ah, diagnosfic 
Ab^ Imaging 
Ab,siiv Imaging 
Abi CTl, diagnosfic 
Ab.8m, CTl, Imaging 
Ab.8nvCTU imaging 
Ab,sm. CTL, imaging 
Ab,8m,CTLi Imaging 
Al>, sm CTL, imaging 
Ab,CTl.dl^no5fic 
Ab,sm, imaging 
Ab, sm, CTl, diagnostic 
Ab,Gm. CTl, imaging 
CTL 

AUCTU diagnosfic 
CTL 

Ab, CTL, diagnosfic 
sm 



/ 
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Seq ID NO: 1 DMA secruence 
Nucleic Acid Accession #s NM_001400 
5 Cdding sequence: 2S1..1399 

1 11 21 31 41 SI 

TCTAAAGGTC GGGGGCAGCA GCAAGATGCG AAGCGAGCC3G TACAGATCCC GGGCTCTCCG 
10 AACGCAACTT OCSCCCTQCTT QAGCGAGGCT GCGGTTTCXX3 AGGCCCTCTC CAGCCAAGGA 
AA^G^Sc mSaaccctc GATCACTCAT OGAACCACCC CTGAAGCCAG TGAAGGCTCT 
CTCGCCTCGC CCTCTAGCGT TCGTCTGGAG TAGCGCCACC CCGGCTTCCT GGGQACACftO 
GGTTGGCACC ATGGGGCCCA CCAGCGTCCC GCTGQTCAAG GCCCACCGCa GCTOGGTCTC 
T6ACTACGTC AACTATGATA TCATC6TCCG GCATTACAAC TACACGGGAA AGCTffl^MT 
15 CA60GC0GAC AAGGAfiAACA GCATTAAACT GACCTCGGTG GTGTTCATTC TCATCTGCTQ 
CTTTATCWrc CTGOAGAACA TCTTTGTCTT GCTGACCATT TGGAAAACCA AGAAATTCCA 
SS^TC TACTATTTTA TTGGCAATCT GGCCCTCTCA GACCTGTT^ ^^^^ 
CTACACAGCT AACCTGCTCT TGTCTGGG6C CACCACCTAC AAGCTCTlCTC CXJOTOCTflTG 
GTTTCTCCGG GAAGGGAGTA TGTTTGTGGC CCTGTCaGCC TCC3QTOrTCA GTCTCCTCOC 
20 CATOGCCATT GAQOGCTATA TCACAATGCT GAAAATGAAA CTCXavCAACG ^^^^ 
CTTTCOCCTC TTCCTGCTAA TCAGCGCCTC CTGGGTCATC TCXCTCATCC TGGGTGGCCT 
StCATG GGCTGGAACT GCATCAGTCC GCTGTCCAGC TGCrCCACCG TGCTGCOGCT 
CTACCACAAG CACTATATCC TCTTCTGCAC CACGOTCTTC ACTCTGCTTC TGCICTCCM 
GGTCATTCTG TACTGCAQAA TCTACTCCTT GGTCAGGACT CGGAGCCGCC GCCTGAOGTT 
25 ^^^wSc StTC^G CCAGCCGCAG CTCT6AGAAG TCGCTGGCGC TGCTCAAGAC 
^?SoG TCTTCATCGC CTGCTGGGCA CCGCTCTTCA TCCTGCTCCT 

SSgtg ggctgcaagg tcaagacctg ^toctc ttcagagoqg ^cttccx 

GGTGTTAGCT QTGCTCAACT CCGGCACCAA CCCCATCATT TACACTCTGA C^CAMOA 
^Stcgg GCCTTCATCC GGATCATGTC CTGCTGCAAG TGCCOGAGCG GAGACTCTQC 
30 ?M^wc aagSaccca TCATCGCCGQ CATGGAATCC AGCCGCRGCA aatoggacaa 
^^^l Sc^AG acgaagggga caacccagag accattatgt <^ctc^ 
Stcaactct tcttcctaga actggaagct gtccacccac cggaagcgct cwtocttog 
tcgctggcca ccccagtgtt tggaaaaaaa tctct^ SSS^^ 

GCTGCTGCAA GCCAGAGGGA GQAAGGGGGA GAATAOGAAC AGCCTGGTOG TGIOGOSTOT 
35 AGTTAOTTCC TGTGAACAAT GCACTGGGAA gggtggagat caggtcccgg 

ccSkaam mattctacc cccciggagc tttgattttg cactgagcca aaggtctagc 

fc^lS^ TTCATTIGGC CCCTCXITCAA J^CTAATOT CCOCj^ 
AAGCGTCTCT TTGTCK3GAG CTTTGAGGAQ ATGTTTTCCT TCACPTTACT TTCAAAOC» 
AGTGAGTGTG TGCACTTCTG CTTCTTTAGG GATGCXXTTCT ACATCCCACA CCTCAOCCTC 
40 crrrScTTC ATACCCCTCC TCAACGTTCT TTTACTTTAT ACTTTAACTA CCTGAQAGTT 

l^^G SSSSS Itgatcgatc ATCTATAGCA aataggctat gjtga^aog 
tSqtgg qaagatqaag atggtttgga ggtgtaaaac aatgtccttc gctgaggc^ 

AAGTTTCCAT GTAAGCX3GGA TCCGTTTTTT GGAATTTGGT TGAAGTCACT TTGATTTCTT 
CTTTTCAMG AAATGTGTTA CCATTTCATA TCCATTGAAG CCGAWLTCTG 

45 ^AGOAAG OCCACTPTAT CTAAATQATA TTAGOCAGGA TCCTTGGTGT CCTAGGAGAA 
^SSS AAAACAAAGT GAAAACCGAA TGGATTAACT TTTGCAAACC AAfi^TT 
TCTTAGCAAA TGAGTCTAAC AAATATGACA TCC6TCTTTC CO ICTTTTGT TGATOTTTAT 
TTCAGAATCT TGTGTCATTC ATTTCAAGCA ACAACATGTT GTATTTTOTT ^^T^^OJ^ 
TACTTTTCrr GATTTTTGAA TGTATTTGTT TCAGGAAGAA GTCATTTTAT 

50 AACCCGXOTT AACTTTTCTA GAATCCACCX! TCTTGTGCCC TTAAGO^A CTTTAACTGG 
TO6GGAA0GC CAGAACTTTT AAGTCCAGCT ATTCATTAGA TAQTAATTGA AGATATGTAT 
AAMATTACA AAGAATAAAA ATATATTACT GTCTCTTTAO TATGGTTTTC AGTGCAATTA 
AACCGAGAQA TQTCTTGTTT TTTTAAAAAO AAXAGTATTT AATAGOTTTC ^^jCTTTTOT 
GGATCATTTT GCACATAGCT TTATCAACTT TTAAACATTA ATAAACICSAT TTTTTTAAAQ 

Seq ID NOi 2 Protein sequence 
Protein Accession #j NP_001391 



60 

120 
160 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
19B0 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



60 ] r 

MSPTSVPLVK AHRSSVSDYV 
LEUIFVLLTI WKTKKFHRPM 
EGSMPVALSA SVPSLLAIAI 
GMNCISALSS CSTVLPLYHK 
65 ISSCASRSSEK SLALLKTVII 
VLNSGISPII YTLTNKEMRR 
PQKDEGDNPB TXMSSGNVKS 



21 31 41 51 

1 I i I 

NYDIIVRHYH YTGKLNISAD KENSIKLTSV VFILICCPII 
YYFIGtlLALS DLLAGVAYTA NLLLSGATTY KLTPAQWFLR 
ERYITMUJMK laEIGSNNPRL FLUSACWVI SLII/3GLPIM 
HyiLPCXTVP TLLLLSIVIL YCRIYSLVRT RSRRLTFRKM 
VLSVPIAOMA PIiFZLIiLUlV GCKVKICDIL FRAEYFLVIA 
APIRIMSCCK CPSGDSAfflCF KRPIIASMEP SRSKSENSSH 



60 
120 
180 
240 
300 
360 



70 



75 



80 



Seq ID NO: 3 DKA sequence 

nucleic Acid Accession «: im.002305.1 

Coding sequence: 1..3149 



1 

I 

ATGGGGAGCC 
CGCCGACCCC 
GGCTTCAACT 
GGATTCTCAG 
CCCAAGGCTA 
TGGGGTGCCA 
CTGGAGTCCT 
TGGrrCGGGG 
AGCIGGCGCA 
GATAACTTCA 



11 

I 

GGAOGCCAGA 
CGCTSSTGCC 
TAGAGGCG6A 
TGGAGTTTTA 
ATACCAGCXS^ 
GCCCXIACACA 
CACTGTCCAG 
CAACA6TT0G 
CAGAGAAGGA 
GCGGAATTCT 



21 
1 

GTCCCCrCTC 
GCTGCTGTTG 
GGCXXXAGCA 
OOGGOOGGGA 
6CXAGGA6T6 
GTGCACCCXX: 
CTCAGAGGGA 
AGCCCATGGC 
GCCACIGAGC 
QGAGXATGCA 



31 
I 

CACGCOGTGC 
CTGCTSSTGC 
GTACTCTOGG 
ACAGAGGGG6 
CTGCAGGGTG 
ATTGAATTTO 
GAGGAGCCTG 
TCCTCCATCT 
QACCGOGTGQ 
CCCTGOOGCT 



41 

1 

AGGTGGGCTG 
C6C06CCACC 
GQC CC3CCGG G 
TCAGTGT6CT 
GTGCTGTCTA 
ACAGCAAAGG 
TGQAGTACAA 
TGGCAT60QC 
GCAGCIGCTA 
CAGATTTCAG 



51 
I 

GGGCCCCOGG 
GAGGGTOGGG 
CTCCTTCTTC 
G6TGGGAGCA 
CCTCTGTCCT 
CTCTCX3GCTC 
GTCCTTGCAG 
TCCACTQTAC 
CCTCTCCACA 
CTGGGCAGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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10 

15 

20 

25 

30 

35 

40 
45 
50 
55 
60 
65 
70 
75 
80 



OGACAGQOTT ACTQCCAAGG AGGCTTCAGT GCOGAOTTCA CCAA6ACTG0 COGTGTGOrT $60 
TTAGGTGGAC CAGGAAGCTA TTTCTGGCAA G6CCAGATCC TGTCTGCCAC TCAGGA6CAG 720 
ATTGCAGAAT CTTATTACCC 0C5AGTACCTG ATCAACCTGQ TTCAGGGOCA GCTGC AQACT 78 0 
CGCCAGGCCA GTTCCATCTA TOATOACAGC TACXJIAGGAT ACTCTGTGGC TGTTGGTOAA 840 
TTCAGTGGTG ATGACACAGA AfiACTTKrTT GCTGGTGTGC CCAAAGGGAA CXnCACTTAC 900 
GGCTATGTCA CCATCCTTAA TOGCTCAOAC ATTGGATOOC TCTACAACIT CTCAGGGQAA 960 

CAGATGGCXrr CCTACTTTGO CTATGCAGTG GC0GCX3VCAG AOGTCAAT06 GQA0GG6CTG 1020 

GATQACTTGC TGCrTGGGGGC ACCXXTGCTC ATQQATOQOA CCCCTGAOGG GCGGCCTCAG 1060 

GAOGTGGGCA GGGTCTAOST CTACCTGCAG CACCCACCXX5 GCATAGAGCC CACGCCCACC 1140 

CTTACCCTCA CTGGCCATGA TGAGTTTGGC OGATTTGGCA GCTCCTTGAC CCCCCTGGGG 1200 

GACCTGGACC AGGATGGCTA CAATGATGTQ GCCATOGGGG CTCCCTTTGG TGGGGAGACC 1260 

CA6CAGGGA6 TAGTGTTTGT ATTTCCTGGG GGCCCAOGAO GGCTGGCSCTC TAA6CCTTCC 1320 

CAGGTTCTGC AGCCCCTGTG GGCAGCCAGC CACACCCCAG ACTTCTTTGG CTCTGCCCTT 1380 

OGAGGAGGCC GAGACCTG6A TGGCAATGGA TATCCTGATC TQATTGTGGG GTCCTTTGGT 1440 

GTGGACAAGG CTGTGGTATA CAGOGGCOGC CCCATOQTGT CGQCTAOTGC CTCCCTCACC 1500 

ATCTTCCCCG CCATGTTCAA CCCA0AG6A6 C3GGAGCTGCA GCTTAGAGGG GAAOOCIGTG 1560 

GCCTGCATCA ACCTTAGCTT CTGCCTCAAT GCrTCTGGAA AACA0GTT6C TGACTCCATT 1620 

GGTTTCACAO TGGAACTTCA GCTQGACTGG CAGAAGCAGA AGGGAGGGGT AC660QQGCA 1680 

CTQTTCCTGO CCTCCAGGCA 6GCAACCCTO ACCCAQACCC TOCTCATCCA GAATOGGGCT 1740 

OGAGAGGATT GCAGAOAGAT GAAGATCTAC CTCAGGAACG AGTCAGAATT TGQAGACAAA 1600 

CTCTCGCC6A TTCACATOGC TCTCAACTTC TCCTTGGACC OCCAAOCOCX: AGTQQACAGC 1860 

CAOGGCCTCA G6CCAGCCCT ACATTATCAG AGCAAQAGCC GGATAOAGOA CAAGGCTCAO 1920 

ATCTTQCTOa ACTGTGaAQA AOACAACATC TGTQTGCCTG ACCTGCAGCT GGAAGTGTTT 1980 

GGQGAGCAGA ACCATGTGTA CCTGGGTQAC AAGAATGCCC TGAACCTCAC TTTCCATGCC 2040 

CAGAATGTGG GTGAGGGTG6 CX3CCTATGA0 GCTGAGCTTC GGGTCA006C CCCTCCAGAG 2100 

GCTGAOTACT CAGGACTOGT CAGACACCCA GGGAACTTCT CCAOCXTGAG CTGTGACTAC 2160 

TTTGCOGTGA AOCAGAGCOS CCrGCTGGTG TGTGACCTGG GCAAOCOCAT GAAGGCAGGA 2220 

GCCAGTCTGT GGGGTGGCCT TCGGTTTACA GTCCCTCATC TCOGGGACAC TAAGAAAACC 2280 

ATCCAGTTTG ACTTGCAGAT CCTCAGCAAG AATCTCAACA ACTOOCAAAO CGACGTGOTT 2340 

TCCTTT0G6C TCTCOGTOGA GGCTCAGGCC CAGGTCACCC TGAACX3GTGT CTCCAAGCCT 2400 

GAGGCAGT6C TATTCCCAGT AAGOGACTGG CATCCCCGAG ACCAGCCTCA GAAGGAGGAG 2460 

GACCTGGGAC CTGCTGTCCA CCATGTCTAT QAOCTCATCA ACCAAGGCOC CAGCTCCATT 2520 

AGCCAGGGTG TGCIGGAACT GAGCTGTCCC CAGGCTCTGG AAGGTGAGCA 6CTCCTATAT 2580 

GTGACCAGAG TTAOGGGACT CAACTGCACC ACCAATCACC CCATTAACCC AAAGGGCCTG 2640 

6AGTTGGATC CXX3AGGGTTC CCTGCACCAC CAGCAAAAAC GGGAAGCTCX: AAGCCGCAGC 2700 

TCTGCTTCCT CGGGACCTCA GATCCTQAAA TGCCCGOAGO CTGAQTGTTT CAGGCTGCGC 2760 

TGTQAGCTOQ OQCCCCTGCA CCAACAAGAG AGCCAAAGTC TGCAGTTGCA TTTCCGAGTC 2820 

TGGGCCAA6A CTTTCTTOCA GGGGGAGCAC CAGCCATTTA GCCTGCAGTG TGAGGCTGTG 28 80 

TACAAAGCCC TGAA6ATGCX: CTACX3GAATC CTGCCTCGGC AGCTGCCXXA AAAAGA60ST 2940 

CAGGTGGCCA CAGCTOTGCA ATGGACCAAG GCAGAAGGCA GCTATGGCX3T CCXZACTGTQO 3000 

ATCATCATCC TAGCOITCCT GTTTGGCCTC CTGCTCCTAG GTCTACTCAT CTACATCCTC 3060 

TACAAGCTTG QATTCTTC31A ACGCTCXOTC CCATATGGCA COGCCATGGA AAAAGCTCAQ 3120 
CTCAAGCCTC GAGOCACCTC TGATGCCTGA 



Seq ID NOj 4 Protein sequence 
Protein Accession #i KF 002196.1 



KQSRTPESPL 
GFSVEFYSPG 



DHFTRILEYA 
lAESYYPEYL 
GYVTILNGSD 
EVGRVYWLQ 
QQ6WPVFP0 
VDKAWYRGR 
GPTVELQLDW 
LSPIHIALNF 
GEQNHVYIiffl) 
FAVNQSRLbV 
SFRLSVEAQA 
SQGVLELSCP 
SASSGPQILK 
YKALXMPYRX 
YXLGFFKRSL 



11 
I 

HAVQLRWGPR 
TDGVSVIiVOA 
EEPVEYKBLQ 
PCRSDPSHAA 
INLVQGQLQT 
ZRSLYNFS6B 
KPAGIBPTPT 
QPGGLSSXPS 
PIVSASASLT 
QXQKGGVRRA 
SLDPQAFVDS 
KNALNLTFKA 
CDbSfeTPHKAG 
QVTUIGVSKP 
QALGGQQLLY 
CFBAECFRLR 
LPRQLPQKER 
PYGTAMEKAQ 



21 
I 

RRPPLLPLLL 
PKANTSQP6V 
WFGATVRAHG 
GQGyOQGOFS 
RQASStYDDS 
QMASYFGYAV 
LTLTGKDEFG 
QVLQPUfAAS 
ZFPAHFNPBB 
LFLASRQATL 
HGLRPALHYQ 
OHVGEGGAYB 
ASLWGGLRPT 
EAVLFFVSDW 
VTRVTGmCT 
CEI/3PIiHQQE 
QVATAVQWTK 
LKPPATSOA 



31 

1 

LLLPPPPRVO 
liQGGAVYLCP 
8SILACAFLY 
AEFTRKSIW 
YLGYSVAVGB 
AATDVNGDGL 
RFGSSLTPLG 
HTPDPFGSAL 
RSCSLBGNFV 
TQTLLIQNGA 
SKSRIEDKAQ 
AELRVTAPPB 
VPBUtDTXKr 
HPRSQPQKEB 
TNHPIKPKGL 
SQSLQI^HFRV 
AEGSYGVPLH 



41 

I 

GFNLDAEAPA 
WGASPTQCTP 
SNRXEKEPLS 
LGOFOSYFWQ 
FSGDDTBDFV 
DDLLVGAPLL 
DUDQDGYNDV 
RGGRDLDGNG 
ACINLSFOiN 
REDCREHKIY 
ILLDOSEDNI 
ABY6GLVRHP 
IQFDTQZIiGX 
DI/JPAVHHVY 
EU>PEGSLHH 
HAKTFLQREH 
IIILAILFGL 



51 

I 

VLSGPPGSFF 
XEFDSKGSRI^ 
DPVGTCYLST 
GQILSATQEQ 
AGVPKGNLTY 
MDRTPDGRPQ 
AIGAPFGGBT 
YPDIfXVGSFO 
ASGKHVAD8Z 



CVPDLQLEVF 
GHF8SLSCDY 
HLNHSQSDW 
ELINQOPSSZ 
QQKREAPSRS 
QPF8LQCEAV 
LLL6LLZYIL 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 



Seq ID NO: 5 DNA sequence 

Kucleic Acid Accession #t HM_002211.1 

Coding sequences 1..2397 " 



ATGAATTTAC 
CAAACAGATG 
GCAGGQGCAA 
TCTGCACXSAT 
QAAAATCXXA 
GGAACA6CAG 
TTGOQATTAA 
TATCOCATTQ 
AATGTAAAAA 



11 
I 

AACC3UVTTTT 
AAAATAGATG 
ATTGTGGGTG 
QTGATGATTT 
GAGGCTOCAA 
AGAAGCTCAA 
GATCAGGGGA 
AC CTCTA CTA 
GTCTTGQAAC 



21 

I 

CTGQATTGQA 
TTTAAAA6CA 
GTGCACAAAT 
AGAAGCCTTA 
AGATATAAAO 
GCCAGAGGAT 
GCCACAGACA 
CCTTATQQAC 
A6ATCTGAT0 



31 
I 

CTGATCAGTT 
AATGOCAAAT 
TCAACATTTT 
AAAAAGAAGG 
AAAAATAAAA 
ATTACTCAOA 
TJTACATTAA 
CTQTCTTACT 
AATGAAATGA 



41 

I 

CAfiTTTGCTG 
CATGT66AGA 
TACAG(9UU36 

gtt60Cx:tcc 

ATGTAACCAA 
TCCAACCACA 
AATTCAAGAO 
CAATQAAAGA 
GQA6QATXAC 



AT6TATACAA 
AATGCXTACT 
AGATGACATA 
CCGTAGCAAA 
GCAGTTGGTT 
AOCTGAAGAC 
OGATTTGGAG 
TTCGQACTTC 



60 
120 
ISO 
240 
300 
360 
420 
480 
540 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



AGAATTGGAT TTGGCTCATT TGTGGAAAAG ACTGTGATGC CTTACATTAG CACAACACCA 
GCTAAGCTCA GGAACCCTTG CACAAGTGAA CAGAACTGCA CCAGCCCATT TAGCTACAAA 
AATGTGCTCA GTCTTACTAA TAAAGGAGAA GTATTTAATQ AACTTOTTGG AAAACAGCGC 
ATATCTGGAA ATTTGGATTC TCCAOAAGOT QGTTTOaVTQ CCATCATGCA AQTTGCAGTT 
TGTGGATCAC TGATTGGCTG GAGGAATGTT ACACGGCTGC TGGTGTTTTC CACAGATGCC 
G6GTTTCACT TTGCTGGAGA TGGGAAACTT GGTCGCATTG TTTTACCftAA TGATGGACAA 
TGTCACCTGG AAAATAATAT GTACACAATO AGCCATTATT ATGATTATCC TTCTATTGCT 
CACCTTGTCC AGAAACTGAG TQAAAATAAT ATTCAGACAA TTTTTGCRGT TACTGAAGAA 
TTTCAGCCTG TTTACAAGGA GCTGAAAAAC TTGATCCCTA AGTCftGCRGT AGGAACATTA 
TCTGCAAATT CTAGCAATGT AATTCAGTTG ATCATTGATG CATACAATTC CCTTTCCTCA 
GAAGTCATTT TGGAAAACGG CAAATTGTCA GAAGGAQTAA CAATAAGTTA CAAATCTTAC 
TGCAAGAACG GGGTOAATGO AACAGGGGAA AATOGAAGAA AATGTTCCAA TATTTCCATT 
GGAQATGAGG TTCAATTTGA AATTAGCATA ACTTCAAATA AGTGTOCAAA AAAGGATTCT 
GACAGCTTTA AAATTA6GCC TCTGGGCTTT AOSGAGGAAG TAGAGGTTAT TCTTCAGTAC 
ATCTOTGAAT GTGAATGCCA AAGCGAAGGC ATCCCTQAAA GTCXXAAGTO TCATGAAGGA 
AATGGGACAT TTGAGTGTQG CGCGTGCAGG TGCAATGAAQ GGCGTGTTGG TAGACATTGT 
GAATGCAGCA CAGATGAAGT TAACAGTGAA GACATGGATQ CTTACTGCAG GAAAGAAAAC 
AGTTCAGAAA TCTGCAGTAA CAATGQROAG TGOGTCTGCG GACAGTGTGT TEGTAGGAAG 
AGGGATAATA CAAATQAAAT TTATTCTGGC AAATTCT6CG AGT6TGATAA TTTCAACrGT 
GATAGATCCA ATGGCTTAAT TTGTGGAGGA AATGGTGTTT GCAAGTGTC6 TGTGTGTGAG 
TGCAACCCCA ACTACACTGG CAGTGCATGT GACTGTTCTT TGGATACTAG TACTTGTGAA 
GCCAGCAACG GACAGATCTC CAATGGCCGG GGCATCTOCG AQTGTGQTGT CTGTAAGTGT 
ACAGATCCGA AGTTTCAAGO GCAAA06TGT OAGATOTGTC AGACCTGCCT TGGT6TCTGT 
GCTGAGCATA AAGAAT6TGT TCAGTGCAGA GCCTTCAATA AAGGA6AAAA GAAAGACACA 
TGCACACAGG AATGTTCCTA TTTTAACATT ACCAAGGTAG AAAGTCGGGA CAAATTACCC 
CAGOTGTCC AACCTGATCC TGTQTCCCAT TGTAAGGAGA AGGATGTTGA CGACTGTTGG 
TTCTATTTTA CGTATTCAGT 6AATGGGAAC AACGAGGTCA TGGTTCATGT TCTGGAGAAT 
CCAGAGTGTC CCaCTGGTCC AGACATCATT CCAATTGTAO CTG0TGTG6T TGCTGGAATT 
GTTCTTATTG GOCTTQCATT ACTGCTOATA TCGAAGCTTT TAATCATAAT TCATGACAGA 
AQQQAGTTTG CTAAArTTGA AAAOOAGAAA ATGAATGCCA AATGG6ACAC GGGTG^T 
CCTATTTATA AQAGTGCGGT AACAACTGTG GTCAATCCQA AfiTATGAOeG AAAATQl 



600 
660 
720 
780 
840 
900 
960 
X020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
ISOO 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 



Seq ID NO: 6 Protein sequence 
Protein Accession #: KP_002202.1 



MNLQPIFWIG 
SARCDDLBAL 
LRLRSGEPQT 
RIGFGSPVEK 
ISGNLDSPEG 
CHLENNMYTH 
SANSSNVIQL 
^EVQFEISI 
NGTFECGACR 
RDNTNEIYSG 
ASNGQICaJGR 
CTQECSYPNl 
FECPT6F0IX 
PIYKSAVTTV 



11 
1 

LI8SV0CVFA 
KKKGCPKJDI 
PTLKPKRAED 
TVMPYISTTP 
6FDAIMQVAV 
SKVyDYPSIA 
IIDAYKSLSS 
TSNKCFKKDS 
CNEGR.VGSHC 
KFCECDNFITC 
GICBGGVCKC 
TKVESROKLF 
PIVAGWA6X 
VNPKYEGK 



21 
1 

QTIDEHRCLKA 



YPIDLYYLMD 
AKLBNPCTSE 
CGSLIGWRNV 



31 41 51 

I I I 

NAKSOGBCIQ AGPNCGHCTN STFLQEGMPT 
KHKHVTMRSK GTAEKLKPED ITQIQPQQLV 
LSYSMKDDLE NVKSIjGTDLM NEMRRITSDF 
QNCTSPFSYK NVLSLTNKGB VFNELVGKQR 
TRIiLVPSTDA GFHFAGDGKL GGIVLPNDGQ 
IQTZFAVTEE FQPVYKELKN LIPKSAVGTL 
EVILBNGKLS BGVTISYKSY CKKGVNGTGE NGRKCSNISI 
DSPKIRPLGP TEEVEVILQY ICECECQSBG IPBSPKCHEG 
ECSTDEVNSE DMDAYCRKEN SSEICSNNGE CVCGQCVCRK 
DRSNGIiIOQG NGVCKCRVCE CNPNYTGSAC DCSLDTSTCE 
TDPKEXJGQTC EMCSQTCUWC AEHKECVQCR AFNK6BKKDT 
QFVQPDPVSH CK ER D V DDCW PYPTYSVNGH NEVMVHWEN 
VLIGLALLLX IIKLU4IXHDR RSFAKFBKBK MMAKHDTGEN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 

780 



Seq ID KOa 7 DMA sequence 
Nucleic Acid Accession #3 
Coding sequence: 26.. 1453 



NM 002425 



I 11 21 

I i I 

AAAGAA6GTA AGGGCA6TGA GAAT6ATGCA 
AGTCTGCTCT GCCTATCCTC TGAGTGGGGC 
TGCCC3W3CAA TACCTAGAAA AGTACTACAA 
AAAGGACAGT AATCTCATTG TTAAAAAAAT 
GGtGACAGGG AA6CTAGACA CTGA CACTC T 
TCCTGAOSTT GGTCACTTCA GCTCXTTTOC 
TACATACAGQ ATTGTGAATT ATACACCAOA 
TGAGAAAGCT CTGAAAGTCT GGGAAGAGGT 
AGGA6AGGCT GATATAATGA TCTCTTTCGC 
TGATG6CCCA GGAGACAGTT TGGCICATGC 
TATTCACTTT GAIGATCMG AAAAATG3AC 
CGTTGCTGCT CATGAACTT6 GCXaCTCCCT 
TTTGATGTAC CCACTCTACA ACTCATTCAC 
TGATGTGAAT GGCATTCAGT CTCTCTACX3Q 
QGTGCCCACA AAATCTGTTC CTTCX3GGATC 
GTCCTTCGAT GCCATCAGCa CTCTGAGGG6 
TTGGCX3AAGA TCCCACTGGA ACCCTGAACC 
CTCTCTTCCA TCATATTTGG ATGCXGCATA 
TTTTAAAOQA AATGAGTTCT GGGCCATCAG 
AG6CATCCAT AOCCTGGGTT TTCX TTCCAA C 
CAAGGAAAAG AAI^U\AACAT ACTTCTTTGC 
TAGCCAGTCC ATGGAGCAAG GCTTCXXTAG 
GCCTAAGGTT GATGCTGTAT TACftGGCATT 
ACAGTTTGAG TTTQACCCCA ATGCCAGGAT 
GTTACATTOC TAGCSOOAGAT AGGGGGAAGA 
ATTATTCATC TAATGTATTA T6AG0CAAAA 



31 41 51 

TCTT6CATTC CTTGTGCTGT TGTGTCTGCC 60 

AGCAAAAGAG GAGGACTCCA A CAAGG ATCT 120 

CCTCQAAAAG GATGTGAAAC AOTT TAGAAQ IBO 

CCAAGGAATG CABAAGTTCC TTGGGTTGGA 240 

GGAGGTGATG CGCAAGCCCA GGTGTGGAGT 300 

TGGCATGCX36 AAGTGGAGGA AAACCCACXn 360 

TTTGCCAAGA GATGCTGTTQ ATTCTGCCAT 420 

GACTCCACTC ACATTCTCCA GGCTGT ATOA 480 

AGTTAAAGAA CATGGAGACT TTTACTCTTT 540 

CIACCCACCT GQACCTGGGC TTTATGQAQA 600 

AGAAGATGCA TC3^GQCACCA ATTTATTCCT 660 

GGGGCTCTTT CACTCAGCCA ACACTGAAGC 720 

AGAGCTCGCC CAGTTCCGCC TTTCGCAAGA 780 

ACCTOCCCCT GCXTTCTACTG AGGAAO OOCT 840 

TGAGATGCCA GCCAAGTGTG ATCCTGCTTT 900 

A6AATATCTG TTCTTTAAAG ACAGATATTT 960 

TGAATTTCAT TTGATTTCTG CATTTTQGCX: 1020 

TQAA3TTAAC AGCAGGGACA COGTTTTTAT 1080 

AGGAAATGAG GTACAAGC3W3 GTTATCCAAO 1140 

CATAAGGAAA ATTGATGCAG CTGTTTCTGA 1200 

AGOGGACAAA TACTGGAOAT TTGATQAAAA 1260 

ACTAATAGCT GATGACTTTC CAGGAGTTGA 1320 

TGGATTTTTC TACTTCTTCA GTG6ATCATC 1380 

GGTGACACAC ATATTAAAGA GTAACAGCT6 1440 

C3VGATATGG6 TGTTTTTAAT AAATCZAATA 1500 

TGGTTAATTT TTCCT6CAIG TTCTGTQACT 1560 



951 



wo 03/042661 



PCT/US02/36810 



GAAGAA6ATG A6GCTTGCAG ATATCTGCM GTCTCAT6AA GAATOrrTCT 6GAATTCTTC 1620 

ACTTGCTTTT GAATTGCACT GAACAGAATT AAGAAATACT CAIOTOOUVT AGGT6AGAGA 1680 

ATQ1ATTTTC ATAGATGTGT TATTACTTCC TCAATAAAAA GTTTTATTTT GQGGCItSTTC 1740 

5 

Seq ID NO J 8 Protein sequence 
Protein Accession #: NP_002416 

1 11 21 31 41 51 

10 1 I I 1 1 I 

MHLAPLVLLC LPVCSAYPLS GAAKBEDSNK DLAQQYLEKY YNLBKDVKQF RRKDSNLIVK 60 

KIQC»IQKFLG LBVTQKLDTD TLBVMRKPRC GVPDVGHFSS PPGMPKSIRKT HLTYRIVNYT 120 

PDLPRDAVDS AIEKALRVWE BVTPLTFSRL YEGEADXMIS FAVKBHGDPY SFDGP6K8LA 160 

HAYPPGPGLY GDIHFDDDEK WTBDASGTNL FLVAARELGK SLGLFBSANT EALMYPLYNS 240 

13 PTELAQFRLS QDDVNQIQSL YGPPPASTEE PLVPTKSVPS GSSMPAKCX>P ALSFDAISTL 300 

RGBYLPFKDR YPWRRSHWNP BPEFHLISAP WPSLPSYLDA AYBVNSRDTV FIPKGNEPWA 360 

IRGNEVQA6Y PRGIRTLGFP PTIRXIDAAV SDKEKKKTYF FAADKYWRFD EKSQSMEQGF 420 
PRLIADDFFG VEPKVDAVLQ AFOFFYPFSG 88QPEFDPMA RNVTHILXSN SWLHC 

20 Seq ID KOt 9 DMA sequence 

Kucleic Acid Accession XM_058189.2 
Coding sequence t 16 9 .. 774 

1 11 21 31 41 51 

25 i I { I I i 

QAAQACCAQC TCAGCTCTTC AQTTGTTQAT CATTOTCTAT TGTTCTCCAA ACAQTAAACC 60 

AGTATTTCAC ACTGAGATTG TCGGCTGOGG GTATATTCCA ATTCGCOGTC TCCTCATGAA 120 

TATGAA8T6A A6GGCTCTGA CCCTGGAAGT GGTTCTAA6C AGGGCAAAAT GGGGTCTCGG ISO 

AAGTGTGGAO GCTGCCTAAG TTGnTGCTG ATTCCX3CTT6 CACTTrGGAG TATAATOGTG 240 

AACATATTAT TGTATTTCCC OAATGGGCAA ACTTCCTATG CATCCAGCAA TAAACTCACC 300 

AACTAC6TGT GGTATTTTGA AGGAATCTGT TTCTCAGGCA TCATGATGCT TATAGTAACA 360 

ACAGTTCTTC TGGTACTGGA GAATAATAAC AACTATAAAT GTTOCCAGAO TQAAAACTGC 420 

AGCAAAAAAT ATSTOACAGT OCTGTCAATT ATCTTTTCTT CCCTOGQAAT TGCTTTTTCT 480 

GGATACTGCC TOGTCATCTC TGCCTTGGGT CTTGTCCAAG GGCCATAT7G COGCACCCTT 540 

35 GAT6GCTGQG AGTATGCTTT TGAAGGCACT GCTGGACGTT TCCTTACAGA TTCTAGCATA 600 

TGGATTCAGT GCCTGGAACC TGCACATGTT GTGGAGTGGA AGATCATTTT ATTTTCCATT 660 

CTCATAACGC TCAGTGGGCT TCAAGTGATC ATCXGCCTCA TGAGAGTAGT CATGCAACTA 720 

TCCAAGATAC TGTGTGGAAG CTATTCAGTO ATCTTCCAGC CTGGAATCAT TTGAATAAGO 780 

ACAAAATGTT TTCCATTATC AAGACATGGC CATCTATCTA AATATTATAT CAACTGTGTA 840 

GACTTGAGGG CAATATTGAA ATQATGGTGC TTTCTGCATT TGGTGTTTAT TTGTAAAAAA 900 

TTTGCAGTCC TCACTGCACA TGCAAGTATA CC3W:CCTTCC ATTTAGTATG TTTTTTAAOT 960 

AATATGCATC AGAAACTTCA GAAATACTTC TGCCCTTTGA TCAAACAAAT CCATTTCCAA 1020 

GAATCIGTAC TAG6GAAGTA AATAAGAATA TGAGA6AAAC CTTTATGCAA ATATOTATAT 1080 

T6CAACATTA TTTAATATTC TGGAAAATTO QAAACAOCXT AAAATTCTAA ACTGAOAaaA 1140 

AGGATTAAGT AAAGAGTGGT ACATACTGTA AATGTTTTCT GATATTAAAA AAAAAATTAA 1200 
ATAAAAAATA AAGAOTACTA CATG07TGTA AAA 



30 



40 
45 
50 



Seq ID KOt 10 Protein sequence 
Protein Accession #i XP 058189.1 



1 11 21 . 31 41 51 

t 1 I I I I 

MGSRKGGGCL GCLXiIPIiAXA? SXIViriUiYF PMOOTSYASS HKLTmrVWYF EGICF6GZMM 60 

XilVTTVIiLVL EMMMNYKCOQ SEKCSXnrVT UiSIZFSSLO lAFSGYCLVX SALGLVQGPY 120 

55 CRTUXZWBYA FBOTAGRFLT DSSZWIQCLB PAHWEHNZZ LPSXLXTLSQ XiQfVXXCLZRV 180 
VMQLSKZLOS 8Y8VXFQPOX X 

Seq ID NOi 11 DMA sequence 
Nucleic Acid Accession #t X1M_002421.2 
OU Coding sequence i 1..1409 

1 11 21 31 41 51 

1 1 I I I I 

^ ATGCACA6CT TTCCTOCACT 6CT6CTGCTG CT G ll'CT GG Q G iqTBGTGTC ACACAGCTTC 60 

65 CCA606ACTC TAQAAACACA A6AGCAAQAT QTGGACTTAa TCCAGAAATA CCTGGAAAAA 120 

TACTACAACC TGAA6AATGA TGGGAGGCAA GTT6AAAAGC GGAGAAATAG T6GCCCAGTG 180 

GTT6AAAAAT TGAAGC3UUVT GCAGGAATTC TTrGGGCTQA AAGTGACTGG GAAACCAGAT 240 

GCTQAAACCC TQAAGQTGAT OAAGCAGCCC AOATOTOaAa TaCCTOATOT GGCTCAOTTT 300 

GTCCTCACTG AGGGQAAGCC TG8CTGG6A6 CAAACACATC TOACCTACMS GATTOAAAAT 360 

70 TACAOGCCAO ATTTGCCAAG AGCAGATGT6 GACCATGCCA TTGAGAAAGC CTTCCAACTC 420 

TOGAGTAATO TCACACCTCT GACATTCACC AAGGTCTCTG AGGGTCAAGC AGACATCATG 480 

ATATCTTTTG TCAGGGGAQA TCAT0G66AC AACTCTCCTT TTGATGOACC TGGAGGAAAT 540 

CTTGCTCATG CTTTTCAACC A060CCA66T ATTGGA6GGG ATGCTCATTT T6ATGAA0AT 600 

_ GAAAGGTG6A CCAACAATTT CAGAGAGTAC AACTTACATC GTGTTGGG6C TCATGAACTC 660 

75 GGCCATTCTC TTGGACTCTC CCATTCTACT GATATCGGGG CnTGATGTA CCCTAGCTAC 720 

ACXTTTCAGTO GTGATGTTCA GCTAGCTCAG OATGAGATTG ATGGCATCCA AGCCATATAT 780 

GGAOGTTCCC AAAATCCTGT CCAGCCCATC GGCCCACAAA CCCCAAAAOC ATOTOACAQT 840 

AAGCTAACCT TTGAT6CTAT AACTACX3ATT OGGGGAQAAO TGATGTTCTT TAAAGACASA 900 

^ TTCTACATQC 6CACAAATCC CTTCTACCOO OAAOTTQAGC TGAATTTCAT TTCTOTTTTC 960 

oU TOGCCACAAC TGCCAAATGG QCTTGAAQCT GCTTAOGAAT TTGCOQACAO A6ATGAAGTC 1020 

CGGrrrrrcA aagggaataa gtactgqgct gttcaggoac agaatgtgct acaojgatac iobo 

CCCAAGGACA TCTACASCTC CTTTGGCTTC CXTrAGAACTG TGAAGCATAT OGATGCTGCT 1140 

CTTTCTGAG6 AAAACACTQG AAAAACCTAC rrCfT TO TTG CTAACAAATA CTO GAOGT AT 1200 

GATGAATATA AACGATCTAT GGATCCAGGT TATCOCAAAA TGATAGCACA TGACTTTCCT 1260 

952 



wo 03/042661 



PCTAJS02/36810 



GGAATTGGCC ACAAAGTTGA IGCAGTTTTC ATGAAAC3ATG GATTTTTCTA TTTCTTTCAT 
^^AMT TOATCCTAAA AOGAAGAOAA TTTTGACTCT CCAGAAAGCT 
AATACCTGGT TCAACTGCAG GAAAAATTAG 

Seq ID NO: 12 Protein sequence 
Protein Accession #: IIP_002412.1 



1320 
13S0 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



1 
1 

MHSFPPLLLL 
VEKLKQMQEP 
YTPDLPRADV 
LAHAFQPGPG 

PVMRTNPFYP 
PKDIYSSFGF 

GIGHKVDAVF 



11 
I 

LFW3WSHSF 
FGLKVTGKPD 
DHAIEKAFQL 
IGGDAHFDED 
DDIDGIQAIY 
EVEIiNFISVP 
PRTVKHIDAA 
MKDGFFYFFH 



21 
I 

PATLBTQBQD 
AETliKVMKQP 
WSNVTPLTFT 
ERWTNNFREY 
GRSQNPVQPI 
WPQIiPNGLEA 
LSEENTGKTY 
QTRQYKFDPK 



31 

1 

VDLVQKYLEK 
RCGVPDVAQF 
KVSEGQADIM 
NLHRVAAHEL 
GPQTPKACDS 
AYEFADRDBV 
FFVANKYWRY 
TKRIIiTLQKA 



41 

1 

YYNUQJDGRQ 
VLTEtaiPRWE 
ISFVRGDHRD 



KLTFDAITTI 

RFPKGNKYWA 
DEYKRSMDPG 
NSWFKCRKN 



51 
I 

VEKRRNSGPV 60 

QTHLTYRIEN 120 

NSPFDGFGGN 180 

PIGALM YPSY 240 

K6SVMFFKDR 300 

VQGQNVLHGY 360 

YPKMIAHOPP 420 



Seq ID NO J 13 DNA sequence 
Nucleic Acid Accession #t NM_002421.2 
Coding sequences 1..1409 



ATGCACAGCr 
CCA6GGACTC 
TACTACAACC 
GTTGAAAAAT 
GCTGAAACCC 
GTCCTCACIG 
TACACQCCAG 
TGQAGTAATG 
ATATCTTTTG 
CTTGCTCATG 
QAAAGGTGGA 
GGCGATTCTC 
ACCTTCAGTG 
GGACGTTCCC 
AAGCTAACXn? 
TTCTACATGC 
TGGCCACAAC 
CX3GTTTTTCA 
CCCAAGOACA 
CTTTCTGAGG 
OATGAATATA 
GGAATTGGCC 
GGAACftAGAC 
AATAGCTGGT 



11 
I 

TTCCTCCACT 
TAGAAACACA 
TGAAGAATGA 
TGAAGCAAAT 
T6AAGGTGAT 
AGGG6AACCC 
ATTTGCCAAG 
TCACACCTCT 
TCAGGGGAGA 
CTTTTCAACC 
CCAACRATTT 
TTGGACTCTC 
GTGATGTTCA 
AAAATCCTGT 
TTGATGCTAT 
GCACAAATCC 
TGCCAAATGG 
AAGGGAATAA 
TCTACAQCTC 
AAAACACTGG 
AACGATCTAT 
ACAAAGTTOA 
AATACAAATT 
TCAACTGCAG 



21 
1 

GCTGCTGCTG 
AGAGCAAGAT 
TGGGAGGCAA 
GCAGGAATTC 
GAAGCAGCCC 
TCGCTGGGAG 
AGCAGATOTQ 
GACATTCACC 
TCATGGGGAC 
AGGCCCAGGT 
CAGAGAOTAC 
CCATTCTACT 
GCTAGCTCAG 
CCAGCQCATC 
AACTACQATT 
CTTCTACCCG 
GCTTGAAGCT 
GTACTGGGCT 
CTTTGGCXTC 
AAAAACCTAC 
GGATCCAGGT 
TGCAGTTTTC 
TGATCCTAAA 
6AAAAATTAG 



31 
I 

CTGTTCTGGG 
GTGGACTTAG 
GTTGAAAM3C 
TTTGGGCT6A 
AGATGTGGAG 
CAAACACATC 
QACCATGCCA 
AAGGTC TCTG 
AACTCTCCrr 
ATTGGA6GGQ 
AACTTACATC 
GATATCGGGG 
GATGACATTG 
GGCCCACAAA 
OGGGGAQAAG 
GAAGTTGAGC 
GCTTACGAAT 
GTTCAGGGAC 
CCTAGAACTG 
TTCTTT6TTG 
TATCCCAAAA 
ATGAAAGATG 
AOGAAGAGAA 



41 

I 

GTGTGGTGTC 
TCCAGAAATA 
GGA6AAATA6 
AA6IGACTGG 
TGGCTGATGT 
TGACCTACAG 
TTGAGAAAGC 
AGGGTCAAGC 
TTGATGQAOC 
ATQCTCATTT 
GTGTTG0G6C 
CTTTGATGTA 
ATGGCATGCA 
CCCCAAAAGC 
TGATGTTCTT 
TCAATTTCAT 
TTGCCGACAG 
AGAAT6TGCT 
TGAA6CATAT 
CTAACAAATA 
TQATAGCACA 
GATTTTTCTA 
TTTTGACTCT 



51 
I 

ACACRGCTTC 
CCTGGAAAAA 
TGGCCCAGTG 
GAAAOCAGAT 
G6CTCAGTTT 
GATCGAAAAT 
CTTCCAACTC 
AGACATCAT6 
TGGAGGAAAT 
TGATGAAGAT 
TCATGCCCTC 
CCCTAGCTAC 
AGCCATATAT 
ATGTGACAGT 
TAAAGACAGA 
TTCTGTTTTC 
AGATGAAGTC 
ACACGGATAC 
06ATGCTGCT 
CTGGAGGTAT 
TGACTTTOCT 
TTTCTTTCAT 
CCAGAAAGCT 



60 
120 

lao 

240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



Seq ID HOs 14 Protein sequence 
Protein Accession #t NP_002412.1 



1 
I 

MBSPPPLLLL 
VEKLKQMQEF 
YTPDLPRADV 
LAHAFQPGPG 
TFSGDVQLAQ 
FYMRTNPFYP 
PKDIYSSFGF 
GICmKyDAVF 



11 
I 

LFWGWSHSF 
FGLKVTGKPD 
DHAlEKAFQIr 
IGGDAHFDED 
DDIDGIQAIY 
EVELMFISVF 
PRTVKHIDAA 
MKDGFFYFFH 



21 
I 

PATLETQEQD 
ABTLKVMKQP 
WSNVTPItTFT 
BRWTNMFRSY 
GRSQNPVQPI 
MPQLPNGLEA 
LSEENTGXTY 
GTRQYKFDPK 



31 

I 

VDLVQKYIiEK 
RCGVPDVAQF 
KVSEGQADIM 
NIiHRVAABAIi 
GPQTPKACDS 
AYEPADRDEV 
FFVANKYVfRY 
TKRIIjTLQKA 



41 

I 

YYNLKNDGRQ 
VLTEGNPRWE 
ISFVRGDHRD 
GHSLQIiSHST 
KLTFDAITTI 
RPPKSNKYWA 
DEYKRSMDPG 



51 

VEKRRNSGPV 60 

QTHLTYRIEN 120 

N5PFDGP6GN 180 

DIGAIJ4YPSY 240 

RGEVMFFKDR 300 

VQGQNVIAGY 360 

YPKHIAHDFP 420 



Seq ID NO: IS DNA sequence 

Mucleic Acid Accession #: FGENBSH predicted 

Coding sequence! 141.. 1560 



TCTGOGTGTG COGGGGCTAG 
AG6CAAACAG AGGAGGGAAG 
CTCTACAQGC CTQTGTOGCT 
TCCGOGAGTT CACTCGCCAC 
GOGGGATCCT CACTGACGTC 
CAGTTCTCAT CGCCTGCAGT 
GGGTQQAGQT GCTCTCTCIG 
ACTTCATGTA CACTTCGC6C 
COGCCACCTA TTTGCAGATG 
GCTATGAACC TCTGGGCATC 
0G6C0CCTCC ACCAGGTAGT 
CTOGAAGCTG CAGTCAAGGC 
GGAAAAAOTA CAAOTACATC 



21 
t 

GGGCTGGAAG 
6CGTCTTA6G 
ATGG6TTC0C 
TCCTCOGAOG 
ACGCTGCTGG 
GGCTTCTTCT 
CCOGGGGGTC 
CTGOGCCTCT 
GAGCACGTGG 
TCCCTGCGCC 
CCCAOGCGCT 
CCOCCCAGTC 
GTGCTAAACT 



31 
I 

TCCTGGCrCI 
ACTGCCTGGA 
CCGCCGCCCC 
TGCTGGGCAA 
TTGGCGGGCA 
ATTCAATTTT 
CCGAAG06AG 
CTCCAGCCAC 
TCCAGGCATG 
CCCTGGAA6C 
CC6AAGGACA 
CAG OCAGCOC 
CTCAGGOCIC 



41 

1 

AGTTGCACCT 
TCCAGAGCAC 
GGAGGGAGCG 
CCTCAACGAG 
ACCCCTCAGA 
CCGGGGCCGT 
AGGCTTCGCC 
TGCACCAGCA 
CCACGGCTTC 
AGAACGOOCA 
CCCAGACGCA 
TGAGCGCAAG 
CGAA6CA0GG 



51 
I 

06GAAGGAAA 
TTTCCTOGGC 
CTGGGCTAOG 
CTGC6CCT6C 
6CACACAAGG 
6CGGGAGTC6 
CCTCTATTGG 
GTCCTAGOGG 
ATGCAGGGCA 
ACACCCCCAA 
CCTACIGAAT 
GCCTGCAACT 
AGGCTOOTOG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



953 



wo 03/042661 



GGGA6AGAAG TTCTGGTCAA CXnTGCCCCC AAGCXAOGCT CGCCA0TOaA GAOSAjaQGCT 840 
CCAOCAGCAO CAGCAGCAGC ACOVGCAGOV QTGAAGAAOa AGCCATTOCT GGTCCCCAGA 900 
GCAiGGCTCTC TOCAACTGCT GCCACTGTGC AGTrCAAATQ TGGGGCTCCA GCCAGTACCC 960 

CCTACCTCCT CACATCCCAG GCTCAAGAC3V CCTCTGGATC ACCCTCTGAA CGGGCTCGTC 1020 

CACTACOGGG AAGTGAATTT TTCAGCTGCC AGAACTGTOA GGCTGTGGCA GGOTQCTCAT 1080 

CGGOGCrGGA CTCCTTC5GTT CCTGGGGAOO AAQACAAACC CTATAAOTGT CAGCTGTGCC 1140 

GGTCTTCGTT CCGCTACAAG GGCAACCTTG CCAGTCATOO TACAGT6CAC ACAGGGGAAA 1200 

AGCCTTACCA CTGCTCAATC TGCGGAGCTC GTTTTAACCG GCCAGCAAAC CTGAAAAOGC 1260 

ACAGCOGCAT CCATTOGGQA 6AGAAGCCX3T ATAAGTGTGA GAOSTGOGGC TCGOGCrTTO 1320 

TACAgOTGGC ACATCTGOSO OOGCACGTQC TGATCXIACAC OSGGQAGAAO CCCTACCCTT 1380 

GCCCTACCTQ CGGAACCCGC TTCOOCXACX: TGCAGACCCT CAAGAGCCAC GTTCGCATCC 1440 

ACACXXX3AGA GAAGCCTTAC CACTGOGACC CCTQTGGCCT GCATTTCOGQ CACAAGAGTC ISOO 

AACTGOGGCT GCATCTGOGC CAGAAACACG GAGCTGCTAC CAACACCAAA GTGCACTACC 1560 

ACATTCTCGO GGGOCCCTAG CTQAQOGCAG GCCCAOOCCC CACTTOCTTC CTQOGGOTGG 1620 

GAAAGCTGCA GGCCCAGGCC TTGCTTCCCT ATCAGGCTTO GGCATAGGGG TGTGCCAGGC 1680 

CACrrrGGTA TCAGAAATTG CCACCCTCTT AATTTCTCAC TGGGGAGAGC AGGGGTGGCA 1740 

GATCCTGGCT AQATCTGCCT CTQTTTT6CT GGTCAAAACC TCTTCCOCAC AAGOCAQATT 1800 

GTTTCTGAOO ASAGAOCTAG C TAOGO GCTG GQA AAOQG QA GAGATTGQAO TCCTGGTCTC 1860 

CCTAAGGGAA TAGCCCTCCA CCT6TGGCCC CCATTGCATT CAGTTTATCT GTAAATATAA 1920 

TTTATTGAGQ CCTTTGGOTO GCACCGQGGC CTTCATTOQA TTOCATTTCC CACTCCCCTC 1980 

TTCCACAAGT OTGATTAAAA OTGACCAGAA ACACAQAAGG TGAOATCACA GCTCTGCTGG 2040 

CAGA6ATTAC TAGCCCTTGG CTCTCTCGTT TGGCTTGGGT ATTTTATATT ATTTCTOTCA 2100 

TAACTTTTAT CTTTAGAATT GTTCrTTCTC Cit r mtrriT GCTTCTTAGT TTGTTTAAAA 2160 

TGGAAAAAGQ G6TTCTCTQT OTTCTGCCOC TGTAATTCTA G6TCT6GAAC CTTTATTTGT 2220 

TCTAGGGCAG CTCTGGGAAC ATGCX3GGATT 6TGGAATTGG GTCAGGAACC CTCrCTGGTA 2280 

TTCTGGATGT TGTAGGTTCT CTAGCAGTCT AGAAATGGAT ACAQACATTT CTCTGTTCTT 2340 

CAAGGGTGAT AGGAACCATT ATGTTGAGCC CAAAATGGAA GTAATAATAA ATGCCTCCTG 2400 

aAaOCTQTQG OTGTQGQGGA TTCTOTATCT G6ATTC0GTA TCACTCCAAC TGGAGGCT6T 2460 

GGGTGTG6G6 GATTCTGTAT CTG6ATTG0G TATCACTCCA AGTGGAGGCT GGCAGGTTTT 2520 

TCTGCAAGAT QGTCCAGAAT CTAAAATGTC CCATTAATCT GGTCACTTGG GTTTGGCTCT 2580 

GCTGTATCCA TCTATAGTGG TAGAGACCCA CCAGGGCTCA AGTGGAGTCC ATCATCCTCC 2640 

CACGGGGGCC T6TTCTTAGC ACTGAGTTGA TCGCTCCATO GGGGAGAGAT CA6ACATTCC 2700 

TTATCAGAGA TGATGTGACC TTTTCTGACT CTGCCCAGTC TCTATGAATO TTATGGCCTA 2760 

GGGAAGAATC ATGAAACTCT TTA6CTTGAT TAGATGGTAA ACAGTGTTAA CCCATCCTTT 2820 

ACTACAGAGG CATATGGGTT TGAATGTTAC CTGGGGTTCT CTCTATTGAO TTGAGCCCCT 2880 

TCTTCCTTTA GTGGGTTTTG GACATCTTCT GGCAAGTGTC CAGATGCCA6 AACCTTCTTT 2940 

TCCTCTAGAA GGGATGGTGC TTGGTAACCT TACCTTTTAA AAGCTGGGTC TGTGACCTGG 3000 

TCTTCOCATC CCT6CATTCC TGTCTGGAAC CAOTGAATQC ATTA6AACCT TGCATAOQAA 3060 

AAGAAAAGGG GCTGAGTTCC ATTC7GGGTT T6CIGTM3TT TQOTTGGGAT TATTOTTGGC 3120 

ATTACAGATG TAAAAGATTG ACTAGCXX3VT AGGCCAAAGG CCTGTTCTAO TTGACCAAGT 3180 

TTCAAGTAGG ATTAAGAGGT TGGTTGAGGG GTGCAGTTTC TGGTGTAGGC CAQGTAGGTA 3240 

GAAA6TGAGG AACAGG6TTG CCTCTTGGCT GGGTGGAGTC TCTGAAATGT TAGAAGAAGC 3300 

GCT6AAGCCI TQATTQATAO TTCTOCOCCT TQTT Q OOCTQ GQGGTTATCT OATTATGGGA 3360 

06AGGGTAGA AAGTAAGAAG CACTTTT6AA TTTGTGGGGT A6AACTTCAA CAATAAGTCA 3420 

GTTCTAGTGG CTGTCJGCCTa GGGACTAGTQ AGAAAGCTAC TCTTCTCCCT CTTCCCTCTT 3480 

TCTCSXCATG GCCCCACTGC AGAATTAAAG AAaaAAGAAG GGAAGQCQGA GOAOTCTATA 3540 

AGAAOGAATC ATQATTTCTA TTTAGCAGAT TGGATGGGCA GGTGGAGAAT GCCTGGGGGT 3600 

AGAAATGTTA GATCTTGCAA CATCAGATGC TT3GAATAAA GAAGCCICTC TGY6CNRAAA 3660 
AAAAAAAAAA AAAAAA 

Seq ID NOj 16 Protein sequence 
Protein Accession #i FGENBSH predicted 

1 11 21 31 41 51 

) ) I I i i 

MGSPAAPBQA LGYVREFTRH SSDVIiGNUIB LRLRGILTDV TLLVGGQPLR AHKAVLIACS 60 

GFFYSIFRGR AQVOVDVLSL PGGPEAROPA PLLOFMYTSR LRLSPATAPA VLAAATYIiQM 120 

EBWQAGHRF IQA8YBPLGZ SLRPLBAEPP TPPTAPPPQS PRRSIfiUHPDP PTBSR6CSQG 180 

PPSPASPDPK ACHWKICyKyi VUlSQASQAG SLVGERSSGQ PCPQARLPSG DBASSSSSSS 240 

SSSS6BGPIP GPQSRLSPTA ATVQFKOGAP ASTPYLLTSQ AQDTSQSPSE RARPLPQSEF 300 

FSCQNCEAVA GCSSGLDSLV PGDEDKPYKC QLCRSSFRYK QILASHRTVH TGEKFYKCSI 360 

GQARFNRPAlf IiKTBSRIHSG EKFYKCBTOO SRFVQVAKLR AHVLZHTGER FYPCPT06TR 420 
PUHLQTLKSa VRZHTGBKPY HCDPOQLHFR HKSQLRUOiR QKHGAA1NTK VKYHZZiOGP 

Seq ID NO: 17 PNA sequence 

Nucleic Acid Accession #t XN_039209 

Coding sequence: 1..2049 

1 11 21 31 41 51 

1 I i i I I 

ATGCTGAAGA TGCTCTCXnT TAAGCTGCTG CTGCTGQCOG TGGCTCTGGG CTTCTTTGAA 60 

GGAGATGCTA AGTTTGGGGA AAGAAAOGAA GGGA60GGAG CAAGGAGGAG AAGGTGCCTG 120 

AATGGGAAGC GCCCGAAGOG CCTGAAAAGG AGAGACA6GA GGATGATGTC GCA6CIGQAG ISO 

CTGCTGAOTQ GGGGAGAGAT GCTGTOOGGT GQCTTCTACC CTOGGCTGTC CTGCTGOCT O 240 

CX3GA6TGACA GCCCG6G0CT AGGGCGCCTG GAQAATAAGA TATTTTCTGT TACCAACAAC 3O0 

ACA6AATGTO GGAAGTTACT GGAGGAAATC AAATGTGCAC TrTGCTCTCC ACATTCTCAA 360 

AGCCTGTTCC ACTCACCTGA GAGASAAGTC TTGGAAAGAG ACCTAGTACT TCCTCTGCTC 420 

TGC3UUU3ACT ATTGCAAAGA ATTCTTTTAC ACTTG006AO GOCATATTCC AGOTTTCCrT 480 

CAAACAACTG GGGATOAGTT TTGCTTTTAC TATGCAAGAA AAGATGGTG6 G " lTClX3 Cr i 'T 540 

CCAGATTTTC CAAGAAAACA AGTCA6AGGA OCAGCATCTA ACTACTTGGA 0CAGATG6AA 600 

QAATATQACA AAGTOGAAGA GATCAGCAGA AAGCACAAAC ACAACTGCTT CTGTATTCAG 660 

GAGGTTGTQA GTGGGCTGCG 6CAGCC0GTT GGTOGCCTGC ATAGTGGGGA TGGCTOGCAA 720 

OQTCTCTTCA TTCTGGAAAA AGAAGOTTAT 8TQAAQATAC TTAGCCCTGA AGOAGAAATT 780 

TTCAAGQAOC CITATTTGGA CATTCACAAA CTTOTTCAAA OTGOAATAAA GOQAaaAGAT 840 
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GAAAGAGGAC TGCTAAGCCT CGCATTCCAT 
GTGTCCTATA CCACCAACCA AGAACGGTGG 
GTTGTGGAAT ACACAGTATC CAGAAAAAAT 
GTCTTTCTTG AAGTTGCAGA ACTCCACAGA 
5 CCTGAOGGCT TTTTGTACAT CATTCTTGGT 
GAAATGGATG GGTTAAGTGA TTTCACAGGC 
ATGTGTAAOG TGCCTTATTC CATACCAAGG 
CCCCCCGAAG TGTTTGCTCA TGGGCTCCAC 
CCCACTGATA TAAACATCAA TTTAACXSATA 
10 TCS^TCRGOCA GAATTCTACA GATAATAAAG 
TTAGAATTCA AGCCATTCAG TAATGGTCCT 
CAGTCAGAAA GATTGTATGG AAGCTACGTG 
CTCCAGCAAA GTCCTGTGAC AAAGCAGTGG 
GGGTCCTGTA GAGGCTACTT TTCCGGTCAC 
15 GAAGTTTACA TTTTATCAAG CAGTAAAAGT 
AAAATTGTAG ATCCCAAAAG ACCTTTAATG 
GCACAGACAC TGACTTCAGA GTGCTCCAGG 
GGAAAGTGCT GCTGCAGTCC AGGCTGGGAG 
CCAGCATGTC GTCATGGAGG TGTCT6TGTT 
20 TATCTTGOTC CTGAATGTOA ACAACTOGAC 
ATCACCTAG 



CCCMTTACH AGAAAAATGG AAAGTTGTAT 900 

GCTATCGGGC CTCATGACCA CATTCTTAQG 960 

CCACACCAAG TTGATTTOAG AAC AGCXa OA 1020 

AAGCATCTGG QAGGACAACT GCTCTTTOGC 1080 

GATGGGATGA TTACACTGGA TGATATGGAA 1140 

TCAGTGCTAC GGCTGGATGT GGACACAGAC 1200 

AGCAACXTAC ACTTCAACAG O^CCAACCAG 1260 

GATCCAGGCA OATQTGCTGT OOATAGACAT 1320 

CTGTCTTCAG ACTOCAATGG AAAAAACAGA 1380 

GGGAAAGATT ATGAAAGTGA GCCATCACTT 1440 

TTGGTTG6TG GATTTGTATA CXX3GGGCTGC 1500 

TTTG6AGATC GTAATGGGAA TTTCCTAACT 1560 

CAAGAAAAAC CACTCTGTCT OGGCACTAGT 1620 

ATCTTGG6AT TTGGAGAAGA T6AACTAGGT 1680 

ATGACCCAGA CTCACAATGG AAAACTCTAC 1740 

CCTGAGGAAT GCAGAGCCAC GGTACAACCT 1800 

CTCTGTOGAA ACGGCTACTG CACCCCCACG 1860 

(36GGACTTCT GCA6AACTGC AAAATGTGAS 1920 

ftGAOOQAACA AGTGOCTCTG TAAAAAAfiOA 1980 

A6AAACATCC GCAGAOTOAC CAGGGCAGAC 2040 



Seq ID NO: 18 Protein sequence 
25 protein Accession «: XP_039209 



45 



1 11 21 31 41 51 

LiCMtSPKLI, LIAVALGFFB GDAKPGERNE GSGARHRRCL NBNPPKRI.KR RDRRMMSQLE 60 

30 S^^^ G^S^ LdSPGIXSRL ENKIFSVrm, TEOSKIXE^^ 120 

S^STO^ LERDLVLPLL CKDYCKEFFY TCRGHIPGFL QTTADEFCFY YARKDGGLCF 180 

PDPPR^G PASNYLDQME EYDKVBEISR KHKHNCFCIQ BWSGLRQPV GALHSGDGSQ 240 

rSp™? ^pSeI FKEPYIfilHK tVQSGIKGGD ERGLLSU^ T^^l \Ta 

VSYTTNQERW AIGPHDHILR WBYTVSRKN PHQVDLRTAR VPLEVAELHR KHLGGQLLFG 360 

35 S^S?^ SgMITLDDME EMDGLSDFTG SVLRLDVDTO MCNVPYSIPR SNPHFNSTOQ 420 

P^AHG^ DPGRCAVDRH PTDININLTI LCSDSNGKNR SSARILQIIK ^^ESBPSL 480 

lSS^NGP LVGGFVYRGC QSERLYGSYV PGDRNGNFLT UMSPVTKQW Q^CLGTS 540 

GSOTGYFSGH IWFGEDELG EVYILSSSKS WrOTHNGKLY KIVDPKRPtM P^CRATV^ 600 

AqS?SBcS LCnmGYCTPT GKCCCSPGHB GDFCRTAKCE PACRHGGVCV PPMKCLCKKG 660 

40 YLGPQCEQVD RNIRRVTRAD IT 



Seq ID NO: 19 DNA sequence 

Nucleic Acid Accession U: 1IM_014331.2 

Coding sequence t 1..1506 



X 11 21 31 41 51 

llGGTCAGAA AGCCTOTTOT OTCCAOCATC TCCAAAGOAG GTTACCTOCA GGGAAATGTT 60 

SIS^ ?^C?S GGGCAACAAG 6AG0CACCTG G« 120 

50 AAGAGGAAA6 TCACTTTACT GAGGGGAGTC TCCATTATCA TTGGCACCAT CATTGGAGCA 180 

GGAATCTTCA TCTCTCCTAA GGGOGTGCTC CAGAACACGG GCAGCGTGGG CATGTCTCTO 240 

ACCATCTGGA CGGTGTGTGG GGTCCTGTCA CXATTTQGAG CTTTGTCTTA TGC TOA ATTQ 300 

GGAACAACTA MAMAAATC TOGAGGTCAT TACACATATA TTTTGGAAGT CTTTGGTCCA 360 

TTOT^^ CTGGGTGGAA CTCCTCATAA XAOGCCCTGC AGCTACTGCT 420 

55 GTQATATCCX: TGGCATTTGG A06CTACATT CTGGAACCAT TTTTTATTCA ATGTOAAATC 480 

CCTGAACTTG CGATCAA6CT CATTACAGCT GTGGGC3VTAA CTGTAGTGAT GGTCCTJAAT 540 

AgStcAGTG TCAGCTGGAG CGCCCGGATC CAGATTTTCT TAACX:TTTT6 CAAGCTCACA 600 

OCAATTCTGA TAATTATAGT CCCTGQAOTT ATGCAOCTAA TTAAAGGTCA AAOGCAGAAC 660 

?5^S5aS CGTTTTCAGG AAGAGATTCA AflTATOOGC GGTTGCCACT GGCTTTTT^AT 720 

60 TATGGAATGT ATGCATATGC TGGCTGGTTT TACCTCAACT TTGTTACTGA AQMLGTAGAA 780 

AACCCTGAAA AAACCATTCC CCTTGCAATA TGTATATCCA TGGCCATTGT CAOCATTGGC 840 

TATCTGCTGA CAAATCTGGC CTACTTTACG ACCATTAATG CTGAGGAGCT GCTOCTTTOl 900 
jj^GCAtntW CA<n«ACCTT TTCTGAGCGG CTAC^^ 

ATCTTTGITG CCCTCTCCTQ CTTTG^^ JO^O 

65 ??StCTATG TTGOTTCTCG AQAGGGTCAC CTTCCAGAAA TCXrrC^^ 1080 

OGCAAGCACA CrCCTCTACC AGCTGTTATT GTTTTGCACC CTTT^ 1140 

TTCTCTGGAG ACCTCX5ACAG TCTTTTGAAT TTCCTCAGTT TTGCCAGGTG GCTTTTTATT 1200 

GGQCTaaCftO TTGCIGGOCT OATTTATCTT OGATACAAAT GCXXMATAT GCATCGTCCT 1260 

TTCAAGGTGC CACTGTTCAT CCCRGCTTTG TITTCOT^ "20 

70 CTTTCCCTCT ATTCGGACCC ATTTAGTACA GGGATTGGCT TCGTOJO^ "80 

GTCCCIGCGT ATTATCTCTT TATTATATGG GACAAGAAAC CCAGGTGGTT TAGAATAATO 1440 

TCAGAGAAAA TAACCAGAAC ATTACAAATA ATACTGGAAG TTGTACCAGA AGAA6ATAWS ISOO 

TTA3GAACXA KrO&CtTGh GATCrTGGCA ATCTGCCCAA GGGGAGACAC AAAATAGOGA 1560 

TTTTTACTTC ATTTTCTGAA AGTCTAOAGA ATTACAACTT TGGTGATAAA OAAAGGAGT 1620 

75 CAGTTATTTT TATTCATATA TTTTA6CATA TTCGAACTAA TTTCTAAGAA ATTTJ^TTAT 1680 

AACTCTATGT AGTTATAGAA AGTQAATATG GAGTTATTCT ATGAGTOQCA <ai^TCTTGA 1740 . 

GTCTCTGATA CCTACCTATT GGGGTTAGGA GAAAAGACTA GACAATTACT ATSTGGTCMP IBOO 

TCTCIACAAC ATATGTTAGC AOSGCAAAGA ACCTPCAAAT TGAAGACTGA GATTTTTCTG 1860 

TATATATGGO TrTTOTAAAG ATGGTTTTAC ACACTACAGA TOTCTATACT GTGAAAAGTG 1920 

80 TTTTCAATTC TGAAAAAAAG CATACATCAT QATTATGGCa AAGAGGAGAG AAAGAAATTT 1980 

ATTTTACATT GACATTGCAT TGCTTOXCr TAGATACCAA 2040 

GCTTTAATGG ATTATACCCA GAGCACTTTO AAiaAAOOTC AGTGQQ6ATT GTTGAATACA 2100 

rrAAAOAAffll OTTTCTAGGG GCTACIGTTT AT^GA»^ 2160 

AAAAATCCTT GA6AATTTAT TAIGTCAGAT GTTTTTTCAT TCAITATCAO GAAGTrTTAG 2220 
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TTATCTOTCA mTl TTTTT TCACATCAGT TTGATCAGGA AAGTGTATAA CACATCTTAG 
AGCAAGAOTT ACTTTGGTAT TAAATCCTCA TTAGAACAAC CACCTOTTTC ACTAATAACT 
TACCCCTQAT QAGTCTATCT AAACATAT6C ATTTTAAGCC TTCAAATTAC ATTATCAACA 
TQAOAQAAAT AACCAACAAA GAAOATGTTC AAAATAATAO TCCCATATCT QTAATCATAT 
5 CTACATGCAA TGTTAGTAAT TCTGAAGTTT TTTAAATTTA TGGCTATTTT TACACGATGA 
TQAATTTTGA CAGTTTGTGC ATTTTCTTTA TACATTTTAT ATTCTTCTGT TAAAATATCT 
CTTCAGATGA AACTGTCCAG ATTAATTAGO AAAAOGOVTA TATTAACATA AAAATTGCAA 
AAGAAATGTC OCTGTAAATA AGATTTACAA CT6AT6TTTC TAGA AAAT TT CCACTTCTAT 
ATCTAOQCTT TOTCAGTAAT TTCCACACCT TAATTATCAT TCAACTT GCA AAAGA SACAA 

10 CTGATAAGAA GAAAATTGAA ATGAGAATCT GTGGATAAGT GTTTGTQTTC AGAAGATGTT 
GTTTTGCCAG TATTAQAAAA TACTGTQAGC CGGGCATGGT GGCTTACATC TGTAATCCCA 
GCACTTTGGO AGGCTQAGGG GOTOGATCAC CTGAGGTOGO GAGTTCTAGA CCAGCCTOAC 
CAACATG6AQ AAACCGCATC TCTACTAAAA ATACAAAATT AGC TOGG CAT GOTOQ CACAT 
GCTGGTAATC TCAGCTATTG AaQAGGCTOA GGCAGGAQAA TTQCTTGAAC GGGGOAGGOG 

IS GAGGTTGCAG TGAaCCAAOA TTGCACCACT OTACTCCAGC CTGGGTGACA AA8TCAGACT 
CCATCTCCAA AAAAAAAAAA AAAA 

8eq ID NOt 20 Protein eequence 
Protein Accession § I MP 055146.1 

20 

1 11 21 31 41 SI 

III''* 
KVRKPWSTZ SKGCYLQ6MV NGRLPSLGNK EPPGQBKVQL KRKVTU<RGV SXIZGTZZGA €0 

GIPISPK6VL QNTGSVGi4SL TIWTV0C5VLS IiFGALSYAEL GTTIKKSGQH YTYIIiEVFGP 120 

25 LPAPVRVMVB LLIIRPAATA VISLAFGRYI LEPPPIQCEI PELAIKLITA VGITWMVLN 180 

SMSVSWSARI QIFLTFCKLT AILIIIVPGV MQLIKGQTQN FKDAPSGRDS SITRLPIAPY 240 

YGMYAYAOWP YLNFVTEEVB HPEKTIPLAI CISMAITIGV YVLTWVAYPT TINAKELLLS 300 

IIAVAVTFSBR LLGNPSIAVP IPVALSCPQS MNGGVPAVSR LFVVASRBGH LPBILSMIHV 360 

RKKTPLPAVI VLHPLTMZML FOaDUDSLLN FLSPARHLFI 6LAVAGLZYL RYKCPDMHRP 420 

30 FKVPLFZPAL PSFTCLFMVA LSLYSDPPST GIGPVITLTG VPAYYLFZIH DKXPRHFRZM 480 

SEXZTRTLQI ILEWPEEDK L 



2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 



Seq ID NO; 21 DNA sequence 
35 Nucleic Acid Accession Ht KM_002422.2 
Coding sequeuicet 64.. 1497 

1 11 21 31 41 51 

^..1 I I ' • ' 

40 ACAAGGAGGC AGGCAAGACA OCAAGGCATA QAGACAACAT AGAGCTAAQT AAAGCCAGTG 60 

GAAATGAAGA GTCTTCCAAT CCTACTGTTG CTGTGOGTGG CAGTTTGCTC AGCCTATCCA 120 

TTGGATGGAG CTGCAAGGGG TQAGGACACC AGCATGAACC TTGTICAGAA ATATCTAGAA 180 

AACTACTAOG ACCTCAAAAA AGATGTGAAA CAOTTreTTA GOAGAAAGGA CAOXOGTCCT 240 

GTTGTTAAAA AAATCOGAGA AATQCAGAAG TTCCTTGGAT TGGAOGTaAC GGGGAAGCTO 300 

45 GACTCCGACA CTCTGGAGGT GATGCX3CAAG CCCAGGTGTG GAGTTCCTGA TGTTGGTCAC 360 

TTCAGAACCT TTCCTGGCAT CCCGAAGTGG AGGAAAACCC ACCTTACATA CAGGATTOTQ 420 

AATTATACAC C31GATTTGCC AAAAGAT6CT OTTQATTCTG CTGTTGAGAA AGCTCT6AAA 480 

GTCTGGGAAO AGGTOACTCC ACTCACATTC TOCRGGCTGT ATQAAG GAGA GGCTGATATA 540 

ATGATCTCTT TTGCAGTTAG AGAACATGGA 6ACTTTTACC CTTTTGATGG ACCTG OAAAT 600 

50 GTTTTGGCCC ATGCCTATGC CCCTGGGCCA GGGATTAATO GA3ATGCCCA CiTTGATGAT 660 

QATGAACAAT GOAGAAAGGA TACAACAGGQ ACC3UITTTAT TTCTCGTTGC TGCTCATGAA 720 

ATTGOCXacr CCCTGGGTCT CTTTCACTCA GCCAACACTG AAGCmGAT GTACCCACTC 780 

TATCACTCAC TCACAGACCT ORCTCGOTTC OGCCTOICIC AAOATGATAT AAATOGCRTT 840 

CAGTCCCTCT ATGGACCTCC CCXTTGACTCC CCTOAOACCC CCCTOeiACC CA06GAACCT 900 

55 GTCCCTCCAG AACCTGGGAC aCX3VGCCAAC TGTGATCCTQ CTTTGTCCTT TGATGCTGTC 960 

AGCACTCTGA GGGGAGAAAT CCTGATCTTT AAAGACAGGC ACTTTTGGCG CA AATCC CTC 1020 

AGGAAGCTTG AACCTGAATT GCATTTGATC TCTTCATTTT GGOttTCTCT TCCTTCAGGC 1080 

GTQGAT6C00 CATATGAAGT XACTAQCAAG GA0CTC6TTT TCATTTTTAA AGGAAATCAA 1140 

TTCTGQGCCA TCAGAGGAAA TGAGGTAOGA GCTGGATACC CAAGAGGCAT CCACACCCTA 1200 

60 GG TTT C CCTC CAACCGTGAG GAAAATOGAT GCAGCCATTT CTGATAAQQA AAAGAACAAA 1260 

ACATATTTCT TTGTAOAGQA CAAATACTGO AGATTTGATG AQAAQAGAAA TTCCATGGAG 1320 

CCAGGCTTTC CCRAGCAAAT AGCTGAAGAC TTTCC3«3GGA TTGACTCAAA GAT TGATG CT 1380 

GTTTTTGAAO AATTTQQGTT CTTTTATTTC TTTACIGQAT CTTCACftOTT GGAGTTTQAC 1440 

CCAAATGCAA AGAAAQTGAC ACACACTTTG AAOAOTAACA GCTGGCTTAA TTGTTGAAAO 1500 

65 AQATATGTAO AAGGCACAAT ATGGGCACTT TAAATGAAGC TAATAATTCT TCACCTAAGT 1560 

CTCIGTGAAT TGAAATGTTC GTTTTCTCCT GCCTGTGCTG TGACTCGAGT CACACTCAAG 1620 

GGAACTTCAO OGTGAATCTG TATCTTGCCO GTCATTTTTA TGTTATTACA GGOCATTCAA 1680 

ATGGGCTGCr QCTTAGCTTO GAOCTTOTCA CAXAGAOTGA TCITTCCCAA Qft GAAQ GQGA 1740 

AGCACTOGTG TGCAACAOAC AAGTGACTGT ATCTOTGTAO ACTATTT6CT TATTTAATAA IBOO 

70 AGAOGATTTG TCAGTTGTTT T 



75 



8eq ID NOt 22 Protein segnence 
Protein Accession ff: NP_002413 



1 11 21 31 41 51 

I 1 I I ) i 

MKSLPILLLL CVAVCSAYPL DGAARGE0T6 KNLVQXYIiQI YYDLEKDVKQ FVRRKDSOPV 60 

VKKIREMQKF LGLEVTGKLD SOTLEVHRKP ROGVPDVOKP RTFPOIPKHR ICIHLTYRiyM 120 

YTPDLPKDAV DSAVEKALKV HBBVTPLTPS SUiYBQBADIM ZSPAVRBHGD FYPFDGPGNV ISO 

80 LAHAYAPGPG INQDAHPDDD BQWTKDTTGT NLPLVAAHEI GHSLOLFHSA NTBALHYPLY 240 

HSIiTDLTRFR LSQDDINOIO 8LYQPPPDSP BTPLVPTEPV PPBPGTPANC DPAL9FDAVS 300 

TLRGBILZFR DRHFWRKSZtR KXiEPELHIilS 8FWP8LPSGV DAAYEVT8KD LVFXFKGNQP 360 

WAZRGNBVRA GYPRGZXITLO FPPTVRKZDA AZSDXEKNKT YFFVEDXYHR FDEKRNSMBP 420 
GFPKQZAEDP PGIDSKIDAV FBEFGPPYPP TGS8QLEFDP KAXKVTHTLK SNStTLKC 
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Seq ID NO: 23 DMA sequence 
Nucleic Acid Accession ffs IIM_00€528 
^ Coding sequences S7..764 

1 11 21 31 41 51 

LxaaCCAQCG OTTTCTCOT AOXX^^ 60 

ACCCCGCrCG CCCCCTGGGG CTGTCGATTC TGCTGCTTTT CCT0ACQ6AG GCTGCACTGO 120 

10 GCGATGCTGC TCAGGAGCCA ACAGGAAATA ACGCSQGAGAT CTGTCTCCTG CCCCTAGACT 180 

ACGGACCCTG CCGGGCCCTA CTTCTCCOTT ACTACTACX3A CAGGTACAOG CAGAGCTGCC 240 

QCCAGTTOCT GTAOGGGGGC TGCGAGGGCA ACGOCAACAA TTTCTACACC TGGGAGGCTT 300 

GCGACXJATCC TTOCTGGAGO ATAGAAAAAG TTCCCAAAGT TTGCC5GGCTG CAAGTGAGTG 360 

TGGACGAOCA 6TGTQAGGGG TCCACAQAAA AGTATTTCTT TAATCTAAGT TCXWTGACAT 420 

15 GTGAAAAATT CTTTTCCGGT GGGTGTCAOC GGAACCGGAT TOAGAACAGG TTTCCAGATG 480 

AAGCTACTTG TATGGGCTTC TGOGCACCAA AGAAAATTCC ATCATTTTGC TACAGTCCAA 540 

AAGATGAOGa ACTGTGCTCT GCC3UVTGTGA CTOGCTATTA TTTTAATCCA AGATACAGAA 600 

CCTGTGATGC TTTCACCTAT ACTGGCTOTO OAGGQAATQA CAATAACTTT GTTAGCAGGG 660 

AGQATTOCAA AOGTGCATGT GCSVAAAGCTT TQAAAAAOAA AAAGAAGATG CCAAAGCTTC 720 

20 GCTTTGCCAG TAGAATCCGG AAAATTCGGA AGAAGCAATT TTAAACATTC TTAATATGTC 780 

ATCTTGTTTG TCTTTATGGC TTATTTGCCT TTATGGTTGT ATCTGAAGAA TAATATGACA 840 

6CATGAGGAA ACAAATCATT GGTOATTTAT TCACCAGTTT TTATTAATAC AAGTCACTTT 900 

TTCAAAAATT TGGATTTTTT TATATATAAC TAGCIGCTAT TCAAATGTGA QTCTACCATT 960 

TTTAATTTAT GOTTCAACTG TTTOTGAGAC GAATTCTTGC AATGCATAAG ATATAAAAGC 1020 

25 AAATATGACT CACTCATTTC TTGGGGTCGT ATTCCTOATT TCAfiAAGAGG ATCATAACTG 1080 

AAACAACATA AGACAATATA ATCATGTCCX TTTAACATA3P TTOAGAATAA AAAOGACTAO 1140 
CC 



Seq ID NOt 24 Protein sequence 
30 protein Accession #i NP_006519 

I 11 21 31 41 51 

MDPARPLQLS ILLLFLTEAA LGDAAQEPTO NMAEICLLPI. DYGPCRALLL RYYYDRYTQS 60 

35 CRQFLYGGCE GMANNFYTWE ACDDACWRIE KVPKVCRLQV SVDDQCBGST EKYFFNLSSM 120 

TCEKFFSGGC HRNRIENRFP DEATCMGFCA PKKIPSFCYS PKDBGLCSftN VTRYYFHPRY 180 
RTCDAFTYTG CGGNDNMPVS REDCKRACAK ALKKKKKMPK LREASRIRKI RKKQF 



Seq ID NO: 25 DNA sequence 
40 nucleic Acid Accession «: NN.00S4S8.1 
Coding sequence: 1..282S 

1 11 21 31 41 51 

i I I 1 i I 

45 ATGGCTTCCC COCGGAGGTC OGGGCAGCCA GGGCGGCCGC CGCCGCCGCC ACOGCOGCCC 60 

GCGCGCCTGC TACTGCTACT GCTGCTQCCG CTGCTGCTGC CTCTG0C6CC CGGGGCCrGG 120 

GGCTGGGCGC GGGGCGCCCC CCGQCOGCCQ CCCAGCAGCC CGCCGCTCTC CATCATGG6C 180 

CTCKIGCCGC TCAGCAAGGA GGTGGCCAA6 GGCAGCAT06 GGC6CGGTGT GCTCCCCQCC 240 

GTGGAACTGQ CCATCOAGCA GATCC6CAAC GAGTCACTCC TGCGCCCCTA CTTCCTCGAC 300 

50 CT6CGGCTCT ATGACACGGA GTGOGACAAC GCAAAAGGGT TCAAAGCCTT CTACG ATGCA 360 

ATAAAATACG GGCCGAACCA CTTGATGGTG TTTGGAQQCO TCT OTCCAIC CSTCACATCC 420 

ATCATTGCRQ AOTCCCTCCA AGGCTGGAAT CTGGTGCAGC TTTCTTTTGC TGCAACCACO 480 

CCrGTTCTAO CGGATAAGAA AAAATACCCT TATTTCTTTC GGACCGTCCC ATCAGACAAT 540 

GCQGTGAATC CAGCCATTCT GAAGTTGCTC AAGCACTACC AOTGGAAGCG CGTGGGCAOG 600 

55 CTGAOQCAAG AOGTTCAGAC GTTCTCTGAG GTGCQGAATG ACCTGACTGG AGTTCT GT AT 660 

G6CGRGGACA TTCAGATTTC AGACACCGAG AGCTTCTCCA A OSATC CCIG TACCAGTGTC 720 

AAAAA6CTGA AGGGGAATGA TGTaOGGATC ATOCTTGGCC AOTTTGACCA GAATATGQCA 780 

GCAAAAGTOT TCTGTTGTGC ATACGAGGAG AACATGTATG OTAGTAAATA TCAOTGGATC 840 

ATTOOGGGCT GGTACGAGCC TTCTTGGTGG GAGCAGGTGC ACACGGAAGC CAACTCATCC 900 

60 CGCTGCCTCC GGAAGAATCT GCTTGCTGCC ATGGAGGGCT ACATTGGCGT GGATTTCGAG 960 

CCCCTGAGCT CCAAGCAGAT CAAGACCATC TCAGGAAASA CXCCACAaCA OTAIOAGAGA 1020 

GAGTACAACA ACAAGCGGTC AGGCGTGGGG COCAGCAAGT TCCAOGGQTA CGCCXAOQAT 1080 

OGCATCTGGG TCATCGCCAA GACACTGCAG AGGGCCRTGG AGACACTGCA TGCCAGCAGC 1140 

C6GCACCAGC GGATCCAGGA CTTCAACTAC ACQGACCACA CGCTGGGCAG GATCATCCTC 1200 

65 AATGCCATGA ACGAGACCAA CTTCTTCGGG GTCACGG6TC AAGTTGTATT CCGGAATGGG 1260 

GAGAGAATGQ GGACCATTAA ATTTACTCAA TTTCAAGACA GCAGGOAGGT GAAGGIGGOA 1320 

GAGTACAACG CTGTGGOCGA CACACTGOAG ATCATCAATG ACACCATCAG 6TTCCAAG6A 1380 

TCC6AACCAC CAAAA6ACAA GACCATCATC CTQGAGCAGC TGCGGAAGAT CT CCCTA CCT 1440 

CTCTACAGCA TCCTCTCTCC CCTCA^CATC CTCGGGATGA TCATGGCCAG •TOCTTTTCTC 1500 

70 TTCTTCAACA TCAAGAACOG GAATCAGAAG CTCATAAAGA TGTOGAGTCC ATACATOAAC 1560 

AACCTTATCA TOCTTGGAOO GATGCTCTCC TAIGCTTCCA TATTTCICTT TGGC CTTGAT 1620 

GGATCCTTTG TCTCTGAAAA GAOCT J TGAA ACACTTTGCA C08TCAGGAC CTGGATTCTC 1680 

ACCGlGGGCr ACACGACCGC TTTTGGGGCC ATGTTTGCAA AGACCTGGAG AGTCCAOGCC 1740 

ATCTTCAAAA ATGTQAAAAT GAAGAA6AAG ATCATCAAGG ACCAGAAACT GCTTGTGATC 1800 

75 GTCGGGGGCA TGCTGCXGAT OGACCTOTOT ATCCTGATCT GCTGGCAGGC TGTGGACCCC 1860 

CIGCGAAGGA CAGTGeAGAA GXACAGCATG QAOCCGGACC GAOGAGGAOS GGATATCTCC 1920 

ATCCGCCCTC TCCTGGAGCA CTGTGAGAAC ACOCATATGA CCATCTG6CT TGGCATOGTC 1980 

TATGCCTACA AGGGACTTCT CATGTTQTTC GGTTGTTTCT TAGCTTGGGA GACCCGCAAC 2040 

GTCAGCATCC CCGCACTCAA CGACAQCAAG TACATOGGGA TGAQTGTCTA CAACGTGGGG 2100 

80 ATCATGTGCA TCATOQGGGC CGCTGTCTCC TTCCT6ACCC GGGACCAGCC CAATGTGCAfl 2160 

TTCTGCRXCG TGGCTCIGGT GATCAICTTC TQCAGCACCA TCA0CCTCT6 CCTGGTATTC 2220 

GIGOOGAAOC TCATCACCCT QAGAACAAAC CCAGATOCAO CAAGGCAGAA CAGGOGATTC 2280 

CAGTTCRCTC AGAATCAGAA GAAAGAAGAT TCTAAAAOGT CCACCTCGGT CACCAGTGTG 2340 

AACCAAGCCA GCACAaCCCCO CCTGGAGGGC CTAGAGTCAG AAAACCATGO CCTGOGAATO 2400 
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AAGATCACAO AGCTGOATAA AGACTTGGAA 6AG6TCACCA TQCAGCTQCA GGACACACOV 2460 
GAAAAOMXA CCTACATTAA ACAGAACCAC TACCAAGAGC TCAATGACAT CCTCAAOCTG 3520 
GGAAACTTCA CTGAGAGCAC AGATGQAGGA AAGGCCATTT TAAAAAATCA CCTGQATCAA 2580 
AATCOCCAOC TACAGTGGAA CACAACAOAa GCCTCTCGAA CATGCAAAGA TCCTATAGAA 2640 
GATATAAACT CTCCAGAACA CATCCAGOGT CGGCTGTCCC TCCAGCTCCC CATCCTCCAC 2700 
CAOGOCTACC TCCCATCCAT CXX5AGGCGT0 GACGCCAGCT GTOTCAGCCC CTGOOTCAGC 2760 
GGCACGGGCA GGCCC06CCA CAGACATOTG CCACCCTCCT TCOQAGTCAT GGTCT0GG6C 2820 
CTQl'AA 

Seq ID NO: 26 Protein sequence 
Protein Accession fti KP_005449.1 

1 11 21 31 41 51 

I ] I I I I 

NASPRRSGQP GRPPPPPPPP ARLUiLIiLLP LLLPIAPGAtf GWAR6AFRPP PSSPPLSIMG 60 

LMPLTKEVAK GSIGRGVLPA VELAIEQIRN ESLLRPYFLD LRLYDTECDK AKOLKAFYDA 12 0 

ZKYGPMHLKV FGGVCPSVTS IZABSLQ6HK LVQLSFAATT PVLADKKKYP YFFRTVPSDN 180 

AVNPAZLKZiL KKYQHXRVGT LTQUVQRPSB VRNDI.TSVLY GBDIBXSDTE SPSNDPCTSV 240 

KKLK6NDVRX ILGQFDQNMA AKVFCCAYEB NMYGSKYQWI IPOHYBPSNH EQVBTEANSS 300 

RCLRKNLLAA MEGyZGVDFE PLSSKQIKTI SGK'f P QQYER EYNNKRSGVG PSKFRGYAYD 360 

GIWVIAKTIiQ RAMBTIiHASS RHQRIQDFNY TDHTLGRIIb NAMNETNFFG VTGQWPRNG 420 

ERM6TIKFTQ FQDSREVKVG EYNAVACm«E IZHDTIRFQG SEPPKDKTII LEQLRKISIiP 480 

LrYSILSALTZ LQMIMASAFL FFNUOiSHQK LIRMSSPYMN NLXXLGGMLS YASXFLFGIiD 540 

GSFVSBKTFE TLCTVRTWIL TVGYTTAFQA NPAKTHRVSA IPKNVKMRKK XIXDQKLLVX 600 

VGCMLLIDLC ILICWQAVDP LRRTVEKYSM EPDPAGRDIS XRPLLBHCEH THNTIHLaiV 660 

YAYKGIjIJ4LF GCFLAWBTRN VSIPAUJDSK YIGMSVYNVG IMCIXGAAVS PLTRDQPNVQ 720 

FCXVALVXIF CSTIT1#CLVF VPKLXTLRTri PDAATQNRRF QFTQNQKKED SKTSTSVTSV 780 

NQASTSRLE6 LQSENHRLRM KXTELDKDLB EVTMQLQDTP BKrTYXKQNH YQELNDXLNL 840 

GNFTBSTDG6 KAXLKNKLDQ NPQLQHNTTB PSRTCKDPXB DXNSPEHXQR RX.SLQLPILB 900 
HAYLPSIGGV DASCVSPCVS PTASPRRRBV PPSPRVMV8G L 

Seq ID NO: 27 DMA sequence 

Nucleic Acid Accession «: NM_000450.1 

Coding sequence : 117 . . 1949 

1 11 21 31 41 51 

I I I I I I 

GCTGA0ACA6 AGGCAGCAGT 6ATAO0CACC TQAGAGATCC TGTGTTTGAA CAACTGCTTC 60 

CCAAAACX3GA AAQTATTTCA AGCCTAAAOC TTTGGGTGAA AAGAACTCTT GAAOTCATQA 120 

TTGCrrCACA GTTTCTCTCA GCTCTCACTT TGGTGCTTCT CATTAAAGAG AOTGGAGCCT 180 

GGTCTTACAA CACCTCCAOG GAAGCTATGA CTTATGATGA GGCCAGTGCT TATTGTCAGC 240 

AAAGGTACAC AGACCTGGTT GCAATTCAAA ACAAAGAAGA GATTGAGTAC CTAAACTCCA 300 

TATTCAGCTA TTCAGCAAGT TATTACTGGA TTGGAATCAO AAAAiSTCAAC AATaTGTGGO 360 

TCTGGGTAGG AACCCAOAAA CCTCTGAGAO AAGAAGCCAA GAACTGGGCT OGAOOTGAAC 420 

CCAAC3UVTAG GCAAAAAGAT GAGCACTGCG TGGAGATCTA CATCAAGAGA GAAAAAGATG 480 

TGGGCATGTG GAATGATGAG AGGTGCAGCA AGAAGAAGCT TGCCCTATGC TACACAGCTG 540 

CCTGTACCAA TACATGCTGC AGTGGCCACG GTQAATGTGT AGAGAOCATC AATAATTACA 600 

CTTQCAAGTG TOAOOCTaGC TTCAOTGGAC TCAAGTGTGA GCAAATTGT6 AACIGTACAO 660 

COCTGGAATC axnTGAGCAT GGAAGCCTGG TTTGCAGTCA CCCACTGGGA AACTTCAGCT 720 

ACAATTCTTC CTGCTCTATC AGCTGTGATA GGGGTTACCT GCXa^AGCAGC ATQQAQACCA 780 

TGCAOTOTAT QTCCTCTGGA GAATGGAOTQ CTCCTATTCC AGOCTGCAAT GTGGTTGAGT 840 

aTGATGCTOT GACAAATCCA GGGAATGGGT TOGTGGAATG TTTCCAAAAC CCTGGAAGCT 900 

TGOOOGGAA CACAACCTGT ACATTTGACT GT6AAGAAGQ ATTTQAACTA ATGGGAGOOC 960 

AGAGGCTTCA GTGTACCTCA TCTGGQAATT GG0ACAA06A GAAGCCAAOG TGTAAA6CTG 1020 

TGACATGCAG GGCCGTCOGC CAGOCTCAQA ATOGCTCTGT GAGGTGCAGC CATT COCC TG 1080 

CTGGAGAGTT CACCTTCAAA TCATCCTGCA ACTTCACCTG T6AGGAAGGC TTCATGTTGC 1140 

AG6GACCAGC CCAGGTTGAA TGCACCACTC AAGGGCA6T0 GACACA6CAA ATCGGAOTTT 1200 

GTGAAGCTTT CCAGTGCACA GCCTTGTCCA ACCOCQAOGQ AGQCXACATO AATTOTCTTC 1260 

CTAOTGCTTC TGGCAGTTTC OGTTATOGOT CCftGCTOTQA OTTCTCCTGT QAGCAQOGTT 1320 

TTGTGTTGAA GGGATCCAAA AGGCTCCAAT GTGGCCCCAC AGGGGAGTGG GACAAG6AGA 1380 

AGCCCACATG TGAAGCTGTG AGATGOGATQ CTGTCOVCC3V GCCCCXXSAAO GGTTTGGTGA 1440 

GGTOTQCTCA TTCCCCTATT GGAGAATTCA OCTACAAGTC CTCTTGTOCC TTCAOCTGTG 1500 

AGGAGGGATT TGAATTATAT GGATCAACTC AACTTQAaiG OICATCTCAB GGACAATGGA 1560 

CAGAAGAGGT T0CTTCCT6C CAAOTGGTAA AATGTTCAAa OCTGaCAOTT COGGGAAAGA 1620 

TCAACATGAO CTGCAGTGGG GAGCCCOTGT TTGGCACTGT GTGCAAGTTC GCCTGTCCT6 1680 

AAOOATGGAC GCTCAATGGC TCTQCAGCTC GQACATGTGG AGCCACAGGA CACTGGTCTG 1740 

GCCTGCTACC TACCTQTGAA GCTCCGACTQ AGTCCAACAT TCCCTTGGTA GCXGGACTTT 1800 

CTGCTGCTGO ACTCTCCCTC CXGACATTAO CACCATTTCT GCTCTGQCTT G8QAAATQCT 1860 

TAOGGAAAGC AAAGAAATTT GTTOCTGCCA GCAGCTGCCA AA6CCTTGAA TCAGAO GGAA 1920 

GCTACCAAAA GCCTTCTTAC ATGCTTTAAO TTCAAAAGAA TCAGAAACAG GTGCATCTGG 1980 

GGAACTAGAG GQATACACTG AAGTTAACAG AGACAGATAA CTCTCCTCGG GTCTCTGGCC 2040 

CTTCTTGCCT ACTATGCCAQ ATGCCTTTAT GGCTGAAACC 6CAACACCCA TCAOCACTTC 2100 

AATAGATCAA AGTCCAGCAG OCAAG6AOGG OCTTCAACTG AAAAOACTCA GTGTraOCTT 2160 

TCCTACTCTC AGQATCAAGA AACTGTTGGC TAATGAAGGG AAAGGAT ATT TTCTTOCAAO 2220 

CAAAGGTGAA GAGACCAAGA CTCTGAAATC TCAGAATTOC TTTTCTAACP CTOCCTTGCT 2280 

OQCTGTAAAA TCTTGGCACA GAAACACAAT ATTTTGTGGC TTTCrTTCTT TTGCCCTTCA 2340 

CAGTGTTTCO ACAQCTGATT ACACAGTIGC TGTCATAAGA AIGAATAATA ATTATCCAGA 2400 

GTTTAGAGGA AAAAAATGAC TAAAAATATT ATAACTTAAA AAAATGACA6 ATQ TTOAAT G 2460 

CCCACAGGCA AATGCATGQA GGGTTGTTAA TGGTGCAAAT OCTACIGAAT GCTCTGTQOQ 2520 

AGGGTTACTA TOCACAATTT AATCACTTTC ATCCCTATGQ GATTCAGTGC TTCTTAAAGA 2580 

GTTCTTAAGG ATTGTGATAT TTTTACTTGC ATTGAATATA TTATAATCTT CCATACTTCT 2640 

TCATTCAATA CAAGTQTGGT AGGGACTTAA AAA ACTTGTA AATGCTOTCA ACTATG ATAT 2700 

GGTAAAAGTT ACTTATTCTA QATTAGOOOC TCATTQTTTA TTAACAAATT ATOTTACATC 2760 

TGTTTTAAAT TTATTTCAAA AAGGGAAACT ATTOTCCCCT AGCAAGGCAT GATBTTAAOC 2820 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



AGAATAAAGT 
AGTAAAAACT 
CCACGATGAIV 
OVCACAAAGG 
GCTTTGCATT 
TATGGAAGAT 
TTTAACX3AAT 
GCTCTGGAAG 
AACAATTCCA 
AGTAATTGCC 
CCATTAACTT 
AAGGACAAAG 
TTAAAGGGGC 
ATGGAATACA 
GCATTAGAAA 
TTTAAATTAT 
TGAGACCTAT 



TCTGAGTGTT 
GAATGGAAGG 
AAACTTCCAT 
TATAATTTTA 
CCTACAAAGA 
TTTAAATTCA 
GAAGATGTCT 
AGAGGAATGC 
AAGGAATCTC 
AAAGCTGCTC 
AGCATGTGTT 
CCAACAGTCA 
AGAAAAACTC 
GTGTTATTTT 
TTAGCT6TGT 
AACTTAAAAT 
TTGACATAAC 



TTTACTACAG 
TTTGTATATT 
GAGGCCAAAC 
TGAATGTCTT 
1GTTTGTCAG 
CAATAGAAAC 
AATAGTTATT 
CTGTGTGAGC 
CAGTTTTCAG 
TAGCCTTGAG 
6AAAAAAAAA 
AAACAGAGAT 
TGGGAAATAA 
CTTTGAAATT 
GAAATACCA6 
ATTTTATAAT 
ACTATAAAGG 



TTGTTTrrrG 
GTCAGATATT 
GTTTTGAACT 
TGTTGGAAAA 
ATGTQATATG 
TCACCATGTA 
(XCTATTTGT 
AAGCATTTAT 
TTGATCACTG 
GAGTGT6AGA 
GTTTCAGAGA 
GTGATAAGGA 
GAGAGAACAA 
GTTTAAGTGT 
T6TGGTTTGT 
TTTTAAAQTA 
TTGACAATAA 



AAAACATGGT 
TTTTCAGAAA 
AATAAAAGCA 
GAATACAGAA 
TAAACATAAT 
AAAGAGTCAT 
TTTCTTCTGT 
GTTTATTTAT 
GCAATGAAAA 
ATCAAAACTC 
AGTTCTGGCT 
TCAGAACAGC 
CTACTGTGAT 
TGTAAATATT 
GTTTQAGTTT 
TATATTTATT 
ATGTGCTTAT 



AGAATTGGAG 
TATGTGQTTT 
TAAATGGAAA 
AGATGGATGT 
TCTTGTATAT 
CTGGTAQATT 
ATGTTAGGGT 
AAGCAGATTT 
ATTCTCAGTC 
TCCTACACTT 
GAACACTG6C 
AGAGGTTCTT 
CAGGCTATGT 
TATGTAAACT 
TATTGAOAAT 
TAAGCTTATG 
GTTT 



aeeo 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3720 

3780 



Seq ID NO* 28 Pt-otiein aeouence 
Protein Accession «s NP_000441.1 



11 



21 



31 

1 I i > 

MIASQPLSAL TLVIilKESG AWSYNTSTEA MTYDEASAYC 
SILSYSPSYY WIGIRKVHMV WVWVGTQKPl. TEEP^^ 
DVGMWNDERC SKKKIALCrr AACTNTSCSG HGECVET^ 
TALBSPEHGS LVCSHPLGNF SVNSSCSISC DRG^fKE 
ECDAVWPAK GFVECFQNPG EPPWNTTCTF DCBEOTELMG 
AVTCRAVHQP QNGSVRCSHS PAGEFTPKSS CNPTCEEGFM 
SpERGYMMC LPSA96SPRY GSSCBPSCEQ 
eStCEAVRC DAVHQPPKfil. VRCMSPIGE PTYKS^S 
WTEEVPSCQV VKCSSIAVPO KIKMSCSGEP VPOTVCKFAC 
SGLLPTCEAP TESNIPLVAG LSAAGLSLLT LAPPLIWLRK 
GSYQKPSyili 

6eq ID NO: 29 DMA sequence ^^^^^^ 
Nucleic Acid Accession »« NM_007036 
Coding sequence: 56.. 610 



41 

1 

QQRYTHLVAI 

EPNNRQKDED 

YTCKCDPGFS 

TMQCMSSGEW 

AQSLQCTSS6 

LQGPAQVECT 

GFVliKGSKRL 

CEEGFELYGS 

PEGtmiHGSA 

CLRKAKia?VP 



51 

QNKEBIEYUT 60 

CVEIYIKRBK 120 

GLKCEQIVNC 180 

SAPIPACMW 240 

NHDMEXPTCR 300 

TQOQWTQQIP 360 

QCGPTGEHDH 420 

TQLECTSQGQ 480 

ARTCX3A1GHW 540 

ASSCQSLBSD 600 



^^^^^^^^^^^^^^ 

^^^Z^X^ w^nrvsTT-rrT nATTTCTGAG AOAAGGCTCT ATTTTCGTGA TTGTTCAACA 

SSSmSq GGGIQQQAGT GOaMUVTAftA M™oa CTTOTTOGT MGWGCCTC 
MMBMTT AATTGTOCTT ■ mTiiiU I TTTGGCTTTG GGAMAGTCA S**;™^*™ 

SSSSS SctwaSa agtaagatgt TTGAAQCTTA tgomattio *StAA^ 

^SSS^r ^ AS^raM TTCAAAAGGC TOCTGATOTA GTTCCCGGGT TACCIGTATC 

AMVCACTICC ATAAATAGCt "^OG^IG 
OATAAMCT* AGAAGTATTT TAOCCACTOG TGQTrtGTGT <^^^^ 
MA^TTTT ATAAATAAAT QTOTTASIOC MOXCKKN «Cra^ 

?S^Stc ctcttgagga aagaaatcta gtattatttc TTGAAAAiao r^^^^ 

SrwiAaGT TTTCAAACAT CTGAQGCAIO ATAAATttM IMMO^JM 
^f^ISS ISci^ TCAAAAAATO TCAAAAAATO AGCAACASAQ «»CCTWOT 

StSS tcqotoaatt ttcaattiaa ooiatqsaaa TAAGrmro 

AAMOMGAA TCAATTTTCA GCAOAAAACA TGTCAACTIT 1^^^ 

S ^ ^SS SSS ^ 

S =3S SSS sssss 

TTQTTCAATA AAAAAGAACA AGATAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 

laoo 

1860 
1920 
1980 



Seq ID NOx 30 Protein se onence 
Protein Accession #* NP_008967.1 

1 11 21 31 

I 1 1 ^ 

HKSVIiiaiTTIi LVPAHLVAAW SNNYAVDCPQ 
RGETCYRTVS GMDGMK0QP6 LROQPSNGBD P 
ICDRGTGKCL KPPFFQYSVT KSSNRPVSLT ^ 



41 SI 

PRCKRTVUID OSOCRVCAAG 60 

lICK DCPYGTFGMD CRETCMCQSO 120 

IVREBWKBN AAOSFVMRXN 180 
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LNPR 



Seq ID NO: 31 DMA sequence 

Nucleic Acid Accession NM_000963 

Coding sequencei 135.. 1949 

I 11 ai 31 41 51 

111111 

CAATTCSTCAT ACGACTTGCA OTOAGCGTCA GGAGCACGTC CAGGAACTCC TCAOCAGCGC 60 
CTCCTTCAGC TCCACAGCCA GACGCCCTCA GACAGCAAAG CCTACCCCOQ OGCCGCGCCC 120 
TGCOCGCCGC TOSGATGCTC GCCGGOSCCC TGCTGCTGTG OGOGGTCCTO OCGCTCAGCC 180 
ATACA6CAAA TCCTTGCTQT TCCCACCCAT GTCAAAA006 AiGGTGTATGT ATQAGTGTGO 240 
GATTTGACCA GTATAAGTGC GATT6TACCC GGACAGGATT CTAT06ASAA AACTGCTCAA 300 
CACX36GAATT TTTGACAAGA ATAAAATTAT TTCTGAAACC CACTCCAAAC ACAGTGCACT 360 
ACATACTTAC CCACTTCAAG GGATTTTGGA AOGTTGTOAA TAACATTCCC TrCCTTCORA 420 
ATGCAATTAT GAGTTATOTC TTGACATCCA GATCACATTT OATTOACAGT CCACCAACTT 480 
ACAATGCTGA CTATGGCTAC AAAAGCTGGG AAGCCTTCTC TAACCTCTOC TATTATACTA 540 
GAGCXXTTCC TCCTGTGCCT GATGATTGCC CGACTCCCTT GGGTOTCAAA GGTAAAAAGC 600 
AGCTTCCTGA TTCAAATGAG ATTOTGGAAA AATTQCTTCT AAGAAGAAAG TTCATCCCTO 660 
ATCCCCASGG CTCAAACATG ATGTTTGCAT TCTTTGCCCA GCACTTCACG CaTCAOTTTT 720 
TCAAGACAGA TCATAAGCX3A GGGCCAGCTT TCACCAAOGG GCTGGGCCAT GGGQTGGACT 780 
TAAATCATAT TTACGGTGAA ACTCTGGCTA GACAGOQTAA ACTGCGCCTT TTCAAGGATG 840 
GAAAAATQAA ATATCAGATA ATTGATGGAG AGATGTATCC TCCCACAtSTC AAAQATACTC 900 
AGGCAGAGAT GATCTACCCT CCTCAAGTCX: CTGAGCATCT ACGGTTTGCT GTGGGGCAGQ 960 
AGGTCTTTGG TCTGGTGCCT GGTCTGATQA TGTAT6CCAC AATCTGGCTG C3GGGAACACA 1020 
ACAGAOTATG CGATGTGCTT AAACAOQAQC ATCCTQAATO GGGTGATGAG CAGTTGTTCC 1080 
AGACAAGCAG GCTAATACTG ATAGGAGAGA CtATTAAGAT TGTGATT6AA QATTAT6TGC 1140 
AACACTTGAQ TGGCTATCAC TTCAAACTGA AATTTGACCC AGAACTACTT TTCAACAAAC 1200 
AATTCCAGTA CCAAAATOQT ATTGCTGCTG AATTTAACAC CCTCTATCAC TGGCATCCCC 1260 
TTCTGCXrrGA CACCTTTCAA ATTCATGACC AGAAATACAA CTATCAACAG TTTATCTACA 1320 
ACAACTCTAT ATTGCTGGAA CATGGAATTA CCCAGTTTGT TGAATCATTC ACCAGGCAAA 1380 
TTGCTGGCAG GGTTGCTGGT GGTAGGAATG TTCCACCGGC AGTACAGAAA GTATCACAGG 1440 
CTTCCATTGA CXAGA6CAG0 CAGATGAAAT ACCAGTCTTT TAATGAGTAC CXSCAAAOSCT 1500 
TTATGCTGAA GCCCTATGAA TCATTT6AAG AACTTACAGG AGAAAAGGAA ATGTCTGCAG 1560 
AGTTGQAAGC ACTCTATGGT GACATOGATO CTGTGGAGCT GTATCCTGCC CTTCTGGTAG 1620 
AAAAQCCTCO GCCAGATGCC ATCTTTGGTG AAACCATGGT AGAAQTTGGA GCACXaVTTCT 1680 
CCTTGAAAGG ACTTATGGGT AATGTTATAT GTTCTCCTGC CTACTGGAAQ CCAAGCACTT 1740 
TTGGTGGAGA AGTGGGTTTT CAAATCATCA ACACTGCCTC AATTCAGTCT CTCATCTGCA 1800 
ATAACGT6AA GG6CTGTCCC TTTACTTCAT TCAGTGT-TCC AGATCCA6AG CTCATTAAAA 1660 
CAGTCACCAT CAATQCAAGT TCTTCC06CT CCGGACTAGA TGATATCAAT CCCACAGTAC 1920 
TACTAAAAQA ACGTTCGACT GAACTGTAGA AGTCTAATGA TCATATTTAT TTATTTATAT 1980 
GAACCATGTC TATTAATTTA ATTATTTAAT AATATTTATA TTAAACTCCT TATGTTACTT 2040 
AACATCTTCT 6TAACAGAAG TCAGTACTCC TGTTGCG6AG AAA GGAGTCA TAC7TGTGAA 2100 
QACTTTTATO TCACTACTCT AAAQATTTTO CTGTTGCTGT TAASTTTOQA AAACAGTTTT 2160 
TATTCTQTTT TATAAACCA0 AOAGAAATQA GTTTTGAOQT CTTTTTACTT GAATTTCAAC 2220 
TTATATTATA AGAACX5AAAG TAAAGATGTT TGAATACTTA AACACTATCA CAAGATGGCA 2280 
AAATGCTGAA AGTTTTTACA CTGTOSATGT TTCCAATGCA TCTTCCATGA TGCATTAGAA 2340 
OTAACTAATG TTTGAAATTT TAAAOTACTT TTGGTTATTT TTCTGTCATC AAACAAAAAC 2400 
AGGTATCAGT GCATTATTAA AT6AATATTT AAATTAGACA TTACCAGTAA TTTCATGTCT 2460 
ACTTTTTAAA ATCAGCAATG AAACAATAAT TTGAAATTTC TAAATTCATA GGGTAGAATC 2520 
ACCTGTAAAA GCTTGTTT6A TTTCTTAAAG TTATTAAACT T6TACATATA GCAAAAAGAA 2580 
GCTGTCTTGG ATTTAAATCT GTAAAATCAG ATGAAATTTT ACTACAATTQ CTTQTTAAAA . 2640 
TATTTTATAA GTGAT6TTCC TTTTTCACCA AGAGTATAAA CCTTTTTAGT GTOACTGTTA 2700 
AAACrrCCTT TTAAATCAAA AT60CAAATT TATTAA6GT6 GTGQAGCOU: T6CAGTGTTA 2760 
TCTCAAAATA AGAATATTTT GTTGAOATAT TOCSUQAATTT GTTTATATGG CTOGTAACAT 2820 
GTAAAATCTA TATCAGCAAA AGGGTCTACX: TTTAAAATAA GCAATAACAA AGAAGAAAAC 2880 
CAAATTATTG TTCAAATTTA GGTTTAAACT TTTGAAGCAA ACTTTrTTTT ATCXHTCTGC 2940 
ACTGCAGGCC TOGTACTCAG ATTTTQCTAT GAGOTTAATG AAGTACCAAG CXGTGCTTGA 3000 
ATAAOGATAT GTTTTCTCAG ATTTTCTGTT GTACAGTTTA AXTTAGCAST CC3VTATCACA 3060 
TT6CAAAAGT AGCAATQACX: TCATAAAATA CCTCTTCAAA ATGCTTAAAT TCATTTCACA 3120 
CATTAATTTT ATCTCAGTCT TGAAGCCAAT TCAGTAGGTG CATTGQAATC AAGCCIGGCT 3180 
ACCTGCATGC TGTTCCTTTT CTTTTCTTCT TTTAGCCATT TTGCTAAGAO ACACAOTCTT 3240 
CTCATCACTT OGTTTCTCCT ATTTTGTTTT ACTAGTTTTA AGATCAGAGT TCACTTTCTT 3300 
TGGACTCTGC CTATATTTTC TTA0CT6AAC TTTTQCAAGT TTTCA06TAA ACCTCAGCTC 3360 
AGOACTGCTA TTTAGCTGCT CTTAAOAAGA TrAAAAOAOA AAAAAAAAOO OCCTTTTAAA 3420 
AATAGTATAC ACTTATTTTA AGTGAAAAGC AGA6AATTTT ATTTATAGCT AATTTTAGCT 3480 
ATCTGTAACC AAGATGGATG CAAAGAGGCT AGTGCCTCAO AGAGAACTGT ACGGGGTTTG 3540 
TGACTGGAAA AAGTTACXnT CCCATTCTAA TTAATGCCCT TTCTTATTTA AAAACAAAAC 3600 
CAAATGATAT CTAAGTAOTT CTCAGCAATA ATAATAATQA GQATAATACT TCTTTTGGAC 3660 
ATCTCATTGT CACTGACATT TAATGGTACT GTATATTACT TAATTTATTO AAGATTATTA 3720 
TTTATGTCTT ATTAGGACAC TATGOTTATA AACTGTGTTT AAGCCTACAA TCATTQATTT 3780 
TTTTTTOTTA TOTOUZAATC AGTATATTTT CTTTGGGGTT ACCTCTCTGA ATATTATGTA 3840 
AACAATCCAA AGAAATGATT GTATTAAGAT TTGIGAATAA ATTTTTAGAA ATCTGATTGQ 3900 
CATATTGAGA TATTTAAGGT TGAATGTTTG TOCTTAGGAT AGGCCTATGT GCTAGGCCAC 3960 
AAA6AATATT GTCTCATTAG CCTQAATGTG CCATAAGACT GACCTTTTAA AATGTTTTGA 4020 
GGGATCTQTG GATGCTTCGT TAATTTGTTC AGCCACAATT TATTGAGAAA ATATTCTGTG 4080 
TCAAGCACTO TQGGTTTTAA TATTTTTAAA TCAAA06CTG ATTACAQATA ATAQTATTTA 4140 
TATAAATAAT TGAAAAAAAT TTTCTTTTGG GAAGAOGGAG AAAATGAAAT AAATAXCATT 4200 
AAAOATAACT CAGGAGAATC TTCTTTACAA TTTTAGGTTT AGAATSTTTA AG8TTAAGAA 4260 
A6AAATA0TC AATATGCTTQ TATAAAACAC TQTTCACTOT TTTTTTTAAA AAAAAAACTT 4320 
GATTTGTTAT TAACATTGAT CTGCTGACAA AACCIGGGAA lYiXSG Q' lTU ' r GTATOGOAAT 4380 
GTTTCAGTQC CTCAGACAAA TGTGTATTTA ACTTAT6TAA AAOATAAGTC TG6AAATAAA 4440 
TGTCTOrrTA TTTTTGTACT ATTTA 
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60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



Seq ID NOt 32 Protein g equence 
Protein Accession #: NP_000954 

^5 =?v 

10 S^^^P F*V«KJEWFGI. VPGUWYATI WLREHJ^RVTO 

ILiSbTIKIV IBDYVQHLSG YHFKLKFDPE ^^fOYQ 
SS^?^ SpESdT PQIHDQKm QQPKNNSII. LBHGITQFVE SPTOQIA^ 
^S^^ CKVSQASIDQ SRQMKYQSFN EYBKRFMUKP M8FBBLTGS 
^StS»«^y P^LVEKPM BAIFGETKWE VGAPPSLHH. MfflWICSPMf HKPSTPeeEV 

STEL 

Seq ID NOs 33 DNA sequence 
llueleic Acid Accession «: NM_001S08.1 
20 Coding sequence: 1.-1361 

f f f f 

25 CCCGftGTTTG JO^^SSSS S^ScGTC ACCATTCGGG TCACCCAGGT GCTGCAGAAG 180 

■ I 

■■■■Hi 

^a«^ TCiooMia ciMi^ 

AMTCTQCW CWSKOWOaO TTTTCMGM CfcTOAAGTTT GA 



45 
50 



1320 



Seq ID NOs 34 Protein s ecMance 
Protein Accession »: NP_001«99.1 



VBOTSHRGLT CSRSSTRHHE QPETSNMSIC TNLSSRtSTVP QSSIFGRFW •"'W^W MO 

SSS^S^S^Jrppqi^kses^ri^^^^^^ III 

TtJuTwaaiiVD VHnWTPSypR AYMZUiPFSB TFFVLSSVIN PLLYTVSSQg rKRvrvyv**- j»m 
J^^ZS^^JSARmRPI^i^SSA^^ 
60 SKSQSLSLES LEPMSGAKPA NSAAENGPQE HBV 



65 



seq ID NO: 35 DiaA sequence 

Nucleic Acid Accession «i NM_00647S.l 

Coding sequencei 28. .2538 



II 21 31 *i ^^ 



60 
120 



I I I 

is^s^ ISS^ I?^T 

ft^AAftS AATACTTCaG OtfrrrGTAAG ARCTtMWttA AAAASIOCAT CWHMmmS 240 

iiS^^ TmATAIOA ATGTTQCOCr G8TTASATGA GAATOOAAQO AATQAAAfiSC 300 

iSipeSeC CCTATTCrSA OOCCTCaUUUV CTGAOGQRGG AGATCGAGGG AAAGG6ATCC 420 

75 TaSqSgS TGGQ«SU«:i T(«A «0 

gSaOSTQAA TCTTQAATTA CK3AATGCIT TAO^ S40 

WWSlMMGT TGACCAAGSV CTTAAAAAAT GGCAKJATTA rPCOCTCAAI OIKB*CAM 600 

tSacS TTATCCTAAT GGGOTTOTCA erOTTAATTG TGCTOfflMC 660 

Sc^ggS accagattoc aacaaaiggt ottotccato tcattoacco tgtgcttaca «o 

80 CAA^G^ ^tSaTTCA AGACKCftlT GAASCW5AB0 ATGACCTTTC ATCrTTTJ^ 780 

^^gS CATATTG(ae OCCCIWGAA OAGAOStHKA CTT^ 840 
ra^GOC TTTTGAGAAA CITOWJ^ 

O^^A^ TOOCTTCOQA AOCICTtAWJ AAOTACCACA TCXXAAAIAC TCTCCAOIGT 960 

?^IS^?^SSS55S?TTTO*fiACGCIOGA«OGAAATACAA««flATA 1020 

961 



wo 03/042661 



GGATGTGACG GTGACAGTAT AACAGTAAAT GGAATCAAAA TGOTQAACAA AAAGQATATT 1080 

GTGACAAATA ATGGT G TGAT CCATTTGATT GATCACOTCC TAATTCCTGA TTCTGCCAAA 1140 

CAAjGTTATTS AOCT O QCTGG AAAACAGCAA ACXIACCrrCA OGGATCTTGT GGCCCAATTA 1200 

GGCTTG6CAT CT0CTCT6AG GCCAQATOGA GAATACACTT TGCTGGCACX: TGTGAATAAT 1260 

GCATTTTCTG ATGATACTCT CAGCATGGTT CAGCGOCTCC TTAAATTAAT TCTGCAGAAT 1320 

CACATATTGA AAGTAAAAGT TGGCCTTAAT QAGCTTTACA AGQGGCAAAT ACT6GAAACC 1360 

ATOC3GAG6CA AACAGCTCA6 A6TCTTOGTA TATGGTACAG CTGTCTGCAT T6AAAATTCA 1440 

TGCATGGMGA AAGOGAGTAA GCAAGG6AGA AA06G7GCX3A TTCACATATT COGGQAGATC 1500 

ATCAAOOCAO CAGAGAAATC CCTCCATGAA AAGTTAAAAC AAGATAAGCG CTTTAGCACC 1560 

TTCCTCAGCC TACTTGAA6C TGCAQACTTG AAAGAGCTCC TQACACAACC TOGAGACTQQ 1620 

ACATTATTTQ TOCCAACCAA TGATGCTTTT AAGGGAATGA CTAGTGAAGA AAAAGAAATT 1680 

CTGATACSGGO ACAAAAATGC TCTTCAAAAC ATCATTCTTT ATCACXTTGAC ACCAGGAGTT 1740 

TTCATTGGAA AAG6ATTTGA ACCTG6TGTT ACTAACATTT TAAAQACCAC ACAAGGAAGC 1800 

AAAATCTTTC TQAAAGAAGT AAATGATACA CTTCTGQTOA ATGAATTGAA ATCAAAAGAA 1860 

TCTGACATCA TGACAACAAA TGOTOTAATT CATCTTOTAO ATAAACTOCT CTATCCAGCA 1920 

GACACACCTG TTGGAAATGA TCAACTGCTG GAAATACTTA ATAAATTAAT CAAATACATC 1980 

CAAATTAAGT TTGTTOGTGG TA6CACCTTC AAAGAAATCC C06TGACT6T CTATACAACT 2040 

AAAATTATAA CCAAAGTTQT GQAAOCAAAA ATTAAAGT8A TT6AAGGCA0 TCTTCAGCCT 2100 

ATTATCAAAA CXGAAGQACC CACACTAACA AAAGTCAAAA TTGAAOGTQA ACCXQAATTC 2160 

AGACTGATTA AAGAAGGTGA AACAATAACT 6AAGTGATCC ATGGAGAGCC AATTATTAAA 2220 

AAATACACCA AAATCATTGA TGGAGTGCCT GTGGAAATAA CTQAAAAAQA QACACQAGAA 2280 

aAACX3AATCA TTACAGGTCC TGAAATAAAA TACACTAGGA TTTCTACTGG AjOGTaOAGAA 2340 

ACAGAAGAAA GTCTGAAOAA ATTGTTACAA GAAGAG6TCA CCAAOGTCAC CAAATTCATT 2400 

GAASGTGGTG ATGGTCATTT ATTTGAAGAT GAAGAAATTA AAAGACT6CT TCA0GGA6AC 2460 

ACACCOGTGA GGAAGTTGCA AGCXSU^CAAA AAAOTTCAAO OTTCTAQAAG A06ATTAAGG 2520 

GAAGGTGQTT CTCAGTGAAA ATCCAAAAAC CAGAAAAAAA TGTTTATACA ACCCTAAGTC 2580 

AATAACCTGA CCTTAGAAAA TTGTGAGAQC CAAGT1X3ACT TCAGGAACTG AAACATCAGC 2640 

ACAAAGAAOC AATCATCAAA TAATTCTOAA CACMATTTA ATATTTTTTT TTCTOAATOA 2700 

GAAACATGAG GQAAATTGTQ GAOTTASCCT CCTGTGOTAA A60AATT6AA GAAAATATAA 2760 

CACCTTACaC CCTTTTTCAT CTTGACATTA AAAGTTCTG6 CTAACTTTGG AATCCATTAO 2820 

AGAAAAATCC TTGTCACCAG ATTCATTACA ATTCAAATCX3 AAGAGTTGTG AACTGTTATC 2860 

OCATTQAAAA GACCGAOCCT TGTATGTATG TTATGGATAC ATAAAAT6CA 06CAA6CCAT 2940 

TATCICTCCA TGGGAAGCTA AOTTATAAAA ATAGGTGCTT GGIGTACAAA ACTTTTTATA 3000 

TCAAAAGGCT TTGCACATTT CTATATGAGT 6GGTTTACT6 6TAAATTAT6 TTATTTTTTA 3060 

CAACTAATTT TGTACTCTCA GAATGTTTGT CATATGCTTC TTGCAATGCA TATTTTTTAA 3120 

TCTCAAACX3T TTCAATAAAA CCATTTTTCA GATATAAAGA GAATTACTTC AAATT6A6TA 3180 
ATTCAGAAAA ACTCAAGATT TAA6TTAAAA A6TG6TTTGG ACTTGGGAA 

Seq ID N0( 36 Protein eequence 
Protein Accession #: NP_006466.1 

1 11 21 31 41 51 

1 I i I I I 

MZPFIiFMFSI* IiUJiZVNPIN ANNHYDKILA HSRISGRDOO PHVCALQQZL GTKKlOrFSTC 60 

KNWYKKSICG QKTTVLYBCX: PGYMRMBGMK GCPAVLPIDH VyCTLQIVGA TTTQRYSDAS 120 

KLREEIEGKG SFTYFAPSNE AWDMLDSOIR RGLESNVNVB LLNALHSHMI NKRKLTKDLK 160 

NGMZIPSMYM NLGLFINHYP NGWTVNCAR IIHQNQIAIM GWHVIDRVL TQIGTSIQDF 240 

lEAEDDLSSF RAAAITSDIIi BALGRDGHFT LFAPIMEAFB KLPRGVLERF MQDKVASEAL 300 

MKYHZLNTLQ CSESZMGGAV FETLEGNTIB IGOXSDSITV NGIKMVNRKD ZVINNGVIHL 360 

IDQVLIFDSA KQVIELA6XQ QTTFTDLVAQ LQLASALRFD GSrTLLAPVN NAPSDDTliSM 420 

VQRLLKLILQ NHILKVKVGL NELYNGQILE TIGGKQLRVF VYRTAVCIEN SCMBKGSKQG 480 

RKGAIHIFRE IIKPAEKSLH EKLRQDKRF8 TFLSLXfAAD LKEIiLTQPGD WTLFVPTODA 540 

FKGMTSEEKB ILIRDKKALQ NZILYHLTPG VFIGRGFEFG VISHLKTTQG SKIFUCEVND 600 

TLLVNELKSK BSDIMTIMGV IHWDKLLYP ADTPVGNDQL IiEZUIKLZinr IQXKFVR6ST 660 

FKEIPVTWT TKIITKWBP KIKVIBGSLQ PIIKTEQPTL TKVKIEGBPB PRLIKBGETI 720 

TEVIHGEPII KKYTKIIDGV PVBITBKETR KBRIITGPEI KYTRISTGGG BTEETLKKLL 780 
QEEVTKVTKF ZBGGOGHLFE DEBIKRLLQO DTPVRKLQAN KKVQGSRRRIi RBGRSQ 

Seq ZD KOi 37 DNA sequence 

Mticlelc Acid Accession fti NM_002416 

Coding sequences 40.. 417 

1 11 21 31 41 51 

I I I I I I 

ATCCAATAC3V GGA6TGACTT GGAACTCCAT TCTATCACTA TGAAGAAAAG TGGTGTTCTT 60 

TTCCTCTTGG GCATCATCTT GCTGGTTCTG ATTGGAGTGC AAGGAACCCC AGTAGTGAGA 120 

AAGGGTOSCT GTTCCT6CAT CAGCACCAAC CAAGOQACTA TCCACCTACA ATCCTT6AAA 180 

OAGCTTAAAC AATTTGCOCX: AAOCCCTTCC TGOQAOAAAA TTGAAATCAT TQCTAGACXG 240 

AAGAATGGAO TTCAAAGAT6 TCTAAACCCA GATTCAQCAO AT6TGAAGGA ACTGATTAAA 300 

AAGTGOGAGA AACAG6TCAG CCAAAAGAAA AAGCAAAAGA ATGGGAAAAA ACATCAAAAA 360 

AAGAAACnrC TQAAAOTTOG AAAATCTCAA 06TTCTGGTC AAAAOAAGAC TACATAAOAO 420 

ACCACTTCAC CAATAAGTAT TCTQTGTTAA AAATGTTCTA TTTTAATTAT ACCQCTATCA 480 

TTCCAAAG6A GGATGGCATA TAATACAAAO GCTIATTAAT TTGACTAGAA AATTTAAAAC 540 

ATTACTCTGA AATTGTAACT AAAGTTAGAA AGTTGATTTT AAGAATCXAA AOQTTAAGAA 600 

TTGTTAAAGG CTATGATTGT ClTi ' U ' n ' C r f CTAOCACCCA CCAGTTGAAT TTCATCATOC 660 

TTAAGGCCAT GATTTTAGCA ATACCCATGT CTACACAGAT GTTCACCCAA CCACATCCCA 720 

CTCACAACAG CTGCCrGGAA GAGCAGCCCT AGGCTTCCAC GTACTGCAGC CTCCAOAGAO 780 

TATCZQAGGC ACATGTCAGC AAOTOCTAAO CCTGTTAGCA TGCTOOIGAO CCAAGCAlBTT 840 

* TGAAATTOAO CT6QACCTCA CCAAOCTGCT GTGQOCATCA AOCTCTOTAT TTQAATCAGC 900 

CTACAGGCCT CACACACAAT 6T0TCT6AGA GATTCATGCT GATTGTTATT GGGTATCACC 960 

ACTGGAGATC ACCAGTGTGT GGCTTTCAGA GCCTCCTTTC TGGCTTTGGA AQCCATGTGA 1020 

TTOCAICTTQ GCOGCTCAGQ CTGACCACTT TATTTCTTTT Wl tXtXTT TOCTTCATTC 1080 

AAOTCAGCTC TTCTCCATCC TACCACAAT6 CAGTGOCTTT CPTCTCTOCA GTGCACCIGT 1140 

CATATGCTCT GATTTATCTG AOTCAACTCC TT1X.1C A TCT TGTCCOCAAC ACCXXACAGA 1200 
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AGTGCTTTCT 
AAATAAAGCT 
CAOVTGGGTG 
AGATTGTCAG 
CTAATAATAC 
TGGCAACCAG 
CTAGCCTCTG 
GATGCAACAT 

gcacgtggta 
aaaatcatat 
ccaaccatac 
tctaagatct 
agttttattg 

TCTCCCATGA 
TAGTGGAAGC 
GGAGGTTCAG 
CTTTCCCAAA 
TCCCACCCGA 
AAAAATCTAA 
GTAGACAGTA 
TGATTTATCA 
AAACAGTATT 
TATCAATAAA 



TCTCCCAATT 
TTTTGGACAC 
AACACTCAAT 
CTCCTTGAGG 
TGTG6AACTA 
ACCATT6TCT 
GTAACCTCTT 
CCTTGTCTTT 
AAACACTTGC 
AATCTXACAA 
AAAAATTCCT 
AACAAGATAG 
TCCGTTTACT 
AGAAAGGGAA 
AT6ATTGGTG 
TGAATTQTGT 
TTGAATCACT 
ACGTCTTATC 
GTGTTTCATA 
TATAACTAAC 
TATATATACA 
GACTTGTATA 
TAGACCATTA 



CATCCTCACT 
ACAAATTATC 
GGTTAACTAA 
GCAAGAGCXA 
GGTTTTAATA 
CAGAGCAGGT 
ACTTATTATC 
TTATGACAGG 
GGATATTCTG 
TGAAAAGGAC 
TTTCCCGAAG 
CCACCQAGAT 
TGTTTCAQAQ 
CGGTGAAGTA 
CCCAGTTAGC 
AGGAOAGGTT 
GCTCACACTG 
TAATCATGAA 
AATTTGAGAG 
AACCAAAOAC 
TACATGCATA 
OCTTQTAATT 
ATCA3 



CAOTCCAGCT 
TTAAAACTCC 
TTCTTGGGTG 
CAGTATATTT 
ATTTTTTAAT 
GCTGGCTCTT 
TTCAGGACAC 
ATGTTTGCTC 
GACTGTTTTT 
TTTATAGATC 
GAAAAGGGCT 
CCTTATCGAA 
TTTGTATTGT 
CTAAGCGCTA 
CTCTGCAGGA 
GTCTGTGGCC 
CTGATGATTT 
ACTCCCTAGT 
TCTGTQACCC 
TACATATT6T 
CACTCTCAAA 
TGAAATATTT 



TAGTTCAAGT 
TGTTTCACTT 
TTTATCCTAT 
CCCTQTTTCT 
TGATGTTGTT 
TCCTGGCTAC 
TCACTACAGG 
AGCTTCTCCA 
AAAAAATATA 
AGCCAGTGAC 
TTCTCAATAA 
ACTCATTTTA 
GATTATCRAT 
GAGGAAGCAG 
TGTGGAAACC 
AGAATTTAAA 
AGAGTGCT6T 
TCCTTCATGT 
ACTTACCTTG 
CACTGACACA 
GCAAATAATT 
TCTTTGTTAA 



CCTGCCTCTT 
GGTTCAGTAC 
CTCrCCAACC 
TCCACAGTGC 
ATGGGCAGGA 
TCCATGTTGG 
GACCAGGGAT 
ACAATAAGAA 
CAGTTTACCG 
CAACCTTTTC 
GCCTCAGCTT 
GGGAAATAT6 
TACCACACCA 
CCAAGTCGGT 
TCCTTCCAGG 
CCTATACTCA 
CCGGTGGAGA 
AACTTGGCTO 
CATCTCACAG 
CACGTTATAA 
TTTCACTTCA 
AATA6AATGG 



1260 

1320 

1380 

1440 

ISOO 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2260 

2340 

2400 

2460 

2520 



Seq ID MOi 38 Protein s equence 
Protein Accession «i IIP_002407 

« f 1^ f 

LcfiOVLFU. OlILLVLIOV QOTPWRKGR CSC1STOQ8T inOSlOTLK QW!!^!ES 
'^^^ "iSwDsI milOWK KQV8QMCKQK BGHOKIKKIW LmKSQRBR 

QKKXT J 



60 
120 



Seq ID NOs 39 DMA sequence. 

Nucleic Acid Accession #: NM_006670 

Coding sequence: 85. .1347 

1 11 f f f 

LnnrWWffl LsHCCQOOC CCRGCCTCCC GBGCCTTCCSQ AGCGGGCGCC GTCCCAGCCC 
SSSS O^TGCCT GOGGaJIGCT CCCGGGGCCC CGCOGCOGGG 

TgSgc^ GWavCIAGCG CTCGTACTCC TGGG«GeSr ^^^^ 
CCTMGCATC CTCCTTCTCC TCCICSeOSC CBTTCCIOQC TTCCQOOOTG 

l^^^ ^SSLtgc ccogogctqt Goaflwcic cx»eGa«03 

SS^^ abS^aa cogcaaictg accoaggtgc ccaoggacct gcogcctm 

SSS^i^ TCTTOCTTAC OGGCAACC3«3 CTGGCCGTGC TCCCTGCCGO CGCCTTOSCX: 
^^S^ CrCAACCTCA GOGGCAGCOG CCTGGftOGM 

SgCOTcS GCATCIGOOC M0CI0080C ABCrOGAOCT CAGCC^ 
SrirrScS MCtCaOTCC CTTOGCTTTC TOGOOCASCA ATGCC3W0GT CTOGGCCCCC 

$^SS?^ oSgaaccac atcgtg«cc cigaagatga gcggc^c 

S^SStTOS AqSSt GGIGGOGGCC CTSCrOGOGO GCCGTGCRCT GCAG8SGCTC 

S^^Sttgq agStcccro caaccacttc crrrAOCioc cgcooqbiot cctogcota 

Sm^rSoS TC^CACCT QOACmMT AATAATTOOC TOOIGAOCCT GACCTACGM 

SioSlO GCACCCTGGC TOAGTTGCAA GQTCtACCCC ACATTOOGGT "TCCW^ 
I^^CT GGQTCIGCQA CTOCCACATG GCAGACATGG TGACCTGGCT CRMGAM^ 
^S^OTQC MGOCAAAGA COSQCTCACC TOTGCATATC CGGARAAAAT WOSM^ 

SaCToSoG TGCIGRCCIG OACIGTOUS: (H^^ 
SSS? ATGrSrOCT OOGTATTOIT TTAOCCCTGA T»0608CIAT TKCC^ 
CTTTTeTAM TOAAOCGCAA GSGGATAAAA AAGIGGATGC ATAACATCAG AGATCOCIGC 
?^mSa TCATTACAGA TATGAAATCA ATOCOGAOCC CASATMAa 
CTAA^GGA TGTCTQAOAA ATATTAQAQO ACAOACSaSG GACAACTCTO 

GGACTTTGAC TAAAAOCMS GAAGGOGATT «CTTOCTTG 
iric^TO TGTTCTGTTA ATGTAAGRDa ATGAACaOTT GTGTATAGTO ^^^^2 
^JSmTCT TcSSiccr CAACACGTAT GGAGGQATTT TTCflCGTTTC J^J^J^ 
SSS? ^CTGtC TCrCTCTCAG "^^^^ 

ACAGATAOCA TTOWCAAAA GCIGC3CTCRA CTTTTrOORO AAAAATACTT 'A^]^™** 
tS^^ MTCTMOI ACCTAHOPTO IWStfJAAAAT ARITOCAICC TATAAACTGC 
S^S^ tSSS TTCAAAAIAA CTCCATGGIG CACAGGAOtt OCTOaTCCA 

l^^AC TGTTCIGCAT «TA«AAAA AT^Tt^ 
TTCTTTGACA AACTAAATTA CTITTTTGAT TGCAGTTOMC A^^J"^ SS^SSo 
TTTTAATAAA CKCAXOGAfl AICCAAOOQA CIGAATIBTT AAAAAAAAAA AAAAATAAAO 
ATTCTTAAAA 6AA 

Seq ID HOt 40 Protein seouenee 
Ccoteln Accession ft i NP_006661 

1 XI 21 31 |1 SI 

LgGCSRGPA LdGRLRIAR LvLVLLGWVS SSSPTSSASS PSSSAPFIAS AVSAQPPLTO 

aS^KCV«R liLTEVPTDLP AYVHNLFLTG »Q^^^ 
S^SSHL DBVRAGAFEH LPSLHQLDLS HMPLADLSPP APSGSNASVS ^SmVBLIL 
QHRSPBQMW AALLAffilAW OLHRLELASH HPLVLPRDVL AQLPSLRHM 



60 
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LSMMSLVSLT yvSFRNLTHI» BSUILBDMAL KVLBNGTLAB LQGLPBIByP LDNNFWVCDC 300 
HMADKVTWLK ETEWQGKDR LTCAYPEKMR KBVUiEUISA DUXXPIIiPP SLQTSYVFL6 360 
ZVLALIGAIF LLVLYU7RKG IKKHMHNIRD ACROHMEGyH YRYBINADPR LTNLSSNSDV 

Seq ID NO: 41 DNA sequence 

Nucleic Acid Accession ft: Eos sequence 

Coding sequence! 1..927 

1 11 21 31 41 51 

11)111 

ATGCCTGGGG GGTGCTCXX^Q GGGCCCC6CC GCXX3G0GA0Q GGCXTTCTGOG 6CTGG0SGGA 60 

CTAGOGCTQG TACTCCTGGO CTOGOTCTCC TCGTCTTCTC CCACCTCCTC GGCATCCTCC 120 

TTCTCCTCCT CGGCGCCGTT CCTGGCTTCC GCCX3TGTCCG CCCAGCCCCC GCTGCOGQAC 180 

CAGTGCCCCG CGCTGTGCX3A GTGCTCCGAG GCAGCGCGCA CAGTCAAGTG OGTTAACOSC 240 

AATCTOACOa AGGTGCCCAC GQACCTOCCC GCCTACGTGC GCAACCTCTT CCTTACCOOC 300 

AACCAOCTGG CCAGCAACCA CTTCCTTTAC CTGCCGCGGG ATGTGCTGGC CCAACTGCCC 360 

AGCCTCAGGC ACCTGGACTT AAGTAATAAT TCGCTGGTGA GCCTGACCTA OGTGTCCTTC 420 

OGCAACCTGA CACATCTAGA AA6CCTCCAC CT6GAGGACA ATGCCXTTCAA GGTGCTTCAC 480 

AATGOCACXr TGGCTGAGTT GCAAGGTCTA CCCCACATTA GGGTTTTGCT GGACAACAAT 540 

CCCTGGGTCT 6CGACTGCCA CATGGCAGAC ATGGTGACCT G6CTCAAGGA AACAGAG6TA 600 

GTGCAGGGCA AAGACCGGCT CACCTGTGCA TATCC6GAAA AAATOAGGAA TCGGGTCCTC 660 

TTGGAACTCA ACAGTGCTOA CCTGOACTGT GACCCGATTC TTCCCCCATC CCTGCAAACC 720 

TCTTATGTCT TCCTGGGTAT TQTTTTAQCC CTGATAGGOG CTATTTTCCT CCTGOTTTTO 780 

TATTTGAACX: GCAAGGGGAT AAAAAAGTGG ATGCATAACA TCAGAGATQC CTGCAGGGAT 840 

CACATGGAAG G6TATCATTA CAGATATGAA ATCAAT60GG ACGCCAGATT AACAAACCTC 900 
AGTTCTAACT OGGATGTCCT OGAGTGA 

Seq ZD NOi 42 Protein sequence 
Protein Accession #t Eos sequence 

1 11 21 31 41 51 

i I t i I 1 

MPGGCSROPA AGDORLRLAR lALVLLGWVS SSSPTSSASS FSSSAPFLAS AVSAQPPliFD 60 

QCPALCBCSB AARTVRCVNR NLTBVPTDLP AYVRNLFLTO NQLASNHFLY LPRDVLAQLP 120 

SLRHLDLSNN SLVSLTYVSP RNLTHLESLH LEDNALKVLH NGTLAELQGL PHIRVFLDNN 180 

PWVCDCHMAD MVTHLKETEV VQGiCDRLTCA YPEKMRNRVL LELNSADLDC DPILPFSLQT 240 

SYVFLOIVLA LIGAIFLLVL YLNRKGIKKW HHNIRDACRD HKBGYHYRYB INADPRIiTNL 300 

SSNSDVLE 

Seq ID KOt 43 DNA sequence 

Nucleic Acid Accession #i NM_058173 

Coding sequence! 68.. 340 

1 11 21 31 41 51 

I I I I I I 

AGCGCCTTGC CTTCTCTTAG GCTTT6AAGC ATTTTTGTCT GTGCTCCCTG ATCTTCAGGT 60 

CACCACCATG AAGTTCTTAG CAGTCCTGGT ACTCTTGGGA GTTTCCATCT TTCTGGTCTC 120 

TGCCCAOAAT CCQACAACAO CXGCTCCA6C TQACACOTAT 0CA6CTACTG GTCCTGCTGA 160 

T6ATGAAGCC GCTGATGCTG AAACCACTGC TGCT6CAAGC ACTGOGACCA CTGCTGCTCC 240 

TACCACTGCA ACCACC6CTG CTTCTACCAC TGCTOGTAAA QACATTCCAG TTTTACCCAA 300 

ATGGGTTGGO GATCTCCCGA ATGOTAQAQT OTOTCCCTOA GATGGAATCA GCTTG AGTC T 360 

TCTGCAATTO QQTCACAACr ATTCATGCTT CCTOTQATTT GATCCAACTA CTTACCTTGC 420 

CTACGATATC CGCTTTATCT CTAATCAGTT TATTTTCTTT CAAATAAAAA ATAACTATQA 480 
GGGAGCTAAC AT 

Seq ID NO I 44 Protein sequence 
Protein Accession #: NP_477S2l 

1 11 21 31 41 51 

111)11 

MKFLAVLVLL GVSIFI«VSAQ NPTTAAPADT YPATGPADDE AFDAETTAAA TTArEAAFTT 60 

ATTAASTTAR KDIPVLPKWV ODLPNGRVCP 

Seq ID NOt 45 DNA sequence 

Nucleic Acid Accession «: MM_Q00095.1 

Coding sequencer 26.. 2299 

1 11 21 31 41 51 

) ) ) I I ) 

CAGCACCCAG CTCCCCGCCA CCGCCATGGT COCOGACACC GCCTGOGTTC TTCTGCTCAC 60 

CCTGGCTGCC CTOGGCGCGT COGGACAGGG CCAGAGCCOG TTGGGCTCAG ACCTGGGCCC 120 

GCAGATGCTT GGGGAACT6C AGGAAACCAA 060GG0GCTQ CAG6A08IGC GGGACTG6CT 180 

GCOGGAGCAO GTCAGGGAOA lt !A OgTT CCA' QAAAAA CAOO QTOAT^AOT OTaAOGCOTQ 240 

06GGAT6CAG CAGTCAGTAC GCAOOGGOCT AGCCAGOGTO 0G6CCCCTGC TOCACTGOGC 300 

GCCC6GCTTC TGCTTCCCCO GCOTQGCCTG CATCCAGAOG GAGAGOGGOG GCOGCTGGOG 360 

OCCCTGCCOC GCG60CTTCA OGGOCAACGG CTC6CACTGC ACCGAOQTCA AOGAGTGCAA 420 

GQCCCACCCC TGCTTCCGCC GAGTCOOCTG TATCAACACC AOC006GGGT TC08CTGCGA 480 

QQCTT O CCOG CCGGGGTACA GCQ6CCCCAC CCACCAG6GC GIGGGGCTGQ CrTTCGCCAA 540 

GGOCAACAAO CAQ6TTTGCA GGQACATCAA CQAGTOXGAO ACOGO GC AAC ATAACTGCOT 600 

CCCCAACTCC OTGTGCATCA ACACCCOGGG CTCCTTCCAG TGCGGOCCGT GCCAOCCOQG 660 

CTTOGTOGGC GACCAGGOGT COGGCTGCCA GOGOGGOGCA CAGOQCTTCT GCCCCGAOGG 720 

CTOGCCCAGC GAOTGCCAGG AGCAtOCAGA CTGCGTCCTA GAQO60QATG GCTOGOGGTC 780 

GTCUJlVlXJi' CG06TTG0CT G0GC066CAA CGGOATCCTC TGTGGTCQOG ACACTGACCT 840 

AGAOGGCTTC CCGOAOGAGA AGCIGOOCTG CC0GGAGC08 CAOT OO O CTA AGGACAACIG 900 
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«lT»-»f-rrTC3 CCOVACTCAG GGCAGGAGGA T0TGGAC08C OATOaCRTCO OMMJSCCTO 

SS^S aSggotccc caatgaaaag gacaactgcc cgctggioog 

S^^SS^ JSaGGA CASmCGGGC GATGCOreCG AO^RCIG^ 

5 CGACORCATC GACGGOOACC GGATCCQCRA COVQGCOOW: A» CIOCC CTA GGGTOCCCTA 
S^SS SSaCAOTO ATGGOGATGO TATAGOGWr GCCTOT^ ^SSS 

GAAffi^ftC ccasATCAsa cggatgtgga ccACGRcrrr gtggg^g ctigtcacao 
SoStg^ acggacatca ggactctogg gacaactgtc ccacgbtwc 

^^^SS^^SSS^SSSSa^^ 

^SSSS AAQM^G TOTOTCOGGA GRACGCTGAA GTCAOGCTCA CCOACTTCRG 
SSSS^S^^^ ^^CCGOA GGGTGACGCX3 CAGATTGACC CCAACTGGGT 

r^favTGGAGC AAACGTATTG GCAGGCGAAC CCCTPCOSTG CTGTG6C0GA 

^SS^ Saagtc ttccacaggc cccg^c a^tg^ 

SSSSgG CMAC^G^ ACACAGAGTC CCA(5GTGCGG CEGCrGTGQA AGGACCCGOG 
90 TGGAAG^ AGAACTCCTA TOSTTOQTTC CTGCAGCACC GGCCCCAAQT 

AAGQGCTCAG AGAGGACAAA ATAAAGTCTG TGXGCaGQG 



960 
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Seq ID NO» 46 Protein aequence 
Protein Accession #: NP_000086.1 



" f " r 

1 ] i™«,/,onT. r!onMT.PRtOE TNAADODVRD WIiRQOVRBIT 60 

120 



LBTvr»m,TT JttaaI/IASG QGQSPLGSDL GPQMLRELQE TNAAKJDVRD WXiROOVREIT 

- mmmmmm I 

SsSSPY ^^SSqMEQT YWQANPPRAV AEPGIQLKAV KSSTGPGE^L MMJffl^ 660 
ZSSk SYRWFLQHRP QVGYIRVRFY BGPEDVADSM WI.DTTHRGG 
45 HLGVPCPSQE MIlWMnAYR CMDTIPEDYE THQLRQA 



720 



50 



Seq ID NO: 47 DMA aeouence 
Kucleic Acid Accession #s NM_001S6S.l 
Coding sequences 67.. 36 3 

1 11 » " \^ f 

1 i ir-nruwara eCAfiAfiGAAC CTCCaGTCTC 60 



21 31 41 SI 

nSrSiiS^S; tt^TGCTAC AATGAAAAAG AAGGGTCAGA AGAGATGTCT GAATCCAGAA 300 

i^CCCA TCTTCCRAGG GTACTAAGGA ATCTTTCTGC ITTGGGGTTT ATC^ATTC 720 

SSSS^ oSaTA CAGGAAGOTA 6AAATATCT6 TGTAMIMT 900 

^5S^2S^SL«:TGTACAAA0IATAAflK^ 

WCftSMTA talOOAATAA CATOTAATTA AGIACXATOr ATCAAIGAGT ^CA^«*ftft 
70 AT*TOCICIG OATOITACAI AABATAAAIG WCIGAATGO 1080 

ITTTCAAATA AAAATGHOQT ACTCTCCIQO AAASKtXAAO 



75 
80 



Seq ID NO: 48 Protein seouence 
Protein Accession #: NP_001556.1 

21 31 41 SI 

IwTAILICC ilFLTLSGIQ GVPLSRTVRC TCISISHQPV HPRSLEKLEI IPASQPCPRV 60 

eiiatmkkkg ekrclmpbsk aiknujcavs kemskrsp 

Seq ID NO; 49 DKA sequence 

Mucleic Acid Accession It : XM_0S7014 

Coding sequences 14 3.. 874 

965 



wo 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



1 
I 

GGGAGGCAGA 
CGOGGOGGAG 
OOCTGCCCGG 
CCX3CG6CCTC 
OCOCAACGGG 
AATGT6CTTA 
CATTCOOGOT 
TCTGAGGOAA 
ATT6AATTAT 
AAATAGTGCT 
CTGTCAOCQT 
AGCTATAATT 
CACTTCTTCT 
CTGGGTTGGC 
TTCTOGCATC 
TTTTTTTATT 
CATCTGAAT6 
TTTAAATCTA 
TGGTTAGAAT 
GGTCTTrrOT 
TGTACAATTT 
CAAOCTTAAA 



11 
I 

GAGGOGCGOG 
CCAGACGCTG 
CAGCOGGGAO 
CTGCTGCTCC 
AA6CAAAAGG 
CAAGGGCCAO 
ACACCTGGGA 
AGCTTTGAGO 
GGCATA6ATC 
CTAAGAGTTT 
TGGTATTTCA 
TATTTGGACC 
GTGGAAGGAC 
ACTTGTTCAG 
ATTATTQAAO 
ATGCCTTGOA 
AAAAGCAAAG 
OCATTATTCA 
ACTTTCTTCA 
TTTTTCTCTT 
GTAAAT6TTA 
AAAAAAAAAA 



ai 

i 

GGTGAAAGGC 
ACCAOGTTGC 
CCATGOSACC 
TGCTGCTGCA 
06CAGCT00G 
CAGGAGTQOC 
TCCCAGOTOG 
AGTCCTOGAC 
TTGGGAAAAT 
TGTTCAGTGQ 
CATTCAATGG 
AAGGAAGCCC 
TTTGTGAAGG 
ATTACCCAAA 
AACTACCAAA 
ATGC5TTCACT 
CTAAATATGT 
TTTTGCTTCA 
TAGTCACATT 
AGTATAGCAT 
AOAATTTTTT 



31 
I 

GCATTGATGC 
TCTCCTCGGT 
OCAGGGCGCC 
GCIGGCOGOO 
GCAGAG6GAO 
TGCrroOAGAC 
GQATGGATTC 
ACCCAACTAC 
TGCGQAGTGT 
CTCACTTOQG 
AGCTGAATQT 
TGAAATGAAT 
AATTGGTGCT 
AaaAGATGCT 
ATAAATGCTT 
TAAATQACAT 
TTACAGACXai 
ATCAAAAOTG 
CTCTCAACCT 
Tl'rrAAAAAA 
TTATATCT6T 



41 

I 

AGCCTGOGGC 
CTCCTCCXSCC 
GCCGCCTCCC 
COOT06A006 
GTGGTG6ACC 
GGGAGCCCTO 
AAAGGAGAAA 
AAGCAGTGTT 
ACHTTTACAA 
CTAAAATOCA 
TCAGGACCTC 
TCAACAATTA 
GGATTAGTGO 
TCTACTQQAT 
TAATTTTCAT 
TTTAAATAAQ 
AAGTQTGATT 
GTTTCAATAT 
ATAATTTG6A 
ATATAAAAOC 
TAAATAAAAA 



51 
I 

GGCCTOOQAG 
TCCAGCTCCQ 
OQCAGOGGCT 
CCTCTGA&AT 
TQTATAATG6 
GGGCCAATGG 
AGGG6GAATQ 
CATGGAGTTC 
.A0ATQG9TTC 
GAAATOCATG 
TTCCCATTGA 
ATATTCATCG 
ATGTTGCTAT 
GQAATTGAGT 
TTGCTACCTC 
TTTATGTATA 
TCACACTGTT 
TTTTTTTAGT 
ATATTGTTOT 
TACCAATCTT 
TTATTTCCAA 



60 
120 
160 
340 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



Seg ZD NOt SO Protein sequence 
Protein Accession #t XP_0S7014 



1 11 21 31 41 51 

1 1 1 I I I 

MRPQGPAASP QRLRGLIiLLIi LLQLPAPSSA SBIFKGKQKA QLRQREWDL YKGHC1X2GPA 60 

GVPGRDGSFO ANGIPGTP6Z PGRDGFKGEK GBCLRBSFEE SHTFNYKQCS HSSXJiyGIDL 120. 

GKIAECTFTK MRSK8ALRVL FSGSI«RLKCR NACGQRHYFT FMGABCaGPL PZBAIZYIiDQ 180 

GSPBMtlSTXH IKRTSSVB6L CE6IGA0LVD VAZHVOTCSD yPKGDASTQN NSVSRIIZBB 240 

ItPK 

Seq ID NOt 51 DNA sequence 

Nucleic Acid Accession ft: NM_020974 

Coding sequence: 81.. 3080 

1 II 21 31 41 51 

I I I I I I 

GG06TC00C0 CACACCTCCC 0GC6CCGCC6 CCGCCACCGC CCX3CACTCCG CCGCCTCTOC 60 

C0GCAACC3GC TGAGCCATGC ATGGGGGTOS CGGGCXX5CAA CCGTCCOGGQ GOOGCCTQGG 120 

CGGTGCTGCT GCTGCTGCTO CTGCTGCCGC CACTGCTGCT GCTGGCXJGGO GCCGTCCCGC 180 

0GGGTCGGG6 COGTGCCGOG GGGCOQCAGG AGGATGTAGA TGAGTGTGCC CAAGGGCTAG 240 

ATGACTGCCA TGOOGACGCC CTGTGTCAGA ACACACCXZAC CTCCTACAAG TGCTCCTGCA 300 

AGCCTG6CTA 0CAAGG6GAA GGCAG6CAGT GTGAGGACAT OQATGAATGT GGAA ATGAGC 360 

TCAATOQAQG CTQTGTCCAT GACTGTTTGA ATATTCCAGG CAATTATCGT TGCACTTGTT 420 

TTGATGGCTT CATQTTGGCT CAT6ACGGTC ATAATTGTCT TQAT6TGGAC GAGTGCCTGG 480 

AGAACAATGG CG6CTGCCAG CATACCTGTG TCAAOGTCAT GGGGAGCTAT QAGTGCTOCr 540 

GCAAGGAGGG gTTTITCCT Q AGTGACAATC AGCACACCTO CATTCACC3QC TCGGAAQAGG 600 

GGCTGAGCTG CATGAATAAG GATCAOOGCT GTAGTCACAT CTGCAAGGAQ GCCCCAAGGG 660 

GGAGOGTOGC CTGTGAGTGC AGGCCTOGTT TTGAGCTGGC CSU^GAACCAQ AQAGACTGCA 720 

TCTTGACCPG TAACCATGGO AAOQGTGGGT GCCAGCACTC CTOTGACQAT ACAGC OGATG 780 

GCCCAGAOTG CAGCTGCCAT CCACAGTACA AGATGCACAC AGATGGGAGG A6CTG0CTTG 640 

AGGQAaAGGA CACTGTCCTG GAGGTGACA6 AGAGCAACAC CACATCAQTG GTGGATGGGG 900 

ATAAACGGGT GAAACQGOGG CTGCTCATGG AAACGT6TGC TGTCAACAAT GGAGGCTGTG 960 

ACCX3CACCT0 TAAGOATACT TCGACAGGTG TCCACTGCAO TTQTCCTOTT GGATTCACTC 1020 

TCCAGTTOGA TOQGAAQACA TOTAAAGATA TTQATGAGTG CCAGACCOGC AATGGAGGTT 1080 

GTGATCATTT CTGC3VAAAAC ATCGTGGGCA GTTTTGACTG OGGCTGCAAG AAAGGATTTA 1140 

AATTATTAAC AGATQAGAAG TCTTGCXaAO ATGTOQATGA GTQCTCTTTG GATAQGACCT 1200 

OTOAOCACAO CTGCATCAAC CACCCTQGCA CATrTGCTTO TGCTTGCAAC CGAGGGTACA 1260 

OCCTGT ATOG CTTCACOM TGTGQAGACA CCAATGAGTG CAGCATCAAC AACGGAGGCT 1320 

GTCAGCAGGT CTGTGTQAAC ACAGTGGGCA GCTATGAATQ CCAGTQCCAC CCtGGGTACA 1380 

AGCTCCACTG GAATAAAAAA QACTOTGTGO AAGTGAAQGO QCTCCTQCCC ACAAGTGTGT 1440 

CACCC08TGT GTCCCTGCAC TGOGOTAAGA GTGGTGGAGO AGACGOGTGC TTCCTCAGAT 1500 

GTCACTCTOG CATTCAOCTC TCTTCAGATO TCAOCACCAT CAGGAC3UVGT GTAACCTTTA 1560 

A6CTAAATGA AG6CAAGTGT AGTTTGAAAA ATGCTQAQCT GTTTCCXXSAG GG TCTG OQAC 1620 

CAGCACTACC AGAGAAGCAC AOCTCAGTAA AAOAGAGCTT COGCTACGTA AAOCTTACAT 1680 

GCAGCTCTGG CAA6CAAGTC CCAGGAGCCC CTGGCOGACC AAGCACXXX7 AAGGAAATGT 1740 

TTATCACTGT TGAGTTTGAG CTTGAAACTA ACCAAAAGGA GGTGACAGCT TCTTGTGACC 1800 

TGAGCTGCAT GGTAAAGCXZA AC0GAGAA6C GGCTOCXITAA AGCCATCOGC AOGCTCAGAA 1860 

AGGCCerCCA CAGOOAOCAG TTTCACCTCC AGCTCTCAGG CATGAACCTC GACOTGOCTA 1920 

AAAAGCCTCC CAGAACATCT GAACGCCAGG CAQAOTCCTG TGGAGTGGGC CAGGGTCATQ 1980 

CAGAAAAOCA ATGTGTCAGT TQCAGGGCTQ GGACCTATTA TGATGGAGCA OGAGAAOGCT 2040 

QCATTTTATG TCCAAATGGA ACCTTCCAAA ATGAGGAAGG ACAAATGACT TGTOAACCAT 2100 

GGCCAAGAOC AOOAAATTCT GGGGCCCTGA AGACCCCAGA AGCTTG6AAT ATGTCTGAAT 2160 

QTCQAOGTCr GTGTCAAOCT GGTGAATATT CTGCAQATGG CTTTGCACCr TOCCAGCTCT 2220 

GTGCGCTGGG CAOGTTOCAG CCTGAAOCTO GTaSAACTTC CTGCTTCOCC TCTGGAGGAG 2280 

GCCTTOCCAC CAAACATCAG GGAGCTACTT CCTTTCAGGA CTGTGAAACC AGAGTTCAAT 2340 

GTTCACCTGO ACATTTCTAC AAC^CCACCA CT CACCG ATO TATTOGTTGC CCAGTGGOAA 2400 

CATACCAGGC T6AATTTGGA AAAAATAATT GTGTTTCTTQ OOCAGGAAAT ACTAOQACTO 2460 

ACTTraATOG CTCCACAAAC ATAACCCAGT GTAAAAACAO AAOATCrrGQA GGGGAGCTG6 2520 

966 



y/0 03/042661 
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GAGATTTCAC 
A0T6TAC6TG 
TCTTCCT6CC 
CCAATTCTGT 
CCAGGTCAAA 
TCCAGGTCCC 
GAGATGGCAG 
TCAAGGCTCT 
AGTCCCGAGA 
TTTTGAGACX: 
GGTTGGTGGG 
CCGTATCAGT 
GAACTTGGTT 
CAGCTTCTCA 
TTGGTCAGCX: 
TGTAGTGGAA 
CCGGCCCTCT 
CAAGA6GGGA 
ACTCAGTTTC 
AGTTCTAAGC 
AGCACTTCTQ 



TGGGTACATT 
GACCATCAAC 
CATA6AG0AC 
GACAACATAT 
GAAGCT6TGG 
ATACGTQACA 
QCTCTATGCA 
GTTTGATGTC 
GATGTTTCCA 
TTACAAATGA 
ACAGAGCTGT 
GACTCATTAG 
TTTCTTTCCC 
CTGCTGTGGG 
TAG6TGAGAC 
AGGAGGCCAC 
CTAAGGGAGC 
GGGAAGGAGA 
TCCAC3W3CCT 
AQTGCrCGTG 
6AGACAT 



GAATCCCCAA 
CCACCCCCCA 
GACTGTGGGG 
GAAACCTGCC 
ATTCAQTTCA 
TAT6AT0AGG 
TCTGAGAACC 
CTGGCCCATC 
AGATCGTTCA 
CTCAGCCCAC 
CTTCCTTCTG 
AGTTCAATTT 
AGCATCGTGG 
OGGATOTCTT 
TCaCCTCTCC 
AGAATAAGCT 
CCTCTGCACT 
CCCCTGCAGG 
TCTCCAGCCT 
AAAAAAAAAA 



ACTACCCAGG 
AGCGCOGCAT 
ACTATCTGGT 
AGACCTACGA 
AGTCCAATGA 
ACTACXaGGA 
ATCAGGAAAT 
CCCAGAACTA 
TCCGATTGCT 
OTGCCACTCA 
CATGTCAGCA 
TTATAGATAA 
ATGTAGACTG 
GQATAGATCA 
TTCTGGGGTC 
6CTTATTCTG 
CGTGTGCAOG 
CTCCCTCCAC 
GTGTGATACA 
GCAGAAAGAA 



CAATTACCCA 
CCTGATOGTG 
GATGCGGAAA 
ACGCCCCATC 
AGGGAACAGC 
ACTCATTGAA 
ACTTAAGGAT 
TTTCAAGTAC 
ACGTTCCAAA 
ATACAAATGT 
CA6TCGGGTA 
TACAGATATT 
AGAATGGCTT 
GGGGCTG6CT 
TTACTCCTCC 
AAACTTCAGC 
CTCTGACCAG 
CCACCTTGAG 
AGTTTSATCC 
TTAGAAATAA 



GCCAACACCQ 
GTCCCTGAGA 
ACCTCTTCAT 
6CCTTCACCT 
GCTAGAGGGT 
GAC3VTAGTTC 
AAGAAACTTA 
ACAGOXAGG 
GTGTCCAGGT 
TCTGCTATAG 
TTGCTGCCTC 
TTGGTAAATT 
TQAGTGGCAT 
GAGCTGGACT 
TCAAGGAGTC 
TTCCTCTAGC 
GCAGAACAGG 
ACCTGGQAGQ 
CAGGAACTTG 
ATAAAAACTA 



2560 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3160 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3720 



Seq ID N0« 52 Protein sequence 
protein Accession #: NP_06G02S 



41 

I 

OPQSDVDBCA 
DCUJIP6NYR 
SDNQHTCIHR 
NGGCQHSCDD 
UMETCAVMN 
IVGSFDCGCK 



51 

I 

QGLDDCHADA 
CTCFDGFMLA 



CGKSGGGDGC 
SSVKESFRYV 
TEKSIiRKAIR 
CRAGTYYDGA 
GEYSADGFAF 
NTTTHRCIRC 
ESPNYPGNYP 
ETCQTYERPI 



TADGPECSCH 
GGCDRTCKDT 
KGPKUiTDEK 
W3GCQQVCVN 
FLRCHSGIHL 
NLTCSSGKQV 
TLRKAVHREQ 
RERCILCPNG 
OQLCALGTPQ 
PVGTVQPEFG 
ANTECTWTIN 
AFTSRSKKLH 
KKLIKALFDV 



1 11 21 31 

111' 
MGVAGRNRPG AAWAVLLLU. LLPPLLLLAG AVPPGROWA 

l^Stsvk csckpgyqge grqcedidec gmelnggcvh 

HDGHNCIiDVD BCLENNG6C3Q HTCVNVM6SY ECCCKEGFFL 
DHGCSHICKE APRGSVACEC RPGFBLAKNQ rdciltc^o 
PQYKMHTDOR SCLEREDTVX. BVTESNTTSV J^DOD^^ 
ST6VHCSCPV GFTLQIJ5GKT CaCDIDBCQTH NGGCDHFCKM 
SCQDVDECSL DRTCDHSCIN HPGTFACAOI RGYTLYGFTH 
TTOSYECQCH PGYKUfflNKK DCVEVKQLLP TSVSPRVSUI 
SSWTT^ VTFKUIEGKC SLKNAELPPE GI^ALP^ 
i^GRPSTP KEMFITVEPE LETNQKEVTA SCDLSCl^ 
PHLQLSGMNL DVAKKPPRTS ERQAESCGVO QOTR^QWS 
TFQHEEGQMT CEPCPRPGNS GALKTPEAWN MSEOQCT^P 
Sagrtscfp OGQGLATKHQ GATSFQDCET Rvqcspctfy 
KNMCVSCPGN TTTDFDGSTN ITQCKNRRCG GELGDFTGYI 
PPPKRRILIV VPEIFLPIED DCGDYLVMRK TSSSNSVTTY 
IQPKSNEGNS ARGPQVPYVT YDEDYQBLIB DIVRDGmVA 
LAHPQMYFKY TAQESREMPP RSFIRLLRSK VSRFLRPYK 

Seq ID NO: 53 DMA eeouence 

Mucleic Acid Acceasion ftt IIM_014211 

Coding sequencer 157.. 1479 

Si ss? ^^i^ 

S^ISS ?^Se^ TTOSWMT AACATCGACr ACAC«3CX»C CATATACCIC 
rrmsccTca TGQAOTTCCT CIGGGTOCCA OATACTTACA TTOTOQAOTC ^^^^ 

SSSS^ I^SctS gggaaacroq ctcatccgcc mttctccaa woococtc 
S^SS^ ?^aS^ gacaacigtt gcatgtaaca tcqatctgtc 'wuwftcccc 

S^S^ Im^^ OTTGCAGCTG GAAAGCIGGG GCIATCATGG MM^JGTG 
^AaCCA TAGAGCGGTA TTTCACCTTA GTCACCROAI CGCAGCACGA SA CASGAAA T 

iccTAmrrc CTTCCRCrrr cctggtggtg TrGTOCrow ottcattito 
^^SS Sgct^mac CTOcarrGGA gtgacgaccg TerrAicAAT GAcracAcrc 

CC^CTTC TCTTCCCAAC ACCAACTGCT TCATCAAfiOC CATOATCTG 
TCTGCliTAG CrTTGTGTTT GGGGCCTTOC TAOAATATGC A^WCICAC 
?^GCAGAT GGCAGCCAAA GATACGGOQA OJCAAAM^ 
OT^ATTA CTAATATCAT CAACMCTCC ATCICCACCT TOAAOSGAA OATCAGCTTT 
IS^TO A^^^ CGACAACGTT GACIACAGTG ACTTGACAAT ^°«SC 
^SSSS J^IT<«:iT CCOAGAAAAS 

CAAAACCCCA GTAATGTTGA TCACTATTCC AAACTACTOT TTCCTTTQAT TTT1AAt^v.i>^ 
^^S?^ TTTaSgGGC ATACTACATG TATTtrrGAG TCAATGTTAA ATTTCTTGCA 

S?SaSgg acaagataat gatgtaaatg gtattttagg ccaagtgtgc 
aSSmoc aatggtgcta caagtqacto aaataatatt tgagtctttc tgctcaaaga 

JSSStGTT CTAAGCItSTG TAGAAGTCCT «3CATXAIAG GATCTTCTWV 
^ISSSSS AGTCCATTCC TCTTTCATCT T^j^ ^^S^ 
TTACAAATGT ACTCAGGGCT GTTTATTCGG TQGCTCCCTG grTTGCATTY ACCTCATOTA 
SS^SqA AGGAGACCAT TGGOTAACCC TCAAOTGTCA ClAAAGTAAC 
$SSSwCTT TTOACTAAA ICTCTGCAGT GCTTATAAAA TACMH^ $^^1^^ 
^SaCATT TTCTAGTTTT TOTTTCTGOT TAAAATGAAA IATCGGCTTA •KyrCAATTCA 

967 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
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TTGGAAGTCA 
ATACXIACAAC 
AGTGAAGAAA 
GGATTCCCCA 
TTTATTATTA 
GGAAATGGAA 
AGGCTTGCAG 
AAAGTACTGG 
GAGCAACACT 
TGCTCTAATG 
GGCTTAGCTT 
TGAGTGGCTT 
AACAAT6AGA 
CCAGCCA6A0 
AGTGTGCCAO 
TTAATTTCTT 
ACCAA66CTC 
CimOOCAT 
ACAAAATATT 
TATGA60CAA 
AACCCCACTT 
AATATACCar 



ATGCACTAAC 
AGAATTATCC 
AAATTAGTAG 
TACTOGAAGG 
TACACACATC 
GATTTTTTTG 
AATTGAGTCC 
GTTGACTCAG 
CTCCCAOTGG 
ATCAGGAATG 
AAGTAAACTT 
ATCCOQCATG 
CAOQTTACAG 
ATGCawaVTTC 
GQTAAAGGCT 
AGCTTOCTGT 
TAAAAGAIGA 
TATACTTCrC 
TCTAAOGGGA 
TCATATTTGT 
AAGCATTGTT 
ATTAGCTACC 



TCAATAOCAA 
CCAATTTCCA 
ATCAACAATC 
ACTCTGAGOC 
CATCCTAAAC 
TAACTTGTTC 
ATTTTCTAGC 
AGAGT06CT0 
CAGATCCCCT 
ATGCTTATTA 
GGCTTTGCTC 
AGCAGGAGOG 
AACCTATGTT 
CTCGGCCAGT 
TCCAGTTCAG 
TCTAATAAAT 
TTTCCCTTCT 
ACAATTCAGT 
ATGGGTGGQA 
QATTTTTTAA 
TTTATATAAA 
CACC 



QATQAOTTTT 
ATAAGTCCTA 
TAAACAAATC 
TTTATTCCCC 
TATACTAAAG 
TAGAAGTCTT 
TGCCTTTATT 
TCATTCTGTC 
GTATCATTCC 
GAAAACAAAC 
AGATCCCTGA 
TQCTQGOOCT 
CAGGTTGCGG 
CTCAOGCAAC 
CCTCAGTTAT 
GCAOGGCTTT 
GTAACTCCCT 
TTCTATGAGT 
GTQCTQGTQA 
AAAAAGTTTA 
AACAATGATA 



TAAATAATGA 
TCATTGAAAA 
CCTOGGTTCT 
CACTATGCAT 
CCCTTTTCCC 
AATATGG8CT 
CACATAGTGA 
ATTQCTGCTA 
AAGAGGAGCA 
TGCTTGACOC 
TCCTTCCAOC 
GAGTACTGAA 
GTGAGCTGCC 
AGTACCAAAA 
TTTAGACAAT 
ACCTTTCCTG 
AGAGCCACAG 
TTQATCACCT 
AAAGAGATGA 
AAAG6AAATA 
AAQATGTOAA 



ATATTATTTA 
TTCAAATATA 
AAGATACAAT 
ATCTTATCAT 
ATGCATGGAT 
QTTGOCATGA 
TGGGGTACTA 
CTCTAACACT 
TTCATCCCTT 
AGGAACAAGT 
T6QTCT0CTC 
CTTTCTQAGT 
CTCT CCAAAT 
GTGATTTTTG 
CTGGCCATCT 
TCA6AAATAA 
GTTCTCATTC 
GATTTTTTTA 
AATGT6GTTG 
TCTGTTCTGA 
CTGTGAAATA 



2040 

aioo 

2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 



8eq ID N0> 54 Protein sequence 
Protein Accession ftt HP_0SS026 



1 
I 

MNYSLHIiAFV 
VQIALTIiDIA 
YIVESKKSPL 
WGYDGNDVBF 
HVLYPZLETY 
CPIKAIDVYL 
SFKRKISPAS 
LFPUFMLAH 



11 
I 

CLSLPTERMC 
SISSISESNM 
HEVTVCaiRLI 
THLRGNDSVR 
VPSTFLWIiS 
OXCFSFVFGA 
lEISSDNVDY 
VFyVIAYVMYP 



21 
I 

IQGSQFNVEV 
DYTATIYLRQ 
RLPSN6TVLY 
GLEHLRUVQY 
WVSFWISIiDS 
LLEYAVAHYS 
SDliTKKTSDK 



31 
I 

GRSDKLSLPG 
RWMDQRLVFE 
ALRITTTVAC 
TIERYPTLVT 
VPARTCIGVT 
SLQQMAAKDR 
PKFVFREKMG 



41 



51 
I 



FENLTAOYNK PLRPNPGGEP 60 

GNKSFTliDAR LVSFIiHVPDT 120 

NMDLSKYPMD TQTCKLQLES 180 

RSQQETGMYT RLVLQPBLRR 240 

TVLSMTTLMI GSRTSLPNTN 300 

GTTKBVEEVS ITNIINSSIS 360 

RIVDYPTIQN PSNVDHYSKL 420 



Seq ID MO: 55 DMA sequence 

Nucleic Acid Accession tf: XM_oa4007 

Coding sequence : 138 . . 2405 

I 11 21 31 41 51 

1 I I I I I 

CTCXnGCCGA ATTCGGCAOQ AGACGGOQTG TTCOOQCCTG GTAGAGATTT CTOGAAGACA 60 

CCAQTGGGCC OGTGTGGAAC CAAACCTOOG tX3CGTGGCCX3 GGCCGTGGGA CAACGAGGCC 120 

GCGGAGACGA AGGCX3CAATG GCGAGGAAGT TATCTGTAAT CTTGATCCTG ACCTTTGCCC 180 

TCTCTGTCAC AAATOCXICTT CATGAACTAA AAGCAGCTGC TTTCCCCCAG ACCACTGAGA 240 

AAATTAGTOC QAATTGOQAA TCTGQCATTA ATGTTGACTT GGCAATTTCC ACACGOCAAT 300 

ATCATCTACA ACRGCTTTTC TAC0GCTA3G GAGAAAATAA TTCTTTGTCA GTTGAAGGGT 360 

TCAGAAAATT ACTTCAAAAT ATAGGCATAG ATAAGATTAA AAGAATCCAT ATACACCATG 420 

ACCAOGACXJV TCACTCAGAC CAOGAGCATC ACTCAOACCA TQAGCOTCAC TCAGACCATG 480 

AOCATCACTC AGACCAOGAG CATCACTCTO ACCATOATCA TCACTCCCAC CATAATCATG 540 

Cl x aCTi'CI' G G TAAAAATAAG CGAAAAGCTC TTTGCCCAQA CCATGACTCA GATAGTTCAG 600 

GTAAAGATCC TAGAAACAGC CABGGGAAAQ GAGCTCACOG ACCAGAACAT GOCAOTGGTA 660 

GAAGGAATGT CAAGGACAOT QTTAGTGCTA OTOAAGTGAC CTCAACTGTG TACAACACTG 720 

TCTCTGAAGG AACTCACTTT CTAGAGACAA TAGA6ACTCC AAGACCTGGA AAACTCTTOC 780 

CCAAAGATGT AAGCAGCTCC ACTCCACCXaV GTGTCACATC AAAGAGCOOG GTGAGOOGGC 840 

TG6CTGGTAG GAAAACAAAT QAATCTGTGA GTGAGCCC08 AAAAGGCTTT ATGTATTCCA 900 

GAAACACAAA TQAAAATGCT CAGGAGTGTT TCAATGCATC AAAGCTACTG ACATCTCATG 960 

6CATGGGCAT CCAGGTTCCG CTGAATGCAA CAGAGTTC3\A CTATCTCTQT CCAQCCATCA 1020 

TCAACCAAAT TGATGCTAGA TCTTGTCTGA TTCATACAAO TGAAAAGAAO QCTGAAATCC 1080 

CTCOUttGAC CTATTCATTA CAAATAOCCT GGOTraOTaa TTTTATAOCC ATTTCCATCA 1140 

TCAOTTTCCT aiCTCTGCTG GGGGTTATCT TAOTOCCTCT CATGAATOGG GTGTTTTTCA 1200 

AATTTCTCCT GAGTTTOCTT GTGGCACTGG COGTTSQSAC TTTGAGTGGT GATGCTTTTT 1260 

TACACCTTCT TCCACATTCT CATGCSU^GTC ACCACCATAG TCATAGCCAT QAAGAACCAO 1320 

CAATGGAAAT QAAAAOAGQA CCACTTTTCA GTCATCTGTC TTCTCAAAAC ATAGAAGAAA 1380 

GT6CCTATTT TGATTCCAOO T6GAAGGGTC TAACAGCTCT AGGAGGCCTG TATTTCAIGT 1440 

TTCrTOTTQA ACATGTCCTC ACATTGATCA AACAATTTAA AGATAAGAAG AAAAAGAATC 1500 

AOAAGAAACC TGAAAATQAT GATOATOTGO AGATIAAOAA GCAOTTQTCC AAGTATGAAT 1560 

CTGAACTTTC AACAAATQAG QAGAAAGTAG ATACAGATGA T08AACT6AA GGCTATTTAC 1620 

GAGCAQACTC ACAAGAOCCC TCCCACTTTG ATTCTCAQCA GCCTGCAGTC TTGGAAGAAG 1680 

AAGAGGTCAT GATAGCTCAT GCTCATCCAC A6QAAGTCTA CAATGAATAT GTACCCAGAG 1740 

GGTOCAAGAA TAAAT6CCAT TCACATTTOC AOOATACACT OQGCCAGTCA GAOSATCTCA 1600 

TTCACCACCA TCATGACTAC CATCATATTC TCCATCATCA CCACCACCAA AACCACCATC 1860 

CTCACAGTCA CAGCCAGC3GC TACTCTCGGG AGGAGCTGAA AGATGCCGGC GTCGCCACTT 1920 

TGOCCTGOAT OGTGATAATG GGTGATGGCC TOCACAATTT CAGOGATGGC CTAOCAATTG 1980 

GTGCTGCTTT TACTQAAOQC TTATCAAGTO GTTTAAGTAC TTCTGTTQCT GTGTTCTGTC 2040 

ATGAGTTGCC TCATGAATTA GGTOACTTTG CTGTTCTACT AAAGGCTGGC ATGACCGTTA 2100 

AaCAGOCTGT CCTTTATAAT GCATTGTCAG CCATOCTGGC GTATCTTGGA ATGGCAACAG 2160 

QAATTTTCAT TGGTCATTAT GCTGAAAATO TTTCTATGTQ GATATTTGCA CTTACIGCTG 2220 

GCTTATTCAT GTAT G TT G CT CTGOTTGATA TGOTACCTGA AATGCTGCAC AATGATGCTA 2280 

OTGAOCATGG ATGTA6CCGC TGGGGGTATT TCTTTTTACA GAATGCTGGG ATGCTTTTGO 2340 

GTTTTOGAAT TATOTTACTT ATTTOCATAT TTOAACATAA AATOBTOTTT OSIATAAATT 2400 

TCTAGTTAAO GTTTAAATQC TAGAOTACCT TAAAMGTTG TCATA6TTTC AGTAGOTCAT 2460 

968 
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10 

15 

20 

25 
30 
35 
40 



A6GGAGJVTGA 
TTGTATTG2UI 
TATTCTATCT 
TAAACAAGAG 
TTTTCAAGAA 
TCTTTAGGAA 
AGCAAAOAAA 

CRGAATTAGT 
GTAGTGAGCA 
AAATATATTT 
TF0GT60GGG 
TATTCSCCAA6 
CAAAATTATC 
TCATTTGATT 
GAGCAATTGT 
GATGTTTCTT 



GTTTGTATGC 
TATTGCTGTC 
TGOAQATAAA 
ATTTGQCATQ 
CTAACACAGT 
TAA6AATGTG 
TAAAGOAGAA 
AAATTTGTTG 
ATAGAGTACA 
CTCTCATATA 
AATGAATTCA 
TTATATACCA 
TTATATATCA 
A6ASTAGTAA 
CQATTCAGAA 
CTTTATATAC 
TTTTACACAA 



TGTACTAT6C 
TGTTACAAAG 
ATCTGTATGT 
ACATGTTCTG 
TATTCCTATA 
CATGAAGCCT 
AAGAGAAGAA 
TAAATTAGA6 
TTCATTAAAC 
CTAATTAGTG 
AGCAATATAC 
GATGAGTACA 
CCAAAAGCTG 
AACT TTGAT A 
AGTACTTTGA 
GGTACTGTAG 
TAAATTCCTT 



AGCGTTTAAA 
TCAGTTAAAO 
GCAATTCACC 
TATGTTTCAG 
CTGGATTTTA 
AAAATACCAA 
TCTGAGAATT 
GGGAGAAATT 
ATrrTTGTCA 
TACATTTAAC 
ACTTGACCAA 
GTGAGTAGTT 
TATGACTGGA 
TATATGAGGA 
TATCTCTCAG 
CCATACTAGG 
ATATCAGCTT 



GTTA GTGGG T 
OTAOaiTl'TA 
GGTATTACCA 
GGAAAAATGT 
GGTCTCTGAA 
GAAAGCTTAT 
GGGGAGGCAT 
TAGAATTAAG 
GGATTATTTC 
TTTGTATAAT 
GAAATTGGAA 
TATGTATCAC 
TGTTCTGGTT 
TATTAAAACT 
TGCTTCAGTQ 
CCTGTCIGTG 
O 



TTTOTGATTT 
ATATTTAAGT 
GTTTATTATG 
CTTTAATGCT 
GAACrGCTGG 
ACTGAATTTA 
AGATTCTTAT 
TATAAAAAGG 
CXX3TAAAAAC 
ACAGAAATCT 
TTTCAAAATG 
CAGACTGGGT 
ACCTGOTTTA 
ACACTAAG^ 
CTATCATTGT 
GCATTCTCTA 



2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 



Seq ID MOt 56 Protein s equence 
Protein Accession #: XP_084007 



MARKLSVIIil 
PYRYGENNSL 



11 
1 

LTFALSVTNP 
SVEGFRXX<LQ 



SVSASEVTST 
MESVSEPRKG 
RSCLIHtSEK 
LVAIAVGTLS 
TWKGLTAU3G 
EEKVDTDDRT 
HSHFHDTLGQ 
MGDGLHNFSD 
NALSAMLAYL 
RWQYFFLQNA 



VYNTVSEGTH 
FMYSRNTNEN 
KAEIPPKTYS 
GDAFLHLIiPH 
LYFHFLVEHV 
E6YLRADSQE 
SDDLIHHHHD 
6LAIGAAFTE 
GMATGIFI6H 
GMLLGFGIMIi 



21 
I 

LHELKAAAFP 
KIGZDKIKRI 
KRKALCPDHD 
FLETIETPHP 
PQECFNASKL 
LQIAWV6GFI 



31 



41 SI 
QTTEKISPNW BSGINVDLAI STRQYHLQQL 



LTLIRQFKDK 
PSHPDSQQPA 
YHHILHHHHH 
GIiSSGLSTSV 
YAENVSMHIF 
LISIFEHKIV 



SDS9GKDPRN 
GKLFPKDVSS 
LTSHGMGIQV 
AISIISFIiSL 
HEEPAMEMKR 
KKKNQKKPBN 
VLEEEEVMIA 
QNHHPHSHSQ 
AVFCHBLPHB 
ALTAGUFMYV 
FRINF 



SQGKGAHRPE 
STPPSVTSKS 
PLKATEFNYL 
LGVILVPLMM 
GPLFSHLSSQ 
DDDVEIKKQL 
HAKFQEVYNE 
RYSREELKDA 
LGDFAVLLKA 
ALVDMVPEML 



HASGSRNVKD 
RVSRLAGRKT 
CPAIINQZDA 
RVPFRFLLSF 
MIEESAYFDS 
SKYESQLSTN 
YVPRGCKNKC 
GVATLAWKVX 
GMTVKQAVLY 
HNDASDEGCS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



Seq ID NO: 57 DNA sequence 

Nucleic Acid Accession #s NM_015419.1 

Coding sequence : 1 • • 8487 



f r r i' 

iTGCCCMOC GCGCGCACIG GOGGQCCCTC TCCGTOeiOC TCMCCIGCI TTGOGSCaT 

SSS? I^gcSto tcaqaaaoct catttgcagg actgaccaag 
iSS^c ^^^S. ^^tgag ATCCCAAGCA TCCCOGATGG AfiCCTTA^ 

ScTTCAGGT TTTCAAGTTC AGCTACAACA AGCTGAGAGX <»TCACAGGA 
S^^JS^ SStSotC TAACTTAATQ AGOCTGCACA TTGACCACAA CAftGATCGAG 

SS^JSS CCCCAGCACC TTCTCCAOGT T^™^ S^J^ 

^CTCTCCA CCATAAGGCA CCTCTACTTA GCaGAOAACA TQOTTAOAAC TCTTOTGCC 
G^^CC GCTTCTGGAG AATCTTTACT IGCAGGSAAA TCOGTGGACC 
SS^OTSm AGM^TG GTTTrTGGAA TGGGATGCAA AATCCAGAGG AATTCTGAAG 

IaotctaS aacatgagat acacaagcto aagoacatga cttqtctgaa gccttcaata 

5g^ACaSa CAGGAGCAOO AOTATTGAfiO AGQAOCAAGA '^CAGGM^ 
^^^S. GC^CTCAT CCTGGA6AAA TTCCAACTGC CCCW3TGGAG CATCTCTTTG 
60 ^S^SS ^S^?GGTG AACTTGGTCT GTGACATCAA QAAACCAA^ 

^M?CACrr GAACCAAACG GATCCTCCAG ATATTGACAT AAATGCAA^ 
SfS^r^TTcr ^OTtS^GTG TCCAATGACC CGAGAAAACT ATGAAAAGCT ATGGAAATTG 
"^^^ CTACACAGAG AGCTCAIGCT CAGCAAA^ 

JJJStStS GCTACCAGTA CAGGCAGGAT GCTGATOAGa AAOCTCTTTA CTACACAGGT 

65 ^5Sc ^?Sa tgggtcatgc agccatco^t 5^toc^ 

SSaoSac gtcagagtac ggccaagaag gtgctacttt cctactac^ 
SmSmm ccaccaaaqa tacaaggcag gctcggggca gaagctggot amgmtoag 

SgTGCAAAO AOATCAfiACr GTCCtGQAAO «GOt^ 2^™^ 
TGCAACGTGA AAGCTTCTGA 6AGTCCATCT ATCTTCIGGG TGCITCCAGA TOGCTOTTC 

70 S^JS ^tgS cccagacagc aacttctcca ttctcagcag tobc^g 
^^AGT ccatggagcc atctqactca ggcttgtacc agtgcmttgc to^waco 
QMGAA^ aocgcatggt atatagggta cttgtgcaqt ctccctcxs^c togccagcc 
^SSat tggcaagaac ccagqggagt cggtcacatt gccttgcaat 

"^^^ SS^GC CCACCTTAGC TGGATTCTTC CAAACAGAAG ^TA^ 
75 GATTIGGCrA ACACATCACA TCTATACATC TTGCCAAATG GAACTCmC ^^C^ 
GTCCAAGTCA GTGATAGTGG TTACTACAGA TGTGTGGCTG ^CAACO^ JSS^^ 
CATTTTACGG TGGGAATCAC AGTGACCAAG AAAGGGTCTG GCTTGCCATC «^ftAAGAGGC 
AGaS^O OToSaAQGC TCTTTOCaOA GTCAQAQAAG ACATOGTGGA GGATGAAGGG 
S^^^^ ?S^S^TGA aSSacact TCAAGGAGAC TTCTGCATCC AAAGGACCAA 
80 SS^TCCC ATCAATGGAG ACAAGAAAGC 

^^AAgE TGAAACrCTG GAAGCATTCG GAAAAAGAAC CAOAGACCAA ^JTOCAaA 
^S^S^ TGTTTCAATC TAGAOQAAGG ATAAACATGO CAAA(»AACA 

oISSctoqq ctgatatttt agccaaagtc ogtoggaaaa atctcoctaa gggcacagaa 

^^CCT OCATOCTTGA GOCTA^ 

969 



60 

120 

180 

240 

300 

360 

420 

480 

540 
600 
660 
720 
780 
840 
900 
960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2260 

2340 

2400 

2460 
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'nr cc TGcm tttctccccc cicagcatct ccraiGCAOA cagtaaccag tgctgaaom 2520 

TCCTCAOCAO ATOTACCTCT ACrTGGTGAA OAAGAGCAOG TTTTCGOTAC CATTTOCTCA 3S80 
GCCAGCATGG OGCTAGAACA CAACCACRAT QGAGTTATTC TTCTTQAACC TGAAGTAACA 2640 
AGCACACCTC TOGAGGAAGT T6TT6ATGAC CTTTCTGAGA AGACIGAGGA GATAACTTCC 2700 
ACTQAAGQAQ ACCTGAAGGG GAC^GCAGCC CCTACACTTA TATCTQAGCC TTATGAACCA 2760 
TCTCCTACTC TGCACACATT AGACACAGTC TATGAAAAGC CCACXX:ATGA AGAGAOGGCA 2820 
ACAGAGGGTT GGTCTGCAGC AGATGTTGGA TCGTCACCAG AGCCCACATC CAGTQAOTAT 2880 
GA6CCTCCAT TGQATGCTGT CTCCTTGGCT GAGTCTGAGC CCATGCAATA CTTTGACCCA 2940 
GATTTGOAGA CTAAGTCACA ACCA6ATGAG GATAA6ATGA AAGAAGACAC CTTT6CACAC 3000 
CTTACTCCAA CCCCCACCAT CTGGGTTAAT GACTCCW3TA CATCACAGTT ATTTGAGGAT 3060 
TCTACTATAO GQQAACCAGG TGTCCCAGGC CAATCACATC TACAAGGACT GACR6ACAAC 3120 
ATCCACCTTG TGAAAAGTAG TCTAAGCACT CAAQACACCT TACTGATTAA AAAGGGTATG 3180 
AAAaAGATGT CTCAQACACT ACAGGGAGOA AATATGCTA6 AGGGAGACCC CACACACTCC 3240 
AGAAOTTCTG AGAGTGAGGO CCAAGAGAGC AAATCCATCA CTTTGCCTGA CTCCACACTG 3300 
6GTATAATGA GCAGTATGTC TCCAGTTAAG AA6CCTGGGG AAACCACA6T TGGTACCCTC 3360 
CTAGACAAA6 ACACCACAAC AGTAACAACA ACACCAAGGC AAAAAGTTGC TCOGTCATGC 3420 
ACCATGAGCA CTCAOCCTTC T08AAGGAGA CCCAAOGGGA QAAGGAGATT A06C0CCAAC 3480 
AAATTCOSCX: AC066CACAA GCMAGCXXaV CCCACAACTT TTGOCCCKCC AGAGACTTTT 3540 
TCTACTCAAC CAACTCAA6C ACCTGACATT AAGATTTCAA GTCAAGTGGA GAGTTCTCTG 3600 
GTTCCTACAa CTTGGGTQGA TAACACAGTT AATACCGCCA AACAQTTQGA AATOGAGAAG 3660 
AATGCAGAAC CCACATCCAA GGQAACACCA OGGAGAAAAC AOGGGAAGAG GCCAAACAAA 3720 
CATCGATATA CCXXTrTCTTAC AGTGAGCTCA AGA60GTC0G GATCCAAGCC CAGCCCTTCT 3780 
CCAGAAAATA AACATAGAAA CATTOTTACT COCSUnrTCAa AAACTATACT TTTGCCTAGA 3840 
ACIGTTTCTC TGAAAACT6A 6G6CCCTTAT GATTCCTTAa ATTACAT6AC AACCACCAQA 3900 
AAAATATATT CATCTTACXX: TAAAGTCCAA GAGACACTTC CAQTCACATA TAAACCCACA 3960 
TCAGATGGAA AAGAAATTAA GGATGATGTT GCCACAAATG TTGACAAACA TAAAAGT6AC 4020 
ATTTTAGTCA CTGGTOAATC AATTACTAAT GCCATACCAA CTTCTCOCTC CTTGOTCTCC 4080 
ACTATGGGAG AATTTAAGGA AGAATCCTCT CCT6TAGGCT TTCCA66AAC TCCAACCTGG 4140 
AATCCCTCAA GGACGGCXXA GCCTGGGAOG CTACAGACAG ACATACCT6T TACCACTTCT 4200 
GGGQAAAATC TTACAGACCC TCCXXrTTCTT AAAGAGCTTG AGGATGTGGA TTTCACTTCC 4260 
QAGTTTTTQT CCTCTTTGAC AGTCTCCACA CCATTTCACC AGGAAGAAGC TGGTTCTTCC 4320 
ACAACTCTCT CAAGCATAAA AGTGGAGGTG GCTTCAAQTC AGGCAGAAAC CACCACCCTT 4380 
OATCAAGATC ATCITGAAAC CACTGTGGCT ATTCTCCT7T CT6AAACTAG ACCACA6AAT 4440 
CACACCCCTA CTGCTGCCOG GATGAAGQAO CCAGCATOCT OGTCCOCATC CACAATTCTC 4500 
ATGTCTTTQQ QACAAACCAC CACCACTAAG CCAGCACTTC CCAGTCCAAG AATATCTCAA 4560 
GCATCTAQAG ATTCCAAGGA AAATGTTTTC TTGAATTATG TGGGGAATCX: AGAAACAGAA 4620 
GCAACCCCAQ TCAACAATGA AGGAACACA6 CATATGTCAO GGOCAAATGA ATTATCAACA 4680 
CCCTCTTCGO ACOGGGATGC ATTTAACTTG TCTACAAAGC TGGAATIGGA AAAGCAAGTA 4740 
TTTGGTAGTA GGAGTCTACC ACGTG6CXX9V GATAGCCAAC G0CA0GATG6 AAGAGTTCAT 4800 
GCTTCTCATC AACTAACCAG AGTCCCTGCC AAACCCATCC TACCAACAGC AACAGTGAGG 4860 
CTACCTGAAA TGTCCACACA AAGOGCTTCC AGATACTTTG TAACTTOXA GTCACCTCGT 4920 
CACTGOAGCA AGAAACOGOA AATAACTACA TATCCTTCTG GGGCTTTQCC AGAGAACAAA 4980 
CAOTTTACAA CTCCAAOATT ATCftAOTACA ACAATTCCTC TCCCATTGCA CATGTCCAAA 5040 
CCCAQCATTC CTAGTAAGTT TACTGACC6A AGAACTGACC AATTCAATGG TTACTCCAAA 5100 
GTGTTTGGAA ATAACAACAT COCTGAGGCA AGAAACCCAO TTGQAAAGCC TOCCAOTCCA 5160 
AGAATTCCTC ATTATTCCAA TGGAAQACTC CCTTTCTTTA CCAACAAQAC TCTTTCTTTT 5220 
CCACAGTTGG 6AGTCACCO0 GAGACCCCAQ ATACCCACTT CTCCTGCCCC AGTAAtGAOA 5280 
GAtSAQAAAAa TTATTCCAGG TTGCTACAAC AGOATACATT GCCATAGCAC CTTCX»TCT6 5340 
GACTTTGGCC CTCOSOCACC TCCUVftflTQ CACACTC06C AGACCAGGQO ATCACCCTCA 5400 
ACTAACTTAC AGAATATCCC TATGGTCTCT TCOVCCCAGA GTTCTATCTC CTTTATAACA 5460 
TCTTCTGTCX: AGTCCTCAGG AAGCTTCCAC CAGAGCAGCT CAAAGTTCTT TGCAGGAGGA 5520 
C2CTCCTGCAT CCAAATTCTG GTGTCTTGGG 6AAAAGCCCC AAATCCTCAC CAAGTCCCCA 5580 
CM3ACTGTGT CCGTCA C OGC TGAGACA6AC ACTGTGTTCC CCTGTGAGGC AACAQGAAAA 5640 
CCAAAGCCTT TOSTTACTTG 6ACAAAGGTT TCCAC31GGA0 CTCTTATGAC TCCX3AATACC 5700 
AGGATACAAC G6TTT6AGGT TCTCAA6AAC GGTAOCTTAO TGATA06GAA 6GTTCAAGTA 5760 
CAAOATOQAG OCCAOTATAT GTQCACCOCC AGOVAOCTGC AOQGCCTGGA CAGGATGQTG 5820 
GTCTTGCTTT GGGTCAOOGT GCA6CAACCT CAAATOCTAO CCTCOCACTA CCAGGACX3TC 5880 
ACTGTCTACC TGGGAGACAC CAXTGCAATG QASTSTCIGQ OCAAAGGGAC 00CA6CCCGC 5940 
CAAATTTOCT GOATCTTCCC TOACAaOAGO QTaiaaCAAA CT O TQTCOOC GOTOGAGAaC 6000 
OQCATCACCC TGCAOGAAAA CC6GACCCTT TCCATCAAGG AGGOGTGCTT CTCAGACAOA 6060 
GGCGTCTATA AGTGCGTGGC C31GCAATGCA GCCGGGGCX3G ACAGCCTGGC CATCCX3CCTG 6120 
CA06TGG0GG CACTGOXCC OGTTATCCAC CAGGA6AAGC TGGAGAACAT CTCX3CTGCCC 6180 
0CXK;G6CTCA QCATTCACAT TCACTGCACT GCCAA66CTO 060CCCXGCC CAOOOI GOBC 6240 
TGGGTGCTOG GGGACGGTAC OCAGATCCGC CCCT06CAGT TCCTCCACGG GAACTTGTTT 6300 
GTTTTCCCCA AOQGGAOGCT CTACATCOGC AACCTOGOGC CCAAGGACAG OSGGOGCTAT 6360 
' GAGTGOGTGG COGCCAACCT aOTAGGCTCC GOQGGCAQGA OQGTGCAGCT QAAOQTGCAG 6420 
OGTGCAGCAG CCAA060G0G CATCAOGGGC ACCTCCCOGC GGAGGAOGGA 06TCAGGTAC 6480 
GGAGQAACCC TCAAGCTGGA CTGCAGGGCC T06GGGGACC CCTGGCGGOa CATGCTCTGG 6S40 
AOGCTGCGGT CCAAOAGGAT GATOSACJGOO CTCTTCAGTT TTGA3A6CA0 AATCAAG8T0 6600 
TTTGCCAATG GGACCCTGGT GGTOAAATCA GTQACGGACA AA6ATGC06G AGATTACCTO 6660 
TGOGTAGCTC GAAATAAGGT TCGTGATGAC TACGTGGTGC TCAAAGTGGA TGTGGTGATC 6720 
AAACCGGCCA AGATTGAACA CAAGGAGGAG AACGACCAO^ AAGTCTTCTA OGGGGGTGAC 6780 
CTGAAAOTGQ ACTGTOTGGC CACGGG6CTT C0CAATCCCX3 AGATCTOCTO GAGOCTGCCA 6840 
QA06GGAGTC TGGIOAACTC CTTCATGCA6 TOGGATGACA GGQGTGGAC8 GAOCAAGOQC 6900 
TATGTOGTCT TCAAOUVTGG GACACTCTAC TTTAAOQAAG TGGGGATGAG GGAGGAAGGA 6960 
QACTACACCT GCTTTGCTGA AAATCAGGTC GGGAAGGAOG AGATGAGAGT CAGAGTCAAG 7020 
GTGGTGACAG 08CC08CCAC CATCGGGAAC AAGACTTACT TGGOGGTTCA GGTGCCCTAT 7080 
GGASAOGTGG TCACTOTAGC CIOT6AGGCC AAAGGAGAAC 0CAT600CAA GGTGACTTGO 7140 
TTGTCOCCAA CCAACAAGGT GATCCCCACC TCCTCTGAGA AGTATCAGAT ATACCAAGAT 7200 
GGCACTCTCC TTATTCAQAA AGCCCAGCXJT TCTGACAGCX3 GCAACTACAC CTGOCTGGTC 7260 
AGGAACAGOO OOGGAGAGGA TAQGAAGAOG GTQTOQATTC AOQTCAAC3QT CCAGCCACCC 7320 
AAGATCAAOQ GTAACXXX»A COCCATCAOC ACOGTGCGGG A6ATAGCAGC OGGGGOCAGT 7380 
OGGAAACTOA TTGACTGCAA AGCTGAAOGC ATOXGACCC OGAGGU W IT ATGGGCTTTT 7440 
GCOQAOOOra TGGTTCZGOC AOCTGCATAC TATGQ^kAACC GQATCACTGT CCATGGGAAC 7500 



970 
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GGTTCCCTGG ACATCAGGAG 
CGCAACGAGG GAGGGGAGGC 
AAACCCATCT tCCACGhCCC 
AGCCTCAACT GCTCTGCOGC 
GGO^OCQ^TC T6CAGAGTG6 
CTACACATTA GCGGTCTCTC 
GCCGCTGGCX: ACACGGAGAG 
AAGCAGTATC ATAACCTGGT 
CCTCCCGGGG CTGGGCAGGG 
GGCCCCCAAA CCCTGGGAGG 
GCCTCQOTOT TTGACAGGGG 
GTCACCAGCA TCCCCGTGAT 
CCGGTCATCT ACACCCGGCC 
CXXIAAAGCTG ACATCACGTG 
GCraTTCTGT ATGOAAACAO 
ACACAGAGAG AIGCCGGCTT 
AAAACAACTT ACATCCACGT 
ACAACAAAGC GGQGTTTQTA 
GTCACAGTGC ATGGTGGCCT 
GtTGGGAAAA GGAAGCAATG 
CTTTTGTGTT TACATCATGC 
TTTCTTCTTT TGCAAATGCC 
ACATTCATCA AAAATAAGCC 
TCACCTAGTT AACCTGCTGC 
TCTTTCAGTT ATTTCCTCTG 
CAGA6T6ACT GATATATATA 
TTTATATGAA AAAAGAAAAA 
TATATATTTT TTCCTTTCAA 
ATTAAAATTA ATAAATTATT 
ATATAATTTT AAAAAATTTC 
CCTTCTCCAO GAACCCTCCA 
TTTTTGTTGA AAGCTGTGCT 
AACTTTACAQ AATTOAATCT 
CTGGCTTGTC CATCTGGTCT 
GCATGAATAA TACAG8ACCT 
ATACTOTACA TTTOATAATA 



TTT6A66AAG 
GAGGTTGATC 
GATCAGCGAG 
GGGGACCCCG 
ACAGCA6CTG 
CTOQGTGGAC 
GCTGGTCrCC 
CAGCATCATC 
ACGTTTCTCC 
OSTTTCTCTT 
TACCTATOTA 
TGTGATCGCC 
CGGGAACACC 
GGAGTTACCG 
ATTTCTTCAC 
CTACAAGTGC 
CTTCTGAAAT 
AGGGAAGCCA 
CTGGTGGOTT 
CAGACACGAG 
CAGGGGCTTC 
ACTCGACTGC 
ATAGACATGA 
AGTTTTTACA 
TCACTTCAAA 
TATATATTTT 
CATTTCTTCC 
ATCAGAOQAT 
GGTCTTTACA 
TCTCCAACCT 
GTGGGGAAGG 
CAGAGGA6GT 
AQAQTCTTCC 
AAGGTGGCT6 
GTTATTTCCA 
AAATAATATT 



AGCGACTCXS TCCAGCTGGT 
GTGCAGCTCA CTGTCCTGGA 
AAGATCAOQG CCATGGCGGG 
ACACCCAGCC TGGTGTG66T 
CAG06CTTCT ACCACAAGGC 
GCTGGGGCCT ACCGCTGCGT 
CTQAAGGTGG GACTQAAQCC 
AATGGTGAGA CCCTGAAGCr 
TGGACGCTCC CCAATGGCAT 
CTGGACAATG GCACCCTCAC 
TGCAGGATGO AGAOQGAGTA 
TATCCTCCCC GQATCACCAG 
GTGAAACTGA ACTGCATGGC 
GATAAGTCGC ATCTGAAGGC 
CCCCAGGQAT CACTGACCAT 
ATGGCAAAAA ACATTCTCGG 
GTGGATTCCA GAATGATTGC 
GGTTGGGQAA TAGOAGCTCT 
TCAAGTTGAG GTTGATCTTG 
AAGGAGGGCT CAGCCTTGCT 
ATTCAGGGTG TCTGTGCTCT 
CTTCATAAGC GTCCATAGGA 
ACAACACCrC ACTACCCCAT 
TGATABACTT TGTTCCAGAT 
ACTCCAGCTT GCCCAATAAG 
AATTCAQAGT TACATACATA 
TGGAACTCAC TTTTTATATA 
GAGACTAGAA GQAfSAAATAC 
AQACTTGGAT ACATTACAGC 
CCTTCAAATT CAGTCACCAC 
CTGOGATATT AGATTTCCTT 
QAGAGGAGAG GAAGGAGAAA 
COQAAAAiSCC CAQAAACTTC 
CTTCTTCCCC AGO^T GAGT 
TGACTGCTTT ACTGTATTTT 
CTCCCAAAAA AAAAA 



ATGCATG6CA 
GCCCATGGAG 
CCACACXATC 
CCTTOOCAAT 
TGAOGGCATG 
GGCCCGCAAT 
AOAAGCAAAC 
CCOCTGCACC 
6CATCTG6AG 
GGTTCX5TGAG 
CGGCCCTTCG 
C6AGCCCACC 
TATGGQGATT 
AGGGGTTCAG 
CCAGCATQCC 
CAGTGACTCC 
TTAGGAACTQ 
TAAATAATOT 
ATCTACAATT 
GAGACACTTT 
GACTGCAATT 
TATCTGAGGA 
TQAAGAGQCA 
TGACAAGTCA 
GATTTAGAAC 
CAGCTACCAT 
ATGTTTTATA 
TTTCTGTCTT 
AGACATGOAA 
TGTTATATTA 
GTATGCJiPAG 
ACTGCATCAT 
TCTGCAGTAT 
CAGTTTGTGC 
TAAGGTCAAT 



7560 
7620 
76B0 
7740 
7800 
7860 
7920 
7980 
8040 
8100 
8160 
8220 
8280 
8340 
8400 
8460 
8520 
8580 
8640 
8700 
8760 
8820 
8880 
8940 
9000 
9060 
9120 
9180 
9240 
9300 
9360 
9420 
9480 
9540 
9600 



Seq ID NOt 58 Protein sequence 
Protein Accession #t NP_056234.1 

11 21 31 41 51 

LkraHWQAL SWLILLWQH PRVALACPHP CACYVPSEVH CTPRSLASVP AOIARHVBRl 
SSq^ ^l^^TK LBLLMIHGI^ IPSIPDGAI* DLSSWJVPWP S^VITG 
OTLQGL^ RLHIDHHKIE FIHPQAFNGL TSLRW^LEG KLLHQLHPST fSTPTFLDYP 
SotI^ AENMVRTLPA SMLRNMPLLE NLYUyaiPWT CDCEMRWPLB ^^^^^ 
CKNDKAYBGG QLCAMCFSPK KLYKHEIHKL KDMTCLKPSI ESPLRQNRSR SI^E^ 
DGG^ILEK FQLPQMSISL NMrDEHGSMV MUVCDIKKPM DVYKJHUSTQT DP^IDUfflJ 
VaSeCPMT RENYEKLWKL IAYYSEVPVK UmSIULSKD PRVSYQYRQD ^^^^ 
VR^ILAEPE WVMQPSIDIQ LNRRQSTAKK VLLSYYTQYS QTISTKDTOQ ^G^f^ 
PS6AVQHDQT VLEGGPCQLS CNVKASESPS IFWVLPDGSI LKAPMDDPDS W^SHj^ 
MKS>ffiPSDS GLYQCIAQVR DBMDRMVYRV LVQSPSTQPA BKDTVTIGKN PGESVTLPOl 
^Sl^ WILiSSiS DLAHT8H7YM LPMGTLSIPK VQVSDSGVYR CVAVNQQGAD 
™iTVTK KGSGLPSKRO RRP0AKAL8R VREDIVEDEa GS^?«T 
EVFLKTKDDA INGDKKAKKG RRKLKLWKHS BKEPETNVAB GRRVFESRRR I^MM^^ 

SiSkv rgkulpkcte vpplikttsp pslslevtpp fpavsppsas pY3I!!5J!5 

S^PLLGE EEHVLGTISS ASMGLEHNHN GVILVEPEVT STPLEE^A^^ ^llS^oIS 
TeSlKGTAA PTLISBPYBP SPTLHTLDTV YBKPTHEBTA TBGWSAA0VQ SSPBPTSSEY 

SS5sS^ S^pSyfSp dlbtksqpde dkkkedtfah ltptptih;^ 
stigepgvpg qshlqgltimi ihlvksslst qdtllikkgm kemsqtlqgg 

RSSESEGQES KSITLPDSTL QIMSSMSPVK KPAETTVGTL LDKDTTTVTT ^RgWAP^ 
TOSTOTSrS PNGRRRLRPN KFRHRHKQTP PTTFAPSBTP STQPTQAPDI KISSQVESSl. 
^S^S^^ HAEPTsStP RRKHGKRPNK HRYTPSTVSS RASGSi^ 

TVSUCTBGPY DSUJYMTTTR 
SDGKEIKDDV ATNVDKHKSD ILVTGESITN AIPTSRSLVS ™GEra^ 
NPSRTAQPGR LQTDIPVTTS GEMLTDPPLL KELEDVDFTS EFLSSLTjrer PPHQBEMSS 
TTLSSIKVEV ASSQAETTTL DQDHLETTVA ILLSETRPQN HTPTAARMKE RASSSPSTn. 
SwTTTTK Pi^SPRISQ ASRDSKENVF LNYVGHPBTE ATPVNNEGTQ ^SGPNELST 
SiSSSra. STKLELEKQV FGSRSLPRGP DSQRQDGRVH A^^^RVPA J?^^^ 
LPEMSTQSAS RYFVTSQSPR HWTNKPEITT YPSGALPENK QPTTPRl^ 
PSIPSiCFTDR RTDQFNGYSK VFQINNIPEA HNPVGKPPSP RIPHYSHGRL 
POL^TORPQ IPTSPAPVMR ERKVIPGSYN RIHSHSTFHL DFGPPAPPLL HTPQTTOSPS 
otIsISpS SS^SGSFH QSSSKPFAGG PPASKPWSL6 EKPQILTKSP 

iSsSAiaK pS^T«TK7 STGALMTPNT riqrfevlkn gtlvirkvqv 

OTRGQYMCTA SNLHGLDRMV VLLSVTVQQP QILASHYQDV TVYLfflXTIAM ECLAKGTW 
QISWIFPDRR VWQTVSPVES RITLHENRTL SIKEASPSDR OVYKCWISHA AG^^f^ 
HWAALPPVIH QEKLENISLP PGLSIHIHCT AKAAPLPSVR WVUaXSTQIR PSQPLHGNLF 
VFPNGTLYIR SlAPKDSGRY EC7AANLVGS AHRTVQLNVQ RAAANARITG TSP^TON^ 
^IKLDCSA SGDPWPRIMI RLPSKRMIDA LPSFDSRIKV PANGTLV^ VTOffi^YL 
CVAHNKVGDD YVVI.KVDWM KPAKIEHKEE NDHKVPYG® LKWDCVATQL ^NPSJfWSLP 
DGSLVNSFMQ SDDSGC^TKR YWFNNGTLY PKBVGMRBEQ IWTCFABKQy G^^TOWC 
WTAPATIRN KTYIAVQVPY GDWTVACBA KOEPMPKWIW I.SPTHKVIPT SS^YQITOD 
GTIilQKAQR SDSGMYTCLV RMSAGEDRKT VWIHVMVQPP KIMONPlIPrP TVMIAAOTS 
RKLlDCKABa IPTPRVLWAP PBeWtPAPV YGNRlTVOai GSLDIRSLRK SDSVQLVCMA 

971 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1060 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1600 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 



wo 03/042661 



RNEXK3EARLI VQLTVLEPMB KPIFHDPISE KITAMAOHTI SLNCSAAGTP TPSLVWVLPK 
OTDI^SGQQL QRFYHKAD6M LHISGLSSVD AGAYRCVABN AAGRTERLVS LRV6LKPEAM 
XQYIOILVSII NGETLKLPCT PFGAGQ6RFS HTLPMGMBLB 6PQTL6RV8L LDNGTLTVRE 
ASVPDRGTYV CRMBTEYGPS VTSIPVIVIA YPPRITSBPT PVIYTRPQIT VKLMCMAKOI 
PRAOXTWBLP fiXSEUCAOVQ ARLYGNRFLH PQGSLTIQHA TQRDAGFYXC HAKHZXX^DS 
KTTyZHVF 

Seq ID NOt 59 DMA sequence 
Nucleic Acid Accession fit Bos sequence 
Coding sequence : 1 . . 5001 

1 11 21 31 41 51 

I 1 I I I i 

ATGCCAGQCA CAAAACTAAC C0GAACA66C GCCGCA6CAG ACTACA6AGT GATATTGAA6 60 

ACCTCTCAAG AGGACX3AATT GGATGTACCT GACQACATCA GOGTCCGGC?r T ATGTCAT CT 120 

CAGTCTGTGC TTGTGTCCTO GGTGGATCCT GrTTCTOQAAA AACAGAAOAA AGTTGTTGCA 180 

TCAAGACAGT ACACGOTGOO CTATO6AGA0 AAGGGGOAAT TGGCaVGQTG GGATTATAAG 240 

CAGATCXSCIA ACAGGO G TGT GCTGATTGAO AACCTGATTC CA6ACACIGT GTATGAATTT 300 

GCAGTOOGTA TTTCACAGGG TGAAAGA6AT GGCAAATGGA GTAGGTCAfST CTTCCAAAGA 360 

ACACCAGAAT CTGCCCCTAC CACAOCTCCT GAAAACTTGA ACGTCTGOCC AOTCAATGOC 420 

AAACCTACAG TTGTCGCTGC ATCTTGGGAT GCGCTACCAG AGACTGAGGG GAAAGTGAAA 480 

OTCTGTCTGC TGGACACAGG ACTGTTTTCA GTTTCCTCCT T CCAACC ATC TGCCAAATCA 540 

TTTCAGAATA CATTCTTTCA TAGGCCCOGG CTCTCAAAOC ATTTGOAOCA AAGTOCCTCA 600 

CCTATCCTGG AGACACTACT TCTGCOCTGQ TaOATGGTCT 6CAGCCTGG0 GAAOGCTATC 660 

TTTTCAAAAT CCGGGCCACA AACAGGAQAG GCCTGGGACC TCACTCCAAA GCXTTCATTG 720 

TCGCTATGCC AACAAGAATG CAGCTGTACC CA6AAGGATT TCAGTTGTCT AG CTTAC CTQ 780 

ATCGATATCC AAACCAAACA AOTTAATAAA GATCCACAAC TGGAAGG6AG TGTTTTTGGA 840 

CCATGTTTTC TTTTCTACTT CCTCACATTT ATGCTGGATA TTGGOGGCTT TTCC TTCAT T 900 

ATGTGCTATG AAGACCCANH TOTTTCTTCT TTGACAGGCA ATTCTTTAAA ATCTOTTGCA 960 

GCCAGTAAGG OGGATGTTCA GCASAACAOO GAGGACAATG GQAAACCCQA AAAACCTGAG 1020 

CCTTCCTCAC CTTCTCCCAG AGCTCCAGCT TCCTCCCAAC ACCCCTCTQT GCCTGCTTCT 1080 

CCCCAAGGGA GAAATGCCAA GGACCTTCTT CTTGACTTGA AGAACAAAAT ATTGGCTAAT 1140 

GGTGGGGOGC CCOGAAAACC CCAGCTTOGC GCCAAOAAGO CAGAGGAQCr GGATCTTCAO 1200 

TGGACABAAA TCACTGGGOA GGA06AGCTG GGTTCC06GG AGGACTGGCC CATGTCACCC 1260 

TCAGACACCC AAGACCAGAA AOGGACCCTG AGGCCGCCAA GTAGACACGO CCACTCGGTG 1320 

GTTGCTCCOG GCAGGACTGC AGTGAGGGCC CGQATGCCAG OGCTGCCCCQ AAGGGAAGGC 1380 

GTAGATAAGC CTGGCTTTTC CCTGGCCACQ CAGCCC06CC CAGGGOOOCC CCCCTCGGCT 1440 

TOGGCCTCTC CrQCCC3«A CXXBTOCACC CAGGGCACCT CTCATOOTOC T TCCC TGCCT 1500 

GCCAC3CrrGA ATGACAAOGA CTTGGTGGAC TCAGACGAAG ATGAGGGCX^C TGTGGGCTCC 1560 

CTCCACCXXA AGGGCGCXITT CGCCCAGCCC CGGCCAGCCC TGTCCCCCAQ CCGCCAGTCC 1620 

CCGTCCAGCG TTCTCCGOGA CAGAAGCTCX GTGCACCCOG GOGCAAAOOC AGCCTOGCCG 1680 

6CG0G6AGGA CCCCCCATTC AGGGOCCGCA 6A6GAAGATT CCAGTGCCTC AGCCCCACCC 1740 

TCAAGACTTT CTCCACCCCA TGOGGGATCA TCT0G6CTGC TGCCCACCCA GGCACACCXG 1800 

AGCTCTCCAC TTTCCAAGGQ OGGGAAGGAT GGTGAGQAOO CCCCAGCCAC CAACTCCAAT 1860 

GOGCCATCAC GGTCCACCAT GTCXTTCCTCC GTCTCTTCTC ATCTCTOGTC CAQGACX3CAG 1920 

OTCTCTGAOO QAQCGGAOGC TTCTGATGGT GAAAGCCACG GTQACGGOGA TAGGGAAGAC 1980 

G60GGAAGGC AGGCGGAGGC CAOGGCCCAO A06CTG0GGG CCOSGCCXGC CTCTGGACAC 2040 

TTCCATTTGC TCAGACACAA ACOCTTTGCT GGCAAOGGGA GGTCTCC3Utf3 CAQGTTCAGC 2100 

ArrGGGOGGQ GACCTOGGCT QCASCCCTCC A6CT0CCCAC AOTOGACTGr 6CCCTCC0QA 2160 

GCCCACCCCA GGGTTCCCTC TCACTCTGAT TCCCACCCTA AGCTTAGCTC AG6TATCCAT 2220 

GGAGACGAGG AGGATGAOAA GCOGCTTCCT GCCACCQTTO TCAATGAOCA CXSTQCXTTTCC 2280 

TCCTCCAGGC AGCCCATCTC COGGGGCTGG QAQGACTTAA GGAGAACCOC GCAQAOAGGG 2340 

GCCAGOCTQC ATCXK3AAaGA ACOCATCCCA GAOAACCOCA AATOCACAGO GGCAGATACA 2400 

CATCCTCAGG GCAAGTACTC CTCCCTGGCC TCCAAGGCTC AQOATaTTCA ACA0A6CACA 2460 

GAOGCGGACA OGGAGGGTCA TTCTCCCAAA GCACA60CA0 GQTCCACAGA COOOCA06CX3 2520 

TCCCCTGCTC GTCCTCCCGC AGCAOGGTCA C31GCAGCATC CCAGTGTTCC CAGAftGGATQ 2580 

ACACOOOQCC GGGCCCCAGA ACAGCAGCXX CCTCCTCCCX3 TOSCCAOOTC CCAGCACCAC 2640 

CCGGGACCCC AGAGCAGAGA CXSOGGGTGQG TCACCTTGOC AGCCCAGGCT CTCACT6ACC 2700 

CAQGCOGGQC GGCCXXX3CCC CAOOTOOCAG OGOOGCTCCC ACTCCTOCTC GOACCXTTTAC 2760 

ACX3Q06AGCT CCAGAGGGAT GCTCCCCACG OCCCTCCAQA ACCAGGAC6A GGATGCCCAG 2820 

GGCAGCTAOG ACGACQACAQ CACAGAAGTC GAGGCXX:AGG ATGTGCGGGC CCCOSOGCAC 2880 

GCCGOGCGOQ CCAAGGAGGC AGCTGOQTCC CTTCCCAAGC ACCAGCAOGT QGAGTCTCCC 2940 

ACAGGCGCAQ GGGCAGOT60 CX3ACCACAQQ TCCCAG060Q GACATOGGGC CTOCCCGGCC 3000 

AGGCCCAGCC GACCCGGCX36 CCCCCAGTCC CQCGOCOGGG TCCCCAflCAO GGCAGOGOCG 3060 

GGGAAGTOCSQ AGCCTCCTTC CAAOOGGCCC CTGTCCTCCA AQTCCCAGCA GTCX3GTCTCA 3120 

GCCGAGGACG AGGAGGAGGA GGAOGCOOOG TTTTTTAAAO GCGGQAAAGA AGACCTTCXG 3180 

TCTTCCTCTG TGCCAAAGTG GCCCTCTTCC TCCACTCCCA GGGGOGGCAA AGACXXX3QAT 3240 

GGGAOCCTCG CCAAGGAAGA GAGGGAGCCT GCCATOGOGC T TQCCOCTO O CGGAGGGAGC 3300 

CTGGCTCCTG TGAAGOGACC TCTCCCCCCA CCIGCAGQCA GCTOCCOCAO 6GCCTCCCAC 3360 

GTCCCTTOCC 6ACCGCCX3CC TOGCAGCGCT GCCACOQTOA GOCCOGTOGC GGGCACCCAC 3420 

OCCTGGCCOC GGTACACCAC GOGOGCCCCV CX3X3GCCACT TCTCCACCAC CCOGATGCTG 3480 

TCCTTGOGCC AGAGGAT6AT GCATGCCAGA TTCCGTAACC CTCTCTCOOQ ACAGCCTGCC 3540 

AQACCXrrCTT ACAGACAAGG TTATAATGGC AOAOCAAATQ TAGAAGGQAA AGTGCTTOCT 3600 

6QTAGTAAT0 GAAAACOOAA TGOACAGAGA ATTATCAATO GCCCTCAAGG AACAAAGTGG 3660 

GTTGTGGACC TTGATOSTGO GTTAGTATTG AATGCAGAAG GAAG6TA0CT CCAAGATTCA 3720 

CATCGAAATC CTCTTCGGAT TAAACTAGGA GGAGATGOTC GAACXZATTOT AQATCTGQAA 3780 

GGGACCCGOG TGGTGAGTCX: TGACX300CTC CCACTC TTTQ GGCAGGQOOO A CATOGCAC A 3840 

CCTCTGGCCA ATOCCCAACa TAAOOCAATT TTGAGTCTTO GAGGAAAOOC GCTGOTOGGC 3900 

TTGGAGGTCA TCAAAAAAAC C3UXCATCCC CCTACCACTA OCATGCAGOC CACCACTACT 3960 

AG6A0QCCCC TGCCTACCAC TACAACCC06 AGGCCCACCA CTGCCACCAC CATGCAOOCC 4020 

ACCACTACTA CGAOGCCCCT GCCTACCACT ACAOOGAGGC CCACCACTGC CACCACC06C 4080 
OGCACGACCA CCAGGCGTCC AACAACCACA GTCOGAACCA CTAC60GGAC AACCACCAOC 4140 
ACCACCCCCA AACOCACCAC TCCCATCCCC AOCTGTCCOC CrOOOAOCrr GGAAOGGCSU: 4200 
GACQATGATG GCAAOCTQAT AATGAQCTCC AATOGGATGC CAGAGTGCTA OGCTGAAOAA 4260 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



GATGAGTTCT 
TATGATGAAG 
ACTGCTACCA 
GAATTTGATC 
QACCCATCAO 
6AT6AAATCA 
AACATCACCG 
GCCACCCCAG 
ATCAGGAACA 
AAOCCCAACA 
ATCAGCCCTT 
CCAGGCGGTG 
GCCATGGACQ 
GTAATTCACT 
TTG6A6ACAG 
6AAGAACAGG 
AQTATCGTCA 
TGGGCTGGTA 
CTGCAAGCTT 
CAGCCAGCAT 
CATTCTGGTC 
TTCAGTTTTG 
CCAGAGACAT 
AATTGGGACA 
TGCTACATGC 
TCAGGTCCCT 
ATATCCTACT 
TTATTTGTAA 
TGTCTGCAAG 
AAAAAAA 



CAGGCTTG6A 
ATTATGAATT 
CACCGAGGGT 
TGGCTGGAAG 
CCCOGTGCTC 
TCCOCAATGA 
TGGTGGCCGT 
GAGATTTGGT 
AGTTTTCCAC 
GGAGGTATTA 
CGGTCTCATT 
AGCTATCTGG 
QCAATATGTG 
GAGGTATAAA 
CTG6G6AAGA 
GCCTCAGTCC 
GGAGCCTGTC 
CGAGTGTGGG 
GCCCTGCCCA 
GCTCAOGCCC 
ATCTCAOTCT 
CTGTTAACTT 
CAGAAACCAG 
CTTCAGTATT 
TTTCTGrTTT 
TTGTATGCAG 
TGAAATTTAC 
ATTCTCAATT 
AATATTGATT 



GACTGACACT 
TGAGACQTCA 
GATCCCAGAG 
GAAACGATTT 
TCT6ACTGAT 
CCTGAAGAAG 
GGAAGGTTGC 
CACAGGTTAT 
TCAAGCTTCA 
TTTTAAAGTG 
TGTCAGOGAA 
ATCCCATTCG 
AAGOGCACGT 
ATCTACCTCA 
GGTGAAGACC 
TATGTAGAAG 
AGGTTTGGGA 
GTCTCCATCC 
GCCCCACCAA 
QCTGOCCTAG 
GGAACTCAGT 
TGCTTCTCTA 
CAACTGATTC 
TCCAGGAATA 
TCTC3ATTTT6 
TAGAAAGGAA 
TCTATGGACT 
TTGATATATA 
AAAATTGCTA 



GCStfSTACCTA 
AGGCCACCAA 
QAAGGCGCCA 
GTTGCTCCTT 
GCACTGQATC 
AGTGATCTGC 
CACTCATTTG 
TTGGTTTACA 
TCAGTAACTC 
CAAGCACAAA 
TCAGATAATC 
CTTTCAAACA 
GGTATCGAAA 
GTGACAACCT 
ATTGCCAATT 
CCCTCCCTAC 
ACATCGGCTT 
CTGGAAAGTG 
CTAAGTCGCA 
GTGCCAGGAA 
CCCACTTCTT 
CTTTTTTTTG 
AGTGTGATTT 
GCATATGCAG 
GATTTCTOCA 
TTATTAAAAA 
TACCCACT6C 
TATOTATATA 
AATTTGTACT 



CGGAAGAGGC 
CCACCACTGA 
TCAGTTCCTT 
AOGTGACGTA 
ACTTCCAAGT 
CTCCCCAGCA 
TCATTGTQGA 
GrGCATCXTTA 
ACTTGCXXAT 
ATCCTCATGG 
CTCTGCTTGT 
TQATCCCAGC 
GTTOQTGGGA 
GAAAGATACA 
TGTGGATTCA 
TATTCAAGGC 
CGGAACCCCC 
GTAATCACAG 
CTAGGGGCTG 
GGTCACAQAT 
GGCCTGGACA 
TTTGTTTGTA 
CCCAQACTTT 
OCTGTTCrrO 
AAACTAACTG 
CACCACCAAA 
TAOAATAAAT 
TGCATATACA 
TGTTCACCAA 



CTACGTTATA 
GCCTTOGACC 
TCXn!GAAGAA 

cx:taaataaa 
ggacagcctg 
tgctccccgc 

TTGGGACAAA 
TGAAGATTTC 
TGA6AACCTA 
CTACGGACCT 
TGTGAGGCCC 
TACAGGGACT 
GTTGTTCTTT 
TTCTACAGCA 
CACCTTOATQ 
TACTATCGCC 
TACTACXATG 
GAC0GTCAT6 
TQAOCAAAGA 
GGACACTGGC 
ATGAACAGGA 
ATAGCACATC 
TTAGGCATQA 
CTTCATGGAA 
AATTTAAGCT 
GAAAATAAAT 
GTATCAAATC 
TATCCACACT 
AAAAAAAAAA 



4320 

43B0 

4440 

4500 

4560 

4620 

4680 

4740 

4800 

4860 

4920 

4980 

5040 

5100 

5160 

5220 

5280 

5340 

5400 

5460 

5520 

5580 

5640 

5700 

5760 

5820 

5880 

5940 

6000 



Seq ID NO: 60 Protein a eouence 
protein Accession ftt Eos sequence 



11 21 31 

I I 
APADYRVIX.K TSQEDELDVP 
KGELARWDYK QlANRRVIiIB 
ENLNVWPVNG KPTWAASWD 
LSHHLEQSPS PILETLLLPW 
QKDFSCLAYL IDIQTKQVNK 
TGNSLKSVAA SKADVQQNTE 
DLKNKILAMG GAPRKPQLRA 
PPSRHGHSW APGRTAVRAR 
GTSHRPSLPA SLNDNDIiVDS 
HPGAKPASPA RRTPHSGAAE 
EDAPATKSNA PSRSTMSSSV 
LRARPASGHF HLLRHXPFAA 
HPKLSSGIHG DEEDBKPLPA 
HPKST6ADTH PQGKYSSLAS 
QHPSVPRRMT PGRAPEQQPP 
RSHSSSDPYT ASSRGMLPTA 
PKHQQVESPT GAGA6GDHRS 
SSKSQQSVSA EDEEBBDAGF 
lALAPRGGSL APVKRPLPPP 
GHFSTTPMLS LRQRMMHARP 
INGPQGTKS^V VDUDRGLVLM 
LFGQGRHGTP LAMAQD KPIIi 
PTTATTMQPT TTTTPLPTTT 
CPPGTLERHD DDGMIiIMSSN 
PPTTTBPSTT ATTPRVIPEE 
PSAPCSIiTDA IiDHPQVDSLD BIIPNDLKKS 
TPGDLVTGYL VYSASYTOFI RHKFSTQASS 
SPSVSFVTES DNPLLWRPP GGELSGSHSI* 



41 



MP6TKLTRTG 
SRQYTVRYRB 
TPESAPTTAP 
FQNTPFRTPR 
SIiOQQECSCT 
MCYEDPVSSL 
QGRKAKDLUj 
DTQDQKRTLR 
ASPAHHASTO 
SSVLRDRSSV 
SPL8KGGKDG 
GRQAEATAQT 
HPRVPSHSDS 
8LHRKEPIPE 
PARPPAARSQ 
AGRPRPTSQG 
ARAKEAAASL 
KBEPP8KRPL 
SLAKEEREPA 
MPRYTTRAPP 
SKOKFNGQRI 
TPWSPDGLP 
XPLPTTTTPR 
TPKPTTPIPT 



DDISVRVMSS QSVLVSWVDP 
HLISDTVYEF AVRISQGEItD 
ALPETB6KVK VCIiU5TGI.PS 
WMVCSLGNAI PSKSGPQTGE 
DPQIiBGSVFQ PCFLFYFLTF 
DUGKPEKPEP SSPS PRAPA S 
KKAEELDLQS TEITGBEELG 
MPALPRXtEGV DKPGFSLATQ 
DEDERAVGSL HPKGAPAQPR 
EDSSASAPPS RLSPPHGGSS 
SSHLSSRTQV SEGAEASDGB 
KGRSPSRFSZ GSGPRLQPSS 
TWNDBVPSS SRQPISRGWE 
KAQDVQQSTD ADTEGHSPKA 
PPVATSQHHP GPQSRDAGRS 
LQKQDEDAQQ SYDDCSTEVB 
QRlOIAASPAR PSRPGGPQSR 
pXGGKEDUiS SSVPfCWPSSS 
PGSSPRASHV PSRPPPRSAA 
RNPIiSRQPAR PSYRQGYNGR 
ABGRYLQDSH GNPIiRIKIiGG 
SLQSKFLVGL E\aKlCITIIPP 
PRPTTATTRR TTTRRFTTTV 
GIPECYAEBD EPSGLBTDTA 
GAISSFPEEE FDLAGRKRFV 
DLPPQHAPRN ITWAVBGCT 
VTHXjPZEmiK SNIRVyFKVQ 
SNHZPAtRTA MDGHM 



51 
I 

VIiEKQKKWA 
GKMSTSVFQR 
VSSFQPSAKS 
AHDLTPKFSIi 
MLDIGGFSFI 
SQHPSVPASP 
SREDSPMSPS 
PRPGAPPSAS 
PALSPSRQSP 
RLLPTQPHI*S 
SHGDGDRED6 
SPQSTVPSRA 
DLRRSPQR6A 
QPGSTDRHAS 
PSQPRLSLTQ 
AQDVRAPABA 
ARVPSRAAPG 
TPRGGKDADG 
TVSPVAOTHP 
PNVEGKVLPG 
DGRTIVDLBa 
TTTMQPTTTT 
RTTTRTTTTT 
VPTEEAYVIY 
AFYVTYLHKD 
SFVrVDWDKA 
AQHPBGYGPX 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 



Seq ID NOs 61 DNA sequence 

nucleic Acid Accession ft: 1JM_022743 

Goding sequ^ice: 128.. 1237 



I 

GTGGATTTTA 
TCTCIGCTGC 
AAAOCIGATG 
AAAAGCTTGG 
TCCTCCAGAC 
TTCAGAATCA 
TGAAGATAAQ 
AGAAATACAfi 
AGTGATCTGC 
ATATCCCAGT 
TGGGCCCCAC 
CTGCTACCTG 
CTGCTTTGAA 



11 
I 

GAGATACCTC 
AAGACCCCTA 
CGATGCTCTC 
CCAGACCACA 
TCCGTTOQAC 
6A6AA6CTTT 
AAA6AGGGCC 
GATGCCTCTC 
AACTCTTTCA 
ATCTCTTTGC 
CTCTTACTGC 
GATAIGCIGA 
TGTGACTGTT 



21 

CCCTCCTTCT 

croTTCTcas 

AGT6C06C6T 
AGOGGGAATG 
TTCTTGGCAG 
ACTCATTTTA 
TCAGGCAACT 
AGCTGCCACC 
CCATCTGTAA 
TCAATCACAG 
GAGCAGTCOG 
TGAGCAGTGA 
TG06TTGCCA 



31 
I 

GCTCAGCTGC 
TGTATTGGCT 
CGCCAAATAC 
CAAATGCCTT 
AGTTGTCTTC 
TGATCTGGAG 
CGTAATGACA 
TGCCTTTGAC 
TG06GAGATG 
CIGTGACOCC 
AGACATC6AG 
GGAGCGCOSS 
AACOCAGQAC 



41 

I 

CTT6CAGTAA 
TTTCTGGGCA 
T6TA6TGCTA 
AAAAGCTGCA 
AAACTTATG6 
TCAAATATTA 
TTTCAACATT 
CTTTTTGAAG 
CAGGAAGTTG 
AACTGTTG8A 
GTGG6AGAG6 
AAGCAGCIGA 
AAGGA3GCIG 



51 
1 

TTAAACTCTT 
GCAG6AAGGA 
AGTGTCAGAA 
AACCCAGATA 
ATGGAGCACC 
ACAAACTGAC 
TCATGAGAGA 
CCTTTGCAAA 
GTGTTGGCCT 
TTGTGTTCAA 
AGCTCACCAT 
G6GA0CAGIA 
ATATOCTAAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



TGGTGATGAG 
GGOVCACTGG 
TGAAC3Q6CTT 
CTGCATCAAC 
ATACAGGATT 
CAAACTGCAO 
TGATATTAT6 
TTTAOAAGAA 
OGGGQTGTGT 
GTQAACCTCT 
GGTTT6CAAA 
ATTT6GTTGA 



CAAGTATGOA 
AA6TGOGAGC 
CCOGATATCA 
CTOGGCCTGT 
TTTTTCCCAO 
CTACATCAAO 
AGAGTGACAC 
TGOGAOGCCA 
CTTTGTTGAA 
CTTATTGQAA 
CCACAAGAAT 
GGATGCCAAA 



AOGAASTTCA 
AOGTTCTQGC 
ACATCTACCA 
TGGAGGAAQC 
GAAGCCATCC 
GCATGTTTCC 
ATGGCA6AGA 
ACATCAGAGC 
TGOCTTATTQ 
ATTCTGTTCC 
CATTAGTTGT 
AAAAAAAAAA 



AGAATCCCTO 
OVTCTOCCAO 
GCTGAAGGTG 
CTTQfTTCTAT 
OGTCAGAGOQ 
CX3UW3CAATG 
ACACAGCCTG 
ATCCTAAGGO 
AGGTCACACA 
GTGTTTGTGT 
AGAGAA6CAC 



AAAAAAATTG 
GOGATCATAA 
CT06ACTGCG 
GGTACTCGGA 
GTTCAAGTGA 
AAGAATCTGA 
ATTGAAGATT 
AACGCASTCA 
CTCTATGCTT 
AGGTAAATAA 
GATTATAATA 



AAGAACTOAA 
GCAGCAATTC 
CCATQGATGC 
CCATGOAGCC 
TGAAAGTTGQ 
GACIG6CTTT 
TGATTCTACT 
6AGGGAAATA 
TGTTAGCTGT 
AG6CAGACAT 
AATTCAAAAC 



640 

900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 



Seq ID NO: 62 Protein sequence 
Protein Accession ftt HP 073580 



MRCSQCRVAK 
SEKLYSFYDL 
C3XSPTIQIAB 
LDMLMTSBER 
WKNBQVLAMC 
ZFFPGSHPVR 
ECDAHIRAS 



11 
I 

YCSARCQKKA 
ESNINKLTGD 
MQSVGVGLYP 
RKQtRDQYCF 
QAIZSSNSER 
GVQVMKVQKL 



21 
I 

HFSHKREOCC 
KKEQIiRQLVM 
SISLLNHSCD 
ECDCFROQTQ 
LPDINIYQUC 
QLHQGMFPOA 



31 41 51 

t I t 

ZiKSCKPRYPP DSVRLLGRW FKLMDGAPSE 
TFQHFMREEI QDASQLPPAF DLFEAFAKVI 
PNCSIVFNGP HLLLRAVRDl EVGBELTICY 
DKDADMLTGD BQVWKEVQES LKKIEEUCAK 
VLOCAKDACI MLGftliRRMiP YOTRTMBPYR 
MKHLRLAFDI MRVTBGRBHS LIEDLILLLB 



60 
120 
180 
240 
300 
360 



Seq ID NO: 63 DNA sequence 

Nucleic Add Accession «: NM_003014.2 

Coding sequence: 238.. 648 



1 II 21 31 41 51 

I I 1 i I I 

GGOG GG TTCiQ G6CCCGQAAG GCTGAGAGCT GQOQCTGCTC GTGCXXnGTO TQGCAOACGG 60 

CGQAQCTCXS OGQCXXMACC CCGOGGCCCC GCTTT6CT0C CGACTQGAOT TTGOGOGAAG 120 

AAACTCTCCT OCOCCCCAGA AGATTTCTTC CTOGGCGAAG GGACAGOGAA AGATQAGGGT 180 

GGCAGGAAQA GAAOGCGCTT TCTGTCTGCC GGGGTOGCAG 0GCGA6AGGQ CAGTGCCATG 240 

TTCCTCrCCA TCCTAGTGGC GCTGTGCCTQ TOOCTGCACC TGGCGCXGQG OQTOCQOQQC 300 

GOQCOCIQGQ AQOGGaTGGG CATCCCTATG TGCCGOCACA TGCCCTGGAA CATCAGQOGG 360 

ATGCCCAACX: ACCTCCACCA CAGCAOGCAG GAGAAGGCCA TCCTGGCX»T 0GA6CAGTAC 420 

GAGGAGCTGG TGQAOGTGAA CTGCAGOGCC GTGCTGCGCT TCTTCTTCTO TGCCATGTAC 480 

GCX3CCCATTT GCACOCTGGA GTTCCTGCAC GACCCTATCA AGCCGTGCAA GTCQQTOTGC 540 

CAAOGOQGGC GOQAOOACTG CGA6CCCCTC ATGAAQATGT ACAACCACA6 CIGGCCC36AA 600 

AGCCTG6CCT Q0GAG6AGCT GOCTGTCTAT GACOQTGGOQ T6T6CATTTC GOCT GAAGO C 660 

AT06TCAGG6 ACCTCC06GA GGATGTTAAG TGGATAGACA TCACACCAOA CATQATOOTA 720 

CAGGAAAGGC CTCTTGATGT TGACTGTAAA CGCCTAAGCC COQATOSaTQ CAAGTGTAAA 780 

AAGGTGAAGC CAACTTTGGC AACGTATCTC AGCAAAAACT ACAGCTATGT TATTCATGCC 840 

AAAATAAAAG CTGTGCAGAG GAGTGGCTGC AATGAGGTCA CAAOSGTGCrr GGATGTAAAA 900 

GAGATCTTCA AOTCCTCATC ACCCATCCCT OGAACXCAAO TCOOBCTCAT TACAAATTCT 960 

TCTTGCCA0T QTCCACACAT CCTGCCCCAT CAAOATGTTC TCATCATOTO TTAOGAOTGO 1020 

OGTTCAAGGA TGATGCTTCT TGAAAATTGC TTAGTTGAAA AATGGAGAGA TCAGCTTAGT 1080 

AAAAGATCCA TACAGTGGGA AGAGAGGCTG CAGGAACAGC GGAGAACAGT TCAGQACAAO 1140 

AAGAAAAC3\G CCGGG06CAC CAGTCXSTAGT AATOCCCXXIA AACCAAAGGG AAAGCCTCCT 1200 

GCTOOCAAAC CA60CAGTCC CAAGAAGAAC ATTAAAACTA GGAGTGOCCA GAAOAGAACA U60 

AACCGGAAAA GAGTGTGAGC TAACTAGTTT CCAAAGOQGA GACTTCX^GAC TTCCTTACAG 1320 

GATQAGGCTG GGCATTGCCT GGGACAGCCT ATGTAAGGCC ATQTGCXXXrT TGCCCTAACA 1380 

ACTCACTGCA OTGCTCTTCA TAGACACATC TTCCAGCATT TTTCTTAAGG CTATGCTTCA 1440 

uiTrrivriU ' gtaagccatc acaagocata gtggtaggtt tgccctttgg tacag aaggt isoo 

GAGTTAAAGC TGGTG6AAAA GGCTTATTGC ATTGCATTCA GAGTAACCTG TOTQC ATACT 1560 

CTAQAAGAGT AGGGAAAATA ATGCTTQTTA C3UITT0GA0C TAATATQTGC AT TGTAAAA T 1620 

AAATGCCATA TTTCAAAC3U\. AACAOGTAAT TTTTTTACAG TATGTTTTAT TACCl'l'T TGA 1680 

TATCTGTTGT TGCAATGTTA GTGATGTTTT AAAATGTGAT GAAA ATATAA TGTTTTTAAQ 1740 

AAGGAACAGT AGTGGAATGA ATQTTAAAAG ATCTTTATGT GTTTAT03TC TGCAGAAGGA 1800 

TTTTTGTQAT 6AAAGGGGAT TTTTTGAAAA ATTAGAGAAG TAGCATATGG AAAATTATAA 1860 

' mmri ' TTTT TACCAATGAC TTCAGTTTCT GTTTTTAGCT AGAAACTTAA AA ACAAAAAT 1920 

AATAATAAAG AAAAATAAAT AAAAAGGAGA GGCAGACAAT QTCTGGATTC CTGTTTTTTO 1980 

GTTACCTGAT TTCCATGATC ATGATGCTTC TTGTCAACAC CCTCTTAAOC AGCACCAGAA 2040 

ACAGT6A6TT TOTCTOTACC ATTAGGAGTT AGGTACTAAT TAGTTGGCTA ATGCTCAAGT 2100 

ATTTTATACX: CACAAQAGAO GTATGTCACT CATCTTACTT CCCAOGACAT CCAC CCTGAO 2160 

AATAATTTGA CAAGCTTAAA AATGGGCTTC ATGTGAGTGC CAAATTTTGT TTTTCTTCAT 2220 

TTAAATATTT TCTTTGCCTA AATACATGTQ AOAQQAOTTA AATATAAAT6 TACA6AGAGG 2280 

AAAGTTGAGT TCCACCTCTG AAATGAGAAT TACTTGACAG TTGGGATACT TTAATCAGAA 2340 

AAAAAGAACT TATTPGCAGC ATTTTATCAA CAAATTTCAT AATTGTGGAC AAT TGGAG GC 2400 

ATTTATTTTA AAAAACAATT TTATTGGGCT TTTOCTAACA CA6TAA6CAT GTATTTTAXA 2460 

AGGCATTCAA TAAATGCACA AOGCCCAAAO GAAATAAAAT OCTATCTAAT CCTAC TCTCC 2520 

ACTACACAGA GGTAATCACT ATTAGTATTT TGGCATATTA TTCTCCAGGT GnTQCTTAT 2580 

GCACTTATAA AATGATTPGA ACAAATAAAA CTAGGAACCT GTATACATGT OTTTCATAAC 2640 

CTGCCTCCTT TGCTTGGCCC TTTATTGAGA TAAOTTTTOC TGTCAAGAAA G CAQAAACC A 2700 

TCTCATTTCT AACA6CTGTG TTATATTCCA TAGTATGCAT TACTCAACAA ACTQTTGTGC 2760 
TATTGGATAC TTAG G T GG IT TCTTCACTGA CAATACTGAA TAAACATCTC AOCGGAATTC 



Seq ID NO: 64 Protein sequence 
Pxotein Accession «i NP 003005.1 



11 



21 



31 



51 

974 
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I I 

MPLSILVALC LWLHLALOVR 
YBBLVDVNCS AVLRFFFCAM 
ESIACDELPV YDRGVCISPE 
KKVKPTLATY LSKNYSYVIH 
SSCQCPHILP HQDVLIMCTE 
KKKTAGRTSR SNPPKPKGKP 



I 1 i t 

GAPCEAVRIP MCRHMPWNIT RMPNHLHHST QEMAILAIEQ 
YAPICTLEPIi HDPIKPCKSV CQRARDDCEP IHKMYNSSWP 
AIVTDLPEDV KWIDITPDHM VQERPLDVDC KRLSEDRCKC 
AKIKAVQRSO CNEVTTWDV KEIFKSSSPI PRIQVPLITN 
WRSRMMLLEN CLVEKMRDQI. SKRSIQWEER LQEQRRTVQD 
PAPKPASPICK NIKTRSAQKR TNPKRV 



60 
120 
180 
240 
300 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 



Seq ID NOs 65 DNA sequence 
Nucleic Acid Accession #: BC010423 
Coding sequence: 248.. 1780 



1 11 21 31 |1 

CACA60GTGG GAAOCAGCTC TGGGGGAGCT CGGAGCTCCC GATCAOGGCT 
AGCTACGGCT GGGTGTOTAG AACGGGGCCG GGGCTGGGGC TGGGTCCCCT 
CAAGTOCGAG AGGCAAGAAC TCTGCAGCTT CCTGCCTTCT GGGTCAGTTC 
TCTGCAGCCG GCTCCCAGGG AGATCTCGGT GGAACTTCAG AAAOGCTGGG 
TTCAACCATG CCCCTGTCCC TGGGAGCCGA GATGTGGGGG CCTGAGQCCT 
GCTGCTACTO CTGOCATCAT TTACAGGCOG GTGCCCCGCG GGTGAGCTGG 
SJ^AACT GTQGTGCTQO QCCAGGAOGC AAAACTGCCC TGCTTCTACC 
CGGCGAGCAA GTGGGGCAAG TGGCATGGGC TCGGGTGGAC G0GGGCGAA6 
ACTAGCXSCTA CTGCACTCCA AATACGGGCT TCATOTGAGC ^QOCraAGQ 
QORSCAGCOG CCGCCCCCAC GCAACCCCCT GQACGGCTCA GWSCMTQC 
GCRQQCGGAT GftGGGCGAGT ACGAGTGCCG GGTCAGCACC TTCCCCGCCG 
SgQCGGCTG CX3GCTCCGAG TGCTG6TGCC TCCCXTTGCCC TCACTGAATC 
i^GAAGAG GGCCAGGGCC TGACCCTQQC AGCCTCCTGC A^GCTGAGG 
SCCCAGC3GTG ACCTGGGACA CGGAGGTCAA ««GCA^ 
CTCCCGCTCT GCTGCCGTCA CCTCAGAGTT CCACTTGGTG CCWGCCGCA 
GCAGCCACIG ACTTGTGTGG TGTCCCATCC TGGCCTGCTC CAGGACCAAA 
^CTCCAC OTQTCCTTCC TTGCTGAGGC CTCTGTGAGG GGCCTTGAAG 
^^SS^T GGCAGAGAAG GAGCTATGCT OUJGTGCCTG A^^*^ 
CTCATACAAC TGGACACGGC TGGATGGGCC TCTGCCCAGT GGGGTACGftG 
CACTTTGGQC TTTCCCCCAC TGACCACTGA GCACRGOSGC MCXAOGTCT 
CAATOAOTTC TCCTCAAGGQ ATTCTCAGGT CACTGTGGAT ^CTTGACC 
SCTGGGAAG CAGGTG6ACC TAGTGTCAGC CTCGGTGGTC GreGTGGGTG 
ACTCTTCTTC TGCCTTCTGG TGGTGGTGGT GGT6CTCATO TCXXX3ATACC 
GGCCCAQCAG ATGACCCAGA AATATGAGGA GCSAGCT^ SSSS^S 
CCGGAGGCTG CATTCCCATC ACACGGACCC CAGGAGCCAG COG^^AGA 
QAGAGCCGAQ GGCCACCCTG ATAGTCTCAA GGACAACAGT AGCTGCTCTG 
^CO^ G6CCGCAGTT ACTCCAOGCT GACCACGGTG AGGGAGAT^ 
T^AOTCTO TCTCCAGQCT CTQGQCGGGC CGAGGAGGAG GAAGATCAGG 
CAAACAGGCC ATGAACCATT TTGTTCRGOA GAATGGGACC CS^O^^ 
CAATGGCATC TACATCAAT6 GGCGGGGACA CCTGGTCTGA OCX»QGCCrG 
CTAGGOCTGG CTCCTTCTGT TGACATGGGA GATTTTAGCT CATCTTGGGQ 
ACA0a3GCAT TTCTTGCGGA AGATGCTCCX: CATCCGACTQ ACTGCTTGAC 
JJSSS?CTG TTCATCGGGA GGGCTCCACC AATTGAGTCT CTCCCACCAT 
CACTGIGTGT GTGCATX3TCT GCCTGTQTGA OTGTTGACTQ ACTGTGTGTG 
TGACTGTCCG TGGAGGGGTQ ACTQTOTCCO TGGTOTGTAT TATCCTCTCA 
AAGTGAACTG TGGTGTATGT GCCACGGGAT TTGAGTGGTT GCGTGGGCAA 
GTTTGGCGTG TGTGTCATGT GGCTGT6TGT 6ACCTCTGCC TGAAAAAGCA 
CAGACCCCAG AGCAGTATTA ATGATOCASA GGTTGGAGGA GAGAGGTGGA 
CA6ACCCAGG TGTGCX3GGCA TAOCTOGftGC TGGAATCTGC CTCCGGTOTG 
TCTCCTACCA CTTCGGAGCC ATGGGGGCRA GTGT6AAGCA SOTjGTCCCT 
GAGGCTTGAA CTGTTACAGA AGCCCTCTGC CCTCTGGTGG CCTCIGGG^ 
ACATATTTTC TOTAAATATA CATGCQCCQG GAGCTTCTTG CAGGAATACT 
ACTTTTAATT Vr mViHl TTTTTTCTTG CCCTTXCCM TAGTTGTATT 
TTTTATTTTT ATTTTTTTTT AGAGTTTGAG TCCAGCCIGG ACQATATAGC 
CTGTAAAAAA ACCAAAACOC AAAAAAAAAA AAAAAAAAAA 



51 

1 

TCTTGGQGGT 
AGTGGAGACC 
CTTATTCAAG 
CAGTCTGCCT 
GGCTQCTGCT 
AGACCTCAGA 
GAGGGGACTC 
GC6CCCAGGA 
AQGOCGQGGT 
GCAACGCAGT 
GCAGCTTCCA 
CTGGTCCAGC 
GCAGCCCAGC 
CCTTCAAGCA 
GCATGAATGG 
GGATCACCCA 
ACCAAAATCT 
AGCCCCCTCC 
TGGATGGGGA 
GCCATGTCAG 
CCCAGGAAGA 
TGATCGCCGC 
ATCGGGQCAA 
AQAACTCCAT 
GTGTAGGGCT 
TGATGAGTGA 
AAACACAGAC 
ATGAAGGCAT 
AGCCCACX3GG 
CCTCCCTTCC 
GCCTCCTTAA 
CTTTACCTCC 
GCATGCAQGT 
TGTGGAGGGG 
TATCAGAGTC 
CACT GTCAG G 
GGTATTTTCT 
GACTGTGGCT 
AGGGAACCTG 
GGGTC3VGCCA 
TGCTGCATGT 
GCTCGOAATC 
TTTTATTTAT 
CAOACCCTGT 



60 
120 
180 
240 
300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 
1020 

loao 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 



Seq ID NO: 66 Protein Beoueoce 
protein Accession »s AAH10423 



65 



70 



75 



80 



41 

I 

TVVLC3QDAKL 
PPPPRNPIiDG 
EGQGLTLAAS 
LTCWSHPGL 
NWTRUX3PLP 
KQTDliVSASV 



51 

1 

PCFYRGDSGE 
SVLLRNAVQA 
CTABGSPAPS 
LQDQRITKIL 
SGVRVD6DTL 
VWGVIAALL 



L5FGSGRAEB EEDQDEGXKQ 



1 11 21 31 

I 1 1 I 

MPIiSLGAEMW GPEAWLLLLL LLASPTGRCP AGELBTSDW 
QVGQVAWARV DAGEGAQELA LLHSKTCLHV SPAYEGRVEQ 
DBSEYECRVS TPPAGSFQAR LRLRVW^ PSLNPGPALE 
VTWDTEVKGT TSSRSFKHSR SAAVTSBPHL VPSRSMNGQP 
HVSPIAEASV RGLEDQNLWH IGREQAMLKC LSEGQPPPSY 
GFPPLTTBHS GIYVCHVSNB FSSRP SQVTV DVLDPQEDSG 
FCLLVWWL MSRYHRRKAQ QMTQKYBEBL TLTRENSIRR 
BQKPDSLKDH SSCSVMSEEP BGRSYSTLTT VHEIBTQTEL 
AMNHFVQENG TLRAXPTGN6 lYINGRGHLV 

Seq ID NO: 67 DNA sequence 

Nucleic Acid Accession #: NM_001203 

Coding sequences 274.. 1782 

1 11 21 31 41 51 

iGOGGQGCGC LgTCGGCG iGGCCTOGGG GGA0G0GG6C AGTOTOSAfflL C^S^^ 
GAG^CGG GAGCOQGGAG C6CACG0GC6 GOGtGGAGTT CAGCCtACTC TTTCTTAa^ 
SiSS AGGAAOATCA TTTCAIGCCT TOTTGATOAA OOTICAGACT TCTCCIGATT 



60 

120 
180 
240 
300 
360 
420 
480 



60 
120 
180 



975 
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CATAACCATT TG G CTCT G AG CTATGACAAO AGAGGAAACA AAAAOTTAAA CrTAGAAOGC 240 

TGCCATAAGT GAGAAGCAAA CTrCCTTGAT AACATGCTTT TQCQAACTGC AGGAAAATTA 300 

AATGTGQGCA GCAAGAAAGA GQATGGTGAO A6TACAGC0C CCACCCCCOQ TCCAAAGGTC 360 

TTOCOTTOTA AAT6CCACCA CCATT6TCCA QAA6ACTCAG TCAACAATAT TTQCAGCACA 420 

5 GAOGQATATT GTTTCACX3AT QATAGAAGAQ GATGACTCIG GGTTGOCTGT GOTCACTTCT 480 

QGTTGCCTAG GACTAGAAGG CTCAGATTTT CAGT3T0QGG ACACTCOCAT TCCTCATCAA 540 

AOAAGATGAA TT6AATGCTO CACAGAAAGG AAGGAATGTA ATAAAGAGCT AC ACOC TACA fiOO 

CTGCCTCCAT TGAAAAACAG AGATTTTGTT GATGGACCTA TACAC CACAG GGCTTTACTT 660 

ATATCTGTGA CTGTCTGTAG TTTGCTCTTG GTCCTTATCA TATTATTTTO TTACTTCCGG 720 

10 TATAAAAGAC AAGAAACCAG ACCTOGATAC AGCATTGGGT TA6AACAGGA TGAAACTTAC 780 

ATTCCTOCTQ QAQAATCCCT GAGAQACTTA ATTGAGCAGT CTCAGAGCTC AOGAAGTGQA 840 

TCAGGCCTCC CTCTGCTGOT CC3UAGGACT ATAGCTAAGC AGATTCAGAT GGTGAAACAO 900 

ATTGGAAAAG QTOGCTATOG GGAAGTTTGG ATGGGAAAGT GG0GTGG03A AAAGGTAGCT 960 

arOAAAGTGT TCTTCACCAC AGAGOAAGCC AGCTGGTTCA GAGAGACAGA AATATATCAG 1020 

15 ACAGTQTTQA TQAGGCATGA AAACATTTTG GGTTTCATTG CTGCAQATAT CAAAG GGACA 1080 

GGGTCCTGGA CCCAGTTGTA CCTAATCACA GACTATCATO AAAATGGTTC OCTTTATGAT 1140 

TATCTGAAGT CCACCACCCT AGACGCTAAA TCAATOCXaA AGTTAGCCTA CTCTTCTOTC 1200 

AOTGGCTTAT OTCATTTACA CACAGAAATC TTTAOTACTC AAGGCAAACC AGCAATTGCC 1260 

CATOQAQATC TQAAAAGTAA AAACATTCTO GTQAAGAAAA ATGGAACTTG CTGTATTGCT 1320 

20 GACCTGGGCC TGGCTGTTAA ATTTATTAQT GATACAAATG AAGTTGACAT ACCACCTAAC 1380 

ACTCGAGTTQ GCACX:AAACX3 CTATATGCCT CCAGAAOTQT TOOAOGAGAG CTTGAACAGA 1440 

AATCACTTCC AGTCTTACAT CATGQCTGAC ATGTATAGTT TTGGCCTCAT CCTTTGGGAG ISOO 

GrroCTAGQA GATGKSrATC AGGAGGTATA GTGGAAGAAT ACCAGCTTCC TTATCATGAC 1560 

CTAGTGCOCA GT6ACCCCTC TTATGAGGAC ATGAGGGAGA TTGTGTQCAT CAAGAAGTTA 1620 

25 OGCOCXrrCAT TCCCAAACCO GTOGAGCAGT GATQAGTGTC TAAGQCAGAT GGGAAAACTC 1680 

AIGACAGAAT GCTGGGCTCA CAATCCTGC3^ TCAAGGCTGA CAGCCCTGCG GGTTAAQAAA 1740 

ACACTTGCCA AAATGTCAGA GTCCCAGQAC ATTAAACTCT GATAGGAGAG GAAAAQTAAG 1800 

CATCTCTOCA GAAAGCCAAC AGOTACTCTT CTGTTTGTGQ QCAGAGCAAA AGACATCAAA 1860 

TAAOCATCCA CAGTACAAGC CTTGAACATC GTCCTGCTTC CCAGTGGGTT CAGACCTCAC 1920 

30 CA TT CA GGGA GGGACCTGG6 CAAAGACAGA GAAGCTCCCA GAAGGAGAGA TTGATCOQTG 1980 
TCTGTTTGTA G6CGGAGAAA CGGTCGGGTA ACTTOTTCAA GATATOATGC AT 



Seq ID KOt 68 Protein sequence 
Protein Accession #« NP 001194 

35 

1 11 21 31 41 51 

I I I I I I 

MLLRSAGKLK VGTKKEDGBS TAPTPRFKVL RCKCKHUCPE DSVMNXCSTD GYCFTMIEED 60 

DSGLPWTSG CLGLEGSDPQ CRDTPIPBQR RSIECCTERN EQUaDLKPTL PPLKNHDPVD 120 

40 GPIHHRALLI SVTVCSLIiLV LIILFCYFRY KRQETRPRYS IGLEQDETYI PPGESLRDLI 180 

BQSQSSGSGS GLPLLVQRTI AKQIQMVKQI GKGRYGBVWM GKHRGEKVAV KVPPTTBEAS 240 

WFRETEIYQT VliMRHENILG FIAADIKGTG SWTQLYLITD YHENGSLYDY LKSTTLDAKS 300 

HLKLAYSSVS GLCKLRTEXF StQGKPAIAR RDLKSKNILV XKtlGTCCIAD I1GLAVKFI6D 360 

TNEVDIPFNT RVGTKRYMPP EVLDESUIRN HFQSYIKADK YSFGLZLHEV ARRCVSGGIV 420 

45 EEYQLPYBDL VPSDPSYEDM REIVCliCKLR PSFPNRWSSD ECZAQHGKLM TBCHAHNPAS 480 
RLTAIAVKRT liAXMSESQDI KL 



Seq ZD MOi 69 DNA sequence 
nucleic Acid Accession 4i Eos sequence 
50 Coding sequence I 166.. 1737 

1 11 21 31 41 51 

I 1 I I I I 

TTOOaGGTTT ATTCTCTTCC CTTCTAACTT GACAGGGTCT TGCTCIGTCA TTCAGGCAAG 60 

55 AQTOCAGTAG TGTGATCACT TCTTACTGCC GCCTCAAGCT TCCAGCXTTCA ACTCAAGCAA 120 

TCCTCCCACC TCAGCCACCC AAGTGGCTGQ GACIACAGAT TAAGAATQAC CCAAAATAAA 180 

TTAAAQCTTT GTTCCAAAGC CAATGT6TAT ACTGAAOTQC CTGATGGAGG ATGGGGCTGG 240 

GOGOTAOCIO TTTCATTTTT CTTOBTTGAA GTCTTCAOCT A0G6CATCAT C AAGACA TTT 300 

GGTGTCTTCT TTAATGACTT AATGGACAGT TTTAATGAAT CCAATA6CA6 6ATCTCAT0Q 360 

60 ATAATCrCAA TCTGTGTGTT TGTCTTAACA TTTTCAGCTC CCCTCX5CCAC AGTCCTOAGC 420 

AATCGTTTOa GACACOQTCT GQTAQTGATG TTGGG6GGGC TACTTGTCAG CACOOGGATG 480 

GTGGCCGCCT CCTTCTCACA AGAGGTTTCT CATATGTAOG TOGCCATOGO CAT CATCT CT 540 

G GTCTO GG AT ACTGCTTTAG TTTTCIOOCA ACTGTAAOCA T OCTATCAC A ATAVri'l^ C 600 

AAAAGAGGTT CCATAGTCAC TGCAGTTGC7 TCCAGAOGAG AAT0TTTC3GC TGTGTTTGCT 660 

65 TTCGCACCAG CAATCATGGC TCTGAAGGAG CGCATTGGCT GGAGATACAG CCT CCTC TTC 720 

GTGGGCCTAC TACAGTTAAA CATTGTCATC TTCGGAGCAC TGCTCAQACC CATCTTTATC 780 

AGAGGAGCAG GGTCACCGAA AATAGTCATC CAGGAAAATC QGAAAOAAGC GCAGTATATG 840 

CTTQAAAATG AGAAAACAOS AACCTCAATA GACTCCAT10 ACTCAGGAGT AQAACTAACT 900 

ACCTCACCTA AAAAT6T0CC TACTCACACT AACCTGQAAC TGGAGCCGAA GGCCX3ACATG 960 

70 CAOCAGGTCC TGGTQAAGAC CAGCCCCAGG CCAAGOGAAA AGAAAGCCCC OCTATTAGAC 1020 

TTCTCCATTT TGAAAGAQAA AAGTTTTATT TQTTATGCAT TATTTGGTCT CTTTGCAACA 1080 

CTGGGATTCT TTGCAOCTTC CTTGTACATC ATTCCTCTGG GCATTAGTCT GGGCATTGAC 1140 

CAGGAC06C6 CSGCmVl ' l ' ATTATCTAOS ATGOCCATTO CAGAAGTTTT OGGAAG^TC 1200 

GGAGCTGGTT TTGTCCTCAA CAGGGA6GCC ATTGOTAAQA TTTACATT6A OCTGATCIGC 1260 

75 GTCATCTTAT TGACTGTGTC TCTGTTTGOC TTTACTTTTO CTACTGAATT CTGGGOTCTA 1320 

ATQTCATGCA GCATATTTTT TGGGTTTATG GTTGQAACAA TAGGAGGGAC TCACATTCCA 1380 

CTGCTTGCTG AGGATGAT6T 06TGGGGATT GAGAAGATQT CTTCT6CAGC TGGGGTCTAC 1440 

ATCTTCATTC AGA6CATAGC A66ACZ06CT QQACOQOOCC TTGCAGOTTT G TTQG TQGAC 1500 

CAAAGTAAGA TCTACAGCAG Q6CCTTCTAC TCCTGOGCAG CT0GCATG6C CCrGGCTGCT 1560 

80 GTGTGOCTCG CCCTOGTGAG ACCGTGTAAG ATGGGACTGT GCCAGCATCA TCACTCAGGT 1620 

QAAACAAAGG TAGTGAGCCA TCGTGGGAAG ACTTTACAGO ACATAOCTGA AGACTTTCTO 1680 

GAAATGGATC TTGCAAAAAA TQAGCACAGA GTTCAOGTGC AAATGGAGCC GGTAT GACAC 1740 

ACTTTCTTAC AACAACAGCT ACrOTGTTGO CTGGAGAGGG ATGGGGTGGG CCCAAOGGGG 1800 

ACACAAGGAO GCAGAGQAGC TAACCCCTCT ACTCCACTTT CSUUiACIACA TTTTAAAGGQ 1860 

976 



wo 03/042661 



AATGTGTATG TGAAGAGCAC TACCRACATC 

rrrnr r n T tgcttgtttt taaagccaaa 

TAAATCTGGC TGTATTCAjGT AGCAATACAA 
TTCCGATATT AAAATAGTC3A CATGAACTG G 
TAAAT6ATTT TCTTTTTTTC TTTTCTTTCT 
CCTGAATAAA ACAACATCCA ACCCAGGTCA 

Seq ID NO: 70 Protein sequence 



GCTTTTGTTT TGTTTTGTTT TGTTTTAAGC 
ACAAAAAACA ACXAAGCACT CTTCCATATA 
GAGATATGTA GAAAGACTCT TTGGTTCACA 
CAAAGTGGTT TTAAAAGCTT TCACGTQGOA 
T0CTAK3GIC tTGTCIOAAT AAACTACTCT 
TTGAAATGAA ATTGGCCAGT C 



1920 
1980 
2040 
2100 
2160 



10 

15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Protein Accession tt: Bos sequence 



1 11 21 

I I I 

MTQNKLKLCS KANVYTEVPD GGWGWAVAVS 
SRISWIISIC VPVLTPSAPL ATVLSNRFGH 
IGIISGLGYC PSPLPTWTIL SQYPGKRRSI 
YSLLPVGLLQ LMIVIFGAIil. RPIPIRGPAS 
GVELTTSPKN VPTHTNLELE PKADMQQVLV 
GLPATLGPFA PSLYIIPLGI SLGIDQDRAA 
lELICVIIiLT VSLFAFTFAT EPWGLMSCSI 
AAGWIPIQS lAGLRGPPLA GLLVDQSKIY 
HHHSGETKW SHROKTLQDl PEDPLEMDIA 



31 

I 

FPFVEVPTYO 
RLWMLGGUi 
VTAVASTGEC 
PKIVIQENRK 
KTSPRPSEKK 
FLLSTMAIAE 
FPGFMVGTIG 
SHAFYSCAAQ 
KMEHRVHVQM 



41 
I 

ZIKTFGVFEN 
VSTGKVAASP 
PAVPAFAPAI 
EAQYMLE37EK 
APLIiDPSILK 
VPGRIGAGFV 
GTHIPLLAED 
KALAAVCLAL 
EPV 



51 
I 

DliMDSFNESN 
SQEVSHMYVA 
MALKERIGWR 
TRTSIDSIDS 
EKSFICYALF 
LHREPXRKIY 
DW6IBKMSS 
VRPCKMGLGQ 



60 
120 
180 
240 
300 
360 
420 
480 



Seq ID NO: 71 DNA sequence 
Nucleic Acid Accession #» NM_004694 
Coding sequence: 166.. 1737 



11 



21 31 41 51 

IrGGGGGTTT iTTCTCTTCC CTTCTAACTT 6ACRGGGTCT TGCTCTGTCA TraGGCAAG 
I^SSSgtAG TGTGATCACT TCTTACroCC GCCTCAAGCT TCCAGCCTCA ACTCAAGCAA 

ISLgctgg GACTACAGAT taaqaatgac cca^taaa 

otSS^ GTTCCAAAGC CAA1X3TGTAT ACTGAAGTGC CTGATGGAGG Al^fTOG 
S^^JSi TTTCATTTTT CTTCGTTGAA GTCTTCACCr ACGGCATCAT CAAGACATTT 
AAT^AC^ TTTAATGAAT CCAATAGCAG GATCTCATGO 
^^TCTTAACA TTTTCAGCTC CCCTCGCCAC AGTCCTGRGC 
gaScStct GGTAGTGATG TTGGGGGGGC tacttgtcag cacosoqmg 
CCTTCTCACA AGAGGTTTCT CATATGTAOG TCX3CCATCGG CATCATCTCT 

^S?S^gSt actgctttao ttttctcoca acxotaacca tcctatcaca yArrTTGGC 

f^SSrOTT ^AGTCAC TOCAQTTQCT TCCACAG6AG AATGTTTCGC TGTGTTTGCT 
iJSSS^ ^?Sc ??^AG CGCATTGGCT GGAGATACAG CCTCCTCTTC 
^^CTAC T^GTTAAA CATTGTCATC TTCGGAGCAC TGCTCAGACC O^^O^ATC 

S^S^ OTCACCGAA aatagtcatc caggaaaatc ggaaagaagc scaotatato 

AflAAAACACG AACCTCAATA GAC^ 
ACCTCACCTA AAAAT6TGCC TACTCACACT AACCTGGAAC TGGAGCOGAA GGCCGACATI^ 
TOGiSaGAC CAGCCCCAGG CCAAGCGAAA AGRAAGCCCC GCTWraAGAC 
TGAA^^ AAGTTTTATT TOTTATGCAT TATTTGGTCI 
SgotStCT TTGCACCTTC CTTCTACATC ATTCCrCTGG GCATTAGTCT G^TTGAC 
^ISl^S CTGCTTTTTT ATTATCTAOS ATGGCCATTG CAGAAGTTTT CGGAAGGATC 

ATTCGTAAGA TTTACATTGA GCTCATCTGC 

^™c™ tSctgtgtc tctgtttgcc tttacttttc ctactgaatt ctggggtcta 
gStattttt tgggtttatg gttggaacaa taggaggact cacattccac 
S^S^ aSStc gtgggcattg cagaagatot cttctgcagc tgggqtctac 

A^StAGC AGGACTGGCT GGACCGCCCC TTGCAGGTTT 6TTG6TGGAC 
TCTA^Sg GGCCTTCTAC TCCTG06CAG CTGGCATGGC CCTGGCTGCT 
CCS^^ ACCX3T6TAAG ATGGGACTGT GCCAGCGTCA TCACTCAGGT 
SS^CCA TCGTGGGAAG ACTTTACAGO ACAl^CTGA 
rAaATGGMC TTGCAAAAAA TQAGCACAGA GTTCAOGTGC AAATG6AGCC 66TATGACAC 

ACACAAGGAG 6CAGAGGAGC TAACCCCTCT ACTCCACTTT CAAAACTACa> TTTTAAAGGO 
^^SaTG tSSsAGCAC TACX3UVC3VTC GCTTTTGTTT TGTTTTGTTT TCT3TTAMC 
S lim TWTTGTTTT TAAAGCCAAA ACAAAAAACA ACCAAGC^CT C^CCMATA 
?SS?SgGC TGTATTCAGT AGCAATACAA GAGATATGTA GAAAGACTCT TIGGTT^ 
SSgMMT AAAATA0T(» CATGAACTGG CAAAGTGGTT TTAAAAGCTT TCAOGTGGGA 
SSSS 5ot?TTTTC TTTTCTTTCT TCCTATGGTC TTGTCTGAAT AAACTACTCT 
CCTGAATAAA ACAACATCCA ACCCAGGTCA TTGAAATGAA ATTGGCCAGT C 
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1020 
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Seq ID NO: 72 Protein sequence 
Protein Accession #s HP_00468S 



KTQNKLKLCS 
8RZSHII8IC 
IGI1S6L0YC 
YSLLFVGUiQ 
GVELTTSPKN 
GLFATUSFFA 
IBIiICVIIiLT 
AAGVYXFIQS 
RHHSGETKW 



11 
I 

KANVYTEVPD 
VFVLTF8APL 
FSFLFTVTIL 
UaVIFGAZiL 
VPTHTNLEIiE 
PSLYIIPIiGI 
VSLFAFTFAT 
IAGLAGPPIjA 
SHRGKTLQDI 



21 

i 

GGHGNAVAVS 
ATVLSNRFGH 
SQYFGKRRSI 
RPIIIR6PAS 
PKADKQQVItV 
SLGIDQDRAA 
EFWGU4SCSI 
GLLVDQSKIY 
PEDFLEKDLA 



31 

1 

FFFVBVFTY6 
RLWMLGGLL 
VTAVASTGEC 
PKIVIQEKRK 
KT8PRF8EXK 
FLLSTMAIAE 
FFGFMVGTIG 
SRAFYSCAAG 
KMEHRVHVQM 



41 
1 

IIKTFGVFFM 
VSTGMVAASP 
PAVPAFAPAI 
EAQYMLENEK 
APLLOFSIUC 
VFGRIGAGFV 
GLTPHCLLKM 
MALAAVCLAIt 
EPV 



51 
I 

DLMDSFNESN 
SQEVSHMYVA 
MALKERIGWR 
TRTSIDSIDS 
BKSFICYALF 
UIREPIRKIY 
MSHAIiQKMSS 
VRPCRMGLCQ 



60 
120 
180 
240 
300 
360 
420 
480 



Seq ID NO: 73 DMA sequence 

Nucleic Acid Accession fts HM_002184.1 

Coding sequence: 256.. 3012 



977 



wo 03/042661 



1 11 21 31 41 51 

1 I I I I.I 

GAGCAGCCAA AAGGCCCSOG GAGTCGCX3CT G6GCCX3CCCC GQOQ CRGCT G AACXGGGGGC 60 

OGOGCCTGCC AGGCCGACGG GTCTGGCCCA GOCTGGOOOC AAGGGGTTOO TGOGCTGTGG 120 

AGA060G6AO GGT0GAO6C6 G0GGG6CCTG AGTGAAACCC AATGGAAAAA GOlTGACMT 180 

TAGAAGTAGA AGACTTAGCT TCAAATOOCT ACTGCTTCAC TTACTAATTT TOTGATTTOQ 240 

AAATATCCGC GCAAGATGTT GACGTTGCAG ACTTGGGTAG TGCAAOCCTT GTTTATTTTC 300 

CTCACCACTG AATCTACAGO TGAACTTCTA GATCCATGTG GTTATATCAG TCCTGAATCT 360 

CCAGTTGTAC AACTTCATTC TAATTTCACT GCAGTTTOTG TGCTAAAGGA AAAATGTATG 420 

GATTATTTTC ATGTAAATGC TAATTACATT GTCTGGAAAA CAA ACCATT T TACTATTCCT 480 

AAGGAGCAAT ATACTATCAT AAACAGAACA OCATCCAOTO TCAOC ITTA C AOATATAGCT S40 

TCATTAAATA TTCAGCTCAC TT6CAACATT CTTACATTOG QACAGCTTGA ACAGAATGTT 600 

TATGGAATCA CAATAATTTC AGGCTTGCCT CCAGAAAAAC CTAAAAATTT GAGTTOCATT 660 

GTGAAOGAGG GGAAGAAAAT GAGGTGTGAG TGGGATGGTO GAAGGGAAAC ACACTTGGAO 720 

ACAAACTTCA CTTTAAAATC TGAATGGGCA ACACACAAOT Tm CitSATTQ CAAAGCAAAA 780 

CGTGACACCC CCACCTCATa CACTGTTGAT TATTCTACTO TGTATTTTGT CAACATT6AA 840 

GTCTGGGTAG AAGC31QAQAA TGCCCTTGGG AAGGTTACAT CAGATCATAT CAATTTTGAT 900 

CCTGTATATA AAQTQAAGCC CAATCCGCCA CATAATTTAT CAGTQATCAA CTGAGAGQAA 960 

CTOTCrAOTA TCTTAAAATT GACATGGACC AACCCAAGTA TTAAGAGTGT TATAATACTA 1020 

AAATATAACA TTCAATATAG GACCAAAGAT QOCTCAACTT GGA6CCA0AT TCCTCCTGAA 1080 

GACACAGCAT CCAOOCGATC TTCATTCACT GTGCAAGAOC TTAAACCTTT TACAGAATAT 1140 

GTGTTTAGGA TTGGCTGTAT GAAGGAAGAT GOTAAGOQAT ACTOGAOTQA CTGQAOTGAA 1200 

GAAGCAAGTG GOATCACCTA TGAAGATAOA CCATCTAAAG CACCAAGTTT CTGGTATAAA 1260 

ATAGAICCAT CCCATACTCA AGCCTACAGA ACTGTACAAC TOGTOTGQAA GACATTGCCT 1320 

CCTTTTGAAG CCAATGGAAA AATCTTGGAT TATGAAGT6A CTCTCACAAG AT6GAAATCA 1380 

CATTTACAAA ATTACACAGT TAATGGCACA AAACTGACAG TAAATCTCAC AAATGATOQC 1440 

TATCTAGCAA CCCTAACAGT AAGAAATCTT GTTGGCAAAT CAGATGCAGC TGTTTTAACT 1500 

ATCCCTGCCr 6TGACTTTCA AGCTACTCAC CCTGTAATGG ATCTTAAAGC ATTCCCCAAA 1560 

GATAACATGC TTTGGaTGQA ATGGACTACT CCAAGQQAAT CTGTAAAGAA ATATATACTT 1620 

GAGTGOTGTQ TQTTATCAQA TAAAGCACCC TGTATGAOVG ACTGGCAACA AGAAGATGGT 1680 

ACCGTGCATC GCACXTTATTT AAGAGGGAAC TTAGCAGAGA GCaAATOCTA TTTQATAACA 1740 

GTTACTCCAQ TATATGCTGA TGQACCAGQA AGCCCTGAAT CCATAAAGQC ATACCTTAAA 1800 

CAAGCICCAC CTTCCAAAQQ ACCTACTGTT CGQAC3U\AAA AAOTAGGGAA AAACGAAGCT 1860 

GTCTTAGA6T GGGACCAACT TCCTGTTGAT GTTCAGAATG GATTTATCAG AAATTATACT 1920 

ATATTTTATA GAACCATCAT TGGAAATGAA ACTGCPGTGA ATGTGGATTC TTCCCACACA 1980 

GAATATACAT TG TC CTCTTT GACTAGTGAC ACATTOTACA TGGTACGAAT OQCAQ CATAC 2040 

ACAGATGAAG OTGGQAAGGA TGGTCCAGAA TTCACTTTTA CTAOCCCAAA GTTTGCTCAA 2100 

GGAGAAATTO AAOCCATAGT OGTGCCTGTT TGCTTAGCAT TCCTATTGAC AACTCTTCTG 2160 

GGAGTG C TGT TCTGCTTTAA TAAGCGAGAC CTAATTAAAA AACACATCTO GCCTAATOTT 2220 

CCAGATCCTT CAAAGAGTCA TATTGCCCAQ TGOTCACCTC ACACTCCTCC AAGQCACAAT 2280 

TTTAATTCAA AAGATCAAAT GTATTCAGAT GGCAATTTCA CTGATGTAAG TOTTGTGGAA 2340 

ATAGAA6CAA ATGACAAAAA GCCTTTTCCA GAAGATCTGA AATCATTGGA CCTGTTCAAA 2400 

AAGGAAAAAA TTAATACTGA AGGACACAGC AGTGGTATTG GGGOGTCTTC ATGCATOTCA 2460 

TCTTCTAGGC CAAGCATTTC TAGC»GTGAT GAAAATGAAT CTTCACAAAA CACTTOGAGC 2520 

ACTOTCCAGT ATTCTACCX3T GGTACACAGT GGCTACAGAC ACCAAGTTCC 6TCAGTCCAA 2580 

GTCTTCTCAA GATCCGAGTC TACCCAGCCC TTGTTAGATT CAGAGGAGCQ GCCAGAAGAT 2640 

CTACAATTAG TAGATCATGT A6ATGGCGGT GATGGTATTT TQCCCAOQCA ACAGTACTTC 2700 

AAACAGAACT GCA6TCAGCA TQAATCCAOT CCAGATATTT CACATTTTGA AAGGTCAAAO 2760 

CAAGTTTCAT CAGTCAAT6A QGAAGATTTT GTTAGACTTA AACAGCAGAT TTCAGATCAT 2820 

ATTTCACAAT CCTGTGGATC TGGGCAAATG AAAATX3TTTC AGQAAGTTTC TGCAQCAGAT 2880 

GCTTTTGGTC CAGGTACTOA OGGACAAGTA QAAAGATTTO AAACAGTTGG CATG6AGGCT 2940 

GGGACTGATQ AA6GCATGCC TAAAAGTTAC TTACCACAlSA CTGTAOGGCA AGGC66CTAC 3000 

ATGCCTCAGT GAAGQACTAG TAGTTGCTQC TACAACTTCA GCAGXACCZA TAAAGTAAAG 3060 
CTAAAATGAT TTTATCTGTQ AATTC 

Seq ID MO: 74 Protein eeguence 
Protein Acceeaton #t NP_002 175.1 

1 11 21 31 41 51 

I I I I I I 

MLTLQTWWQ ALFIPLTTES TGELLDPCGY ISPBSPWQL HSNFTAVCVL KEKCMDYPHV 60 

NANYIVWKTN HPTIPKEQYT IINRTASSVT PTDIASUIIQ LTCNILTPGQ LBQNVYGITI 120 

ISGLPPEKPK NLSCIVNB6K KMRCBWDGGR BTHLBTOPTL KSEWATHKFA DCaCAIOlDTPT 180 

SCrVDYSTVY FVKZEVHVEA ENALGKVTSD HINFDPVYKV KPNPPHNLSV INSEELSSIL 240 

KLTWTOPSIK SVIILKVMIQ YRTKDASTWS QIPPEDTAST RSSPTVQDLK PFTEYVPRIR 300 

CMKEDOKGYW SDWSEEASGI TYBDRPSKAP SFWYKCDPSH TQQYRTVQLV WKTLPPPEAN 360 

GXXLDYBVTL TRHKSULQNY TVNATKLTVN LTVDRYLATL TVBMLVGKSD AAVLTIPACD 420 

FQATHFVMDIi KAFPKDNKLN VBHTTPRESV KKYIZiEWCVL SDKAPCITDW QQEDGTVHRT 480 

YLROHLABSK CVLITVTPVY ADGPGSPESI KAYLKQAFPS KGFTVRTKKV GKNBAVLEWD 540 

QLPVDVQNGP IRNYTIFYRT IIGNETAVNV DSSHTEYTLS SLTSDTLYMV RMAAYTDBQG 600 

KDGPBPTFTT PKFAQGBIEA IWPVCLAFL LTTLLGVLFC FNKRDLIKKH IWPNVPDPSK 660 

SHIAQWSPHT PPRHNFNSKD QMYSDGNFTD VSWEIEAND KKPPPEDLKS LDLFKKEKIN 720 

TEGHSSQXOO SSCMSSSRPS ISSSDSiBSS QMTSSTVQyS TWHSGYBHQ VP8VQVPSRS 780 

ESTQPLXjDSB ERPEDLQLVD KVDGGDOILP RQQyFKQHCS QHBSSPDISH FERSKQVSSV 840 

HEEDFVRUCQ QISDBISQSC GSGQMKKFQB VSAADAFGPO TEGQVERFBT VGMEAATDBO 900 
MPRSYLPQrrV RQGOmPQ 

Seq ID KOs 75 DHA sequence 

Nucleic Acid Accession ft: NM_022131 

Coding sequence! 11.. 2076 

1 11 21 31 41 51 

TGCtGCQAOG ATGCTGCCTG GGOGGCTGTG CTOGGT S OC G CTOCTGCTGO GGCTGGGOQT 60 



978 



y/0 03/042661 



PCT/US02/36810 



GGGQAGCGQC MOGGCQGTG OCGQGQAOW COQOCAGCOC OOCCTCCTCQ CGGCTAAMT 

Satgga togagi«:ttc atatovtcgj ^^S^ 

SCAGTCATT TTGGACCCRC CRCTGGTAGC CCTGGATMA SSSSScT 
AGGGGAAATC TGTGCGTTCA AQATCCATGQ CCAGGftGCTO CCCTWSMG CTGTOGTGCT 

5 tSbwgago gcoggctcoo tgcc^agacsc cccattgact 

ACMTCMOV TCCMOCCTA TGACTGTGGT GCTGGGCCCX: ACGAGACAOC 
SS^S ??^CA TATACAGG^ ^1^^ 5^^^ 

SJ^CTO CTCAOGACAC CCl^IGCja ^Q^^ 
CAAGCCTCGC TGQCAAGACT GGACCAAGAG S^^J 
SCCCCTGTTC CCCAGCATCC ACCTGOAGAC GTGCGATGGA GCOeTOTCTT COCTOJURl 
1 S r^S^S CTM^CTA ATTACATTCG GAAGG0TW3T QACCGOGASA CCTACTCTGA 
1^ ^SScCTC CTCIGGCATC ATTGACCTCT TGCCATCCCC 

SJ?SSaOC ^^CT^ CTOCAGGACT GCTGGIGGAC AGCBCTOAGA TGATCTTCAA 
g5?SS SaAAA?CCC CGATGQGMt ««GCCaAaA AOCICACOGA 

SSctiS^ ATC^GT GGAIQAAACA OGGCCCCWM CCTGQTOIOA SMWQAOAA 
90 ^S^C CT«^»»CT CAGACAAAAC OGAAATGAAC C3GGCRTCACT A'lGCCCTGTA 
^ SS^Sp S^MOTCG TCTTTCTCTT GCGGAAGGAC TTCGAOCAGQ CTGACACCTT 

^^s^ 

25 S^?TCT tg^*bqag oagaagtcac caaaccacro tttcctcagt tctttcwm 

rrSS-™.^ iiwirrarra TCCGCCCTQG CAAAATGGRA AGCCAGAAGQ TGATCTCCXG 

^^S^S Smtccttg gaaagcctig gccaaggaat 

StOCAT OCTGOKJAIQ ««3GTffl|^ ACAt««^ 
i^ar^TT GCTCT^GA AAOTCTCCTA CATCAAOWC AGGCAOTTCC CAAOGGCGGG 

•Xa SS^M otSaa^ ccaoigcttt ggggaaqacg tatgcat«o 

^" S^^CT ^TCMGGT CCrCCAGGCC ATCGAGCCCC GGATCACCCT 

1^^^ S^CTGC TGCCCAGTTT GAAAGTGCCA GOG^T^ 

gatatSaga tmtoaocac cttcgccaaa acogaaococ ccggggrcgt 

^SSS SSSSSt AGAMAAAIO CITCATAACT TAfflv™ 

35 ^^Siro OTGMCGGAG OGGACTTGGA CCCAAGGCAG 6AGTGCTTG0 MCTCAAO^ 
^ rirCAAmAC ACCTGGATGC CACTAATTCT ACTQCAOGCT ACTCCATCTA 

ZirirXr.*^/^ rnvTrnrTTPa ACTTGGAGGT CAGOVrCCTT CATGAAGACC AAGTCTCAGA 
40 SS^S ^SSS GCCIOCCTTC CTCCAGTCTG TCO^^ 

^ ScATCC AGCACAGTTC *Ct«TCCCA ^3^^=^ 2^^?^^ 

MCATCTCC GTCTCCATGC TTOTeTTTGT OGTCGCCATG GGTGTGTACC GQ8TC0TCAT 

caStcatcc aqgabaciga goctgccaaq gaatcioaga tggactggoa 

SS^^ ^^CCC CAtOQAflMA CATOAAGQAC CAO^^ 

45 ^^^^^ ac^Sggas aagaggagqa aoaagccg~s gaagaaatga gctom^ 
^«mSwg aggaggagga ggaggaaggo atgggcagag gcaqacbioo 

^^^^ 

rrrjvGGGGTC TGCTGCCTGG OCCACATOTC CCTTTTOTAA ACCCTGACCC *fTGXATi^ 
SSSc ItACCtScC TCTGATGTCT GTSJUaatlTC TGGGAAGGCC ^TCTCC^CT 
50 CACCCTTTAA GCCTTGGGCA CTCCCTGTGT TTCATCCATG 

J^J^cS gStGGCCAT CAGTGAGGAC TTCAGGGTAG ACTTTGTCCr OTftGOCTCCA 
CTTCTCCCCT AAGTTCCCCA GCATCCTGAC TACCTGTCTG CAGWrrTTGC CTTTGTTm 

SSS^SSg aagaa^cc acctttctgt cactcacctc cccaggctca gagtccccaa 

SS™Sg t?«AACTCA CTOTGCGTCT CXrrCCACACA GACXAGTAGQ TTCTCCTATO 

^5^?^ S^^rSr aSa^Qgq tcgttgaact tcacacacot aaggtcttag 

" 5SS^???^SI^^^TTGAGGCAGAACTAAGTT^ 

SSS^ CTCTCTCTCT CTCrCrCTGT CTATCTAGTT CCCCAGCTTC ®fftSCCTTT 
Sc^GCTT CTTTCTGftGG CCMATAAGC TTATAAGAAA AGTCCCAAAC OAGAM^ 

caaSot CTOATCCCCC ATCAGAGCTA tctgagcctg cctgtctcgg 
60 a^gSg ctaccctgcc aggggcactc agcaaaca^ ^S^SS 

SSS^CA TTCCACACAG GCACTGCOCC AG6ACAACAC AACAW5C»^ 

^SS^ gaScaacac aacacacaac aaggacagtc acaacaagcc ^a^ot^ 

I^^S AAATGCTAAT GAG6TCAAAC GTAGGCTTCA TGGTGGGTGG AGTGO^GGTG 
^flS^ AGGGGACCCT GAG6TTGGCA AGGCTCTCAC CACTCAGCCT 
65 CTTCCCTCTT GAG^JAj^ 

AAACGCACGA GCTCCACCAA GTCTACAATO AAAGTTTGAA ATTTAACT^ 
AmStATTT GCAATCATTG CAGCrrCTTC TTTCTTCTGC TCATAAAAG G AGGAACACTT 
^StaSt CIGAAAACCT AATTTCTTTC TTTTTTTGAT ^^^^^ 
S?^Sc CATCCtAACA TGCACAACCT OTGAAGAOAA TTGTTTCTAT AfiTAACTGGT 
70 S^TCTT TTGTGGCCAA QAGAATAGCA GGCAA6AATT AG^CCTTCA O^GAJJTTCC 
A^A^CtS GAGAACATGT TTCTTTCGAA TGTCTQATTC CTCrrtGTCa TCAMCTOTA 

^Sctcc Satccttca crccrcxzTCA AGcrcAcacc aattggtttq gcacacgcac 

ASAGCTGGTC CCIAOTTAAO TOOCATTTAX OTTAAAAAAA A 

75 Seq ID NOs 76 Protein aeguence 
Protein Accession #i NP_071414 

1 11 21 31 41 51 

80 Lgrlcwvp Llau^vgsg Iggggdsrqr RI-i^aakv^ SS^^ pS^S^ 

LDPPLVALDK DAPVPFAGEI CAFKIHGQEL PFEAWLKKT S^^^ SS?^^ 

tpiiqaydcg agphbtamkk shkawhiqv kd«iefmtp k^awawt eoJJ^^ 

VEAIDBDCSP OYSQICHYBI VTTDVPPAID WKailRHTEK hStDS/^^ l^^J^ 
l^OTWJ VDVKPVCKPG HQDWTKRIEY QPGSGSMPLP PSIHLETCDG AVSSLQIVTE 



120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
lOBO 
1140 
1200 
1260 
1320 
13B0 
1440 
ISOO 
1560 
1620 
1680 
1740 
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2340 
2400 
2460 
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2580 
2640 
2700 
2760 
2820 
2880 
2940 
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3060 
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3240 
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3840 
3900 
3960 
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4080 
4140 
4200 
4260 
4320 
4380 



60 
120 
180 
240 
300 



979 



wo 03/042661 



PCT/US02/36810 



LQTNYIGXCC DRETYSEKSL QKLG6ASSGI XOLLPSPSAA TNHTAOLLVD 86EMIFKFD0 360 

RQGAXIPDGI VPKNLTDQFT ITKHMKRGPS POVRAEKETI LOISDKTEMH RHHYALYVHN 420 

CRLVFLUUCD FDQADTFRPA BFRWKUDQIC DKEWHYYVIN VEPPWTLYM DGATYEPYLV 480 

TNDWPIHPSH lAKQLTVGAC WQGOBVTKPQ PAQPPHQSIA SLTIRPGKKE SQKVISCLQA S40 

5 CKEGLDIMSL ESLGQGIKYH PNPSQSILVM EGDDIGMINR ALQKVSYINS RQPPTAOVRR 600 

LKVSSKVQCP GEDVCISIPB VDAYVMVLOA lEPRITLROT DHFWRPAAQP ESARGVTLFP 660 

DIKIVSTFAK TEAPGDVKTT DPKSBVLEEM LHNIiDFCDIL VIOQDLDPRQ ECLBUmSBL 720 

RORHLDATMS TAGYSIYGVG SMSRYBQVLH HIRYRNWRPA SLEARRFRIK CSBUfGRYTS 780 

HEF1II.BVSXL HEDQVSDKEH VNHLIVQPPF LQSVKHPESR SSIQHSSWP SIATWIIIS 840 

10 VCMLVFWAM GVYRVRIAHQ HFIQETEAAK ESEMDWDDSA LTITVNPMEK RBGPGHGBDB 900 
TBQBEEEEAE EEMSSS86SD OSEEEBSBBG KGRGRHOQtlO ARQAQLEHDD STLPY 



8eq ID NO: 77 DMA sequence 
Nucleic Acid Accession S i Eos secjuence 
IS coding sequence I 482.. 3007 

1 11 21 31 41 51 

I I 1 1 I I 

AACTQA6CTA AGAAQAAATA CTAGAAAAGS AGQAAGQAGA ACATTGCTOC AQCTTGQATC 60 

20 TACAACCTAA GAAAGCAAGA GTGATCAATC TCAGCTCTGT TAAACATCTT GTTTACTTAC 120 

TGCATTCAGC AGCTTGCAAA TGGTTAACTA TATGCAAAAA AQTCAGCATA GCTGTQAAQT IBO 

AT6CCX3T6AA TTTTAATTGA GGQAAAAAGO GACAATTGCT TCAOCSATGCT CTAQTATGCA 240 

CTCT6CTTGA AATATTTTCA AT6AAAT6CT CAGTATTCTA TCTTTGACX31 aAGGTTTTAA 300 

CTTTATGAAG CTAT6G6ACT TGACAAAAAG TGATATTTGA GAAGAAAGTA CGCAGTGGTT 360 

25 GGTOTTTTCT TTTTTTTAAT AAAGGAATTG AATTACTTTQ AACACCTCTT CCAGCTGT6C 420 

ATTACAGATA AOOTCAOGAA GAOTCTCTOC TTTACAOAAT OGGATTTCAT CACATGACAA 480 

CATGAAGCTG TGGATTCATC TCTTTTATTC ATCTCTCCTT GOCTGTATAT CTTTACACTC 540 

CCAAACrCCA GTGCTCTCAT CCAGAGGCTC TTGTGATTCT CTTTGCAATT GTGAGGAAAA 600 

AGATGOCACA AT6CTAATAA ATTGTQAAOC AAAA6QTATC AAGATGGTAT CTGAAATAAG 660 

30 TOTGCCACCA TCACGACCTT TCCAACTAAG CTTATTAAAT AACGGCTTGA CGATGCTTCA 720 

CACAAATGAC TTTTCTGGGC TTACCAATGC TATTTCAATA CACCTTGQAT TTAACAATAT 780 

TGGAGATATT GAGATAGGTG CATTTAATGG CCTTGGCCTC CTGAAACAAC TTCATATCAA 840 

TCACAATTCT TTAGAAATTC TTAAAGAGGA TACTTTOCAT GOACTGGAAA ACCTGGAATT 900 

CCT6CAAGCA OATAACAATT TTATCACAOT OATTGAACCA AOTOCCTTTA GCAAGCTCAA 960 

35 CAGACTCAAA GTGTTAATTT TAAATGACAA TGCTATTGAG AGTCTTCCTC CAAACATCTT 1020 

CCGATTTGTT CCTTTAACCC ATCTAGATCT TajTGGAAAT CAATTACAAA CATTGCCTTA 1080 

TGTTGGTTTT CTOGAACACA TTGGCCGAAT ATTGGATCTT CABTTGGAGQ ACAACAAATG 1140 

GGCXnX3CAAT TGTGACTTAT TGCAGTTAAA AACTTGGTTO 6AGAACATGC CTOCACAGTC 1200 

, TKTMTrGGT GATGTTGTCT GCAACA6CCC TCCATTTTTT AAAGGAAGTA TACTCAQTAG 1260 

40 ACTAAAGAAQ GAATCTATTT 6CCCTACTCC ACCAGTQTAT QAAGAACATG AGGATCCTTC 1320 

AGGATCATTA CATCTGGCAG CAACATCTTC AATAAATGAT AGTOGCATGT CAACTAAGAC 1380 

CACGTCCATT CTAAAACTAC CCACCAAAGC ACCAGGTTTG ATACCTTATA TTACAAAGCC 1440 

ATGCACrCAA CTTCCA6GAC CTTACTGGOC TATTGCTTOT AACTGCAAAO TCCXATCCCC 1500 

ATCA8GAC7T CTAATACATT 6TCA06AG09 CAACATTQAA AGCTTATCAG ATCTGAGACC 1560 

45 TCCTCOGCAA AATCCTAGAA AGCTCATTCT AGCGGGAAAT ATTATTCACA GTTTAATGAA 1620 

GTCTGATCTA GTGGAATATT TCACTTTGGA AATGCTTCAC TTGGGAAACA ATC3GTATTGA 1680 

AGTTCTTGAA 6AAGGAT0GT TTATGAACCT AACGAGATTA CAAAAACTCT ATCTAAATGG 1740 

TAACCACCTO ACCAAATTAA GTAAAGGCAT GTTCCriGGT CTCCATAATC TTGAAXACTT 1800 

ATATCTTGAA TACAATGCCA TTAAGGAAAT ACTGCCAGGA ACCTTTAATC CA AT60CTA A 1860 

50 ACTTAAAGTC CTGTATTTAA ATAACAACCT CCTCCAAGTT TTACCACCAC ATATTTTTTC 1920 

AGGGGTTCCT CTAACTAAGG TAAATCTTAA AACAAACCAO TTTACCCATC TACCTGTAAG 1980 

TAATATTTTG GATGATCTTG ATTTACTAAC CXaCATTGAC CTTGAGGATA ACCCCTGGGA 2040 

CTGCTCXrTGT GACCIGGTT6 GACT6CAGCA ATGGATACAA AAGTTAAGCA AGAACACAGT 2100 

GACA6ATGAC ATCCTCTGCA CTTCCCCOQG 0CATCT06AC AAAAAGGAAT TOAAAGCOCT 2160 

55 AAATAGTGAA ATTCTCTGTC CAGGTTTAOT AAATAACCCA TCCATGCCAA CACRGACTAG 2220 

TTACCTTATG GTCACCACTC CTGCAACAAC AACAAATAOG GCTGATACTA TTTTAOGATC 2280 

TCTTACXSGAC GCTGTGCCAC TGTCTGTTCT AATATTGGGA CTTCTGATTA TGTTCATCAC 2340 

TATTOTTTTC TGTOC TO CAG GGATABTOOT TCTTOTTCTT CACOSGAGOA GAAOATACAA 2400 

^ AAAGAAACAA GTAGATGAGC AAAT6AGA6A CAACAGTCCT 6TGCATCTTC AGTACA6CAT 2460 

60 GTATGGCCAT AAAACCACTC ATCACACTAC TGAAAGACOC TCTGCCTCAC TCTATGAACA 2520 

GCACATGGTG AGCCCCATGG TTCATOTCTA TAGAAGTCCA TCCTTTGGTC CAAAGCATCT 2580 

GGAAGAGGAA GAAGAGAGGA ATGAGAAA6A AGGAAGTGAT GCAAAACATC TGCAAAGAAG 2640 

TCTTTTGGAA CAOQAAAATC ATTCAOCACT CACAGGGTCA AATATGAAAT ACAAAACCAC 2700 

^ GAACCAATCA ACAQAATTTT TATGCTTCCA AGATGOCAGC TCATTQTACA GAAACATTTT 2760 

65 AGAAAAAGAA AGGGAACTTC AGCAACTOGG AATCACAGAA TACCTAAGGA AAAACATTGC 2820 

TCAGCTCCAG CCTGATATGG AGGCACATTA TCCTGGAGCC CACGAAGAGC TGAAGTTAAT 2880 

GGAAACATTA ATGTACTCAC GTCCAAGQAA GGTATTAGTG GAACAGACAA AAAATGAGTA 2940 

TTTTGAACTT AAAGCTAATT TACATGCT6A ACCTGACIAT tTAGAAGTOC TGGAGCA6CA 3000 

AACATAGATG GAaAGTTTOA QGGCTTTGQC AGAAATOCTO TGATTCTGTT TTAAGTCCAT 3060 

70 ACCTTGTAAA TAAGTGCCTT ACGTGAGTGr GTGATCAATC AGAACCTAAG CACAGCAGTA 3120 

AACTATGGGG AAAAAAAAAG AAGAAGAAAA GAAACTCAGG GATCACTGGG AGAAGCCATG 3180 
GCATTATCTT CAGGCAATTT AGTCTGTCCC AAATAAAATC AATCCTTGCA TGTAAATC 

Seq ID NOt 78 Protein seguence 
75 Protein Accession Eos sequence 

I 11 21 31 41 51 

I I I I i 1 

hOCLHIULFYS 8LXACISUCS QTPVX«SSRGS CDSLCNCBBK DQTKLINCEA XGIKKVSBI8 60 

80 VPPSRPFQLS LUQTGLTMLH TNDPSGLTHA ISXHLGFNNI ADIEIGAFN6 LGLLKQLHIN 120 

HKSLBILKED TFHGX«BLniBF LQADNNFITV IBPSAFSKUl RLKVLIUnm AIE8LPFNIP 180 

RFVPZiTHLDL RGNQLQTLPY VGFLEKIGRI LDLQLEDMKW AOrCSIiLQUC TWLQIMPPQS 240 

IXCTWQISP PFFRGSILSR LKKBSICPTP FVYBBHEDPS OSLHLAATSS INDSRMSTKT 300 

T8XLKLPTXA PGLIPYITXP STQXtPGPYCP IPCNOCVLSP 86LLZK0QER NXBSLSOLRP 360 

980. 
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PPQHPRKLIL 
NKLTKLSKGM 
OVPLTKVNLK 
TDDILCTSPQ 
LTDAVPLSVL 
YGHKTTHHTT 



10 

15 

20 

25 
30 
35 
40 



QLQ?DMEAHY 
T 



AGNIIHSLMK 
FLGLHNLEYL 
TOQFTHLPVS 
HLDKKELKAIt 
XLGLLIMFIT 
ERPSASLYEQ 
TOSNKKYXTT 
PGAHEELKLM 



SDLVEYFTLB 
YLEYNAIKBI 
NILDDLDLLT 
HSBILCPGLV 
IVPCAAGIW 
HKVSPMVHVY 
NQSTEFLSFQ 
ETLMYSRPRK 



MLHX/3MNRIC 
LPGTENPMPK 
QIDLEDNPWD 
NNPSMPTQTS 
LVLHRRRRYK 
RSPSFGPKHL 
BASSLYBNXL 
VLVBQTKNSy 



VLEBGSFMNL 
LKVLYLNNNIj 
CSCDLVGIiQQ 
YLMVTTPATT 



EKERBIiQQI/3 
FBLKANUIAE 



TRLQKLYLNG 420 

LQVLPPHIPS 480 

WIQKLSIOITV 540 

TNTADTILRS 600 

NSPVHIiQYSM 660 

GSDAKHLQRS 720 

ITBYLRKMIA 780 

PDYLEVLEQQ 840 



Seg ID NO: 79 DHA sequence 

Nucleic Acid Accession #i NM_016640.2 

Coding sequence: 39..I3S8 



GCTTAAGTTG 
GGCCTTTGCT 
CTACAiQAAAC 
TGGCCTCXaT 
CGACGGTGCA 
TTATGAAGTA 
ACTTCACCAA 
AGCXX35AACC 
ACTGCCTGCT 
AGAOGQAGGT 
TCAGCCCACA 
TTTACTGGGT 
ACTTGCGATA 
CAQAQTTTGT 
CAGACAAACT 
CTGCAGATCC 
GGGAAAGGCT 
CTATTGCAAG 
AAGCAGATOT 
CCTTTTTCTG 
CT06TAAAAA 
ATGATGTGAA 
GACCAAAAGA 
TQTGGQAATA 
ATTAAATACA 



45 

50 

55 

60 

65 

70 

75 

80 



11 

I 

ACCTCTGGOT 
ACGCGGTCCX3 
QACCTOCCAA 
OACAGCCGAC 
C6CTGCGGAG 
CATGGTTTAC 
GACCGTGTTC 
CX3AACCTGAA 
GCAGGAGCAC 
CATATCTTTG 
CAACCCXSGCC 
GCGTGGTGAA 
CCAGATAGAT 
GOCATIGGAT 
TCCATTATTC 
TTGCTGTTAC 
TTTGAOACAA 
CCTTTTTGCT 
TACTCGACCT 
CTACCAGCTA 
TATATGTTGG 
AGGTTTTAAT 
AGAAAAATCA 
TTTAAATTTT 
TTGATTTTTG 



21 31 

1 I 1 ^ 

CCGGAATCGC GGGCAAAGAT GGCGGOGGCC AGQTGTTGOA 
AQGCTTTCAT TGCACACCX3C GGCTAATGCC OCCOCCACGG 
GACGTCGCGG CGACCOMGT CC06CGGTAC CCX3CCGATTG 
AGCAAAGCTG CAC6GCTGCG GCGGATCGAG CGCTGGCAGG 
T0GGTAGACX3 AGAAGCTGCG AATCCTCACC AAGATGCAGT 
CCGCAGACCT TCGGQCTGAA TGCCQACC6C TGGTACCAGT 
CTGTCGGGTC TGCCGCX3GCC CCCAGOGGAG CCCX3AGCCCG 
CCTGCGCTGG ACCTCOCGOC QCTGOGTCCQ GTOGCCTGCG 
TTCTACCTGC OGCGCAGGCO GCX3CX3T6CAC CGTTACX3AGG 
CCCTTCXrTGG ATCAGCTGGT GTCAACCCTC GTGGGCCTCC 
CTGGCXKCTG CCGCCCTCX3A TTATAGATGC CCAGTTCATT 
GAAATTATTC CTCGIGGICA TCOAAGAGGT CGAATTGATQ 
GATAAACCAA ACAACCAfiAT TCGAATATCC AAGCAACTCQ 
TATTCTGTTC CTATAGAAAT CCCCACTATA AAATGTAAAC 
AAACGGCAGT ATGAAAACCA CATATTTGTT GGCTCAAAAA 
GGTCACACXZC AOTTTCATCT GTTACCT6AC AAATTAAGAA 
AACIGTGCTG ATCftGATAGA AGTTCTTTTT AGAGCTAATG 
TGGACTG6AG CACAAGCTAT GTATOUWSGA TTCTGGAGTG 
TTTGTCTCCC AGGCTGTGAT CACAGATGGA AAATACTTTT 
AATACTTTGG CACTGACTAC ACAAGCTGAT CAAAATAACC 
GGTACACAAA GTAAGCCTCT TTATGAAACA ATTGAGGATA 
GATCATGTTC TACTTCAGAT AGTTCACTTT CTACTGAATA 
CAGCTGrrOG AAAACTOAAA AAOCATATTT GATTGA6AAC 
ACTGAAOGAA CaU^TAATGAT 6AGATTTGTA ACTOTCAACT 
AGACAAAAAA AAAAAAAAAA AA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 



Seq ID NO J 80 Protein s equence 
Protein Accession #: NP_057724.1 



MAAARCWRPL 
RRIBRWQATV 
PPAEPEPEPE 
VSTLVGLLSP 
IRISKQLAEF 
LLPDKLRRER 
ITDGKYFSPF 
IVKFUJIRPK 



11 
I 

LRGPRLSLHT 
HAAESVDEKL 
PEPEPALDLA 
HNPALAAAAL 
VPLDYSVPIE 
LLRQKCADQI 
CYQIiNTIiALT 
EEKSQLLEH 



21 
I 

AANAAATATB 
RILTKMQFMK 
AIiRAVACDCIi 
DYRCPVHFYW 
IPTIKCKPDK 
EWFRANAXA 
TQADQNNPRK 



31 
I 

TTSQDVAATP 
YMVYPQTFAL 
UQEHFYIiRHR 
VEGEEIIPRG 
LPLPKRQYEN 
SLFAMTGAQA 
NICHGTQSKP 



41 

1 

VARYPPIVAS 
NADRWYQYFT 
RRVHRYEESE 
HRRGRIDDLR 
HXFVGSRTAD 
MYQGFfiSEAD 
LYETIEDtaDV 



SI 

MTADSKAARL 60 

KTVFLSGIiPP 120 

VISLPFLDQL 180 

YQIDDKPNNQ 240 

PCCYGHTQFH 300 

VTRFFVSQAV 360 

KOFNDDVLLQ 420 



Seq ID NO: 81 DNA sequence 
Nucleic Acid Accession 4: 1 
Coding sequence: 1..2070 



; predicted 



ATGAGCGGTG 
GGG06CCGGC 
CTCAGGCAGA 
CAGCA6CAGC 
GAAAACAAGG 
ACACTGGGOC 
6GGGGAACAC 
CCTGTATGCC 
AGCCGTGGCT 
GGQCCTGAGO 
GCAAGTAGAG 
CCTCA6ATTG 
ATGCTGGGGG 
GCAGCAACCA 
6CACTTCCCC 
GCTCACTTCC 
TGGAGCCA6C 
GACATGGAGA 
CTGTTCTGGG 
GACAGGACAC 
CCCTCCTGCT 
GGGGCTGGCT 



11 
I 

C80GGGIO6C 
GCCAGCGCCC 
GOGACCCGCA 
ACTCGGAGAT 
GTGAGCCGGC 
TCCCOCAOCA 
AGGAGGGG6A 
AACCCAGTGG 
GGAGGAT6TT 
TCATTQCAGG 
CTQAAATGGG 
CTGCIGTGGC 
CCCAGGGGAT 
TGGGQACAAA 
ATCCTG ACAG 
CATTATCTTT 
CTG6GAACAT 
AGGGGGTTGA 
GAAAGTGTGQ 
GOGAAOAGGC 
TTCCAGATGG 
GGGTCT6CAT 



21 
I 

GGCIGGGACG 
CTCTGTGGGC 
GAAACGGAAC 
GCTGGCCAAG 
GGG6GGCGCT 
CAGAAACACA 
GCOCCTCCAG 
6TACAGGTTC 
ATGC3«KCAA 
GOGGCAGGTG 
AAQGAACCCC 
CAGGCCCAGG 
ATGGACACAC 
GGGAGGAAGC 
CGGCCCCCAC 
GGGGCTGGGG 
CGCAGCTGGG 
GGGAGGGCCC 
CCCA AGTCG G 
CATGCTTTCC 
CCCCTCAG6A 
CAA0G6AGTG 



31 
I 

CGGCCCCCCA 
GTCCAGTCCT 
CTGGACCTGG 
CTCCATGAGG 
AGGCCGGCCC 
GCCATCAACT 
ACTGTCCTT6 
TGGGGGACCT 
GCACAGGAOQ 
GCCACAGGGT 
TGGGACAGCC 
ATTTCCAGCC 
TCCATCCAGG 
AGAGTCCT6T 
CCA6CCCAGG 
CTGACATCAG 
GCAGTGCCTA 
TTCCCTAGCC 
GAGGOSCAGC 
CTOOGQ AOCT 
AAOCAGCTTT 
TGGGTAGAGC 



41 
I 

GCTOGCCGAC 
TGAQGCOGCA 
AGAAAAGCCT 
AGATOGAGCA 
TGCCTCOCCA 
CCAGCACACG 
CCCACCTGGC 
GGACAGATGC 
TGCIOCTCTC 
6CTCCCCAGA 
CCTGCCCTGC 
CTATGGCTCT 
GATCCCTTCC 
TTCCTTOCCA 
ATCCIGGGCT 
GAGGACATCT 
GGGCTCTCCC 
GCTGTGGCAA 
CCXGCAGTGC 
GCTGTTCCAT 
CCAOGGCCTC 
CGG6AG6ACC 



SI 
I 

CCCGGGCTCT 
GAGCCCGCAQ 
GCAGTTCCTG 
TCna^AGGGG 
GGCACACTCA 
CCTGGGCTCA 
TGCRCTGGCC 
OGCTACCTCT 
GGGAAGCCCA 
CCTCC CTCCT 
TAGATCTTTG 
GAGTCCTCAC 
T6CCATCTGQ 
CTTGrrCCAAG 
GTG6TCTCAA 
GACTGGTGGA 
TTCCCAGGGA 
CTCCAGTGAG 
TCGG6ACGCT 
GTGTGCCAAG 
TGCTCCCTTG 
CA6GCCTG0C 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
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AGGCTGAAGG AGGGCTCCTC AOGGACACAC AOGCCAGGAG GCAAGOTrOO 60GTCTTGGG 1380 

GGCX3GTAQCG COGACACTGT GCGCTCTCCT GCAGACAGCC TCTCCATGTC AAGCTTCCAO 1440 

TCTOTCAAGT CCATCTCTAA TTCAGCCAAC TCTCAAGOCA AGGOCACGCC CCAGOCOGGC 1500 

TCCTTCAACA AGCAAOATTC AAAAGCTQAC GTCTCCCAGA AGGOGGACCT GGAAGAGGAG 1560 

CCCCTACTTC ACAACAGCAA GCTG6ACAAA GTTCCTGGGG TACAAGGGCA GGCCAGAAAG 1620 

GAGAAAGCAG AGGCCTCTAA TGCAGGAGCT GCXHtSTAIGG GGAACAOCCA QCACXIAGGGC 1680 

AGGCAGATGG GGGCGGGGGC ACACCCCCCA ATGATCCTGC CCCTTCCCCT GCGAAAGCXX 1740 

AOCACACTTA GGCAGTGOOA AGTGCTCATC OGOGAGCTGT GGAATACX3UV CCTCCTGCAG 1800 

ACCCAAGA6C T60GGCACCT CAAGTCXXTC CIGGAAGGGA GCCAGAGGCX: CCAGGCAGCC 1860 

COSGAGGAAC CTAGCTTTCC CAGGGACCAA GAAGCCAOGC ATTTCCCCAA GOTCTCCyVCC 1920 

AAGAGCCTCT CCAAGAAATG CCTGA6CCCA CCTGTGGCGG AGCGTGCCAT CCTGCXXX3CA 1980 

CTGAAGCAGA CCC06AAGAA CAACTTTGCC QAGAG6CAGA AGAGGCTGCA GGCAATGCAG 2040 
AAAGGGC6CC TGCATGGCTC A6TGCTTT6A 

Seq XD KOi 62 Protein aaquence 
protein Accession #t FGBNBSK predicted 

1 11 21 31 41 51 

I 1 t 1 I I 

MSGAGVAAGT RPPSSPTFGS RRRRQRPSVG VQSLRFQSPQ LRQSDFQXRN LDLEKSLQFL 60 

QQQRSEMLAK LHEEIEHLKR ENKGEPARGP RPALFPQAHS TLPLPQHRNT AINSSTRLQS 120 

GGTQDQEPLQ TVLAHLAALA PVOQPS6YRF HGTHTDAATS SROHTMLCSQ AQHVLX<SGSP 180 

GPBVIAGRQV ATQCSPDLPP PSRAEM6RNP WDSPCPARSL PQZAAVARPR ISSPMALGPH 240 

ML6AQGIHTH 8IQGSLPAZW AATMGTKG6S RVLFPCRL8K ALPHPDSGPH PA^PGLNSQ 300 

AHFPLSLGLG LTSGGHLTGG HSQPGNIAAG AVPRALPSQG DMEKGVEGGP FPSRGa^fSSE 360 

liPWAKGQPSR QPQPCSACTOA DRTREBAMI>S LGTCCSMCPK PSCPPDGPSO NHLSRASAPL 420 

GARHVCINGV WVEPGGPSPA RLKEOSSRTH RPG6KRGRLA GGSAI3TVRSP ADSL8MSSFQ 480 

6VKSISNSAN SQGKARPQPG 8FNRQDSKAD VSQKADLBEE PLLHNSKLDK VPGVQGQARK S40 

EKABASNAGA ACSI^SQHQa R^fOAGAHPP MXLPLPLRXP TTLRQCSVLX RELVimTLLQ 600 

TQELRHLKSL LEGSQRPQAA PEEASFPRDQ EATRFPKVST KSLSKKCLSP PVABRAXLPA 660 
LRQTPKNNPA EROKRLQAMQ KRRLHRSVL 

Seq ID MO: 83 DMA sequence 

Nucleic Acid Accession #: NM_005264.1 

Coding sequence t 557 . . 1954 

1 II 21 31 41 51 

I I I I 1 I 

GAATTCOGGC CA6AAGAAAT CTGGCCTOGO AACAG6CCAT TCTGGGOOCC QCTTCCAATA 60 

ACCACTAACA TCCCTAACOA QCATCCGAGC OGAGGGCTCT GCTCGQAAAT CGTCCTG GCC 120 

CAACTCGGCC CTTOGAGCTC TCGAAGATTA COGCATCTAT TTTTTTTTTC TTTTTTTTCT 180 

TTTCXTTAGCG CAGATAAAOT GAGCCCGGAA AGGGAAGGA6 GGG60GGGGA CACCATTGCC 240 

CTQAAAGAAT AAATAAOTAA ATAAACAAAC TG6CTCCT0Q OOOCAGCIGO A0606GTGGQ 300 

TTQAGTCCAG GTTGGGTOGQ ACCTGAACCC CTAAAA6GG0 AACOGCCTCX: OGOCCTOGCC 360 

ATCCCGQAGC TGAGTCGCCG GCX3GCGGTGG CTGCTGCCAG ACCCXX5AGTT TCTTCTTTCA 420 

CTGGATGGAG CTGAACTTTG GGCGGCCAOA GCAGCACAGC TGTCCGGGGA TOGCTGCAOG 480 

CTGAGCrCCC TG66CAAGAC CCAGCXSGCXSO CTGGGGATTT TTTTGGGGGG GGQQGGACCA 540 

GCCCGGCGCC OOCAGCATGT TCCTGGGQAC CCIGTACTTC GO6CTGC0GC TCTTGGACTT 600 

GCTCCTGTCG GCOGAAGTGA GOGGGGGAGA CCGGCTGGAT TGC6TGAAAG GC3UntSATCA 660 

GTGCCTGAAG GAGCAGAGCT GCAGCACCAA GTACCGCACG CTAAOOGAOT GC6TGGCX3GG , 720 

CAAGGAQACC AACTTCAGCC TOGCATCCGG CCTGGAGGCC AAGGATGAGT GCC3GCAG0GC 780 

CATGGAGGCC CTGAAGCAGA A6TCGCTCTA CAACTGCGGC TGCAAGGGOO GTATGAAGAA 840 

GGAGAAGAAC TGCCTGCGCA TTTACTGGAG CATGTACCAG AGGCTQCAGG GAAATGATCT 900 

GCTGOAaOAT TGCCCATATG AACCAOTTAA CAfiCAGATTG TCAGATATAT TCCQGGTOGT 960 

CCCATTCATA TCAGATGTTT TTCAOCAAGT GGAGCACATT CCCAAAGGGA ACAACTGCCT 1020 

GGATGCAGCG AAGGCCTGCA ACCTOGAOQA CATTTGCAAG AAGTACAGGT CGGOOTACAT 1080 

CACCCCOTGC ACCACCAGOG TQTCCAAOGA TGTCTGCAAC CGCCGCAAGT GCCACAAGGC 1140 

CCTGCGGCAO TTCTTTOACA AOGTOCCGGC GAAOGAGAOC TAGGGAATGC TCTTCTGCTC 1200 

CTGCOQGGAC ATCOCCTOCA CA6AGC6GAG GCGACAGACC AT0GT6CCT6 TOTQCTCCTA 1260 

TGAAGAGAGG GAGAAGCCCA ACTGTTTGAA TTTGCA06AC TCCTGCAAGA CGAATTACAT 1320 

CTGCAGATCT OGCCTTGOGG ATTTTTTTAC CAACTGCCAG CCAQAOTCAA GGTCTGTCAG 1380 

CAGCTGTCTA AAGGAAAACT AOGCTGACTC OCTCCTOGCC TACTCGGGGC TTATTG6CAC 1440 

AGTCATGACC COCAACTACA TAGACTCCAG TAQCCTCAGT GTG6C0CCAT GOTOTGACIQ 1500 

CA6CAACAOT GOGAACGAOC TAGAAGAOTG CTTQAAATTT TTQAATTTCT T CftAGQAC AA 1560 

TACATGTCTT AAAAATGCAA TTCAAGCCTT TGGCAATGGC TCOGATGTGA CCGTGTGGCA 1620 

GCCAGCCTTC CCAGTACAGA CCACCACTGC CACTACCACC ACTGCCCTCC GGGTTAAGAA 1680 

CAAGCCCCTO GGGCCAGCAG GGTCTGAGAA TGAAATTCCC ACTCATQTTT TGGCAOCGTQ 1740 

TGCAAATTTA CAOOCACAOA AGCTGAAATC CAAT0TGTC6 GGCAATACAC ACCTCTQTAT 1800 

TTOCAATGGT AATTATGAAA AAGAAGGTCT OGGTGCTTCC AGCCACATAA CCACAAAATC 1860 

AATGGCTGCT CCTCCAA6CT GTGGTCTGAG CCCACTGCTG GTCCTGGTGG TAACOGCTCT 1920 

GTCCACCCTA TTATCTTTAA CAQAAACATC ATAGCTGCAT TAAAAAAATA CAATATGGAC 1980 

ATOTAAAAAG ACAAAAACCA AQTTATCTGT TTCCTOTTCT CrXVfATAGC TGAAATTCCA 2040 

OTTTAOQAGC TCAGTT6A6A AACAGTTCCA TTCAACIGGA ACATTTTTTT TTTTCCTTTT 2100 

AAQAAAGCTT CTTGTGATCC TTOGGGGCTT CTGTGAAAAA CCTGATGCAG TGCT CC ATOC 2160 

AAACTCAGAA GGCTTTGGOA TATGCTGTAT TTTAAAGGGA CAGTTTQTAA CTTGGGCTGT 2220 

AAAOCAAACT GGGGCTGTGT TTTOGATGAT GATGATCATC ATGATCATGA TCATTTTAAC 2280 

AOTTTTACTT CTG6CCTTTC CTAGCTAOAG AAGGAGTTAA TATTTCTAAG GTAACTCCCA 2340 

TATCTCCTTT AATGACATTG ATTTCTAATG ATATAAATTT CAGCCTACAT TGATGCCAAQ 2400 

CTTTTTTGCC ACAAAQAAQA TTCXTACCAA QA0TG06CTT TOTQQAAACA QCTQOTACTQ 2460 

AT6TTGA0CT TtATATATOT ACTAGCATTT TCCAOQCTGA TGTTTATGTA CIGTAAACAO 2520 
TTCTGCACTC TTGTACAAAA GAAAAAAOCA CCCGGAATTC 

Seq ID NOt 84 Protein secwence 
Protein Accession ft* im_0OS264.1 
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5 ill 

IPRWPPISD VFQaVB|WK GNSC^AK^ J'J 

EKEGLGASSH ITTKSMAAPP SCOLSPLLVL WTMOTLLS LTETS 

Seq ID NO: 85 DMA sequence 
nucleic Acid Accession ft: XM_027172.X 
15 Coding seqaence: 143.. 1405 

45 ^^AaS MCaCTGGRG GCCAGATCTC CTGGCIOCTQ WGCCCCftCC 

5^?^ S^GGCTGO ACCRCTATGC CCTGGAGGRG TCCCQOTCM CWUWTQM 

ssss =si 

50 ^SS^c ?^?^c irs. 

'c^^ ---- 



240 
300 
360 
420 
480 
540 
600 
660 
720 



840 

900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



1440 

1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 



2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 



SSSS SSi^ ACCACAATGI 
ZiZ^^C^r^ rTnrAa^RTCT TCTACTTATG CACTGCCCAA ATATGQTAGT CACCAGCCAC 

~ S 
=s s^. =^ 

70 GCfcCCT(nTA GGMACCTGT aTCTOMC TQfflTOKTO 

TCTTCCOTAG C«OTCCW» OGRCO*^ 32,0 

^Sto ACTTTCCaC CCACATGOCT GTTOOTCA^ 

75 ^^^^^^^'^'^'''^•''^^'^''^^^^^^^ alls 

SStCQ OGGCTTGCCC TOAGO«3«S CTSCie^ 

ScCCATGGC CCCOkCACCC CCTCCTOVTC ACCTCCrACT COCAAAASSQ AOAAGCCTC 3540 

«GGAAaU»A GGTGGGCCAG G0CICCCA6C TOTO^ 38*» 
ru-ivsTrTfiRr TTTmGQTGG CC3U3TOCCTC TCTCTCTGCA ACACTCTCCT CATOAWaAi.! J»uu 
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CAOAACTTGa CCACCACAGA CTCCAOCAAC TTCTAGTGCT GOOGOCTQGG CCTCTGGCCfc 4020 

TTGCCATAga CACOICCTGC TCTQTGCAGO CAOGQGGCGC CTCTGCCAGO ATCCTCCQAO 4080 

GTCAGCTGCT GGGTCTOACC CGCAGACCCT GGCTGAGCQA CGGATGAAOO GAQTATGCRG 4140 

ACACAGGCTT GCCTGTCAGC AGATGGGGGA CXXCTGCCAQ AGTCAGCAGC GGCCCCCATA 4200 

5 AQCCTGCCAC GCTTOCRTrr ATTTAGTACA GATGTAATGA CAAAfiGOCTA AAGCAAACTC 4260 

CATTTOrGGO XAATTAACAT TGrOGOCOOC CCM3AAAGA6 CAGTCCTOSa CATGATGATT 4320 

AAAGGCCAGO TTCCGAGGCC TAAGTAAACC AACTTATCTA GATCAATTCC CTTOCTTCTT 4380 

GTTATCTACT CTGAGAGAAT TCAGCTGCCT TCAGCCAAAT CCTTTCCOOA AGCTTTTGCA 4440 

AAACCTCOGA GCCTTCCAAG GTTTGCTTCT TTCTGTAATT TTTCTCACCA CCCTGACCTA 4500 

10 TCTCCTGCAG TCAGCOCTGT GGAGGCCTTT G 'iX Sm 'C C C C CAGT GCTGGC AGCCTAGAQO 4560 

CTGAGATGGC CAGAAACAAO GTGGTGACA6 TOGOGTGCTC AGGGCTTGGG AAAOCCAAGG 4620 

AGCTAAAGGC ATGCGCAGGC AACCAAAGAG GACAGGAAGG CTTCTGAGGA GAGACCTCTG 46B0 

AGGTGGGTCT TGGAGAGGAA GGACTTAGGO AGGCASAOTG GAGGAAGTGA QAGQACACCC 4740 

CAAGCCAAQA GGGOQGCAGQ ACCAAAGGCT CAGAAGCCAG GG06CTGCAG AGGGGCTGTG 4800 

IS T6CCACAGG6 TGAAGA G TTT GTGTGGCAGA AGG6CAGGGG GCTTGCATCA GGGOTGACAO 4860 

CrGCTCTTTT GTCCCAGCAT AGOOO CT OTA CATCOCTGGA QAGCTGaGGC GTC^CAACT 4920 

CTAAGTCACA GCCCCCATCC TAAOCCTGGr GGT6CAGTGA GG6TGAGCT0 TCTGTGGGCA 4980 

GGAGGGAAGA CTCTTGGAGA TGAGCCTGGT GAAGGQATAA TGGCATCCOO GGCXX3AGGAG 5040 

CAGCACAGGC AGAGGOCTGG GGAGAGTTTA AGGAGTGTAG GGGAGQAAAT GGCAGAAGAT 5100 

20 GAGCCAGAAA AAGAAAGOTT AGG6CAGGTC CIGGAGGACA TGAGTGGCTG TTTGGGCTTT 5160 

ATCCAGCAGT GGGGQAOGCT TGGCAGGCTT GTGGCTTAGA TAOGTGCTTT AGAAAGCCCA S220 

CCAGCAOTTG CTGGGCCACC COGCTGQCTG GGTCCTGTTC TAAGGCAGGA AATACAAGCA 52 80 

TGAGCAGGAA AAGACCCCCT CAAGGCTCAC GTCCTAOTGG GGAGACAAGA AACACAGATG 5340 

GGCAATATAA CAOQATGTCT QQTTCCAGTA AGTQCAGTGA AGAACAAGCG AGGCTGGATG 5400 

25 CAGGGAGTGA TGGGAGGGGC TTTGTAAGGG QAGGTCGGGG GAAGCXZTGTC TCAGAGQACA 5460 

CCAGAATGGA GCGCAG6AGC A6CACGTGQC AGTCACATGG CAGGCOGTTA OGGCAGAGGG 5520 

AGCTGGOCAG GGCACAGC3^0 GGCAGGAOTG TOTTTGATGT GTCCTGGGAA CGGCCCTGAG 5580 

GCOGTOOTOT GGCTGOAGTO CTGCAGQTGT CAAG(*AAATT GTAGGAGATG TCTCCTGAGT 5640 

GTGATGGAAT ATAACCAQAT TTCCAGAAGG AACTGACATG ATCTGACTTA AAAAGGTCAG 5700 

30 TGTQOQAAAT GGCTTGCAGG GGACAGGAGT GGGAGCAGGG AGATAGGAGA CAATGT GTAC 5760 

CAGQACAGCA GAAAGACATC COGGGTAGCC TGGAACAGGG AGAGGGTGTG GA6ATGGTGG 5820 

CAOTCCQATA ATGAGA6C0G TAGGGCAAGG CCA6CAGGAT CCTAGA6TGA GAOGGGAGGT 5880 

AAA6TCACCG GGACTTGGTG TCTCCAOGTC AGGGGCAGGQ GAAAGGGAQA GGACAAOGQT 5940 

GACCCGGGAG GTTAAAGATG GGACCGGGGC CAGACX3CAGT GGCTCATGCC TGTAATCCTA 6000 

35 GCACTTTGGG AGGCTGAGOC GGGCGGATAG CTTGAGGTCA GGAGTTTGAA ACCAGCCTQG 6060 

CCAACATGGT GAAACCCCGT CTCTACTAAA ATATACAAAA ATTAOOCIQO OQTGSTGGTG 6120 

CATGCCTGCA GTCCCAGCTA TTCAGQAGGC TGAGGGAACA AGAATCGCTT GAAGCTGGGA 6180 

GGGGGAQGTT GCAGTGAGCC GAGAT0G06C CATAOOICTC CAGGCTTA6C CTGGGOGACA 6240 
GAOGGAGACC ACATC 

40 

Seq ID NO: 86 Protein sequence 
Protein Accession #> XP_027172.1 

,^1 11 21 31 41 51 

45 I 1 1 i I 1 

MDSSPSLPLI RTPESSIiHEA LDQCMTALDL PLTNQFSEAL SYLKPRTKES MY HSLTYA TI 60 

LEMQAMMTFD PQDILLAGNM MKEAQMLCQR HRRKSSVTDS FSSLVNRPTL GQFTEEEIHA 120 

EVCYABCLLQ RAALTFLQGS SHGGAVRPRA LHDPSHACSC PPGPGRQHLP LMJDEWMVSP 180 

IKOQIKVRMS YQTyKBLDSL VQSSQYCKGB NHPHPEGQVK LGVGAFNLTL SMIiPTRILRL 240 

50 LBPVOPSGNK DYGLLQLEEG ASGHSPRSVL CVMLLLCYHT FLTFVI>GTGN VNIBEAEKLL 300 

KPYLNRYPKG AIPLPPAGRI BVIKCanDAV SDGGPGRGWG SLGVSQTSRK SGTCDILBDR 360 
ZDWGRGGGQE RTNQRAGAOB ALLAEQPGKT REEEAFWPG ILTGRYRTAA LQWREVBGGA 



Seq ID HO: 87 DNA sequence 
SS Nucleic Acid Accession fti AB007921 
Godlng sequence t 143.. 1363 

1 11 21 31 41 51 

1 1 < I ' I 

OO ■ GGTGGAGACA COGCCTCAGG GCTOGGTGCA CAGTGGACAT TTGGGGAGCQ TTGTGGGTGA 60 

CCCCCACACA GGCACTGGGA ATGCAGGGGA GAGGGGGCX3V AGGGGGAAAG GGGCX:AaAaT 120 

GTTGGCTTTG GATTCAGGAG GQATGGATTC CAGTCCTAGC TT6CX3^CTTA TTAGGACTCC 180 

TQAGAGCAGC CTCCATGAGG CCCTGGACCA GTGCATGACC GCCCTGGACC TCTTCCTCAC 240 

CAAOCAGTTC TCAGAAGCAC TCAGCTACCT CAAGCCCAGA ACCAAGGAAA GCA1GTACCA 300 

65 CTCACIGACA TATGCCACCA TCCTGGAGAT GCAGGCCATG ATGACCTTTG ACCCTCAGGA 360 

CATCCTGCTT GCCGGCAACA TGATGAAGGA GGCACAGATG CTGTGTCAGA GGCAC066AG 420 

GAAGTCTTCT GTAACAGATT CCTTCAQCAG CCTGGTGAAC OGCCCXyiOGC TGGGCCAATT 480 

CACTGAAGAO GAAATOCAOS CTGAGGTCTG CTATGCAGAO TGCCTGCTGC A0GGAGCA6C 540 

CCrOAOCTTC CTGCAGGOTT CCTCACAOGO AGGOGCAGTC AGGCCC AQAG CCTTGCATGA 600 

70 TCCCTCTCAC GCXTOCAGCT GCCCACCTGG GOCAGOCCGT CAGCATCTTT TCCTCCTGCA 660 

GGAOQAOAAC ATGGTGAGCT TCATCAAAGQ OGGCATCAAA GTTOGAAACA GCTAOGAGAC 720 

CIACAAGQAO CTGGACAGCC TTGTTCAGTC CTCACAATAC TGCAAGGQTG AGAACCACCC 780 

GCACTTTGAA GGAGGA6TGA AGCTTGGTGT AGGGOOCTTC AAOCTGACAC TGTCCATGCT B40 

TCCTACTAGG ATOCTGAGGC TGTTOGAQTT TX3TGGGGTTT TCACGAAACA AG6ACTATGG 900 

75 GCTGCTGCAG CTGGAGGAGG GAGOGTCAGG GCACAGCTTC CGCrCTGTGC TCTGTGTCAT 960 

GCTOCTGCTG TGCTACCACA OCTTOCTCAC CTTOOTGCTC GOTACTOOGA AOGTCAACAT 1020 

OOAGGAGGCC GAGAAGCTCT TOAAOCCCTA CCIGAACXXSG TACCCTAAOG CTGCCATCTT 1080 

CCTOTTCTTT GCAOGOAGQA TTQAAOTCAT TAAAGGCAAC ATTQATQCAG TGAGTQATGO 1140 

QGOTCCGGGC CGGGGCTGGG GATGCCTOGG G6TCTCCCAG ACCAGCAGGA AGTGAGGCAC 1200 

80 ATGTGACATA CTCAGGGACA GGATAGACTG GOOQOGGGGO GGOGOGCCAA GAGAGAACCA 1260 

ACCAGAGAGC AGQGGCAGOA GAGGCCCTTC TQQCAGAGCA GCCTGGQAAQ ACAAGGGAGO 1320 

AGGAGGCATT TGTGGTGCXnr GGGATTTTGA CTGGGAGATA TAGGACTGCA GC ATTGCAG T 1380 

GQAGGQAGGT GQAGGGAGGT GCTTGAGGGA GGCMZAOOTT AGQAAAGCCC ATCTOTTTAO 1440 

GQCATGAOGA TTAOGCTGGA OTCIGOTAOC TCCCCTOCAT TATAGCTCTC TOCIGCTCTT 1500 

984 



wo 03/042661 



TCATTTTSXT ACTAA««.CC AG«fiTCCt^ GO^^ -^^^ 
TAMACTTIIO OMOTAAAAC CAG^CTGGA GGC^^ 

^ TGGGAGGTTC GGAKaTQW OM^CT^ O^S^ „00 

5 AAGGTGOCTO CAQQCCATCC OOOOTTTOM, TTaKTftCA AGGGCCAGTG 1860 

<X»(MTCCM CA»T(?r(3CT WWMOTBCT 1930 

GftMATGTCC TACTTCTACXS COGACCTGCT CMCMOQAG ftA^GC™?! SwUOaCG 1980 
CT0AtOCa«: GTGTTAGOM CATTGGGIGA 

GGCCAAATCC CTAACTQAAC ACW»TGOT ^CI^ CIA^ ^^^^ 

10 TAATAGQACT CAOGCTTGGA AGSAMTAAA ^^^CTG TCCA8TAQAA 2160 

TGTCACAAAG AGATTTCTAG «3«aAAGeA CWBAM«TO «^OCCTCre ^^^^^^ ^jj^ 
CMITTCTCT GGTAGAAATG TTCTJCTTM G^CT^ MIAT^ ^^^^ 

aWTOCACA CTGAGCACAT GAAATCTGK 

TWf*-^'^ '^ilil!^ S^S^ ^^SS^ ?MAAC^ 2*00 
15 ACTATATTGG ACTMWO^ TO^*aC ^GGCia ^ ^^^0 

^^^^^"^'^^^^S^SS^^^^SS^SSSS "40 

TGOWTOU^C CWJABTCCCA CACT^^ 2,00 

20 CCTGGAACAO AflaOOTOGGIL A»TTO^ 2,60 

CAGAAGAAAA TGATGCACCC ^AMMTO GAG^^ 2820 

WaftAOSAA ACAGATGCXC OCCmC^ 2880 

MSKHTAGC TTGTACCATC ATAOTMT» TAOT^ „40 
^, AACCACCTAG CTCAGCAAAC GICTAATCTC "A^^ tScTCTGCC ATGAGCCTAB 3000 

25 OVTGGCTTCA TCCCXIQMC *«BOWA« 30«o 

CTGMACCW AOATACCW CCWe^ TC^^ 3^20 

6GCACCT0TT AGOAOACCTO TCATCTGCM CTGGTCCCTt CTOGGGCAGG 3180 

TCGGG(W3GG QAAGGGMCA GGCTTCTACT GftGCT^^ 33OO 

30 TCCrCCACAC a«3«XM«t OAGGA^ 33SO 
TOATGCTAAG OGAGMCTeT WCWTKCA CCCAWTO^ ^^^^^ TAGAGTCCTC 34J0 

TTTGAGGACA GTCCTGTGTG ACTCAQAGGC ^TCTGCTTCT CTCAQGCCCA 3480 

GGQGCTTGCC CTGAGCCO^C 35,0 

<3CrC(XATGG CCCCCAWfiC CC^ 3SOO 

GAACTCOXM OCCCRGGCAA TCTTCCCGre TCTG^^ ,„0 

CTTAGGGRAC CTTTTTGAAC «»AACTGAC 3,80 

TCGCTGGGGC TAACCATATG GGGAAGGAGA eAOCTGOTOO GTOXXXGAC 3840 

^SGAACAOA AGGT^ OGOTCO^ 3900 

40 OGCTOIGIOG CTTTGOSOTG aC»^^ 39SO 

TTCTOTOAAA AATOGGGGW GWMCC^ ,020 

CCA6AACTTG GOaCXaCAG ACTOOC^ C^M^ ,080 

ATT6CCATAG GCACCACCTO CTCTGTGCAG G«a080Cre OGAOTATGCA 4140 

RMCCTOCCA OGCnOCATr TOOTT^WC ,320 

ssxs^ Ssss ssssfc ir*? 

"4s 

GCTOAQATGO CCAQAAACAA GGTGCTGACA GT^ro^ ,^30 
GAGCtAAAGG CATGCCCAGG «ACa**» ^SSS^ AGASGACACC 4140 

6RCOTG0GTC TTOGBGAGQA AGQACTTAOT «*«®?^ GGoScTCCA GAOOGOCIGT 4800 

OioCMACAfiO GIOAAGAGTT M^^GGCAG ^^^^ AQAOCTGGGG OGTCCACRAC 4920 
eCHSrrCm TGTCCCA6CA WGCCOC^ ,900 

60 ^^^^^^^^^^^^ 

TATCCAGCAO TGGGGGAGCC TIGGCAGGCT „80 
ACCAGCASTT GCTGGGCCAC ^^J^ SgaSSS AAACACAGAT 5340 

65 SS^aS^=c?SSS^^^^^S^ -'o 
qagcigggca GGOCACAOCA oaoaw««r eiw^^ s^,, 

GCROTCOGAT AAMMAOCC GtAQGOC^ 59,0 

I^S^Sgaggctgagoogggo^^o^^ III 

GCCAACATOO TGAAAOXCG TCTCTACTAA ^^^^ ^^MDSCT TCAACCTOGG S180 
80 AGAGGGAGAC CACMEC 



Seq ID KOi 88 Protein sequence 
Protein Accession #: BAA32297.1 
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1 11 21 31 41 51 

• 1 1 I 1 1 I 

VBTPPQQSVH SOHLGSWGD PHTGTGMAGB RGPRGKGARV tAU)SQGMDS SPS LPLI RTP 60 

5 BSSLHEAU)Q CKTALDLPLT NQFSEALSYL BCPRTKESMYH SLTYA TILEM QAMMTFDPQD 120 

ILLAGNMMKE AQMIjCQRHRR KSSVTDSFSS LVNRPTLGQP TEEBXHAEVC YABCLLQRAA 180 

LTFLQQSSHG GAVRPRAI<HD PSHACSCPPO PGRQHLPLLQ DENMV8FZK0 OXKVRNSYQT 240 

YKELDSLVQS SQYCKGENHP HFEGGVKLGV GAFNLTLSML PTRILRLLBF VGFSGMKDYO 300 

LliQLEBGASG HSPRSVLCVM LUiCYHTFLT FVLGTGNVNI EEAEKUJCPY LNRYPKGAIP 360 

10 LFFAGRIBVI KSNIDAVSDG GPGR6KOSU3 VSQTSRKSOT CDILRORIOW GRGGGPRENQ 420 
PBSRGRHGPS GRAAMEDK6G GGZ08AMDFD HEX 



Seq ID IK) I 89 DWA sequence 
nucleic Acid Accession #: AF007170 
1 5 Coding sequence : 7 3 172 5 

1 11 21 31 41 51 

I I I 1 I 1 

AAOOAOGOGa CCTCCGGGAA AAGCX3AC0GC AGGACTCCTG AGAGCAGCCT CCATGAGQCC 60 

20 CTGGACCAGT GCATGACCGC CCTGGACCTC TTCCTCACCA ACCAGTTCTC AOAAGCACTC 120 

AGCTACXrrCA AGCCCAGAAC CAAGGAAAGC ATGTACCACT CACTGACATA TGOCACCATC 180 

CTGGAGATGC AGQCCATQAT GACCTTTGAC CCTCAGGACA TCCTGCTTGC CGGCAACATG 240 

ATGAAGGAGG CAOtfSATGCT GTGTCA6AGG CACOGGAGQA AGTCTTCTGT AACAGATTCC 300 

TTCAGCAGCC TGGTGAACOG CCCCAOGCTG GGCCAATTCA CXGAAOAAGA AATCCACQCT 360 

25 GAGGTCTGCT ATOCAGAGTG CCTOCTQCAG CX3AGCABCCC TGACCTTCCT GCAGGAOQA6 420 

AACATGGTCA GCTTCATCAA AGGOGGCATC AAAGTTOGAA ACAGCTACCA GACCTACAAG 480 

GAGCTGGACA GCCTTGTTCA GTCCTCACAA TACTGCAAGG QTQAGAACCA CCCGCACTTT 540 

GAAGGAQGA6 TGAAGCTTQO TOTAGGGOCC TTCAACCTGA CACTGTCCAT GCTTCCTACT 600 

AGGAT0CT(3A GGCTGTTGQA GTTTGTGGGG TTTTCAGGAA ACAAGGACTA TGGGCTGCTO 660 

30 CAGCTGOAGG AGGGAGCGTC AGGGCACAGC TTCOGCTCTG TGCTCTQTOT CAT6CTCCTG 720 

CTGTGCTACC ACACCTTCCT CACCTTOOTG CTCGOTACTO GGAACSTCAA CATOOAGGAG 780 

GCCJGAGAAGC TCTTGAAGCC CTACCTGAAC CX3GTACCCTA AGGGT6CCAT CTTOCTGTTC 840 

TTTGCAGGGA G6ATTGAAGT CATTAAAGGC AACATTGATG CAGCCATCCG GOSTTTOGAQ 900 

GAGTGCTGT G AG6CCCAGCA GCACTGGAAQ CAGTTTCACC ACATGTGCTA CTGGGAGCTG 960 

35 ATOTGGTGCT TCACCTACAA GGGCCAQTGG AAGATGrCXn* ACTTCTACSGC CX3ACCTGCTC 1020 

AQCAAGGAGA ACTQCTOGTC CAAGGCCACC TACATTTAOV TGAAGGCXX5C CTACCTCAGC 1080 

ATGTTTGGGA AGGAGGACCA CAAGCCGTTC GGGGAOGAOQ AAGTGGAATT ATTTCGAGCT 1140 

GTG0CAG60C TGAAGCTCAA GATTGCIGGG AAATCTCTAC CCACAGAGAA GTTTGCCATC 1200 

CGOAAGTCOC GOGOCTACTT CTCCTCCAAC CCTATCTCGC TGCCAGTGCC TGCTCTGGAA 1260 

40 ATGATGTACA TCTGGAACX»3 CTACX300GTG ATTGGGAAGC AGCCGAAACT CAC3GGATGGG 1320 

ATACTTGAGA TTATCACTAA GGCTGAAQAG ATGCTGGAQA AAGGCCCAGA GAACGAGTAC 1380 

TCAGTG6ATG AOGAGTGCTT GGTGAAATTO TTGAAAGGCC TGTGTCTGAA ATACXTTOGGC 1440 

OOTGTCCAGG AGOCOGAGGA GAATTTTAGO AGCATCTCT6 CCAATGAAAA GAA6ATTAAA 1500 

TATGACCACT ACTTGATCCC AAAC6CCCT0 CTGGAGCTGO CCCTGCTGCT TATGGAGCAA 1560 

45 GACAGAAACG AAGAGGCCAT CAAACTTTTG GAATCTGCCA AGCAAAACTA CAAOAATTAC 1620 

TCCATGGAGT CAAGGACACA CTTTCQAATC CAGGCAGCCA CACTCCAAGC CAAGTCTTCC 1680 

CTAGAGAACA GCAGCAGATC CATGGTCTCA TCAGTGTCCT TGTAGCTTTG TGCAGCAGTT 1740 

CCGGGCTGGA AGACaCAGAC AGCTG6ACA6 AGCTCCTGAA AACATTTCAA AATACCCCCT 1800 

CCCCCTGCCC TGCCCTGCCr TTGGGGTCCA COGOCACTCC AGTTQGATGG CACA ACATAG 1860 

50 TGTATCCGTG CAGAAOCCGA OCTGGCATTT TCACCAGTGT AGCCAAGGGC CTTTGCCAAG 1920 

GGCAGAGCAG GTGGAGCCCT CTG CC TGCCX: TATC3VCAOIT AGGGGTACTT GCTTTTCACT 1980 

GTGATGTTTA AOAGAATGTA TGAACAfiTTT ACATTTTOCT TAGAAATACA TTGATGGGAT 2040 

CACAGTIGGC TTTAAAAAOC AACAACAATC AAGGAOCTQT AAGTCTTTGT CTTCA CCTAT 2100 

TATCATCTQO AGGTAAATCT CTTTATATQA T6AT6CCAAA GGGCAAATTG CTTTTCAAAT 2160 

55 TCAGCAAGTT CTCAGCTTGT GTGAOGGAAG GTOCTTCAOA GGACCTGAQG AATGCCTGQG 2220 

AGAGGCTAAG CCTCAGGCTT CAATOCTTCr GGGGTTGGQC ATGAGQATGT ACACAGACAC 2280 

CCACTACCTT ACTACTCACA CTTCATTTCA CTCCTTXTGT AAATTTCCAA TTTAAAAATC 2340 

AAGCAOffTCT TTTTAGTGAO ATAAAATCTO AGCTCTTCTO TAGAAAAATC AATCTCTACC 2400 

^_ AOTAGAAAAT GCCAGGGCTT GATGGAAGAG CTGTGTAOCC CTT TCTAT OC CAAAGCCAOG 2460 

60 AAATTTGGGG GGCAGGAOGA GGTTCTCAGA ATCCAGTCTG TATCTTTGCT GTATGCCAAA 2520 

CTOAAACCAC TGGGAATAAT TTATGAAACA TAAAAATCTT CTGTACTTCA CTCCAAGGTA 2580 

CATTTGCTTA CTGACAGCAT TTTTQTTAAA ACTGTTATTC TTGAAAAAAA AAAAAAAAAA 2640 
AA 



65 



Seq ID NO: 90 Protein sequence 
Protein Accession #: AAC395e2.1 



1 11 21 31 41 51 

70 KBAASGKSDR RTPESSLHEA LDQCMTALDL FLTNQFSEAL SYLKPRTKBS MY HSLTY ATI 60 
LE>IOAMMTFD PQDILLAGNM MKBAQMLOQR HRRKSSVTDS FSSLVNRPTL GQFTEEBIHA 120 
EVCYAECLLQ RAALTFIiQDB NMVSFIKGGI KVRNSYQTYK BLDSLVQSSQ YCTOEaiHPHP 180 
BOGVKIjGVGA FNLTL8MLPT RIXiRLLBPVG FSGUKDYGLL QLEBQASOBa FRSVLCVMLL 240 
LCYHTFLTFV I/STCaiVNIBB ABKLLKPyLB RYPKGAIFLF FAGRIEVIKO KXDAAIRRFE 300 

75 ECCBAQQHWK QPHHMCYWEL MWCPTYKGQW KMSYFYADLL SKEKCHSKAT YXYKKAAYLS 360 
MFGKEDHKPF GDDEVELPRA VPGLKLKIAG KSLPTEKFAI RKSRRYFSSN PISLPVPALB 420 
MMYXWNGYAV IGKQPKLTDG XLBIITKABB MLBKGPENBY SVDDECLVKL LKGLCLKYLO 480 
RVQBABBNFR SZSAHEKKXK YDHYLIPKAL X<ELAZ.LXiMEQ CRMBBAXXLL BSAKQNYKKY 540 
8MBSRTHFRX QAATLQAKSS La^SRSMVS 8VSL 

80 

Seq ID NOi 91 DNA sequence 

Nucleic Acid Accession #: Bos sequence 

Coding sequence : 31 . . 906 
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X 11 31 41 SI 

LoOTCaCC kcOCGTCCO ODGACAAAOO ««COGOOC T»MGCGOG O^^^ 
r-rarrrrtfWJ ruGCGGCGCT GQOGAGCGGC TCCCAGGQCG ACOGTGAGCC GGTGTACCW. 

^^^^ ^iSScAGAAC T«CTCIGGGG GCGCICTGAA TOCTTWaC 
MOSCC^ SmCTACRT GAGTCTAGOk GGCTGGACCT GTCGGGACGR CTOTAAOTAT 
^^SS ^?ScS? ?GGGCTCIAC CTCCAGQAAO OTCACAAAGT eCCTOOTTC 
SSS^ ScCTTCTC COGOTTCCIO TTCrTTOAG AGCCOGCATC 
•MYSTTTCTCA ATGaCCTGGC CROCCTGOTG ATGCTCTGCC GCTACCGCAC CTTCGTGCCA 
SSSot^W cSStaSK ScCTCTGTG GCCTT0C3CCT GGGTOTCCCT C»ATGCAT(3Q 
S???^^ CACCAGCGAC ACTGACCTCA CAGAQAAA^ ^^J!^ 
tSgOCTCW CTCTCATCCT ACACTCAATC TACCT6T6CT GCBTCAGCCT CATCOGCTTC 
SSSSS ACMCCT^ QOCCAACGTO GCIATTGGCC TQGTCAACQT GGTGTGOTGG 
COGOGGCSG CTOCCTCACG TOCGCAAOTG O^T^TGGTG 

SStgctgc tocaggggct erccxriGCic GAGcrGcrro acttcocacc octcttctgg 

eiCCTOGATO CCCATGCCAT CTGGCACATC AQCACCRTCC CTGTCCAOGT CCTCTTTTTC 
ScTTTCTGG AA6ATGACA0 CCTGTACCTO CIQAAGGAAT CRGAGGACAA eiTO^CTO 
^CTGaSaC CTTG6AG08A erCIGOOCCA 8IG8QGATCC TGCCCCCGCC CTGCTGGCCT 
SCT?^ CTCAACCCTT GASAMAtTT TCTCITTTCA ACTTCTTaA CTTGGAaTG 

GOXAGAATC ATGTGGCCAG CCCACXCCCT GTTGGCCCTC ^^OCWG 
^^OTQTTC TAGGGAAGGC CTCCCAGCAT CTGGGACTCSS AOAGTGGGCA GOCOCTC»C 

^^^^ Sgaactgag TOTOCICTTA GCTCTACC^ 
SctGTTTCC TCCCCTTCM OCrCCTCCCC ACATCCCCAS CIGCCTGGCT GGGTCCTGM| 

TAC^SOMS ACCRQGGACC acaggcctta gggatacagq 'K^JEESSS 

^^^C aOCtXCCCT CCrCCAGGAC ACCACTAGGT GGTGCTG^ «;^"E" 

^^cSgSa aggttcacgg cgattctccc catggqatct tgagggacca agctoctom 

IS^ACQ ABTTTCACCC TGACCRTTGC CCTAGCCAGG TTCCCAGOAa GCCTCMCM 
ACTCCCTTTC MBGCCAOGO CT0Ca«K3«a CCCAGGGCAA OOATCCTOTO CTQCTCTCTG 

gSSS^ tgccaocqto totobgoaot otgggccrgg ctgagtgcat aog^w^ 

gS^ SciGGG TGIGIGTGAG Cr«G^ 

gotottotog gggaagaggt giggcttcaa agtgttgtgt gtgcaggogq wosmtbct 

?S«TOGCT TMGGOAACO TGTGTGOGCG TGCTGGTOGO CATGTOAflAT GBOTGACMC 
SrcScMTT QAGAGGITOO AGCAOGATGA GGGAATCCTO «ACCMCAA 
S^^^TTG ScGCCA CTTGGOCCAA GAOSCCACCT GGGCGGACAG »GGAGCTCT 

^t^Sm gctgcctgtq tgcatgttcc ctgtctggtg cccctitgcc csotcctgc 

SSS^ SctScCAC ACAACAGTGC CCrCCAGAAG CAGCCCCtOB 
A^AAATG GGGATGGCTG QOGCTCTCtC CATCCTCCTT TTCTCCtTOC CITOOaWGG 
^^^CC CCTCOMAC CICCATTCCC CTGCTGCCAO CCCCTTT6CC ATAQCCTGAT 
Stttgagoo AGAAGGGGAG AAAGCTTATG «^tctg 
SSSa TT^^ GTCTTACTGT TCCAGGGTGQ CCCCAGGGtt ^^^^ 
^SSSSk TGcScC^ TAAAGGTGAC CCCTGCCATT TAOCAGOfiC CM^Wtt 

SgGAATAGA ATG«G^ CX^^AC 
TCCSTGGITG AAGCAGACTQ GATTTTTBCI CTOCCCXTtGA CCKCTTGTCC CTCTTTOftW. 

m5ctogq»c tccaaocica ooqactoggg tggcctgcgc t*g«tcttt 
?SSSSa jSSrmAO oiGOQAoaoT oocaagqgat gigcttaata aatcaattcc 

AA6CCTCAAA AAAAAAAAAA AAAAAAAAAA AAAAAA 

Seq ID NOi 92 Protein aecroenee 
protein Accession #x Bos sequence 

11 21 . 31 41 51 

I ] I I I 

lAGAAAIASG SQGDRBPVYR DCVLQCEEQN CSGGALNHFR SRQPIYKSLA 
ECMWVTVGLY LQEX3HKVPQF HGKWPFSRPL PFQ^SA^^ ^f^itf 
AS9PMYHTCV APAWVSLKAW FWSTVFHTBD TOLTEKMDYF CASTVll^I 
OHPAWSAFR ALLLLMLTVH VSYLSLIRFD YGYHLWANVA IGLYNWWWL 
PHVRKCVWV LLLQGLSLLE LLDFPPMW UJAHAIHHIS TIPVHVLFPS 
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1 

1 

MAOLAARLVL 
GWTCRDDCKY 
MLCRYRTFVP 
YLCCVRTVGL 
AHCLHKQRRI' 
FLEDDSLYLL 

Seq ID NO: 93 p»A sequence 

Nucleic Acid Accession #s NM_033419.1 

coding sequence* .18. .980 



60 
120 
180 
240 
300 



CX3AGCCAGGQ 
GGGOGCTGGC 
AGTGCGAAGA 
TCTACATGAG 

TCAcayrrao 

CCTTCTCCCG 
GCCTG6CCAG 
TGIACCACAC 
TTTTGCACAC 
TCATCCTACA 
TCGTCAGTGC 
GCCTCATCCG 
AOGTGglQTG 
AGT6CSTGGT 
CACCGCTCTT 
ACGXCCTCTT 
ACAAiSTTCAA 
OGOO CTGC TG 
TQAACXTGGA 



11 

I 

AGAAAGGATG 
GAGCGGCTCC 
GCAGAACTGC 
TCTA6C31GGC 
QCTCTACCTC 
GTTCCTGTTC 
CCTGGTGATG 
CTGTGTGGCC 
CAGG6ACACT 
CTCAATCTAC 
CTTCCGGGCT 
CTTCGACTAT 
GT6GCTGGCC 
GGTGGTCTTG 
CTGG6TCCTG 
TTTCAGCTTT 
GCTGGACTGA 
6GCTCCCTTC 
CATGAAGGAT 



i 

GCXGGCCTGS 
CAGGGCGACC 
TCTGGGGGOG 
TGGACCTGTC 
CAGGAAGGTC 
TTTCAAGRGC 
CTCTGCCGCr 
TT0GCCTGG6 
GACCTCACAG 
CTGTGCTGOG 
CTCCTGCTGC 
GGCTACAACC 
TGGTGCCTGT 
CTGCTGCAGG 
GATGCCCATG 
CXGQAAGATO 
AGACCnGGA 
TCCCCTCAAC 
GTGGGCOCAG 



31 
I 

0GGG6OGGCT 
GT6AGGCGGT 
CTCTGAATCA 
GGQAQGACIG 
ACAAAGTGCC 
GGGOITGGGC 
ACGGCACCTT 
T6TCCCTCAA 
AGAAAATGGA 
TCAGGACGGT 
TCATOCTGAC 
TGGT6GCCAA 
GGAACCAGOG 
GGCTGTCCCr 
CCATCTGGCA 
ACAGCCTGTA 
GCGAGTCTGC 
CCTTGAGATa 
AATCATGTGG 



41 
I 

GGTCCIGCTA 
GTAGG6GQAC 
CTTCC50CTCC 
TAAGTATGAG 
TCAGTTCCAT 
GGTGGCCrCXS 
OGTGCXAGCC 
TGCATGGTTC 
CTACTTCTGT 
GGGGCTGCAG 
OQTQCACGTC 
06TGGCTAIT 
GOGGCTGCCT 
GCTOGAGCTG 
CATCAGO^ 
CCT6CIGAAO 
CCCA6TGGGG 
ATTTTCTCTT 
CCAGCCCACC 



51 
I 

GCXOGGGCAG 
TGOGTACIGC 
C6CCA6CCAA 
TGTATGTGGG 
GGCAAGTGGC 
TTTCTCAATQ 
TCCTCCCCCA 
TGGTCCACA6 
GCCTCCACTG 
CACCGAGCTG 
TCCTACCTGA 
GGGCTGGTCA 
CAOGTGCGCA 
CTTGACTTCC 
ATCCCTGTCC 
QAATCAGAGG 
ATCCTGCCXX 
TTCAACTTCT 
CGCTGTTGGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
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CCTCAOCAGC CTTGGAGTCT 0TTCTAGG6A AGGOCTGOOl GCATCTGOGA CTOGAGAGTG 1200 

GGCAOCCCCT CTACCTCCTG GAGCTGAACT OGGGTGGAAC TGAOTGTGCT CTTAGCTCTA 1260 

COGGQAGGAC AfiCTGCCTGT TTCCTCCCCA TCAGCCTCCT CCCCACATCC CCAGCTGCCT 1320 

GGCTGGGTCC TGAAGCCCTC TGTCTACCTG GGAOACCAGO GACCACAGGC CTTAGGGATA 1380 

CAGGGGGTCC CCTTCTGTTA CCUCCCCCCIi CCCTCCTCCA GGACACCACT AGGTGOTOCT 1440 

GGATGCTTGT TCTTTGGCCA QOCJUUXnTC AOGGOGATTC TGCCCATG6G ATCTT^OOG 1500 

ACCAAGCTGC TGGGATTGGO AAGGAGTTTC ACCCTGACCA TTGCC3CTA6C CAOGTTCCCA 1560 

GGAGGCCTCA CCATACTCCC TTTCAGGGCC AGGQCTCCAG CAAGCCCAGG GCAAOGATCC 1620 

TGTGCTGCTG TCTGGTTCAG AGCCTQCCAC OGTGTGTCGG GAGTGTGGGC CAGGCTGAGT 1680 

GCATAGGTOA CACQ G CCGTO AGCATGGGCC TGGGTGTGTQ TGAO CTCAG G CCTAGGTGCX3 1740 

CA6T6TGGAG AGGGGTGTTG TOGGGGAAGA GGTGTGGCTT CAAAOTGrGT GTQTGCAGGG 1800 

GGT GGG TGTG TTAGCGTGGG TTAQ6GGAAC 0TGTGT600C CTGCTGGTQG GCAT6TGAGA 1860 

TQAOTQACTG COGGTGAATG TGTCCACAGT TGAGAGGTTQ GAGCAGGATG AGGGAATCCT 1920 

GTCACCATCA ATAATCACTT GTGGAGCGCC AGCTCTGCCC AAGGOGCCAC CTGGGC GGAC 1980 

AGCCAGGAGC TCTCCATGGC CAGOCTGCCT GT BT GCATGT TCCCTOTCTG GTGCCC CTTT 2040 

GCCOGCCTCC TGCAAACCTC AGAOGOTOOC GACACAAGAG TGCCCTCCAG AAGCAG CCCC 2100 

TC56GAGGCAO AGQAAGOAAA ATOOaOATGO CTGOGGCTCT CTCCATCCTC CTTTTCTCCT 2160 

TGCCTTCGCA TGGCTGGCCT TOCOCTCCAA AACCTCCATT CCCXTTQCTOC CAOCCCCTTT 2220 

GCCATAGCCT GATTTTGGGG AGGAGGAAGQ OGOGATTTGA GGQAQAAGGG GAGAAAGCTT 2280 

ATGGCTGGGT C iW r iTCAT CXXnTCCCAG AOGOTCTTAC T6TTCCAGGG TGGCCCCAGG 2340 

GCAGQCAOOG QCCAGACTAT GGCTGG6CCC TGGTAAAGGT 6AG00CT6CC ATTTACCAGC 2400 

A6CCCTGGCA TGTTCCTGCC CGACAGGAAT AGAATG6AG0 GAGCTOCAGA AACTTTCCAT 2460 

CCCAAAGGCA GTCTCCGTGO TTGAAGCAGA CTGGATTTTT GCTCTGCCCC TGACCCCTTG 2520 

TCXXTCTTTG AQGGAGQGGA GCTATGCTAQ GACTCCAACC TCAGGGACTC GGOTGGCCTG 2580 

CGCTAGCTTC TTTPGATACT GAAAACTTTT AAGGTGGGAG GGTGGCAAGG GATOTGCTTA 2640 
ATAAATCAAT TCGAAGCCTC AAAAAAAAAA AAAAAAAAAA AA 

Seq ID NO: 94 Protein eecmence 
Protein Acceaaion «: NP_219487.l 

1 11 21 31 41 51 

I I I I 1 i 

MKDVGPESCG QPTPCWPSPA LESVLGKASQ HLGLESGQPL YLLEUWOGT ECALSSTGRT 60 
AACFLPISLL PTSPAAWLGP EAIiCXPGRPG TTOLRDTGGP LLLPPPTLl^ DTTRWCWMLV 120 
LWPAKVKGDS PHQILRDQAA GIGKEFHPDH CPSQVPRRPH BTPFQGQGSS KPRARILCCC 180 
IiVESLPPCVO SVGQAECIGD RAVSMGLGVC BLRPRCAVWR RVLSGKROQF KVCVCRGWVC 

Seq ID NOt 95 DMA sequence 

Nucleic Acid Accession #i XM_090469 

Coding sequence! 

1 11 21 31 41 51 

I I I I I I 

ATGGGGTTTG GAGACCAGGG AAOGGTGGAA GGGAGCXTTAa GAAOGTOGAA AOATAGCTCC 60 
TGCCGCGTGC TGGACAGGAC GCAGGTGAAC AAGCCCTGCC TGCTGGAGGC TGCCAAGCAC 120 
AGCCCACACC CCTTQCATOG ACAGTOGGTC AACA6CCACC CATCAG6TGC TCATCAOAAA 180 
CCACCTQAAG TGAAAATGTT TGGAGCCAGT CAAGGTTTGC TGACAATGGA AA CAAAC CAG 240 
TCCCTGGCAC AAG6CACAGG CTGCTCAGTG TGCTSGGAGG TQAAOGGCCX: AGGGTTGGAA 300 
ATGTCTCTTC CTGGAGTGCT CAGTQCTGAT GCTGGCCAGG TGGAGCACAG AAGACAAATQ 360 
AACTCCGCAG ATACTOACTG GGGAACTGAG QAGGGACCA6 QAAGTCTAGA TTTCGCCOTO 420 
GCTGCCXyiCC AGGAAGACAC TTTCTTTTTG AAAGACATCA AGCACA^AO TAOQTTCAGQ 480 
CAATCAGTTC AGCAQCAGAA TTGCATTTAC AGCCCCAGAO AAAAACGCTG TGGGAATGTC 540 
AGGGCACCTT OOOaXXACC AAGGC6AGAG GCCCCGCTTG CCXTTCAGCAG GCCCTGGCXM 600 
CTCAGCCX3CA GCCX>3GCGCC GTCCCXavOOT ACACCCATGO CX5CCCTTCCC GACXTTCTQAC 660 
CGOQAQCTAG ACGCGCCAGO CCOGCCCCCC GGGCTGOQGA GCTOGG CAGC AG CCCCT CAC 720 
TGCCTGCXXX5 CGGCTCCAGA AGCCCAGAAA CTCTTCTTCX: T6CXGCCCCT TTATCXaiGAT 780 
GGCAGCCCAC OICCTAAGGA CATCTTGCAG ACGCTCC3VGC ACAAG6CAGC TOQA AQAQA 840 
CTGCATCAAa AATCAOCAGG TTCATTTCCA ATAGGTTTAT GTAACftaAAC AOCTQAAC CA 900 
TGTATCAAAG OGGCTCTGGG TOTQOCTOCT GAAOCAOCAT TTCACTTACA GTTTTOCAGT 960 
GAATGA 

Seq ID NO: 96 Protein sequence 
Protein Accession 0: XP_090469 

1 11 21 31 41 51 

MGFGDQGTVE GSLGTSKDSS aiVLDRTQVN KPCLLEAAKH SPHPLHGQSV NSHPSGAHQK 60 

PPBVKMF6AS QGLLTMBTNQ SLAQGTGCSV CWKVNGPGIiE MSLPGVLSAD AGQVEHRRQM 120 

NSADTDWGTE BGPGSLDPAV AAHQEDTFFL KDIKHTSTPR QSVQQQNCIY SPRBKPOGNV 180 

RAPCAPPRRE APLALSRPWR LSRSPAPSPR TPMAPFFTSD RELDAPGPPP GXiRSSAAAPH 240 

CLPAAPEAQK LPPLLPLYPD GSPPPKDILQ TLQHKAPGKR LRQBSPGSFP XGLCMRTABP 300 
CIKQALGVAA EAAFHLQFSS E 

Seq ID NOi 97 DNA sequence 

Nucleic Acid Accession i: NM_003474.2 

Coding sequence: 37.. 3036 

1 11 21 31 41 51 

CACTAAOGCT CTTCCTAGTC CCCGGOCCAA CTCGGACAGT TTGCTCATTT ATTGCAAOGG 60 

TCAAGGCTGG CTTGTGCCAQ AA06G06CGC GOGCGAOGCA COCACACACA G6GGGGGAAA 120 

CTTTTTTAAA AATGAAAGGC TAGAAGAGCT CAGCGG066C GCOGOOCQTO CGCQAOQGCT 180 

CCGGAGCIGA CTGGCCQAQG CAGGAAATCC CTCCGGTOQC OACQCOOGGC CCCGCTGGGC 240 

QGCCGCQT60 GATGOTQCAO GGCIGGCOGC C6GG0CCGA6 AGCIGCT6CA CTGAA06COQ 300 
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PCTAJS02/36810 



OCSACQATGG CMCOOGCCC GCTOCCCQTO TCCCCCGCCC GOGCCCTCCT CCTC^OCTO 
rr^TOCTC T^TOQCGCC CIGCGAGOCC OGAfiOGOTOA GCTTATSGAA CGAAGGAAGA 
1^^^ Sc^TTOGO ASTQOOGACC TCIGGATOCC MJTGAAGAGC 
S^S^ mSctGCM AATATTCGAC lACAAOWa AAGOMGAA 

5 SSSS 5^aSaA«3CT CTCATTGCCA GCAOrtTCAC GGAAACCCAC 

S^TGa*8 AcStMTGA TCTCTCCCTC CCTCGAAATT ACAOGOTm TCTGOQTCAC 
TCTTACTA^ ATGGACATGT ACGGOGATAT TCTCATTCAG CAGTCAGTCT CROCACGICT 
^^^^ S^^CTTAT TOTGTTTGRA AATQAAABCT ATOTCTTSfiA ACCAATOAAA 
ISSS ASSrCCa OCGAAGAAGC TCAAAAGOGT CCGGGGATCA 

10 ^^^^ A^SS^ aScctc GCTGCAAAGA atgigtttcc accaccctct 
^ACATOM caagaaggca taaaagagag accctcaagq caactaagta tgtggagctq 

^^^^ ^^CTAMG ^BTITCBG AGGCAAGGAA AAGATCIGGA AAAA(3TTABS 
SSJS S^SS^ ^TCACOTT eACAAaTTTT ACAGACCACT GAACATTOGG 
TAGGCQTGGA A6T6TGGAAT GACATGGACA AAIGCTCTGT AAGT^MAC 
15 ^I«OCA GCCTCCATGA ATTTCTGGAC TCGAGGAA8A TQAAOCKCT ACCTOTCAAA 
S^aS aScGCAGCT TQTCAGTGGG SrrTATTTCC AAGGGACCAC CMOSGCMO 
SSmS ^GCATGTO CACGQCAflAC CAQTCTGGGQ GAATTCTTCAT GGACOOTtt 
^^CcS TTCCTGCAGC CBIQACCCIG GCRCAMAOC TGGGCCACAA TTTCGOQATG 
ScTgS GGGCTOTAOC TGICAAAJ08 CGOTTGA8AA AGOAGGCTGC 
20 CTTCCACCGG GTACCC3VTTT CCCATGGTGT TOOCAGTTG Ofi^°5SS 

OAOTO^ CCAGCCIGGA GAAAGGAATG GGGGTGTGCC TGTTTAACCT OCOOmAOTC 
SctcS TCGGGG^ GAAffTQTGGQ AACaSATTTG TGGAAGAAGQ MAMMIOT 
S^?^?aGGO MCCAGAGGR ATOTATGAAI CGCIGCTOCA ATOCCACCAC CTGTACCCTO 
SSmSS CTGTOTGOSC ACATOGGCTG TGCIOTOAAB ACTGCCRGCT GAAGCCTGCA 
25 ?AGCAACrCC TGTGAOCTCC CAGAGTTCTG CAOJGGGGOC 

^COTOCT GCCCASCCaA OyrGTACCTG CACGATGGGC ACTCATQTCA GM™W«C 
S^S^CT ACAATQOCAT CTGCCAGACt caCQAOCAGC AQIOTQTCAC *«CTGGSSA 
SgScc TGOGATCIGC TTTGAGAGAO TCAATTCIGC AQGTGATCCT 
SSwAAOT CtCaAAOABT TCCTTTGCCA AATGCGAGAI GAGAGATGCT 
30 TCAAGOftGQI OCCAGCOGGC CAGTCATTGG ™CCAMGOC 

AAAOAACAT CCCCCTOCAG CAAGGASGCC GGATrCIGTQ «GOGGffl« 
SSIct tgStga CATGOOGGAC CCAGGGCTTO TGCTTOCAGG O«aM0TOT 
^^^ATGGAA AAATCTOCCT QAAMOICAA TOtCaAAATA "AGTGTCTT -^^^ 
SgTGTGCAA TGCAGTGCCA CQOCAGAOGG OTOTGCAACA ACMSSAAGAA CTGCCRCrGC 

35 ^^S^acT gSctcc cttctctgac AAcrrrGGct woGAGGAAfi aasAOfS 
ggSagcaga taaccaagot ttaaccatag qaattctogt Mcowccra 

Sg^TT TOtGOITTAT CTCAAAAGGA 
TTTACAAATA AOAASACCAC CATTQAAAAA CTAAlSGIGTG TGOGCCCTTC CCOGCCACCC 
A^OTCA OGCTCACCTC OGCCACCTTQ QAAAAGGCXT O^TGAGGAAG 

40 S^SSS cctacccaS qaaggacaat cccaggagat tgctgcagtq t«oa*«" 

^ IZcOCra^ OGGCCTGAAT GTOCCT«GC 

CTTCCTCCCC TCCACCGGGC CCCAOQTGCA CCTAGCX3TCC CTGCCAGACC CCTGC^ecc 
SSS?^ TTOGGC^C CCRGGC3GACC TGTAAGCCAA ACCCCCCTOV GAAGCCTCTG 
SScAG AACAACTOGQ CTCACTCATG CCTTGGCX:aG 6ACCCCAGGA 

45 Satg^ ctgggctccg cctggcaccc ctcaqaccto ctccacama tccacrc^ 

CTG^AGM CCACCCACAC CGCCTATATT AAGTGAGAAG C CGACMCTT WTTCAAM 
StTTGCACT ATCTTTCAGC TCCAGTTGGA GTTTTTTGTA ^ACtTO^ 
^^^StTTT TaSgTTTAA AACATCATTA CTATAAGAAC TTTGAGCrAC TGCOGT^ 
SSaTGGTGC TCTXnCTACT TGCACAGGXA CTTGTA^J^ ATtAATTTAT 
50 GCAQAATGTT GATTACAOTG CAGTGCGCTG TAGTAGGCAT TTTTACCATC ACTGA6TTTT 
l^^^ ^Sa^CTTGTT GTGCmTAG TATTTTAG^ ^^ESSSS 
ATGGGATTCT GGACAGGATG TQTTTGCTTT CTGATCAAGG CCTTATTGGA AAGCT^CCC 
raGCTGIGC TTATOOTACC AGATGCAGCT CAAGAGATCC CAAGTRG^T 
Stt^ tSStt CCCCATCTCA GGCCAGAGCC AAGGGGCTTC aggtccaggc 
55 TGTGTT?Sc TTTCAGGGAG GCCCTGTGCC CCTTGACAAC TGGCAGQCAG GCTCC^ 
Aa^TGQGA QAAATCTOGC TTCTGGCX3«3 GAAGCTTTGG TQAGAACCTO GGTTGCAffl^ 

^^CTO Stagcc acaccaggat agagactgga acactagaca agccaga^ 

CTGaSaGCC GTOAGCATGT TTGGAAGGGG TCTOTAGTGT CACTCfl^ 

60 CCAGTAGQTT ATTTAGCTTG ggaaaggtgg tgtttctgta agaaaoctac tg^ctggca 

SSSS^ CCACCTCCCT ATACTGCTTG GAGCTGAGCA AATOVOCACA M^TOTAAm 
S^^OT gStTCAGAC AGATCAGGAC TTTCCATGGO ACCACAACTA TTTTaOATG 
^A^^ ACCAQATCTA GTCAATOUVO TCTGTTTACT GCAAGGTTCA ACTTATTAAC 

IS^Sg actcSmo cttgcaaaaa ctacaaccaa tggaatgtga tgttcatggg 

65 ^ScAT GTCTGCTATC ATTATTCGTA GATATTGGAC AAAGAACOT CTCmXGG^ 
CATCCrCTTT TTCCAACTTG GCTGCAGGAA TCnTCAAAAG AXGCTTTTAA <»<»eTCTGA 
^^SS TAA^CTTG CAACCTACCT OTTCffiGCATC ACAGAATGTG ATAAGGAAAT 
atS^ttcc TAAATATTAT GAGATGTGGC ttgggcagca tccccttgaa 
Sot^ TtSaATCCX: TGACTAGQGA GCCATOTTTC ACRAGQTCTT TA^^gTGACT 
70 AATGGCATCA GAAATACAAA AATACTCAGA TAAGGTAAAA TGCCATGAXG CCTCTGTCTT 
SgGaSS^ TTTCACATTA GAAGACAATT GACAAC^ 
TTTATGAGAA AGCCTTCTTT TGGGGTCAAC AGTTTTCCTA TGCTTI^ 
TCTACCRAGA ATCTTGGTTT GCCTTCCAGA AAACAAAACT GCATTTCACT TTCCOGGTGT 
TCcScMT ATCTAGGCAA CATAGTATTC ATCACTATGG ATAAACTAAA OVCGTGACAC 
75 l^^C CCAGCTCTAA TACATTCCAA CTCGTATAGC ATGCATCTGT 

S^ttSSa GTTATTAAGT TCTTTAAAAT GXAAAGCCAT gctqgw^ ^^^p, 
AGATACATAC A6AATTACTQ TAACTGATTA CACTTGGTAA TTOTJ^ g^^^A 
TATATACTAT TAAAAAGGTT TACAGAATTT TATGGTOCAT TAOGTGQGCA TTGTCTTTTT 
J^^CC^ ATCCTTAGAT CTGGCATGTT AfiCCCTTCCT CCAATTATAA GAGGATAMA 
80 ACCAAAAAAA AAAAAAAAAA AA 
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Protein Acceseion #s NP_003465 
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1 11 21 31 41 51 

I I I I I t 

HAARPLPVSP ARAI*U*ALAG AIiLAPCEARG VSLHKBGRAD EW8ASVRSG DLWXPVKSFD 60 

SKNHPBVLMI RLQRESKELI INLERNDGLI ASSFTETHYI* QDGTDVSLAR NYTVILGKCT 120 

YHGHVRGYSD SAV8LSTCSG LRGLZVFEKE SYVLEPMKSA TNRYRLPPAK RIjKSVRQSOG 180 

SRBNTFKLAA XNVFPPPSQT HARRHKRETL KATKYVELVX VADMREPQRQ GKDLBRVXQR 240 

LZBZAMHVDK FYRPLNIRXV LVOVBVHNDM DKCSVSQDPP TSLHEFLONR RMKLLPRKSK 300 

DNAQLVSOVY FQGTTIOIAP IMSMCTADQS GGIVMDHSDN PLGAAVTLAH ELtSHHPOOW 3 SO 

DTUDRGCSOQ MAVEKGGCIM NASTGYPPPM VPSSCSRKDL ETSLBKGMGV CLFNI»PEVRE 420 

SPGGQKOaTO FVBBGEECDC GBPEBC«NRC CNATTCTLKP DAVCAHGLCC BDGQLKPAGT 480 

ACRDSSMSGD LPEFCTGAS? HCPANVYIiHD GRSGQSVDGY CXNGIGQTHB QQCVTLMGPG 540 

WCPAPGICPE RVNSAGDPYG BOGKVSKSSP AKCEMRDAKC GKIQCQG0A8 RFVIGTNAVS 600 

IBTNIPLQQG GRILCRGTHV YIXa3DMPDPG LVLAQTKCAD GKICLKRQOQ KISVPGVHEC 660 

AHQC3IGRGVC NNRKHCHCEA KWAFPFCDKF GFGGSTDSGP IRQADNQGLT IGILVTILCL 720 

LAAQFWYLK RKTLIRLLFT HKKTTIEKtiR CVRPSRPPRG FQPOQAKLSK LGKGU4RKPP 780 

DSYPPKiaiPR RLLQOQUVDI SRPLKGUIVP QPQSTQRVLP PLHRAPRAPS VPARPLPAKP 840 

ALRQAQ6TCK PKPFQKPLPA DPLARTTRLT HALARTP6QN ETGLRIAPLR PAPQYPHQVP 900 
RSTHTAYIK 



Seq ID NO: 99 DWA sequence 

Nucleic Acid Accession »> NM_003714 

Coding sequence: 135.. 1043 

1 11 21 31 41 51 

I I I I I I 

GAGQAGGAGG GAAAAG60GA GCAAAAAGGA A6AGTGG6A0 GAGGAGGGGA AGGGGGQAAG 60 

GA6GAAGAG6 AGGAGGAGGA AGAGGGGAGC ACAAAGGATC CA6GTCT0CC GAGOGGAGGT 120 

TAATACCAAG AACCATGTGT GCOGAGCGGC TGGQCCAQTT CATGACCCTO OCTTTGGTGT 180 

TOGCCACCTT TGACCCGGOG CGGGGGACCG ACGCCACCAA CCCACCOQAO GGTCCCCAAG 240 

ACAQGAGCTC CCAGCAGAAA GGCCGCCTGT CCCTGCAGAA TACAGOSGAG ATCCAGCACT 300 

GTTTGGTCAA CGCT6GGQAT GTGGGGTGTO GGSTQTrTGA ATGTTTGQAa AACAACTCTT 360 

GTGAGATTOO GGGCTTACAT GGGATTTGCA TGACTTTTCT 6CACAA0GCT GGAAAATTTG 420 

ATOCCCAGGG CAAGTCATTC ATCAAAGACG CCTTGAAATG TAAG6CCCAC GCTCTGCGGC 480 

ACAGGTTCGG CTGCATAAGC CGGAAGTGCC CX3GCCATCAG GGAAATGOTO TCCCAGTTGC 540 

AGCGGGAATG CTACCTCAAG CACGACXrTGT GC300GaCTGC CCAGGAQAAC ACCCGGGTGA 600 

TAGTGGAGAT GATGCATTTC AAGGACTT6C TGCTGCACGA ACCCTAOGTG GACCTGGTGA 660 

ACTTOCTGCT GACCTGTGGG GAGGAGGTGA AGGAGGCCAT CACCCACAGC GTGCAGGTTC 720 

AGTGTGAGCA 6AACTGGGGA AGCCTGTGCT CCATCTTGAG CTTCTGCACC TOGGCCATCC 780 

AGAAGCCTCC CACGGCGCCC CCCX3AGCGCC AQCCCCAGGT GGACAGAACC AAGCTCTCCA 840 

GGGOCCACCA CX3GGGAAGCA GGACATCACC TCCCAGAGCC CAGCAGTAGG GAGACTGGCC 900 

GAGQTGCCAA GGGTGAQCGA GGTAGCAAGA GCCACCCAAA GGCCCAT6CC GQAGGCAGAO 960 

T0GGGG6CCT TGGGGCTCAG GGACCTTC06 GAAGCAOOGA 6TGGGAA0AC OAACAOTCTO 1020 

AGTATTCTGA TATCCGGAGG TGAAATGAAA GGCCTGQCCA OGAAATCTTT CXTTCCACXSCC 1080 

GTCCATTTTC TTATCTATGG ACATTCCAAA AC31TTTACCA TTAGAGAGGG GGGATGTCAC 1140 

A06CAGGATT CTGTGGGGAC TGTGGACTTC ATOGAGGTGT GTGTTGGGC3G AAGGGACAGG 1200 

TGAGATGGAO ACCCCTGGG6 CG6TGGGGTC TGAGGGGTQC CTGOTO AATT CTGCACTTAC 1260 

AOGTACTCAA G06AGCX3CGC 0CX300TTATC CTOGTACCTT TOTCTTCTTT CCATCTGTGG 1320 

A6TCAGTGQG TGT0GGCC6C TCTQTTGTGG GGGAGGTGAA CCAGGGAGGG GCAGGGCAAG 1380 

GCAGGGCCCC CAGAGCTGGG CCACACAGTG GGTGCTGGGC CTCGCCCCGA AQCTTCTGGT 1440 

GCAGCAGCCT CTGGT6CTGT CTCGGOGGAA GTCAGGGCGG CTGGATTCCA G6ACAGGAGT 1500 

GAATGTAAAA ATAAATATOS CTTAOAATGC AGGAGAAGGG TGGAGAGGAO GCAGGGGOOG 1560 

AGGGGGTGCT TGGTGCCAAA CTGAAATTCA GTTTCTTGTG TGGGGCCTTG OGGT TCAQ AO 1620 

CTCTTGGOGA GGGTGGAGGG AGGAGTCTCA TTTCTATGTG TAATTTCTQA GC CATT GTAC 1680 

TOTCTGQGCT GGGG(5GGACA CTGTCCAAGG QftOTGGCCCC TATGAGTTTA TATTTTAACC 1740 

ACrOCTTCAA ATCTOGATTT CACTTTTTTT ATTTATCCA6 TTATATCTAC ATATCTOTCA 1800 

TCTAAATAAA TGGCTTTCAA ACAAAGCAAC TGG6TCATTA AAACCAOCTC AAAGGGGGTT 1860 

TAAAAAAAAA AAAACCAGCC CATCCTTTQA GQCTGATTTT TCTTTTTTTT AACTTCTATT 1920 

TTAAAAQCTA TCAAACAG06 ACATAGCCAT ACATCTGACT GCXTTGACATG GACTC CTGCC 1980 

CACTTGGGGG AAACCTTATA CCCAQAGGAA AATACACACC TGGGGAGTAC ATTTGACAAA 2040 

TTTCCCTTAG GATTTOGTTA TCTCACCTTG ACCCTCAGCC AAGATTGGTA AAOCTGOGTC 2100 

CTGGCGATTC CAGGAOAOOC ACCIG6AAAC CIGGCTTCTC CATGTGAOGO QATGGGAAA& 2160 

GAAAGAAGAG AATCAAGACT ACTTAGTAAT TCOCATCAGG AAAT6CTGAC CTTTTACATA 2220 

AAATCAAGGA QACTGCTQAA AATCTCTAAQ GGACAGGATT TTCCAGATCC TAATTGGAAA 2280 

TTTAGCAATA AGGAGAGGAG -TCCAAGGGGA CAAATAAAGG CAGAOAGAaA 6AGAGAGA6A 2340 
GGGAGAGGAA GAAAAGAGAG AGAGAAAAGA GCCTGGTGCC 



Seq ID N0» 100 Protein sequence 
Protein Accession Ut 1IP_003705 

1 11 21 31 41 51 

I I I I 1 I 

MCAERLGQFM TLAXiVIiATFD PARGTDATMP PG6PQDRSSQ QKGRLStiQNT AEIQRCLVNA 60 
GDVGOGVPEC FENKSCEIRG LHGICMTPLH MAGKFDAQGK SFIKDALKCK AHALRHRF6C 120 
ISRKCPAIRE MVSQIiQRECY LKHDLCAAAQ ENTRVIVQ4I HFKDU*LHEP YVDLVNLLLT 180 
C6EBVKBAIT HSVQVQCECaN NOSLCSIliSF CTSAIQKPPT AFPERQFQVD RTKLSRAHBG 240 
EAGHSLPBPS SRETGROARO BROSXSRPMA KAR6RVG6LG AQGPSGSSGH EDBQSEY8DI 300 
RR 



Seq ID NO I 101 DMA sequence 
Nucleic Acid Accession ft: NM_00S940 
Coding sequencei 23.. 1489 



990 



wo 03/042661 



PCT/US02/36810 



AAGCCCA6CA GCCCCGGOGC GGATGGCTCC GGCOOCCTOe CTCCGCAfiOO OMCOGOMQ 
'^^^ SS^C TGCTGCTGCT GCTCC^CCO COGCOSCTGC 
TCTGCaSCOO OAOGTCCaCC ACCICCKIGC OGRGAGGAGG GGGCCACHeC CCTGGCRTaC 

^S^S mtmcSm cacctocccc tgccrcgcag gaagcccccc ggcctgocrg 

5 ^^^S CCT^^ OTGOCGTGCC CQACCCATCT GIVTGGGCT«. 

SScmaS ^S^c tttctggcgg ocgctoggag wvqaoqsacc 'cmcta^ 

SmOTO^ WoStGGC AGTTGGTGCA OGAGCROOTO OOOCA.^ 
mSaMOW TGOABOaTO TGACQOaCT CACCTTTACT GAGGTGCAOG MSGCCCTGC 
$§^^M ISlTCO CCAGOTACTO GCATQOQGAC GACCTGCCGT TTGATGGGCC 

10 ctogccStg ccttcttccc ckagactcac ogagaaggqo MrarcocTT 

SmoS Sgacctgoa ctatogggga tgaccaggqc acaomcxgc 

S^TGAA m^OQ TOCTOGGGCT QCAGCAOVCA ACRGCWSCOV *OGCCCTaT 

mSmrrc TAmccTTTC owaoccact gagictcagc ccagatgact gcaggggcgt 

SScAC TGTCACCICC AGGACCCCAG CCCTGGGCCC 
15 ?^^ctSo ATAGACACCA ATGAGATTGC ACCGCIGOAG CCAOACGCCC OeCCMATOC 
^CCTTTGACG OGQTCTCCAC CATCOOAGGC GAGCICTTrT TOT^^fS 

S^Sttgxo tggcgcctcc otgggggcca gcigcasccc ggctacccag rari^c 

SSoACTM CMGGACIGC CCRflCCCKSr GGACGCIGCC ITCGAGQATO 
^?5SS?C iTCOASGTG CTCAGIACIO GQIGTACGAC GOIOAAAAQC «Sr^GGG 
20 CTCACCGAOC TGGGCCIGGT GAG8ITCCCG CTCCATCCTO CCTTOBTCTQ 

^^tcSag aaqaacaaga tctacttctt ccgabgcagg caciACiGOC owrcraccc 
SS^So Sagaca gtcocgtgcc ccgcrggqcc AcrmaoOA 0*MWTGCC 

^^ATC GftCGCIGCCI TOCaGQATGC TGATGGCTAT OCCTACTTCC TGOGCGGCCO 
S?^^ ^TTCACC CWHGAAGGT GAAGGCTCTO GAAGGCTTCC COCCTCTOQI 

75 ^S?^C TTCTTTOGCT GTCCCGAGCC TGCCAACACT TTCCTCTOAC <M03CTTGG 
l^^l aGGTGCTGAC CCCTGCCAGG CCAOGAATAT CMGCMflM »«^SOCC 
ATCrSGiGQ Sgiggocac CAGGCATQGO RCTGAGCCCA TerCTCCTGC ^OSOQMM 
^000^ AACCACCATG ACAACTGCCG GOAGQGCCAC GCAGGTCGTO OTCACCTOCC 
S??^ SSeOO CAGGGAGGCX TTGOCATGAC TTAAGAGOJA OSGOGTCTT 

30 ATOCAGGTCC TOQCAAACCT OOCIOCCCTG TCTCATCCCT GKCCTCAOO 

^^^^ ScAGGACTG GGGOARCTOO AOTCTCCITa CtOTATCCCT WWrTOOTT 
GQCTOGCACT GAAOCAAOGO TQCIGGGOCC CCATGGCCIT ^COCTOOC 

i^SSScre cKraraoQG caoggccact tcctqaogtc AGisrcTTGer agotgcctgc 

ISSSiSSS SSSSgCTO ^MCCrOG AAATCTQTTC TCCAGAATCC AGGCCAAAAA 

35 ^^^^^^^^J^^T^^^^'SS^ 

CAACATACCT CAATCCTGTC CCaGGCCGGA TCCTCCIGAA «COTTTTOQ CAGCAC™^ 
SoCTCCAAA GCCATTGTAA ATCTGTGTAC AGTGTGTATA AACCTTCTTC TTCTrTTETT 
TTTTTAAACX GAOGATTCTC ATTAAACACA GTTGTTTTCT 



60 
120 
IBO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 



40 

45 

50 

55 

60 

65 

70 

75 

80 



Seq ID NO I 102 Prahein aeouence 
Protein Accession ft: 1IP_00S931 



11 
I 

AASALLPFML 
PASSLRPPRC 
AEALKVHSDV 
VHFDYDETWT 
RGVQHLYGQP 
PKAOFVWRLR 
VliGPAPLTEL 
GVPSEIDAAF 



1 
1 

MAPAAm^KSA 
PAPATQEAPR 
LVQEQVRQTO 
FFPKIHREGO 
YPLSXjSFI^C 
VSTIRGELFP 
QYWVYDGEKP 
PVPBHATDWR 
AEPANTFL 

Seq ID NO: 103 DNA sequence 

Nucleic Acid Accession NM_033151.2 

Coding sequence : 351 - . 4499 



21 
1 

LLLLOPPPI^ 
GVPDPSDGLS 
TPLTFTEVHE 
I6DDQ6TDLL 
WPTVTSRTPA 
GGQIiQPGYPA 
GLVRFPVHAA 
QDADGYAYFX* 



31 
I 

ARALPPDVHH 
ARHRQKRFVL 
GRADIMIDPA 
QVAAHEPOHV 
LGPQAGIDTN 
liASBHMQGLP 
LVH6PEKNKI 
RGRLYHKFDP 



41 
1 

LHAERBGPQP 
SGGRMEKTDL 
RYHHCSDDIiPF 
LGLQHTTAAK 
BIAPLEPDAP 
SFVDAAFEDA 
YFFRGRDYWR 
VKVKALE6FP 



51 

HHAALPSSPA 60 

TYRIIiRFPWQ 120 

DGPGGILAHA 180 

ALMSAFYTFR 240 

FDACEASFDA 300 

QGHIHFFQGA 360 

FHPSTKRVDS 420 

RLVGFDFFGC 480 



ACTGGGATAA 
GCCCAQGATC 
ACTAA6T6AT 
TAAGGAGAGG 
GTAGTGCCCC 
CTTTTCATAT 
AGAGGACATA 
GC6ATGACAT 
GTCAGCAAGA 
ATGATGCTGC 
A6CCCCTGGA 
TGATCCAAAG 
ATGCCTCAGA 
GAGGGATTGA 
TTTTC6ATGC 
TTATACCAAA 
GACTCTGCTT 
GGATCATCAA 
AGAAGCTCAT 
TCACC66TGA 
CCTGCSCATC 
TTATTGCCAT 
CTSIGAAGGC 
AAGTTCTCAC 



11 
i 

AGCAAGAAGA 
AAGGGTGCGG 
TTGGGCCTGA 
AAAGAGCAGG 
CTCTTCTGGC 
TCTCTGATTC 
CTGGGTGCCC 
GGTTTCRGGA 
GAGAAATCCT 
CTTGAGAACC 

CAATGcrocac 

CTTAOGGAGT 
CAAAAATGTC 
AAAAGCTTCA 
ACTTCTGGGC 
GATCCTC3GAA 
TGCCCTTTTT 
CCAAOQCACA 
CCAATTTAAG 
TGTAAACTAC 
GCTGG7GATC 
CTTATGCTAT 
TCAGCATCAC 
TT6CATTAA6 



21 
I 

CIGATTTTAT 

tgttgggggt 
ggcx:tgagaa 
cacccaaacc 
tgctcaaggc 
tgggaaagqa 
aactcttctg 

CTTATTTATA 
GAGGCTCCAG 
ATGATTCCCT 
CIGTTCTCCT 
OGCTTAGATG 
CAAAGGCTTC 
GTGCTTCTGG 
ATCTGCTTCT 
TATTCAGAAC 
CTCTCOQAAT 
GCC31TCAGGT 
TCTGTAATAC 
CTGTTTGAAG 
TGCnSCATTT 
CTCCTGGTTT 
ACATCTGAGG 
CTGATTAAAA 



31 
1 

GAGCAOGQCrr 
GGGTTGGGGA 
GATGTTTAAA 
TCTGCATGGC 
GfiGATCTAAG 
AGAATTGGCA 
GTGGCCTCGT 
AAACCTATAC 
GGAGGGCAGC 
TCOSTCCCAA 
ACCTCACOQT 
AGAAC ACCSy r 
ACCGCCTTTG 
TCATGCTGAG 
GCATTGCCAG 
AGCAGTTGGG 
GTGTQAAGTC 
TCC36RGCAGC 
ACATCACXrPC 
GG6T6TGCTA 
CTTCCTACTT 
TGCCACTGGC 
TCAOOGACCA 
TGIACACAT6 



41 
I 

TTGATACATC 
GGGTGQTTAG 
AAGAGGGATC 
CCCAATATGC 
CTTCTTCTAA 
GGAACTGAAA 
6AATCGTGGC 
TCTCCAAGAT 
TGTCCCACCX3 
GCCX5AGGTTT 
GTCATQGCTC 
CCCTCCACTG 
GGAAGAAGAA 
6TTCCAGAGA 
T6TACT0G(^ 
GAATGTTGTC 
TCTGAGTTTC 
TGTTTCCTCC 
AGGA6AG6CC 
TGGACCCCTA 
CATTATTGGA 
GGTATTCATG 
GGQCATCCQT 
GGAGAAACCA 



51 

i 

AAAGQAGATT 
AGAAGGTTTC 
AAGCACAG6C 
TCCCIGCftOG 
CTCCTGCTGT 
ATGACTAGGA 
ATCGACATAG 
GGCXCCTGGA 
TGGGG6AAGT 
OCTGCCCCCC 
ACCCOGCTCA 
TCAGTCCATG 
GTCTCAAGGC 
ACAAGGTTGA 
GCAATATTGA 
CATGGAffTGG 
TCCTCCAGTT 
TTTGCCTTTG 
AXGAGCTTCr 
GTACTGATCA 
TAOVCTGCAT 
ACAAGAATGG 
GTOACCAGTG 
TTTGCAAAAA 



60 
120 
160 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 



991 



wo 03/042661 



PCT/US02/36810 



TCRTTGAAQA CCTAAGAAG6 AAGGAAAQGA AACTATTGGA GAAGTGOGGG CTTQTCCAGA ISOO 
OCCTGACAAG TATAACCTTG TTCATCATCC CCACAOTGOC CACACCGGTC TGGGTTCTCA 1560 
TCCACACATC CTTAAAGCT3 AAACTCACAO CX3TCAATGGC CTTCAGCATG CTQGCCTCCT 1620 
TCAATCTCCT TCX50CTGTCA GTGTTCTTTG TGCCTATTGC AGTCAAACGT CTCAC GAATT 1680 
5 CCAAGTCTGC AGTGATGAGG TTCAAGAAGT TTTTCCTCCA GOAGAGCOCT GTTTTCTATQ 1740 
TGCA6ACATT ACAAGACCCC AGCAJVAOCTC TOOTCrTTOA GQAGGOCAOC TTGTCATGGC 1800 
AACAQACCTG TCCC30GGATC GTCAAT60G6 CACTGeAOCT GGAGAGGAAC QGGCATQCTT 1060 
CTQAGGGCSAT GACCAOGCCT AGAGATGCCC T0G6GCCAGA GGAAGAAGGG AACAGCCTGO 1920 
GCCCA6A6TT GCACAAGATC AACXrTGGTGG TGTCCAACG5 GATOATGTTA GGGGTCTGGQ 1980 
10 GCAACAOGGG GAGTGGTAAG AGCAGCCTGT TGTCAGCCAT CCTGGAGQAG A TGCAC TTGC 2040 
TGGASGGCTC GGTGGGGGTG CA6G6AAGGC TGGCCTATGT GCCCCAGCAO G CCTGG ATOG 2100 
TGAGOaOGAA CATCAGGGAG AACATCCTCA TGG6AG60GC ATATGACAAO OCOC GATACC 2160 
TCCAGQTGCT CCACTGCTGC TOCCTGAATC GGGACCTGQA ACTTCTGCCC TTTGGAGACA 2220 
TQACAGAGAT TGGA6AG0GG GGCCTCAACC TCTCTGGGGQ GCAGAAACAG AGGATCAGCC 2280 
15 TCGCOOGOGC CGTCTATTCC GACC6TCAGA TCTACCTGCT GGACGACCCC CTOTCXGCTG 2340 
TG6A0GCCCA CQ TO G OQ AAG CACATTTTT6 AG6AGTQCAT TAAQAAOACA CTCAOGGGGA 2400 
AQAOGOTCGT CCrOOTQACC CACCAGCIGC AOTACTTAGA ATTTTOTGOC CAQATCATTT 2460 
TGTTGGAAAA TGGQAAAATC TGTGAAAATG QAACTCACAG TQAGTTAATG CAGAAAAAGG 2520 
GGAAATATGC CCAACTTATC CA6AAGATGC ACAAGGAAGC CACTTCGGAC ATGTTOCAGQ 2580 
20 ACACAQCAAA GATAGCAGAG AAGCCAAAGO TAGAAAGTCA GGCTCTQQCC ACCTCCCTGO 2640 
AAGAOTCTCT CAA0G6AAAT OCTOTOOO G Q AGCATGAOCT CAGACAGQAG GAGGAGATGO 2700 
AAGAAGGCTC CTTQAQTTGO AGGGTCTACC ACCACTACAT CCAGGCAGCT GGAGGTTACA 2760 
TGOTCTCTTG CATAATTTTC TTCTTOGTGQ TGCTGATC6T CTTCTTAAOG ATCTTCAGCT 2820 
TCTGGTGGCT QAGCTACTGG TTGGAGCAOQ GCTCGGGGAC CAATAGCAGC CXSAQAGAGCA 2880 
25 ATGGAACCAT GGCAGACCTG GGCAACATTG CAGACAATCC TCAACTGTCC TTCTACCAGC 2940 
TGGTGTACXSG GCTCAACGOC CTGCTCCTCA TCTGTGTGGG GGTCTGCTCC TCAOQO ATTT 3000 
TCACC3UU«rr CACGAGGAAG GCATCCAOGG CCXTTGCACAA CAAQCTCTTC AACAAGGTTT 3060 
TCCGCTGCCC CATGAGTTTC TTTGACACXA TCCCAATAGQ COGGCTTTTG AACTGCTTCG 3120 
CAGGQGACTT GGAACAGCTO GACCAGCTCT TGCCCATCTT TTCAGAGCAG TTCCTGGTCC 3180 
30 TGTCCTTAAT GGTGATCX3CC GTCCTGTTGA TTGTCAGTGT GCTGTCTCCA TATATCCTGT 3240 
TAATGGGAGC CATAATCATG GTTATTTOCr TCATTTATTA TATOATOTTC AASAAfiGCCA 3300 
TCGGTGTGTT CAAQAGACTG GAGAACTATA GCOGGTCTCC TTTATTCTCC CACATCCTCA 3360 
ATTCTCTQCA AGGCCTGAGC TCCATCCATO TCTATG6AAA AACTGAAGAC TTCATCAOCC 3420 
AGTTTAAGAG GCTGACTGAT GCGCAGAATA ACTACCTGCT CrrTGTTTCTA TCTTCCACAC 3460 
35 GATGGATGGC ATTGAGGCTG GAGATCATQA CCAACCTTOT GACCTTGOCT GTTGCCCTGT 3540 
TOGTGGCTTT TGGCATTTCC TCCAOCCCCT ACTCCTTTAA AGTCATGGCT GTCAACATG6 3600 
TGCTGCAGCT GGOGTCCAGC TTCCAGGCCA CTGCCCGGAT TG6CTTGQAO ACAGAGQCAC 3660 
AGTTCACGGC TGTAGAGAGG ATACTGCAGT ACATGAAGAT GTGTGTCTOO 6AAGCTCCTT 3720 
TACACATGGA AGGCACAAOT TGTCCCXIAGG GGTGGCCACA GCATGGGGAA ATCATATTTC 3780 
40 AGGATTATCA CATGAAATAC AQAGACAACA CACCCACCX5T GCTTCAC3S6C ATCAACCIGA 3840 
CCATC06GGG CCAOGAAOTG GTGG6CATCX3 T6GGAAGGAC GGGCTCTQQO AAGTGCTCCT 3900 
TGGGCATGGC TCTCTTCC36C CTOGTGGAGC CCATGOCAGG CC3GGATTCTC ATTGAGG6GG 3960 
TGGACATTTG CAGCATCQGC CTQQAGGACT TGOSQTCCAA GCTCTCAGTa ATCCCTCAAQ 4020 
ATCCAOTQCT GCTCTCAGQA ACC^TCAGAT TCAACCTAGA TCCCTTTGAC OGTCACACTO 4080 
45 ACXJWSCAGAT CTGGGATGCC TTGGAGAGGA CATTCCTGAC CAAGGCCATC TCAAAGTTCC 4140 
CCAAAAAGCT GCATACAGAT GTQGTGGAAA ACQOTQGAAA CTTCTCTGXO OGGGAGAGGC 4200 
AGCTGCTCTG CATTGOCAGG GCTStOCTTC GCAACTCCAA GATCATCCTT ATCGATGAAG 4260 
CCACAGCCTC CATTQACATG GAGACAGACA CCCTGATCCA 6CX3CACAATC CQTGAAGCCT 4320 
TCC3W3GGCTG CACOGTGCTC GTCATTGCCC ACCGTGTCAC CACTGTOCTG AACTGTGACC 4380 
50 ACATCCTQ6T TATGGGCAAT GGGAAGGTGG TAGAATTTGA TCGGC06GAO GTACTGOGGA 4440 
AGAAOCCTGG 6TCATTQTTC QGAGCCCTCA TOQCCACA6C CACTTCTTCA CTGAGATAAO 4500 
GAGATGTGGA GACTTCATGG AGGCPGGCAO CTQA6CTCAG AGGTTCACAC AGGTGCAGCT 4560 
TCGAGGCCCA CAGTCTGOGA CCTTCTTGTT TGGAGATGAO AACTTCTCCT OOAAGCAGGG 4620 
GTAAATGTAQ GGGGGGTOGG GATTGCTGGA TGQAAACOCT GGAATAGGCT ACTTGATGGC 4680 
55 TCTCAAGACC TTAQAACCCC AGAACCATCT AAGACATGGQ ATTCAGTOAT CATGTOOTTC 4740 
TCCTTTTAAC TTACATGCTG AATAATTTTA TAATAAGOTA AAAOCTTATA GTTTTCTGAT 4800 
CTGTGTTAGA AGTGTTGCAA ATGCT6TACT aACTTTGTAA AATATAAAAC TAAGGAAAAC 4860 
TC 

60 8eq ID NO I 104 Protein sequence 
Protein Accession fft HP_149163.2 

1 11 21 31 41 51 

65 MTRKRTYWVP NSSGGLVNRG IDIGDDMVSG LIYKTYTWJD GPWSQQERNP EAPGRAAVPP 60 

WGIWDAALRT MIPPRPKPRP PAPQPLDNAG LF8VLTVSWL TPLMIQSLRS RLDBITIPPL 120 

SVHDASDKNV QRLHRLWEEB VSRRGIBKAS VLLVKLRPQR TRLIPDALLO XCPCIASVIX5 180 

PILIIPKILE YSEEQLGNW HGVGLCPALF LSECVKSLSP SSSWIIKQRT AIRFRAAVSS 240 

PAPEKLIQPK 8VIHITSGEA ISPPTGDVNY UFBGVCYGPL VLITCASLVI CSISSYFIIG 300 

70 YTAFIAILCT LLVPPLAVPM TRMAVKAQHH TSEVSDQRIR VT8EVLTC1K XiXKKYTWBKP 360 

PAKIIEDLRR KERKLLEKOG LVQSLTSITL FXZPTVATAV HVLZHTSLKL KLTA SMAF SM 420 

LASUJIiliRLS VPFVPIAVKG LTNSKSAVMR FKKPPLQBSP VPYVQTLQDP SKALVFBBAT 480 

LSWQQTCPGI VNQALBLERN GHASBGMTRP RDALQPEEBG NSLQPELHKI NIjVVSKGMMIi 540 

GVOGNTGSGK SSLLSAILEE MHLLBGSVGV QGSIAYVPQQ AWIVSGNIRB NILMGGAYDK 600 

75 ARYLOVLHCC SUIRDLELLP FGDWTSIQBR GUJIiSGGQKQ RISLARAVYS DRQ1YLU5DP 660 

LSAVDAKVGK HIPBECIKKT LRGKTWLVT BQLQYIiEPCG QXXLLEHGKI CBHGTBSEUI 720 

QKKGKYAQLI QKMHKEATSD MLQDTAKIAB KPKVBSQALA TSLBBSINGM AVPHJQI«TQB 780 

EBMEBGSLSW RVYHHYIQAA GGYMVSCIIP PFWLIVPLT IPSPWWLSYW LEQGSGTNSS 840 

RESNGTMADL GNIADNPQLS PYQLVYGLNA IiLLICVGVCS SQIPTKVTRK ASTALHNXLF 900 

80 MKVPRCPMSP FDTIPIGRU* MCPAGDLEQL DQLLPIP8BQ PLVLSLMVIA VLLIVSVLSP 960 

YILLMGAIZM VICPIYYMMP KKAIGVFKRL aiYSRSPLFS BILNSLQGZtS SIKVYGRTED 1020 

PISQFKRLTD AQNNYLLLPL SSTRWMALRL BIMTOLVTIA VAIiFVAFGIS STPYSPBCVMA 1080 

VNXVLQLASS PQATARZGl£ TBAQFTAVSR XLQYKKMCV8 BAPIJIMBGT8 CPQGMPQHGB 1140 

IIFQimiMKy RDNTPTVLBG INLTXRGRBV V0ZVGRT6SG KSSL6MALFR LVBPMA6RZL 1200 

992 



wo 03/042661 



PCTAJS02/36810 



IDGVDICSIG LEDLRSKLSV IPQDPVLLSG TIRFNLDPPD RHTDQQIWDA LERTFLTKAI 
SKFPKKLHTD WEMGGNFSV GERQLLCIAR AVLRNSKIIL JDEATASIDM ETDTLIWTl 
REAFQGCTVL VIAHKVTTVI. NCDHILVHGH GKWBFDRPE VLRKKPGSLF AAWIATATSS 
LR 



1260 
1320 
1380 



Seq ID NO: ICS DMA sequence 

Nucleic Acid Accession fts Eos sequence 

Coding sequence I 1..4043 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



1 11 21 31 41 51 

ItGACTAGGA LaGGACATA CTGGGTGCCC AACTCTTCTG GTGGCCrCGT GAATCGTGGC 
A??S^TAG GC^G^T OGTTTCAQGA CTTATTTATA AAACCTATAC TCTCCAAGAT 
GtSg^ GAGAAATCCT GAGGCTCCAG GGAGGGCAGC TGTCCOICCQ 

?^St a?S?S cttgagaacc atgattccct tccgtcc^ 

CCTQCCCCCC AGCCCCTGQA CAATGCTGGC CTGTTCTCCT ACCTCACCGT GTCATGGCTC 

acccSctS tgatccaaag cttacggagt cgcttagatg agaacacxiat ccctccactg 
tS^tg atgc^^ caaaaatotc caaacgcttc acogcctttg gqsagaaoaa 
^^^S^ aaaagcttca gtocttctgg tgatgctgag gttcca^ 

^ggttga ttttcgatgc acttctoggc atctgcttct gcattgccag tgtactoggg 

CCAATATTGA TTATACCAAA GATCCTGGAA TATTCAGAAG AGCAGTTGGG GAATOTTOTC 
^^7^ aACTCTGCTT TGCCCTTTTT CTCTCOGAAT GTGTGAAGTC ™?TTTC 
TCCTCXy^OTT GaATC3^TCAA CCAACXSCACA GCCATCAflGT TCCGAGCAGC TGTTTCCTCC 
SSS???G agScat CCAATTTAAG TCTGTAATAC acatcacctc a^agaggcc 
irSGCTTCT TCACCGGTGA TGTAAACTAC CTGTTTGAAG gggtgtgcta tggaccccxa 
StACTGATCA CCT6C6CATC GCTGGTCATC TGCAGCATTT CTTCCTACTT CMTMTG®^ 
?I^CAT TTATCOCCAT CTTATGCTAT CTCCTCGTTT TCCCACTGGC GOTATTOTG 
ACAAGAATGG CTGTGAAGGC TCAGCATCAC ACATCTGAG6 TCAGCGACCA GCGCATCOGT 
G^^^ ™TTCTCAC TTGCATTAAO CTGATTAAAA TGTACACAl^ ^GAG^ 
TTTGCAAAAA TCATTGAAGG TATGGAAAGT CTOACTTTCT GCTCCAAACC TGGTffl^ 
S^^^CTT^ GCATGCTGGC CTCCTTGAAT CTCXTTCGGC TCTCAGTGTT CTTTOTGCCr 
ATTGCAGTCA AAGGTCTCAC GAATTCCAAG TCTGCAGTGA TOAGGTTCAA OAAQTTTTTC 
SccSgAGA GCCCTGTTTT CTATGTCXaa ACATtACAAG ACCCCAGCAA AG^ClGGTC 

SSagqagg ccaccttgtc atggcaacag acctgtcccg ggatcgtcaa tgo^cactg 
Sgctggaga ggaacgggca tgcttctgag gggatgacca ggcctagaga tgcotoo^ 

^SgGAAG AAGGGAACAG CCTGGGCCCA GAGTTGCACA Ji^ATCAAOT 

AAGGGGATGA TGTTAGGGGT ctgcggcaac acgggqagtg gtaagagcag cctottgtca 
S^Stot^ aggammv cttgctcgag ggctcggtgg gggtgcaggg aagcctggcc 

tS^?S ACaC^ GATCGTCAGC GGGAACATCA GGGAGAACAT CCTCATKQA 
SScSSq SgCCCG ATACCTCX3«3 qtgctccact gctgctccct ^tcgggac 
Sggaacttc tqccctttgg agacatgaca gagattggag agcggggcct caaoctctct 
GGMGGCMA aacagaggat cagcctggcc cgcgccgtct attccgaccg tcagatctac 
S^S^ SS^TGTC tgctctggac gcccacgtgg ggaagcacat ttttgaqsag 
tgcmtaaS agacactcag ggqgaagrcg gtcotcctgg tgacccacca gctgcagtac 
gtggccagaJ cattttgttg gaaaatggga aaatctgtga aamggaact 
S^St taatgcagaa aaaggggaaa tatgcccaac ttatccagaa gmgocaag 

GAAGCCACTT CGGACATGTT GCAGGACACA GCAAAGATAG CAGAGAAGCC W^OTAGAA 
^SSSc ^^CCTC CCrOGAAGAO TCTCTCAAC3Q GAAATGCTGT GCCGGAGCAT 
S^SSS^ I^^^AGGA GATOGAAGAA GGCTCCr^ 

TACa^TCCAGG CAGCTGGAGG TTACATGGTC TCTTGCATAA TTTTCTTCTT ^T^CTQ 

atStcttct taacgatctt cagcttctgg tggctqagct acxggttgga ocag^ctcg 

QQ^CCAATA GCAGCGQAQA QAGCAATGGA ACCATGGCAG ACCTGGGC3UI CATTGCAOAC 
SS^S^c ?^Stcta MVGCTGGTG TACGGGCTCA ACGCCCTGCT cctcatctgt 
SSS^T GCTCCrCAGG GATTTTCACC AAAGTCACGA GGJJJGGCATC C^O^^^ 
CACAACAAGC TCTTCAACAA G6TTTTCCX3C TGCCCCATGA GTTTCTTTGA CACCMCCCA 

Saggccggc TTTTGAACTG CTTCGCAGGG gacttggaac agctogac^ GC^^Sg 

ATCTTTTCAG AGCAGTTCCT GGTCCTGTCC TTAATGGTGA TCG^TOCT CTTQOTOTC 
MTGTGCTCT CTCCATATAT CCT6TTAAT0 GGAQCCATAA TCATGGTTAT TT6CTTCATT 
GGCCATCQGT ffrGTTCAAGA 6ACTGGAGAA CTATAGCCGG 
TCTCC^ CCTCAArrCT CTGCAAGGCC TGAGCTOCAT CCAIGTCTAT 
GGAAAAACTG AAGACTTCAT C31GCCAGTTT AAGAGGCTOA CIGATOCGCA OAATAACTAC 
CroCTGTTGT TTCTATCTTC CACACGATGG ATGGCATTGA GGCTGGI^T SJSJfSS^ 
CITC«^^ TGGCTGTTGC OCTGTTCGTG GCTTTTGGCA TTTCCTCCAC CCCCTACTCC 
rrTAAAOTCA TGGCTGTCAA CATCGTGCTG CAGCTGGCGT CCAGCTTCCA GGCCACTQCC 
OGGATTGGCT TGGAGACAGA GGCACAGTTC ACGQCTGTAG AGAGGATACT GCAGT^KTC 
S^TGTGTG TCTCGGAAGC TCCTTTACAC ATGGAAGGCA CAAGTTGTOC 
CCACAGCATG GGGAAATCAT ATTTCAGGAT TATCACATGA AATACA£3AGA CAACA^C 
jScgtgcttc AOSGCATCAA CCTGACCATC CGCGGCCACG AAGTGOTGGQ CATOGTGGGA 

SS[otc ctccttgggc atggctctct toogcctggt ggagcc^g 

GCAGGCCGGA TTCrCATTGA CGGCOTGQAC ATTT6CA6CA TCOGCCTGGA GGACTTGOG 
T<XAAGCTCT CAGTGATCCC TCAAQATCCA GTGCTGCTCT CAGSAAOCAT CRGMTCAAC 
CTAGATCCCT TTCACCGTCA CACTGACCRG CAGATCTGGO ATOCCTT^ SJfJSS^ 
CIOACCaAGG CCATCTCaAA GTTCCCCAAA AAGCTGCATA CAOATGTGGT GGAAAACX3GT 
ctgtggSga GAGGCAGCTG CTCIGCATTG ccagggctgt gcttcg^ 

TCCAAGATCA TCCTTATCGA TGAAGCCACA GCCTCCATTG ACATGGAGAC ^f^^^^ 
ATCCAGCGCA CAATCCGTGA AGCCTTCCAG GGCIGCAOOQ toctogtcat tocoojcogt 
GTCACCACTO TGCTCAACTG TGACCACATC CTGGTTATOO GCAATOGGAA G^OGMA 
TTTGATCGGC CGGAGGTACT GOGGAAGRAG CCTGGGrOVT TGTTOGCftGC OCTCATGGCC 
ACAGOCACTT CTTCACTGA6 ATAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 



Seq ID NO: 106 Protein sequence 
Protein Accession ftt Eos sequence 
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wo 03/042661 



1 11 21 31 41 51 

I 1 I I I I 

MTRKRTYWVP NSSGGLVNRG IDIGDDMVSG LiyKTYTLQD GPWSQQERHP EAPGRAAVPP 
WGKYDAALRT MIPPRPKPRP PAPQPLDNAG LFSYLTVSWL TPXMIQSIiRS RUJEHTIPPIi* 
SVRIUISDKNV QRIJiRLHBEB VSRR6XBKA8 VLLVMLRFQR TRLIFDALLO ICFCIASVI/3 
PXLIXPKILB YSEBQLGNW H6VGLCPALF LSBCVKSLSF SSSWIINQRT AIRFRAAVSS 
FAPEXLIQFK SVIRXTSGBh ISPPTGDVNY LFEGVCYGPL VLITCASLVI CSISSYFIIQ 
YTAPIAIIiCY LLVPPLAVFM TRMAVKAQHH TSEVSDQRIR VTSEVLTCIK LIKMYT WEKP 
PAKIIEGMES LTPCSKPODQ MAPS^aASUI LLRLSVFFVP XAVKGLTMSK SAVMRPKKFF 
LQESPVPYVQ TLQDPSKALV FEEATLSHQQ TCPGIVNGAL ELBRNGHASE GMTRPRDALG 
PEEBQNSliGP BIiBKIin«W8 KGKKLGVOGtl TOSGKSSLLS AILBEMHLLE GSVGVQGSUV 
YVPQQAHIVS GNIRBNXLMO GKYDKARYLQ VLHCCSLNRD LBLLPFCTMT EIQERGI^niS 
GGQKQRXSLA. RAVYSDRQIY LLDDPLSAVD AHVGKHIFEB CIKKTLRGKT WLVTHQLQY 
LEFCX3QIILL ENGKICENGT HSBLMQKKGK YAQUQKMHK EATSDMLQDT AKIAEKPKVB 
SQAIiATSLBE SLNCaiAVPEH QLTQEEBMEB QSLSWRVYHH YXQAAGGYMV SCIIFFFWIi 
XVPLTIFSFW NLSYWiBQOS 6INSSRBSNG TMASUGHXAD HPQLSFYQLV YGLKALUiXC 
VGVCSSOXFT KVTRKASTAL RNKLFNKVFR CPMSPFDTXP XGRLLNCFAO DLEQLDQLLP 
IFSEQPLVLS LMVIAVLLIV SVLSPYIU*! QAIIMVICPI YYMMFKKAIG VFKRLENYSR 
SPLFSHIUfS liQGLSSlHVY GKTEDFISQP KRLTDAQNNY LLbPLSSTRW MALRLEIMTN 
LVTLAVALFV AFGISSTPYS FKVMAVMXVL QLASSPQATA RIGLETEAQF TAVBRIUJYM 
KMCVSEAPLH MBGTSCPQGW FQHGBXXFOD YHMKYRDNTP TVLHGXNLTX RGKEWGXVG 
RTGS6K88LG MALFRLVEPM AGRXLXDQVD XCSXOLSDLR SKL8VXPQDP VLLSGTIRFN 
LDPFDRHTDQ QIWDALERTF LTKAXSKPPK XLHTDWENG GMFSVGERQL IiCXARAVLHN 
SKIILIDEAT ASIDMBTDTL IQRTIREAPQ GCTVLVXABR VTTVLIICDHl LVMQMGKWB 
FDRPEVLRKK PGSLFAALKA TATSSLR 

Seq ID NOt 107 DMA sequence 
nucleic Acid Accession tft NM_024032 
Coding sequence i 3 02 IS 6 3 

I 11 21 31 41 SI 

i I 1 I 1 i 

ACOGGGCACC GGACGGCTCQ 0GTACTTTC3G TTCTTAATTA GGTCAT6CCC GTGTGAGCCA 60 

GOAAAGGGCT GTGTTTATOa GAAGCCAGTA ACACTGTGGC CTACTATCTC TTCCXyiGGTG 120 

CCATCTACAT TTTTGGGACr CGGGAATTAT GAGGTAGAGG TGGAGG03GA GCOGGATGTC 180 

AOAGGTCCTG AAATAGTC31C CATGOQOaAA AATOATCOGC CTGCTGTTGA AGCCCCCTTC 240 

TCATTCOGAT CGCTTTTTGO CCTTOATGAT TTOAAAATAA GTOTOTTGC ACCAGATCCA 300 

GATGCTGTTG CT6CAC3W3AT CCTGTCACTG CTGCCaTTGA AGTTTTTTCC AATCATCGTC 360 

ATTGGGATCA TTGCATTGAT ATTAGCACTG GCCATTGGTC TGGGCATCCA CTTCGACTGC 420 

TCAGGGAA6T ACAGATGTCG CTCATCCTTT AAOTOTATOG A6CTGATAGC TCGATQTGAC 480 

GQAOTCTOGG ATTGCAAAGA CGGG6AGGAC GAOTAGCGCT GTGTOCQGOT GGOTQaTCAO 540 
AATOCXrOTGC TCCAGGTGTT CACAGCTOCT TOQTGGAAGA CCATGTOCTC OGAT GACTGG • 600 

AAGGGTCACT ACGCAAATGT TGCCTGTGCC CAACTGGGTT TCCCAAGCTA TGTGAGTTCA 660 

GATAACCTCA QAOTGAGCTC GCTGGAGQQG CAGTTCCGGQ AGGAGTTTGT GTCCATCGAT 720 

CACCrCTTGC CAGATGACAA GGTGACTGCA TTACACCACT CAGTATATGT GAOGGAGGGA 780 

TGTGCCTCTG GCCftOBTGG T TACCTTGCftG TGCACAQGCT GTOOTCATOQ AAGOGGCTAC 840 

AGCTCACGCA TCGTGGGT6G AAACATGTCC TTGCTCTOOC AjSTGGOCCTO GCAGGCCAGC 900 

CTTCAGTTOC AGGGCTACCA CCTGTGCX3GG GGCTCTGTCA TCAOGCCCCT GTGGATCATC 960 

ACTGCTGCAC ACTQTGTTTA TGACTTGTAC CTCCCCAAGT CATGGACCAT CCAGGTGGGT 1020 

CTA O TTTCCC TGTTGGACAA TCCAGCCCCA TCXXACTTGO TOOAGAAGAT TGTCTACCAC 1080 

A6CAAGTACA AGCCAAAGAO GCTGGGCAAT 6ACATG000C TTAT6AAGCT GGO OGGGOCA 1140 

CTCAOGTTCA ATGAAAIGAT CGAGCCTGTG TQCCXQCCCA ACTCTGAAOA GAACTTCGOC 1200 

GATGGAAAAO TOTGCTGGAC GTCAGGATGG GGGGCCACAG AQGATGGAQG TGAOGCCTCC 1260 

CCTGTCCTGA ACCACGCGGC CGTCCCTTTG ATTTOCAACA AGATCTGC3\A CCACAGGGAC 1320 

GTGTAOGGTG GCATCATCTC COCCTCCATQ CTCIGOGCGG GCTACCTGAC G GGTGG CGTQ 1380 

GACAGCTOCC AGGGGGACAG CGGGQGGCXX: CTOOTeTOTC AAGAGAOQAO QCTOTOGAAG 1440 

TTAGTGGGAG CGACXAGCTT TG6CATCGGC TGCGCftGAGO TOAACAAGCC TGGGGTGTAC 1500 

ACCCGTCTCA CCTCCTTCCT GGACTGQATC CACXJAGCAGA TGGAGAGAGA CCTAAAAACC 1560 

TGAAGAGGAA GGGGACAAGT AQCCACCTGA GTTCCTGAGG TGATGAAGAC AGCCCGATCC 1620 

TCOCCTGGAC TCCOGTGTAG GAACCTGCAC ACGAGCAGAC ACXXnrPGGAG CTCIOAGTTC 1680 

OGGCACCAGT AfiCAGGCCOO AAAGAGQCAC CCTTCCATCr QAT TOCAG CA CAA CCTT CAA 1740 

GCTGCTTTTT GTTTTTTOTT TTTTTOAGOT GGAGTCTC6C TCTGTTGOCC AGGCTO QAOT 1800 

QCAOTGGCJQA AATCCCTGCT CACTGCAGCC TCCGCTTCCC TGGTTCAAQC GATT CTCTTG 1860 

CCTCAGCTTC CCCAGTAGCT GGGACCACAG GT00CCX3CCA CCACACCCAA CTAATTTTTG 1920 

TATTTTTAGT AGAGACAGGO TTTCACCATO TTOOCCAGGC TGCTCTCAAA CCCCTGACCT 1980 

CAAATGATGT GCCTGCTTCA GCCTCCCACA GTGCTGQGAT TACAGOCATO G OOCAC CAOQ 2040 

CCTAOCCTCA CGCTCCTTTC TGATCTTCAC TAAQAACAAA AG AAGC AQCA ACTTOCAAGG 2100 

GOGGCCTTTC CCACTGGTCC ATCTGGTTTT CTCTCCAGGG GTCTTQCAAA ATTCCTGACG 2160 

AGATAAGCAQ TTATGTGACC TCACGTGCAA AGCCACCAAC AGCCACTCAG AAAAGACGCA 2220 

CCAGCCCAGA AOTGCAOAAC TGCAGTCACT GCAOGTTTTC ATCTCTAGGG ACCAGAACCA 2380 

AACCCACCCT TTCTACTTCC AAflACTTATT TTCACATGTO GGGASOTTAA TCTAGGAATO 2340 

ACTCGTTTAA GGCCTATTTT CATOATTTCT TTGTAOCATT TOGTOCTTGA COTATTATTG 2400 

TOCTTTGATT GCAAATAATA TUrrAtX T r C CCTCAAAAAA AAAAAAAAAA AAAAAAAAAA 2460 
AAAAA 

Seq ID NOt 108 Protein aeouence 
Protein Accesaion #t KP_076937 

1 11 21 31 41 51 

MGENDPPAVE APPSFRSIiFG LDDLKI8FVA FDADAVAAQX X*SIiLPIiKFFP XIVXOXXALX 60 

LALAXGLGIH FDCSGKYRCR 8SFICCIBLXA RCDGVSDCaCD OEDEYRCVRV GGQNAVX4]!VF 120 

TAASNKTMC8 DDHKGHYAHV ACAQLGFP8Y VSSDHLRVSS X.BGQFREBFV SIDHLLM3DK 180 

VTAIARSVYV R88CAS6HW TLQCTA06HR RGY6SRXVGG HMSLLSQHPN QAStiQPQGYH 340 



994 



wo 03/042661 



OIGCAEVNKP GVYTRVTSFL DWIHBQMERD LKT 

Seq ID HO I 109 DMA sequence 
Nucleic Acid Accessions: NM„O00493.2 
Coding sequence: 97.. 2 13 9 



f r T T 

CCAGGAACTC CCRGCACGOV O^TCOWCT S^S^A CXaAftTGCCC iSO 
CTGCTAGTAT CCOTGAACOT GOn««a eiCTW 

AOWGCATAA ABOGCCCACT RCOCM^CACC SoOTCCACC JWGCCCTGCI 300 

JOUJMTMAO GTATAGCAGT J^AGAGSASAQ ^^OGGcS 0<M»AOICCr 360 

COACCTCGAQ GGCACCCRM TKTICIGQA C^^^ aiSScTOT AOGQAAACCA «0 

GGACTCCAAO OAGAOCCAW eiTGC«G« StMoScC AAAAOGAGAT 480 

0TT08ACCRS CTGGCCTACC AGGACCCOGG ^"^"^^ (SvCCCACaaS AOCCCCaOaA 600 
COGGCaeGAA TTTCTGTCCC AGGAAMfi^ jgO 
CCCAGGGGCT TTCCIGOAflA WAGMTGa OaG^TCC CTOGIAia^ mgcCCTCRG 720 

^^^■^ "^^ftlSSS SS^S^ SS?^ 

aOTCCCACAO GACCATCTQG CCCTOCIOGR I»»tgogaCC AATTOOCCCA 840 

CCASSICCCC AAGGCCCTCC TOGOSAACQA ^CC»QA^ ^^CTOT OeCrCCAGGA 960 

ATBGCTGGGC Ca»«3QG0C TCCTOTC^ 1080 

SAAAORGGAC CIOCTGGCCT TCCTQG^ 1140 

OarerrCXTC GGAAGCXMG TCTCfCTG^ 1200 

MftSGCATM OGGGTAGCa TGQICTCCtt GGCOT Ug, 

GGGTACCCAO GAAAACCTgO TCJOe^SS ^^^So GCCCTGTGGG CCXAGCAGGA 1380 
JVASG6TQATC CT«aGrrGO MfflfiCTOT GOT^^ 1^40 

ecAAAGGGAA TGCCCGGACA CAATGQAGRG <^^^ TCCCTOOSIC TAAAGOGGAT ISOO 
GeiACTAGAG GCCCTATTGO ^CCAGK AT^AGGW ^^.^ 

CCAGQAA(H« CCGOTCCTCC T^reCRGCT GGCM^ l^^O 

ftC«30GCCAC CSUaSQCOM MOTCO^ ISga 

CCCCCTGGGC CtOOSGCa AOaS^ 1740 

OOCCAAAGGC CCAGTCTTTC TGGGACCCCT CTTGTI^ SScAGCAAT MOAACICCC IBOO 

A^KXTCTOT CTGCrTTTAC TCTTA^ 1860 

ATACCaTTTG ATAAAATTTT GXATAACAGO CAJS^SrJ. nfrreCATGT GAAAGOSACT 1920 
^XACSTOrC AOATAOCAGQ AATMACm TTT^^ 1,80 
CATGTTTGGO TAGOCCTOTA TAACAAIOTC A«CCro^ TOmc^^ ^^^^^ 

45 A«:CAAAGGCT ACCTGGATCA GGCW^ Aar^^ ^100 

CAGGTGTGGC TCX»GCTTCC CAATGCC0W5 'CAAMtOBCC AOABCTAATC 2160 

TAAATCITGT GCTAGAAAAA GCATTCTOT. JfTCTACCCC CTATCAGACC 2280 

MOIAGGCTG AAAAGAATCT AATTTTTATT WCTGAAm ^CT^ ^^^^^ 

50 AAOU^CCTT CX:OCCIGAAA AGTQAGCAC^ 2,00 
AATTTCTAOT TAGCAATCrr AAGGCTCTTC AAOeTTO ^,^0 

CAATATCTAT ICAAATATAC ^^^^l ^^Sc CTTTTCAAAA 2820 

CCOJ^TAT TCAAGXTCAT CTOTA^ jB80 

_ CIWPCIATO ATTGCAGAGA ACCTOW^ 2540 

60 GAOCIATTCr TATITAGTTA ACACAA^ jOOO 

AATCTTATGT QATATGATTT TCT«»Tr» MTOQACTAO AAOTGGAGAT 3060 

CCATTCWGT ««GTmAA TTj^^ 3120 
MMTalTTR TTTATGCACT QTACTOTMT ^^l^^ taITTACGAC ACAATAAAAT 3180 

TTSrraAO ocrrTTCAW cgacacwta aaataacatc aawo 



10 

15 

20 

25 
30 
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75 



80 



Seq ID NOi 110 Profcein sequence 
protein Accession ftt MPJ)00484.2 



MLPQIPPtLL VSI2ILVHGVF YAERYQMPTG 
TPQPPGPAGP RGHPGPSGPP GKPGYGSPGL 
GPYGPKBDVG PAGLPGPRQP PGPPaiPGPA 
VP<»INGQKGE MGYGAPGHPO BRGLPGPQ6P 
GEMGPIGPPG PQGPPGERGP E6IGKPGAAG 
PGLPGLKGBR GPAGLPGQPG ARSEQQPAGI* 
KQETGPAGPA GYPGAKSERQ SPGSDGKPGY 
PGPVGPAGAK GMPGHNGBAO PRGAPGIPGTT 
ATKGLNGPTG PPGPPGPRQK SGEPGLPGPP 
SANQGVTOtP VSAFTVI1.sk AYPAIGTPIP 
YHVBVKGTBV WVGLYialGTP VKmDEYTK 
GLYSSBYVHS SFS6FI.VAPM 



31 
1 

IKGPliPNTKT 
QGBPGLPGFP 
GISVPGKPGQ 
TQPSOPPGVG 
APGQPGIP6T 
PGKPQLTGPP 
PGKPGLDGPK 
RGPIGPPGIP 
GPPGPPGQAV 
FDKILYHRQQ 
GYIiDQASGSA 



41 

QFFIPYTIKS 
GPSAV6KP6V 
QGPTGAPGPR 
KRGENGVPGQ 
KGLPGAPQIA 
GNMGPQGPKG 
GNPGLPGPKQ 
GFPGSKQDPO 
MPEGFIKAGQ 
HYDPRTGIFT 
IIDLTENDQV 



51 

KOIAVRGEQG 
PGLPGKFGER 
GFPGEEOSAPG 
POIKGDRGFP 
GPPGPPGFGK 
IPGSHGLPGP 
DPGVQGPPGb 
SPQPPGPA6I 
RPSLSGTPLV 
CQIPGIYYPS 
HLQI'FNAESN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
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PCTAJS02/36810 
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Seq ID NOt 111 DMA aequence 
Nucleic Acid Accession «> NM.000949 
Ooding sequence t 285 . . 2153 



GGAGGCTGAA 
CTCCCTCTTT 
ATOTCCTOGT 
TAAAGAACrC 
6TGAACTTCT 
CATCTGCAAC 
TACCrCCTGG 
6CTGGTG6AG 
GGGA AGGAGA 
GCCACTTTGG 
CTAACCA6AT 
AGCCAGACCC 
ACCTQTGGAT 
TCCT6TATGA 
GQCAOCAAAC 
TTCGCTGCAA 
TACCTAGTGA 
CTGTCATCTG 
OCATCTTTCC 
AGGGCAAGTC 
ACTATGAGQA 
TGTCAOTCCA 
ACACIGACTC 
AACCCCAGGC 
CTGAAACAAC 
TTCRTGCTGG 
CCAGATCCTC 
CACXX3GCCAC 
AGTCTAGAGA 
CTGACCA6GA 
CCTTGGATTA 
AACA6AGAGA 
ATGCCAAGOT 
CTAAAAAOrr 
ATCAAjCSCTQA 
TGGGTGOTTT 
ACTAATGGAA 
AAT6CTCAA0 
TTTTTAACCA 
AACTGTGATT 
AAAAGCACAC 
GCTTTCATGA 
AAGATGACAA 
AACTGCATAA 
AAAGAAAGAA 
TTGCTGATAT 



11. 
I 

ATCCCCAGAC 
CTGGATTTTA 
GCAOGAAOTA 
TOCTATTCAT 
GATACATTTC 
0C5TTTTCACT 
AAAACCTGAG 
GCCIGGGACA 
6AGACTCATG 
CAAGaVGTAC 
GGGAAGCA6T 
TCCTTTGGAG 
TAAATQGTCT 
AATTGOATTA 
AGAGTTTAAG 
ACCAGACCAT 
CTTCACCATO 
TTTQATTATT 
GCCA6TT0CT 
T6AAGAACTA 
CTTGCTGQTG 
TTCAAAAGAA 
AGGCG6GGGG 
CAATCCCTCC 
CCAGACCTGO 
TGGATCCAAA 
TTACCACAAT 
TCT6TTGAAT 
AGAGGOAAAO 
TAOGCCCTGG 
TGTGGAGATT 
GAAChOCQGC 
GTCCGG GGTC 
GGCTTGCTTT 
GAAA6CCCT0 
GGATTACCTG 
TGATTGGTTA 
AATGTAGTCA 



TQTAGATTTA 
TGCTTAGTAT 
TTTGGCATGG 
AAGAAAATTT 
CCTTTACACT 
T6CATTCCA0 
GCAAGTAAOA 



21 
I 

GCOGGTTTTC 
CCQACCGTTC 
CTCAT06ACT 
G6AG606AAC 
CTGCAGCAAG 
CTGCTACTTT 
ATCTTTAAAT 
GATGGAG6AC 
CAT6AATQTC 
ACCTCCATGT 
TTCTCGGATG 
CTGGCTQTGG 
CCACCTACCC 
AAACOGGAOA 
ATTCTCAGOC 
GGATACTGGA 
AATGATACAA 
GTCIGGGCAG 
GGGCCAAAAA 
CTGAQTOCCr 
GA6TATTTAG 
CACCCAAGTC 
AGCTGTGACA 
ACATTCTATQ 
6ACCCCCAGT 
TGTTCAACAT 
ATTACTGATG 
GAAGCAGGTA 
6CAACGCAGC 
CTGCTGCCCC 
CACAAGGTCA 
AAGCCCAAGA 
ATG6ATAACA 
6AAGAATCAG 
GCCAACTTCA 
QATCCOGCAT 
AAATCTGATT 
GACTGACACT 
TCTCCAGCAG 
CTTTTTGCTG 
TCTTGAGGGA 
GACA6ACGGA 
TCCACATAGG 
CCTCGTCCAT 
AACAAATT6T 
AAT 



31 
I 

TGGGCTGGGC 
GOQAAACAGC 
GATGTGGCAG 
ACTGAOGATG 
AGAAG6CA0C 
TTCTCAACAC 
GTCGTTCTCC 
TTCCTACCAA 
CAOACTACAT 
GOAGGACATA 
AACTTTATGT 
AAGTAAAACA 
TOATTQACTT 
AAGCAQCXGA 
TACATOCAGG 
GTGCATGGAG 
COGTGTGGAT 
TG6CTTTGAA 
TAAAAGGATT 
TOGGATOGCA 
AAGTAGATGA 
AAGGTATGAA 
GCCCITCCCT 
ATOCTGAGGT 
GCATAAOCAT 
GGCCCTTACC 
TQTOTGAGCr 
AAGATGCTTT 
AOAGGQAOGT 
AGGAGAAAAC 
ACAAAGATGG 
AGCXXX3GGAC 
ACATGCTGGT 
GCAAAQAGGC 
CIGCAACATC 
GTTTTACACA 
TTTCTTCAGQ 
ACTAAA6CTC 
CTGAITCCAO 
TTAGTTATAA 
CAATGCCAAT 
AATGAAATTG 
AAAATGCCAT 
TTTATTAGGA 
TTACKTAAOT 



41 



51 



I 

TTTCTGCTTA 
TTTCCACACA 
ACTTTGCTCC 
CTTTCCACAT 
CAACATGAAO 
CTGCCTTCTG 
CAATAAGGAA 
TTATTCACTG 
AACOGGTGGC 
CATCATGATG 
G6ACGT6ACT 
6CCAQAAGAC 
AAAAACTGGT 
GTGG6A8ATC 
ACAGAAATAC 
TCCAGOQACC 
CTCTQTGGCT 
GGGCTATAGC 
TGATGCTCAT 
AQACTTTCCT 
TAGTGAGGAC 
ACCCACATAC 
TTTGTCTGAA 
CATTGAGAAG 
GGAAGGCAAA 
ACAGCCCAOC 
GQCTGTGGGC 
AAAATCCTCT 
AGA AAOCTTC 
CCCCTTTGQC 
TGCATTATCA 
TCCTGAGAAC 
GTTGGTGCCA 
CCCACCATCA 
AA6CAA6TGC 
CTCCTTTCAC 
TAACACTACA 
CCA6CTCCTT 
AACAAATCAT 
AACTATGTGT 
AG6TATATGC 
TCAAAATTGT 
GAAAATTGCT 
TTACCCAAAT 
TCCTATACCT 



CTCACTCCTT 
ATGGAGCTTC 
CrOACAAAAC 
GAACCCTGAA 
GAAAATGTGG 
AATGGACAQT 
ACATTCACCT 
ACTTACCyiCA 
CCCAACTCCT 
GTCAATGCCA 
TACATAGTTC 
AGAAAACCCT 
TGGTTCAOGC 
CATTTT6CTG 
CTTGTOCAG6 
TTCATTCAGA 
GTCCTTTCTG 
ATGGTGACCT 
CTGTTGGAGA 
CCCACTTCTG 
CAGCATCTAA 
CTGQATCCTG 
AAGTGTGAGG 
CCAGAGAATC 
ATCCCCTATT 
CAGCACAACC 
CCTGCAGGTG 
CAAACCATTA 
CATTCTGAGA 
TCG6CTAAAC 
TTGCTACCAA 
AATAAGGAGT 
GATCCACATG 
CTTGAACAGA 
AGGCTCCAGC 
TGATAGCTTO 
QAGTACGTGA 
TCATGCTCCA 
TATGTTTCCr 
TCAATGAAAT 
TCTGGAAAA6 
TTACCATAGA 
TTTQAAAAAC 
ATAACCATTT 
TACTGACACA 



Seq ID NOt 112 Protein sequence 
Protein Accession ff: NP_000940 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1960 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
3700 



MKEKVASATV 
SLTYHREGET 
VTYIVQPDPP 
BZHFAGQQTB 
VAVLSAVIdi 
FPPTSDYEDL 
SEKCEEPQAN 
PSQHNPRSSY 
SFHSETDQDT 
ENNKEYAKVS 
KCSLQLGGIiD 



11 
I 

FTLLLFUITC 
LMHBCPDYIT 
LBLAVEVKQP 
FKILSLHPGQ 
IZVHAVALKO 
LVEYLEVDDS 
P8TFVDPBVI 
HNXTDVCSXA 
PHLLPQEKTP 
GVMDNNILVL 
YLDPACFTHS 



21 
I 

LI4NGQLPPGK 



GDRKPYXiWIK 
KYLVQVRCaCP 
YSMVTCIFPP 
EDQHLMSVH8 
BKPENF&TTH 
VGPAGAFATL 
FGSAKPLDYV 
VFDPBAIQIVA 
EH 



31 
I 

PBIFKCRSPN 
OyrSKWRTYI 
HSPPTLIDLK 
DHGYWSAHSP 
VFGPKIKGFD 



THDFQCZSME 
X2IEA0XDALK 
BZBKVHRDGA 



41 

1 

KETFTCHNRP 
MMVNA1HQMQ 
T6HFTLLYEI 
ATFIQIPSDP 
AHLLEKGKSE 
TYLDPDTDSG 
GKZPYFBAGG 
SSQTZKSRBE 
L8LLPXQRB3 
PSLEQHQAEK 



51 
I 

GTOGGLPTMY 
8SFSDBUYVD 
RUCPEKAAEH 
TMNDTTVWIS 
BLLSALQOQD 
RGSCDSPSLL 
SKCSTWPXiFQ 
GRATQQREVE 
SGKPKXFGTP 
ALANFTAT8S 



60 
120 
180 
240 
300 
360 
420 
480 
S40 
600 



Seq ID NO I 113 DMA eequence 
Nucleic Acid Accession fit XM_0628ll 
Coding sequence I 1..88B 

I 11 21 31 41 51 

ATGTX3GGG0Q CTCX3CCGCTC GTCCGTCTCC TCATCCTGGA ACGCCOCTTC GCTCCTOCAO 60 

CTGCTGCTOG CTGCGCTOCT GGOGGCGGGG GOGAOGGCCA GCGGOGAGTA CTGCCAOGGC 120 

80 TOGCTQGACC CGCAGGGOGT CTGGOGCATC GGCTTCCAGT OTCCOGAQOG CTTOGA006C 180 

GGCGACXSCCA CCATCTGCTG 0G6CABCT6C GCQTrOOQCr ACTGCTGCTC GA60GC0GAO 240 

GCGCGCCTCO ACCAGGSOOO CT0CX3ACAAT 6ACC6CCAGC AGGGOGCTGQ 0GABCCTG6C 300 

OGGGOGQACA AAGACGGCCC 06AOG6CTOG GCASTGCCCA TCTAGGTQGC OTTCCTC ATr 360 

GTTOGCTCOQ TGTTTOTCGC CTTTATCATC TTGGGOTOOC tGGTGGCAGC CrGTTGCTOC 420 

996 



wo 03/042661 



PCTAJS02/36810 



AQWGTCTCC 
ATCGMSACCA 
TCaWKACAO 
M3GTCACAGA 
CCCACGAATT 
CAGTATCTGC 
GCieiGCCAC 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 



GGCCTAAGCA 
TCCCCATGAT 
CTGCCAOTTC 
CCAACTGTTG 
TCTCTGTGCT 
ATCCCCCATA 
CTTTCATGGA 
ACAGTGAAOV 



GGATCCCCAG 
CCCCAGTGCC 
CAGCTCCAGC 
CTTGCCGGAA 
GAACTGTCAG 
CGTGGGGTAC 
CGGCCTGCAG 
GAAGAT6TAC 



CAGAGCCGAG 
AGCACCTCCC 
GCCAACTCAG 
CG6ACCATGA 
CAG6CCM3CC 
ACGGTGCAGC 
CCTGGCTACA 
CCAGaSQTQA 



CCGCAGGGGO 
GGGGGTCGTC 
GGGCCCGGGC 
ACAACGTGTA 
AGATTGTGCC 
AOGACTCTGT 
GGCAGJVTTC^ 
CTQTATAA 



TAACOGCTTG 480 

CTCACGCCAG 54 0 

GCCCCCAACA 600 

TGTCAACATG 660 

ACATCAAGGG 720 

GGCCKTG^GA 780 

GTCCCCCTTC 840 



Seq ID NOt 114 Protein secwence 
Protein Accession #: XP_062811 



41 



51 



1 11 21 31 ^ I 

Lgarrssvs sswnaasllq Llaallaag ARASGEYCHG «">WVV«I GfQCPBRFDG 
^^iraSSC ALRYCCSSAE ARLDQGGCDN DRQQGAGBPG RADKDQPDGS "^^^J 
VGSVFVAPII LGSLVAACCC RCLRPKQDPQ QSRAPOGNRL MBTIPMIPSA fTOTOSSOTQ 
SSTOASSSSS AMSGARAPPT RStyiMCCLPB GTMNNVYVKM PTOFSVUICQ QATQIVPHQQ 
QYLHPPyVGV TVQHDSVPMT AVPPPMDGLQ PGYRQIQSPF PHTHSEQKMY PAVTV 

Seq ID NO: 115 DNA sequence 
Nucleic Acid Accession #: NM_0132S7 
Coding sequences 223.. 1512 



60 
120 
180 
240 



GGTGTGCTCr 
GCAAGT6TAA 
TATAAA6TTC 
TTTGATAAAC 
GCCAAGAGAA 
CTAAACQAAT 
AGA6CATTCC 
GAAAGAAOTT 
AATCCTCATG 
GGCAAGGTTC 
CAGAAAAAAA 
CTCTTOAAAA 
GAAAA6CTTT 
AGAGAACGGT 
TTGGGTTACT 
TTGGATTCAG 
ATTTCTGACA 
AGAAAACAGC 
ATGCTGTATG 
CTTCACAAAC 
GAACrCXTTAG 
CAGAATCATC 
CCACCATTTA 
ACAGAAGAAA 
AGTGTATTQQ 
TTATTTTTGT 
ACT6AAACTT 
ATGTAATGAT 
TTTCAAAGA6 
ATTTAAAAGC 

cxGrrrxTTc 

GAATTTGAQT 
ATGACACCAA 
GATAAATCAC 
ACACATTGGC 
ACAGGCOGGG 
AGATCACCTG 
ACTAAAAATA 
AGGCTAAGGC 
. CACCATTGCA 



11 

I 

TGAGGGATTA 
GCATCGCCAG 
TGGTTTCAGT 
TTTATAACAC 
TATTTGGTGA 
TCATTCAGAA 
TTCAAATGGA 
CTCAGAAGCT 
CCAAACCAAC 
TTCTTGCAAA 
TAGTTCTCAA 
AT6T6AAACA 
ATTTTGTTCT 
CCTTTCCTGA 
TACATTCCAT 
TAQGACATGT 
CCACTACCAC 
CCTATGACAA 
GATTGCCTCC 
CCCTTVAGTTT 
AAAAAOACAO 
CTTTTTTTQA 
ATCCTAATGT 
CAGTTCCATA 
AOGCAGATGA 
GAGCAGTTTG 
CTATTTGTGT 
GAAAACTATG 
CTGTTTT6AT 
TATTATTCTT 
CCTCTAAGTT 
TCAGCTAACA 
AACTATGCAA 
TGTTTGAAAT 
TGCTAGTTAA 
CGOGGTGQCr 
AGGTCAGGAG 
CAAAATTQGC 
AGOAGAATCG 
CTCCTGOCTG 



21 

! 

AATGCAAAGA 
CTCCGATGAA 
GGGAAGAAGT 
TTTAAAAAAA 
TAATTTTGAT 
CCTAGTTAGG 
CAGTCCAAAA 
ACACTCTACC 
TGACTTTGAT 
ACGGAAACT6 
CAGAAAAGA6 
TCCGTTTTTG 
GGATTTTGTT 
OCACAGAGCT 
C3VAAATAGTA 
TGTCTTAACA 
ATTTTGTGGG 
TACTGTAGAT 
TTTTTATTGC 
GAGGCCAQGA 
GCAAAATG6A 
ATCACTCAGC 
GGCTG6ACCA 
TTCTGTGTQT 
TGCATTOQTT 
CCATTCAGAA 
GAATATATTC 
AAAAAATGTA 
TAAAATTTAT 
AGCATTAAOC 
TACACTAACA 
TATATTAATA 
TTGGTACATG 
ATTTGGTTCA 
CAATT66AAT 
CAGGCCTGTA 
TTGGAGACCA 
AGGGTGTGGT 
CXTGAA0CX3G 
GGCAACAAGA 



31 41 51 

GATCACACCA TGGACTACAA GGAAAGCTGC 60 

CACAGAGAGA AAAAGAAGAG GTTTACT6TT 120 

GAATGGTTTG TCTTCAGGAQ ATATGCAGAG ISO 

CAGTTTCCTG CTATGGCCCT QAAGATTCCT 240 

CCAOATTTTA TTAAACAAAG ACGAOC3tf3GA 300 

TATCCAGAAC TTTATAACCA TCCAGATGTC 360 

CACCAGTCAG ATCCATCTGA AGATGAGGAT 420 

TCACA6AACA TCAACCTGGG ACXXTTCTOGA 480 

TTCTTAAAAQ TTATTGGAAA AGGCA GCTTT 540 

GATGGAAAAT TTTATCCTGT CAAAOTGTTA 600 

CAAAAACATA TTATGGCTGA AOGTAATOTO 660 

GTTGGATTGC ATTATTCCTT CCAAACAACT 720 

AATGGAGGGG AGCTTTTTTT CCACTTACAA 780 

AGGTTTTACG CTGCTGAAAT TGCTAGTGCA 840 

TACAGAGACT TGAAACCABA AAATATTCTT 900 

QATTTTOGOC TTTGTAAAQA AOGAATTGCT 960 

ACACXaWSAGT ATCTTGCACC TGAAGTAATT 1020 

TGGTGGTGCC TTGGGGCTGT TCTGTATGAA 10 80 

CX3AGATGTTG CTGAAATGTA TGACAATATC 1140 

©TORGTCTTA CAGCCTQGTC CATTCTQGAA 1200 

CTTGGTGCCA AGGAAGACTT TCTTGAAATT 1260 

TGGGCTGACC TTGTACAAAA GAAGATTCCA 1320 

GATGATATCA GAAACTTTGA CACAQCATTT 1380 

GTATCTTCTO ACTATTCTAT AGTGAATGCC 1440 

GCTTTCTCTT ATGCACCTCC TTCAOAAGAC 1500 

ACCATTGAGC AAAATAABTC TATAGATGGQ 1560 

AAATATGTAT AACTAGTGCC TCATTTTTAT 1620 

TTTTCTTCTA TGTGCAAGAA AAATAGGGCA 1680 

ATTCTTGTTT AATAAGCTTA TTTTTAAACA 1740 

TATTTTTAAA GAAAOCTTTT TTQCT ATTGA IBOO 

TCTAOCXaAG ATACSACTGTT TTTTAACAGT 1860 

CCTTTGTAAC TCTTTGCTAT GGCTTTTGTT 1920 

GTTGTTTAAG AAGAAACCGT ATTTTTCCAT 1980 

TCGTATGATC GAAATOTAAA AGCATAATTA 2040 

AACITTATTC TCCAGATCAT TTAAGAAGTA 2100 

ATCCC»GCAC TTTGGGAGGC TGAGGCGGGC 2160 

GCCTGACCAA CATGGACAAA CGCO GTCTCT 2220 
GGCACATQCC TATAATCCCA 6CTACTTGGG 2280 
G6AGGCX3GAG GTTGCAGTGA GC0GAGAT06 2340 
GTGAAACTCC ATCTCCAAAA A 



70 



75 



80 



Seq ID KOt 116 Protein sequence 
Protein Accession « : 1JP_037389 



11 
I 



MALKIPAKRI PQDNFDPDFl KQHRAGLNEF 
PSEDEDERSS QKLHSTSQNI NLGPSGNPHA 
YAVKVLQKKI VLNRKEQKHI MAERNVLLKN 
LPFHIiQRERS FPEHRARPYA ABIASALGYL 
CKEGIAISDT TTTFCGTPBY LAPEVIRKQP 
EKYDNILHKP LSLRPGVSLT AWSIl gBLLB 
VQKKIPPPFN PNVA6PDDIR KFDTAFTEBT 
APPSEDLFL 



Seq ID MO: 117 DNA sequence 

Nucleic Acid Accession ft: NM_004004.1 



31 
I 

IQNLVRYPEL 
KPTDPDFLKV 
VKHPFLVGLH 
ESIKIVYItDL 
YUNTVDHHCL 
KDRQKRLGAK 
VPYSVCVSSD 



41 

1 

YNHPDVRAPL 
IGKGSFGKVL 
YSFQTTEKLY 
KPENILLDSV 
QAVLYSfLYG 



YSXVNASVXtB 



51 

QMDSPKHQSD 60 

LAKRKLDGKF 120 

FVLDFVNGGE 180 

GHWLTDFGL 240 

LPPFYCRDVA 300 

FFESLSHADL 360 

ADDAFVGPSY 420 



997 



wo 03/042661 



Coding sequence : 1 . . 681 

1 11 21 31 41 SI 

I I I I i 1 

ATGGATTGGG 60VGGCTGCA GACGATCCTG GGGG6TGTQA ACAAAOlCTC CACCAGCATT 60 

GGAAA6ATCT GGCTGAG08T CCTCTTCATT TTT06CATTA TGATCCTCGT TGTGGCTGCA 120 

AAaOAGGTGT GGGGMKIQA. QCAGCCOGAC TTTGTCTGCA AGACCCTTGCA GCCAGGCTGC 180 

AAGAAOGTGT GCTAOGATCA CTACTTCCCC ATCTCCCACA TCCGGCTATG GGCCCTGCAO 240 

CTGATCTTCO TGTCCAGCCC AGOGCTCCTA GTGGCCATGC ACGTOGCCTA COQGAGACAT 300 

GAGAAGAAGA GGAAGTTCAT CAAGGGGGAG ATAAAGAGTG AATTTAAGGA OITOGAGGAG 360 

ATCAAAACOC AOAAGQTGOQ GATOGAAGGC TCCCTGTGGT GGACCTACAC AAGCAGCATC 420 

TTCTTCCOGO TCATCTTOQA AGCCGCCTTC ATGTACGTCT TCTATQTCAT OTAOGA OGGC 480 

TTCTCCATGC AGCGGCTGGT GAAGTGCAAC GCCTGGCCTT OTCCCAACAC T STGG ACTGC 540 

TTTGTGTCCC GGCCCACGGA QAAGACTGTC TTCACAGTGT TCAT6ATTGC AGTGTCT6GA 600 

ATTTQCATCC TGCTGAATQT CACTOAATTG TGTTATTTGC TAATTAGATA TTGTTCTGGO 660 
AAGTCAAAAA A6CCA6TTTA A 

Seq ID NOs 118 Protein sequence 
Protein Accession fft 1IP_003995.1 

1 11 ai 31 41 51 

I I 1 I 1 1 

MDWGTLQTIL GGVNKHSTSI GKIWLTVLFI FRIMILWAA KEVWGDEQAD PVCNTLQPGC 60 
KNVCYDHYPP ISHIRLWALQ LIPVSSPALL VAMHVAYRRH EKKRKFXR6B IKSEFKDXBB 120 
IKTQKVRIBG SLWWTYTSSI PFRVIFEAAP MYVFYVMYDQ FSMQRLVKCN AHFCPMTVDC 180 
FVSRPTBKTV FTVPMIAVSO ICItiUIVTEL OfLLIRYCSG KSKXFV 



Seq ID NO: 119 DNA sequence 

Nucleic Acid Accession #: XM_061091.1 

Coding sequence i 1 . . 2 481 

1 11 21 31 41 SI 

ATGCCAAATA CTTCAGGAAC AACCAGGATT QAAATTTQGC TTCTCCAAQA GCCGCXXX3GG 60 

CACOQAGGGC TGOTCQCOQC TCTCCTTCCO GTGJU3TCCCA GCXTCCGAGTT GGCTCTGGOQ 120 

CCOGOOTACC CGCCAOTOCC G6CTGC0QAT GACCGATTCA CG CTCC CGAT GATT GGAGQ T 180 

CA6ATGCATG GTGAGAAGGT AGATCTCTGQ AGCCTTGGTO TTCTTTGCTA TQAATTTOA 240 

GTTGGGAAGC CTCCTTTTGA GGCAAACGAA OTCCATGTAA GCAAAOAAAC CATCGGGAAO 300 

ATTTCAOCTG CCAGCAAAAT OATGTGGTOC TOGGCXGCAO TGGACATCAT GTTTCTGTTA 360 

QATGGGTCTA ACAGOGTOGG GAAAGGGAGC TTTGAAAGOT CCAAGCACTT TGCCATCACA 420 

GTCTGTGAOQ GTCTGGACAT CAGCCCCGAG AQGGTCAGAO TOOGAGCATT CX»OTTCAGT 480 

TCCACTCCTC ATCTGGAATT CCCCTTGGAT TCATTTTCAA CCCAACAGGA AGTGAAGGCA 540 

AGAATCAAGA GQATGGTTTT CAAAGGAGGG OGCAOGGAGA OGGAACTTGC TCTGAAATAC 600 

CTTCTGCACA GAGGOTTQCC TGGAGGCAGA AAT6CTTCTG TGCCCCAGAT CCTCATCATC 660 

OTCACTCATG GGAAGTCCCA OGGGGATGTG GCACTGCCAT CCAAGCAOCT GAAGOAAAGO 720 

OGTGTCACIG 'i<jn"lX i C m T GGGGGTCAOO TTTCOCAGOT G6GAGGAGCT GCAT6CACTG 780 

GCCAGCGAGC CTAGAGGGCA GCAC30TGCTO TTGGCTGAGC AGGTGGAGGA TG CCAO CAAC 840 

OGCCTCTTCA GCACCCTCAG CAGCTCGGCC ATCTGCTCCA GCGCCAOGCC AGCTG GQAQC 900 

CCCXSAGCTT6 TCTTCATGGA GCGGTTAATG GGCATCTCTC TGATAGQCCC CTGTGACTOG 960 

CAGCCCIGCC AGAATGGAGO CACRTOTGTT 0CA0AA6GAC T6GA0GGCTA CCAOTGCCTC 1020 

TGCOOQCTGG CCTTTOQAGO 6GAGGCTAAC TGTGCCCTGA AGCTGAGGCT GGA ATQC AGG 1080 

GTCGACCTCC TCTTCCTCCT GGACAGCTCT GC3GG6CACCA CrCTOGACGQ CTTCCTGCGG 1140 

GCCAAAGTCT TCGTGAAGCG GTTTOTGCGG GCOGTQCTGA GCGAGGACrC TOGGGCCCGA 1200 

GTGGGTOTGG CCACATACAO CAOGGAGCTG CTGGTGGOGG TGCCTGTQGG GGAOTACCAG 1260 

GATOTOCCTG AOCTGGTCrG GAGCCTOGAT GGCATTCCCT TCC8IG0TGG OCCCACCCTG 1320 

ACGGGCAGTQ CCTTGOGGCA GGOGGCRGAG CGTGGCTTCO GGAGOQCCAC CAGGACAGGC 1380 

CAGGACCGGC CACGTAGAGT GOTGOTTTTG CTCACTGAGT CACACTC06A GGATGAGGTT 1440 

GCXKSGCCCAO 0GCGTCA06C AAGGGOSCXSA GAGCTGCTCC TGCTGGGTGT AGaCAGTGAO 1500 

GCCGTGOGGG CAGAGCTGGA GGAGATCACA GGCAGCCCAA AGCAT6TGAT OQTCTACTOQ 1560 

GATCCTCAG6 ATCTOTTCAA CCAAATGCCT OAOCTQCAGG O OAAQ CTQTG CRflCOTOCAO 1620 

CGGCCAGGGT GC06GACACA AGCCCTGGAC CTOGTCTTCA TGTTGGACAC CTCXGCCTCA 1680 

GTAGGGCCCX5 AGAATTTTGC TCAGATGCAO AGCTTTGTGA GAAGCTGTGC CCTCCAGTTT 1740 

GAGGTGAACC CTGACGTGAC AOVGGTCGQC CTGGTGQTOT ATGGCAOCCA GGTGCAQACT 1800 

GCCTTCGGGC TGGACACCAA AOXACCCQG OCTGOGATGC TGCGGGOCAT TAGCCAGGCC 1860 

CCCTACCIAO GTGGGGTGGG CTCAGCGGGC AOOGCCCTGC TGCACATCTA TGACAAAGTG 1920 

ATGACCGTCC AOAGGGGTGC COGGCCTGGT QTCCCCAAAG CrGTOdTGGT OCTCACAOOC 1980 

GGGAGAGGCG CAGAGGATGC AGCOGTTCXrr GCCCAGAAOC TGAGQAACAA TGGCATCTCT 2040 

GTCTTGGTC3G TGGGOQTGGO GCCTOTCCTA AGTGAGGGTC TQCGGAGGCT TGCAGGTCCC 2100 

OJGGATTCCC TGATCCAOOT OGCAOCTTAC GCCGACCTGC GGTACCACCA GGA CGTGCT C 2160 

ATTGAGTGGC TGTGTGQAGA A6CCAAGCA0 CCAGTCAACC TCTGCAAACC CROCCCGTGC 2220 

ATGAAT6AGG GCAOCT006T CCTGCAQAAT GOGAOCTACC OCTOCAAOTG TCOQGATGGC 2280 

TGGGAGGGCC CCCACTGOGA GAACOQTQAG TOGAOCTCTT GCTCTGTATG TGTGAGOCAG 2340 

GGATGGATTC TTGAQAOGCC CCTGAGGCAC ATGGCTCCCG TGCAGQAGGG CAGCACCOGT 2400 

ACCCCTCCCA GCAACTACAG AGAAOGGCTG GGCACTGAAA TGGTGCCTAC CTTCTOGAAT 2460 
GTCTGTGCCC CAGOTCCTTA 0 

Seq ID NO: 120 Protein sequence 
Protein Accession #t XP_061091.1 

1 11 21 31 41 51 

MPNT8GTTRI EIWLLQBPPG HRALVAALLP VSPSPSLALA PGYPPVPAAD DSFTLPKXGO 60 

QMHGERVDLH SLGVXiCYEFXi VGKPPFBANB VHVSKBTIGK ISAASKMKWC SAAVDIMPUi 120 



998 



wo 03/042661 PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



DQSNSVGKGS 
RXKRMVFKGG 
GVTVFAVGVR 
FELVFMBRLM 
VDLLPLLDSS 
DVPDLVWSLD 
AGPARHARAR 
RPGCRTQALD 
AFGLDTKPTR 
GRGAEDAAVP 
lEWLCGEAKQ 
GHILETPLRH 



PERSKHFAIT 
RTETEIALKY 
FPRWEELHAL 
GISLIGPCDS 
AGTTLDGFUl 
GIPFRGGPTL 
ELLLLGVGSE 
LVFMLDTSAS 
AAMLRAXSQA 
AQKLRNNGIS 
PVNIiCKPSPC 
MAPVQBGSSR 



VCDGLDISPE 
LLHRGLPGGR 
ASEPRGQHVL 
QPCQNGGTCV 
AKVPVKRFVR 
TGSAIiRQAAE 
AVRAEIjEEIT 
VGPENPAQMQ 
PYLGGVGSAG 
VLWGVGPVL 
MNEGSCVIiC^ 
TPPSNYRBGIi 



RVRVGAFQFS 
NASVPQILIl 
LAEQVEDATM 
PEGLDGYQCL 
AVIiSEDSRAR 



GSPKHVMVYS 
SFVRSCALQP 
TALLHIYDKV 
SEGXiRRLAGP 
GSYRCXGRDO 
GTEMVPTFWN 



STPHIiEPPLD 
VTDGKSQGDV 
GtiFSTtiSSSA 
CPliAFGGEAN 
VGVATYSREL 
QDRPRRVWL 
DPQDLFNQXP 
EVNPDVTQVO 
MTVQRGARPG 
RDSIilHVAAY 



Seq ID NO: 121 PNA sequeace 
Nucleic Acid Accession «: Eos sequence 
coding sequence: 1..2424 



21 



1 " 
I I 1 

ATQCCCCCTT TCCTGTTGCT GGAGGCCGTC 
TCTCTCCCTC TCCAGGAAGT CCATGTAAGC 
AGCAAAATGA T6TGGTGCTC GGCTGCAGTG 
ftGOOTCGGGA AAGGGAGCTT TGAAAGGTCC 
CTGQACATCA 6CCC0GAGAQ GGTCAGAGTG 
CTGGAATTCC CCTTGGATTC ATTTTCAACC 
ATGGTTTTCA AAGGAGGQCG CAGGQAQACO 
GGGTTGCCTQ GAGGCAGAAA TGCTTCTGTG 
AAfiTCCCAGG GG6ATGTGGC ACTGCCATCC 
TTTGCTGTGG GQOTCAGGTT TCCCAGGTGG 
AGAGGOCAGC ACGTGCTGTT GGCTGAGCAG 
ACCCTCAQCA GCTCXX3CCAT CTGCTOCRGC 
CCCTCTGAGC ACAGGAOSCT GGAGATGQTC 
AGM3GRTCGC G60GGACCCT TGCGGTGCTG 
AGAGTGTTCC TAACCCACCC TGCCACCTGC 
TCGCAGCCCT GCCAGAATGG AGGCACATGT 
CTCTGCCCGC TGGCCTTTGG AGGQGAGOCT 
AGGGTCGACC TCCTCTTCCT GCTGGACAGC 
CGGGCCAAAG TCTTCGTGAA GCGGTTT6TG 
CXSAQTGGOTa TGGCCACATA CAGCAGGGAG 
CAGGATGTGC CTGACCTGGT CTGGAGCCTC 
CTGACGGGCA GTGCCTTGCO GCAGGOGQCA 
GGCCAGGACC QQCCACGTAG AGTGGTQQTT 
QTTOGGGGCC CAGOGCGTCA C6CAAGGGCG 
6AGGCC3GT6C GGGCAGAGCT GGAGGAGATC 
TCGGATCCTC AGGATCTQTT CAACCAAATC 
CAGOGGCCAQ G6TGCCGGAC ACAAGCCCTG 
TCAGTAGGGC CCGAGAATTT TGCTCAGATG 
TTT6AG0TGA ACCXTTGACXST GACACAGGTC 
ACTGCCTTOO GGCTGQACAC CAAACCCACC 
GCCCCCTACC TAGGTGGGGT GGGCTCAGCC 
GTGATGACX:X3 TCCAGAGGGG TGCCCGGCCT 
GGCGGGAGAG GOGCAGAGGA TGCAG CCGTT 
TCTGTCTTGG TCGTGG6CGT GGGGCCTGTC 
CXXSCQGGATT CCCTGATCCA CX?rGGCAGCT 
CTCATTGAGT GGCTGTGTGG AGAAGCCAAG 
TGCATGAATG AGGGCAGCTQ OGTOCTGCAG 
GGCTGGGAGG GCCCCCACTG CGAGAACOGT 
CAGGGATGGA TTCTTGA6AC 6CCCCTGAGG 
aSTACCCCTC CCAGCAACTA CAQAGAAGGC 
AATGTCTGTQ CCCCAGGTCC TTAG 



VCAPGP 



41 



SFSTQQEVKA 
ALPSKQLKER 
ICSSATPAGS 
CALKLSLECR 
LVAVPVGEYQ 
LTBSHSEDEV 
ELQGKLCSRQ 
LWYGSQVQT 
VPKAVWLTG 
ADLRYHQDVL 
HSSCSVCVSQ 



51 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



TOTOTTTTCC TGTTTTCCAG AGTOCCCCCA 
AAAOAAAGCA TOGGGAAGAT TTCAGCTGCC 
GACATCATGT TTCT6TTAGA IGGGTCTAAC 
AAGCACTTTG CCATCACAGT CTGTGACGGT 
GGAGCATTCC AGTTCAGTTC CACTCCTCAT 
CAACAGGAAG TGAAGGCAAG AATCAAGAGG 
GAACTTGCTC TGAAATACCT TCTGCACAGA 
CCCCAGATCC TCATCATCQT CACTGATGGG 
AAGCA6CTGA AGGAAAGGGG TGTCACTGTG 
QA6GAGCTGC ATGCACTGGC CAGCGAGCCT 
GTGGAGGATG CCACCAACGG CCTCTTCAGC 
GC3CA0GCCAG ACT0CAGG6T CGAGGCTCAC 
OGGGAGTTCO CTGGCAATGC CCCATGCTGG 
GCTGCACACT GTCCCTTCTA CAGCTGGAAG 
TACAGGACCA CCTGCCCAGG CCCCTGTGAC 
GTTCCAGAAQ GACTGQAOGG CTACCAGTGC 
AACTOTGCCC TGAAGCTQAG CCTGGAATGC 
TCTGCGGGCA CCACTCTGQA CGGCTTCCTG 
CX3GGCCGTGC TGAGCGAGQA CTCTOGGGCC 
CTQCTGGTGG CGGTGCCTGT GGGGGAGTAC 
GATQGCATTC CCTTCCGTGG TGGCCCCACX: 
GAGGGTGQCT TCGGGAGCGC CACCAGGACA 
TTGCTCACTG AGTCAC»CTC CQAGGATGAG 
CGAGAGCTGC TCCTGCTGGG TGTAGGCAGT 
ACAGGCAGCC CAAAGCATGT GATGGTCTAC 
CXZTGAGCTGC AGGGGAAGCT GTGCAGCCGG 
GACCTC6TCT TCATGTTGQA CACCTCTGCC 
CAQAGCTTTO TGAGAAGCTG TGCCCTCCAG 
GGCCTGGTGG TGTATGGCAG CCAGGTGCAG 
CGGGCTGCGA TGCTGOGGGC CATTAGCCAG 
GGCACXaSCCC TGCTGCACAT CTATGACAAA 
GGIGTGOCXA AftOCTGTGGT GGTGCTCACA 
CCTGCCCaOA AGCTGAGQAA CAATGGCATC 
OTAAGrTGAGG GTCTGCQQAG 6CTTGCAGGT 
TACGCCGACC TGCGGTACCA CCAGGACX3TG 
CAGCCAGTCA ACX:TCTGCAA ACCCAGCCXX3 
AATGGGAGCT JUXBCSGCfA GTGTOSGGAT 
GAGTGGAGCr CTTGCTCrOT ATGTCTQAGC 
CACATG8CTC OOGTGCAGGA GGGCAGCAGC 
CTGGGCaCTG AAATGGTGCC TACCTTCTQG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 



Seq ID HO: 122 Protein sequence 
Protein Accession #: Bos sequence 



MPPFLLLEAV 



MVFKGGRTBT 
FAVGVRPPRW 
PCEHRTIiBfV 
SQPOQNGGTC 
RAKVFVKRFV 
LTGSALRQAA 
BAVRAELEBI 
SVGPENFAQM 
APYLGGVGSA 
SVLWGVGPV 
OmEGSCVLQ 
RTPPSNYREG 



11 
I 

CVPLPSRVPP 
KHFAITVCDG 
ELAUCyLLHR 
BEIiEAIiASEP 
REFAGNAPCW 
VPEGLDGYQC 
RAVLSEDSRA 
ERGFGSATRT 
TGSPKHVMVY 
QSFVRSCALQ 
GTAIiLHIYDK 
LSEGIiRRIiAG 
NGSYRCKCRD 
LGTEMVPTFW 



21 
1 

SLPLQEVHVS 
LDISPERVRV 
GLPGGRNASV 
RGQHVXJAEQ 
R6SRRTLAVL 
IiCPLAFGGEA 
RVGVATYSRE 
GQDRPRRWV 
SDPQDLFNQI 
FEVNroVTQfV 
VMTVQRGARP 
PRDSLIHVAA 
GHEGPHCEIiIR 
NVCAPGP 



31 
I 

KETIGKZ8AA 
GAFQFSSTPH 
PQILirVTDG 
VEDATNGLFS 
AAHCPFYGHK 
NCALKLSbEC 
IiLVAVPVGBY 
IjLTESHSEDE 
PELiQGKLCSR 
GbWYGSOVQ 
GVFXCAVWIiT 
YADLRYBODV 
EH8SCSVCVS 



41 
I 

8KMMHCSAAV 
LEFPLDSFST 
KSQGDVALPS 
TLS8SAICSS 
RVFLTHFATC 
RVDIiLFLLDS 
QDVPDLVWSL 
VAGPARHARA 
QRPGCRTQAL 
TAEGLOTKPT 
GGSGABDAAV 
LIBHL06EAK 
QGHIUSTPLR 



51 
1 

DIMFLLDGSN 
QQEVKARIKR 
KQLKERGVTV 
ATPDCRVEAH 
YRTTCPGPCD 
SAGTTLDGFL 
DGIPPRGGPT 
REIiLLLGVGS 
DLVFMLDTSA 
RAAMIiRAISQ 
PAQKLRMMGI 
QPVNLCKFSP 
BMAFVQEGSS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



Seq ID NOs 123 PNA sequence 

Nucleic Acid Accession #: Eos sequencd 

Coding sequence: 89.. 2356 



999 



wo 03/042661 



1 II 21 31 41 51 

I 1 I I 1 I 

GCCCCCTGOC CGGAGCOGCG CCC3GGGTCT0 TGAGTAGAGC CGCGOGGGCA COGAGOGCTO 60 

GTOGCOGCTC TCCTTOCGTT ATATCAACAT GCCCCCTTTC CTQTTGCrGO AAGCOGTCTG 120 

TCTTTTCCTG TTTTCCAGAO TGCCCCCATC TCTCCCTCTC CAQ6AAGTCC ATGTAA6CAA 180 

AGAAACCATC OQGAAGATTT CAGCTGCCAG CAAAATGATQ lUfi'GCTOGQ CTQCAOIGGA 240 

CATCATGTTT CIGTTAGATG GGTCTAACAG CGTCGGGAAA OGGAGCTTTG AAAGGTOCAA 300 

GCACTTTGCC ATCACAGTCT GTQACGGTCT GGACATCAGC CCOGAGAGGO TCAGAGTGGG 360 

AGCATTCCAG TTCAGTTCCA CTCCTCATCT GGAATTCCCC TTGGATTCAT TTTCAACCCA 420 

ACAG6AAGTG AAGGCAA6AA TCAA0A6GAT GQTTTTCAAA GQAGCXXXSCA CXSQAOACGGA 480 

ACTTGCTCTQ AAATACCTTC TGCACAOAGO GTTOOCTGQA OGCAGAAATO CTTCIQTQCC 540 

CCAOATCCTC ATCATCX3TCA CTGAT6GGAA GTCCCAGGGG GATGTGGCAC TGCCATCCAA 600 

GCAGCTGAAG GAAAGGGGTG TCACTGTGTT TGCTGTGGGG GTCAGGTTTC CCAGGTGGGA 660 

GGAGCTGCAT GCACTGGCCA GGQAOCCTAG AGGGGAGCAC GTQCTG7TGG CTQAOCAGOT 720 

6GA0GAT6CC A0CAACG6CC TCTTCA0CAC CCTCAOCAGC TGG0CCA7CT GCT0CA60GC 780 

CACGOCAGAC TGCAGGGT06 AGGCTCAGOC CTGTGAGCAC AGGA06CT6G AGATGGTCCQ 840 

GGAGTTCGCT GGCAATGCCC CATGCTGQAa AQGATCGOSG OGGACCXTTTO 06QTGCTG0C 900 

TQCACACTGT CCCTTCTACA OCTGOAAaAO AOTOTTCCTA ACCCACCCTG CCACCTGCTA 960 

CAGGACCACC TGCCCAOGCC CCTGTGACTC GCA6CCCTGC CAGAATGGAO GCACATGTCT 1020 

TCCAGAAGQA CTGGACXMXT ACCAGTGGCT CTGCCOGCTG GCCTTTGQAG GGGAG6CTAA 1080 

CTGTGCCCIG AAGCTOAGCC TGGAATGCAO OGTCGACCTC CTCTTCCTGC T QQAC AOCTC 1140 

TGOGGGCACC ACTCTGGACG GCTTCCTGOQ GGCCAAAGTC TTCGT6AAGC GGTrTGTGCQ 1200 

GGCCGTGCTG AGCGAGGACT CTCGGGCCCG AGTGGGTGTG G0CACATAC3V GCAGGQAGCT 1260 

GCTGGTGGCX3 GK3CXnX3TGG GGGAGTACCA GGATCTGCXTT GACCTG6TCT GGAOCCTGaA 1320 

TGGCATTCOC TTCC8TGGTO GCCGCACOCT GAGG6GCA6T 60CITG0GGC AGGGGGCAGA 1380 

GGGTGGCTTC GGQAGCGCCA CCAGGACAGG CCAGGAC06G OCAOGTAGAO TG6TGGTTTT 1440 

GCrCACTGAG TCACACTCCG AGGATGAGGT T606GGCCCA GGG05TCA0G CAAGOGOGOQ 1500 

AQAGCTGCTC CTGCTGQGTO TAGGCAGTGA GGCCQTGCGO GCAGAOCTGG AGGAGATCAC 1560 

AGGCAGCCCA AAGCATGTGA TG6TCTACTC GGATCCTCAG GATCTGTTCA ACCAAATCCC 1620 

TGA6CT0CAG GGGAAGCTGT GCAGCGGGCA GOBGGCAGGQ TGGOQQACAC AAGCCCTGGA 1680 

GCTOGTCTTC ATGTTGGACA CCTCTGOCTC AOTAGGQCCC GAGAATTTTG CTCAGATGCA 1740 

GAOCTTTGTO AGAAGCTGTO COCTCCAGTT TX3AGGTQAAC GCTGAOGTGA CACAGGTOGG 1800 

CCTGGTGGTC TATGGCAGCC AGGTGCAGAC TGCCTT0Q6Q CTGGACACCA AACCCACCOS 1860 

GGCTGGGAT6 CTGOGGGCCA TTA6CX:AGGC CGCCTACCTA GaTOGGGTGG GCTCAGCOGG 1920 

CACOGCGCTG CTGCACATCT AltSACAAAGT OATQACOaTC CAGAOOGGTO CCOGGCCTGG 1980 

TGTCCCGAAA GCT6TGGTGG TGCTCACAGG 0G6GAGAGGC GCAGAGGATG CAGCOSTTCX: 2040 

TGCOCAGAAG CT6A6GAACA ATG6CATCTC TGTCTTG6TC GTGGGOGTOG GGCCTGTCCT 2100 

AAGTGAGGGT CTGCGGAGGC TTGCAGGTCC CCGGGATTCC CTOATCCACG TGGCAGCTTA 2160 

GGCOQACCTO OGGTACCACC AGGACGTGCT CATTGAGTGG CTGTGTGGAG AAGCCAAGCA 2220 

GCCAOTCAAC CTCTGCAAAC CGAGCCX3GTG CATGAATGAG G6CAGCTGG0 TCCTGCAOAA 2280 

TOGGA6CTAC CSGCTGCAAGT GTOQGGATGG CTGGGAGGGC C0CCACTG08 AOAACCaSATT 2340 

CTTOAQAOQC CCCTQAGGCA CATOOCTCCC GTGCAGGAGG GCAGCAGCOO TAOCCCTCCC 2400 

AGCAACTACA GAGAAGGCCT GG6CACTGAA ATGGTGCCTA CCTTCTGGAA TGTCTGTGCC 2460 

CX31GGTCCTT AGAATGTCTG CTTCC06GCX3 TG6CCAGGAC CACTATTCTC ACTGAGGGAG 2520 

GAGGATQTOC CAACT6CAGC CATGCTGCTT AGAGACAAaA AAGCAGCT6A TGICAOCCAC 2580 

AAAOGATOTT 6TTGAAAA6T TTTGATGTGT AAGTAAATAC CCACTTTCTG TAGCTGCIGT 2640 

GCCTTGTTGA GGCTATGTCA TCTGCCACCT TTCCCTTGAG GATAAACAAG GGGTCCTGAA 2700 

GACTTAAATT TAGCGGCCTG ACGTTCCTTT GCACACAATC AATGCTOGCC AGAATOTTGr 2760 
TGACACAGTA ATQCCCAGCA OAGGCCTTTA CTAGAGCATC CTTTGGAOGG 

8eq ID NO: 124 Protein sequence 
Protein Accession Hi Eos sequence 

I 11 21 31 41 51 

1 I I I i I 

MPPFLLIfEAV CVFLPSRVPP SLPLQEVRVS KBTZGKISAA SKMKWCSAAV DZMPLLDG8H 60 

6VGK6SPBRS KKFAITVCSO LDI8FBRVRV GAFQPSSTPH LEFPLDSF8T QQEVKARIKR 120 

MVPKGGRTBT ELAWCYLLHR GLPGGRNASV PQILIIVTDG KSCJGDVALPS KQLKEROVTV 180 

FAVGVRFPRW EELHAZiASEP RGQHVLLAEQ VEDATNQLFS TLSSSAIC6S ATPOCRVEAH 240 

PCEHRTLEMV REFA6NAPCH SGSRRT^AVL AAHGPPYSWK RVFtiTRPATC YR TTCP QPCD 300 

SQPOQNGGTC VPEGLDGYQC XiCPLAFGGBA NCALKLSLBC RVOLLF];iU>S SAOTTLDGFIi 360 

RAKVPVKRFV RAVLSBDSRA RVGVATYSRE LLVAVPVGEY QDVPDLVWSL DGIPFRGGPT 420 

LTGSALRQAA ERGFGSATRT GQDRPRRWV LLTBSHSEDB VAGPARKARA RELLUiGVGS 480 

EAVRAELEEI TGSPKHVMVY SDPQDLFNQI PELQGKLCSR QRPGCRTQAL DLVFMLDTSA 540 

SVGPENFAQM QSFVRSCALQ FEVNFDVTQfV GLWYQSQVQ TAFGLDTKPT RAAMLRAISQ 600 

APYIiGGVGSA GTALLHIYDK VHTVQRGARP GVPRAWVLT GGRGAS)AAV PAQKLRNMGI 660 

SVLWGVGFV L8E6LRRLAG PRD8LIRVAA YADUlYHOpV LIE»ILC36EAK QPYNLCKPSP 720 
CMHB6SCVLQ NGSYRCKCRD GHBQPBCTIR FURRP 

8eq ID NOt 125 PNA sequence 

Nucleic Acid Accession 9: KM_031942.1 

Coding sequences 145.. 1260 

1 11 21 31 41 51 

i I I I I I 

CCOQAGCCGC G0CCCTC06G GCC06GGT00 GOGOGCCCAfl OCTGCCAGCC OCOCTGCTGC 60 
TGCTCCTCCT GCTGTGGGAC OGCTGACOQC 6CGGCTCCTC OQCTCTCCCC GCTOCAAGOG 120 
COGATCTGQG CACCCGCCAC CAGCATGGAC GCTOGOOGOG TSOOGCAGAA AOATCTCAOA 180 
GTAAAGAAGA ACTTAAAGAA ATTCAGATAT GTGAAGTTGA TrTCCATGGA AACCTOGTCA 240 
TCCTCTQATG AGAGTTGTGA CAGCTTTGCT TCTOATAATT TTGCAAACAC GAGGCTGCAG 300 
VCAGTTOQOO AAGGCTGTAG GAOOOGCAGC CAGIGCAOQC ACTCTGGAOC TCTCAGGGTG 360 
GOGATQAAGT TTCCAOGGOQ GAOPrACCAGG GGAGCAACCA ACAAAAAAGC AGA0TOCO6C 420 
CAGOCCTCAG AGAATTCTGT GACTGATTOC AACTOOGATT CAGAAGATGA AAGTGGAATO 480 



1000 



wo 03/042661 



AATTTTTTGO AGAAAAGQGC TTTAAATATA AAGCAAAACA AAGCAATQCT TGCAAAACTC 540 

ATGTCTGAAT TAGAAA6CTT CCCTGGCTCG TTCOSTGGAA GACATCCCCT CCCAGGCTCC 600 

GACTCACAAT CAAGGAOACC GCGAAGGCGT ACATTCCCX30 GTGTTGCTTC CAGGAGAAAC S60 

CX:TGAACGGA GAGCTCGTCC TCTTACCAGG TCAAGGTCCC GGATCCTCGG GTCCCTTGAC 720 

6CTCTACCCA T6GAG6AGGA GGAGGAAGA6 GATAAGTACA TGTTGOTQAG AAAGAGGAAG 780 

ACG8TGGAT0 GCTACATGAA TGAAGATGAC CTGCCCAGAA 6C0GTCX3CIC CA6ATCATCC 840 

GTGACCCTTC C6CATATAAT T06CCCAGTG GAAOAAATTA CAGAGGAG6A GTTGGAGAAC 900 

GTCTGCAGCA ATTCTCGAGA GAAGATATAT AACOGTTCAC TGGGCTCTAC TTGTCATCAA 960 

TGCCGTCAGA AGACTATTQA TACCAAAACA AACTGCAGAA ACCCAQACTG CTQGGGCGTT 1020 

OGAGQCCAGT TCTGT6GCCC CTGCCTTOGA AAC06TTATG GTGAAGAGGT CAGGGATGCT 1080 

CTGCTGGATC GGAACTGGCA TTGCCOGCCT TQTCGAGGAA TCTGCAACTG CAGTTTCTGC 1140 

0Q6CAGCGAG ATGGA06GTG TGGGACTG6G GTCCTT6T6T ATTTAGGCAA ATATCATG6C 1200 

TTTGGGAATG TGCATGCCTA CTTQAAAAGC CTGAAACAGG AATTTOAAAT GCAA6CATAA 1260 

TATCTGGAAA ATTTGCTGCC TGCCTTCTAC TTCTCAAATC TTTCTTGTAA AAGTTTCCAA 1320 

TTTTTTCACT GAAACCTGAO TTAAAAATCT TGATGATCAG CCTGTTTCAT AA6AAACTCC 1380 

AATCAAGTTA ATCTTAGGAO ACATGTGTTT CIGGAGCATC ACAGAAGOTA TATTGCTAGT 1440 

TACACTTT6C CCTCCTGCAG TTTCTTCTCT GCTCCX3W«X: CCCATCTCAT AGCATCOCCC 1500 

TCTATTTCCA ATGCTCCTCT 0CAACCX3CTT AGTTTCT6AA TTTCTTTTAA ATTACAGTTT 1560 

TATGAAAGCA TATTTTATTT ACrTGGTGTT GAAATAGCCX: TCATAAAACC TAAGCACTTG 1620 

GAAACACAAT AATAGTATTA ACTAACTAGA TCTATTGAAT TTCAGAGAAG AGCCTTCTAA 1680 

CTTQTTTACA CAAAAAGGAG TATOATTTAG CACTCATACT AGTTGAAATT TTTAATAOAA 1740 

TCAAGGCACA AAAGTCTTAA AACCATGTGG AAAAATTAG6 TAATTATTGC AGATTGATGT 1800 

CTCTCAATCC CATGTATTGC GCTTATGTTA CAAGTTGTTG TCACAGTTGA GACTTAATTT 1860 

CTCCTAATTT CTTCTGCCCG AAGOGTAAOT GGTGCGTCCA GCTTACAOSA TCATAATTCA 1920 

AAGGTTGGTG GGCAATGTAA TACTTAATTA AAATAATGAT GGAAGAGCTA TCTGQAQATT 1980 

ATQAGTAAGC TGATTTGAAT TTTCAGTATA AAACTTTAST ATAATTGTAG TTTGCAAAGT 2040 

TTATTTCAGT TCACATGTAA GGTATTGCAA ATAAATTCTT GGACAATTTT GTATGGAAAC 2100 

TTGATATTAA AAACTAGTCT GTGGTTCTTT GCAGTTTCTT GTAAATTTAT AAACCAGGCA 2160 

CAAGGTTC3VA GTrTAGATTT TAAGCACTTT TATAACAAT6 ATAAGTGCCT TTTTGGAGAT 2220 

GTAACTTTTA GCAGTTTGTT AACCTGACAT CTCTGCCAGT CTAQTTTCTG GGCAGGTTrC 2280 

CXOTOTCAGT ATTCCCCCTC CTCTTTGGAT TAATCAAGGT ATTTGGTAGA GGTGGAATCT 2340 

AAGTOTTTOT ATGTCCAATT TACTTGCATA TGTAAACCAT T6CTGTGCXA TTCAATOTTT 2400 

GAT6CATAAX TGGACCTTQA ATCGATAAOT GTAAATACAO' CTTTTGATCT GTAATGCTTT 2460 
TATACAAAAG TTTATTTTAA TAATAAAATG TTTGTTCTAA AAAAAAAAAA 

6eq ID NO: 126 Protein Bequence 
Protein Accession «: NP_114148.1 

1 11 21 31 41 SI 

I I I I I I 

MDARRVPQKD LRVKKMLKKP RYVKLZSMET SSSSDDSCDS FASDNPANTR LQSVREGCRT 60 
RSQCRHSGPIi RVAMRFPARS TRGATNKKAE SRQPSEN8VT DSNSDSEDBS GMNFLEKRAL 120 
NIRQNKAMIiA KU4SELESPP GSFRGRHPI4P GSDSQSRRPR RRTPPGVASR RNPERRARPL 180 
TRSRSRILGS LDALPHEEEE EEDKYMLVRK RKTVDGYMNE DDLPRSRRSR SSVTLPHIIR 240 
FVEBITEEEL EKVCSNSREK lYNRSLGSTC HQCROKTIDT KINCRNPDCH GVRGQFCX^PC 300 
LRNRYGEEVR DAUJ^PHHHC PPCRGICNCS FCBQSS6RCA TGVLVYLAXY HGFtaWHAYL 360 
KSLKQEFQ4Q A 

Seq ID NOt 127 DNA sequence 

MUcleic Acid Accession #: AF30S616.1 

coding sequence: 1..863 

1 11 21 31 41 51 

I 1 I I I I 

ATGCACCGCT TGATGGGQGT CAACAGCACC GCOGCOGCCO COGCCGGGCA GCCCAAT6TC 60 

TCCTGCAOST GCAACT6CAA ACGCTCTTTG TTCCAGAGCA TGGAGATCAC GGAGCTGGAG 120 

TTTGTTCAGA TCATCATCAT CGTGGTGGTG ATGATGGTGA TGGTGGTGQT GATCAOGTGC 180 

CTGCTGAGCC ACTACAAGCT GTCTGCACGG TCCTTCATCA GCCX»3CACA6 CCAGGGGCGG 240 

AGGAGA6AAG ATGCCCTGTC CTCAGAAGGA TGCCTGTGGC CXTTOGGAGAO CACAGIGTCA 300 

GGCAAOGGAA TCCCAGAGCC GCAGGTCTAC GCCCOGCCTC GGCCCACCGA COGCCTGGCC 360 

GTGCCX5CCCT TOGCXXAGCG GGAGCGCTTC CAC05CTTCC AGCCCACCTA TCCGTACCTG 420 

CAGCACGAGA TCGACCTGCX: ACCCACCATC TCGCTGTCAG AOGGGGAGGA GCCCCCACCC 480 

TACCAGGGCC CCTGCACCCT CCAGCTTOGG GAGCOOGAGC AGCAGCIGGA ACTGAACX3GG 540 

GAGTOGGTGC GGGCACCX:CC AAACAGAACC ATCTTGGACA GTOAGCTGAT QOATAGTGCX: 600 

AGGCTGGGCG GOXCTGCCC CCCCAGCAGT AACTGGGGGA TCAGG6CCAC GTGCTAC6QC 660 

• AGCX;GCGGGC GCATGGAGGQ GCCGCCGCCC ACCTACAGOQ AGOTCATCGG CCACTACCCG 720 

GGGTCCTCCT TCC3VGCACCA GCAGAQCAGT GGGCOGCCCT CCTTGCTGGA GGGQACCCGG 780 

CTCCACCACA CACACATOGC GCCCCTAGAG AGGGCAGGCA TCTGGAGCAA AGAGAAGGAT 840 
AAACAOAAAQ GACAOOCICT CTAG 

Seq ID KO: 128 Protein sequence 
Protein Accession #1 AAL09357.1 

1 11 21 31 41 51 

I ) i I 1 1 

MHRLMGVNST AAAAAGQPNV SCTCNCKRSL FQSMBITELE FVQIIHWV MMVMWVITC 60 
LLSHYKLSAR SFISRHSQGR RREDALSSBG CLWPSESTVS GNGIPEPQVY APPRPTDRLA 120 
VPPFAQRERF HRFQPTTPYL QHEIDbPPTI SLSDGEBPPP YQSPCWQLR DPSCKLELNR 180 
BSVRAPPNRT IFDSDLHDSA RLOSPCPFSS NSQISATCVG SG6SMB6PPP TYSEVIGBYP 240 
GSSFQHQQSS GPPSLLBQTR USTTHIAPLS SAAIWSKEKD KQHTOPL 



Seq ID NO: 129 DNA sequence 

Nucleic Acid Accession «t NM_0049S3.1 



1001 



wo 03/042661 PCT/US02/36810 



5 
10 
15 
20 
25 



Coding sequence > 1..7ia 

I 11 21 31 

I I I I 



35 
40 
45 
50 
55 
60 
65 



6eq ID NOs 130 Protein sequence 
Protein Accession ft: NP_004943.1 

1 11 21 31 

i I I I 



Seq ID NO: 131 DMA sequence 
Nucleic Acid Accession tft 11M_012445.1 
j\) Coding sequence: 276.. 1271 



1 11 21 31 

till 



TGCTCAC 



Seq ID NO I 132 Protein sequence 
Protein Accession #i NP_036577.1 

70 I I I I 



75 



41 


51 




1 

COGTGCOSCT 


1 

GCTGCOGCTG 


60 


0G6TGTACTG 


GAACAGCTCC 


130 


ACGTQAAOGA 


CTATCTGQAT 


160 


GGGCGG6ACC 


GGGGCCGGGA 


240 


AGGGCTACQG 


CAOCTQCAAC 


300 


A06C0CCSSCA 


CAGCOCCATC 


360 


TQG6CTA0GA 


GTTCCACXvCC 


420 


TGCACTGGAA 


GTGTCTGAGG 


480 


GGGAGAAGCC 


GGTCCCCACT 


540 


TGCIGOAAGA 


CTTTGAGGGA 


600 


GGACCAGCX^ 




660 


0GTTCTTG6C 


CTCCTAO 




41 


51 




1 

MQHLRREGYT 


1 

VQVNVNDYLD 


60 


ASQ6FKRHEC 


NRPHAPH8PI 


120 


MKVFVCCAST 


SB8GBKFVPT 


180 


HLPLAVQIAP 


FLMTFXjAS 




41 


51 




1 

GGGCAGG6G0 


1 

AGTTOGGAAA 


60 


TCTCCCAGGT 


CCTATCTGCC 


120 


GAACTGGAOC 


CTCATTGGCC 


180 


GCTCTGGCTG 


GGACCCQACC 


240 


AAACCCXIAGC 


C0GGC06CC0 


300 


0C3G0GC0GCC 


GGCCA6GCTC 


360 


ATACA6CATC 


ACCTTCACGG 


420 


GTTCOGCCCC 


CCTG06CAGT 


480 


CATGTGGAGG 


AAGAACCAGT 


540 


oaccrooGGQ 


CTOATCAAGG 


600 


GOTOTTTTGO 


GG00C0QCCX3 


660 


GCAOGGCAGG 


CACTOGCTGG 


720 


CGTGGGCGTG 


GACAGCCTGG 


760 


GGACCrOTAC 


CCCTACX3ACX5 


840 


CGCCACCATC 


COGCAGGACA 


900 


CAACTCCTTC 


TACTACOOGC 


960 


G0GGCTG06A 


CAGAGCCCCA 


1020 


CAATGAOATT 


GTAGACAGOG 


1080 


GTGGTOGTCC 


TGGGGACTGT 


1140 


T08CTAGGTC 


CX3GGTCCAGC 


1200 


GQCTGAOTGC 


GTCCCTGATA 


1260 


CGGAiGGCKia 


GGGTGT06G6 


1320 


GGGGGTTTOO 


OGCTGCTCCT 


1380 


GCCCTCTGGT 


GGCCGGCACG 


1440 


TTAGGGGGCC 


COGTGTCCCG 


1500 


CCAAOGCTGC 


AGCTACTCTA 


1560 


TQTCCTTCAT 


OGTCCAGGGG 


1620 


TCTAGQCTGT 


GCTGAGCCCA 


1680 


TGAATAAATG 


0GGCX3GTTTC 


1740 


TGAATAAAOA 


CTATCrCTGT 


1800 


41 


51 




1 

AKY8ITFT6K 


1 

WSQTAFPKQY 


60 


GEAWALMKEI 


EAAGEALQSV 


120 


UFVGVDSLDL 


GDGDRWRBQA 


180 


PANSFYYPRL 


KALPPIARVT 


240 


SLHSSHGLOG 


GH06RLGTKS 


300 



RTRWRVQPA NNGSPCPBLE BKAECVPDHC V 

Seq ID KOt 133 DMA sequence 
^ Nucleic Acid Accession «i NM_019894 

oU Coding sequence: 1..1314 "~ 

1 11 31 31 41 51 

I I t I t I 

ATOmCAGG ATOCTGACAO T6ATCAACCT CTGAACAGOC TOQATGTCAA ACCCCTGOGC 60 

1002 



wo 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



AAACCCGGTA 
CTGJW3CCTGQ 
TACTTCCTCT 
CTGGACT6TC 
GCA6TGGCAG 
GGGAACTGGT 
AG6CA6ATGG 
GATCTGGATG 
GGGCCCTGTC 
AAGACCCCCC 
AGCATCCAGT 
CrCACGGCAQ 
0C3CTCAGACA 
TTCAACCCCA 
ACTTTCTCAG 
GCCACCCCAC 
GACATACTGC 
GCGTACCAGQ 
GACACCTGCC 
GTGG6CATGG 
AAOQTCTCAO 



TCCCCATGGA 
CGAGTATCAT 
GCGGGCAGCC 
CCTTGGGGGA 
TCX^CCTCTC 
TCTCTGCCTG 
GCTACAGCAG 
TTGTTGAAAT 
TCTCAGGCTC 
GTGTGGTGGG 
ACX3ACAAACA 
CCCACTGCTT 
AACTGGGCAG 
TGTACCCCAA 
GCACAGTCAO 
TCTGGATCAT 
TGCAGGCGTC 
GGGAAGTCAC 
AGGGTGACAG 
TTAGCTGGGG 
CCTATCrCAA 



GACCTTCAGA 
CATTGTGGTT 

TCTccAcrrc 

GGACGAGGAG 
CAAGGACCGA 
TTTCGACAAC 
CAAACCCACT 
CACAGAAAAC 
CCTGGTCTCC 
TGGGGAGGAG 
QCACUTCIOT 
CAGGAAACAT 
CTTCCCATCC 
AGACAATGAC 
GCCQ^TCIGT 
T0GAT6GGGC 
AGTCCAGGTC 
CGA6AAOATG 
TGGTGGGCCC 
CTATGGCTGC 
CTGGATCTAC 



AAG6TGGGGA 
GTCCTCATCA 
ATCCOGAGGA 
CACTGTGTCA 
TCCACACTGC 
TTCACAfflU^ 
TTCAQAQCTG 
AGCCAGGA6C 
CTGCACTGTC 
GCCTCTGTGG 
GGAGQQAOCA 
AC06ATGTGT 
CTGGCTGTGG 
ATCOCCCTCA 
CTGCCCTTCT 
TTTACiQAAOC 
ATTGACA6CA 
ATGTGTGCAG 
CTGATGTACC 
GGGGGCCGGA 
AA:K3TCTGGA 



TGOCCATCAT 
AGGTGATTCT 
AGCAGCTGTG 
AGAGCTTCCC 
AG6TGCTGGA 
CTCTCX3CTGA 
TGGAGATTGG 
TTCGCATGCG 
TTGCCTGTGG 
ATTCTTGGCC 
TCCTGGACCC 
TCAACTGGAA 
CX3^GATCAT 
TGAAQCTGCA 
TTGATQAGGA 
AGAATG6AGG 
CAGGGT6CAA 
GCATCCCGGA 
AATCTGACCA 
6CACCCCAGG 
AGGCTGAGCT 



CATAGCACTA 
GGATAAATAC 
TGACGGA6AG 
CGAAGGGCCT 
CTCGGCCACA 
GACAQCCTGT 
CCCAGACCAG 
GAACTCAAGT 
GAAGAGCCTG 
TTGGCAGGTC 
CCACTGGGTC 
GGTGCGGGCA 
CATCATTGAA 
GTTCCCACTC 
GCTCACTCCA 
GAAGATGTCT 
TGCAGA06AT 
AGGGG6T6TG 
GTGGCATGTG 
AGTATACACC 
GTAA 



120 
180 
240 
30O 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



Seq ID NO: 134 Protein sequence 
Protein Accession It NP_063947.1 



1 
1 

MLQOPDSt)QP 
YPLCXK2PI*HP 
GI3WPSACPDN 
6PCLSGSLVS 
LTAAHCPRKH 
TFS6TVRPIC 
AYOGEVTEKM 



11 

I 

U^SLDVKPLR 
IPRKQLCD6E 
FTEALABTAC 
LHCLA06K8L 
TDVFNWKVRA 
liPFFDEELTP 
KCAGIFBQ6V 



21 
I 

KPRIPMETFR 
LDCFLGEDEE 
RQMGYSSKPT 
KTPRW6GEE 



ATPXMZIGHG 
0TCQGDSG6P 



31 
I 

KS/GIPIIIAL 
HCVKSPPEGP 
PRAVEX6PDQ 
ASVDSHPHQV 
liAVAKIIIIB 
FTK0MGOKM8 
LMYQSDQWHV 



41 

I 

LSLASIIIW 
AVAVRLSKDR 
DliDWEITEN 
8IQYDKQHVC 
FMPMYPXDND 
DIMASVQV 
VGIVSHGYGC 



51 
I 

VLIKVILDKY 
STLQVLDSAT 
SQELSMUNSS 
GGSZLDPHWV 
lAIJfKLQFPL 
ZDSTRCNADD 
GGPSTP6VYT 



60 
120 
180 
240 
300 
360 
420 



Seq ID NO I 135 DMA sequence 
Nucleic Acid Accession ftt NM_00304S 
Coding sequence: 148.. 2037 

1 11 21 31 41 51 

C3QATCCTGCC 6GAGCCCCGC CGCCGCCGGC TTGGATTCTG AAACCTTCCT TGTATCCCTC 
CTQA6ACATC TTTGCTGCAA GATCGAGGCT GTCCTCTGGT GAGAAGGTGG TGAGGCTTCX: 
CGTCATATTC CA6CTCTGAA CaGCAACATG GGGTGCaAAG TCCTGCTCAA CATTGGGCAG 
CAGATGCTGC QGCGGAAGGT GGTGGACTGT AGCOGGQAGO AGAOGOSGCT GTCTCGCTGC 
CTGAACACTT TTGATCTGGT GGCCCTOQOG GTGGGCAGCA CACTGGQTGC TGGTOTCTAC 
GTCXrrGGCTG GAGCTGTGGC CC3GTGAGAAT GCAGGCCCTG CCATT6TCAT CTCCTTCCTG 
ATCGCTGCGC TGGCCTCAGT GCTGGCTGGC CTGTGCTATG GCGAGTTTGG TGCTCGGGTC 
CCCAAGACGG QCTCAGCTTA CCTCTACAGC TATGTCACC6 TTGGAGAGCT CTGGGCCTTC 
ATCACCGGCr GOAACTTAAT CCTCTOCXAC ATCATOGCTA CTTCAAGCQT AOOQAGGGCC 
TGGAGCGCCA (XTTTCGACGA GCTGATAGGC AGACCCATCG GQ6AGTTCTC ACX36ACACAC 
ATGACTCTGA AOGCCCCOGG CGTGCTGGCT GAAAACCCCG ACATATTCGC AGTGATCATA 
ATTCTCATCT TGACAGGACT TTTAACTCTT GGTGTGAAAG AGTCX3GCCAT GGTCAACAAA 
ATATTCACTT GTATTAACGT CCTQGTCCTG GGCTTCATAA TQGTGTCAGG ATTTGTGAAA 
QQATCGGTTA AAAACTGGCA GCTCACGGRG GAQGATTTTG GQAACACATC AGGCCGTCTC 
TQTTTOAACA ATOACACAAA AGAAGGOAAO CCOGOTGTTG GTGGATTCAT GCCCTTGGGG 
TTCTCTGGTO TCCTGTCGGG GGCAOCQACT TGCTTCTATG CCTTOGTGGG CXTTGACTQC 
ATCGCCACCA CAGGT6AAGA GGTGAAGAAC CCACAGAAGG CCATCXXCGT GGGGATOGTG 
GOGTCCCTCT TGATCTGCTT CATOGCCTAC TTTGGGGTCT OGGCTGCXXTT CACGCTCATG 
ATCCCXWACT TCTGCCIGGA CAATAACACC CCOCTOCCOG ACQCCTTTAA GCACGTGGGC 
TCGGAAGGTG CCAAGTACGC AGTGGCXJGTG GGCTCOCTCT GCX3CTCTTTC CGCCAGTCTT 

CTAGcyrrccA tgtttcccat gcctcgggtt atctatgcca tggctgagga tggactgcta 

TTTAAATTCT TAGCCAACX3T CAATQATAGG ACCAAAACAC CAATAATCGC CACATTAGOC 
TCGQGTGC06 TTGCTGCTGT GATGGCCTTC CTCrTTGACC TGAAGGACTT GGTGGACCTC 
ATGTCC31TTG GCACTCTCCT GGCTTACTOG TtGGTO G C T G CCTGTGTGTT GGTCTTACX5G 
TACCAGCCAQ AfiCAGCCTAA CCTGGTAXAC CAGATGGCCA GTACTTCC6A OGAGTTAGAT 
CCAGC3M3ACC AAAATGAATT GGO^flCACC AATGATTCCC A6CTGGGGTT TTTAOCAGAG 
GCAGAGATGT TCTCTTTGAA AACCATACTC TCACCCAAAA ACATGGAGCC TT CCAAAAT C 
TCTGGGCTAA TTGTGAACAT TTCAACCAGC CTtATAGCTG TTCTCATCAT CACCITCTGC 
ATIOTGACXS TGCTTGGAAG GGAGGCTCTC ACCAAAGGGG CXKrTGTGGGC AGTCTTTCTG 
CTOGCAOGOT CTGCCCTCCT CTGTOCGOIO OTCACGGGOG TCATCTGGAG GCAGC CCGAG 
AGCAAGACCA AGCTCTCATT TAAGGTTCCC TTOCTGCCAG TGCTCCXX3VT CCT GA G^ TC 
TTCX3TGAACG TCTATCTCAT QATGCAGCTC GACCAGGGCA CCTGGGTCOG GTTT6CTGTG 
TGGATGCTQA TAGGCXTCAT CATCTACTTT GGCTATGGCC TGTGGCACAG C3GAGGAGGCX5 
TCCCTGGATO COGACXAAGC AAQQACTCXrr GACGQCAACT TGQACC3W3TO CAAOTGAOGC 
ACAGCCCOGC CCCCC3QGAGG TGGCAGCAGC CCCGAGGGAC GCCCCCA6A6 GACCGGGAG6 
CACCXXaiCCC TCCCCACCAG TGCAACAGAA ACCACCTGCQ TCCACACCCT CACTGCA 

Seq ID NO: 136 Protein sequence 
Protein Accession #i NK_003Q4S 



60 
120 
180 
240 
300 
360 
420 
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540 
600 
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720 
780 
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11 
1 



21 
I 



31 
I 



41 



51 



1003 



wo 03/042661 



PCTAJS02/36810 



5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



KGOCVLLMIG 
NAGPAIVISF 
YZZGTSSVAR 
LGVKBSAMVN 
KPGVOGFMPP 
YFOVSAALTL 
VIYAMAEDGL 
SLVAACVLVL 
LSPKNMBPSK 
WTC5VIWRQP 
FGYGLWISEE 



QQMLRRKWD 
LZAALASVLA 
AWSATFDBLI 
KIFTCINVLV 
GPSGVLSQAA 
MMPYFOiDNN 
LFKFLANVND 
RYQPEX3PNLV 
ISGLtVNIST 
ESKTKLSPKV 
ASLDADQART 



CSREBTRLSR 
GUrYGEFGAR 
GRPZGEFSRT 
LGPIMVSGFV 
TCFYAPVGFD 
SPLFDAFKKV 
RTKTPIIATL 
YQMAST8DEL 
SLIAVLZITF 
PFLPVLPILS 
PDGNLDQCK 



CLNTFDLVAL 
VPKTGSAYLY 
HMTLNAPGVL 
RGSVKimQLT 
CIATTGEBVK 
GWEQAKYAVA 
ASGAVAAVMA 
DPADQNGIAS 
CZVTVXiGREA 
ZFVNVYLMKQ 



GVCSnjOAGV 
SYVTVGBIiHA 
AQfPDIFAVI 



Seg ID KOi 137 DMA geouence 

Nucleic Acid Accession «t IQ4_032044.1 

Coding sequences 182.. 658 



AAGATATAAA 
GaXTTAGAQ 
AGAAGCGCTA 
QATGOCTTCC 
CCTGGOTGAT 
TTGCTATGGT 
TTACGQAAAC 
AQAGTACATA 
GAAGAGGCAG 
CAAGTCCATQ 
TTGQAGCAGC 
CAAGAATCAA 
GCTAAATCTG 
ACTAOICTGG 
CTAGCrCTAA 
QTCTCTGQCT 
CTTTGGCXaT 
AGACCCXTTTC 
CACTCAACTC 
TAGGTTGATQ 




TTCCTTTGGC 
ATTCCTTTAA 



31 
I 

GGACCACTGG 
TGCAGATCAA 
GCACTAGCTA 
ATTGCTGAGC 
TGCTCCTGQA 
CXOGTCTGAT 
GCTQAOTTTA 
GCCXSATATGO 
GGCCATGTAT 
TQAGATGAGC 
ACACTTOCTQ 
AGCCGOCTCC 
ACCTAGCAAA 
OAAACTTTAG 
TTCCACAOTA 
GTGCATCTGC 
CAGAA8GAAQ 
CTCTCTCCAT 
CATAGGAAGG 
TAAAGCATTG 



NPQKAIFVOI 
VGSLCALSAS 
PLFDLKDLVD 
TNDSQMSPLP 
LTXGAI^rAVP 
LDQGTHVRPA 



41 

I 

AOACACtGAA 
6QASAAGCCA 
CATCCTCAOO 
TGCCTGGCCA 
TGGTTTTACC 
GCCXSAOCTCO 
AAGGAAOCCA 
ATTGGCCTGC 
CTGTACAOAT 
TCCAATAACA 
TGCAAGTACC 
TCTTCCTTTC 
CTAAGAGT6A 
CATTGQCCCA 
TCCTTCTTCC 
AGCCTATQAA 
AAACTCA6GA 
TGCCTGCACC 
TTTACCAGTA 
TOTACATAAO 



YVLAGAVARE 
PITGHNLILS 
IILILTGLLT 
LCUIMDTKBG 
VASLLICPIA 
IiLGSHPFKPR 
LMSIGTLLAY 
EAEMPSLKTI 
ZiLAfiSALLCA 
VKMLIGFZIY 



51 
I 

GAAGGCA0G6 
GGAGTTTCAA 
GTAGQAGGAA 
AAACAGGAGT 
ACAAGTCCAA 
AOTGTCAGTC 
GCA0CATA6C 
AOGAOCCACA 
CCT6GTCTG0 
ACTTTTTAAC 
GAOCATAGAO 
7GCTAGCCT0 
TAAGGGGCCT 
GTAGTGGCTT 
CTCCTCCCCT 
ACAGCTGGGT 
GTAAGCTTCr 
CCACCCCAOC 
GAATCCTTGC 
AAAAAAAAAA 



Seq ID NOt 138 Protein sequence 
Protein Accession #t MP 114433.1 



1 11 21 31 41 51 

I 1 1 I I I 

MASRSMRLLL LLSCLAKIGV 1X331 IMRP8C APGWFXHKSN CYGYFRKLRN NSDAELBOQS 
YGNGAKLASX LSZJCBASTIA BYISGYQRSQ PIHIGiaDPQ KRQQWQWIDG AMYLYRSWS6 
KSMQGNIOICA QSSSNMNFLT NSStlEOTKRO HFIiCKYRP 

Seq ID NO: 139 DMA sequence 

Nucleic Acid Accession #: XN_0S1860.2 

coding sequence i 52.. 3042 " 



1 
I 

GCTCACCCAG 
GTTAACCrCA 
QACC6GGGCA 
CCCAAACTCA 
AAT6TACAGT 
TACCAGGCAO 
GTGGCAGGGA 
GCGGAGGTTO 
TACCCCTACA 
AAOTTTGCTC 
CAGCAGCTGQ 
GGAGGTTATG 
TGOGTCACAG 
TTGGGCCACT 

AAGATGATCA 
GCTGTGTCCA 
GGATCTGAGG 
GGAATGTACT 
GCACATTOCA 
TCT60CAA66 
QAOGCCGACC 
AACCAGCACC 
GCT6ACAATQ 
TCCAAGCAAO 
AT6AT0GACA 
ATAOGCCAGA 
AACTGCACTT 
06CCTGAATA 
GAOOTTOOQA 



11 
I 

GAAAAATATG 
GCACOQAGQT 
GAGCCTGCCG 
CAGTCACXIAT 
CATGGAAACC 
AA6AGTTCCA 
AACCAATOTA 
GGCTTCTGAG 
GAAACCACAT 
TOGGATTTAA 
TGGGTCAGTA 
ACCCAOC3CAC 
TCCATGGCTC 
GCTTCTTCAC 
TTOTGAAOTC 
CAGGA OACTC 
CCTTCTOQAT 
AAACrGGATT 
CCCCAGGTTA 
ACTAC0GG6C 
ACAA60QGCC 
COCTGAAGCC 
AOGGGGCCXG 
GCATTXjOCCT 
A6ATAAAGAA 
ATAGGATCTG 
ATTTTCX3VAT 
TCOGAAAGTT 
ATGOCTGGCA 
TTACTTCCAO 



21 
I 

CAATOGTCCC 
TGTCTAC3UVA 
GAQCTACOGT 
TGACACCAAT 
TGGAGATACC 
GGTQCTTCCC 
CCTGCAC3VTC 
CCX3GAACATC 
CTGCAATTTC 
GGCAOCACAC 
CCCGATTCAC 
ATACATCAGG 
CAATGGCTTG 
GGAAGATGGG 
TGGAACCCTC 
CTACCCAGGG 
GGCCAATCCC 
TTGGTTTATT 
TTCA6A0CAC 
TG6CATQATC 
GTTOCTCTCA 
CCGGGAGCCG 
GCTGOGCGGC 
GACCCTG6CC 
CAGCTTGTTT 
OGGCCCTGGC 
TAGAGGAATT 
TOTGGCCCTG 
GAGCTGCCCC 
AGTGTTCTTC 



31 
I 

ATTSATATAC 
AAAGGOCAGG 
GTAOaGTTCC 
6TGAACAGCA 
CTOGTCATTG 
TGCAGATCCT 
GGGQAGQAGA 
ATAGTGATGO 
TTT6ACTT06 
T1XIGAGQ6CA 
TTGCA0CT80 
GACCTCTCCA 
TTQATCAAGG 
COQGAGGAAC 
CTOOOCTOSQ 
TACATOCOCA 
AACAACAACC 
TTTCA0CACX3 
ATTOCACTOG 
ATAGACAAOQ 
ATCATCTCTG 
GCCATCATCA 
GGGGATGTGT 
AGTGGTGGAA 
OTTGOOQAOA 
GGCTTGGAGC 
CAGTTATATG 
GAOGGCCGGC 
CATAACAAOQ 
GGA6AG0CTG 



41 

1 

AGGCCACTAC 
ATTATAGGTT 
TCTGTGGGAA 
CCATTCT6AA 
CGAaXACIQA 
6CGCCCCCAA 
TAGACGGC6T 
GQGA GATG GA 
ATACCTTTG6 
OGGAGCIGAA 
C06GTGATGT 
TCCATCATAC 
AG6TTGT6GG 
GCAACACITT 
ACCGTOACAO 
AGCCCAGGCA 
TCATCAACTO 
TACCMCGGG 
GAAAATTCTA 
GAOTCAAAAC 
CCAGATACAO 
GACACTTCAT 
OGCrGGACAO 
CCTTCCCGTA 
GTGGCAAOQT 
ATAGOGGAAO 
ATGGCCCCAT 
ACACCAGOQC 
TQACCGGCAT 
G6CCCTG6TT 



51 
I 

AATGGA1X3GA 
TGCTTGCTAC 
OCCTGTGAGQ 
CTTGGAGGAT 
TTACTOCATO 
CCAGOrCAAA 
GGACATGCQG 
GGACAAATGC 
GG6CCACATC 
GCATATGGGA 
AGAOGAAAGG 
ATTCTCTOGC 
CTATAACTCT 
TGACCACIGT 
CAAGATGTGC 
A6ACTQCAAT 
T6C00CTGCA 
CCCCTCCGTO 
TAACAAC06A 
CACOGAGGCC 
CCCTCACCAO 
TGCCTACAAG 
CTQCOGGTTT 
TGACGA06GC 
GGGGACG6AA 
GACCCTCCCI 
CAACATCCAA 
CCTGGCCTTC 
TGCCTTTGA6 
CAACCAGCrO 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



60 
120 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 



1004 



wo 03/042661 



PCT/US02/36810 



GACATGGATG GGGATAAGAC ATCTGTGTTC CATGACGTCG AGCSGCTC30GT GTCCGAGTAC 1860 
CCTGGCrCCT ACCTCACGAA GAATGACAAC TGGCTCGTCC GGCAOCCAGA CTGCATCAAT 1920 
GTTCCCGACT GGW3AGGGQC CATTTGCAGT GGOTGCTATG CACAGATGTA CATTCAAG.CC 1980 
TACAAGACCA GTAACCTGOG AATQAAGATC ATCAAGAATG ACTTCCCCW3 CCACCCTCTT 2040 
5 TACCTGGAGG GGGCGCTCAC CAQGAGCACC C3VTTACCAGC AATACCAACC GGTTGTCACC 2100 
CTGCAGAAGG GCTACACCAT CCACTGGGAC CAGACGGCCC COGCCSQAACT CGCCATCTGG 2160 
CTCATCAACT TCAACAAGGG CQACTGQATC CX3AGTGGGGC TCTGCTACCC GCGAGGCACC 2220 
ACATTCTCCA TOCTCTCGaA TGTTCACAAT CX3CCTGCTGA AGCAAACGTC CAAGACGGGC 2280 
GTCTTCGTGA GQACCTTGCA GATGGACAAA GTGGAGCAGA GCTACCCTGG CAGGAGCCAC 2340 
10 TACTACTQGG AC6AGGACTC AGGGCTGTTG TTCCTCAAGC TGAAAGCTCA GAACGAGAGA 2400 
GAQAAGTTTG CTTTCTGCTC CATGAAAGGC TGTGAQAGGA TAAAOATTAA AGCTCTGATT 2460 
CCAAAGAACX3 CAGGCGTCAG TGACTGCACA GCCACAGCTT ACCCCAAGTT CACOGAOAGG 2520 
GCTOTOOTAG AOGTOCCGAT GCCCAAGAAG CTCTTTGGTT CTCAGCTGAA AACAAAGGAC 2580 
CATTTCTTGG AGGTGAAGAT GGA6AGTTCC AAGCAGCACT TCTTCCACCT CTGGAACGAC 2640 
15 TTCGCTTACA TTGAAGTGQA TGGGAA6AAG TACCCCAQTT OGGAGOATGQ CATCCAGGTO 2700 
GTGGTGATTG ACGGGAACCA AGGGCGCGTG GTGAOCCACA OGAOCTTCAG GAACTCCATT 2760 
CTGCAAGGCA TACCATGGCA GCTTTTCAAC TATGTGGCGA OCATCCCTGA CAATTCCATA 2820 
GTOCTTATGO CATCAAAGGQ AAGATACOTC TCCAQAGGCC CATGGACCAQ AGTGCTGGAA 2880 
AAGCTTG6G0 CAQACAGGGG TCTCAAGTTG AAAGAGCAAA TGGCATTCGT TGGCTTCAAA 2940 
20 GGCAGCTTOC GGCCO^TCTG GGTGACACTG GACACTGAGG ATCACAAAGC CAAAATCTTC 3000 
CAAGTTGTGC CCATCCCTGT GGTGAAGAA6 AAGAAGTTGT GAGGACAGCT GOCXKXXMGT 3060 
GCCACCTCGT GGTAGACTAT GACGGTGACT CTTGGCAGCA QACCAOTGQO OGATGGCTOO 3120 
GTCCCCCAGC CCCTGCCAGC AGCTGCXTTGG GAAGGCCGTG TTTCAGCCCT GATGGGCCAA 3180 
GG6AAGGCTA TCA6AGACCC TGGTGCTGCC ACCTGCCCCT ACTCAAGTGT C TACC TGGAG 3240 
25 CCCCTGGGGC GGTGCTGQCC AATGCTGQAA ACATTCACTT TCCTGCAGCC TCTTGGGTGC 3300 
TTCXCTCCTA TCTGTQCCTC TTCAOTGGGQ OTTTOOQGAC CATATCafiGA GACCIGGGTT 3360 
GTGCTGACAG CAAAGATCCA CTTTGGCAGG AGCCCTGACC CAGCTAG6A6 GTAGTCTGGA 3420 
GGGCTGOTCA TTCAC3«3ATC CCCATGGTCT TCAGCAGACA AQTQAGGQTQ QTAAATGTAG 3480 
ORGAAAQAGC CTTGGCCTTA AGGAAATCTT TACTCCTGTA AGCAAGAGCC AACCTCACAQ 3540 
30 GATTAGGAGC TGGGGTAGAA CTG6CTATCC TTGGQGAAGA GGCAAGCCCT GCCTCTG6CC 3600 
GTGTCCACCr TTCAGGAGAC TTTGAGTGGC AQGTTTGGAC TTGQACTAGA TQACTCTCSkA 3660 
AGGCCCTTTT AOTTCTQAQA TTCCAQAAAT CTOCTOCATT TCACATGOTA CCTOGAACCC 3720 
AACAGTTCAT GGATATCCAC IGATATCCAT GATGCTGG6T GCCCCAGCXSC ACACGGGATG 3780 
GA6AGGTGAG AACTAATGCC TA6CTT6AGG GGTCTGCAGT CCAGTAGGGC AGGCAGTCAG 3840 
35 GTCCATCTGC ACTGCAATGC CAG6TGGAGA AATCACAGAG AGGTAAAATG GAGGCC31GT6 3900 
CCATTTCAGA GGGGAGGCTC AGGAAGGCTT CTTGCTTACA GOAATGAAGG CTQGGOOCAT 3960 
TTTGCTGGGG GGAGATGAGG GAGCCTCTGG AATGGCTCAG GGATTCAGCC CTCCCTGCCG 4020 
CTGCCTGCTG AAGCTGGTGA CTACX3GGGTC GCCCTTTGCT CAGGTCTCTC TGGCCCACTC 4080 
ATGATGGA6A AGTGTGGTCA GAGGGGAGCA ATGGGCTTTG CTGCTTATGA GCACAQAGQA 4140 
40 ATTCAGTCCC CAGGCAGCCC TGCCTCXGAC TCCAAGAGGO TQAAGTCCAC AOAAGTQAGC 4200 
TCCTGCCTTA GGGCCTCATT TGCTCTTCAT CCaWSGGAACT GAGCACAQQG GGCCTCCAGG 4260 
AGACCCTAGA TGTGCTCX3TA CTCCCTCGGC CTGG6ATTTC AGAGCTGGAA ATATAGAAAA 4320 
TATCTA6CCC AAAGCCTTCA TTTTAACAGA TGGGGAAAGT OAGCCCCCAA QATGOQAAAG 4380 
AACCACACAG CTAAGGGAGG GCXTTOGGGAG CCCCACCCTA GCCCTTGCTG CX:ACACCACA 4440 
45 TTGCCTCAAC AACCGGCCCC AGAGTGCCCA GGCACTCCTG AGGTAGCTTC TGGAAATGGG 4500 
GACAAGTCOC CTCGAAGGAA AGGAAATGAC TACJAOTAGAA TGACAfiCTAG CAQATCTCTT 4560 
CCCTCCIGCT CCCAGCGCAC ACAAACCCX3C CCTCCCCTTG GTGTEGGCMG TCCCTGTGGC 4620 
CTTCACTTTG TTCACTACCT GTCAGCCCAG CXnXSGGTGCA CAGTAGCTGC AACTCCXXy^T 4680 
TGOTGCTACC IGGCTCTCCT GTCTCTGCAG CTCTACRGGT GAGGCCCAGC AGAGGGAGTA 4740 
50 GGGCTCX3CX3V TGTTTCTGGT GAGCCAATTT GGCTGATCTT GGGTGTCTGA ACAGCTAITG 4800 
GQTCCACCCC AGTCXXTTTC AGCT6CIQCT TAATCCCCTG CTCTCTOCCT QGCCCACCTT 4860 
ATAGAGAGCC CAAAGAGCTC CTGTAAGAGG GA6AACTCTA TCTQTGGTTT ATAATCTTGC 4920 
AOGAGGCACC AGAGTCTCCC TGGGTCTTGT GATGAACTAC ATTTATCCCC TTTCCTGCCC 4980 
CAACXaCAAA CTCTTTCCTT CAAAGAGGGC CTGCCTGQCT CCCTCCACCC AACTG CACCC 5040 
55 ATCAGACTCG GTCCAAGAGT CCATTCOCCA GGTGG6AGCC AACTG TCAGG GAGGTCTTTC 5100 
CCACCAAACA TCTTTCAGCT GCTGOGAGGT GACCATAGGG CTCTGCTTTT AAAOATATGG 5160 
CTGCTTCAAA GGCCAGAGTC ACAQGAAGGA CTTCTTCCAG GGAGATTAGT GGTGATGGAO 5220 
AGGAGAGTTA AAATGACCTC ATGTCCTTCT TGTCCACGGT TTTG TTGAG T TTTCACTCTT 5280 
CTAATGCAAQ GGTCTCACAC TGTGAACCAC TTAGGATGTG ATC ACTTTC A GGTGGCCAGG 5340 
60 AATGTT6AAT GTCTTTGGCT CAGTTCATTT AAAAAAGATA TCTA TTTGft A AGTTCTCAGA 5400 
GTTGTACKrA TGTTTCACAG TACAGGATCT GTACATAAAA GTTTCITTCC TAAACCATTC 5460 
ACCAAGAGCC AATATCTAGG CATTTTCTTG GTA6CACAAA TTTTCTTATT GCTTAOAAAA 5520 
TTGTCCTCCT TGTTATTTCT GTTTGTAAGA CTTAAGTGAG TTAGGTCTTT AAGGAA AGCA 5580 
ACGCTCCTCT QAAATGCTTO TCTTTTTTCT GTTGCCGAAA TAGCTGGTCC TTTTTOGGQA 5640 
65 GTTAGATGTA TAGAOTOTTT GTATGTAAAC ATTTCTTGTA GGCATCACCA TGAACAAAGA 5700 
TATATTTTCT ATTTATTTAT TATATGT6CA CTTCAAOAAS TCACTGTCAG AGAAATAAAG 5760 
AATTGTCTTA AATGTCAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAA 



70 Seq ID NOt 140 Protein aecnxence 
Protein Aoceseion #s XP_051860.2 

1 11 21 31 41 51 

75 MDOVNLSTEV VYXKGQDYRP ACYDRGRACR SYRVRFLCGK PVRPKLTVTI DTNVNSTILH 60 

I£DNVOSWKP OTliVIASTl) YSJWQABEPQ VLPCRSCAPN QVKVAGKPKY LHIGEEIDGV 120 

DMRAEVGLLS HNIIVMGEME OKCOTPNHI OIPFDPDTFG 6HIKPALGFK AAHLBGTBLK 180 

HKGQQLVGQY PIHFHLACTV DERGGYDPPT YIRDLSIHHT PSRCVTVHGS NGLLIKPyVG 240 

mSLGHCPPT EDGPEERNTP DHCLGLLVKS GTUiPSDRDS KMCKMITGDS YPGYIPKPRQ 300 

80 DCNAVSTPHM ANPNNNLINC AAAGSEBXGP WFIPHHVPTG PSVGHYSPGy SEHIPIX3KPY 360 

NNRAESNYRA <3«II1DNGVKT TEASAKDKRP FLSII SARYS PHQDADPLKP REPAIIBHPI 420 

AYRMQDS6AH IjRGGDVWU>S O^ADNGIGL TLASGSTFFY DDGSKQBIXH SIiPVGESQiV 480 

GTEMMDNRIW QPGOIDHSGR TLPIGQHFPI ROIQLYDGPl HIQHCTPRKP VALEQRHT8A 540 

LAFRUINAHQ SCPHHNVTGI AFEDVPZTSR VFFGEP6PWP HQLDHDGDKT SVFHDVD6SV 600 

1005 



wo 03/042661 



SEYPGSYLTK NDNWLVRHPD CINVPDWRGA ICSGCYAQMY IQAYKTSMLR MKIIKNDPPS 660 

HPLYIOTALT RSTHYQQYQP WTLQKGYTI HWDQTAPABL AIWLINFNKG DWIRVGLCYP 720 

ROTTPSILSD VHNRLLKQTS KTGVFVRTLQ MDKVBQSYPO RSHYYWDEDS GLLFLKLKAQ 780 

NEREKFAPCS MKGCERIKIK ALIPKNAOVS DCTATAYPKF TERAWDVPM PXKLFOSQLK 840 

TKDHPLEVKM ESSKQHFFHL WNDPAYIEVD GKXYPSSEDG lOWVIDQIQ GRWSBTSPR 900 

NSILQOIPMQ LFNYVATIPD NSZVLMASKG RYVSRGPWTR VLERLGADltG LKLKBQMAFV 960 
GPXOSPRPIW VTLDTEDHKA KZFQWPZPV VKKKRL 

Seq ID NO: 141 DKA sequence 

Nucleic Add Accession tft Bos sequence 

Coding sequencet 261.. 2661 

1 11 21 31 41 51 

i I I i I I 

GAGCTAGOGC TCAAGCAGAG CCCAOOGOSO TGCTATOGGA CAGAGCCTGG OtSAGGGCAAG 60 

CGGOOCGGGO AGCCAGCGGO GCTaA0C3GO3 GCCAGGGTCT GAACCCAGAT TTCCXyW5ACT 120 

AGCTACCACT CXXJCTTGCXX: ACGCCCCGGG AQCTOGOOGC QCCTGGOGGT CAGCGACCAO 180 

ACS3TCCGGGQ COGCTQCQCT CCTGOCCOGC GAGGCGTOAC ACTGTCTOQQ CTACAGACCC 240 

AGAGOOAGCA CACT6CCA6G ATOGOAOCXQ CIGGGAGGCA GQACTTCCIC TTCAAGGCCA 300 

TGCTOACXaT CAGCTGGCTC ACTCTGACCT OCTTCCCTGG 06CCACAT0C ACAOTOOCTO 360 

CTGGGTGCCC TQACCAGAGC CCTGAGTTGC AACCCTGOAA CtXTTOGCCAT GACCAAQACC 420 

ACCATGTGCA TATCGGCCAG QGCAAGAOVC TGCTGCTCAC CTCTTCTGCC ACGGTCTATT 460 

CCATCCACAI CrCAGAGGGA OGCAAaCTOG TCATTAAAGA CXACGACGAO CXS3ATTCTTT 540 

T GOGAAC CCO GCACATOCTG ATT6ACAA00 OAOaAGAGCT GCATGCTGGO AOtQCCCTCT 600 

GCCCTTTCCA GGGCAATTTC ACCATCATTT TSTATOGAAO QOCTGATQAA GOTATTCAGC 660 

CGGATCCTTA CTATGGTCTG AAGTACATTO GGGTTGGTAA AGGAGGOQCT CTTGAGTTCC 720 

ATGGACAQAA AAA GCTCTC C TGGACATTTC TOAACAAGAC C3CTTCAaXA GOTCGCATCO 780 

CAGAAGGAGG CTATTTTTTT GAAAGGAGCT GG0GCCACCX3 TGGAOTTATT GTTCATGTCA 840 

TOGACCCCAA ATCAGGC ACA GTCATCCATT CTBAOOGGTT T8ACACCTAT AOATCCAAGA 900 

AAGAGAGTGA AOBTCTGOTC CAOTATTTOA A0G066IGGC OSATGGCAGO ATCCTTTCTG 960 

TTQCAGTGAA TGATQAAGGT TCTCGAAATC TGQATGACAT GOCCAGGAAO GOGATGACCA 1020 

AATTGGGAAG C3UUVCACTTC CTGCACCTTG GATTTAGACA CXXnrrOQAGT TTTCTAACTG 1080 

TQAAAQGAAA TCCATCATCT TC3«3TGGAAG ACCATATTGA ATATCATGGA CATCGAGGCT 1140 

CTGCTOCTGC CCG66TATTC AAATTGTTCC AGACAGAGCA TG6CGAAXAT TTGAATQUT 1200 

CTTTGTCCAG TGAOTGGGTT CAAGAOGTOO AGTGGAOGGA aTGGTTOGAT CATGATAAAG 1260 

TATCTCAGAC TAAAGGTGGG GAGAAAATTT CAGACCTCTG GAAAGCTCAC CCAGGAAAAA 1320 

TATGCAATCO TCCCATTGAT ATACAGGOCA CTACAATGGA TGGAGTTAAC CTCAGCACOG 1380 

AGGTTGTCTA CAAAAAAGGC CAGGATTATA GOTTTGCTTG CTAOQACOGG GGCaGAOCCT 1440 
GCOGGAGCTA COGTGTACXM TTCCTCTQTG GGAAGCCTGT OAGGCGCAAA CTCACAOTCA * 1500 

GCATTQACAC CAATGTGAAC AGGACCATTC TGAACTTGGA GGATAATOTA CAGTCATOGA 1560 

AACXrrQGAGA TACCCTGGTC ATTGCCAOTA CTGATTACTC CATGTACCAO GCAQAAQAGT 1620 

TCCAGGTGCT TCCCTGCAGA TCCTGCGCXX: CCAACCAGGT CAAAGTGGCA GGGAAACCAA 1680 

TGTACCTGCA CATCGGGGAO GAGATA6A0G G06XGGAC3VT G0GGGCX3GAQ GTTGGQCTTC 1740 

TGAGCOGGAA CATCATAGTQ A7GGGGQASA T6GA66ACAA AXQCTACCCC TACAGAAACC 1800 

ACATCTOCAA TTTCTTTGAC TTOGATACCT TTOGOGGCCa CATCAAGTTT OCTCTGGGAT 1860 

TTAAGGCAGC ACACTTGGAG GGCACGGAGC TGAAGCATAT GGOACAGCAG CTGQTGGGTC 1920 

AGTACCCGAT TCACTTCCAC CTG6C0GGTG ATGTAGACGA AAGGGGAGGT TATGACCCAC 1980 

CCACATACAT CAGGGACXTPC TCCATCCATC ATACATTCTC TOGCTGOGTC ACAGTCOVTG 2040 

GCTCCAAIGO CTT6TTGATC AAGGAOITTG TGGGCTAIAA CTCTTTGGGC CACTOCTTCT 2100 

TCAOGQAAGA TGGGCXS5GAQ GAACX5CAACA CTTTTOACCA CTGTCTTGGC CT C Cri'GTCA 2160 

AOTCTGGAAC CCTCCTCCCC TCGGACCGTG ACAGCAAGAT GTGCAAGATQ ATCACAQAGG 2220 

ACTCCTACCC AGGGTACATC CCCAAGCCCA GGCAAGACTG CAATGCTGTQ TCCAOCTTCT 2280 

G GATCGCCAA T CCCAAC AAC AACCTCATCA ACTQTGCOQC TGCAGGATCT GAGGAAACTG 2340 

GATTTTQGTT TATTTTTCAC CACOTACXAA GGG60CCCTC OQTGQQAATG TACTCCCCAG 2400 

GTTATTCAGA GCACATTCCA CTGGOAAAAT TCTATAACAA COGAGCACAT TCCAACTACC 2460 

GGGCTGOCAT QATCATAGAC AACGGAGTCA AAACX31CCGA GGCCTCTGCC AAGQACAAGC 2520 

GGCCGTTCCT CTCAATCATC TCTGCCAGAT ACAGCCCTCA CCAGOAOGCC GACCOSCTGA 2S80 

AOCCOOGGGA 6CCGGCC31TC ATCSWACACT TCATTGCCTA CAAGAACCAQ GACXaiOGGGG 2640 

OCTOGCTGOO OGGOGG G QAT GTGTGQCIGa ACAGCTGGCA TTTCAGAGGO OAGGCTCAGG 2700 

AAOGCTTCTT GCTTACAGGA ATOAAGGCTQ GGGGCATTTT GCTGGGGGGA GATOAGGCAG 2760 

OCTCTGGAAT GGCTC AGGGA TTCAGCCCTC CCTGCCGCTG CCTQCTGAAG CTGGTQACTA 2820 

CXSGGGTCGCC CTTTGCTCAC GTCTCTCrOO CCCACTCATG ATGGAGAAGT GTGQTCAGAG 2880 

G^AGCAATG GGCTTTGCT6 CT7ATGAGCA CAOAGGAATT CAGTCCCCAG GCAGCCCTOC 2940 

CTCTG ACTCC AAOAGGGrGA A0TCCACAGA AGTGA6CTCC TGOCTTAGGG CCTCATTTGC 3000 

TCTTCATOCA GG6AACTGAG CACAOGOGGC CTCCAGGAGA CCCTAOATGT GCTOrrACTC 3060 

CCTOSGCXrrq GGATTTCAGA GCTGGAAATA TAGAAAATAT CTAGCCX3^ GCCTTCATTT 3120 

TAACAGATGG OQAAAGTGAG CCXXX3UU3AT GGGAAAGAAC CACACAGCTA AGGQAGGOCX: 3180 

TOGGGAGOOC CACCCTAGCC CTTGCTGOCA CACCACATTG CCTCAAC3UVC OGGCCCCAGA 3240 

6I6C0CAGGC ACTGCTGAGG TAGCTTCTGG AAATGGGGAC AAGTOCXXnx: GAAGGAAAGG 3300 

AAATQACTAO AGTAGAATGA CAGCTAGCAO ATCTCTTCCC TCCTGCTCCC AQOSCACACA 3360 

AACCCGCCCT CXXXnTPGOTG TTGGCGGTCC CTGTGGCCTT CACTTTGTTC ACTACCTCTC 3420 

AGCCCAGCCT GGGTGCACAG TAGCTOCAAC TCCXXIATTGG TGCTACCTGG CTCTCCTGTC 3480 

TCT GCAGCT C TACA GGTG AG GCXXAGCAGA 0G6AGTAG0G CTCGCCATOT TTCTOOTGAG 3540 

OCAAT TTGQ C TO ATCTTO GG T6TCTGAACA GCTATTGQGT CCAOCOCAGT CCCTTTCAGC 3600 

TGCTGCTTAA TQGOCTGCTC TCTCCCTG6C CCACCTTATA GAGAGOCJCAA AGAGCTCCTO 3660 

TA AGAGGG AQ AACTCTATCT OTGGTTTATA ATCTTGCAOG AGGCAOCAGA OTCTCCCTGG 3720 

GTCTTGTGAT GAACTACATT TATCCCCTTT CXTTGCOCCAA CCACAAACTC TTTCCTTCAA 3780 

AGAGGGCCTO OCTGGCTCCC TCCACOCAAC IGCACXXaVTQ AOACTOGGTC CAAGAOTCOV 3840 

TTOCCCAGOT GGGAGOCAAC TOTCAGGGAG OTCTrTOCCA CCAAACATCT TTCAGCTGCT 3900 

GGGAGOTGAC OVTAGOGCTC TGCTTTTAAA GATATGGCTG CITCAAAGQC CAQAGTCACA 3960 

G QAAG GACTT CITCCA GGGA QATTA6TGGT GATGGAOAGO AGAGTTAAAA TGACCTCATG 4020 

TCCTTCTTGT CCAOQGTTTT OTTGAOTTTT CACTCTTCTA ATGCAAGGGT CTCACACTGT 4060 

GAACCACTTA GGATGTGATC ACTTTCAGGT GGCCAGGAAT GrrGAATGTC TTTGGCTCAG 4140 

TTCATTTAAA AAAGATATCT ATTTOAAAOr TCTCAGAGTT GTACATAT6T TTCACAGTAC 4200 
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AG6MCTGTA 
TTTCTTGGTA 
TOTAAGACTT 



T6TAAACATT 
ATOTGCACTT 
6AGATGTCCT 
TTGGAAAAAT 
AAAAAAAAAA 



CATAAAAGTT 
GCACAAATTT 
AAGTGAGTTA 
GCCGAAATAG 
TCTTQTAGGC 
CAA6AAGTCA 
TTGCATT6CT 
TTT6CTGTTA 
AAAAAAAAAA 



TCTTTCCTAA 
TCTTATTGCT 
GGTCTTTAAG 
CTGGTCCTTT 
ATCACXIATGA 
CTGTCAGAGA 
TGGAAGGGGT 
TTATA6TAAA 
AA 



ACCATTCACC 
TAGAAAATTG 
GAAAGCAACG 
TTCGGGAGTT 
ACAAAGATAT 
AATAAAGAAT 
GTACCTAGAG 
CATACAAAGG 



AAGAGCCAAT 
TCCTCCTTQT 
CTCCTCTGAA 
AGATGTATAG 
ATTTTCTATT 
TGTCTTAAAT 
CXrAAGGAAAT 
ATGTCAAAAA 



ATCTAGGCAT 
TATTTCTGTT 
ATGCTTGTCT 
AGTGTTTGTA 
TATTTATTAT 
GTCATGATTO 
TGGCTCTGGT 
AAAAAAAAAA 



4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 



Seq ID NO: 142 Protein aequence 
Protein Accession #s Eos sequence 



1 
I 

HGAAGRODFL 
GKTLLLTSSA 
TIILYGRADE 
ERSHGHRGVI 
SRNIiDDMARK 
KLFQTEHGBY 
IQATTMD6VN 
STILMLEDNV 
EIDGVDMRAE 
GTELKHMGQQ 
KDWGYKSLG 
PKPRQDCNAV 
LGKFYKKRAH 
IRHFIAYKNQ 
FSPPCROiLK 



11 
I 

FKAMLTZSWL 
TVYSIHISEG 
GIQPDPYYGL 
VHVIDPKSGT 
AMTKLGSiCHF 
FNVSLSSEWV 
LSTEWYKKG 
QSWKPGDTLV 
VGLLSRNirV 
LVGQYPIHFH 
HCPFTEDGPE 
STFWMANPKN 
SMYRACatllD 
DHGAHLRGGD 
LVTTGSPPAH 



21 
I 

TLTCFPGATS 
GKLVIKDHDE 
KYIGVGKGQA 
VIHSDRFDTY 
LHLGFRHPWS 
QDVEWTEWPD 
QDYRFACYDR 
lASTDYSMyQ 
MGEMEDKCYP 
LAGDVDERGG 
ERMTFDHCLG 
NLINCAAAGS 
NGVKTTEASA 
VWIiDSCBFRG 
VSLABS 



31 
I 

TVAAGCPDQS 
PIVLRTRHIL 
LELKGQKKLS 
RSKKESERLV 
PLTVKGNPSS 
HDKVSQTKGG 
GRACRSYRVR 
AEEFQVLPCR 
YRNHICNFPD 
YDPPTYIRDL 
UiVKSGTLLP 
EETGPWFIFH 
KDKRPFIiSZI 
EAQBQPLIiTO 



41 
I 

PELQPWNPGH 
IDNGGELHAG 
WTFI^IKTLHP 
QYUIAVPDGR 
SVEDHIEYHG 
EKISDLWKAH 
FLCGKPVRPK 
8CAPMQVKVA 
FDTFGGHIKF 
SIHHTPSRCV 
SDRDSKMCKM 
HVPTGPSVGM 
SARYSPHQDA 
MKAGGILLG6 



51 
I 

DQDKHVHIGQ 
SALCPFQGNP 
GGMAEGGYPP 
IliSVAVNDBG 
HRGSAAARVF 
PGKICNRPID 
LTVTIDTNVN 
GKPMYLHIGB 
ALGFKAAHLE 
TVRGSN6LLI 
ITH3SYPGYI 
YSPGYSEHIP 
DPLKFREPAl 
DEAA8GMAQ0 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
B40 



Seq ID NOt 143 KM DMA sequence 
Nucleic Acid Accession #: NM_006017 
Coding sequence: 38.. 2635 

1 11 21 31 41 51 

I I I 1 1 1 

CCAAGTTCTA CXrTCATGTTT GGAG6ATCTT GCTAGCTATG GCCXTTOGTAC TCX3GCTCCCT 60 

GTTGCTGCTG GGGCTGTGCG GGAACTCCTT TTCAGGAGGG CAGCCTTCAT CCACAGATGC 120 

TCCTAAGGGT TQGAATTATG AATTGCCTGC AACAAATTAT OAGACCCAAG ACTCCCATAA 180 

AGCTGGAGCC ATTGGCATTC TCTTTGAACT AGTGCATATC TTTCTCTATG TGGTACAGCC 240 

GCX3TCATTTC CCAGAAQATA CTTTGAGAAA ATTCTTACAG AAGGC3VTATG AATCCAAAAT 300 

TGATTATGAC AAGCCAGAAA CTGTAATCTT AGOTCTAAAG ATTGTCTACT ATGAAG CAGG 360 

GATTATTCTA TGCTGTGTCC TGGGGCTGCT GTTTATTATT CTGATGCXTTC TGGTGGQGTA 420 

TTTCTTTTGT ATGTOTCGTT GCTGTAACAA ATGTGGTGGA GAAATGCACC AGCGACAGAA 480 

G6AAAATGG6 OCCTTCCTGA GGAAATGCTT TGCAATCTCC CTGTTGGTGA TTTGTATAAT 540 

AATAAQCATT GGCATCTTCT ATGGTTTTGT GGCAAATCAC CAGGTAAGAA CCCGGATCAA 600 

AAGGAGTOG6 AAACTGGCAG ATAGCAATTT CAAGGACTTQ CGAACTCTCT TGAATGAAAC 660 

TCCAGAGCAA ATCAAATATA TATTGGCCXA GTACAACACT ACCAAGGAGA AiGGCGTTCAC 720 

AGATCTGAAC AGTATCAATT CAGTGCTAGG AGGCGGAATT CTTGACCGAC TGAGACCCAA 780 

CATCATCCCT GTTCXTGATG AGATTAAGTC CATGGCAACA GCGATCAAGG AGACCAAAGA 840 

GGCXJTTGGAG AACATGAACA GCACCTTGAA GAGCTTGCAC C3AC3U\AGTA CACAGCTTAG 900 

CAGCAGTCTG ACX^IGCXSTGA AAACTAGCCT GOGGTCATCT CTCAATGACC CTCTGTCCTT 960 

GGTGCATCCA TCAAGTGAAA CCTGC»ACA3 CATCAQATTG TCTCTAAGCC AGCTGAATAG 1020 

CAACXXn^AA CTOAGGCAGC TTCCACCCOT GGATQCAQAA CTTQAC3VACG TTAATAAOGT 1080 

TCTTAGGAC3V 6ATTTGGATG GCCTGGTCCA ACAGGGCTAT CAATCCCTTA ATGATATACX: 1140 

TGACAGAGTA CAAOGGCAAA CCACGACTQT OGTAGCAGGT ATCAAAAGGG TCTTGAATTC 1200 

CATTGGTTCA GATATCGACA ATGTAACTCA GOGTCITCCT ATTCAGGATA TACTCTCAGC 1260 

ATTCTCTGTT TATGTTAATA ACACTGAAA6 TTACATCCAC AOAAATTTAC CTACATTGGA 1320 

AGAGTATGAT TCATACTGGT GGCTGGGTGG OCTGGTCATC TGCTCTCT6C TGACCCTCAT 1380 

CX5TGATTTTT TACTACCTGG GCTTACTOTG TGGCGTGTGC GGCTATGACA GGCATGCCAC 1440 

CCCGACCACC CGAGGCTGTG TCTCCAACAC OGGAGGOGTC TTCCTCATGG TTCG AGTTG G 1500 

ATTAA6TTTC CTCTTTTGCT GGATATTGAT GATCATTGTG GTTCTTACCT TTGTCTTTGG 1560 

T6CAAATGTG GAAAAACIGA TCTGTGAAOC TTACAOBAGC AA66AATTAT TCGGGGTTTT 1620 

GQATAC3VC0C TACTTACTAA ATGAAGACTO GGAATACTAT CTCTCTGGQA ACCTATTTAA 1680 

TAAATCAAAA ATGAAGCTCA CTTTTGAACA AGTTTACAGT GACTGCAAAA AAAATAGAGG 1740 

CACTTAOGGC ACTCTTCACC TGC3U3AACA6 CTTCAATATC AGT6AACATC TCAACATTAA 1800 

TGAGCATACr GGAAGGATAA GCAGTGAATT GQAAAGTCIG AA6GTAAATC TTAATATCTT 1860 

TCTGTTGGQT GCAGCAGGAA GAAAAAACCT TQUSGKITTT GCIGCTTGT6 GAATA GACAG 1920 

AATGAATTAT GACAGCTACT TGGCTCAGAC TGGTAAATOC CCCJSCAGGftO TQAATCTTTT 1980 

ATCATTTGCA TATGATCTAO AAGCAAAAGC AAACAGTTTG CCCCCAGGAA ATTTGAGGAA 2040 

CTGCCTGAAA AGAGATGCAC AAACTATTAA AACAATTCAC CAGCAAC6AG TCCTTCCTAT 2100 

AGAACAATCA CTQAGCACTC TATACCAAAG OGTCAAGATA CrTCAAGGCA CAGGGAATGG 2160 

ATTGTTGGA6 AGAGTAACTA GGATTCTAGC TTCTCTGGAT TTTGCTCAGA ACTTCATCAC 2220 

AAACAATACT TCCTCTGTTA TTATTGAGGA AACTAASAAG TATGGGAGAA CAATAATAGG 2280 

ATATTTTGAA CATTATCTGC AGTGGATCGA GTTCTCTATC AGTGAGAAAG tCGCATCXSTG 2340 

CAAACXTGTG GCCACCGCTC TAGATACTGC TGTTGATGTC TTTCTOTGXA GCTACATTAT 2400 

0GACCCCTT6 AATTTGTTTT GGTTTGGCAT AOGAAAAGCT ACTGIATTTT TACTTGGGGC 2460 

TCTAATTTTT GGGGTAAAAC TGGCTAA8TA CTATGBIOGA A3?GGATT086 A06A06TGTA 2520 

CXSATGATGTT GAAACTATAC CCATGAAAAA TATGGAAAAT G6TAAIAATG GTTATCATAA 2580 

AGATCATGTA TATGGTATTC ACAATCCTGT TATGACAAGC CCATCACAAC ATTGATAGCT 2640 

GATGTTGAAA CTGCTTGAGC ATCAGGATAC TCAAAGTGGA AAGGATCACA GATTTTTGGT 2700 

AGTTTCTGGG TCTACAAGGA CTTTCCAAAT CXAGGAGCAA OSCCSUSTGGC AAOGTAGTGA 2760 

CTCAGG0GG6 CACCAAGGCA AOGGCAOCAT TGST C TCT GG OTAGTGCriT AAGAATGAAC 2820 
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ACAATCAOGT 
TATTTTTGTT 
GTTTGTTCCC 
ACATATTGOC 
GVOTACAOTA 
TTATAGQACT 
AAATAATCCA 
TTCATCTATT 
OCATCATAQA 
GAOAQAGAAA 
ACAOTTTAAC 
GAOTATCATC 
TTCTTAGATC 
AAAGCACAAO 
AAOTGATCAG 
GAT8TAGGCA 
AAAAAGGAAC 



TATAGTOCAT 
TTTTACTTTT 
ATTGGATGCA 
ATGTGTG6AG 
AA06GTOTAT 
TTCTTCTAAA 
TTTTCACTAA 
ATACTTTATC 
GAAACCTGCX3 

AGA6TTTTCT 
AGACTAGTAT 
TGQTGTCCAG 
GTAAATATTC 
CAATGAA6AA 
TTCCCCCCAO 
TTGG 



GGTCCATCAC 
TTACACTGAG 
TTTCTATCAA 
TQTtSCTGAAC 
ATACCTTTTG 
TGA6CTAAAT 
AAGTGTGTGA 
AAAGATTGGC 
TAACTCCATC 
TCAAAAGTGG 
OTTGCATTAG 
CAAGTGTTCT 
CATGGATGAA 
ATTTGCTTCA 
CTGQT066AC 
OTCTTTTCAT 



TATTCAAGOA 
TTTCTATTTA 
AACTCTATCA 
ACACACCAGT 
TTACCACAGA 
AAGTCACCAT 
AACCTACAGC 
CATGTTCCAC 
TGACAAATTC 
AGTTGTTTTA 
GATAAACATT 
AAAATGAAAT 
ACCTTTGAGT 
GGAGTTTCAT 
AAAATTTAAC 
GTGCAQATTO 



TGACTCCCTC 
GACACTACAA 
AATGTGATXX3 
TTACAGGAAA 
GTTTTTTAAA 
TGACTTCTTO 
ATATTCrrCA 
TTGGAAATGQ 
AAAAQAQAGA 
ACAGAT6CCA 
AATTGGAOTG 
ATGAGAAGAT 
TTGGTCCCTA 
GTTGGATCTG 
GTTGAT6TAA 
GAGTTCTQAT 



CCTTOCTGTC 
CATATGOGGT 
CTAQATTCTA 
GATOCATTTT 
CAAATQAGTA 
GTGCTGTTGA 
CGCAQAGATT 
CATGCAAAAQ 
QAGAGATCTT 
ATTAOGGTGT 
CAGCTAACAT 
CXriGTCACAA 
AATTTGCATG 
TCATTATCAA 
TGGAATTCCA 
TCATTTSAA.T 



Seq ID N0> 144 NP Protein sequence 
Protein Accession Ui NP 006008.1 



1 

I 

MALVIiGSLLL 
IFLYWQPRD 
ILMPLVGYPP 
HQVRTRIKRS 
ILDRLRFNII 
SLNDPLCLVH 
YQSLNDIPDR 
HRNLPTLBBY 
VPLMVGVGLS 
YL8GKLFNKS 
LKVMLNIPLL 
LPPGNLRNSL 
DPAQNPITNN 
VPLCSYIIDP 
NQNNGYHXZ3H 



11 

I 

LOliOGNSPSG 
FPEDTIiRKPL 
CMCRCOnCGG 
RKLADSNPKD 
PVLDBIKSMA 
PSSETCNSIR 
VQRQTTTWA 
DSYWWIiGGLV 
PLFCWZLMII 
KMKLTPBQVY 
GAAGRKKLQD 
KRDAQTIKTI 
T8SVIXEETK 
LKLPWFGIGK 
VYGIHNPVMT 



21 

I 

GQP8STDAPK 
QKAYESKIOY 



LRTLLNETPB 
TAIKBTKEAL 
LSLSQZ2fSNP 
GIKRVmSZO 
ICSLLTLIVI 
WLTFVFGAN 
SDCKRNROTY 
PAACX3IDRMK 
HQQRVLPZBQ 
KYORTXZGYF 
ATVPLLPAIiI 
SPSQH 



31 

I 

AUNYELPA7N 
DKPETVILGL 
GPPtiRKCFAI 
QIKYILAQYN 
BtmNSTLKSL 
BLRQLPPVDA 
SDIC»1VTQRL 
PYYLOLLOQV 
VBKLICBPYT 
GTLHLQNSPN 
YDSYLAQT6K 
SLSTLYQSVK 
BKmWZBFS 
FAVKLAKYYR 



41 

I 

YETQDSHXAO 
KIVYYEAGII 
8LLVICIXXS 
TTKDKAFTDIf 
HQQSTQLS88 
BZiDNVNNVLR 
PIQDXLSAPS 
06YDRHATPT 
SKELFRVUIT 
ISEHLNINEH 
SPAGVNIiLSP 
ILQRTGNGLl. 
I8EKVASCKP 
RMDSEDVYDD 



Seq ZD NOt 145 DWA eecruence 

Nucleic Acid Accession #t Eos sequence 

Coding sequence i 3 8 2 6 05 



COUIGTTCTA 
GTTGCTGCTQ 
TCCTAAGQCT 
A GCTC GACCC 
GOGTGATTTC 
TGATT ATGAC 
GTTTATTATT 
ATGTGGTGGA 
TGCAATCTCX: 
GGCAAATCAC 
CAAGQACTTO 
GTACAAGACT 
AG60G6AATT 
CATGGCAACA 
GAGCTTGCAC 
GOOGTCATCT 
CATCAGATTO 
GGATGCAGAA 
ACAGGGCTAT 
OGTAGCAGGT 
GOGTCTTOCT 
TTACATCCAC 
CCTGGTCATC 
TGGOGTGTGC 
OGQAQGOGTC 
GATCATTOTG 
TTACAOGAGC 
GGAATACTAT 
AGTTTACAGT 
CTTCAATATC 
GGAAAGTCTG 
TCAGQATTTT 
TGGTAAATOC 
AAACAGTTTG 
AACAATTCAC 
03TCAAGATA 
TTCTCTGGAT 
AACTAAGAAG 
QTTCTCTATC 




TGGAATTATG 
ATTGGCATTC 
CCAGAAGATA 
ATTGTCTACT 
CTGATGCCTC 
GAAAT6CACC 
CTOrrGGTOA 
CAGGTAAGAA 
CGAACTCTCT 
ACCAAG6ACA 
CTTGACOGAC 
GCGATCAAGG 
CAACAAAGTA 
CTCAAXGACC 
TCTCTAAGCC 
CTTGACAACX3 
CAATCCCTTA 
ATCAAAAGGG 
ATTCAG6ATA 
AGAAATTTAC 
TGCTCTCTGC 
GGCTATGACA 
TTCCTCATGG 
GTTCTTACCT 
AAGGAATTAT 
CTCTCTGGGA 
GACTGCAAAA 
AGTGAACATC 
AAGGTAAATC 



(XCX3CAGGAG 
CCCCCAGGAA 
CAGCAACGAG 
CTTCAAOQGA 
TTTGCTCAOA 
TATGGGAGAA 
AOTQAOAAAG 



21 
I 

G6AGGATCTT 
GGAACTCCTT 
AATTGCCF6C 
TCTTTGAACT 
CTTTGAGAAA 
ATOAAGCAQO 
T6GTGGGGTA 
AGCGACAGAA 
TTTGTATAAT 
CCCGGATCAA 
TGAATGAAAC 
AG60GTTCAC 
TGAOAOCCAA 
AGACCAAA6A 
CACAGCTTAQ 
CTCTGT9CIT 
AGCT6AATA0 
TTAATAA06T 
ATGATATAOC 
TCTTGAATTC 
TACTCTCAGC 
CTACA'iTGGA 
TGACCCTCAT 
GGCAT6CCAC 
TT6QAGTTGQ 

■rccGGgrm 

AGCTATTTAA 
AAAATAGAGG 
TCAACATTAA 
TTAATATCTT 
GAATAGACAG 
TGAATCTTTT 
ATTTGAGQAA 
TCCTTCCTAT 
OlOGGAATGQ 
ACTTCATCAC 
CAATAATAOQ 
TGQCATOQTG 



31 
I 

GCTAGCTATG 
TTCAGGAGGO 
AACAAATTAT 
AGTGCATATC 
ATTCTTACAO 
GATTATTCTA 

GGAAAATGGG 
AATAAGCATT 
AA66A0TCG0 
TGCAGAGCAA 
A6ATCT6AAC 
CATCATCCCT 
GG06TTGGAG 
CAGCAGTCTQ 
GQTOGATOCA 
CAACCCTGAA 
TCTTAGQACA 
TGACAGAGTA 
CATTGOTTCA 
ATTCTCTOTT 
A6AGTAT6AT 
COTGATTTTT 
CCCX5ACCACC 
ATTAAGTTTC 
TGCAAATOTG 
GGATACACCC 
TAAATCAAAA 
CACTTAOGGC 
TGAGCATACT 
TCrGTTQGOT 
AATQAATTAT 
ATCATTTGCA 
CTCCCTQAAA 
AGAACAATCA 
AITOTTGGAG 
AAACAATACT 
ATATTTTGAA 
CAAAOCTGTG 



41 

I 

6CCCTC6TAC 
CAGCCTTCAT 
GAGACCCAAG 
TTTCTCTATQ 
AAGGCATATQ 
TGCTGTGTCC 
ATOTOTOGTT 
CCCTTCCTGA 
G6CATCTTCT 
AAACTGGCAG 
ATCAAATATA 
AGTATCAATT 
OTTCTTGATG 
AACATGAACA 
ACCAGOGTGA 
TCAAOTGAAA 
CTGAOGGAGC 
GATTTGQATG 
CAAOGCCAAA 
GATATOSACA 
TATGTTAATA 
TCATACTGGT 
TACTACXrrGG 
OQAGGCTGro 
CICTTTTGCT 
OAAAAACTGA 
TACTTACTAA 
ATGAAGCTCA 
ACTCTTCACC 
GGAAGCATAA 
GGAGCAOGAA 
OACAGCTACT 
TATGATCTAG 
AGAGATGCAC 
CTGAGCACTC 
AGAGTAACCA 
TCCTCTGTTA 
CATTATCIGC 
GGCACOQCTC 




2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 



51 

I 

PIGILFELVB 
LCCVLGLIiFI 
IGXFYGFVAN 
NSINSVLGGG 
LTSVKTSLRS 
TDLDGLVQQa 
VYVNNTBSYI 
T&GCVSNTGO 
PYLLNEDWEY 
TGSISSELES 
AYDLBAKANS 
ERVTRZLASL 
VATALDTAVD 
VBTIPMKNMB 



GCTGTAACAA 
GGAAATGCTT 
ATGGTTTTGT 
ATAGCAATTT 
TATT06CCGA 
CA6TGCTAGG 
AGATTAAGTC 
GCACCTTGAA 
AAACTAGCCT 
CCTGCAACA6 
TTGCACCOGT 
GCCTGOTCCA 
CCACGACTGT 
ATGTAACTCA 
ACACTGAAAG 
GGCTGGGTGO 
GCTTACTGTG 
TCTCCAACAC 
GQATATTGAT 
TCT6TGAA0C 
ATGAAGACTG 
CTTTTGAACA 
TGCAGAACAO 
GCAGTGAATT 
GAAAAAACCT 
TGGGTCAGAC 
AAGCAAAAGC 
AAACTATTAA 
TATACCAAA0 
GGATTCTAGC 
TTATTGAOGA 
AGTGGATOGA 
TAOATACTGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 



1008 
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TOTTGATGTC TTTCTOTGTA GCTACATTAT CX3AGCCCTTG AAlYltiTTTT GGTTTGGCAT 2400 

AGGAAAAGCT ACTGTATTTT TRCTTCOGGC TCTAATTTTT GCGGTAAAAC TGGCTAAGTA 2460 

CTATCGTCGA ATGGATTC6G AGGACGTOTA CGATGATGTT GAAACTATAC CCATGAAAAA 2520 

TATGGAAAAT GGTAATAATG GTTATCATAA AGATCATGTA TATGGTATTC ACAATCCTGT 2580 

5 TA1GACAAGC CCATCACAAC ATTGATAGCT GATGTTQAAA CTGCTTQAQC ATCA GGATAC 2640 

TCAAAGTGGA AAGGATCACA GATTTTTGGT AGTTTCTGG6 TCTACAAGGA CTTTCCAAAT 2700 

CCAGGAGCAA CGCCAGTGGC AAOGTAGTGA CTCAGGCGGG CACCAAGGCA ACX3GCACCAT 2760 

TGGTCTCTGG GTAGTGCTTT AAQAATOAAC ACAATCAOGT TATAGTCCAT GGTCCATCAC 2820 

TATTCAAGGA TGACTCCCTC CCTTCCTGTC TATTTTTGTT TTTTACTTTT TTACACTGAG 2880 

r 10 TTTCTATTTA 6ACACTACAA CATATGGGGT GTTTGTTCCC ATTGQAT6CA TTTCTATCAA 2940 

AACTCTATCA AATQTGATGQ CIAGATTCTA ACAIATTGCC ATGTGXGGAG TGTGCTQAAC 3000 

ACACACCAQT TTACAGGAAA GATOCATTTT GTGTACAGTA AACGGTGTAT ATACXTTTTTG 3060 

TTACCACAGA GTTTTTTAAA CAAATGAOTA TTATAGQACT TTCTTCTAAA TGAGCTAAAT 3120 

AAGTCACCAT TGACTTCTTG GTGCTGTTGA AAATAATCCA TTTTCACTAA AAGTGTGTGA 3180 

15 AACCTACAGC ATATTCXTCA CQCAGAGATT TTCATCTATT ATACTTTATC AAAGATTGGC 3240 

CATGTTCCAC TTGGAAATGO CATGCAAAAO CXavTCATABA GAAACCTGCG TAACTCCATC 3300 

TOACAAATTC AAAAGA6A6A GAGAGATCTT 6ASAGAQAAA T0CT6TTCXST TCAAAAGTGG 3360 

AQTTGTTTTA ACAGATGCCA ATTAOSGTGT ACAGTTTAAC AGAGTTTTCT OTTOCATTAG 3420 

GATAAACATT AATTGGAGTG CAGCTAACAT GAGTATCATC AGACTAGTAT CAAGTGTTCT 3480 

20 AAAATGAAAT ATGAGAAGAT CCTGTCACAA TTCTTAGATC TGGTGTCCAG CATGGATGAA 3540 

ACCTTTQAGT TTGGTCCCTA AATTTGCATO AAAOCACaUWS GTAAATATTC ATTTGCTTCA 3600 

GGAGTTTCAT GTTGGATCTG TCATTATCAA AAGTGATCRG CAATGAAGAA CTGGTOGGAC 3660 

AAAATTTAAC GTTGATGTAA TQQAATTCCA aATGTAOGCA TTCCCCCCAO GTCTTTTCAi: 3720 
GTGCAGATTG CAGTTCTOAT TCftTTTGAAT AAAAftGGAAC PTGQ 



25 



Seg ID NOi 146 Protein sequence 
Protein Accession #t 



1 11 . 21 31 41 SI 

30 I I I t I I 

MALVLGSLLL LGLCGNSPSG GQPSSTDAPK AHmfELPATN yBTQDSHKAO PIGILFELVH 60 

IFIiYWQPRD PPEDTLRKFL QKAYESKI0Y DIVYYEA6I1 LCCVLGLLPI ILMPLVGYPF 120 

CMCRCOTKCG GEMHQRQK3N QPFLRKCFAI SLLVICIIIS IGIFYGFVAN HQVRTRIKRS 180 

RKLADSNFKD UlTLLNETPE QIKYILAQYN TTKDKAPTDL NSINSVLGGQ ILDRLRPNIl 240 

35 PVLDBIKSMA TAIKETKEAL ESMNSTLKSL HQQSTQLSSS LTSVKTSLRS SLNDPLCLVH 300 

PSSBTCN9IR LSLSQLMSHP EtRQLPPVDA ELDHVHHVLR T0UX3LVQQG YQSIJIDIPDR 360 

VQRQTTTV7A GIKRVLKSIG SDIDHVTQRI* PIQDILSAPS VYVHNTBSYI HRNLPTLEBY 420 

DSYWWLGGLV ICSLLTLIVI PYYLGLLCGV CGYDRHATPT TRGCVSNTGG VFLMVGVGLS 480 

FLFCWILMII WLTFVFGAN VEKLICEPYT SKSLFRVLDT PYLLNEDWEY YLSGKLPNKS 540 

40 KMKLTFEQVY SDCKKNRGTY GTLHLQNSFN ISEHLMINEH TGSI8SELES UCVNLNIFLL 600 

GAAGRKNLQD FAACGIDRMN YDSYIAQTGK SPAGVNIibSF AYDLEAKANS LPPGNLRNSL 660 

KRDAQTIKTl HQQRVtPIBQ SLSMiYQSVK ILQRTGNOLIt ERVTRILASL DFAQNFITNN 720 

TSSVIIEETK KYGRTIIGYF BHYLQWIBPS ISHWASCKP VATALDTAVD VFLCS YHDP 780 

LNLFWFGIGK ATVFLLPALI PAVKIAKYYR FMDSEDfWrO) VETIPMKHME MGfflffGYHKDH 840 

45 VYGIHNPVMT SPSQH 



50 



Seq ID KO: 147 DMA sequence 

Nucleic Acid Accession ft: BCO 12 089.1 

Coding sequencet 236.. 2606 



1 11 21 31 41 51 

I I I I I I 

ATQCTCTCAG CTCTCCCGCC GOGGGATG6T GCCTTGAOTG AATGACCCCC TTGQAGAACA 60 

TTCTTCOGCA TCCCTCGCCT CAAGCCAGCC TCAGACAGAA AACTGAAGAT TCAGCAQATC 120 

55 CAGTGCTTCC TGCTCCTCTT CTGCCCAGGA ACAOGCTTGC CTTCCCCAAG GCTTCCR6AA 180 

GCTCTGAGGC AGGAGGCACC AAGTTCTACC TCATQTTTGG AQQATCTTGC TAGCTATGGC 240 

CCTC3QTACXC OGCTCCCTGT TGCTGCTGGG OCTGTGCXSGa AACTCCTTTT CAG6AGGGCA 300 

GCCTTCATCC ACAGATGCTC CTAAGGCTTG GAATTATGAA TTGCCTGCAA CAAATTATQA 360 

GACXX:AA6AC TCCCATAAAG CTGGACCC31T TGGCATTCTC TTTGAACTAG TGCATATCTT 420 

60 TCTCrATGTG GTACAGCOGC GT6ATTTCCC AGAAGATACT TTGAGAAAAT TCTTACAGAA 480 

GQCATATQAA .TCCAAAATT6 ATTAT6ACAA GATTGTCTAC TATOAAGCAG GQAT TATTCT 540 

AIGCTGTGTC CTGGGGCTOC TSTTTATTAT TCTGATGCCT CTGGTGGGGT ATTTCTTTTG 600 

TATOTQTOGT TGCTGTAACA AATGTGGT66 AQAAATGCAC CAGCGACAGA AGGAAAAT6G 660 

GCCCTTOrro AGQAAATGCT TTGCAATCTC CCTGTTGGTG ATTTGTATAA TAATAA OCAT 720 

65 TGGCATCTTC TATGGTTTTO TG6CAAATCA CCAGGTAAGA ACCCGGATCA AAAGGAGT06 780 

GAAACIGGCA GATAGCAATT TC3UU3GACTT GOGAACTCTC TTGAATGAAA CTCCAGAGCA 840 

AATCAAATAT ATATTGGCCC AGTACAACAC TACXAAGGAC AAGGC3GTTCA CAQATCTGAA 900 

CAGTATCAAT TCAGTGCTAO GAGGCGGAAT TCTTGACC6A CTGAGACCCA ACATCATCOC 960 

TGTTCTTGAT GAGATCAAQT CCATGGCAAC AGCGATCAAG GAGACCAAAG AGGC8TTG6A 1030 

70 GAACATGAAC AGCACCTTGA AGAGCTTGCA CCAACAAAGT ACACAGCTTA GCAGCAGTCT 1080 

GftCGAGOGTO AAAACTAGOC TGG6GTCATC TCTCAATGAC CCTCTGTGCT TGGTGCATCC 1140 

ATCRAGTQRA ACCaX3C3AC3V GCATCAGATT GTCTCTAAGC CAGCTGAATA GCAACCCTGA 1200 

ACXGAGGCAG CTTCCACCCX5 TGGATGCAGA ACTTGACAAC GTTAATAAOS TTCTTAGGAC 1260 

AGATTTGQAT GGCCTGGTCC AACAGGQCTA TCAATCCCTT AATGATATAC CTGACA6AGT 1320 

75 ACAAOGCCAA ACCACGACTG TOSTAGCAGG TATC3VAAAGG GTCXTGAATT CCATTGGTTC 1380 

AGATATOGAC AATOIAACTC AOOGTCTTCC TATTCAGGAT ATACTCTCAG CATTCTCTGT 1440 

TTA T 6TT A AT AACACIGAAA GTTACATOCA CAGAAATTTA CCTACATTGG AAGAGT ATGA 1500 

TTCATACTGG TG6CTGG6TG GOCTGGTCAT CTGCTCTCTG CTGACCCICA TCGTGATTTT 1560 

TTACTACCTG GGCTTACTGT QTGGOGTCTG CGGCTATGAC AGGCATGGCA GCOCQACCAC 1620 

80 CGGAGGCTGT GTCTCCAACA COGQAGGCGT CTTCCTCATG GTTGGA6TT6 GATTAAGTTT 1680 

CCrCTTTTGC TGGATATTGA TGATCATT6T GGTTCTTACC TTTGTCTTTG GTGCS^TGT 1740 

GQAAAAACXG ATCTGTQAAC CTTACACGAG CAAGGAATTA TTCCGGGTTT TGGATACACC 1800 

CTACTTACTA AATGAA6ACT GGGAATACTA TCTCTCTGGG AAGCTATTTA ATAAATCAAA 1860 

AATGAAGCTC ACTTTTGAAC AAGTTTACAO TGACT6CARA AAAAATAGAG GCACTTAOGG 1920 
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5 
10 
15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



CACTCTTCAC 
TOQAAGOVTA 
TGCAGCAGGA 
TQACAGCTAC 
ATATGATCTA 
AAGAGATGCA 
ACTGAGCACT 
GAGAGTAACT 
ITCCTCAtflT 
ACATTATCTG 
GGCCACCGCT 
GAATTTGTTT 
TGCGGTAAAA 
TGAAACTATA 
ATAT6GTATT 
ACT6CTTQA0 
GTCTACAAGG 
GCACCAAOGC 
TTATA6TCCA 
TTTTTACTTT 
CATTOaATQC 
CATGTtSTGGA 
AAACGGTGTA 
TTTCrrCTAA 
ATTTrCMTEA 
TATACTTTAT 
AGAAACCTGC 
ATOCTQTTOQ 
CAGAGTTTTC 
CAGACTAGTA 
CTOQTQTCCA 
GGTAAATATT 
GCAATGAAGA 
ATTCCCCCCA 
CTTOGAAAAA 



CTGCAGAACA 
AGCAGTQAAT 
AOAAAAAACC 
TTGGCTCAGA 
GAAGCAAAAG 
CAAACTATTA 
CTATACCAAA 
AGGATTCTAG 
ATTATTGAGQ 
CAGTGGATCQ 
CTAGATACTQ 
TGGTTTGGCA 
CTGGCTAAGT 
CCCATGAAAA 
CACAATCCTQ 
CATCAGGATA 
ACTTTCXAAA 
AAC3GGCACCA 
TGGTCCATCA 
TTTACACTGA 
ATTTCTATCA 
GTGTGCTQAA 
TATACCTTTT 
ATGAGCTAAA 
AAAGTGTGT6 
CAAAGATTGG 
GTAACTCCAT 
TTCAAAAOTQ 
TGTTGCATTA 
TCAAGTGTTC 
GCATGGATGA 
CATTT6CTTC 
ACTGGTCGGA 
GGTCTTTTCA 
AAAAAAAAAA 



GCTTCAATAT 
TGGAAAGTCT 
TTCAGGATTT 
CTGGTAAATC 

CAAACAGrrr 

AAACAATTCA 
GCX3TCAAGAT 
CTTCTCIGGA 
AAACTAA6AA 
AQTTCTCTAT 
CTGTTGATGT 
TAGGAAAAGC 
ACTATOGTCX; 
ATATGGAAAA 
TTATQACAAO 
CTCAAAQTGO 
TCCAGGAGCA 
TTGGTCTCTG 
CTATTCAAGG 
GTTTCTATTT 
AAACTCTATC 
CACACACCAG 
GTTACCACAG 
TAAGTCACTA 
AAACCTACAO 
CCATQTTCCA 
CTGACAAATT 
aAOTTGTTTT 
GGATAAACAT 
TAAAATGAAA 
AACCTTTGAG 
AGQAOTTTCA 
CAAAATTTAA 
TOTGCAGATT 
AAA 



CAGTGAACAT 
GAAGGTAAAT 
TCCrGCTTGT 
CCCQ8CAGGA 
GCXrCCAOGA 
CCAGCAACGA 
ACTTCAACGC 
TTTTGCTCAG 
OTATGGGAGA 
CAGTGAGAAA 

crrrcTGTOT 

TACTOTATTT 
AATGOATTCa 
TGGTAATAAT 
CCCATCACAA 
AAAGOATCAC 
AOGCCAGTGG 
GGTAGTGCTT 
ATGACTCCCT 
AGACACTACA 
AAATGTGATG 
TTTACA6QAA 
AGTTTTTTAA 
TTGACTTCTT 
CATATTCTTC 
CTTGGAAATO 
CAAAAGAGAG 
AACAGATGCC 
TAATTGQAOT 
TATGAGAAGA 
TTTOTTCOCT 
TGTTGQATCT 
OGTTGATGTA 
GGA6TTCTGA 



CTCAACATTA 
CTTAATATCT 
GGAATAGACA 
GTQAATCTTT 
AATTT6AGGA 
GTCCTTCCTA 
ACAGGGAATO 
AACTTCATC3V 
ACAATAATAG 
GTGGCAT06T 
AGCTACATTA 
TTACTTCOGO 
QAGGACCTGT 
GGTTATCATA 
CATTGATA6C 
AGATTTTT66 
CAAOQTAGTG 
TAAGAATQAA 

cccrrccTGT 

ACATATGGGG 
GCTAGATTCT 
AQATGCATTT 
ACAAATGAGT 
GGTGCTGTTG 
AQ6CAGAGAT 
GCATQCAAAA 
AGAGAGATCT 
AATTA0G6TG 
GCAGCTAACA 
TCCTGTCACA 
AAATTT6CAT 
GTCATTATCA 
ATGGAATTCC 
TTCATTTGAA 



ATGAGCATAC 



GAATGAATTA 
TATCATTTGC 
ACTOCCrGAA 
TAGAACAATC 
GATTGTF6GA 
CAAACAATAC 
6ATATTTTGA 
6CAAACCTGT 
TCXSACCCCTT 
CTCTAATTTT 
ACGATGATOT 
AAGATCATGT 
TGATOTTGAA 
TAOTTTCTGO 
ACTCAOGOGG 
CACAATCACG 
CTATTTTTGT 
TGTT T QTTCC 
AACATATTGC 
TOTGTACAQT 
ATTATAGGAC 
AAAATAATCC 
TTTCATCTAT 
GCCATCATAG 
TGAGAGAGAA 
TACAGTTTAA 
TGAOTATCAT 
ATTCTTAGAT 
GAAAGCACAA 
AAAGTGATCA 
AQATQTAaaC 
TAAAAAGGAA 



1980 
2040 
2100 
3160 
2320 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2B20 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 



Seq ID NOt 146 Protein sequence 
Protein Accession #t AAH12089.1 



1 
I 

MALVLGSLLL 
IFLYWQPHD 
FCMCRCCNKC 
SRKLADSNFK 
IPVLDBIK8K 



RVQRQTTTW 
YDSYV7WLG6L 
SFLFCWILHI 
8XNKLTFEQV 
LGAAGRXHLQ 
LKRDAQTIKT 
NTSSVIIEET 
PLNLFHFGIG 
RVYGZHNPVM 



11 
I 

LGIiCGHSFSG 
FPEDTLR2CFL 
GGEMHQRQKE 
DLRTLUIETP 
ATAZKBTKEA 
RIiSLSQUISN 
A6IKRVLMSI 
VICSLLTLIV 
IWIiTFVPGA 
YSDCKKNSOT 
DFAAOGIDBM 
IHQQRVIiPIB 
KKYGRTHGY 
KATVFUfPAL 
TSPSC^ 



21 
I 

GQPSSTDAPK 
QKAYESKIDY 
NGPFLRKCFA 
EQIKYILAQY 
LENMNSTLKS 
PEIjRQLPPVD 
GSDIDNVTQR 
IPYYLGLLCG 
NVEKLICBPY 
YGTLBLONSF 
NYDSYIAQTO 
QSLSTLYQSV 
FEHYLQWIBF 
IPAVXLAKYY 



31 
I 

AHNYELPATM 

DKIVYYEAGI 
ISLLVICIII 
NTTKDKAFTD 
LHQQSTQLSS 
ABUlNViaiVL 
LPIQDILSAP 
VCGYDRHATP 
TSRELFRVLD 
NISEHUTINB 
KSPAGVMLLS 
KILQRTGHGL 
SISEKVASC3C 
RRMDSBDVYD 



41 
I 

YBTQD8RKA0 
ILCCVUSLIiF 
SIGIFY6FVA 
LKSINSVLGO 
8L1TSVICTSX1R 
RTDLDGLVQQ 
SVYVNNTESY 
TTRGCVSNTG 
TPYLLNEDWE 
BT0SX8SSLB 
PAYDLEAXAH 
LERVTRZLA6 
PVATALDTAV 
DVE7ZFKKNM 



51 
I 

PIOILFELVH 
IILMPLVGYF 
NHQVRTRIKR 
6ILDRLRPNI 
SSLNDPIOiV 
GYQSUIXIXPD 
IHRNLPTltEE 
GVFU4VGVGL 
YYLSGKLPMK 
SLRVNZiNZFIi 
SLPPGHLRNS 
LDFAQNFITN 
DVFLCSYIID 



Seq ID M0> 149 DNA sequence 

Nucleic Acid Accession #1 NM_033049.1 

Ooding sequence 1 28..1S66 ~ 



1 
I 

CCACGOOTCC 
CTCCTTTCTG 
GAAACT6G6A 
GAAACTGCTA 
CCCATAATTA 
ACACATAGTT 
GTAAATTCAT 
ACAATG6TTC 
C3UITCATCA6 
GQTCCX3V6CA 
CATAATACAA 
AAAGGAAAGG 
QAGAAACATT 
6TATTT66CA 
CCAAGATCTG 
GCAGAAACXSV 
AGTAGCTCAA 
AAOCAOACTO 
AGQOCTAAGC 
AA06CACAGC 
GTGGCGG6CT 



11 

I 

GAOCAAGAAC 
TAAACACAGC 
CTAGTGGTCC 
GCACCAOUSC 
GTACACATAO 
CCTCCACAAT 
TAGCTACCTC 
CTTCIGAAAC 
GG O CT O OC A C 
ATCCTTGCCA 
GTTTTTGCCT 
TATTOCCTOG 
CXIAT6QCCTA 
CATCrCTTTTA 
AAATGCX3TGC 
CAAGTOACAA 
GCAACTTTCT 
CXSQATGACTG 
CACAGAGCCC 
ACAAGCAAT6 
ACCAGGAAGA 



21 
I 

AOCTAAAATG 
CACCAACCAA 
TACAOTA6CT 
AAATACACCT 
TTCCTCCACA 
TCCTATACCT 
TGACATAATC 
ACAAAGTAAC 
TGGCACOGCr 
AGATGATCCC 
GTGTTTAGAA 
QAAGATTTCA 
TCAAOACITO 
TGGACAGACT 
TGATGACAAO 
TGAGAAGACT 
AAACTATGAT 
CCTCAATGGT 

CTTAATAAAO 
TQCTAATG60 



31 
I 

AAAGCCATCA 
GGCAACTCAG 
GCAGCTGATA 
TCTTTCCCAA 
ATTCCTACAC 
ACTGCTOCAG 
ACCGCTTCAT 
AATOAAATQT 
TTATTGGAGA 
T6TGCAGATA 
GGGTATTACT 
GTGACAGTAT 
CATAOT QAAA 
GTAATTCTTA 
TTTGTTAATG 
GTGACTQAGA 
TTGACCCTTC 
TTA0CAT6G8 
GCTTCCMSTC 
AAGAGTGGTQ 
. AACTGCCAAA 



41 

I 

TTCATCTTAC 
CTQATQCTQT 
CCACT6AAAC 
CA6CTACTTC 

ACAGTQAGTC 
CTCCAAATGA 
00CCCMX3VC 
CCAGCACOCT 
ATT06TTATG 
ACAACTCTTC 
CAGAAACATT 
TTACTAGCTT 
CTGTAAGCAC 
TAACAATAGT 
AAATTAATAA 
GGTQT6ATTA 
ATTG CAAAT C 
TCAAGTGTCC 
GGOCCO CTGA 
AfiTGTGCATT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



51 
1 

TCTTCTTGCr 
AAC AAOCA CA 
TAATTTCOCT 
ACCTGCTOCC 
CATAATTAGT 
AACCACAAAT 
T8QATTAATC 
AGAAlGACAAT 
AAACAGCACA 
TGTTAAGCTG 
TACATGTAAG 
TOACCCAGAA 
GTTTAAA6AT 
ATCTCTOTCA 
AACAATTTTG 
AOCAATTAGA 
TTATOOCTOT 
TGAOCTGCAA 
TGATGCCTGC 
OTGTGOQTGC 
T0QCTACA6T 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



1010 



wo 03/042661 



C3GACTCGACT GTAAGGACWl ATTTCftGCTO ATCCTCACTA TTaTGGQCAC CATCGCTOOC 
ATTGTCATTC TCAGCATGAT AATTGCATTO ATTGTCACAO CAAGATCAAA TAACAAAACO 
AAGCATATTG AAGAAGAGAA CTTQATTGAC GAAGACTTTC AAAATCTAAA ACTGCGGTCG 
ACAGGCTTCA CCAATCTTGG AGCAGAAGGQ AGCX3TCTTTC CTAAGGTCAG GATAACGGCC 
TCCAGAGACA GCCAGATGCA AAATCCCTAT TCAAGACACA GCAGCATGCC CCGCCCTGAC 
TATTAGAATC ATAAQAATGT GGAACCGOCX: ATGGCCCCCA AGCAATGTAC AAGCTATTAT 
TTAGAGTGTT TAGAAAGACT GATGGAOAAG TCAOCACXaG TAAAGATCTG GCCTTCCGGGG 
TTTTTCTTCC ATCTGACATC TGCCAGCCTC TCTGAATGOA AGTTGT6AAT GTTTGCAACG 
AATCCAGCTC ACTTGCTAAA TAAGAATCTA TGACATTAAA TGTAGTAGAT GCTATTAGCG 
CTTGTCAGAO AGGTGGrTTT CTTCAATCAG TACAAAGTAC TGAGACAATG GTTAGGGTT6 
TTTTCTTAAT TCTTTTCCTO OTAGGGCAAC AAGAACCATT TCCAATCTAG AGOAAAGCTC 
CCCAGCATTG CTTGCTCCTG GGCAAACATT GCTCTTGAQT TAAGTGACCT AATTCCCCTG 
GGAGACATAC GCATCAACTG TGGAGGTCCG AGGGGATGAG AAGGGATACC CACCACCTTT 
CAAGGGTCAC AAGCTCACTC TCTGACAAQT CAGAA-nVGGG ACACTGCTTC TATCCCTCCA 
ATGGAGAGAT TCTGGCAACC TTTOAACaGC CCAGAGCTTG CAACCTAGCC TCAOCCAAGA 
AGACTCGAAA GAGACATATC TCTCAGCTTT TTCAGGAGGC GTGCCT GGGA ATCCAQOAAC 
TTTTTGATGC TAATTAGAAQ GCCTG6ACTA AAAATGTCCA CTATGGGGT6 CACTCTACAQ 
TTTTTGAAAT QCTAGGAGGC AQAAGQGQCA GAGAGTAAAA AACATGACCT GGTAGAAGGA 
AGAGAGGCAA AGGAAACTGG GTGGGGAGGA TCAATTAGAQ AGQAQGCACC TGGGATCCAC 
CTTCTTCCTT AGGTCCCCTC CTCCATCA6C AAAGGAGCAC TTCTCTAATC ATGCCCTCCC 
GAAGACTGGC TQGGAGAAGO TTTAAAAACA AAAAATC3CAQ 6AGTAAGAGC CTTAQGTCAG 
TTTGAAATTG GAGACAAACT GTCTGOCAAA GGGTGOGAGA GGOAGCTTGT GCTCAGGAGT 
CCAGCCGTCC AGCCTCQGGG TGTAGGTTTC TGAGGTGTGC CATTGGGGCC TCAQCCTTCT 
CTGGTGACAQ AGGCTCAGCT GTGGCCACCA ACACACAACC ACACACACAC AAC CACACAC 
ACAAATGGGG 6CAACCACAT CCAGTACAAO CTTTTACAAA TGTTATTA6T GTCCTTTTTT 
ATTTCTAATG CCTTGTCCTC TTAAAAGTTA TTTTATTTOT TATTATTATT TOTTCTTGAC 
TGTTAATTGT GAATGGTAAT 6CAATAAAGT QCCTTTGTTA GATGGTGAAA AAAAAAAAAA 
AAAAAAA 

Seq ID NO J 150 Protein sequence 
Protein Accession #: NP_14903a.l 

1 11 21 31 41 51 

MKAIIHLTLL ALLSVNTATN QGMSADAVTT TETATSGPTV AAADTTETUF PETASTTANT 60 

PSFPTATSPA PPIISTHSSS TIPTPAPPII STHSSSTIPI PTAADSBSTT MVNSLATSDI 120 

ITASSPNDGL ITMVPSETQS NNEMSPTTED NQSSGPPTGT ALLBTSTUHS TOPSNPCQDD 180 

PCADNSLCVK LHNTSPCLCL BGYYYNSSTC KKGKVPPGKI 8VTVSETFDP EEKHSMAYQD 240 

LHSBITSLFK DVFGTSVYGQ TVILTVSTSL SPRSEMRADD KFVNVTIVTI LAETTSDNEK 300 

TVTBKINKAI RSSSSHPIiNY DLTIiRCDYYG CKQTADDCLN GLAC33CKSDL QRPNPQSPFC 360 

VASSLKCPDA CNAQHRQCLI KKSG6APECA CVPGYQEDAN GMCQKCAFGY SGUXSCDKFO 420 

LILTIVGTIA QIVILSMIIA LIVTARSNHK TKHIEBENLI DEDPQNI*KLR STGPTNW3AE 480 
GSVFPKVRIT ASRDSQMQNP YSRHSSMPRP DY 

Seq ID NO: 151 DMA sequence 

Nucleic Acid Accession «: Bob sequence 

Coding sequence: 87.. 914 

1 11 21 31 41 51 

AOTAOGCQGa GCCGGGTTTT OCCTCOGCRfl CAOCrCTOOa CXCTTCTCMJ CTGCOOGAGC 60 

AGCTGCTCCA ATCCCXX3GGA GTGGCXATGG G0G0CCC3GCA CTGGTGOGAC CAGCTGCAGG 120 

CTGGTAGCTC G6AGGTGGAC TGGTGC6AGG ACAACTACAC CATCGT6CCT GCTATOGCCG 180 

AGTTCTACAA CAOQATCAGC AATGTCTTAT TTTTCATTTT ACCGCCCATC TGCATGTGCT 240 

TGTTTOGTCA GTATGCAACA TGCTTCAACA GTG6CATCTA CTTAATCTGG ACTCTTTTGG 300 

TTGTAOTGGG AATTGGATCC GTCTACTTCC ATOCAACCCT TAGTTTCTTG GGTCAGATGC 360 

TTOATGAACT TGCAGTCCTT TGGGTTCTGA Itfm'lXSCTi'T GGCCATGTGG TTCCCCAGAA 420 

GGTATCTACC AAAGATCTTT CGGAATOACC GOGGTAGGTT CAAGOTGGTG GTCAGTGTCC 480 

TGTCTGCGGT TAOSACXSTGC CTGGCATTTG TCAAGCCTGC CATCAACAAC ATCTCTCTGA 540 

TOACCCTGG6 AGTrCCTTGC ACTGCACTGC TCATOGCAGA GCTAAAGAGG TGTGA CAACA 600 

TCCGT G TGTT TAAGCTGGOC CTCTTCTCX3Q GCCSCTQOfSQ GACCCTGGCC crGTTCTGCT 660 

GGATCA6TGA CCGA6CTTTC TQOGAGCTGC TGTCATCCTT CAACTTCCXX: TACCTGCACT 720 

GCATGTGGCA CATCCTCATC TGCCTTGCTG CCTACCTGGG CTGTGTATGC TTTGCCTACT 780 

TTGATGCTGC CTCAGAGATT CCTOAGCAAG GCCCTGTCAT CAAGTTCTGG CXXZAATGAGA 840 

AATGGGCCTT CATTGGTGTC CCCTATGTGT <XCTCCTGTG TGCCAACAAG AAATCATCAG 900 

TCAAGATCAC GTQATGGCAA GATGGTGGCT GGCTTCTCTG CTTATCGaX CTCATGC3W3T 960 

GQGCTTCCTT TOCTAOQAAfl ACAOCCAAGQ GAGTTOGAAT AGTTGGGGTG TGGGCTATCT 1020 

TTTCAAAAAT CTATTTGCTG GGGCTCTTAA TTTCTTTAGT GTTCTTTOTA TGTAG GGATT 1080 

TAAACTTTGT CATATGGTAC AAATATTCCC TGCCCCCCTQ CAQTTTCCCA TTTGTCTTTC 1140 

AGXATGTTAA TATTTTTGTG CCATACTGGT TTTAAACTTT CATGTTGTCA CATCTGTTAA 1200 

Tcrrnvrn' aggatttcxo gattttgtgt aattttxaaa aaggtcccct cctc ctccc t i26o 

AATGTCTCTG TGGACCACCT GGATTCCACT QTACAAGGGQ AAAAGTGTCT ATTCCTTTCC 1320 

CAAAGATGGA AAATGGAGGG CTTAGGGACA CTA6ATGCAT CTTTCTCAGC ATCACTTOCA 1380 

QATOC3U3TGA CTTGTTGGGC TGCGTCCTTA ATGGCCATGG CAGAGCAGTC CCTTGGGQGA 1440 

TCCAGCOCTG TACAATGCAT CTCTTCCTGG AGAAAGCTQG CCTGCTCCAG ACCCCACCAT ISOO 

T0CX3^G6GGC CCrTQGAGTG GACTCTACTG ATGACAQACA GACCCrCTOA GAGACAAGAC 1560 

OCTCTGACTC TGTGATGGAA 6ATGCCAGAG ATTTTCCTTT GGGGTAATTG TCCTTAAACA 1620 

AAACCAAACA GATGAAACAC ACACAGGACT TGTGGCTAAA AAGG CTAfiTT TTTCACTTOC 1680 

ATTTCTCAAC TAACCCAGGT TTTACATQCA TCTQTGAATC CTTTTACTAC TACXrTCTGTG 1740 

GAGA&ATGGA GAGACTTCA6 ATAAAC3GTGA AGCTAATGAG TAAAACCCTC TCTGCCAAAA 1800 

GCTACACTGC ACTTTAOOCC CTTCTTGAAG ATGAGCACAA TTTTTAAATA CTGAGCACAA 1860 

TTTTTAAATA C16ACATCAC TTCCTCTTCC OOCTCOCACC CCAGCTCAGC AGCCTC AAAT 1320 

CtACAGAGAA 6AAGAATTAT GGCAT6AACA TTCOCACAOA CCCACCATCT TTAA6ACTTG 1980 

ACCTCIGTAA GTTTACCAAA GGGCTCCTCA CAATTGTGGT GGGGGTTCTO GTTCAAAATT 2040 
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TGGAGCAAAC ATGAAGTTTT TGOAAAOSTT TTCTCIWTTO AAGCCTOCAG T ATQCTGTA C 2100 
TATTCTGGAA ATTACCTTCA AOAQTCTCAC T'i' C T m i' nC TOTTGTGTTT TCTOTGGGCA 2160 
■A'C AlV r i Crr CACXSCTTGCA GTAGAAGOTG CTTTCTOSGT TTCOCAGAGT ATCCAAOGGC 2220 
TCACXTTTTCT CAAGTGCTGO CAGTAGCTAT GCACTCAOGG OCPGGTTTGG OTOGCTGGTG 2280 
CACCRGOSCA AATCTGTTGC CTTCTGAATT TTTCTCACCT AATGTGACAC TGGCtACAAT 2340 
OAATCTTCTC TTCATOQGGC TGAATGAAAG ATTCAAGAAC CATCTTCAAG GTGCAIGGTG 2400 
QGAATTATCA ACCTCAGGGA TACTCATTTT AACTGAG0CX3 TOTOCTQCTT TGTAACATTC 2460 
CATTGTTGGG AGAGGGCAGG ACAGGTGTOT TCTTCTGTGO GCAGGAGTCA TGTCACTGTC 2520 
CTACATATQT AAGAGTTGOG AAGGTOACQA TTTTTGACAC ATCCAGGAAC TCTTACTCTA 2580 
OTTAGAATTT OTACCAGATC CAAGGTQAAA ACCCCAATAA GCRACTOAAT TTAGAGTTTA 2640 
AAAATGAATS ACTTTATGCT ACATCTGT6Q TTATCAAATT ATATAOOTTO TTOftGAAGCA 2700 
QAAOGCTOTT TGTAOTAAGA AATCTTTOTQ QAACCCCAOT OTQTQAAOTA AATTOTATOT 2760 
TATTAAATTT ATTTAAGGTT AAATTTATGQ CATTTACTTA ATAATATATG AQQTGGTGAA 2820 
AATGCAAATT AACAAATTGG TAATTTCCAA GGTAGAAAAA TTAGGTOTTG AATQAATGTA 2880 
TATGTTGGTT TATTATAGTT TTATATATAT ATASAGAOAQ TGTTTTGTTT TTGAGTCAGG 2940 
O'ICTA'GCfCr ATTACCCAGG CXGQAGTGCA GTGGTGCAOT ChTGACTCAC TOTA GCCTCT 3000 
GTCTCCCAGG CTCAAGTGAT OCTCTCACCT CAGCCTCCCC ftBGAGC TGGG AGTACT QQTG 3060 
CQTQCCrCCh CTCXXAGCTA ATTTTTGTAT TTTTTCATAO AGATGQQOTT TCACCATTTT 3120 
GCCCAGGCTG GTCTCAAACT TCTOGGCTCA AGAOATTOQC OOOOCTOGGC CTCCCAAAOT 3180 
GCTCGQAATA GGCATQAGCC GTCAOGCCTO GCCTAAAAAA TATTTTTAAA ATGATCTTTG 3240 
AATTAAATAT TGOTAOAATT TCIAAT6TAT CTCTTTGAOA CXrTAGGAOQT TOATGOAACA 3300 
QAACTOCTGT TAAGTOCTTT OGGTTTCAAG TCTAGAATTT TTTAAAOaCA AATAT CAGCT 3360 
CATTCTTATT TTAGATTGAC CTTATCAOGC ATQGATTCT6 GTCTCATCTA CTTTATGGTA 3420 
TAAATGCTCC AAGGTAGGGG OTTTGGTATA TATTTTAAGC CXX5GCTTTTT TTTTTTTTTT 3480 
rrm TTTTT TTTTTAATCT GAGAAGCAGA ATGTGCTTCX AGAAACT6QT TTT AAAGA GA 3540 
TGAGCTGAOA AAGAAATGTG GAATGOAGTA TATTTOAGQA GOACAAAACA TAACTTCACT 3600 
TTTGAACaUSA AATCACTCTA 0CTTOCCA6C ATGOGATGTA AACCAAGAGA GTAQAAATAT 3660 
ACCCATCTTA TTTTAAGTTG GGTTTATGGC ATCX5CTCATA TATGTAAAAG CACTACAAAC 3720 
TCTTTAAAGA AAATTGGGAA ACTACAOAGA AGTCAAAOAA AAAAAAAAGT AACCXIATATT 3780 
TCTATTGCCC AGGTATAATC CTTGTTAATA TTTTQOTTTG OTCTCCTCTT TTTTTCCCCC 3840 
AATATAGTTO TAAATAAATG ATGTCTTTCA GAGTTGACAT TTATCCTGTA'GCTTGAATGO 3900 
CAT6TAAATG CCAGTTGTAT ATTTTTTCAT GAAGTGTA06 TTTOGAATAC ACT AGAGTTA 3960 
GCTATATGCT TGAATGCTGA TCACTGGATT CTGAGACTGA CTACTGAGTC TACCTTTTTA 4020 
ATCAA6CCTA ACATGAATGG QCTCCAAAAA GTAATGAATG TAATTGTACT TTTTGATGTG 4080 
CCTCTGCACT TGaCTTGGTO AGTCATCATA AATAGCTGTT AAATATOTQA CTTTACAGAT 4140 
TTTQATATGT TCA6ATTGTA AAAAATGAAT AGTTTATTTC ATTAATTGAT GGGCAGTCAA 4200 

GAATCTCCxrr cx: 

Seq ID NO J 152 Protein sequence 
Protein Accession ft: Eos sequence 

1 11 21 31 41 51 

1 1 I 1 I I 

MGAPHWWDQL QAGSSEVDWC EDNYTIVPAI AEFYNTISNV I^FFILPPIOI CLPRQYATCF 60 
NSGIYLIWTL LVWGIQSVY PHATLSPLGQ MLDELAVLW LMCALAMWFP RRYLPKIPHN 120 
DRGRFKWVS VIiSAVTTCLA FVKPAINMIS UCTLGVPCTA LLIAELKRCD NMRVFKIALF 180 
SQLWMTLAIiP CMISDRAFCE LLSSPMPPYI. HCKHHILICL AAYLGCVCFA YFCAASBZPS 240 
QQPVIKPWPN EKHAFIGVPY VSLLCANKKS SVKIT 

Seq ID NO: 153 DMA eequence 

Nucleic Acid Accession #t NM_001432.1 

Coding sequence t 167 . * 676 

1 11 21 31 41 51 

TCACTTGCCT GATATTTCCA GTOTCAGAGO GACACAGGCA AOGTGGOaTC CCTTCTAGGC 60 

TGACAOCCGC TCTCCAGCCA CTGCCGCX5AG (XMGTCTGCT OCX»CXOTGC COQTOCACTC 120 

TCCGCAGCOG CCCTCCGCCA AGCCCCAGCG CCCOCTCCCA TOGCOGATGA CCGCGGGGAO 180 

GAGGATGGAG ATGCTCTGTG CCX3GCAGQGT CCCTOOGCTO CTGCTCTGCC TGGGTTTCCA 240 

TCTTCTACAG GCAGTCCTCA GTACAACTGT GATTCC3VTCA TCTATCOCAG GA GAOTC CAG 300 

TGATAACTGC ACAGCTTTAO TTCAGACAGA AGACAATCXA CGIGTGGCTC AAQTOTCAAr 360 

AACAAAGTGT AGCTCTCAC3V TOAATGGCTA TTGTTTQCAT GGACAGTGCA TCTATCTGGT 420 

QGACATOAOT CAAAACTACT GCAGGTGTGA AGTGGOTTAT ACTGOTGTCC GATGTGAACA 480 

CTTCTTTTTA ACOGTCCACC AACCTTTAAG C3^AAGAGTAT GTGGCTTTGA CCOTGATTCT 540 

TATTATTTTG TTTCTTATCA CAGTCX5TCGG TTOCACATAT TATTTCTGCA OATQGTACAG 600 

AAATCGAAAA AOTAAAQAAC CAAAGAAGGA ATATGAGAGA GTTAGCTCAG GGGAT CCAGA 660 

GTTGC06CAA QTCTOAATGG CGCCATCAAA CTTATGGGCA GGQATAACAG TGT6CCTGGT 720 

TAATATTAAT ATTCCATTTT ATTAATAATA TTTATOTTGO QTCAAGTGTT AGGTCAATAA 780 

CACTOTATTT TAATOTACTT QAAAAATOTT TTTATTTTTQ TTTTATTTTT GACAGACTAT 840 

TTGCTAATQT ATAATOTQCA QAAAATATTT AATATCAAAA GAAAATTGAT ATCTTTATAC 900 

AAGTAATTTC CTGAQCTAAA TGCTTCATTG AAAGCTTCAA AGTTTATATO CX^TGOTQCAC 960 

AGTGCTTAOA AGTAAGCAAT TCCCAGOTCA TAGCTCAAGA ATTGTTAGCA AATGACAGAT 1020 

TTCTGTAAGC CTATATATAT AGTCAAATCO ATTTAQTAAO TATGTTTTTT ATOTTCCTCA 1080 

AATCAGTGAT AATTGOTTTO ACTOTACCAT GGTTTGATAT GTAGTTGGCA CCATGOTATC 1140 

ATATATTAAA AC3VATAATGC AATTAGAATT TGGQAQAAGC AAA TATAGGT a. WiVrrAA 1200 

ACACTACACA TTTGAAACAA GCTAACXXTTQ GGGA QTCTAT GOTCTCTTOV CTCAQQTCTC 1260 

AGCTATAATT CTGTTATATQ AGGGQCAGTG GACACTTCCC TAT60CAACT CAOQACTCCT 1320 

ACAGGTACTA GTCACTCATC TACCAOATTC TGCCTATOTA AAATQAATTG AAAAACAATT 1380 

rrCTGTAATC TTTTATTTAA GTAQTGGQCA TTTCATAGCT TCACAATGTT CCTTTTTTOT 1440 

ATATTACAAC ATTTATQTGA GGTAATTATT G CTCAAC AGA CAATTAGAAA AAAGTC»CA 1500 

CTTGAAGCCT AAATTTOTGC TTTTTAAGAA TATTTTTAGA CTATTTCTTT TTAT AOOGG C 1560 

TTTGCTGAAT TCTAACATTA AATCACAGOC CAAAATTTGA TQGACTAATT ATTATTTTAA 1620 

AATATATGAA GACAATAATT CTACATGTTO TCTTAA6AT0 GAAATACAGT TATTTCATCT 1680 

TTTATTGAAG GAAGTTTTAA CTTTAATACA GCTCAGTAAA TG6CTTCTTC TAGAATGTAA 1740 
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PCTAJS02/36810 



AGTTATGTAT TTAAAQTTGT ATCTTOACAC AOGAAATGGG AAAAAACTTA AAAATTAATA 1800 
TGGTGTATTT TTCCAAATGA AAAATCTCAA TTQAAAGCTT TTAAAATOTA G AAACTTAA A 1860 
CACACCTTCC TGTGGAGGCT GAGATGAAAA CTAGGGCTCA TTTTCCtGAC ATTTGTTTAT 1920 
TTTTTGGAAG AGACAAAGAT TTCTTCTGCA CTCTGAGCCC ATAGGTCTCA GAGAGTTAAT 1980 
5 AGGAGTATTT TTGGGCTATT GCATAAGCSAO CCACTGCTGC CACCACTTTT GGATTTTATG 2040 
GGAGGCTCCT TCAT06AAT6 CTAAACCTTT GAGTAGAOTC TOCCTGGATC ACftTACCWSG 2100 
TCAGGGAGQA TCTGTTCTTC CTCTACGTTT ATOCTGGCAT GTGCTAGGGT AAACGAAGGC 2160 
ATAATAAGCC ATGGCJX3ACC TCTGQAQCAC CAGGTGCGAG GACTTGTCTC CATGTGTATC 2220 
CATGCATTAT ATACCCTGGT QCAATCACAC GACT6TCATC TAAAGTCCTG GCCCTGGCCC 2280 
10 TTACTATTAG GAAAATAAAC AGACAAAAAC AAGTAAATAT ATATGQTCCT ATACATATTG 2340 
TATATATATT CATATACAAA CATGTATGTA TACATGACCT TAATGGATCA TAOAATTQCA 2400 
GTCATTTOGT GCTCTOCTAA CCATTTATAT AAAACTTAAA AACAAGAGAA AAOAAAAATC 2460 
AATTAGATCT AAACAGTTAT TTCTGTTTCC TATTTAATAT AGCTGAAGTC AAAATATGTA 2520 
AGAACACATT TTAAATACTC TACTTACAGT TGGCCCTCTO TGGTTAGTTC CACATCTQTQ 2580 
15 GATTCSiACCA ACJCAAGGACG GAAAATGCTT AAAAAATAAT ACAACAACAA CAAAAAATAC 2640 
ATEATAACAA CTATTTACTT rm - mTiT CTTTTTORGA TGOAGTCTCXS CTCTQTTGCC 2700 
CAGGTTGGAG TCCAGTGGCA CGATCTCGGC TCACTGCAAC CTCACCTCCC GGGTTCAAQA 2760 
GATCCTCCTG CCTCAGCCTC CTGAGCAGCT GGGACTACAG GCGCATGCCA CCATGCCCAQ 2820 
CTAATTTTTG TATTTTTAGT AQAGGCGGGG TTTCACCATG TTGGCCAGGA TGGTCTCAAT 2880 
20 CTCCTAACCT TGAGATCCAC CCTCCACAGC CTCCCAAACT GCTGGGATTA CAGGCGTGAG 2940 
CCACCGC3VGG TAGCATTTAC ATTAGGTATT ACAAGTAATG TAAAGATOAT TT AAGTA TAC 3000 
AGQAGGATGT GAATAGGTTA TATGCAAGCA CTATGOOCTT TTATATAAGT GACTTGAACA 3060 
TCTGT6CCXX3 ATTTTAGTAT GTGCAGGGGG GCGATCTGGG AATCAGTCCC CTG TGGAT AC 3120 
CAAGGTACAA CTGTATTTAT TAACGCTTAC TAGATGTGAG GAGAGTCTGA ATATTTTCAG 3180 
25 TGATCTTGGC TGTTTCAAAA AAATCTATTG ACTTTTCAAT AAATCAGCTG CAATCCATTT 3240 
ATTTCATTTA CRAAAOATTT ATTGTAAGCC TCTCAATCTT GGTTTTTCAO TTGATCTTAA 3300 
6CATGTC3VAT TCATAAAAAC AAGTCATTTT TOTATTTTTC ATCXTTAAGA ATGCTTAAAA 3360 
AAGCTAATCC CTAAAATAGT TAGATCTTTG TAAATGCATA TTAAATAATA AAGTATQACC 3420 
CACATTACTT TTTATGGGTG AAAATAAGAC AAAAATAATA GTTTrAGTGA GGATGGTGCT 3480 
30 GAGTAAACAT AAAAACTGAT TTQCTCTCAG CTQATGTGTC CTGTACACAG TGGGAAGATT 3540 
TTAOTTCACA CTTAGTCXAA CTCCCCCATT TTACAOATTT CTCACTATAT ATATTTCTAG 3600 
AAGOGOCTAT GCATATTCAA TGTATTGAGA ACCAAAGCAA CCACRAATGC ATAAATQCAT 3660 
AATTTATGGT CTTCAACCAA GGCCACATAA TAACCCAGTT AACTTACTCT TTAACCAGGA 3720 
ATATTAAGTT CTATAACTAG TACTCAAGGT TTAACCTTAA AATTAAGATT TCCTTAACCT 3780 
35 TAACCTTAAA ATTGATATTA TATTAAACAT ACATAATACA ATQTAACTCC ACTQTTCTOC 3840 
TOAATATTTT TCOCTCTAAT CTCTCTGCOG AAAOTCSaUVG TGATG G6AGA ATTGGTATAC 3900 
TCGTATCACT AC6TCTTAAG TCAQATTTTT ATTTAT6AGT CTTT6AGACT AAAT TCRATC 3960 
ACCACCAGGT ATCAAATCAA CTTTTATGCA OCAAATATAT GATTCTAGTG TCT^CTTTT 4020 
GTTAAATTCA GTAATGCAGT TTTTAAAAAC CTGTATCTGA CCCRCITIGT AATTTTTGCT 4080 
40 CCAATATCCA TTCTGTA6AC TTTTGAAAAA AAAGTTTTTA ATTTGATGCC CAATATATTC 4140 
TOACCX5TTAA AAAATTCTTO TTCATAT6GG AQftAGGGGGA GTAATGACTT GTA CRAACR G 4200 
TATTTCTGGT QTATATTTTA ATGTTTTTAA AAAGAGTAAT TTCAT TTAAA TATCTOTTAT 4260 
TCAAATTTGA TGATGTTAAA TGTAATATAA T6TATTTTCT TTTTATTTTO CACTCTOTAA 4320 
TTGCACTTTT TAAGTTTGAA GAGCCATTTT GGTAAACGGT TTTTATTAAA GATGCTATGG 4380 
45 AACATAAAGT TGTATT6CAT GCAATTTAAA GTAACTTATT T6ACTATGAA TATTATCGGA 4440 
TTACIGAATT 6TATCAATTT Cr r riGTgTTC AATATCAQCT TT QATAAT TO TO TACCT TAA 4500 
OATATTGAAQ GAGAAAATAG ATAATTTACA AGATATTATT AATTTTTATT TATTTTTCTT 4560 
GGGAATTGAA AAAAATTOAA ATAAATAAAA ATGCATTGAA CATCTTGCAT TCAAAATCTT 4620 
CACIGAC 

Seq ID MOs 154 Protein eecruenee 
Protein Accession #: np_001423.1 

1 11 21 31 41 SI 

1 1 I I I I 

MTA6RRMEML CAGRVPALLL CLGFBLLQAV I^TTVIPSCI PGSSSDNCTA LVQTEDHPRV 
AQV8ITKCSS DMNSYCUIGQ CXYLVDMSQN YCRCBVGyTO VRCEBFPLTV HQFLSKEYVA 
LTVILIILPL ITWGSTYYF CRWYRNRKSK EFRKBYBRVT SGDFELPQy 



50 
55 
60 
65 
70 
75 
80 



60 
120 



Seq ID NOi 155 DMA sequence 

Nucleic Acid Accession «: MM_0132a2.2 

Coding sequence: 85.. 2466 

1 11 21 31 

I I i 1 

OGACTCCTTA GAGCATGGCA TQGCTGAOAO GTGCTGGTAA 
QTGCCTC^CC TCA6GGC06A CACCATGTGG ATCCAGGTTC 
ACC3CACACGG TGGACTOGCT GTCCAOGCTG ACCAAGGTGG 
CAGGAGCTGT TCCACGTGQA GCX»GQCCTG CAGAGGCTGT 
GAGGAGGGCC ATACCCTCTT GGACTAC6AG GTGCX3CCTQA 
GTGC3GGCAGA GGCTCGTGCT CGCCCACAGC A0CAAGGA6C 
ACGGACTCCG GCTGCTGC C T GGGCXAGAGT GAGTCAGACA 
GOSGCCGCOG AGACTGACAG C3M3GCCAQCC GATGAQGACA 
GGGCTGTACA AGGTCAATGA GTACGTCQAT GCTCGGGACA 
GAG60QCAGG TGGTCAGG6T GACX3CX3GAAG GCCCCCTCCC 
AOGTCCAGGC CS6OGCT0GA GGAGGACBTC ATTTACCAGG 
GAGAACG6G0 TGGTCCAGAT GAACTCCAGG GA08TC06A0 
AAGTGGCAGG ACCTGGAGGT 6GGCCAGGTG GTCATGCTCA 
AAGGAGCXSGG GCTTCTGGTA CX3ACGCGGAG ATCTCCAGGA 
CGGGAACTCT A0GCCAACX3T GGTGCTGGGG QAIGATTCTC 
TT0GTGGAG6 AAGTCTTCAA GATT6A00GS COQG(?rGAAG 
CCCATCAGAC GOAAGAGOGG GCGGTCCTGC AAGCACTGCA 
T6C0G0GTCT 608CCT8CCA CCTGTGCQGG GGCCGGGAGG 
TGOGATGAGT GOGACATGGC CTTCCACATC TACTQCCTGQ 



41 
I 

AACTGATGGG 
GGACCATGGA 
AGGAGCTGAG 
TCXACAGGGG 
ATGACACCAT 
GGGACTCCX3A 
AGTCCTCCAC 
TGTGGGATGA 
OGAACATGGG 
GGGACGAGCC 
TGAAATACGA 
0606GGCCCG 
ACTACAACCC 
AGCGCGAGAC 
TGAACGACTG 
GQAGCXXrCAT 
AGGAJOGACGT 
ACOCCGACAA 
A0006CCCCT 



51 
I 

GGTTTTTGCT 
CGGGAGGCAO 
GCX3GAAGATC 
CAAACAGAT6 
CCAGCTCXTTG 
GCTCTCCXxAC 
CCACXSGOSAG 
GACGGAATTG 
GGCGTGGTTT 
CTGCAGCTCC 
OGACTACCCG 
CACCATCATC 
C6ACAAGCCC 
CAGGAOGGOQ 
TCGGATCATC 
GGTT6ACAAC 
GAACAGACTC 
6CAGCTCATG 
CAGCAGTGTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
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CCCAGOGAGO ACGAGTGGTA CTGCCCTGAG TGCCGGAATG ATGCCA60GA GOTGGTACTG 1200 

GCGGGAOAGC GGCrQAOAQA GAGCAASAAG AAGGOOAAGA TUGCCltSGGC CACATOGTCC 1260 

TCACA60S6G ACTOGGQCAA GG6CATG6CC TGTGTGGOCC OCACCAAGGA ATGTACCATC 1320 

GTGC06TCCA ACCACTACGG ACCCATCC06 GGGATGCCCG T006CACCAT GTGGGG6TTC 1380 

0QA8TCCAG0 TCA60QA0TC GG6TGT0CAT GQGCCCCAOG TGGCTGGCAT ACAOQOOCGO 1440 

AGCAAOGAOG OAGOGTACTC CCTAGTCCTG GOGGOGGOCT ATGAGGATQA CGTG6ACCAT 1500 

GGGAATTTTT TCACATACAC GGGTAGTGGT GGTOGAGATC TTTCCGGCAA CAAGAGGACC 1560 

GOGGAACAGT CTTGTGATCA GAAACTCACC AACACCAACA GGGOGCTGGC TCTCAACTGC 1620 

TTTGGTCCCA TCAATGACCA A6AAG006CC GAGGCCAAOG ACTGGOGGTC GGGGAAGOOO 1680 

GTCAOGQTGQ TGOGCAATQT CAAGGGTGGC AAOAATAGCA AOTAOGCXXC OGCTOAOGGC 1740 

AAGCQCTAC6 AT6GCATCTA CAA06TT6TG AAATACTOGC CC6A6AAG6G GAAGTCCGGO 1800 

■ m v ixxrmr ggogctagct tctgcggagg gaogatgatg agcctggccc ttggacxsaao iseo 

GAGGGGAAGG ACGGGATCAA GAAGCTGGGG CTGACCATGC AGTATCCAGA AGGCTACCTQ 1920 

GAAGCCCTGG CCAACGGAGA GGGAGAGAAG GAQAACAGCA AGAGGGAGGA GGAGGAGCAG 1980 

CAGGAGG6G6 GCTTCGOGTC CCCCAGGAOG GGCAAGGGCA AGTGGAAGOG GAAGTOGGCA 2040 

GGAGGTGGCX: OGAGCAQGGC OGG6TCCCXX3 OGCCGGACAT CCAAGAAAAC CAAGGTGGAG 2100 

CCCTACAOTC TCACGGCCCA GCAGAGCAGC CTCATCAGAO AGGACAAGAG CAAOGCCAAG 2160 

CTGTGGAATG AGGTCCTGGC GTCACTCAAO GACCGGCOGG CGAGOGGCAO CCOGTTCCAG 2220 

TTOTTCCTGA GTAAAGTOGA GGAGACGTTC CAGTGTATCT GCTGTCAGGA GCTGGTGTTC 2280 

CGGCCCATCA GGACOGTOTG CCAGCACAAC GT6TGCAAGG ACTGCCTGGA CAGATCCTTT 2340 

OGGGCACAGO TGTTCAGCTQ OOCTOOCTGC CGCTAOGACC TGGGC06CAG CTAT6CCAT6 2400 

CAlGGTGAACC A6CCTCTGCA GACO G TC C TC AACCAGCTCT TCCXXSGCTA CGGCAATGGC 2460 

OGGTGATCTC CAAGCACTTC TCGACAGGCX5 TTTTGCTGAA AACGTGTCGG AQGGCTCGTT 2520 

CATOGGCACr QATTTTOTTC TTAGTGGGCT TAACTTAAAC AGOTAOTOIT TCCTCCX3TTC 2580 

CCTAAAAAGG TTTGTCTTCC TTTTTTTTTA TTTTTATTTT TCAAATCTAT ACATTTTCAG 2640 

GAATTTAT6T ATTCTGGCTA AAAGTTGGAC TTCTCAGTAT TGTGTTTAGT TCTTTGAAAA 2700 

dTAAAAGCC TGCAATTrCT CGACAAAACA ACACAAQATT TTTTAAAGAT GGAATCAGAA 2760 

ACTAOGTGGT GTGGAGGCTG TTGATGTTTC TGGTGTCAAG TTCTCAGAAG TTGCTGCCAC 2820 

CAACTCrrrA AGAAGGOGAC AGGATCAGTC CXTCTCTAGQ GTTCTGGCCC CCAAGGTCM 2880 

AGCAAGCATC TTCCTGACAG CATTTTGTCA TCTAAAGTCC AGTGACATGO TTCCCX3GTGa 2940 

TGGOOO O TGG GAGGCCX3TG0 CATGGCXrTGG CTCAGCTQTC TQTTGAAGTT GTTGCAAGGA 3000 

AAAOAGGAAA CATCTGGG6C CTACTTCAAA CCTTTGCCTC AAAGCCATCC CCCACCAGAC 3060 

TGCTTAGCGT CTGAGATC06 CGTGAAAAGT CCTCTGCCCA CGAGAGCAGG GAGTTGGG6C 3120 

CACXX:AGAAA TGGCCTCAAG GGGACTCTGC TCXIACXrrGGG GCCAGGCGTG TGACTGAOGC 3180 

TGTCOGAGGA AGG066CCAC GGAOGGAOQC GAGCACACGA AGTCAOGTGC AAGTQCCTTT 3240 

GATT06TTCC TTCTTTCTAA A6AC3GACAGT crrmTlCTi ' AGCACTGAAT TATTGAAAAT 3300 

GTCAACCAGA TTCTAGAAAC TGCX3GICATC CAGTTCTTCC TGACAC06GA TGGGTGCTTO 3360 

GQAACOOTTT GA6CCTTATA GATCATTTAC ATTCAATTTT TTTAACTCAO CAAGTOAQAA 3420 

CTTACAAGAG GGTTTTTTTT TAATTTTTTT TTCTCTTAAT GAACACATTT TCTAAATGAA 3480 

TTTTTTTTGT AGTTACTGTA TATGTACCAA GAAAGATATA AOSTTAGGGT TTGGTTGTTT 3540 

TTOTTTTTGT ATTTTTTTTC T TTTGAAAGG GTTT6TTAAT TTTTCTAATT TTACX^AAGT 3600 

TTOCAGCCTA TACCTCAATA AAACAGGGAT ATTTTAAATC ACATACCTGC AGACAAACTO 3660 

GAGCAATGTT ATTTTTAAAG GGTTTTTTTC ACCTCCTTAT TCTTACATTA TTAATGTATT 3720 

AGGGAAGAAT GAGACAATTT TGTGTAGGCT TTTTCTAAAG TCCAGTACTT TGTCCAGATT 3780 
TTAGATTCTC AGAATAAATG TTTTTCACAG ATTGAAAAAA AAAAAAAA 

Seq ID NO: 156 Protein sequence 
Protein Acceasicn #> NP_037414.2 

1 11 21 31 41 51 

I I I I I I 

MHIQVRTMDG RQTBTVDSXiS RLTKVEBLRR KIQELFRVEP GLQRLFYRGK QMBDCmTLFD 60 

YEVRLNDTIQ LLVRQSLVItP HSTKERDSEL SDTDSGCCZiG QSESBKSSTH GEAAAETDSR 120 

PADE[»4WDET ELGLYKVNEY VDARDTKM6A HFEAQWRVT RKAPSHDEPC SSTSRPALEE 180 

DVIYHVKYDD ypEKGWQMK SRDVHABART IIKWQOLEVG QWMXjinNPD NPKER6FWYD 240 

ASISRKRBTR TARBLYAMW LGDDSIiHDCR ZIFVDBVFKI BRPGEGSFMV X3NPMRRKSGP 300 

SOCBCSaSDVN RLCRVCACRL CGORQDPDXQ LMCDEC33MAF BIYCLDPPIiS SVPSEDBHYC 360 

PECRNDASEV VLAGERLRBS KKKAXMASAT SSSQRDWGKO MACVGRTKEC TIVP8MHYGP 420 

XP6IPVGTMW RFRVQVSESG VHRPHVAGIH GRSNDGAYSL VLAGGYEDDV DHGNFFTYTG 480 

SGGRDLSGHK RTAEQSCDQK LIMTNRAIiAIj NCFAPINDQB GABAKDHR86 KFVRWSUVK 540 

GGKMSKXAPA BCamYDGZYK WKYHPEKGK SGFLVWRYLL RRDDDEPGPW TKBGKDRIKR 600 

LGLTMQTPEG YIiBAIAMRER BKENSKREEB EQQBGGFASP RTGKBKHKRK 8AGGGFSRAO 660 

S9RRTSKKTK VEPYSLTAQQ SSLXRBDKSN AXLHNBVIiAS LXDRPASGSP FQLFLSKVEB 720 
TFQCXGOQBXi VFRPITTVOQ BNVCKDCLDR SFRAQVPSCP ACRXSUmSY AKQVNQPLQT 

Seq ID NOi 157 DKA sequence 

Nucleic Acid Accession #i NMJ>00756.1 

Coding sequence x 186 * . 776 

1 11 21 31 41 51 

I I I I i I 

AGAAACTCAG AGACCAAGTC CATTGAQAGA CTGAGGG6AA A6A6AG6AGA GAAAOAAAAA 60 

GAQAOTGGGA ACAGTAAAGA GAAAGGAAGA CAACCTCCAG AGAAAGCCCC GGGAGACGTC 120 

TCTCTGCAGA GAGGCGGCAO CACCOQGCTC ACCTGOGAAG OGCXriGGQAA GCQAGTOCCC 180 

CTAACATQCG GCTGOOGCTG CTTGTGTCOG CGGGACTCCT GCTGGTGGCT CTCCTGCCCT 240 

GCCCX3CCATG CAGG606CTC CTGAGC0606 GGC0G6TCCC GGQAGCTOGG CAGGCGCCGC 300 

AGCACOCTCA 6CGCTTGGAT TTCTTCCAGC GGC06CG6CA OTCOQAGCAa GOCCAGCAGC 360 

CGCAGGCTOS GCOGGTCCTG CTCOGCATGG GAGAGGAGTA CTTCCTOOGC CTGOGGAACC 420 

TCAACAAGAO CCOGGCOGCT CCCCTTTOSC CCGCCTCCTC GCTCCTOQOC GQAGGCAGCG 480 

GCA0C06CCC TT06C0GGAA CAGGCX3ACGG CCAACTTTTT OttOGW r m CT6CAGCAGC 540 

TGCTOCTGOC TOGGGGCTGG CTOGACAOCC C0G0G8CTCT OSOQQAGOQC OOOGCTAGQA 600 

ATGCCCTOGG 0G6CCACCA0 OAGGCACOSO AQAGft OAAAQ GOOOTOOOAO OAOOCTCCCA 660 

TCTGCCTGGA TCTCACCTTC CAOCTGCTOC GGGAAGTCTT G6AAATGG0C AGGGCOGAGC 720 

AOTTAOCACA QCAAGCTCAC AGCAACAGGA AACTCATGGA QATTATTGGQ AAATAAAAOQ 780 
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10 

15 

20 

25 

30 

35 

40 

45 
50 
55 
60 
65 
70 
75 
80 



GTGCGTTTGG 
TCTGTACCAT 
GGGAGA0A60 
GCAGCAAC^VC 
TGGTGTTTTA 
AGTCACTCAA 
TAAGACTAAA 
ACATCTTTCC 
TAATAAAAGT 



CCAAAAAGAA 
AGCGCTGCTC 
6AGA6A6CCT 
AATQTTATTC 
AA6AGAAT6T 

TCTGTAAGCT 
AGTCCTTGGT 
TGCAAAGGT 



TCTGCATTTA 
TTATGCCATT 
ATACCCCTTA 
GTTTTGTCTA 
AGACCTGTGA 
TGTGGTCTGA 
CTTTGAAACA 
CAGTTTGGTT 



GCACAAAAAA 
TGTTTATTTT 
CTTAGCATGC 
CGTTTAOTTT 
GAAAACGTTT 
GCCAAA5AGA 
ACTTTCTCTT 
6TGTAAGA6A 



AATTTAAAAA 
TATATAGCTT 
ACAAAGTGTA 
OOGTTTCCAG 
TGtTTTGAAAA 
ATGCCATTCT 
GTAAACX5TTT 
ATGTTGAATA 



AATACAGTAT 
GAAACATAGA 
TTCACGTGCA 
GT6TTTATAG 
A6CAGACA6A 



CAGTAATAAA 
CTTATATTTT 



B40 
900 
960 
1020 
1080 
1140 
1200 
1260 



Seq ID HOt 158 Protein aequenee 
Protein Accession «t NP_000747.1 

11 



51 



21 31 41 

I 1 { 1 I I 

MRLPLLVSAG VLLVALLPCP PCRALLSRGP VP6ARQAPQH PQPLDPFQPP PQSBQPQQPQ 
ARPVLZiRMGE EYFLRLOILN KSPAAPIiSPA SSLLAGGSGS RPSPEQATAN FFRVLLQQLL 
ItPRRSU3SPA ALAERGASNA LGGHQEAPER ERRSEEPPIS LDLTFHLLRB VLEMARAEQXi 
AQQAHSNSKL MEIIGK 

Seq ID NO I 159 DNA sequence 

Nucleic Acid Acceseion #: NM_001200.1 

Coding sequence: 325.. 1514 



1 11 21 31 

I I 1 

GGGGACrrCT TGAACTT6CA GGGAGAATAA 
TGCCXXAGOS GAGCCTGCTT CGCCATCTCC 
TGCCCGACAC TQAGACGCTG TTCCCRSCGT 
GAGAAGGAGG AG6CAAAGAA AAGGAAOX^ 
AGAGTTTTTC CATGTGGACG CTCTTTCAAT 
CTGCGGTCTC CTAAAGGTCQ ACCATGGTGQ 
TTCECCAGGT CCTCCTGGGC GGCGOGGCTO 
TCGCGGOGGC GTCGTCGG6C GGCCCCTCAT 
TCGAGTTGCG GCTGCTCAGC ATGTTCGGCC 
CCGTGGTGCC CCCCTACATG CTAGACCTGT 
CCGCCCCAGA CCACCGQTTG GAGAGGGCAG 
ACCATGAAGA ATCTTTG6AA GAACTACCAG 
TCTTTAATTT AAGTTCTATC CCCAGGSAfiO 
TCCGAQAACA GATGCAAGAT GCTTTAGGAA 
TTTATGAAAT CATAAAACXTT GCRACAGCCA 
ACACCAGGTT GGTGAATCAG AATGCAAGCA 
TGATGCGGTG GACTGCACAG G6ACACGCCA 
TGGAGGAGAA ACAAiQOTGTC TCX:AAGAGAC 
ATGAACACAG CTGGTCACAG ATAAG6CCAT 
GGCATCCTCT CCACAAAAGA GAAAAAOGTC 
AGTCCAGCTO TAAGAGACAC CCTTTGTACG 
G6ATTGTGGC TCOCCCGGGG TATCACGCCT 
TOGCTGATCA TCTGAACTCC ACTAATCATG 
ACTCTAAGAT TCCTAAGGCA TGCTGTGTCC 
ACXniTGAOSA GAATGAAAAG GTTGXATTAA 
QTGGGTGTG8 CTAGTACAOC AAAATTAAAT 

Seq ID KOt 160 Protein sequence 
Protein Accession «: NP_0Q1191.1 

1 11 21 31 41 51 

1 t I i I I 

MVAGTRCXiLA IiLLPQVLLGG AAGLVPSL6R RKPAAASS6R PSSQPSDEVL SEFBLRLLSM 
FQIiKQRPTPS RDAWFPYML DLYRKBSGQP 6SPAPDHRLB RAASHAZITVR SPEHEB8LEB 
LPSTSGKXTR RFFFHLSSIP TEEFITSABL QVFREQMQDA IGMHSSFHHR INIYEIIKPA 
TAMSKFPVTR LLDT 

Seq ID MOt 161 DMA sequence 

Nucleic Acid Accession ftt im_00l999.2 

Coding sequence: 1..8736 



1 

CTTGCX3CACC 
GAGCX:CCACC 
GAAAAOAGAO 
CATTOQOTCC 
GGACGTGTCC 
CCGGQACCCG 
GCCTOGTTGC 
CCCAGGCCTC 
TGAAACAGAG 
ATOGCAGGCA 
CCAGC06AGC 
AAAC36A6TGG 
AGTTTATCAC 
ACAATA6CAQ 
ACT06AAATT 
GGTGGGAAAG 
ACCAT6GATT 
AXGTTAGGAT 
TGCTAGTAAC 
AAGCCAAACA 
TGGACTTCAG 
TTTACTGCCA 
CCATT6TTCA 
CX3AC3VGAACT 
A6AACTATCA 
ACATAAATAT 



41 

I 

CCACTTTG06 
GCCCCTCCAC 
ACT6CGG6GC 
TT6CGCCAGG 
CCGCGTGCTT 
CTGTCTTCTA 
GGAGCTGGGC 
T6AGGAG6TC 
ACCCACCCOC 
CTCAGGTCAG 
CAACACT6TG 
GAAAACAACC 
CTCAGCAGAG 
TTTCCATCAC 
CCCCGTGACC 
TTTTGATGTC 
C6TGGTG6AA 
AAGCAGGTCT 
TTTTOGCCa^T 
CAAACAGC6G 
TGACGTGGGG 
OGGAGAATGC 
GAOQTTGGTC 
CAGTGCTATC 
GGACATGGTT 
ATATATA 



60 
120 
180 



51 

I 

CCGGTGCCTT 
TCCTCX3GCCT 
0G6CACC0GG 
TCCTTTGACC 
CTTAGACGGA 
GCGTTGCTGC 
CGCAGGAA6T 
CTQAGOGAGT 
AGCAGGGACG 
COGGGCTCAC 
CGCAGCTTCC 
CGGAGATTCT 
CTTCAG6TTT 
OGAATTAATA 
AGACTTTTGG 
ACCCCCGCTG 
GTGGCCCACT 
TTGCACCAAO 
GATGGAAAA6 
AAAOGCCTTA 
TGGAATGACT 
CCTTTTCCTC 
AACTCrOTTA 
TGSATGCTOT 
GTGGAG6GTT 



1 

I 

ATGGG6AGAA 
CTCTGGGCGC 
CAGCCGCC33C 
CGOGAGTATC 
GAOQTGCTCC 
T6GAAGA08C 
GATGGATTTT 
TGTGGATCAA 
GATGACCACT 
<»AAATGGAT 
TTCACTG6TC 
AACCAGATGT 
ACCACTGGAC 
OGACGGGGTT 
GCTATCCCAS 



11 

I 

GAOGGAGGCT 
AGGGCACGGC 
CGCAACAGGT 
GGGAGGAGGG 
GAGGGCCCAA 
TCCCIGGAGG 
GTTCCCGTCC 
AATCAATTCA 
GGCAGTGCCA 
6TCAGAATGG 
CACAGTGTGA 
6CCAAGGGCA 
GGGOGTGGGQ 
TOITCCCCAA 
GGATAT6CCA 



21 
I 

GTGTCTCCAG 
OGGCCAGCCT 
TCGGTCOGCT 
TGCCGCAGTG 
06TQTGGG6C 
AAACCAGTGC 
TAACATGTGT 
GCAGTGCAGT 
GAAAGGATAT 
TGGAOGTTGC 
AAGAQATTAC 
GCTGACAGGC 
CCATCCCTGT 
CATCCGCACT 
AGGAGGAAAC 



31 
I 

CTCTACTTCC 
CAGCCTCCTC 
ACAGCAGGCT 
GCCAGCCGGG 
TCCAGATTCC 
ATTOTCKGA 
ACTT6TTCCA 
GTGAGATGCA 
ATTGGAACTT 
ATOGOCCAAC 
AGGACAGGCC 
ATTGTCTGCA 
GAGATGTGTC 
GGAGCTTGCC 
TGTATCAATA 



41 

I 

TGTGGCTGGQ 
OGCCCAAGCC 
CTGAAGGCJGG 
TCOGCCGGCO 
ACIGCTACIG 
TTTGTAQAAA 
GT60GCAAAT 
TGAATGGTGG 
ATTGTGGACA 
06TGTGCTTG 
CX5TGTTTCAC 
CGAAGACTCT 
CAGCCCAQCC 
AAGATGTTGA 
CAGTGGGCTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 



60 
120 
160 



51 

I 

CIGTGTGGTG 
GCCCCGGCCC 
GTTTCTAGCG 
AGGACAGCAG 
CTGCOCrQOA 
TAGTTGT6GA 
ATC3^TCAACC 
GACCTGTGCA 
ACCTGTCTGT 
TGTTTATGGG 
TCAGGTCAAC 
GTGCTGTGCC 
TCAGCCCTGC 
TGAATGCCAG 
TTTTGAATQC 



60 
120 
IGO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
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AGATGCXCTQ CTGGTCACMl ACAGAGTGAA ACTACTCAGA AATGTGAAGA CATTGATGAO S60 
T6CAGCATCA TTOCTGGQJVt ATGTGAAACT GOIGAATGTT CCAACACCX3T G0GAA6CTAT 1020 
ilimi ' G ' riT <rrCCAOGTGG ATATGTAACC TCAACAOATO QCTCTOGATO CATOGATCAO 1080 
AGAACAGGCA TGTGTTTCTC GQGCCTGGTG AATGGCOGCT GTGCACAAGA GCTCCCCSGGG 1140 
AGAATGAOQA AAATGCAGTG CT Q CTGTGAG CCTGOCCGCT GC TGGGG CAT CGGAACCATT 1200 
CCTGAAGOCT GTOTOrCAG AGQTTCIGAG GAATATOSCA GACTTTGCAT GQATCGACTT 1260 
CC3UVIGGGAG GAATTCCAGO GAGTGCTGGT TGCAGACCrG GAGGCACTGQ GGGAAATOGC 1320 
TTTGCCCCAA GTGGCAATGG CRATGOCTAT GOOCCAGGAG GGACAGGCTT CATCCCCATC 1380 
CCTGQAGGCA ATGGCTTTTC TCCTGGOOTT GGGOGAGCCG GTGTGGGGGC OGGGGGACAQ 1440 
GGACCTATCA TCACTGGACT AACAATTCTG AACC3VGACAA TAGATATXTTG TAAGCATCAT 1500 
GCTAACCTTT GTTTAAATGG AOGCTGTATA CCAACTGTCT CAAGCTACGG ATOTOAATGC 1560 
AACAtGGGTT ATAAGCAGGA TGCAAATGGA QATTOTATAG ATGTTGAT6A ATGCACATCA 1620 
AATCGCTGCA CTAATGGAGA TTGTGTTAAC ACACCTGGTT CCTATTATTG TAAATOTCAT 1680 
GCTGGATTCC AGAGGACTCC TACCAAGCAA GCATGCATTG ATATTOATGA GTGCATCCAO 1740 
AATGGGGTTC TTTGTAAAAA 0GGT06ATOC GTGAACTGAG ATGQAA0TTT CCAOTGCATT 1600 
TQCAATGCOO GCTTTOAATT AACTACIU3AT GGAAAAAACT GTGTTGATCA TGAtOAATGT 1860 
ACAACTACCA ACAT6TQTTT GAAT6QAATQ TGCATCAATG AAGATGGCAG CTTCAAOTGC 1920 
ATCT6CAAAC CAGGATTTGT CTIGGCTCCA AATGGGOGTT ACTOTACTQA TGTTOATGAA 1980 
TGCCAGACCX: CAQOAATCTG CATGAATGGG CACTGCATCA ACAGTGAAGG GTCCTTCCGC 2040 
TOTOACTOTC CCCC3WGGCCT GOCTGTGGGC ATGGATGGAC GTGT6TGTGT TGATACTCAC 2100 
ATGC9GCAGTA CCTQCTATGG A6GAATGAAG AAAGGAGTGT GTG TQOgTO C ITA'C COOOO T 2160 
GCAGT6A0CA AGTCGQAATO CT6CTGTGCC AATOCAOACT ATGGTTTTOG A6AAG0CTGC 2220 
CAGOCATQCC CTOCAAAAAA TTCAGCTGAA TTCCAOGGCC TTTGTAGTAG TGGAGTAGGT 2280 
ATCACXGTGG ATGGAAGACA TATCAATGAA T6TGCTTTGG ATCCTGATAT ATGTQCCAAT 2340 
GGGATTTGTG AAAACTTACG TGOTAGTTAC OGTTQTAATT GCAACAGtGQ CTATGAACCA 2400 
GATGCCTCTG GAAGAAACTQ TATTQACATT GATQAATGTT TAGTAAACAG ACT6CTTTQT 2460 
GATAAOQGAT T6TGC0GAAA CACX3CCAGGA AGTTACAGCT GTAOGTGCCC ACX3U3GGTAT 2520 
GTGTTCAGGA CTGAGACAGA GACCTGTGAA GATATAAATQ AATOTOAAAO CAACCCATQT 2580 
GTCAATGGGG CCTGCAGAAA CAACCTTGQA TCTTTCAATT OTQAATGTTC GCCCGGCAGC 2640 
AAACTCAGCT CCACAGGATT GATCTGTATT GACAGCCTGA AGGGGACCTG TTGGCTCAAC 2700 
ATCCftOGACA GGOGCTGTGA GGTGAATATT AATG6A6CCA CTCTGAAATC TGAAT GCTQ T 2760 
6CCACCCT0G QAGCOGCCTG GGGGAGCCCC TGTGA60GQT QTQAACTAQA TACaOCTTGC 2820 
CCAAGAGGGC TTGCXaOGAT TAAAGGTGTT AOSTQTGAAG ATGTTAATGA GTGTGAGGTQ 2880 
TTCCCTOGCXS TTTGTCCAAA TGGAOGCTGT GTCAACAGTA AGGGATCTTT TCATTGCQAG 2940 
TGCXXT6AAG GCCTTACGTT GGATGGQACT GGCCGTGTAT GTTTGGATAT TCGCATOGAO 3000 
CAQTGTTACT TOIUWBTGGGA TGAAGATQAA TGCATCGACC COOTTCCTGQ AAAGTTCOGC 3060 
ATGGATQCCT GCIGCTGTGC TGTCGGGQOQ GGTTOGGGCA CCGAGTGTGA GGAOTGCCOC 3120 
AAACCTGGCA CCAAGGAATA OGAGACACTC TGCXXXXX50G GGGCTGGCTT TGCTAACCGA 3180 
GGGGATGTTC TTACTGCGOG GCCATTTTAC AAAGACATCA ATQAATGCAA AGCAt-i- iwa 3240 
GGGATGTGCA CTTATGGGAA QTGCAGAAAT ACAATCG6AA GCTTCAAATG GCGTTGCAAT 3300 
AOTGOCTTTG CTCTAOACAT GGAGGAAAGA AACT6CAGG6 ACATGQA06A GTGCAGGATT 3360 
TCTCCTOACC TCTGTOOCAO T0QAATCT6C 6TCAATACAC CQGGCAGCTT TQAGTGOGAO 3420 
TGCTTOSAAG GCTATQAAAQ TGGCTTCATG ATGATGAAGA ACTGCATOQA CATTQAOGGA 3480 
TGTGAAOGTA ACCCTCTCCT TTGTAGGGGT GQCACCTGTG TGAACACTGA GgCAGCTTT 3540 
CAGTQTGACT GCCCACIGGG ACA0QA0CT6 TCACCATCCC GTGAGGACTO TGTGGATATT 3600 
AATGAATGCr CCCIGAGTGA CAATCTCTGC A6AAATGGAA AATGT6TGAA GATGATTGGA 3660 
ACCTATCAGT GCTCTTGCAA TCCTGGATAT CAGGCTACOC CAGACCSSCCA GOGCTGTACA 3720 
GATATTGAT6 AATQTATQAT AATGAACGGA GGCTOTQACA CCCA6TGCAC AAATTCAGAO 3780 
GGAAGCTAOG AAT6CAGCTG CAGTGAGGGT TATQCCCTGA TGCCAGATGG GAGATOGTGT 3840 
GCAGACATTG ATGAATGTQA AAACAATCCT GATATCTQTG ATGGGQGCCA GTGTACCAAC 3900 
ATTOCTGGAO AGIATOGCTO CCICIOCIAT GATOGCITCA TGOCTTCCAT 6GACATGAAA 3960 
ACAT6C3VTT0 ATGTCAATOA AT6TGACCTA AATTCAAATA TCTGCATGTT TGGGGAATGT 4020 
GAGAACACAA AGGQATCCTT CATTTGCCAC TGTCA6CTGG GTTACTCAGT QAAOAAGGGO .4080 
ACCACAGQAT GTACAGATGT GGATGAGTGT GAAATTGGTQ CTCATAACTG OQACATGCAT 4140 
GCGTCATGTC TQAATATCCX: AGGAAGCTTC AAGTGTAGCT GCAGAGAAGG CTGGA TTGGA 4200 
AAOGOCATCA AOTGXATTOA TCTG6ACX3AA TGTTCTAATO GAAOCCACCA O TGTAG CATC 4260 
AATGCTCAGT OTGTAAATAC CCCGGGCTCA' TACOGCTGIQ OCTGCTCOGA AGGTTTCACT 4320 
GGTGATGGCT TTACCTGCTC AQATOTTQAT GAGTGTGCAG AAAACATAAA CCTCTGT6AG 4380 
AAOGGACAOT OOCTTAATGT CCCGOGTGCA TAT0GCTGCX5 AGTGTQAGAT GGGCTTCACT 4440 
CCAGCCTCAG ACAGCAGATC CTGCCAAGAT ATTQAT6AAT GCTCCTTCCA AAACATTTOT 4500 
OTCTCTOOAA CATGTAATAA OCTOCCTOGA ATQTTTCIVrr GCATCIGGQA TGA3GGTTAT 4560 
GAATTGGACA GAACAGQAGG GAACTGTACA GATATTGATG AGTGT6CA6A TCCTATAAAC 4620 
TGTGTCAAT6 GCCTATGTGT CAACAOGOCT GGTCGCTATG AGTGTAACTG OCCACCOGAT 4680 
TTTCAQTTGA ACCCAACTGG TGTGG6TTGT GTTQACAACC GTOTGGGCAA CTGCTA CCTQ 4740 
AAGTTTGGAC CTOGAGGAGA TGGQAGTCTG TCTTGCAACA CCGAGATOGO GGTGGGOGTC 4800 
AOTGGCTCTT CATGCIGCTG CTCTCTGGGA AAGGGCTGGG 6AAAOC3GCTG TGAGA CATOC 4860 
CCCCCTGTCA ATAGCACTGA ATATTACAOC CTGTQTCC O G GAQOTGAAGG CTTCAGACCT 4920 
AACCCCATCA CAATC3VTTTT AGAAGACATT GAOQAATQCC AOGAGTTACC AGGTCTCTGC 4980 
CAGGGTGGAA ACTQCATCAA CACTTTTGGO AGCTTCCAGT GTGAGTGCCC ACAAGGCTAC 5040 
TACCTCAQCXS AGGATACCOG CATCTGTGAG GATATTGATG AGTGTTTTGC ACATCCTGOT SlOO 
GTGTGTGGGC CTOGGACCTG CTATAACftCC CTGOGAAATT ACACCTGCAT TTGCCC AOCT 5160 
GAGTACATGC AGGTCAATGQ AGGOCACAAC TGCATGGACA TOAGAAAAAG CTTTTGCTAC 5220 
OGAAGCTATA ATGGAACCAC TTGTGAGAAT GAGTTGCCTT TCAATGT6AC AAAAAGGATG 5280 
TGCTGCTGCA CATATAATGT GGGCAAAGCT GGGAACAAAC CTTGTGAACC ATGCCCAACT 5340 
CCA6GAACAG CTGACTTTAA AACC3VTATGT GGAAATATTC CTGGATTCAC OTTGACATT 5400 
CACACAGGAA AAGCIGTTGA CATTGATGAA TGIAAAGAGA TTCCAGGCAT TTCTGCAAAT 5460 
GGTCTGTGCA TTAACCAGAT TGGCAGTTTC OGCTOTGAAT GCCCTACAGQ ATTCAGTTAC 5520 
AATGACCTGC TtST TOG T' l TG TOAAGATATA GATGAGTGCA GCAATGOTGA TAATCTCTOC 5580 
CAGOGOAATG CAGACTGCAT CAATAOTCCT GGTAGTTACC GCTQTGAATG TGCCGOQGQT 5640 
TTCAAACTTT CACCCAATQQ GGCCTGTGTA GATOGCAATG AATGTTTAGA AATTCCTAAC 5700 
GTTT6CAGTC AICGCTTGTO TOTTOATCTO CAAGGAAOTT AOCAGTOCAT CTGOCACAAT 5760 
GGCTTTAA06 CTTCTGAGGA CGAQAOGATG TGCATGGATO TTGATGAGTG OOAGOGQCAC 5820 
CCATGTGGAA AIGGAACTTG TAAAAACACC GTTGGATCCT ATAACIGTCT GTGCTACCCA 5880 
GGGTTTGAAC TCACTCATAA TAATGATTGC CTGGACATAG ATGAGTGCAG TTCCTTTTTT 5940 
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GQTCAGGTQT GCAGAAATGG ACOTTOrTTT AATGAAATTG OTTCTTTCAA GTGTCT^raT 
AACGAAGGTT ATGAACTTAC CCCAGATGGC AAAAACTGTA TAC5WACTAA TCTfiTOTGTC 
GCCCTTCCCS GCTCTTGCTC TCCTGGTACC T6TCAGAATT TGGAGGGATC CTTCJ^C 
ATCTQTCCCC CAGGGTATGA AGTAAAAAGC GAGAACTGCA TTGAT^AAA TQAATGTGAT 
5 GAAGATCCCA ACATTTGTCT TTTIGGTTCC TGTACTAATA CTCCAGGGGG CTTCCAGTGC 
^ ScCcS ACTATCTGAT AATGGACGGA GATO™ ''J^^^ 

AGCTTCTGCT TCACAAATTT TGAAAATGGA AAGTOTTCTG TACCCAAAGC TTTCAACACC 
ACAAAAGCAA AATGCTGCTG TAGTAAQATG CCAGGAGAGG GCTGGGGGGA CCCCTGTGAG 
CTOTGCCCCA AAGACGATGA AGTTGCATTT CAGGATTTOT GTCCATATGG CCATGGAACT 
10 GTCCCTAGTC TTCATGATAC ACGTGAAGAT GT CAATGAGT CraTGAGJ^ CCCAGGCATT 
TGTTCAAATG GTCAATCTAT CAACACCGAC GQATCTTTTC GCTGT^ IfSSSJ^ 
TACAACCTTG ACTACACTGG AGTACGCTGT QTGGATACTa ATGAGTGTTC 'ATOGGCAAT 
CCGTOTOQAA ATOOTACATG CACCAATGTT ATTGGGAGTT TTGAATGC3VA TT6CAATGAA 
GGCTTTGAGC CAGGGCCCAT 6AT6AATTGT GAAGATATCA AOGAATGTGC CCAGAACOTl 
15 CIGCXGTCTC CTTTACGCTG CATGAACACT TTTGGGTCCT ATOAATGO^ 

GGCTATCCCC TCAGGGAAGA TC»AAAQATa TOCAAAGATC TCGMX3AATG T6CTGAAGGG 
TTACaCGACT GT6AATCTA6 GGGOITGATG TGTAAGAATC TAATCGGCAC CTTCATGTGC 
ATCTGCCCTC CTGGAATGGC CCGAAGGCCC GATGGAGAAG GCTGTGTAGA TGAAAAT6AA 
TOCAGGACCA AGCCAGGAAT CTOTGAAAAT GQACQTTGTG TTAACATTAT TGGAAGCTAT 
20 AOATGTGAGT GTAATGAAGQ ATTCCMTCA AGTTCTTCAO GCaCTGAMG CCTT6ACAAT 
CGaSgGGTC TCTCCTTTGC AGAGGTACro CAGACRATAT GTCAAATQGC ATCCRGXAGT 
C6CAATCTCG TCACTAAGTC AGAATGCTGC TGTGATGGTG GGOGAGGCTQ GQSCCACCAG 
TGCGAGCTTT GCCCACTTCC TGOAACTGCC CAGTACAAAA AGATATGTCC TGATGGCTCA 
GGATATACAA CTGATGGAAG AGATATTGAT GAATGTAAGG TAATGCCAAA CCTCTGCACC 
25 AATGGTCAGT GCATCAATAC CATOGGCTCA TTCCGATGCT TCTG^^ 

^ACATCA GTGGAACCrC TTOTATAGAC CTTGATGAAT qCTOCgOTC OCCQ^CCA 
TQ^CTACA TCTCCAAQAA CACTGA6GG6 AGTTATCAGT GTTCATGTCC GAGGGGGTAT 
GTCCTGCAAG AGGATOGAAA GACATGCAAA GACCTTGATG AATGTCAAAC AAAGO^T 
AACIGCCAGT TCXTTCTCTCT CAACACCCTO GGGGGGTTTA CCTGTAAATG TCCACCTGOT 
30 TTCACACAGC ATCACACTGC TTGTATOSAC AACAAOGAAT GTGGGTCTCA ACCTTTGCTT 
^^^^ AGGGAATCTO TCAAAACACT CCAQGCAGTT TCAGCTGTGA ATGCCAAAGA 
S^??^ TTCATGCCAC CGGACTGAAC TGTGAAGATO TTQATGAATG TGATGGGAAC 
ScAGGTGCC AACACX3GCTG CCAGAACATC CTGGOTGOCT ACAGATGT^ ^S^S^ 
GGCTACATCC AQCACTACCA GTGQAATCAG TGTGTCQATG AGAATGAATG CTCCAATOK 
35 AMGCCTGTG GCTCTGCTTC CTGCTACAAC ACCCTGGGGA GTTACAAGTG OGCCTGCCCC 
TCGGGGTTCT CCTTC6ACCA GTTCTCCAGr GCCTGCCAOG AGGIGAATQA GTGCTCGT^ 
TCCAAGAACC CCTGCAATTA CGGCTGCTCT AACACGOAGG GGGOCTACCT CTOTGQCTGC 
CCCOTGGGT ATTACAGAGT GGGACAAGGC CACTGTGTCT CAGGAATGGG ATTTAACAAG 
GGGCAGTACC TGTCACTGGA TACAGAGGTC GATGAGGAAA ATGCTCTGTC CCCAGAAGCA 
40 TCCTACGAGT GC3UVAATCAA OaGCrATCCT AAGAAAGACA GCAGGCAGAA GAQAAGTATT 
S^^^ACCTG ATOOSCTGC TCTTOAACAO ATCAOCCTAG AGAGIGTCGA CATCGACAGC 

S^^S ?S^tSX cctctcccac ctcggctcta aggagcao^t cccggaacta 

i^GcScTCA TCCAGCCCCT CAACAACCAC ATCCGTTATG TCATCTCTCA ^G^AACGAT 
GACAGOGTCT TCC6CATCCA CCAAAGGAAT GGGCTCAOCT ACTTGCACAC GGCCAAGAAG 
45 AAGCTCATGC CCGGCACATA CACACTGGAA ATCACTAGCA TCCCTCTCTA CAAGAAGAAG 
SS^SS GAGCAATGAG GATGACTA^ 

GCTCTCAGAA TGAGGCTGCA 6ATTCAGCTC TATTAACC3GT TCACAGACTT GGGCCCAGGC 
TCAAATCCTA GCACAGCCAQ TCTGCAGAAG CATTTGAAAA CTCAAQGACT AATTTTAAAG 
AGQAAAAATA ATAATAACTC ITGTTTCTTT CXTCCCTGTC TTRGACTTTG AATCTTOAOC 
CTCACAGGGA GGGATAATTT AGACTCTGGT ATGGCCAAAG ATTTGAGCTC AMGGCAACC 
GTGGTTACTG TATTTTTTAT ATAACTTCAT TTTAAAATAT ATTAAAAGAA ACCTAAATOT 
TCAAGATATC iMSCATATGGC ACTAAATGCA CAAAAATAAT GTGAGCTTTT TTTTTTTTO 
CCTGTTAGCA GTCTGTAACA CTTTGGGTAT TTTGCTATAG TTGCTAATTA AAAAAA^TA 
GATGTTT ATT TATTTTTAAT GCAGTAATAT ATGGAGAAAT GAACAAACTA TCTAAA^ 
AAGGGAAACT CACTTGTTTT TCTTTAGATT TATAAATTTQ AGCTATTTTT TTTAQAGGTG 
CTTTTTAAAA ATCCAATOOA TACftAGAGAT tf m tVliiG 6TTTTCTGCC AGTCATCCAG 
CTGATACACA CXTGATCJGAT TTTAAAGAAA 6CCACACAGA 6CTGAATCGG GCAGTQCTAA 
TCAATAATTT AAAAGACATG AATGTCATTA OATCCTTTAT AACQTAGATC QAAGOCAAAQ 
CAGCTCATTT GTQAC3UVCAT TTCATATCAC CAGACACACC AGGCAACAGA ACTrmftOCA 
CAACCACIGT AGCAAAATAC CTT6ACTGCT TGTGAGACCA TTAGCATTGC AGGOTAACC 
CTACXGTATT TCCTTCTCAT AACCTCAAOO AACCATAIGT GCTACCCACA ACACCTCATT 
CTTACCCAG6 GTCCX3CTG0G TCCTCATOGT ACTGTAGGCA GCTGAAGAAC OGCOGTTCCC 
TTGAAAGGGA ACACCIGGCA TTCTGTGGTG TTTOGTGCTG TCTTAAATAA TGGTGC^ 
ATTATGTTCA AGTTATTTCA GGATTGCCAT ATG TGCAAAC AAATCATGOj ATOCAOCCAA 
GOAATATATG TTQTTGTTGT TGTTTTAAAC CCATTTTTTT TTTAQAATTT TCATTAATAC 
TOTAOrTATA CACCATATQC CTCATTTTAT CATAGCCTAT TGTGTATGAA AGATGTTTGT 

aSmg^tt gatgtttagt ttgctttast catttaaaaa gatattgtac caggatgtgc 

TATTAAGAGC ACGTATCCAT TATTCTTCTC AACCCAAGAA CCTGTTTCCT GGACCftGTGA 
CCAAACCTCA TATGTGAAAT GGCCAAAGCA CATGCAGGCT CCTGGTTOTT CCICT CAAAC 
CTGTGCTCAC CAAAGATTAG TAACCAGTTA TACCCAGTAT TTTGAGGTTT TATTOTTTTT 
TTAATAACTA AAAAAAAACT GGT60C 
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8eq ID NOi 162 Protein sequence 
Protein Accession #: NPJ)01990.1 

1 11 21 . 31 

I I I 1 

MGRRRRLCLQ LYFLWIiGCW LWAQGTAGQP QPPPPKPPRP 
PBYREEGAAV ASBVRRRGQQ DVLRGPNVOG SRFHSYCCOT 
DGFCSRPNMC TCSSGQISST OGSKSIQQCS VRGMNGOTCA 
ENGGQNGGRC lAQPCACVYG FTGPQCERDY RTGPCFTQVN 
TTGRAHGHFC EMCPAQPQPC RRGPIPNIRT GACQDVDEOQ 
RCPAGHRQSE TEQKCEDIOE CSIIPGICBT GBCSNTVGSY 
RTCMCE^SGLV NGRCAQ6LPG SHTKMQGOCB PGRCHGIGTI 



41 



51 
1 



QPPPQQVR8A TAGSEGGFLA 60 

fnCTLEGGHQC XVPIOENSOQ 120 

DDHOOCQKOY IGTYOQQPVC 180 

NQMOQGQLTG IVCTKTLCCA 240 

AIPG1CQ6GN CINTVGSFEC 300 

FCVCPRGYVT STDGSRCIDQ 360 

PBACPVSGSE EYRRLCKD6L 420 

1017 



wo 03/042661 



PMGGIPGSAG SRP6GTGGN0 PAPSGNGNGY GPG6TGFIPI POCaiGFSPGV GGA6VGAGGQ 480 

GPIITGLTIL NQTIDICKKH AHLCLNGHCI PTVSSYRCBC MMGYICQDANG DCIDVDECTS 540 

WPCTOGDCVN TPGSYYCKCH AGFQRTPTKQ ACIOIDECXQ KGVLCKNGRC VMSDGSFQCI 600 

CNAGPELTTD GKNCVDHDEC TTTOMCLNGM CINEDGSPKC IC3CPGPV1AP KGRYCTDVDB 660 

CQTPGia4HQ fiCINSEGSFR C3X:PFGUVVG tVJGRVCVUTH KRSTCYGGIK KGVCVRPFPQ 720 

AVTKSBOOC ft H POY OF OBPC QPCPAKHSAE FBGLCSSOVO ZTVS6RDXNB CALDPDZCAH 780 

GZCailiRGSy RCHQISGYBP DAS6BKCIDZ DECLVMRLLC DNGIiCRMTPG SYSCTCPFGY 840 

VFRTETBTCB DINECESHPC VNGACRMNLG SFVCBCSPGS KLSSTGLICI DSLKGTOfUl 900 

IQDSRCBVNI NGATLKSECX: ATUSAAWGSP CERCBLDTAC PRGLARIKGV TCBDVNECEV 960 

FPGVCFNGRC VHSKGSFKCE CPEGLTLDGT GRVdiDIRMB QCYLKWDEDE CIHPVP6KFR 1020 

HDACOCAVQA ANGTBCBBCP KP tf f RB X B TL CPRGAGFAMR GDVLTGRPFY KDINECXAFP 1080 

GMCTYGKCRH TIGSFKCROf S6FAU3NBBR NCTDZDECRI SFDZiCGSGZC VNTP6SFECB 1140 

CFEGYESGFN MKKNC34DZDO CEfiNFLLCRG GTCVMTBOSF QCDCPLQHEL SPSREDCVDI 1200 

NECSLSDNLC HNGKCVHMIO TYQCSCNPQY QATFORQGCT DIDBCMIMMG Ga>TQCTKSE 1260 

GSYECSCSEG YAU4F0GRSC ADIDECSINP DZCDGGQCTN XPGBYRCLCy OGFMASMDMK 1320 

TCIDVNECDL NSNZGMFGBC EHTROSFZCU OQLGYSVXXa TTGCTDVDEC BZGAHNCDMH 1380 

ASOiNZPGSF RC8CBB0WZG NOZKCZDIOSS CSKOIBQCSZ imQCVMTPOS YRCACSBQFT 1440 

GDGPTCSDVD ECAENXNZ.CE NGQCLNVPGA YRCECEMGFT PASDSR5CQD ZDECSFQHIC 1500 

VSQTQINLPQ MFHCIOSDOY BU}RTQGMCT DIDBCADPZN CVNGLCVNTP GRYEOICPPD 1560 

PgLNPTGVGC VDNRVGNCYL KFGPRCTOSZi SCNTBX6VGV SRSSGCCSIiQ KAHGNPCETC 1620 

ppyKSTEYYT LCPGGB6FRP NPITZZZ^DZ DECQBUPGLC QGCafCZMTFG 8PQCECPQGY 1680 

YLSEDTRZCB DZDECFAHPG V C 3 G PQTCYWT LGNYTCZCPP BYMQfVMGGHN CMDKRRSFCY 1740 

RSYNOTTCBH BLPFNVTKRM GCXnYNVGKA GNKPCBPCPT PGTADFRTIC GNXPGPTFDI 1800 

HTGKAVDIDB CKBIPGICAK GVCINQZGSF RCECPTGP8Y NDLLLVCEDI DECSNGDNLC 1860 

QRNADCZNSP 68YRCECAAG FKLSPMGACV DRNECLBIFN VCSKGLCVDL QGSYQCZCHN 1920 

6FKASQDQTH CMDVDECBRH PCX aJlfr C KN T VGSYHCLCyp GFEZiTHNNDC LDZDEC8SFF 1980 

GQVGRNGRGF HEZG9FICCLC NBGYELTPOG KNCZDTMBCV ALPGSCSPGT OQNLBGSFRC 2040 

ICPPGYEVK8 BKCIDINECD EDPNZCLFG8 CTNTFGGFQC LCPPGFVLSD NGRRCFDTRQ 2100 

SFCFTNFBrrO KC8VPXAFNT TKAKCCCSKM PGE6WGDPCB LCPKDDEVAP QDLCPYGHGT 2160 

VPSLUDTRBD VHECLBSPGZ CSHGQCZHTD GSFRCECPMQ YNLDYTGVRC VDTDECSIGN 2220 

POSNGTCINV ZGSFBCSiaiE GFEFGPMMNC BDZNECAONP LLCALRCMNT FOSyECTCPZ 2280 

6YALREDQKM CKDLDECAEG LHDCBSRGMM CKNLZGTFMC XGPPGMARRP D6BGCVDENB 2340 

CRTKPGICEK GRCVNIIGSY RCEQIEGFQS SSSGTECLDK RQGLCFAEVL QTICQMASSS 2400 

RNLVTKSECX: axSGROWOHQ CBLCPLPGTA QYKKICPHGP GYTTDGRDID ECKVMPNLCT 2460 

KGQCIMTMGS FRCFCKVGYT TDISGTSCZD U)EC8QSP2CF CNYZCKMTEG SYQCSCPRGY 2520 

VLQSXSKTCK DU>BCQTKQB NOQFLCVNTL G6FTCKCPPG FTQBBTACZD KNEOGSQPLIi 2S80 

OGGIQQZOCyrr PGSFSCEOQR GFSUATGLH COlVDEaxai HRCQHGOQNZ LGGYROGCPQ 2640 

GYIQHYQWMQ CVDENECSNP NAOQSASCYK TUSSYKCACP SGFSFDQPSS ACHDVNBCSS 2700 

SKNPQJYGCS NTEGGYLOGC PPQYYRVGQG HCVSGMGPNK GQYLSLDTEV DEENALSPEA 2760 

CYECKZNGYP KKDSRQKR8Z HBPDPTAVEQ ZSLBSVDMDS FVNMKFNLSH LGSKEHZXiEL 2820 

RPAZQPLNMH ZRYVZSQGMD DSVFRZHQRN QI*SYLBTAKK KLKFGTYTZiB ZTSZPLYKKK 2880 
BLKRLEBSNE X3DYLU3BLGB ALRMRLQZQL Y 

Seq ID NO: 163 DHA aequence 

nucleic Acid Accession ftt mm_013372.1 

Coding sequence: 63.. 617 

1 11 21 31 41 • 51 

I 1 1 I I I 

6GGGCC6CAC TCAGG6CCAC GCGTCGAAAG 06CAGGCCCC GAGGACCOGC OGCACTGACA 60 

6TAT8AGC08 CACAGCCTAC ACOCTGGGAG OCCTGCTTCT GCICTTGGGG ACCCTGCT6C 120 

OGGCTGCTOA AGGGAAAAAfl AAAOGGTCCC AAGGTGGCAT CCCCCOGCCA GACAAGGCCC 180 

AGCACAATGA CTCAGASCAO ACTCAGTGGC CCCAGCAGCC TGGCTCCAGQ AACXXKK3GGC 240 

GGGGCCAAGG GOGGGGCACT GCCATGCCCG GGGAGGAGGT GCTGGAGTCC AGCCAAGAGG 300 

CCCTGCATGT GAOGGAGOGC AAATACCT6A AGCGAGACTG GTGCAAAACC CAGCCXKmA 360 

AGC3USA0CAT CCAGGAGGAA GOCTGCAACA OTOICACCAT CATCAACOQC TTCIGTTAGO 420 

GCCAGTGCAA CTCTTTCTAC ATGCCCAGGC ACATC0G6AA GGAGGAAGOT TCCTTTGAiOT 480 

CCTGCTCCTT CTGCAAGCCC AAGAAATTCA CTACXa^TGAT GGTCACACTC AACTGCCCTG 540 

AACTACAGCC ACCTACCAAG AAGAAGAQAG TCACACGTGT GAAGCAGTGT CGTTQCATAT 600 

CCAT06ATTT GGATTAAGCX: AAATCX3U3GT GCACCCAQCA TOTCCTAGGA ATGCA6CC0C 660 

AGGAAGTGCC AGACCTAAAA CAACCAGATT CTTACTTGGC TTAAACCTAO AGGGCAGAAG 720 

AAGCCGCA6C TGCCTGCTOG CAGOAGCCTQ CTrOTGOBTA GTTCGTGTGC ATGAGTGTGG 780 

ATGGGTGCCT GTGGGTGTTT TTAGACACCA GAGAAAACAC AGTCTCTGCT AaAGAGCACT 840 

CCCTATTTTG TAAACATATC TGCTTTAATG GGGATGTACC AGAAACCCAC CTCACCCOGG 900 

CTCACATCTA AAGGGGCGGG GC0GT6GTCT GGTTCTQACT rivmiTm ' GTGOCCT C CT 960 

GGGGAOCAGA ATCTCCTTTC GGAATQAATO TTCATGOAAO AQGCIGCTCT GAGOGCAAOA 1020 

GACCT6TTTT AGTGCTGCAT TOGACATGGA AAAGTCCTTT TAAOCTGT6C TTGCATOCTC 1080 

CTTTCCTCCT CCTCCTCACA ATCCATCTCT TCTTAAGTTG ATAGTGACTA TGTCAGTCTA 1140 

ATCTCTTGTT T6CCAAGOTT OCTAAATTAA TTCACTTAAC CATGATGCAA ATGTTTTTCA 1200 

TTTTGTGAAO ACCCTCCA6A CTCTGGGAGA GaCTGGTOTa GGGAAOGACA AOCAGQATAO 1260 

TG6AGTQAGA AAGGGAGOGT GGAGGGTOAG 60CAAATCAG QTOCAGCAAA AQTCAOTAGQ 1320 

GACATTGCAG AAGCTTGAAA G6CXAATACC A6AACACAG0 CTGATGCTTC TGAGAAAGTC 1380 

TTTTCCTAGT ATTTAACAGA ACOCAAGTGA ACAGAGQAOA AATGAQATTG CCAGAAAGT6 1440 

ATTAACTTTG GCCOTTQCAA TCT6CTCAAA CCTAACACCA AACTGAAAAC ATAAATACTO 1500 

ACCACTGCTA TGTTGGGACC CAA6CAA6TT AGCTAAACCA AACCAACTCC TCT6CTTTGT 1560 

CCXTCAOSTQ GAAAAOAOAQ G1AGTTTAQA ACTCTCT6CA TA0GGGTG60 AATTAATCAA 1620 

AAACCKCAQA GOCTGAAATT CCTAATACCT TTOCTTTATC GTGGTTATAO TCAGCTCATT 1680 

TOCATTCCAC TATTTCCCAT AATGCTTCTG AQAGCCACTA ACTTOATTGA TAAAGATCCT 1740 

GCCTCTOCTO AOTOTACCTG ACAOTAAGTC TAAAGATGAR AGAGTTTAGG GACTACTCTG 1800 

TTTTAGCAAG AHATATTKTO GQQGTCTTTT TGTTTTAACT ATTGTCAGGA GATTGGGCTA 1860 

RAGAGAAGAC GAOGAG AOTA AOQAAATAAA OOGRA TTOOC TCTOQCTAG A QA0TAA6TTA 1920 

GGTGTTAATA OCTGGTAGAA ATGTAA0G6A TATGACCTOC CTTTCTTTAT GTGCTCACTQ 1980 

AOGATCTGAG GGGACCCTGT TAGGA6AGCA TAOCATCATG AT6TATTA6C TGTTCATCTQ 2040 

CTACrGOTTO GATGGACATA ACTATTGTAA CTATTCAGTA TTTACTOGXA GGCACZGXCC 2100 



1018 



wo 03/042661 



PCTAJS02/36810 



5 

10 

15 

20 
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50 



TCTGATTAAA CTTGGOTAC TOGCAATGGC TACTTAGGAT TGATCTAAGG GCCAAAGTGC 
AGGGTGGGTX3 AACTTTATTG TACTTTGCSAT TTGGTTAACC TOTTTTCTTC AAGCCTGAGG 
TTTTATATAC AAACTCCCTG AATACTCTTT TTGCCTTGTA TCTTCTCAGC CTCCTAGCCA 
AGTCCTATGT AATATGQAAA ACAAACACTG CAGACTTGAG ATTCAG TTGC OGATCAAGGC 
TCTG6CATTC A6AGAACCCT TGCAACT06A GAAGCTCTTT TTATTTCGTT TrTGTTTTGA 
TCCA6TGCTC TCCCATCTAA CAACTAAACA GGAQCCATTT CAAGGCGGGA GATATTTTAA 
ACACCCAAAA TOTTGGGTCT CATTTTCAAA CTTTTAAACT CACTACTGAT GATTCTCACX3 
CTAGGCGAAT TTOTCCAAAC ACATAGTGTG TGTGTTTTGT ATACACT6TA TGACCCCACC 
CCAAATCTTT GTATTGTCCA CATTCTCCAA CAATAAAGCA CAGAGTGOAT TTAATTAAGC 
ACACAAATOC TAAGGCAGAA TTTTGAGG6T GGGAGAGAAG AAAAGGQAAA QAAGCTQAAA 
ATGTAAAACC ACAOCAGGSA GGAAAAATGA C3^TTCAGAAC CAGCAAACAC TGAATTTCTC 
TTGTTGTTTT AACTCTGCCA CAAGAATGCA ATTTOGTTAA TGGAGATGAC TTAAGTTGGC 
AGCAGTAATC TTCTTTTAGG AGCTTOTACC ACAGTCTTGC ACATAAGTGC AGATTTGGCT 
CAAGTAAAQA GAATTTCCTC AACACTAACT TCACIGGGAT AATCAGCftGC GTAACTAOCC 
TAAAAGCMA TCACTAGCCA AAGAGGGAAA TATCTGTTCT TCTTACTGTG CCTATATTAA 
GACTAGTACA AATGTGGTQT OTCTTCCAAC TTTCATTGAA AATGCCATAT CTATACCATA 
TTTTATTCGA GTCACltSATG ATGTAATGAT ATATTTTTTC ATTATTATAG TAQAATATTT 
TTATGGCAAG ATATTTGTGG TCTTGATCAT ACCTATTAAA ATAATGCCAA ACACCaAATA 
TGAATTTTAT 6ATGTACACT TTGTGCTTGO CATTAAAAGA AAAAAACACA OVTCCTGGAA 
GTCTGTAAGT TGTTTTTTGT TACTGTAGGT CTTCAAAGTT AAOAGTGTAA OTQAAAAATC 
TGGAGGAOAO GATAATTTCC ACTGTGTGGA ATGTGAATAG TTAAATGAAA AGTTATGGTT 
ATTTAATQTA ATTATTACTT CAAATCCTTT GGTCACTGTG ATTTCAAGCA TGTTTTCTTT 
TTCTCCTTTA TATGACTTTC TCTGA6TTQQ GCAAAQAAGA AGCTGACACA CC GTATGT TG 
TTAGAGTCTT TTATCTGGTC AGGGGAAACA AAATCTTOAC OCAOCTQAAC ATGTCTTOCT 
GAGTCAGTGC CTGAATCTTT ATTTTTTAAA TTGAATGTTC CTTAAAGGTT AACATTTCTA 
AAOCAATATT AAGAAAQACT TTAAATGTTA TTTTGGAAGA CTTACGATGC ATGTATACAA 
ACGAATAGCA GATAATGATG ACTAGTTCAC ACATAAAGTC CTTTTAAGGA GAAAATCTAA 
AATGAAAAGT GGATAAACAG AACATTTATA AGTGATCAGT TAATGCCTAA OAQTGAAA GT 
AGTTCTATTG ACATTCCTCA AOATATTTAA TATCAACTGC ATTATOTATT ATGTCTOCTT 
AAATCATTTA AAAACGGCAA AGAATTATAT AOACTATGAG GTAC CTTGCT GTGTAGGAGG 
ATCAAAGGGG AGTTGATAGT CTCATAAAAC TAATTTGOCT TCAAOTTTCA TGAATCTGTA 
ACTAOAATTT AATTTTCACC CCAATAATGT TCTATATAQC CTTTOCTAAA GA6CAACTAA 
TAAATTAAAC CTATTCTTTC AAAAAAAAA 

Seq ID NO: 164 Protein sequence 
Protein Accession #s NP_037S04.l 
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11 



21 31 41 51 

MSRTAYTVGA LlLLGTLLP AAEGKKKGSQ GAIPPPDKAQ HNDSBOTQSP 

GQGRQTAMPG BBVLESSQBA LHVTBRKYLK RDWCKTQPLK QTIHEEGOJS RTIINRFCYO 120 
QCHSFYIPRH IRKEEGSFQS CSFCKPKKPT TMMVTUICPB WJPPTKKKRV TRVKQCRCIS 180 
IDUD 

Seq ID NO: 165 DNA sequence 

Nucleic Acid Accession «: CAT cluster 



11 



21 31 41 51 

GAATTGCATC GGACAfiAGCT TCGCCATGGC CGAGTTGCGC OTGGTTGTGQ CACTAACACT 
GCTACGTTTC GGCCT6A008 TGQACCSAAC GCGCAAGGTQ OQGOQGAAGC COOAfiCTCAT 
ACPG0GCAG6 GAGAACGGGC TCTGGCTCAA G 



60 
120 



55 Seq ID NOt 166 laiA sequence 

Nucleic Acid Accession #s PGENESH predicted 
Coding sequences 1..1650 

1 11 21 31 41 51 

ATGCCACCTC TGCCATCCAG AATGTCTCGG GGGCCCTCCT TGGT6ACAGG CAGGATGCTG 60 

CCCATCACAG ACCGCCTOCT GCACCTCCTG GGGCTGGAGA AGACGGCGTT COSCATATAC 120 

GCGGTGTCCA CCCTTCTCCT CTTCCTGCTC TrCTTCCTGX TCOQCCTGCT GCTGCG6TTC 180 

CTGAOOCTCI OCaOOAGCrC CTACATCACC TCCCGOOOaC TGOQCTGCTT CCCCCAGCCT 240 

65 CCCCGGC6CA ACTGOCTGCT GGGCCACCIG GGCATGTACC TTCCAAATGA GGOGGGCCTT 300 

CAAGATGAGA AGAAGGTACT GGACAACATG CACCATQTAC TCTTG GTATG 6ATGGGACCT 360 

QTCCTGCCGC TGTTGGTTCT GGTGCACCCT GATTACATCA AACCCCTTTT GGGAGCCTCA 420 

GCTGCCATC6 CCCCCAAGGA TGACCTCTTC TATGGCTTCC TAAAACCTTG GCTAGGGGAT 480 

GGGCXGCTGC TCAGCAAAGQ TGACAAGTCG AfiCOGGCACC 6TCGCCTGCT GACACCCGCC 540 

70 TTCCACrPlQ ACATCCTOAA GCCTTACATO AAOATCTTCA ACCAGAGCGC TGACATTATG 600 

CATGCTAAAT GGOGGCATCT GGCAGAGGGC TCAGOQGTCT CCCTTGATAT GTTTGAGCAT 660 

ATCAGCCTCA TGACCCTGGA CAGTCTTCAG AAATGTGTCT TCAGCTACAA CAGCAACTGC 720 

CAAQAGAAGA TGAGTGATTA TATCTCCGCT ATCATTGAAC TGAGCGCTCT GTCTGTCCGG 780 

CGCCAGTATC GCTTGCACCA CTACCTCX5AC TTCATTTACT ACCGCTCGGC GGATGGGCGG 840 

75 AGGTTCOGGC AQGCCTGTGA CATGGTGCAC CACTTCACCA CTQAAGTCAT CCAGGAACGG 900 

CGGOGGGCAC TGOGTCAGCA GGGGGCCGAG GCCTGGCTTA AGGCCAAGCA GGGGAAGACC 960 

TTGGACTTTA TTGATGTGCT GCTCCTGGCC AGGGATGAAG ATGGAAAGGA ACTGTCAGAC 1020 

GAGGATATCC GAGCCGAAGC AGACACCtTC ATGTTTGAGG GTCACGACAC AACATCCAGT 1080 

GG6ATCTCTT GOATGCTGTT CAATTTOGCA AAGTATCCGG AATACCAGGA GAAATGCCGA 1140 

80 GAAGAQATTC AGGAAGTCAT 6AAA0GC0GG GAGCTGGAGG AGCTGGAGT6 GGACGATCTG 1200 

ACTCAGCTGC CCTTTACAAC TATGTGCATT AAGGAOAGCC TGCGCCACTA CCCACCTGTC 1260 

ACTCTTGTCT CTCGCCAATG CACGGAGQAC ATCAAGCTCC CAGATGGGCG CATCATOCOC 1320 

AAAGGAATCA TCTGCTTGGT CAGCATCTAT GGAACOCACC ACAACCCCAC AGTGTGGCCT 1380 

GACXGCAAGG TGTACAACCC CTACOGCTTT GACCCGGACA ACOCACAGCA GCGCTCTCCA 1440 
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CTGGC CTAT G TGCCCTTCTC TGCAGGACXX: AGGAATTGCA TCGGACAGAO CTTOQCCATQ 
6GOQAC3TTGC GCGTOGTTOT OGCACTAACA CTGCTAOGTT TCOGCCTGAG CGrGOACOQA 
A0806CAAG0 T60GG0QGAA GC06GAGCTC ATACTQOGCA OGGAQAAOGO GCTCTGGCTC 
AAGGTGOAOC OQCTGCCTCX: GCGGGCCTCA 

Seq ID NOi 167 Protein 



1500 
1560 
1620 



Protein Accession 0 s 



FGENEsa predicted 



1 
I 

HPPLPSRMSR 
UUiCRSPYIT 
VLPLLVLVHP 
FHFDILKPYM 
QEKMSDYISA 
RRALRQQGAE 
OISWNLFNLA 
TLVSRQCTED 
LAYVPFSAGP 
KVEPLPPRA 



11 
I 

GPSLVTGRML 
CRRIiRCPPQP 
DYIKPIiliOAS 
K1FNQ8ADIM 
IIELSALSVR 
AHLKAKQGKT 
KYPBYQEKCR 
IKLPZX3RZIP 
RNdGQSFAH 



21 



PITDRLLRLL 
PRRNWIibGHL 
AAIAPKDDLP 
HAKWRBIAEO 
RQyRLHHYLD 
LDPZDVLLLA 
EBIQBVMKGR 
KGIICLVSIY 
ASLRVWAliT 



31 
I 

GLEKTAFRIY 
GMYLPHEAGL 
YGPLKPWIiGD 
SAVSLDHFEH 
PZYYRSADGR 
RDEDGXELSD 
ELEELEWDDL 
GTHHNPTVWP 
LLRPRLSVDR 



41 
I 

AVSTLLLFLL 
QDEKKVLDNM 
GLLLSKODKW 
ZSIMTLDSLQ 
RPRQACDMVH 
EDIRAEADTP 
TQLPFTTMCI 
DSKWNPYRP 
TRKVRRKPBL 



Seq ID NOi 16B DMA sequence 
Hucleic Acid Accession #•. AROSSOes.l 
Coding sequence s 252 . . 1772 




CACTTTCATT 
GCTCAACCAA 
CCCAGAT6T8 
TATGCATTTC 
GTGGOQAAGC 
GGCTTTTTCA 
CACACCCXCT 
AAAAATCOCC 
AA0T06CCTT 
AAGACCTACT 
GGT6CGTGGA 
CCGQCTGCAA 
ACTTG6TTCC 
ACAAAGT6CT 
TGCTTTTGTG 
COC3TGATQAC 
GAGGGAGCTT 
ATCTGGAGOT 
TCAAGCATTA 
CCCAQ6CTGT 
TTGCTCTATA 
OTTTTTACAT 
ACAAC CAOGT 
TG6TTGAGG0 
CCACGTCATC 
TAAGTTTTGC 
GCCCCCACTO 



GGCAAGCrCC 
TGATGAG0C3C 
GCCAOTGTQA 
GCAAAAGGOC 
CATQATAATG 
C0Q0TG60QT 
CAAGGCTCTO 
ACAAATCCAO 
AGATQTGATT 
OTCTOAGACC 
GAGGGAGCTG 
TGCAAA6AQG 
OGCCAOGGCC 
GGGAGTGCTG 
TGTGATGATA 
GTACAAGQAA 
TCTAGGQG6G 
QAA6TO00CC 
GGTCTTCTTG 
ATTTTTTAAG 
GA06C0GCTC 
6CTG08QCAC 
CCACGCACTG 
6AGATTTGGG 
TGQATTCTTC 
GCA8A6AATA 
CAGCCTGGGA 
CAAOTGGCAG 
CTGCAAAAGC 
ATTCATCTTC 
GTCTGCATAA 



21 
I 

CCCTGTCAAA 
TTCCAGGCTT 
TGGQAGTTCC 
TTTGOAAOGG 
TCGAACACGC 
TTGCCCAAAC 
A6CATA6ACT 
AAOTTTTTCT 
CTOGAGTGCC 
TTGGCCAAGC 
GAGGAGCTTC 
ATCATCATTT 
CrOAAGAACC 
QCTTCCGCCC 
GCCAGACTCA 
GAQCAGCTCA 
A08CAGATCC 
AGGTTATTTA 
CAACTQAACT 
ACCTTTCCTG 
TTCXTPCTGCT 
CTTAACTTCT 
GAGAATGGGG 
CTGCTCTTTA 
TTTAAGATAA 
AAOCACACAO 
QCXtGCAOGCC 
GAGTTCAGGA 
CATACCTTGA 
CCAGCATCTT 
AAGAAAATAA 



Seq ID NOt 169 Protein eequence 
Protein Accession #: BAB71658.1 



1 
I 

MIHSNTHKAR 
QIQKFPPENF 
RELEELLRAQ 
GVLASAHILQ 
LGGTQIBLBK 
PFKSFPENCC 
HALEKGGDMV 
QRIKHTDLES 
CKSHTLKIQT 



11 
I 

LERRVTGSTN 
KNKDIQS6BA 
SPRRTKEKSP 
PSGLFQRCVD 
IPQDUAXyL 
FZiDRDIGRSL 
HLKDLMTQAV 
PSAVYEHNHV 
VQIPIYVSFA 



21 
I 

RHRLPRQPFS 
DVILECLGPK 
AKRIIISLKI 
VMIARLKPST 
KSPRIiFTFSB 
RPLFLCLRLH 
RF6LLPNQEN 
SIiRAARLVKY 
PIFPAS 



31 
I 

GCACCTTGGC 
CAOQCTCAOA 
TCCACTCAGC 
TTGCTTGTCT 
ACAAA6CTC0 
AGCCTTTCTC 
TTGAOGAAGC 
TTGAGAATTT 
TGGGCTTCAA 
TCTACCTGAA 
T GCGA GCTCA 
CCTTGAAGAT 
TCTACATQAO 
ACATCCTCCA 
AGCCAAGCAC 
CCACCGGCTG 
ACCTC CACAA 
CCTTTAGT6A 
ACAAGATTCA 
AGAACTGTTG 
TGCGTCTGCA 
TCCCAGAGTC 
GOCsACATGGT 
ACCAGGAGAA 
AGGGACTCAA 
ACCTGGAATC 
TGGTGAAGTA 
CAAACCAGAT 
AAATCCAAAC 
GACAGTTTCC 
AATGACATAA 



31 
I 

GDIiLSLSQMC 
HBLBQPRLFQ 
MDPLVTKVAF 
IKKFYEAGCK 
FHLLKIHUiW 
GITR6KDLEV 
TTYSICIZALY 
BIRABAItVDO 



6CTGGAA0GC 
TGGGGACCTG 
TTTQIUSQAAC 
CAAGAACAAG 
ATGGGAGCTC 
AGCOCTGGOG 
ATCACCTAAO 
CAATQAOOCA 
T6AGGTGGAG 
GTTGAQTGGC 
CATCAAGAAA 
OGAGAAGTGG 
AATCOCACAO 
ATTOCATCTT 
6QCAATTC06 
CTTTCTX3GAC 
OQGCATCACX: 
ATQQCT06AC 
CCACCTGAAA 
TACAACTTAT 
ACSVTGATACT 
TCCCTCTGCX3 
TGAGATCAGA 
CAAGCAQAAS 
TGTGGGCATC 
AGAAGAATCT 
AAGGGAGC 



41 
I 

KAL9IOFEBA 
SETIAXLYLK 
ATALKNLYNS 
YKEBQLTTGC 
VFIiQUIYKIQ 
UtHUIPPPBS 
QFPFKIXGUC 
KHQBFRTNQI 



51 
I 

PFLPRLLLRF 
KHVLLVWKGP 
SRHRRLLTPA 
KCyPSY MSNC 
HPTTEVIQER 
MFBGHDTTSS 
KESLRQYPPV 
DPOMPQQRSP 
XLRTEHGLML 



51 
I 

AAAAGGGGGA. 
A6CTCTCCT6 
TQTAAACAG6 
GOOTAATTTC 
OGGGTCACTG 
CTCTCACTTT 
GCA6ACA0GT 
GACATOCAAA 
CATCAGOCOC 
CAGGGCACCA 
AAGACXSkAAG 
CT8GTCACTA 
ATTAACTTGG 
CTGTTTCAAA 
TTCTAOQAGG 
CTGGAAATGA 
GACCTQCrOC 
CTQAAAACAA 
ACTTATGAAA 
OGGGACATAO 
AAA0GCAA60 
CAOOTTACnS 
QATCTTAACA 
T06AAAA0GA 
AOCTCTTATA 
OTCTA03A6C 
GCAGAQQGOC 

rrraGGTTSA 

OCAATCTATG 
ATG6QATTTT 



51 
I 

UIHPDRLCIS 
ALAQGTTHPL 
EVBINLEDUi 
EXHLEhDTLVP 
AZPTYBTVNT 
WLDQVTVNHY 
HDTT9Y8FYM 
KQKFGLTTSS 



Seq ID NDi 170 DMA sequence 

Nucleic Acid Accession #: NM_007000.1 

Coding sequence : 1 . . . 777 

I il 31 31 41 51 

I I I I I I . 

ATGGCGTCTG CGGCAOCAQC GGAGGCCGAO AAGGGATCTC CASTTQTGGT OGGCCTGCTA 
GTTQTQGGCA ATATCATTAT TCTGCTOTCA GGCCTGTCCC TQTTT6CTGA GAOCATATGG 
OTGACAGCCO ACX3USTACCX5 T6TATACCCA CTQATGGGAO TCTCAG6CAA GOATGAOGTC 
TTOOCTGOTO CCTQGATTGC CATCITCTGC GGCTTCTCCT TCTTCATGGT AQCCAOTTTT 



60 
120 
IBO 
240 
300 
360 
420 
480 
540 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
S40 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1630 
1680 
1740 
1800 



60 
120 
180 
240 
300 
360 
420 
480 



60 
120 
180 
240 



1020 



wo 03/042661 



PCTAJS02/36810 



10 
15 
20 
25 



GGTGTGGGTG GOSGACTCTG CC3GCCGCCGG TCCATGGTCC TCACGTACCT GGTGCTCATQ 300 

CTCATCGTCT ACATCTTOGA GTOCGCCTCC TGCATCACOT CCTACACCCA CCX3TGACTAC 360 

ATGGTQTCCA ACCCATCCCT GATCACCAAG CAGATGCTGA CCTTCTACAG CGCXSGACACC 420 

GACCAGGGOC AGGAGCTGAC CCGCCTCTGG GACCGCGTCA TGATTC3AGCA AGAATGCTGT 480 

GGCACATCTG GTGGCATGGA CTGGGTGAAC TTCACGTCAG CCTTCCGGGC GGCCACTCCG 54 0 

6AGGTGGTGT TCCOCTGGCC CCCACTGTGC TGTCGCCGGA CGGGAAACTT CATCCCCCTC 600 

AAOSAGGAGG GCIGGCGCCT GGGGCACATG GACTACCTGT TCACCAAG6Q CTGCTTCX3AA 660 

CACATCX3GCC ACGCX3VTCGA CA6CTACAC3G TGGGGTATCT OGTGGTTTGG GTTTGCCATC 720 
CTGATGTGGA CGCTCCOGOT CATGCTGATA GCCATGTATT TCTACACCAT GCTCTGA 

Seq ID NOt 171 Protein sequence 
Protein Accession #i NP_008931.1 

1 11 21 31 41 51 

I I I I I I 

MASAAAAEAB KOSPVWGLL WGKIIILLS OLSLPAETIW VTADQYRVYP LMGVSOKDDV 60 

PA6AW1AIPC GPSFFMVASP GVGAALC3RRR SMVLTYLVLM LIVYIFECAS CITSYTHRDY 120 

MVSNPSLITK QMLTFYSADT DQGQELTRLW DRVMIEQECC GTSQPMDWVN FTSAFRAATP 180 

EWFPWPPIiC CRRTGNPIPI* NEBGCRLGHM DYLFTRGCPE HIGHAIDSYT WOISWFGPAI 240 
LMWTLPVMLI AMYPYTML 

Seq ID NO: 172 DNA sequence 

Nucleic Acid Accession #t NM_006760.1 

Coding sequence: 39. .593 



1 11 21 31 41 51 

I I I I I I 

GAAAGCCTGC CAGCACCTAT TCCACCTCCC AGCCCAGCAT GGCACCCCTG CTGCCCATCC 60 

GGACCTTGCC CTTGATCCTG ATTCTGCTGG CTCTGCTGTC CCCAGG06CT GCAGACTTCA 120 

30 ACATCTCAAG CCTCTCTGGT CTGCTGTCCC 0QGCX3CTAAC GGAGAGCCTG CTGGTTGCCT 180 

TGCCCCCCTG TCACCTCACA GGAGGCAATG CCACACTGAT GGTCCGGAGA GCCAATGACA 240 

GCAAA6TGGT GACGTCCAGC TTTGTGGTGC CTCCGTGCCG TGGGCGCAGG GAACTGGTGA 300 

GTGTGGTGQA CAGTGGTGCT GGCTTCACAG TCACTOGGCT CAGTGCATAC CAGGTGACAA 360 

ACCTCGTGCC AGGAACCAAA TTCTACATTT CCTAGCTAOT OAAGAAGGGG ACA6CCACT0 420 

35 AOTCCAGCAG AGAGATCCCA ATOTCCACAC TCCCTOGAAG GAACATOGAA TCCATTG6QC 480 

TGGGTATGGC CCGCACAGGG GQCATGGTGG TCATCACX3GT GCTGCTCTCT GTOGCCATGT 540 

TCCTGCTGGT GCTGGGCTTC ATCATTGCCC TGGCACTGGG CTCCCX3CAAG TAAGGAGGTC 600 

TGCCCGGAGC AGCAGCTTCT CCAGGAAGCC CAGGGCACCA TCCAGCTCCC CAGCCCACCT 660 

. _ QCTCCCAGGC CCCAGGCCTQ TGGCrCCCTT GGTOOCCTOG CCTCCTCCTC CTGCCCTCCT 720 

40 CTCCCCTAQA GCCCTCTCCT CCCTCTGTCC CTCTCCTTQC CCCCAGTGCC TCACCTTCCA 780 

ACACTCCATT ATTCCTCTCA CCCCACTCCT GTCAGAGTTG ACTTTCCTOC CATPTTACCA 840 

CTTTAAACAC CCCCATAACA ATTCCCCCAT CXnTCAGTQA ACTAA8TG0C TATAATAAAG 900 
GCTGAGGCTG CATCTGCCAA AAAAAAAAAA AA 

45 Seq ID NO: 173 Protein sequence 
Protein Accession #: NP_00675l.l 

1 11 21 31 41 51 

1 i I 1 ' I 

jU MAPLLPIRTL PLILILLALL SPGAADPNIS SLSGLLSPAL TESUtVAIiPP CHLTGGNATL 60 

MVRRANDSKV VTSSFWPPC SGRRELVSW DSQAGFrVTR LSAYOVTMLV FQTKFYISYL 120 

VKKGTATESS REIPMSTLPR KNMBSIGLGN ARTQGHWIT VLIiSVAMPUi VLGFIIALAL 180 

6SRK 

55 8eq ID NOs 174 DNA sequence 

Nucleic Acid Accession #i Eos sequence 
Coding sequence: 1..2733 

1 11 21 31 41 51 

60 I I I I I I 

ATQAAAGTTG GAGTGCTGTO GCTCATTTCT TTCTTCACCT TCACTGAOGG CCACGGTGGC 60 

TTCCTGGGQA AAAATGATGQ CATCAAAACA AAAAAAGAAC TCATTGTGAA TAAGAAAAAA 120 

CATCTAGGGC CASrCQAAGA ATATCA6CTG CTGCTTCAGG TGACCTATA6 AGATTCCAAG 180 

6AGAAAAGAG ATTTGAGAAA TTTTCIGAA6 CTCTTGAAGC CTCCATTATT ATGGTCACAT 240 

65 GGGCTAATTA GAATTATCRG AGCAAAGQCT ACCACAGACT GCRACAGCCT 6AATGGAGTC 300 

CTGCAGTGTA CCTOTGAAGA CAGCTACACC TGGTTTCCTC CCTCATGCCT TGATCCCCAG 360 

AACTGCTACC TTCACACGGC TGGAGCACTC CCAAGCTGTO AATOTCATCT CAACAACCTC 420 

AGCCAGAGTG TCAATTTCT6 TGAGAGAACA AAGATTTGGG GCACTTTCAA AATTAATGAA 480 

^ AGGTTTACAA AT6ACCTTTT GAATTCATCT TCTQCTATAT ACTCCAAATA T6CAAATG6A 540 

70 ATTGAAATTC AACTTAAAAA AGCATAT6AA AGAATTCAAG GTTTTGAGTC GGTTCAGGTC 600 

AOCCAATTTC GAAATGGAAG CATOGrPGCT GGGTATGAAG TTGTTGQCrC CAGCAGTGCA 660 

TCTGAACTQC TGTCAGCCAT TGAACATGTT GCCGAGAAGG CTAAQACRGC CCTTCACAAG 720 

CTGTTTCCAT TAGAAGA0G6 CTCTTTCAGA GTGTTGGGAA AA6CCCA6TG TAATGACATT 780 

QTC T TT GG AT TTGGGTCCAA GQATGATGAA TATACCCT6C CCT6CAGCAG TGGCTACAOG 840 

75 GGAAACATCA CAGCCAAGTG TGAGTCCTCT GGGTGGCAGG TCATCAGGGA GACTTGTGTG 900 

CTCTCTCTQC TTGAAGAACT GAACAAQAAT TTCAGTATGA TTGTAGGCAA TGCCACPGAG 960 

GCAGCTGTGT CATCCTTCGT GCAAAATCTT TCTGTCATCA TTCGGCAAAA CCCATCAAOC 1020 

ACAG1X3GGGA ATCTGGCTTC GGTGGTGTOG ATTCTGAGCA ATATTTCATC TCTGTCACT6 1080 

0^ GGCAGCCATT TCAGGGTGTC CAAXTCAACA ATG6AGGAT0 TCATCAGTAT AOCTGACAAT 1140 

OU ATCCTTAATT CAGCCTCA6T AAOCAACTGO ACAOTCTTAC TGCGGGAAGA AAA6TATG0C 1200 

AGCTCAGGGT TACTAGAQAC ATTA6AAAAC ATCAGCACTC TGGTGCCTCC GACAGCTCTT 1260 

CCTCTGAATT TTTCTOGGAA ATTCATTGAC TGGAAAGGGA TTCCAGTGAA CAAAAGCX3U^ 1320 

CTCAAAAGGG GTTACAGCTA TCAGATTAAA ATGTGTCCCC AAAATACATC TATTCXXATC 1380 

AGAGGC0GT6 TGTXAATrGG GTCAGACCAA TTCCAGAGAT CCCTTCCAGA AACTATTATC 1440 

1021 



wo 03/042661 



PCT/US02/36810 



5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



A6CATGGCCT 
GTCAATQGAC 
TTTTTTTCCA 
CATTTGCAGT 
TGCCAATGTA 
ATCTTCCCOG 
ATTTTATGCC 
CACACAOGTC 
TTTATTGTTG 
GTGTTCTTTA 
CT6CTX36CTT 
GTTGGATTTT 
AOGCAACCTA 
AGCAAACCAC 
GTGGTGCTOC 
OATGACAAGG 
GGGCTCAOCT 
GTTATTTTTQ 
TTGGACAGTA 
CAAACAGAAA 
AACCCACTGC 
ATCAT6CTAA 



OGTTGACTCT 
CTOTQATATC 
AGATAGAGTC 
GGAAGGATGC 
CTCACTTGAC 
TTCTAAAATG 
TQATCAT06A 
GTATTTGCAT 
GTGCCACAGT 
CACACTTCTT 
ACCGGATCAT 
GGCTGGGTTA 
6CAATACCTA 
TCCTGGCTTT 
TAGTTCTCAC 
CCACCATCAT 
OGGGC TTTGg 
CTTTACICAA 
A8CTGG6ACA 
AGCAAAACTC 
AAAACAAAGG 
CTGAOTTTOT 



GGGGAACATT 
CAOOOITATT 
AAACCTGAOC 
AGGCTGCCAC 

crccrrcTcc 

GATCACCTAT 
G6CTTTGTTT 
GGTGAACATA 
GGACACCAOG 
CTACCTCTCT 
CCT0GT3TTC 
TGGGT6CCCT 
CAAAAGGAAA 
TXmOTCCCT 
AAAGCTCTGO 
CCG0GTG6GG 
AATAGGAACA 
TGCATTCCAG 
ACTTCTGTTC 
ATCAGATTTA 
CCATTATGCA 
CTCAAATGAA 



CTACCOOTTT 
CAAAACTATT 
CAOOCTCATT 
CTAGTGAATG 
ATATTGATGT 
GTXjGGACTGG 
TGGAAGCAGA 
GCCCTGTCOC 
GTGAACCCTT 
TTG Tl 'C n V f 
CATCACATGG 
CTCATTATAT 
GATGTGTGTT 
GCACTGGCTA 
AGOCOGACTG 
AAGAOCCTCC 
ATAGTGGACA 
GQATTTTTTA 
AACAAOTTGT 
rCTGCCAAAC 
TTTTCTCATA 
TAA 



Seq ID NOi 175 Protein aeouence 
Protein AccesBion #: Eos sequence 



1 
I 

MKVGVLWLIS 
EKRDLRKPLK 
NCYLHTAQAL 
ZSIQLRKAyE 
LFPLEDGSPR 
LfiLTiFBLNKN 
ASHFRVSNST 
PUIFSRKPID 
8MASLTLGNI 
HLQHNDAGCB 
ILCLIXEALF 
VPFTHPPYL8 
TQPSNTYKRK 
DDXATZIRVG 
LDSXCLRQLLF 
IMLTQFVSNB 



11 
I 

PPTPTDGHG6 
LliKPPLLHSK 
PSCEC3ILNNL 
RIQ0PE8VQV 
VPGKAQCNDI 
PSMIVOIATE 
MEDVISIAIMJ 
NXGIPVNK5Q 
LPVSKNGNAQ 
LVNBTQDIVT 
WKQIKKSQTS 
LFFHMLMLGI 
DVCtTLNHSNG 
KSLLILTPLL 
NKL8AL8SWK 



21 
I 

PLGKNDGIRT 
6LIRIIRAKA 
SQSVNFCEHT 
TQFRNQSIVA 
VPGPGSKDDB 
AAVSSPVQNL 
ILNSASVTNW 
LKRGYSYQIK 
VNGPVISTVI 
CQCTHLTSPS 
HTRRICMVNI 
LLAYRIILVF 
SKPLLAFWP 
OLTWQFGXGT 
QTEKQNSSDL 



31 
I 

KKEZiIVNKKK 
TTDCKSLHaV 
KIWGTPKINB 
GYEWGSSSA 
YTLPCSSOYR 
8VIIRQNPST 
TVLIiREBKyA 
MCPQNTSIPI 
QNYSINEVPL 
ILMSPPVPST 
ALSLLZADVtt 
HHMAQHLMMA 
ALAIVAVNPV 
IVDSQNLAHH 
SAKPKFSKPF 



Seq ID NO J 176 DMA sequence 

Nucleic Acid Accession ft: AB035089.1 

Coding sequence: 9645.. 10219 



1 
I 

G6GCATGCAG 
CAOTTCTAGT 
CCAAOAGGAA 
TTGGTTTGAA 
AOGAGGAAGG 
GAGACTATTT 
AAGAAAGGAA 
GTAGACAGAA 
AATCTCCTCC 
AATAAAATGT 
AAGGAAGT6A 
0TAAT6ACAG 
GGATTCCTGG 
CAAGTGTTCA 
TCAGQATATG 
TAG6AGAACT 
CAAGCTTTCr 
TTCAACCTTC 
CCATAGATT6 
CCTCCATTCC 
TGOTACCOGA 
CTGGATGCAG 
TTTCCTCTTC 
CTATTCC0C3G 
ATATATATTG 
OTQAGAAATT 
CCTATGTGTT 
AAAACAAACT 
TGT6GAGAAA 
IT3QAGAAGAG 
TTTCATTCAT 
ATQAAAGGTC 
ATCAACTTAT 



11 

I 

CCATOCSGGOA 
AAAAGGGAGA 
TTAGGGAGAG 
AQCATACAGT 
GAGGCAA6A0 
CCCTCTCTGC 
AGCTAGTTAa 
TCCTTGGGAA 
ACTAACCAGT 
TCTCTTGACT 
GGTCCAGGAA 
GATATTTCCT 
AGCCAATGAA 
TAT6CAAAAA 
TCCAGTCTCA 
ATTTAGGAAC 
CTAAATTTAA 
AGGGCAAACC 
GTOCCCIGTA 
CAGGATGAGC 
OTAAATCCAT 
ACTCAGCTGA 
TTTCTTTTTC 
ACTTCAATCA 
ATACAGGAQA 
TCCAGATTGO 
TCTGGCACCT 
CACGGCTGOT 
TCAQAACTCT 
TCTGGCATTT 
AGGTTTATAC 
ACAACATCAT 
GATTAAAOAA 



21 
I 

AAATCCATAG 
ACATCAATAT 
AGrTATAAOA 
AAATAT6AT0 
ATAATATCAT 
TTTTCAAACC 
TCTTGTTCT6 
TACAGTAATT 
TTCCCTATAQ 
TTGTTACTTA 
AATCTAGGAG 
GAAAGTGTAA 
GTT66TGTAT 
CTTCTTGGAA 
CACACX3U3GA 
AGAAAAAAAT 
GCAAACTCCT 
TCOSTOCCTC 
ACCCC3GGTTT 
TTGTTOCTTC 
CCTACTCCAA 
GAAGACCATT 
TTCTATCTTT 
GGQAACTTAT 
CCTAAGAAGA 
AAACACAGCT 
TGTTGTAGAT 
GTTAAAAAOG 
ATTCAGGGTC 
OCTCAAAATO 
TCAAAAQAAA 
TATTCATAAT 
AATCTGOTCT 



31 
I 

TGCAGATAAA 
AGGATGTTTC 
GATCAGCAAO 
TGTGTCCCTG 
TTTCTCTGTG 
TTACTGGAGT 
AGGTTGTTCA 
GACAXATATT 
ATT6CCACAA 
ACAATGCTGA 
ATATTTCTTA 
TTTCCCATTG 
OTTTATGAAA 

TATGTCCTTT 
GCCTGAAATQ 
GGTCATTTTC 
AGAOSTTTAG 
GTCTCAGCTT 
TOTOCTATGA 
TAGAGGAAGG 
ATTCATTTTT 
G6ATTTTTA0 
AOCTCTTAAA 
GCATGTCTT6 
TOCTTTCTOC 
AAATCTGCCT 
GCOCAXQACA 
GGTT6GAATQ 
TTAACXTGGA 
TGAAGAAATA 
AOTAAAAGGA 
ATTCATAOAA 



CCAAAAATGO 
CCATAAATQA 
GTGTGTTTTG 
AAACTCAAGA 
CACCTTTTOT 
GTATCTCCAT 
TTAAAAAAA6 
TCTTGATTGC 
CTG6AGTCTO 
GGAT6CTCAT 
CCCAGCATTT 
CTGTCATTAC 
GGCTTAACTG 
TTGTOGCIGT 
TTOGGGAAAG 
TCATTCTGAC 
GCCAGAATCT 
TCTTATQCTT 
CTGCCTTAAG 
GCAAATTCTC 
CTGGAOATTC 



41 
I 

HLGPVEBYQL 
LQCTCEDSYT 
RPTNDLLNSS 
8EU.SAIEHV 
GIflTAKCESS 
TVGNIiASWS 
SSRLLETLQI 
R6RVLIGSDQ 
FFSKIE8NL8 
IPPWKWITY 
PZVGATVDTT 
VQFCLGyGCP 
WLLVLTKLW 
VIFALLNAFQ 
NPLQNKGHYA 



41 

I 

OCAAGGAGGA 
TTAGCAATAG 
GGGACAG66T 
GCAGTGTTGG 
CTCCAACTGT 
TGTTTTCCCT 
ATGTATACAT 
CTOTTATTTG 
GCACATAATA 
GAAAACTTTA 
ACCAATCTAT 
AGGATTTSTT 
TATCAAOAOA 
CTCTGTG6CA 
CTAGCCTQTC 
ATTTCTCATT 
AGTTAGTACX: 
GCATAGTCTB 
GTTATGCT6T 
GACATTA6AT 
TCCATTTTTG 
OaAATTCTTT 
TOCATCAAOQ 
CTCATTCAGA 
GGGGTTGAGG 
CATCCA6CCC 
TGACTTTGTG 
ATACCAAGTO 
CACACTTQTG 
TTTACCATAT 
TOCCATGCAA 
TGGAAACAAC 
TOQAATATTA 



AAATGCTCAO 
AGTTTTCCTA 
GGATTTCAGT 
GATOGTOAOO 
CXXXTCTACA 
TGGAAGTCTC 
CCAAACXrrCT 
TOATGTCTGG 
CACAGCTGCT 
OCTTQGCATC 
GATGATGGCT 
CATTGCTOTC 
GTCCAATGQA 
OAACTTOQTT 
ACTQAOTOOG 
CCCTCTGCTA 
GGCTTGGCAT 
TQ GAATAC TC 
TTCTTGGAAO 
AAAGCXITTTC 
CTCOSACAAC 



51 
I 

ZtLaVTYRDSK 
HFPPSdAPQ 
8AZYSKYANG 
ABKAKTALHK 
GKQVIRETCV 
II.8NI8SLSL 
ZSTLVPPTAL 
PQRSLPETII 
QPHCVFWDPS 
VGIX3ISXGSL 
VNFSGVCTAA 
LIISVITIAV 
RPTVGERLSR 
QPFILCFGIL 



51 
I 

AGAAGAAOGA 
AAAAAGAAGG 
TA6ATTTQQT 
CAGAGTAGGA 
ACTTACATAT 
CATGAAAACC 
ATCTATATCT 
ATGCTTGAAA 
AGAAACAATA 
CAGCCTTCAT 
AAAG6CATTA 
TTTAATTTCT 
CATAAOTTGQ 
ATATA7GACA 
TATC3WaiTGC 
TQAACTCATC 
TTTCCTTAAG 
AAATTCTCTT 
TTTTTTCTTC 
TCCTTTTCTT 
TCTTATA60G 
ATCTCAGATA 
GCCCATTAGT 
GACTCAAAAC 
AAACAGGCAG 
CTACTTTCAG 
ATGTGCTGAG 
TTGGaOAGAA 
CAGAATTCTA 
GACCCAGOGA 
AAAAATGTAC 
ACAAATGTCC 
TTOGACCACA 



1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 



1022 
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.TGT»CT<«.T CC.TO«^ ™^ JSJ^ ^1^0 
TTAAAGAAOC CAGTCACMA ftGGRCTt^RCT CrW^^ 

ATAGGCRAAT CCATAGAAAC AGGAGGTMA TTCCT^ 2,20 

AGAATOAIVGT ACAJ^ATrrC ,j80 

5 GMOMAGOl CAACTTTGTG AATATARTMk "J^j^i^ AAAOMSCCCC CC3kCTCTGGT 2340 
TMATAAATT ATOWnrtWT AAAAAGGGGG TCCAC^ ^^^^ 

ATTCTTCAOA TTACAAGMA "CCAOGGSA J*™?™^ iSnCCAATT TATTTTTCGG 2S20 
AAACAGAAOQ ACCATTGAGA AATGTTG^ ^ffl^ ^A^W TAT^ 

10 CTTCAITTTT AAATSBU^A 2640 
OCICTtCTCA BIGI^OT GTTAACrCAA TOTG^ 

AAACATAOCT OAOACra(Xa AC5AAAAMM GWTAATT^ 2,^^ 

GGGGAGCKCT OVGAATCACA GTAGGMGa 2820 

,^ MGATGAG(» AGAAGCAAAA GAAGAAACK CT^^K ^880 

15 AWAACTATC ATGAflAMM C^AA^ AOMKO^ ^940 

TOeercccTC caataacatg tggmattct o?™^*^ ciTTCTCAcr oagcctatgc 3000 

(WQAACACM CCAMOT^TA TCS^ 3O6O 
AACAOAAAAC CATCTGQOAT GGTPOTAAGO S^TAOTAT GCTATAAGAT 3120 

CAAAGCTGAG CACTCAOGAG AAGGO^ 
20 ACISAAOTAC ACTTCTTCAC TATO™ GAC^ 

B«3«3AA»AA TTACTAAGGA MOT^AM ATCA^A ^^^^ 

GAAATGTAAG c™^TT CTTTGG^ 3360 

CAAQRAAAGA ATOOTGGGGT TTTTGTTTQT TGGAATrCrA AACTTATTCT 3420 

AQAATACAAA GGGATa»«3T TGAAACMAT C«MO^ 3^g(, 
25 CATTGGCATT AGAAAGGCAC CXACATGWT TT^^ 35,, 

"SS^™^ cSirOA AATC^^ 3«00 

rrCataOM. ATTTTCATAT TCATRAA^ SS^SgCA AMflaAOAGG CATAAATTTA 3660 
TGAGTAACTT CAAATACTAA 0»CAQMOT MAM^ 3„, 

'36^TCTaCC CTTCATTCCA CAGA^O^ 3,80 

30 GGAACACAGO WMAGCTTC «ASCCTCTCC SgTCTOATT ATATTTtACT 3840 

AATAATOATA CTeTGTTCTA TATCATGCAT CTCCTG^ ^StCCm ATCTAAATTG 3900 

WTTCTGCOA GAGCAAAATT AAAAW^A ™rC^ jgjO 

CTTAGTTCCAA«n:AAACCAA^CACT^G^^A^ ,02„ 

ORGAOTCTTG AAGGAOATGT CAGOSACTa *=^^ QCICTASTGX AACCAGCAAT 4080 

GHAAGAAAGA T»AAG»CBQT CORTTACTTA "J*^^ ACATTOTAGA AAGATTOAAB 4200 

TAAGOCTTCt AATTAG6ACA S^^SS ^C^M ATATCATTTC 4260 

CQTTAAAAAT AAGAGAAAAA CTWAW^ WAMCTa ^^^^ 

TTTAAGAAAA TrGTACTACA AAATACCMT ^S^TCAC TCAGIGAAGC 4380 

T^XSAGTAAAG TTTTCTTGTC CCGCTTCATC ^^^^^i™ inrrACAtSAG CACTCIQAaPT 4800 
OVCRGAGAAC ACCACAGAAA AAGCreCW.^ ^360 
CAGCTTTAGA TCCCTGAAO^ TAM^ 4^20 

CTAAGGGtAA GAAAAMJCT GACTO^ MGa^TOC MG^^ ^^^^ 

GCXSCTGCCCA TAAAAGTCAT AASAAAW3TT i?2Zr.TCAG ATTCBGAGGA 5280 

55 TAATCATAAT AATGTGAAAA T*ajTT^ TT^T^ 53,0 

ATAAGCACAA GTCO^GTAT ATTTTCQAW 54,0 

CCTTAATAGT GCAAAATGCT TTGOGWAG OT^^ 5„0 

GTTCAAAACr TGGCACTTCt AATITRtGTC «TMAAA» TOTAAAGTCC S520 

TGAGCITTCT TGTCTTaTC T«S«TTO«^ SS80 

60 ITi«CCATGG ACCTGGCAm CJCIC^ 5„0 

sGcauau».T castcaatgt orccxACAfts ataatabcrc R&TmcTsrr S700 

S^TCTATTTAAAATWCCAAaTT«^TOGTM^ |«J 
AQAAGTGAAA TATGGTOrrT OaXATAACe AOCT^^ T^T^ «^ ^^^^ 

AAOSrTTAA AOCAAOUVW AG|^^ 5880 
65 AAGAGAAAAG ATTGCROTRC Grr»«GCAA WM^^ 5,„ 

aWJOArrrr GAAGGGTATT TGAQGTGAAA WC^^ ^,00 

OTCCrCAATG AQACTACCAG CATTTAOGGR CTGMCTAM TTGATAGQTC 6060 

ATTTACATTQ ATACAGOAT TOAATCATCT OCn^^ 
„^ l^OBMAVm CMa£C>^ TtWM^ 6i80 
70 ATATOAGCTO AAGATOGOCA ACAASCTOT 0^ „,0 

AMTTCACCT GGCCTACCCA CATTTCATTT GCATCCT6AT ^^j^^^ maCTCaflA 6300 

SSaGA AAGO^GGCA GATGAGCCre GO^^ 

GTGaTTAGC TCXATTTOCA CARCICTCK OCACI^^ 

ATCACTOAAG TCTGGAtTTA GOOAIAASCT tWM^ ^SGW^ 

75 Wa°TAAGAGTAATA^TAWi^«^^^5^^^^ 6S40 

OGATACATCT TGGTGGGAAA TOTATGACTA ^jSraOkCA eOAISAAAGA 6600 

eiOAGTTCCT GAGAATAGTT GAGGAAGt^ ggg, 

CAAAAACAAA GATCAGAAAC ATCATOQ TI A *A**TACTOS CTGOTCIGC 6720 

„^ OAATCTCCrr CAOOOAMCC TOCTOT^ 6„0 

TTTTGCATTG CXnjACATGAC AOCTGIATAA TOM-rTTGST AATASATAOT 6900 

ATTCAGOGTC TGGATTCAGC TTACXGTTCT TACA^ 
TAttTAAATT ACTCCTAATT CCTMWOT CCTTCJ^ 

CMCAAQAAA TTTTACXAGA CCACIBIGGA ASCIACIGAT TIMCAAAIO crCC«-«w» 

1023 
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AAGTCQAAAG AAOMTAACT CCTGGOTOQA AAOTCAAACG WVTGGTAGGA GAGCCACCCR 7080 
TTATAOAAAC ACCTTTGAGA AAGCTATGCC ACTGAGCXnT GTGCTTCACA CTCCA TQGGG 7140 
GAACAIQQTQT QOCSGATTGAG ATGGGTTTGC AGGGAGGGCT QAAGAGQGCA CTCCAGATGA 7200 
AGGATTTGTC CAAATGAATA TOAAQAGAGC CTAGOGGAGC CAAGGAQGAA ATCACAGGAA 7260 
QCCAATTAOA TGGAAACACA TCTGGAGAAT TATTTGCTTA TGGCCC TGCA TGACAATA6C 7320 
TrroiGGATC OCXTTOTCTOC GCTCAGACCr ATTTTGAGAT CATATCCTTT ACTTTAAATC 7360 
AGACTCAAAT TTTTATGATO AATATTTAAT AGAAAACATT AQAAAGOGTC TCTCGTCTCC 7440 
TTTACTAATT GGGAAACAA6 CAQCTCTCTG GTAAATCACC CTTTTGTCTC TGAGCTGOAO 7500 
CTGCCTGGAT CACATCTGTA GCCAATGTGT TCTGCAGGGA TTA TCAC AGC TCTCTTCCCC 7S60 
ATCAAGGOCA AAGAGCTTGA CAAAOTCTCC ATTCTACAGA CATCTTTCTr ACCTCCCACC 7620 
TCTCATTACA GGOCAAACTT ACAGCAACTC AACATOAGAO TGAATAOOAA GATACCCCOG 7680 
GAAGTA6T0T CTGACAGCAC AGGACATGOG TTTCATATTA CRGAGCTCAA GTCACTCATC 7740 
CTAAAATQCA ATCAGOGCCT CCTTCCTCTG AATGGGQACC CCGTAGTTAA AAAAAAATAA 7800 
AAOTAGGAAG AGGAGGGAGQ GAGAAAGGAA AGACACATGT TCGAAGAGTA GACAAAATCA 7860 
GTTTATCAGT ATTCCAAATC AGATQATTGG AGACATTCAT ACACAGAQAA CGTG AACTC C 7920 
TTCTCTATCA CAAGAAGTGA TG"I'CTCCATC AAOGGTAACT TTATACGACT GQAGCCTTGA 7980 
AOAAAGCTOC ATCTGOTGAA CXaCXGGTCA GTGAGTCTAA CAATTCAAAG ATCAAA GTCA 8040 
OTGAGTCTCA AGCAGGGATT TGGGTCAATA ATTAAOGATC AGTCA CQAAC ATTTG^AAG 8100 
CATCTTCCAG ACAAGCCATT TGTAOCTTGT QTAAAAGACT CTTTTATTCT TTCCCTTGCA 8160 
QAAAAAATTA AAAACCTATT TCCTGATQGG ACTATTGGCA ATGATAOGAC ACTGGTTCTT 8220 
GTGAAOGCAA TCTATTTCAA AGGGCAGTGG GAGAATAAAT TTAAAAAAGA AAACACTAAA 8280 
GAGGAAAAAT TTTGGCCAAA CAAGOTATTG TCTATATTTT ATTTATATAG TGTAATATGT 8340 
TAATACATGO AATGTTAAAC ATTTCTGATG GAATGTAACA TGATAAGTAA AAAATAAAAA 8400 
TTGTTCATGT CTOTTATTTT GTTGTTTTAC TCTTATAACT TTATTTAGTT AQGAATAOCT 8460 
QAAAAACTAT TGTTTCTAAC TCATGGAATT CCTtSGGTTAT TTCTTAGAAG AAG AAGG ATG 8520 
TGl'T G C TA TC TCAATAATAT TATCTTTTTT OTCTTOXOTT TCAOGTGTTA TTTGTTGGAC 8580 
ACATTGATTT ATTCCAGAAT ACATACAAAT CTGTACAGAT GATGA6GCAA TACAATTCCT 8640 
TTAATTTTGC CTTGCTGGAG GATGTACAGG CCAAGGTCCT GOAAATACCA TACAAAGGCA 8700 
AAGATCTAAG CATGATTQTG CTGCTQCCAA ATGAAATCGA TGGTCTGCAG AAG GTAAG AA 8760 
CTTGCATCTA CAACTCTTCC ITCTACTGCC GGACATTTTT CCAAAGATAC CAAGTTTAAA 8820 
CAAGOTAAAA GCTTAIGACC QAOTTGCCTC AAAATGATQA AAAATTCTAA ATGAGGAATO 6880 
ATQACTCACC TTCATATTAC AAATATTTGA GCATAGGGOC TGACACAAAC TOAAAGCTTA 8940 
GTTTTTGTTT GTTTGTTTQT TTTTATTATT ATTATTATAA TACTTTAAGC TTTAGGGTAC 9000 
ATGTGCACAA TOTGCAGGTT AGTTACATAT GTATACATGT GCC3VTGCTGG TGTGCTGCAC 9060 
CCATTAACTC ATCATTTAGC GTTAGGTATA TCTOCTAATO CTATCCCTCC CCCCTCCCCC 9120 
CACCOCACAA CAGTCCTCSVG AGTG1GAT6T TACCTTCCTO T0TCCAAGT6 TTCTCATTGT 9180 
TCAATTCCCA TCTATGATTT AATTCCATCT ATGOCTTAGT TAATGATTAA TTTATTAGAG 9240 
TTACATQCAT TGGATATCAA TTTGATGATA TTATTATGCA GCAATTTAAA CTTGACTGGG 9300 
AGAAATATAT ACCAATGTGA GGAAAQTTTA C3U^TAGGCC GAGTAGAAAA GGGAATACAA 9360 
ATTTAGGAAT TTAGGGAATT ACAATTTAAT AATTGCAATG TGTACTAAAT AATOTATACA 9420 
GAAAAATATG AT0A6CCTAT TAAAAATTGA CACATGTAGT AGG CTGTT GG CACAAGAAAT 9480 
AOTGATACAT ACAGTTCATT GTGTACAAAA TAATOTAATC ATATTTTACA TOTOTATCAT 9540 
ACAOTTGTAT ACATACATAT GTACACATAT ACATATACMT AAAAAC3VTGA TTCTGTTTTT 9600 
ACATACATGT ATATACATAT ACACATATAA CCX3UITQTAT TTATATATTC AGQACTCATA 9660 
TTTTACCTAT TAGAATAATA ATGTCXATTA AAGT6AACCT TCTGTATTTC ACATTTATTG 9720 
CCAAAATAAC GAATCTOCAC ATAGTCAATT CATT6TTAAG GTOTATTAGA GATOGACAOT 9780 
TAQTCATATC AGTTTCTTTT TTCCATTTOT ATAGCTTGAA GAGAAACTCA CTGCTGAGAA 9840 
ATTQATGGAA TGQACAAGTT TGCA6AATAT GAGAGAGACA TGTGTCX5ATT TACACTTACC 9900 
TOJOrTCAAA ATOQAAGAGA GCTATQACCT CAAGGACAOG TTGAGAACCA TGGGAATGGT 9960 
GAATATCTTC AATGGGGATG CAGACCTCTC AGGCATGACC TGGAGCCACSO OTCTCTCAGT 10020 
ATCTAAAGTC CTACACAAGG CCTTTOTGOA GGTCACIGaG GAGG6AGTGG AAGCTG CAGC 10080 
TOCCACCJGCr GTAGTAOTAO TC3QAATTATC ATCTCCTTCA ACTAATGAAG AGTTCIGTTS 10140 
TAATCACCCT TTCCTATTCT TCATAAGGCA AAATAAGACC AACAGCATCC TCTTCTATGG 10200 
CAGATTCTCA TCCCCATAGA TGCAATTAGT CTGTCACTCC ATTTAGAAAA TGTTC ACCTA 10260 
6AGGTGTTCT GGTAAACTGA TTGCTGGCAA CAACAGATTC TCTTGGCTCA TATTTCTTTT 10320 
CTATCTCATC TTOATGATGA TAGTCATCAT CAA6AATTTA ATGATTAAAA TAOCATGCCT 10380 
TTCTCTCTTT CTCTTAATAA GCCCACATAT AAATOTACTT TTOCTTOCaG AAAAATTTCC 10440 
CTT6AGGAAA AATGTCCAAG ATAAQATQAA TCATTTAATA COGTGTCTTC TAAATTTGAA lOSOO 
ATATAATTCT GTTTCTGACC TGTTTTAAAT GAACCAAACC AAATCATACT TTCTCTTCAA 10560 
ATTTAGCAAC CTAGAAACAC ACATTTCTTT GAATTTAGGT GATACCtAAA TCCTTCTTAT 10620 
OTTTCTAAAT TTTOTGATTC TATAAAACAC ATCATCAAXA AAATAATOAC ATAAAATCAT 10680 
TTTXGCTTTA CCTGTTTTCT CTCTOOAAAO GOCAAGTOTC CAGTTACACA TAQGAAAGAT 10740 
AATTTAGAGA TATATTAATC ATATATAAAO GAAAATTAAA AACAGAGTAG TTCATGATQA 10800 
QCCTGOAGTA GAAGGCATAT CXXSWyVACAQ GAGGAGCCTT GTAAACCACA TAGGAACTTC 10860 
CTATTTTATG CTAAAGGGAT AAGAAACTCA TTACAGGCTT TGATGGTTGT TTGTCAAAGA 10920 
GGGGCATAAA ATTATCATAT CCACATCTAO AAAATACATC TCTGGCTAOO CTGATATCAA 10980 
TGGATGOGAO GAAAGAACAG TGTGGTTACC ATATATAAAT TAGOAAATCA TTAGAGTATT 11040 
GG6AGTG6AA ATGGAGAGAA AQAAAGAGCX: TGGGGGAATT ATTTAGGAAA T AATAGTTA C 11100 
AGAAAGACAT CTAAGTTGCT QACCTATCTQ ACTGGATGQA TGGAAGAATA TCTTCTTTCT 11160 
GAGAGAAAAA AAGACTTTGO GrrTAAATTT GTACTTGATG AATTAAGOTA CTTTTAATAT 11220 
TCAAATGGAT TI60CT0QCA GGC31CTTGAA 6ATATTAGTC TAAATCTCAG AAAC AOAATA 112B0 
TGATCTOAAO CTCTAAATTT QTQATATTCA ATATAAATAC TTTAGAOTCA TTGGGATAAA 11340 
TATCGTAGTT GTAGCTAAAA GCAAAAATAA GATACTAGGG AGAAAGGATA AAGTTAGAAG 11400 
AAAGAAGAAT CTAGAATTQA CCTTGAAGTA TATCAGCATO TGTAAAGATC AGQAATT6AT 11460 
CATTTTTATT TTCCAGAAAG TAGClTTTCr TAQGGTTCCA TATTTACTCC CATAGATTCT 11520 
TCCC 

8eq ID NO: 177 Protein aequence 
Protein Accession #■ BAB21S25.1 

1 11 21 31 41 51 

ioiSLSBANTK FKPDIiFQQPR KSKENNIFVS PISITSAMM VLLGAKDOTA QQISKVLHFD 60 
QVTB3TTEXA ATYHVDRSQI VHHQFQKLLT BPMKSTDAYS LKIANKLFGB KTYQPLQEYL 120 
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DAIKKFY(yrS VESTDFANAP EESRKKTOSW VBSQTNEKIK NLFPDQTIGH DTTLVLVMM 
YFKGQWENKP KKENTKEEKP WPNKNTYKSV QHMRQyNSFM FALLEDVQAK VLEIPYKGKD 
LSMIVLLPNE IDGLQKLEEK LTAEKLMEWT SIW«ETCV DIflLPRPKME ESYDLKDTLR 
TMGMVNIFNG DADLSGMTWS HGLSVSKVLH KAFVBVTEBG VEAAAATAW WBLSSPSTN 
BEFCCNHPFL PPIRQNKTNS ILFYGRPSSP 

Seq ID NO: 178 DNA sequence 

Nucleic Acid Accession #: NM_001910.1 

Coding sequence: SO.. 1240 



180 
240 
300 
360 



11 



21 31 41 51 

I I 1 I I t 

GGAOAQAAGA AAGGAGGGGG CAAGGGAGAA GCTGCTGGTC GGACTCACAA TGAAAACGCT 
CCTTCTTTTG CTGCTGGTGC TCCTGGAGCT GGGAGAGGCC CAAGGATCCC TTCACAGGGT 
GCCCCTCAGG AGGCATCCX3T CCCTCAAGAA GAAGCTGCGG GCACQGAaCC AGCTCTCTGA 
GTTCTGGAAA TCCCATAATT TGGACATOAT CCAGTTCACC GAGTCCTQCT CAATOOACCA 
GAGTGCCAAG GAACCCCTCA TCAACTACTT GGATATGGAA TACTTOQGCA CTATCTOCaT 
TGGCTCCCCA CCACAOAACT TCACTOTCAT CTTCGACACT GGCTCCTCCA ACCTCTGGGT 
CCCCTCTGTG TACTGCACTA GCCCAGCCTG CAAGACGCAC AGCAGGTTCX: AGCCTTCCCA 
GTCCAGCACA TACAGCX3W3C CAGGTCAATC TTTCTCCATT CAGTATGGAA CC3GGGAGCTT 
GTCCGGGATC ATTGOAOOOQ ACCAAOTCTC TCTOGAAGQA CTAACCQTGG TTGGCCAGCA 
GTTTGGAGAA AGTGTCACAG AGCCAOGCCA 6ACCTTT0TG GATGCAOAflT TTGATOGAAT 
TCTOGGCCTG GGATACCCXTT CCTTGGCTGT GGGAGGAGTG ACTCCAGTAT TTGACAACAT 
QATGGCTCAG AACCTGGTGG ACTTGCOSAT GTTTTCTGTC TACATGAGCA GTAACCCAGA 
AGGTGGTGCG GGGAGCXSAGC TGATTTTTGG AGOCTACGAC CACTCCCATT TCTCTGGGAG 
CCTGAATTGG GTCCCAGTCA CCAAGCAAGC TTACTGOCAO ATTQ CACTGG ATAACATCCA 
GGTGGGAGGC ACTGTTATGT TCTGCTCOSA GQGCTGCCAQ GCCATTGTOG ACACAGG6AC 
TTCCCTCATC ACTGGOCCTT CCQACAAQAT TAAGCAGCTO CAAAACQCCA TTGGGGCAGC 
CCCCGTGGAT GGAGAATATG CTGTGGAGTG TGCCAACCTT AACGTCATGC CGQATGTCAC 
CTTCACCATT AACGGAGTCC CCTATACCCT CMCCCAACT GCCTACACCC TACTGGACTT 
CGTGQATGGA ATGCAGTTCT QCAGCAGTGO CTTTCAA0C3A CTTG ACATCC A CCCTCX aGC 
TGGGCOCCTC TG6ATCCTG0 GGQAT6TCTT CATTCQACAG TTTTACTCAG TCTTTQACC3G 
TGGGAATAAC CGTGTGGGAC TGGCCCCAGC AGTCCCCTAA GGAGGGGCCT TGTGTCTGTG 
CCTGCCTGTC TGACAGACXTT TQAATATGTT AGGCTGGGGC ATTCTTTACA CCTACAAAAA 
GTTATTTTCC AGAGAATGTA GCTGTTTCCA GGGTTGCAAC TTGAATTAAG ACCAAACAGA 
ACATGAGAAT ACACACACAC ACACRCATAT ACACaCACAC ACACT TCftCA CAJftCft CACC 
ACTCCCACCA CCGTCATQAT GQAQQAATTA OSTTATACAT TCATATTTTQ TATTGATTTT 
TGATTATGAA AATCAAAAAT TTTCACATTT GATTATGAAA ATCTCCAAAC ATATGCACAA 
GCAGAGATCA TGGTATAATA AATCCCTTTQ CAACTCCACT CAGCCCTQAC AACCCATCCA 
CACACGGCCA GGCCTGTTTA TCTACACTGC T6CCCACTCC T CTCTCC AGC TCCACATGCT 
GTACCTGGAT CATTCK3AA0 CAAATTOOQA GCATTACATC ATTTTOTCCA TAAATATTTC 
TAACATCCTT AAATATACAA TOGGAATTCA AGCATCTCCC ATTGTCOCAC AAATGTTTGO 
CTGTTTTTCT AGTTGaATTG TTTGTATTAG GATTCAAGCA AGGCC GATA T ATTQCATTTA 
TTTGAAATGT CTGTAAGTCT CTTTCCATCT ACAGAGTTTA GCA CATTT GA ACGTTGCTGG 
TTGAAATCCC GAGGTGTCAT TTGACATGGT TCTCTGAACT TATC TTTCCT ATAAAATGGT 
ACTTTAGATCT GGAGQTCTGA TTTTOXGGCA AAAATACXTC CTAGGTQGTG CTGGeiACTT 
CTTGTTGCAT CCTGTCAGGA GGCAOATAAT OCTGGTGCSCT CTCTATTQ6T AATGTTAAGA 
CTGCTCGGTG GGTTTGGAGT TCTTGGCTTT AATCATTCAT TACAAAGTTC AGCATTTT 



50 
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60 
120 
160 
240' 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
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1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 



Seq ID NO: 179 Protein sequence 
Protein Accession #t NP 001901.1 



MKTLIiLLLLV 
SMDQSAKEPIi 
QPSQSSTYSQ 
FDGIL6LGYP 
FSGSLNWVPV 
IGAAPVDOEy 
HPPAGPIAni. 



11 
I 

LLCLGEAQGS 
INYLDMEYFG 
PGQSFSIQYG 
SIiAVGGVTPV 
TKQAYKQIAL 
AVECANLNVM 
GDVFIBQFYS 



21 
1 

LHRVPIiRRHP 
TI8IGSPPQN 
TGSLSGIIGA 
FDNMMAQNLV 
DIHQVGGTVM 
PDVTFTINGV 

vpnRGamRVG 



31 41 

i I 

8LKKKLRARS QLSEFWKSHN 
FTVIFDT6SS HLHVPSVYCT 
DQVSVBOLTV VOQQFGESVT 
DLPMFSVYMS SNPBGGAGSE 
FCSBGOQAIV DTGTSliITGP 
PYTIjSPTAYT IiLDFVDGMQF 
LAPAVP 



51 
i 

LDMIQFTESC 
SFACRTHSSF 
EPGQTFVDAE 
LIFGGYDHSH 
SDKIKQLQNA 
CSSGFQGIiDI 



Seq ID NO: 180 IINA sequence 

Nucleic Acid Accession #: NN_0I80S8.1 

Coding sequence : 3 1 9 1575 



1 
I 

TAOGOGCTGC 
GAGGGOOGGG 
TACAGGGACA 
GTCAAG6TGG 
AGAAAGGGCT 
CCTGATGCCC 
CTCAGAGATG 
GTGGGCCCCA 
AACTTCCTTT 
GTGGACGACC 
AAAGTGGACA 
ACCCATGGGA 
GTCOGCAOGG 
AACATTGCCT 
GGAGACCCCC 
ACAGGGGGTG 



60 
120 
180 
240 
300 
360 
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55 

60 

65 

70 

75 

80 



OGAGAGTCCft 
TGGCTGOGAG 
CTCTACACCA 
TGTOAGATGO 
GTGAOGTGGC 
GTGCTGGAGA 
ACACCAATGA 
ACACCTATGG 
A06AGGATGG 
CCCCCACOGC 
CACCGGTCCT 
CCAOCTGCTQ 
AAGTGGGCTT 
CCCAAGCCCA 
CTGTXSGTGGG 
ATTGCAGTGG 
CTQCACAGGA 
AAA6CTATGT 
AAATOGGGAT 
GACACTTG6C 
GGGCTTTGTC 



TGGCTCAGCC 
TGGTGCCAOC3 
AOAAGAOrGG 
AGCCCGTGGC 
CAGATG6CAA 
TOCTCTAOCC 
ATGCATCCAG 
AAGCTACAGO 
CACAGCCTGC 
TGCTGCTGCC 
OSTAGATGGA 
AGCAGGGGTO 
OTGCTGCTGC 
TCCATGCACA 
CACATAQCTO 
GTCTAAT6AC 
AGTATGAtSGA 
6ACCTTACAC 
TAAGAATAGA 
ACAA ARCC TO 
AACAGGT6 



GCTGTCCGTC 
CACCOQGGTT 
QOCCCACCTO 
ACACTTTGGC 
GATGGT6AGC 
GOGGGATGAO 
'fTOCCAXTOQ 
TGCCGC5ACCA 
GTGG6GACTC 
ACTGCGGCrO 
GATCTCAATC 
GGACATGAAC 
CTAGACAGTA 
TTACTTAGCT 
TQATCACAGC 
CATATCTTAG 
CTTTAGTGTC 
CAOTCACTTA 
ATCTTGGGGT 
GCACATAGTA 



TTC0GGC6CA 
GGGGOCTTTQ 
AGGATCATOO 
C7GGGGAAQG 
CGGAAOGTGG 
GACACACTTC 
TGTQCOCTCO 
ACAAGAACT6 
TCGGCCAGTC 
CTGCTGC06C 
'PG G GGTC G OT 
CAGCGQATGG 
GGGATGTAAA 
AACAATTAGG 
AGACAGGGTC 
QACACAGATG 
CTGASTTGAA 
ACTTGTTAGC 
TAGTGTGGAG 
AAG6CTCAAT 



ATCAGOGCTT 
CCAOSGGAGC 
AOGGGGGCTC 
ATGAAGCCAG 
CCAGCG6GGA 
AGGACCCAOC 
AGACAAGCOC 
CAGTOGGGGC 
ACCGGGCCCC 
T6CTGQAGCT 
GGTTAACGAG 
AGTOCAGCAG 
GGCCTGGGAG 
GAGACTCXrCA 
GCrcCCCTGA 
TGCCCAOGQA 
ATCCTGATTC 
CATCCATTAT 
ATTAGATTAA 
AAAAACAAGT 



CAACAACAAC 
TAAG6T0GTG 
AGGCTACCTG 
CAGTGTGGAG 
6ATGAACTCA 
CCCACTGGAO 
GTATGT8TCA 
TAOGAGCCCA 
CGCCCCACCA 
GCCACTGCTG 
AGCTGOGAGC 
GGOAGTGaOA 
CTAGACCCTC 
AGGCCAGGCC 
TG6C6CTTAC 
GGTG6TGTCA 
AGGAACTCAC 
CGCATCTGCA 
ATGTATGTAA 
GOCTCTCACT 



1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
ISOO 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 



Seq 10 KOs 161 Protein eequence 
Protein Accession #t HP 060528.1 



HDPEASDLSR 
RGDGTFVDAA 
PRDIASPKFS 
ELNPGDALEP 
RTRVGAFARG 
KMVSRNVASG 
GAGPTRSAVG 



11 
I 

GILALRDVAA 
ASAGVDDPKQ 
MPSPVRTVIT 
BGRGTGGWT 
AKVVLynCKS 
BMNSVIiEILY 
AT8PTRHAQP 



21 
I 

EAGYSKYTGO 
KGRGVALADF 
ADFDNDQELE 
DFDGDGHU>L 
GAHLRIIOGO 
PRDEDTIX2DP 
AWGIiSASHRA 



31 
I 

RGVSVGPILS 
NRDGKVDIVY 
IFFNNIAYRS 
ILSHGBSMAQ 
SGYLCBMEPV 
APIiBTPHNAS 
PAPPPPPIiUi 



41 

I 

8SASDIFCDN 
GNWNGPHRLY 
SSAMRLFKVZ 
PLSVFRGNQO 
AHFGLGKDBA 
SSHSCAIiETS 
PLPLLLPLIiE 



51 

I 

ENGPNPLFHN 
LQMSTHGKVR 
RREHQ^PLIE 
FMNNHLRVVP 
68VBVTNFD6 
PYVSTPMEAT 
LPLLHRSS 



60 
120 
180 
240 
300 
360 



Seq ID NO: 162 DMA sequence 
Nucleic Acid Accession #: AJ279016 
Coding sequence : 1 . . 1962 

1 11 21 31 41 51 

I I 1 I I 1 

ATGTCCAGGA TGTTACCGTT CCTGCTGCTG CTCTGGTTTC TOCCCATCAC TGAG6GGTCC 
CAGCX3QGCTQ AACCCATOTT CACTGC»GTC ACCAACTCAG TTCTGCCTCC TGACTATGAC 
AQTAATOCCA CCCAGCTCAA CTATGGTGTQ OCAQTTACTG ATGTGGACCA TGATGGGGAC 
TTTGAGATOQ TOGTG60GGG GTACAATGGA CCC3VACCTGG TTCTGAAGTA TGACCGGGCC 
CA6AA60GGC TGGTGAACAT CX3CGGTCGAT GAGCGCAGCT CACCCTACTA OGOGCTQGGG 
GACOGGCAGG GGAAGGCXU^T OQGGGTCACA GCXTTGOSACA TCGACGGGGA CG6CCX3GGAG 
GAGATCTACT TCCTCAACAC CAATAATGCC TTCTOGGGGG TGGCCAOGTA CACOQACAAG 
TTGTTGAAGT TC06CAATAA C06GTG0GAA GACATCCTGA GOQATQAGGT CAAOGTGGCC 
OGTGGTGTGG CCAGCCTCTT TGC066ACX3C TCTOTGGCCT GTOTQGACAQ AAAGGGCTCT 
GGAOGCTACT CTATCTACAT TGOCAATTAC GCCTACX3GTA ATGTGGGCCC TGATGCCCTC 
ATTGAAATGG ACCCTGAGGC CaCTGACCTC TCCOGGGGCA TTCTQGOGCT CAGAQATGTG 
GCTGCTGAGG CTGGGGTCAO CAAATAIACA GGGGGCOGAG OCGTCAGCGT GGGCGCCATC 
OTCAOCAGCA GTaCCTOGOA TATCTTCTGC GACAATGAGA ATGGGCCTAA CTTCCTTTTC 
CACAACCX3GG GCGATGGCAC CTTTGTQGAC GCTGOGGCCA GTGCXGOTGT GGAOGACCCC 
CACCAGCATG GGC6AGGTGT OGCXXnGGCT GACTTCAAOC GTGATGGCAA AGTGGACATC 
GTCTATGGCA ACTGGAATQa CCCCCACOGC CTCTATCTGC AAATGAGCAC CCATGGGAAG 
OTCCGCTTCC GOGACATaSC CTCACOCAAG TTCTCCATGC CCTCCCCTGT CCGCACGGTC 
ATCACCSCOQ ACTTTOACAA TQACCAG6AG CTGQAQATCT TCTTCAACAA CATTQCCTAC 
OGCAGCTCCT CAGCCAACCG CCTCTTCOQC OTCATOOGTA GAGAOCAOGG AGACOCCCTC 
ATOGAGGAGC TCAATCCCGQ CQAOGCCTTG GAGCCTGAGG GCOGGGGCAC AGGGGGTGTG 
GTGACCGACT TCGAOGGAGA CGGGATGCTG GACCTCATCT TGTCCCATGO AGAGTCCATO 
GCTCA600GC TOTCCGTCTT OOGGGQCAAT CAOGGCTTCA ACAACAACTG GCTGCGAGTG 
GTGCCACGCA GCGGGTTTGG GGOCTTTGCC AGOOGAOCTA AGGTCGTGCT CTACACCAAG 
AAGAOTGGGG CCCACCT6AG GATCATC6AC GGGGGCTCAG GCTACCTGTG TGAGATGGAG 
CCOGTGGCAC ACTTTGGCCT GGGGAAGGAT GAAGCCAGCA GTOTOGAGGT GAOGTGGCCA 
GATGGCAAGA TGGTGAGCOG GAACSTGGCC AGCGGGGAGA TGAACTCAGT GCXGGAQATC 
CTCTACCCCC OGGATOAOQA CACACTTCAO GACCCAGCCC CACTQGAGTG TGGCGAAGGA 
TTCTCCCAOC A6QAAAA1GG CCATOCATO GACACCAATO AATGCATCCA GTTCCCATTC 
GTGTGCCCTC GAGACAAGCC CGTATGTGTC AACACCTATG GAAGCTACAO OTGCCQGACC 
AACAAGAAOT GCAGTOGGGG CTAOGAGCCC AACGAGGATG GCACAGCCTG OQTGGGGACT 
CTCGGCCAGT CACCGGGCCC CCGCCCCACC ACCCCCACCG CTGCTGCTGC CACTGCOGCT 
GCT G CT G CCO CT O CTGOAGC TGCCACTGCT GCACCGGTCC TOGTAGATGG AGATCTCAAT 
CTOGGGTOGG TGGTTAAGGA GAGCTGC6A6 COCRGCTGCT GAGCAGGOOT OQGACATGAA 
CCAGCQGATG GAGTCCAGCA GGGGAGTGGO AAAGTGGGCT TGTGCTGCTG CCTAGACAGT 
AGGGATOTAA AGGCCTGGGA GCTAGACCCT CCCCAAGCCC ATCCATGCAC ATTACTTAGC 
TAACAATTAO GGAGACTC6T AAGGCCAGGC CCTGTGCTGG GCACATAGCT GTGATCACAO 
CAGACAGQQT C6CTGGCCIO ATQ0C6CTTA CATTOCAGTO OGTCTAATQA C CATA TCTTA 
GGACACAGAT OTGCCCAGGO AOGTGGTOTC ACTGCACAGG AAGTATGAGG ACTTTAGTGT 
CCTGAGTTCA AATCCTGATT CAGGAACTCA CAAAGCTATG TGACCTTACA CCA QTCA CTT 
AACTTGTTAG CCATCCATTA TC6CATCTGC AAAATGGGGA TTAAGAATAG AATCTTGGGG 
TTAGTGTGGA GATTA6ATTA AATGTATGTA AGACACTTGG CACAAAAOCT GGCACATAGT 
AAAGQCTCAA TAAAAACAA6 TOCCTCTCAC TGGOCTTTGT CAACAGG 
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Seq ID NO: 183 Protein aeouence 
Protein Accession ft: CAC08451 
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MSRMLPPLLL 
FEIWAGYNG 
BIYFUiTNNA 
GRVSIYIAMY 
t-SSSASDIFC 
VYGNWNGPHR 
RSSSAHRLFR 
AQPLSVFRON 
FVAHFGLGKD 



LGQSFGPRFT 



11 
I 

LWFLPITEGS 
FNLVliRYDRA 
FSGVATYTDK 
AYGNVGPDAIi 
DNENGPMPIiP 
LYLQMSTHGK 
VIRREHGDPL 
QQFNMKHLRV 
EASSVEVTWP 
DTHBCIQFPF 
TPTAAAATAA 



21 
1 

QRAEPMFTAV 
QKRLVNIAVD 
LFKFRMNRWE 
lEMDPEASDL 
HNRGDGTFVD 
VRFRDIASPK 
lEELNPGDAL 
VPRTRFGAFA 
DGKMVSRMVA 
VCPSDKPVCV 
AAAAAGAATA 



31 

1 

TNSVLPPDYD 
ERSSPYYALR 
DILSDBVNVA 
SRGILALRDV 
AAASAGVDDP 
PSMPSPVRTV 
EPE6RGTGGV 
RGAKWLYTK 
SGEMHSVLBI 
NTYGSYHCRT 
AFVLVDGDIiN 



41 

I 

SHPTQLNYGV 
DRQGNAIGVT 
RGVASLPAGR 
AAEAGVSKYT 
HQHGRGVALA 
ITADFDNDQB 
VTDFDGDGML 
KSGAHLRIID 
LYPRDEDTLQ 
NKRCSRGYEP 
LGSWKESCE 



51 
I 

AVTDVDITCD 
ACDIDGD6RB 
SVACVDRKGS 
GGRGVSVGPI 
DFNRDGKVDI 
LEIFFMNIAY 
DLILSHGBSM 
GGSGYLCEME 
DPAPLECGQG 
NEDQTACVGT 
PSC 



60 
120 
180 
240 
300 
360 
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Seq ID NOt 184 DNA sequence 
Nucleic Acid Accession ffi FGEHSSHR 
Coding sequence 1 1..4794 

1 11 21 31 41 SI 

ATGGCGTGTC CGGGAGGACT CXXaGCCCGT TGCTCTGGTT GGATGGGACT GGGTGGGCCC 
AGCGGCTCCr CCCCAGCATC CCCTCCCCAT TCCTCCTCCA GGTACftATQG ACCCAACCTG 
GTTCTGAAGT ATGACX3GGGC CCAGAAGCGQ CTGGTGAACA TOGOGQTCGA 'K»GCG^ 
TCACOCTACT ACGCGCTGCG GQACCGGCAG GGGAACGCCA TOGGGGTCAC ASCCTGCGAC 
ATCGACQGGG AOGGCCGGGA GGAGATCTAC TTCCTCAACA CCAATAATGC CTTCTCGQGC 
CACaGCAGCT CRGCGCAGGT CCCTTCTGGG CTCCACAaAA ACAGGCCTGT GCTQAA GC CT 
CCACCTACAA CCCCTOCAGO CCTCCK3GGT CTGCCTCCAC TCAGCGGAA6 ^ACTTTTCC 
TCCTCCCTGG GTCAG6CTTC TCCGGACAGC AGGCAGGGAG AGftGGGTGOC GGTTCCCTGC 
TGTCGGGGTG GACT6A6ACC TACCCATGAA CCAGAACCAT TTCTTCTQAG ACCCAAATCA 
GGGGIGGCCA COTACACCGA CAAGTTGTTC AAGTTCCGCA ATAACCGGTG GGAAGACATC 
CX6A6CGATG AGOTCAACXST GGCCCGTGGT GTGGCCAGCC TCTTTGCCGG ACGCTCTGTG 
GCCTGTCTGG ACAGAAAGGG CTCTGGA06C TACTCTATCT ACATTGOC^ J^SSSS 
GGTAATGTGG GCCCTGATGC CCTCATTCAA ATGGACCCTG AfiGCCAGTGA CCTCTCCOSG 
GGCATTCTGQ OGCTCAaAGA TGTGGCTGCT GAGGCTOQGG TCAQCAAATA TACAGAA06C 
TTCTCCCACA CTGCCTCTCC AAQCATTGGT GAGATATCTG GCAGAACCGA GGAGOGGGAA 
GGAGGA6ACC CAGAGGAQGC AGATGAGGAG CACAGTGGGG ATGGAAGCAC CAGCCAACTG 
TGOXMCTGG GCTGGAAGGA CGGGCAGTTC AAGQAAOAAO CAGCAGCTTT QGTGGAQQAA 
CAGAGGQAGQ CTGGGGCAGC TGQCGTGCCC AGAGGACX3TG TTCGAACAGC TCTGCftGACT 
ic^AA^ AmCTGA CAAGAACCTA TTTGGCCCAC CATGTTACTA TTCTOTCTGC 
GOGCCTTCTC CA6C0CACCC TTTCCCTGCC CX3CCAAGCX!C CCCAACACTA CCCTGTAOCC 
CCCCrrGTCA CTCAGCTAAT GACACATG6A OGTCTGGCTG GAAAACTAGC CCGGAGTGTC 
CCCCACCCCC GAGCCCCAGO AATGGACCCC AAATGTAAGG GCOGCX^TGC TGAGC^GOC 
CTGATCGCTG AGGCTTTGGG CGCX5TGGCCA GCGCTCAGCA CCACTGT66T <3CCt>^GGGC 
CIGAGAACCT GGGAGGAAAG CAGGCAGAAG GGGCAGGCCA TGTCCAQATG TGCACTCAGG 
GAGCTOG6A0 GTCCCXtSGAO CCAAGCCACA CAGCACCTGC CTQCTAGAGA GCTGTAT6AC 
CTGGGAGAAC CTCCCATTTT ACAAAGAACA GACX3GAGATC CAGGGAGGAG AAGGGACTCG 
CCCAAGGTCA CAC»GGAGTG CCATCTAGTG GCCACCATGC CAGCTCTCG6 GGGACTCGAG 
QGCCCCGGGA GGGTGGCCAA GCGAGAGATT GGGAGAGAQA CTGGOGCAGT AGGAAOACCA 
CTCTCCCATC CCCTGGTCCC CAACTTCCCC AGCTGCTTGA GGCCTCTTGA AGCCGGGACA 
GTGCCG6GAO CTOCCCTGCC TGGGAATCCT GGGAACTGGG TTCTGGACAT GGOCAAGGCC 
CTGGCGTGGA ACCAGATCGA AAAAGAGGAG GGGAAGATTC ATGGAGACCA TGAGCCCAGA 
TTTAG6CTCA GGAAAGCAOG GGAAGCAGAA TTCCCCCCAG GCTCCTCTGA GGAGCCTCTG 
CTGCAGTTCC CCTCAGGCCT CAGAGGCAGC CCTGTCCTCC AGGTGGGCCT GGGGCT TGCT 
TCTGCCACTC ACTGTGGGTC GATGTCTTTT CTAGGGGGCC GAGGCGTCAG OSTGGGCOCC 
ATCCTCAGCA GCAOTGCCTC GGATATCTTC TGOQACAATG AGAATGGGCC TAACTTCCTT 
TTOCACAACC GGGGOSATCG CACCTTipTG GACGCTGCXSG CX»GTGCTGA ACGTCXrrrrA 
GCCTTCATCG TTCACCTCaA ATATCACCTC TGCAfiAGATT TTCCTCACTC CCTGTGCOVC 
CTAGCAGAAA CTGGTCCTTC CTCCTCCTGC TGCCCGTQQC ATOGACJOTCr TCTTCAGGCT 
CCSWaVTTGCC ATCATGQTTT QTCTATQAGC TTTACAAOGA CCQQOTCACG GTTCTATTCA 
TTCTTGAOQC AAGGCrTOGC CTCCAGTGCC CACOGGAGGA CACTCAGCCT CCAGGGTTCT 
CAGGGGGCCC CACCJCIGCCT TCTGGCAAQA GCTCCCXGTG TCCTGGGGTC TCTGATCCCC 
ACTGCCTATT ACATTCTCCT GTCGTCTGCC ATCX:CAGAGA GCCIGATGAC CCACA6CTAT 
TTGTCCTCTG AAAGAGTCAA OGTGGGTGTG 6AC5GACCCCC ACCAGCATGO GCOAGGTGTC 
GCCCTGGCTG ACTTCAACCG TGATGGCAAA GTGGACATOG TCTATQGCAA CTG6AATOGC 
CCOCACXSCC TCTATCTGCA AATGAGCACC CATGGQAAGG TCOGCTTCCG GGACAT CGCC 
TCACXXaAST TCTCCATQCC CTCCCCTGTC CGCACGGTCA TCACXGCX^A CTTTGACAAT 
GACCAGQAGC TOGAGATCTT CTTCAACAAC ATTGCCTACC GCAGCTCCTC AGCCAACCGC 
CTCTTCCGAT GCTCCATCCT GGCTCGTGGC TCTTCATCCT TGACAGCTQG TOOTAGQAAC 
GGTCAGGGAG AAGGTTTAAG AATCAGAAGG GGAOGGTTCC CAOGGOCAGG GGGTCAGQCC 
AAGGTCAACA CAGGTCCCCT OATGAAGAAA CAGAAAGQAA GQAAlt3GA06A GGACTGGGCA 
A6AG6CTGTG GGAAT6CA6G GCAAAGCCTG GCCAAGGAGC CGGCCTCTGC TATTGCAGGG 
AAAGGGAAGG GAAATGTGGC CCAAAGTGTG CCCAGAACCC AA60GCCACA AGATACAAAQ 
CCACACTACC ACAAAAAGGG GCTACAGGGT CCAATCACTA OCaOOAAAAG GGGCTAGGGQ 
GTCCAATCAC TACCAGGAAA AGGGGCTACG GGGTCCAATC ACTACXa«5GA AAAGGGGCTA 
OGQGGTCCAA TCACTACCAG GAAAAGGGGC TACX3GGGTCC AATCACTACC AGGAAAAGGG 
GCTACGGGCT CCAATCACTA CCAGGAAAAG GGGCTACRGG GTCCAATCAC TACCAGGAAA 
AGGGGCTACG GGCTCCAATC ACTACCAGGA AAAGGGGCTA CAGGGTCCAA TCACTACCAC 
AGAAAGGGGC TACGGGCTCC AATCACTACC AGGAAAAGGG 6CTACGGGGT CCAATCACTA 
CCAGGAAAAG GGGCTACAGG GTCCAATCAC TACCAGGAAA AGGGGCTACG GGGTCCAATC 
ACTACCAGGA AAAGGGGCTA OGGGCTCCAA TCACTACCAG GAAAAGGGGC TAOGGGGTOC 
AATCACTACC AGGAAAAGGG GCTACAGGGT CCAATCACTA CCAGGAAAAG GGGCTACAGG 

1027 
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GTCCAATCAC 
CGGGGTCCAA 
GCTATGGGGT 
AGGGGCTATQ 
AGAGAGCACO 
GGCCGGGGCA 
TTGTCCCATG 
AACAACAACT 
AAGGTOGTGC 
G6CTACCTGT 
AGTGTQGAGQ 
ATQAACTCAO 
CCACTGGAGT 
GAATGCATCC 
GOAAGCTACA 
GGCACAOCCT 
CCCAAAAAGG 
CXXjGQTTGCC 
CAOAAASCTC 



TACCACMSAA 
TCACTACCA6 
CCAATCACTA 
Q6GTCCAATC 
GAGACOCCCT 
CAGGGGGTGT 
GAGAGTCCAT 
GGCrGCX3AQT 
TCTACACCAA 
GTGAGATGGA 
TGAOGTGGCX: 
TGCTGGAGAT 
GTGGCOVAGG 
AGTTCCCATT 
GGTGCC6QAC 
GCGT6GGTAC 
AGCT6CAACT 
G6CTGCTCCT 
GAGOTATTCC 



AG0G6CTACG 
GAAAAGOGGC 
CCAGGAAAAG 
ACTACCACAG 
CATCXSA66AG 
G6T6AC0QAC 
GGCTCAGC08 
GGTGCCAOOC 
GAA6AGTGGG 
GGCOGTQGCA 
AGATGGGAAa 
CCTCTACCCC 
ATTCTCCCAG 
OGTGTGCCCT 
CAACAAGAAG 
TOAGCTAfiGC 
TTCCCAAG6C 
GAAAAGA6CT 
AQAAGCCCAA 



GGCTCCAATC 
TACGG6CTCC 
GGGCTAG0G6 
AAAGGGGCTA 
CTCAATCCOO 
TTGCSAOSQAO 
CTOTCOQTCT 
ACCOGGTTTG 
GCCCACCTGA 
CACTTTGOCC 
ATQ0T6A6CC 
CGGGATGAGG 
CAG6AAAATG 
OQAGACAAGC 
TGCAGTG66G 
TCTAGGCATA 
ATCTGCAOCC 
CftOCTGCAOO 
GTGTAT6AAC 



AGTACCAGGA 
AATCACTACC 
GTCCAATCAC 
CGGGGTCCAA 
GCGAOGCCTT 
AOQQQATOCT 
TCG6GGGCAA 
GGGCCTTTGC 
GGATCATOGA 
TG6GGAAGGA 
G6AA0GT0GC 
ACACACTTCA 
GCCATTQCAT 
C03TATGTGT 
GCTAOGAGCC 
CAATGAOGTG 
OOQTCT GO TC 
CXQCTGCCAG 
AAGATCAGGA 



AAAGGGGCTA 
AOGAAAAGAG 
TACCAGGAAA 
CGTCATCCGT 
GGAGCCTGAO 
G6A0CTCATC 
TCAG6GCTTC 
CAGGGQAGCT 
CGGGGGCTCA 
TGAAGCCAGC 
CAG0GG6GA6 
G6ACCCAQCC 
GGACACCAAT 
CAACACCTAT 
CAACGAG6AT 
QAAAOCAA6G 
CTTTTTCCTG 
CACCCTTCTC 
ATAA 
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Seq ID KO: 185 Protein sequence 
Protein Accession #t FGEKBSHK 



MACPGGLFAR 
SPYYALSDRQ 
PPTTPAGLLG 
GVATYTDKLF 
GNVGFDALIB 
GGDPEEADBE 
SKSHliADKNL 
FBPRAPGMDP 
EZ/3GPWSQAT 
GFGRVAKREI 
LAWNQMEKEE 
SATH03SMSP 
AFZVHLKYHL 
FLTQGLASSA 
LS3BRVNVGV 
8PRF8KPSPV 
GQGBGIiRIRR 
KGKGKVAQSV 
KGPITTRKRG 
RKSLRAPirr 
NHYQEKGLQG 
AM6SNHYQEK 
GRGTOGWTD 
KWLYTKKSG 
MKSVLEILYP 
GSYRCRTNKK 
PGCRLXiLRRA 



11 

I 

CSGWMQLGGP 
GHAIGVTACD 
LPPLSGRDFS 
KFRNNRWEDI 
MDPBASDLSR 
HSGDGSTSQt. 
FGPPCYYSVC 
KCKGRHAEPG 
QHLPARELYD 
GRETGAVGRP 
GKIHGDHEPR 
LGGRGVSVGP 
CRDPPHSLCH 
HRRTLSLQGS 
DDPHQHGRGV 
RTVITADPDN 
GGFP6PGGQA 
PRTQAPQDTK 
YGVQSLPGKG 
RKRGYGVQSL 
PITTRKRGYR 
GLRAPITTRK 
FDQDGMLDLI 
AHLRIZDGG8 
RDEDTLQDPA 
CSR6YEFNED 
QliQAAPSTLL 



21 
I 

SGSSPA5PPH 
IDGDGREEIY 
SSLGQASFDS 
LSDEVNVARO 
QILALRDVAA 
CRLGWKDGQP 
APSPAHFFPA 
LMAEALGAWP 
LGBPPILQRT 
LSHPLVPNFP 
FRLRKAREAE 
ILSSSASDIF 
LABTGPSSSC 
QGAPPCLIiAR 
AliADFMRDGK 
DQELEIFFNK 
KVNTGPLMKK 
FHyHKKGLQa 
ATGSNHYQBK 
PGRGATGSNH 
VQSLPQKGAT 
RGYGVQSLPQ 
LSBGESMAQP 
GYI£BKBPVA 
PLEOOQGFSQ 
GTACVGTELG 
QKAPGIPEAQ 



31 
I 

SSSRYNGCNL 
FLNTNNAPSG 
RQGERVPVPC 
VASLFAGR8V 
EAGVSKYTBG 
KEBAAALVEE 
RQAPQHYPVA 
ALSTTWPGG 
OGDPGRRRDS 
SCLRPLEA6T 
FPPGSSEEPL 
CDNENGPKFL 
CFHHARIiLQA 
APCVLGSLIP 
VDIVYGNWNG 
lAYRSSSANR 
QKGRRDEDWA 
PITTRKRGYG 
QLQGPITTRK 
YQEKGIiRGPI 
GSNHYQEKOIi 
KGATGSNVIR 
LSVFRQIQGF 



41 
I 

VLKYDRAQKR 
K8SSAQVPSG 
CRGQIiRPTHE 
ACVDRKGSGR 
F8HTASPSI6 
QREAGAAOVP 
PLVTQLNTBG 
LRSWEESRQK 
PKVTQECHLV 
VPGAALFGNF 
LQFPSGUU3S 



QEKQUCMDTN 
SRHTHTWKPR 
VYBQDQB 



PHCHHOIiSMS 
TAYYIVWSA 
PHRLYLQMST 
LFRCSILARO 
R60QNA0QSL 
VQSLPGKGAT 
RGYGLQSLPG 
TTRKRGYGIiQ 
RGPITTRKBG 
REHGDPLIBB 
NNNWLRWPH 
SVEVTWPDGK 
ECIQFPFVCF 
PKKEXiQLSQG 



51 
I 

ItVXriAVDERS 
LHRNRPVLKP 
PBPFLLRPKS 
YSIYIANYAY 
EISQRTEERE 
RGRVRTALQT 
SLAGKLAR8V 
GQAMSRCAXiR 
ATMPALGGLE 
GNWVLDMAKA 
FVLQVGLGIA 
DAAASAERRL 
FTRTGSRFYS 
IPBSLMTHSY 
HGKVRFRDIA 
88SLTA0Q8N 
AXEPASAXAO 
G6NBYQEKGL 
KGATGSMHYH 
SIiFGKQATGS 
YGLQSLP6KE 
LNPGDALEPE 
TRFGAFARGA 
MVSRKVASGE 
RDKPVCVNTY 
ICTFVH8FFL 
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Seq ZD NOi 186 DMA sequence 
55 nucleic Acid Accession ftt NM_000584.1 
coding sequence: 75.. 374 

1 11 21 31 41 51 

60 AGCA6AGCAC ACAAGCTTCT AGGACAAGAG CCAGOAAOAA ACCACCGOAA Q6AACCATCT 60 

CACTGTGTGT AAACATGACT TCCAAQCTGG CamSGCTCT CTTGGCAGCC TTCCTGATTT 120 

CXX3CAGCTCT OTGTGAAGGT QCAGTTTTGC CAAGGAGTGC TAAAGAACTT AGATGTCAQT 180 

GCATAAAGAC ATACTCCAAA GCTTTCCAGC CCAAATTTAT CAAAGAACTG AGAGTGATTG 240 

AGAGIGQACC ACACTGG60C AACACAQAAA TTATTGTAAA GCTTTCTGAT GGAAGAGAGC 300 

65 TCTGTCTGQA CCCCAAGGAA AACTGGGTGC AGAGGGTTGT GQAGAAGTTT TTGAAGAGGG 360 

CTCAGAATTC ATAAAAAAAT TCATTCTCTG TGGTATCCAA GAATCAGT^ AQATOCOlGT 420 

GAAACTTCAA GCAAATCTAC TTCAACACTT CATGTATTOT GTQOGTCTOT TOTA OGGrTG 480 

CCAGATGCAA TACAAGATTC CTOGTTAAAT TTQAATTTCA GTAAACAATG AATAGTTTTT 540 

CAXTOTAOCA T6AAATATCC AGAAGATACT TATATGTAAA OTATTATTTA TTTGAATCTA 600 

70 CAAAAAACAA CAAATAATTT TTAAATATAA GGATTTTCCT AGATATTGCA CXSGGAGAATA 660 

TACAAATAGC AAAATTGAGC CAAQGGCCAA GAGAATATCC QAACTTTAAT TTCAOQAATT 720 

GAATGGGTTT GCTAGAATGT GATATTTQAA GCATCACATA AAAATGATGG GACAATAAAT 780 

TTT6CCATAA AOTCAAATTT AGCTQGAAAT CCTQQATTTT TTTCTGTTAA ATCTGGCAAC 840 

CCTAGTCTGC TAGCCAOGAT CCACAAGTGC TTGTTCCACT GTQCCTTGGT TTCTCCTTTA 900 

75 TTTCTAAGTO GAAAAAGTAT TAOOCACCAT CTTACCTCAC AGTGATOTTG TOAGGACATG 960 

TOGAAGCACT TTAAQTTTTT TCATCATAAC ATAAATTATT TTCAAGTGTA ACTTATTAAC 1020 

CTATTTATTA TTTATGTATT TATTTAAGCA TCAAATATTT GTGCAAGAAT TTGG A AAAAT 1080 

A6AA6ATGAA TCATTGATTG AATAOTTATA AAGATOTTAT AGTAAATTTA TTTTATTTTA 1140 

OATATTAAAT OATGTTTTAT TAOATAAATT TCAATCAGGG TTTTTAQATT AAACAAAGAA 1200 

80 ACAATTGGGT ACCCAGTTAA ATTTTCATTT CAGATAAACA ACAAATAATT TTTTA GTATA 1260 

AGTACATTAT TGTTTATCTG AAAGTTTTAA TTGAA CTAA C AATCCTAGTT TGATACTOCC 1320 

AGTCTTGTCA TT6CCAGCTG TGTTGOTAGT GCTOTOTTGA ATTAOQGAAT A ATGAfl TTAQ 1380 

AACTATTAAA AC3U3CCAAAA CTCCACAGTC AATAT TAGT A ATTTCTTGCT OGTTQAAACT 1440 

TG T IT A TT A T GTACAAATAO ATTCTTATAA TATTATTTAA ATQACTGCAT TTTTAAATAC ISOO 
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AAGGCTTTAT ATTTTTAACT TTAAGATGTT TTTATGTGCT CTCCAAATTT TTTTTACTGT 1S60 
TTCTGMTGT ATOGAAATAT AAAAGTAAAT ATGA^ "20 
AAGTAAAMA AAAAAAAAA 

5 Seq ID NOt 187 Protein secmence 
Protein Accession #* NPJ)00S7S.l 

1 11 21 31 41 51 

10 MTSKLAVALL IaPLISAALC EQAVLPRSAK ELRCQCIKTV SKPPHPKFIK ELRVIESGPH 60 
CfiSTBIIVKL SDGRBLdiDP KEHWVQRWB KPLKRABNS 

Seq ID NO: 188 DNA sequence 
Nucleic Acid Accession #: NM_003661.1 
IS Coding sequence t 1..11S2 

1 11 21 31 41 51 

iTGAGTGCAC TTTTCCTTGG TGTOGGAGTO AGGGCAGA60 AAGCTGGA6C GfiGGGTG^ 60 

20 2S5^C CAAgSc AGATACTCGA GATCCTCAAA GTAAGCCCCr CGOTGACTGG 120 

GCTGCTGGCA CCATGGACCC AGAGAGCAGT ATCTTTATTG AOGATGC^T TAAGTATTTC 180 

ImGAAAA^ TGAGCACACA GAATCTGCTA CTCCTGCTGA CTGATAATGA GGCCTGGAAC 240 

SgCTGCTGA ACTGCCX3^ AAT^^ 300 

GAOVACCTTG CAAGACAAAT GATCATGAAA GACAAAAACT GGCACGATAA AGGCCAGCAQ 360 

25 SS^AACT GGTTTCTCAA AGAGTTTCXrr CGGTTGAAAA OreRGCTTGA GGATAACATA 420 

MM^S GTGCCCTTGC AGATGGGGTT CAGAAGGTCC ACAARGG^ S^I^S til 

^StcGTGT CTGGCTCTCT CAGCATTTCC TCTGGCATCC TGACCCTOBT 0?3CM^T 540 

CTGgScCCT TCACAGAGGG AGGCAGCCTT GTACrCrraG AACCIGQGAT GGAGTTGGGA 600 

S^SgCCQ OTT^CCXSG GATPACCAGC WSTAOOVTCG ACTAOGGAAA GAAGTGGT^ 660 

30 ^SSmSc MOCCCACGA CCTGGTCATC AAAAGCCTTG ACAAATTGAA <3GAGGTGAGQ 720 

S^T™ GTCAGAACAT ATCCAACTTT CTTTCCrrAQ CTGGCAATAC TTACCAACTC 780 

aScSggS TTCGGAAGGA CATOCGTGCC CTCAOACGAG CCAGAGCCAA TCTTCftGTO^ 840 

^^SSto CCT^CTC ACGCCCOCGG GTCACTQAGC CAATCTCAGC TGAAAGCSGT 900 
^^^ctS MAGGGTTAA TGAACCCAGC ATC^ 

35 S^SS CCCCTGTAAG CTTCTTTCTT GTO "20 

MAAGCACT TACATGAGGG GQCAAAGTCA GAQACAGCTG AGGAGCTGAA GAAGGTGGCT 1080 

IgGAGAaSct AAACATTCTC AACAATM^ 
CM6AACTOT GA 

40 Seq ID NOs 189 PTOtein sequence 
Protein Accession #: NP_0036S2.1 

1 11 21 31 41 51 

45 MSALFLGVGV RAEEAGARVQ QNVPSGTDTG DPQSKPLGDW AAGTMDPE^ ^^^^ 
KBRVSTQNtL LLLTDNEAWM GFVAAAELPR NEADELRKAL DNLARQMIMK DKOT^TO!^ 
TTOWFLKEPP RLKSELEDNI RRI.RALADGV QKVHKSTTIA HWS6SLSK SGIL^^ 
L^FTEGQSL VLLEPGMELG ITAALTGITS STMOYGKiaW TQAQAHDLVI K^K^K?^ 
mGEKISNP LSLAGNTYQL TRGIGKDIRA LRRARANLQS VPHASASWR VTBPISAE9G 

50 EOVEKVIIEPS ILEMSRGVKL TDVAPVSFPL VUJWYLVYB 8KHLHE0AKS BTAEELKKVA 
QELBEKLNZIj NNNYKIIiQAD QEL 

Seq ID NOs 190 PSA sequence 
Nucleic Acid Accession fti HM_014452.1 
55 coding sequences 1..1968 

1 11 21 31 41 51 

ATCGGQACCT CTCCGAGCAO CAGCACCSCC CTCGCCTCCT GCAGCCGCAT CGCCOGCCQA 
60 GCCACAGCCA CGATGATCGC GGGCTCCCTT CTCCTGCTTO GATTCCTTAG ^^^^ 
GCrCAGCCAG AACAGAAGGC CTCQAATCTC ATTQGCACAT ACCGCCATGT T6ACGGTOT 
iSoGCCAGO TGCTAACCTG TGACAA(3TGT CC AGCAGGAA CCTATCTCTC TGM^TTOT 240 
AcSmACAA 6CCTGCGCQT CTGCRCCAGT TGCCCXGIGG GGACCTTTAC CAGGCATGAG 300 

JS^SS aSaaS tgacigtagt cagccatocc catggccaat gattca^ 

65 TTACCTTGTQ CTGCCTTQAC TGACCGAGAA TGCACTTGCC CACCIGGCAT CTTCCAGTCT 

aacgctacct gtgcccccca tacggtgtgt cctgtgggtt GGGGTCTGoa QARfiM;^ 

ACAGAGACTG AGGATGTCCG GTGTAA6CA6 TGTGCTOGGG GTACCTTCTC ^^JGCCT 540 

TCTASTOTCJA TOAAATGCAA AGCATACACA GACTGTCTGA GTCAGAACCT GGTGGTGATC 600 

AAQCC6GGQA OCAAGGAQAC AOACAA08TC TGTGQCACAC TCCCGTCCTT CTC^SCTCC 660 

70 ACCTCACCTT CCCCTGGCAC AGCCATCTTT CCAOGCCCTG AGCACATGGA AACCCATGBA 720 

GTCCCTtSt cScTTATCT TCCCAAAGGC ATCAACTCAA CAGAATCCAA CTCTTCIGCC 780 

TCTGTTAIGAC CAAAGGTACT 6AQTAGCATC CAGGAAGGGA CAGTCCCTGA CAACACMGC 840 

T^G^AG^ OTA^AAGA CGTGAACAAO ACCCTCCCAA ACCTTCAGGT AGTCAACCAC 900 

CAGCAAGGCC CCCACCACAG ACACATCCTG AAGCTGCTQC CGTCCATGGA GQCCACT^ 960 

75 GGCGAGAAGT CCAGCACGCC CATCAAGGGC CCCAAGAGGG GACATC CTAfl A^SilSSi JnoS 

CACAAGCATT TTGACATCAA TGAGCATTTG CCCTGGATGA TTCTGCTTTT CCTGCTGCTC 1080 

GTGCTTCK3G TGATTCTGGT GTGCAGTATC CGQAAAAGCT OGAGGACTCT GAAAAAGGGQ 1140 

COCCGGCAGG ATCCCAGTGC CATIGTGQAA AAOGCAOQGC TGAAGAAATC CAT^CCA 1200 

j^CCCAGAACC GGGAGAAATO QATCTACTAC TQCAATCGCC ATGGT^^ 1260 

80 CTTGTAGCAG CCCAAGTGGG AAGCCAGTGG AAAGATATCT ATCAGTTTCT ™^MQCC 1320 

AGTGAGAGGG AGGTTCCTGC TTTCTCCAAT GGGTACACAG CCGACCACGA GCaOGCCTAC 1380 

GCAGCTCTGC AGCACTGGAC CATCOQGGGC CCCGAGGCCA GCCTCGCCCA GC^^^GC 1440 

GCCCTGOGCC AGGACCGGAG AAACGATOTT GTG6AGAAGA TTCGTGGGCT SMOM^ ISOO 

ACCACCCAfiC TOGAAACTOA CAAACTAGCT CTOCCGATO^ GCOCCAGCCC GCTTAGCCCQ 1560 
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AGCCCCATCC CCAGGCCGAA GGOOAAACTT QAGAATTCOO CTCTC CT GA C GGTOGaCCCT 1620 

TCCCCACAGQ ACAAGAACAA GGGCTTCTTC GTGGATGAGT OGGAGOCCCT TCTCOGCTOT 1680 

GACTCTACAT CCAGCGGCTC CTCOGOGCTG AGCAGGAACO GTTCCTTTAT TACCAAAGAA 1740 

AAGAAGGACA CAQTGTTGOG GCAGGTACGC CTGGACCCCT OTOACTTGCA GCCTATCTTT 1800 

GATGACATGC TCCACTTTCT AAATCCT6AG GAGCTGOGGG TGATTGAAGA GATTCCCCAG 1860 

GCTGAGGACA AACTAGACOO GCTATTGBAA ATTAIT6QAG TCAAGAGGCA GQAAGCCAGC 1920 
CAGACCCTCC TGGACTCTGT TTATAGCCAT CTTGCrSACC TGCTOTAG 

Seq ID NO* 191 Protein sequence 
Protein Accession #: NP_0S5267.1 

1 11 21 31 41 51 

I I I I I I 

MCTSPSSSTA UV6CSRIARR ATATMIAOSL LLLGPLSTTT AQPBQKASNL IGTYRHVDRA 60 

TGQVLTCDKC PAGTWSEHC TNTSLRVCSS CPVGTPTRHE MOIBKCKDCS QPCPWPMIEK 120 

LPCAALTDRE CTCPPOMFOS NATCAPHTVC PVGWGVRKKO TBTBDVRCKQ CARGTF8DVP 180 

SSVMKCKAYT DCLSQNLWI KPGTKETDNV CGTLPSPSSS TSPSPGTAIP PRPEHMETHE 240 

VP88TYVPXG MNSTB8NS8A SVRPKVLSSI QBGTVPDNTS SARQKEDVNK TLPKK3VVNH 300 

QQ6PHHRHZL KLLPSMBATG GEKSSTPIKO PKRGHFRQNL HKKFDINEKL PWMIVLPLLL 360 

VLWIWCSI RKSSRTLKKO PRQDPSAIVB KAGLKKSMTP TQNREKWIYY CN6H6ZDILR 420 

LVAAQVaSQW KDIYQFLCNA SERBVAAPSN GYTADHERAY AALQHWTISO PEASIiAQLZS 480 

ALRQHRRMDV VEKZRGLMED TTQLETDKLA LPt4SPSPLSP SPIP9PHAKL EHSALLTVBP 540 

SPQDKHRGFF VDESBPIiLRC DSTSSGSSAL SRNGSPITKB KKDTVUtQVR LDPGDLQPIP 600 
DDNZ^KFLNPE ELRVIEBIPQ AEDKLDm«PB II6VKSQBAS QTLIOSVYSH LPDLL 

Seq ID NO I 192 DMA sequence 
Nucleic Acid Accession #: XM_044533 
coding sequence: 238.. 2751 

1 11 21 31 41 51 

1 I I I t ) . 

GCTCTGCCX» AGCCGAGGCT GCX3GGGC0GG CX5CCGGCGGQ AGGACTGCQQ TGCCCOGOQO 60 
AGGGQCrOAG TTTGGCAS60 C0CACTT6AC CCTGTTTCCC AOCTCCOSCC CCXXAGQTCC 120 
GOAGOOQGGO GCX:CCGQQGQ COACTOGGGG QCX5GACCGCG GGGOSGAGCr GCOGCCCOTG 180 
AOTCOOQCCO AGCCACCTGA GCCCGAGCOQ CGGGACACCQ TOSCrCCTGC TCTCCQAATO 240 
CTGOGCACCG OGATGGGCCT GAOGAGCTGG CTOGCCGCOC CATOGGGOGC GCTQCOOCCT 300 
OQGCCACCGC TGCTCCTQCT CCTGCTGCTO CTCCTCCTGC TGCAGCOGCC GCCTCCQACC 360 
TOQGOaCTCA GCOCCCSOAT CAGCCTGOCT CTQ G GCrrCTQ AAGAGCGGCC ATTCCTCAGA 420 
TTCQAAGCTG AACACATCTC CAACTACACA OCXXTTTCTCSC TOAQCAGGGA TGOCAGQACC 480 
CTGTACGTGG GTCCTOSAGA GGCCCTCTTT GCACTCAGTA GCAACCTCAG CTTCCTGCCA 540 
GGOGGGQAGT ACCAGGAGCT QCTTTGGGOT GCAGAOGCAG AGAAGAAACA GCAGTGCAGC 600 
TTCAAGQGCA AGCACXTCACA GCGCGACTGT CAAAACTACA TCAAGATCCT CCTGCCOCTC 660 
AGCGGCAGTC ACCTGTTCAC CTGTGGCACA GCAGCCTTCA GCCCCATOTO TACCTACATC 720 
AACATGGAGA ACTTCACGCT GOCAAGGGAC GAOAAGGGGA ATOTGCTCCT GGAAGATGGC 760 
AAGGGCOQTT GTCCCTTCXSA CCOQAATTTC AAGTCCACTG CCCTGGTGGT TGATGGOGAG 840 
CrCTACACTG GAACAGTCAG CAGCTTCCAA GGGAATGACC CGGCCATCTC GO GGAGC CAA 900 
AGCCTTCGCC CCACCAAGAC OGAQAGCTCC CTCAACTGGC TGCAAOACCX: AGCTTTTGTO 960 
GOCTCAGCCT ACATTOCTOA OAGCCTOGGC AOCTTOCAAG GOaATGATSA CAAGATCTAC 1020 
TTTTTCTTCA GCGA6ACTG0 CCAOGAATTT GAQTTCTTT6 AGAACACCAT TGTGTCCCGC 1080 
ATTGCCOGCA TCTGCAAGGG CGATGAGGGT GGAGAGCGGG TGCTACAGCA GCGCTGGACC 1140 
TCCTTCCTCA AGGCCCAGCT GCTGTGCTCA OQGCCOGAOO ATGGCTTCCC CTTCAAOSTG 1200 
CTGCA6GATG TCTTCAOGCT GAGCCCCAQC CCCCAGGACT GGC3GTGACAC CCTTTTCTAT 1260 
GGGGTCITCA CTTGOCAGTO GCACAGGGGA ACTAGftQAAa GCTCTGGCGT CrGTGTCTTC 1320 
ACAATQAAGG ATGTGCAGAG AGTCTTCA6C GGCXHCTACA AGGAOGTGAA COQTGAGACA 1380 
CAGCAGTGGT AO^OOGTGAC CCACCOGGTG CXXyiCACCCC GGCCTGGAGC GTGCATCACC 1440 
AACAGTGOCC OQGAAAGGAA GATCAACTCA TCCCTGCAGC TCCCAGACCG OGTGCTGAAC 1500 
TTCCTCAAGG ACCACTTCCT GATGQAOGGG C3W5GTCOGAA GCXX3CAT6CT GCTGC TGCA G 1560 
CCCCAGGCrC 6CTACCA6GG GQTGGCTGTA CACOQCGrTCC CTGGGCTGCA OCgVCAO CTAC 1620 
OATOTCCTCT TCCTGQGCAC TOaTOAOGOC 066CTCCACA AGGCAGTGAG OGTGGGCCOC 1680 
CGGGTGCACA TCATTGAGGA GCTGCAGATC TTCTCATOGG GACAGCCCGT GCAGAATCTQ 1740 
CTCCTGGACA CCCACAGGGG GCTGCTQTAT GGGGCCTCAC ACTCOOOOQT AGTCCAGGTG 1800 
C0CATGGCX31 ACTGCAGCCT GTACAGGAOC TOTGGGGACT GCCTCCTOOC COGGGACCCC 1860 
TACIGTGCrr GGAGGGGCTC CAGCTGCAAG CAGGTCAGGC TCTACCftGCC TCAGCTGGGC 1920 
AOCAGGCGGT GGATOCAGGA CATOGAGGGA GOCAG06CC31 AGGACCTTTG CAGOGGGICT 1980 
TCGGTTGTGT CCCCGTCTTT TOTACCAACA GOGGAGAAGC CATGTGAGCA AGTCCAGTTC 2040 
CAGCCCAACA CAGTGAACAC TTTGOCCTGC COGCTCCTCT CXyUVCCTGGC GACCCGACTC 2100 
TGGCTA06CA AOGGGGCCCC OQTCAATGOC TOGQOCTOCT GCCAOGTGCT ACCCACTGGG 2160 
QA£X:T6CTGC TG O TG O GCAC CCAACAGCIO aaQaAGTTCC AGTGCTGGTC ACTAGAGGAG 2220 
G6CTTCCAGC AGCTQGTAGC CAOCIAiCTGC OCAGAGGTGG TGGAOQAOGG 6GIGQCA6AC 2280 
CAAACAGATO AGOOTGGCAO TGTACCOGTC ATTATCAGCA CATOQOGTGT GAGTGCACCA 2340 
GCTGGTGGCA AGGCCAGCTO GGGTGCAGAC AGGTCCTACT GGAAGOAOTT CXnXJGTQATO 2400 
TGCAC3GCTCT TTGTGCTGGC OGT G CT G CTC CCAGXTTTAT TCTTQCrCTA COGGC ACOSQ 2460 
AACAGCATGA AAGTCTTGCT OAAGCAGGGO GAATCIGCCA QOQTGCAGOC GAAGACCTQC 2520 
CCTGTGGTGC TGCCCCCTGA GACC06CCCA CTCAAOGGCC TAOGGCCGOC lAGCAGCCGG 2580 
CTOSATCACC 6AGGGTACCA GTCCCTGTCA GACAGCCCCC GGGGGTOCOS AGTCTTCACT 2640 
GAGTCAOAGA AQAGGCCACT CAGCATCCAA 0ACAQCTTC3G TGGAGGTATC CCCAGTGTGC 2700 
CCCOQGCCCC GGGTOCGCCT TGGCTOGGAG ATOCSTGACT CTGTGGTGTG AGAGCTGACT 2760 
TCCAGAGGAC GCTGOCCTGQ CTTCAGGGGC TGTGAATGCT OaGAGAaGGT CAACIGGAOC 2820 
TCCCCTCOGC TCTGCrCTTC GTGGAACAOO AOOGIGGTGC COOOCCCTTG GQAGCCTTGG 2880 
GGCCAGCTGG CCTGCTGCTC TCCAGTCAAG TAGOQAAGCT CCTACCACCC AGACACCCAA 2940 
ACAGCOGTGG CCCCAGAGGT CCTGGCCAAA TATGOGGGCC TGCCTAGGTT GGTGGAACAO 3000 
TCCTCCTTAT GTAAACTQAG CCCTTTGTTT AAAAAACAAT TCCAAATGTG AAACTAGAAT 3060 
GAGAGGQAAO AGATAGCATG 6CATGCAGCA GACA0Q6CIO CTCCAGTTCA TGGCCTGCCA 3120 
GQGGTGCTGG QQAT6CAT0C AAAGTQGTTa TCTGAGACAG AGTTGGAAAC CCTCAOCAAC 3180 
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TGGCCTCTTC 
CAGGACCAGC 
CTGCOQTCGT 
GGTCXrrGGGC 
GMSPSSXSPlCPJS 
CAGGGAAGAG 
CCACCATATC 
GTCCTCTCCC 
TCAACACTGC 
ATGCACTTTA 



ACCTTCCACA 
TTGGGCTGCG 
CCCACCACCT 
TOGGACCCAA 
CX3CGAGCTCA 
ACTGTCX3CCT 
CACCCTCGCT 
CAGTCCCCA6 
CCAGCACAGG 
TGTCATTTTT 



TTATCCCGCT 
TGCX3TTCTGC 
CA6GGACCAG 
CTCCTGGACC 
GGA6AGATTT 
GCCTTCCTCC 
CCATCTTTGA 
TTCACCCTCC 
GGCCCTGAAT 
TAATAAAGTC 



GCCACCGGCT 
CTTGCCAGTC 
AGGGCTAGGT 
TTTCCAQCCT 
C6TGACAATG 
GTTGTTGCGT 
ACTCAAACAC 
ATCCCTCACC 
TTATGTGGTT 
TGAAGAATTA 



GCCCTGTCTC 
AGCCGAGGAT 
TGGCACTGCG 
GTATCAGGCT 
TACGCCTTTC 
6AGAACCCGT 
GAGGAACTAA 
TTCCTCCACT 
TTTATACATT 
CTGTTT 



ACTGCA6ATT 
GTAGTTGTTG 
GCCCTCACCA 
6TGGCCACAC 
CCTCAGAATT 
GTGCCCCTTC 
CTGCACCCTG 
CTAAGGGATA 
TTTTAATAAG 



3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 



Seq ID MOs 193 Protein sequence 
Protein Accession ft: XP_044533.3 



HLRTAMGLRS 
RFBAEHISNY 
ePKGKDPQSD 
GKGRCPFDPN 
VASAYIFESL 
TSFLKAQLLC 
PTMKDVQRVF 
NFLKDHFLMD 
PRVBIIEBLQ 
PYCAWSGSSC 
FQPNTVNTIjA 
E6FQQLVASY 
MCTLFVIAVL 
PLDHRGYQSL 



11 

I 

WLAAPWGAIiP 
TAUjLSRDGR 
CQKYIKILLP 
PKSTALWDG 
GSLQGDDDKI 
SRPDDGFPFN 
SGLYKEVNRE 
GQVHSRMLLL 
IFSSGQPVQN 
KHVSLYQPQL 
CPLLSNIATR 
CPSWEDGVA 
LPVLFLLYRH 
SDSPPGSRVP 



21 
I 

PRPPLLLLLL 
TLYVGARBAL 
LSGSHLFTCG 
ELYTGTVSSF 
YFFPSETGQE 
VLQDVPTLSP 
TQQWYTVTHP 
QPQARYQRVA 
LLLDTHRQIiIi 
ATRPWIQDXB 
LHUtKGAFVM 
DQTDEGQSVP 
RNSMKVFLKQ 
TESEKRPLSI 



31 
1 

LLLLLQPPPP 
FALSSNIiSFL 
TAAFSPMCTY 
QGMDPAXSRS 
FEFFENTIVS 
SPQDHSDTLP 
VPTPRPGACI 
VHRVPGLHHT 
YAASHSGWQ 
GSlSAKDIfCSA 
ASASCHVLPT 
VIISTSRVSA 
QECASVHPKT 
QDSFVEVSPV 



41 
I 

THALSPRISIi 
PGGEYQEIJ^W 
INMENFTLAR 
QSLRPTKTBS 
RIARXCKGDE 
YGVFTSQWHR 
•mSARERKIN 
YDVLPLGTGD 
VPMANCSLYR 
SSWSPSFVP 
6DLLLVGTQQ 
PAGGKASWGA 
CPWLPPETR 
CPRPRVRL6S 



51 
I 

PLGSEERPFL 
GADAEKKQQC 
DEKGKVLLED 
SUmiiQDPAF 
GGERVLQQRW 
GTTEGSAVCV 
SSLQIiPDRVL 
GRLHKAVSVG 
SCGDCLLARD 
TGEKPCEQVQ 
LGEFQCHSLB 
DRSYWKEFLV 
PLNGLGPPST 
EIRDSW 



60 
120 
IBO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



Seq ID NO; 194 DMA sequence 

Nucleic Acid Accession #i 1IM_022819. 

Coding sequences 1..635 



1 
I 

ATQGCAGATG 
TTCrCTGGGT 
AGCCT6GGTA 
GCTCACGGCA 
ATCCTGTCCT 
GATGAGGTGG 
GGCTGTCACC 
TGCAGTGACC 
GTTCTGTGCC 
TGCCAGGQCC 
AGTCACCAAT 



11 
I 

GGGCAAAGGC 
GGAGGGGCCC 
TGAAQAAGTT 
GCCTGCTCAA 
TCX3TGGGCTA 
ACTGGTGCTG 
CCTATGTG6A 

tcaacaagac 
tcatgaacca 
cx:aogcccaa 
ccccagcgcc 



21 
I 

CAACCCCAAA 
ACGCTTCGGQ 
CTTCACCSTQ 
CXTTGAAGOOC 
CGGTTGCTAC 
CCACGCCCAC 
CCACTATGAT 
AGAGT6TGAC 
GACX3TA0GQA 
CTGCAQCATC 
CCCCGCCCCr 



31 
I 

GGGTTCAAAA 
GCCTCCTGTC 
QCCATOCTTG 
ATG6TGGAG6 
TGTGG6CTGG 
GACTGCTGCr 
CACACCATOG 
AAGC3U3ACAT 
GAGQAGTAOC 
TATGAAGCX3C 
OCCTAG 



41 
I 

A6AAGGTGCT 
CTTCAAGAAC 
CTGGCAGCGT 
CCGTC ACM^ 
GGGGCOGTGG 
ACCAGGAACT 
AGAACAACS^C 
GCATGTGTGA 
GTGGCTTCCT 
OCCGTGAOSA 



51 
I 

GGATAGATGC 
CrCCAGGTCr 
TCIGTCCACA 
GAGGAGGGCC 
OCAGOCCAAG 
CTTTGACCAA 
TCAGATAGTC 
CAAGAACATG 
CAATQTCTAC 
GQTCAGCIQC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



Seq ID NOt 195 Protein sequence 
Protein Accession #: NP_073730 



11 



21 



31 41 51 

I I . 1 i I 

MADGAKANPK GFKKKVLDRC FSGWRGPRFG ASCPSRTSRS SLGMKKPFTV AILAGSVLST 
AHGSLLNLKA MVEAVTGRSA XL8FVGYGCY CGW3GRGQPK DBVDWOCHAH DCCYQBLPDQ 
GCHPYVDHYD HTIENNTEIV CSDUOCTBCD KQfTCMCDKim VLCUraQTYR EBYRGFUSIVT 
OQGPTPNCSI YEPPPEEVTC SHQSPAPPAP P 

Seq ID NOi 196 DNA sequence 

Nucleic Acid Accession #s XM_02ai96.1 

Coding sequence: 1315.. 1791 



60 
120 
ISO 



GGCATTGATQ 
GTGTGTGTGT 
AGACTGGGGG 
ATGGCCTGGG 
CTCXTGTGGG 
CIOCTCTCTQ 
GGGTCACOGT 
CXX3UGCCA6G 
OGCCCGCCCC 
GAG TCCAOG C 
CTGCOCCIAC 
CAGGAATGCA 
CrCCOGOCAT 
ATGCTCCACC 
AGAG6CAAGG 
ABGCAGGGCC 
TGGAG6AGGC 
AGGCTGCCCA 
GCTGGGCCIG 



11 
1 

CTGTGTGOGC 
QTCTGQAGrC 
6CTGCAGAGG 
CTGGGCCCCT 
CAAAGCAOGG 
GAGGQQGTGG 
AOGGCXXATG 
TGTGCTCCCT 
ACCTTCCTTC 
A60GGCTGA6 
C TQCC ACCAC 
CCTTTAGCCC 
GACCCTGCAG 
TGCATGOCTG 
AAGTGATGGG 
CAGGGTCCAG 
ATCCTACAOT 
G6CCCTGCCT 
G6CA6CTAAG 



21 

I 

GTGC8TGTGT 
ATGGCAGGQT 
TGAGGGTATC 
GAGGCXAGGC 
GAGGOGCCAA 
A0TCAGG8AA 
TAGCACCCT6 
CCCCAG6CCC 
CCACCCACAT 
TCAOTGTGTG 
CTCACCTTCA 
AGGCCTGCTC 
ACCCCTCTGG 
GCAAACCAIG 
ACGGCAGAGA 
GGCCCA6GAS 
GGGGGCAAGO 
OCITGGCTGG 
CTG6A6CTTT 



31 
I 

GTaTGTOTGT 
CCCTTTCTGT 
TGGCCTCAAC 
TQACTTGGAC 
TGTG6AG6AA 
GAGCT6AGCT 
GTTCCCCT6C 
TAGGCAGGOG 
GCOGAAGGGT 
TGGAATGTTC 
TCCTCAGGOG 
AGTGA6CTCC 
GCTTCCAAGT 
GTGGGCCCCA 
TGAGACCCCC 
A6AGAAGCA6 
GTGCTCT6A6 
66CIGGGGGC 
G6CCAGGGTC 



41 

I 

OT G TGT G TGT 
ClVTCfCCri' 
AGCTGCTTAT 
ATGGCAAGAG 
CAGAGTCTCC 
GGGGAGTCAC 
CTGTAGGTGA 
GGTACAGGGG 
GGCCAGGCAG 
TGGCCX3CXCC 
CIGOGGCCCT 
GCOGACAGCC 
TCCTGGGGGC 
GCTGTGGTGC 
AGGGATGAGA 
GGAGGGAGAG 
GTC0QGT6AA 
TGCrGGGAGG 
CA6A60CTCC 



51 
1 

GTGTGTGTGT 
GCTCTGCCCC 
TCCOGATGGG 
GGGTCCCAGG 
TGGCTGGCTG 
CCTGGGCCTG 
CAGGAGCCAG 
CCAGCAGCTQ 
GCAGGTGGAC 
CA6CTGCACC 
GA60CCCTGC 
AGCCCTGCTC 
TGCAGTGAAC 
GTGCTGGGGT 
TGGGACCCCC 
AGCTTCCTGG 
GGCAGGGACT 
TQGCTG6GAG 
CrOCCTTCAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
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CITOCTC5CTO 
ACCCAGCACT 
TOCCAGCTGA 
C AOOCA OCAG 
ATTOCAGAGC 
GATAACCCAQ 
CCAGGGCCCC 
TGCCTCCTCT 
GAOTCOOTOG 
TGCTTGCTCA 
GGCGAGTTCA 
T06CAGGGAA 
GG6CGCQAGQ 
TTT O QQT O G O 
CTOGCCTGQA 
CTCTGATGAO 
CCTGATOTQQ 
CTCTCCCTGO 
OGGTTCTQOQ 
TG6GC3AGCT6 
QTGGOCCTQA 
GTCAGCGTCT 
TGCCCCGTGT 
GCCTGGA0C3G 
GCTGGGTGGQ 
AtSGCGGAGCT 
GGCATGAGCC 
TGGAGCACrO 
GCCACAGCCC 
CTGATGGGCA 
TGAAGCCCCT 
TACGTGCCCA 
GGACTTGCAO 
AGAAAGACAG 
CTGGTGCCCT 
CTGCCGCTCC 
CCCCTGCA6C 
CCCCTGCGGC 
CGCCTGCCCT 
GCACTTGCCC 



CACAGAACCC 
GCCTGCTGCT 
CCCAGCCTCC 
TCTCTCCCAO 
TT6TGGC0G6 
CCAAOTGGGQ 
GCTGGGCTCT 
GTGCTGCCTG 
GTCTGGGCAG 
CTCAGTCCAO 
GCCCCAGGGA 
AGTGGGTGAA 
GAGCCACAGC 
TTT6QC0QQT 
G60GGGG6GT 
GCATGATGTC 
ATGGCCTGGA 
AGTTCQACTT 
AGTTTCOGGA 
ACAGGGCAG6 
GGCAGGCAGC 
CCACCCAGGC 
TTGACGAGAC 
CTGGATGGGC 
CCTQAGCTAO 
6CCAGGGGCC 
CCTGGGTGAG 
GTACCTGCTG 
AAGGCAGAGC 
GCATTTTOGO 
CTTGCTGCCC 
GCTCAGOCCa 
AGCOCTAOCxT 
CCAOCAAAAA 
TCAGCCAGGT 
GAACTOAGCC 
ACTGGGCAGA 
CAGCCAQGGA 
TGCCOCACTC 
AGGCOQCCCT 



TOSCCCCTGG 
AGTCAGATGG 
TS6GCCX3CTT 
TQCCXXX3Q0C 
GACCCCCTGT 
GCT6CAGCT0 
CATTQCOGGC 
CTGCTGCTGC 
T6CC060GGC 
AGAGGGCTTQ 
TGGTTTAACC 
GAGAGGTQAO 
GGGTTCTTQA 
CIGACAGAGC 
CTTGAGCCAT 
AGCACCACOT 
GTCCA6CC0Q 
TG6AAGCCA0 
AA6GGTGA00 
GGCCCTTGGC 
OGACCTGAGG 
06GACACAGA 
CTGCTOCTTC 
CTGGGCTG66 
GGCAQCAGGG 
ACCCTQCAGG 
CTCOGTCTGC 
GGCC06CGGQ 
TGGCAGGGAC 
GGGTCTGAGC 
ACAGCCCGAG 
OCTQACCGTO 
GAAGGTGCAG 
GGGCAGGGOO 
CCAGAATGTO 
CXSTAGGCAAO 
CATGCTG6CC 
GGTGGAC06C 
CTGAATGCAC 
GCAGGACCAC 



OCACCCOGTG 
QGTAGCGGGC 
CTTGCAAACC 
GCAGCTGGCA 
GAOTTGTGGO 
TCCACAGATG 
GCCCTTGC06 
OGCOGCCACA 
ACCACCACCA 
AAATCCAG6C 
CCCACAGAGG 
AAGGAGGCCA 
GGAAGGCAGG 
GAAGCOGAOO 
GTCATGCAAG 
GCCCCTTGTC 
GGGGATGCTC 
GAGGTGAAGG 
GGGGAAGGGC 
TGAGCCCACC 
CCTGGGGGCA 
CATGAGACAA 
CACGTGAGTC 
TGGGCCTGGG 
CCTGGCTCAC 
TOCAGCTTTT 
CACTGGGCAC 
CTGCCACTCA 
CXTTGCCCTAT 
CCCAACTCGG 
CAGGTCGGGG 
GTGGTGCTGQ 
CTCATGCTQA 
GCCCCCTACT 
6ACCTGGT6C 
GTGCACCTGG 
CA0SCCXX3GC 
ATGCTGGCXX: 
CACATGCCTC 
TGCAATAAAC 



CTOCCTCCTT 
AGGGGCOGGA 
AGCAG6GTA0 
CCACAGCTAT 
ATTCCCAAGA 
CACTCAGCCT 
GGGGGGTCCr 
G6AAGAAGCC 
CCCAOCTGQT 
TCCAGAGCCC 
CAG600STTG 
T6CAACA6G6 
GGGTACCCCA 
ATTTGTGCCT 
GGCTGCCOGG 
GOmCTCACT 
A6CAATGGGG 
GCCCCGCTGC 
AGACCCCATG 
CCGCTGGCTC 
CCGTGGACCC 
AAGTGCACCG 
AGGQATGGTC 
CAGCTGG6T6 
GCOGCTGCCT 
CAACTTCAAG 
CGTGGATCTQ 
GGTGAGGTGC 
GGGCCATOQQ 
CCAGAATCAC 
AGCTGTGCrr 
AGGCrOGAGG 
ACCAGAGGAA 
TCAATGA6GC 
TGGCTGTCTO 
GTGOCOGGGC 
6GCCCATTGC 
TGCAQCCCOO 
TGTCTCC0CX3 
GCCTTCTGCT 



GCOCTGGCAO 
6GG6CCACCC 
AAAGATGGGG 
AOCTOQQCTT 
G66QTGTQGG 

GGCxrrcTACc 

CCTOGTCTCC 
CAGG6ACAA0 
GAC6AGGQ0C 
AGGGCA60QA 
AGGACCTTCC 
GCTGCCCCAT 
QATGOCACGT 
GTTGGOTGGC 
GAGOCXJ\GGG 
OCAGGTGCAA 
GTGCCTGCAG 
GCAGGACCAG 
CCCTOGGTGG 
CCAGATCAGG 
CTATGCCOGG 
AGGCACGCTC 
GGCTGGGTGG 
GGCCTGGGCA 
CAGATCCCGC 
OGCTTCTCGG 
CAGCATGTTC 
TGGTCACCAG 
AAAGACAGGC 
CCTCCOGGGC 
CTCTCTCCGG 
CCTGCGTCCA 
GTGGAAGAAG 
CTTCACCTTC 
GGACCGCAGC 
CTCGGGGCAO 
CCAG06GCAC 
CCTTCGCCTQ 
CTGAGCCCAO 
GCC 



Seq ID NO: 197 Protein sequence 
Protein Accession #: XP 028196. 



1 
I 

TTCTCCG6CA 
CTCCCCCCCT 
TTCTGTTTCT 
TCTCCCCCTC 
CTCTGCCXXX: 
CX3GAAAAGTA 
CAGAOQAATT 
ACATTCOGCC 
CCAAOGCCGO 
T TCCRG ACaC 
GCCTTOGCCT 
CTGGTGGACA 
AGCGGTGTGA 
CTGOCOCTCC 
GCT0C3AC0G 
OACACCTGGA 
OGCCGGGGTC 
CCCCTGATTG 
AGCAATOGGA 
CTCCTOCTGA 
CCCCCTGGG6 
CCTG6QO0OC 
GATTGGCTTT 



11 
I 

ACCTTCOCTT 
CAOSCCCOCC 
CTCCGTGCTG 
GCCCTCTCTT 
CTCTATCCTT 
CAACATCTOG 
CTOCOCCCCC 
CCC6CGACTC 
CTGTT06GTT 
CAATGG6AAT 
C O TG CTGC AT 
CCCTCCAGTT 
GCOGTCGCAG 
TGGAGACGTA 
TOCTTGOGGA 
AOGAOTCCAC 
AGGTGCTOGC 
CrCTACXXAC 
AOTQAGCAAA 
OCAOGQAOGT 
CTTCTCCTGA 
CTCCATCQGG 
AAACAOCCTT 




GATACAACAO 

oooGccocna 

COCCAAAAAA 
GGCGAGAGOO 
TGOGACAGGC 
CGOUVTOGOQ 
TGCTGCTTAC 
OQTCTGTGGG 
COGTGGCATC 
CTGTGCTACXr 
(AACTTCOCC 
GCAGOGCCTG 
CAAGGAGCTC 
CCAAGACCCC 
ACTGCCGCAA 
TTCCATCAOO 
OCCASTGOCC 
CTGAGGAA6C 
CACATAOOCT 



31 
I 

C3GTCCCCCCC 
OGCCGAACCA 
CTGTGCGCCT 
CTTTCAOGTT 
CTGACCTGAT 
COC6AM2ACA 
AAAAGCCATC 
GOGCTGGCAG 
AGCAGGGAG6 
AA GTOSA IQC 
CGCCCCAGTG 
GACCGCGGCT 
GTTQAQGAQT 
CGOGCCAAOT 
AGATA0GC08 
OGCAGGGGCX: 
GAGGOGTTCA 
GCCCACGGGG 
GTCTGCAGCC 
TTCCATCC09 
GTOOOCOQOC 
ACASCAGCAT 
OOCCGC 



41 
I 

AGCTCCTAGC 
AAGTGGATTA 
OCCOQCCTCT 
CACTCTGTCT 
TTCCCQKTAC 
GOCOGTCCTC 
CCCCOGCTCT 
AGQAGTGTCC 
TGG006GCAG 
TGGTOCTTCT 
AGAOCCTGTG 
TCTACTTCAG 
GCrGTTTCOG 
OOGAGAGQGA 
TG6GC3UIGTT 
T6GCIOCOCT 
GG6AGG0CAA 
GCGOCCOCXX! 
OGGOQCCAOC 
AAAATdCIC 
TOO OO QAAAC 
CTTCAAACAT 




CTCOCACTAT 
CTTTTOCOCC 
OCTGGAGAAT 
GCCC0GT06C 
GGCAGGAGGG 
0BTG6C0GGC 
CAOCTTCTTG 
OGGGOGGGAO 
CAGGOCCGCA 
CAGCTGTGAC 
OGTGTOGACC 
CTTCCAATAT 
CCTGOGTGCC 
AOGTCACOQT 
AOAGATGGCC 
ATCCTGCAGC 
GGTTCCACGT 
AQGCTACTCT 
GTACAAAATC 



1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
IBOO 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3460 



1 11 21 31 41 51 

1 1 I I I t 

HQHPPVSPSA PAPAGTTAZP OblPDIiVAGT FCELNDSQEG OGDNPAKNGL QLSTDAIiSLA 
STPGPRWALI AGALAAGVUt VSCLLCAACC CCRRHRKKPR OKBSVGLGSA RGTTTTHLVR 
SGSIiLTQSRE GLKSRLQSPG QRGEF6PRDG LTFTEAGR 

8eq ID MOt 198 DMA sequence 

Nucleic Acid Accession «t NM_000612.2 

Coding sequence I 553.. 1095 " 
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8eq ID HOt 199 Protein sequence 
Protein Accession ffi NP_000603.1 



31 



51 



1032 



wo 03/042661 
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MGIPMGKSML VLLTFIAFAS CCIAAYRPSE TLCGGELVDT IQPVOQDROP YPSRPASRVS 
RRSRGIVEEC CFRSCDIALL BTVCATPAKS ERUVSTPPTV LPDNPPRYPV GKPPQYimnc 
QSTQRLRRGI. PALLRARRGH VLAKELEAFR EMCRHRPLIA LPTQPPAHGG APPB«ASMRK 

Seq ID NO: 200 DMA sequence 

Nucleic Acid Accession #t AK057131.1 

Coding sequence: 61.. 1146 

1 11 21 31 41 51 

AGTCTGGGCG TTTAGGTCAG AACTACCCCX3 GTAGCCTGAC A6CAGGAGCT O CSftGftG AAGC 
ATQQCTCA6C G0T60GTTTG CXSTGCTGGCC CTGGTGGCTA 1X30X00X011 AGTXXXCCCX 
ACCGTCTCCA OATOSATGGG CCXX5AGGAGC GGGGAGCAXC AAAGGGCGXC GCGAAXCCCX 
TCTCAGXTCA GCAAAGAGGA ACGCX3X0GCG AXGAAAGAGG CX3CXGAAAGG TGCCAXCCAG 
ATXCCAACAG XGACXTTTAG CXCXGAGAAG XCCAATACTA C AGCCC TGGC T6AGTT0GGA 
AAATACAXTC ATAAAGTCTT TCCTACAGXG GXCAGCACCA GCTXTATCX» GCATGAAGTC 
GTGGAAGAGT ATAGCCACCT GXTCACTAXC CAAG6CX0GG ACCCCAGCXX GCAQCCCTAC 
CTGCTGAXGG CTCACTXTCA TGTGGXGCCX GCCXXTTGAAG AAGGCXGGGA GGTGCCCCCA 
XXCTCXGGOX XGGAGCGTGA XGGCGXCAXC TAXGGTTGQG GCACACTGGA OGACAAGAAC 
XCTGXGATGG CATXACXGCA GGCCXXGGAG CTCXWGCWSA TCAGGAAOTA CATCCCCGQA 
AGAXCTTXCT TCAXXXCXCT GGGCCATGAX GAGGAOTCAT CAGGGACAGO GGCTCAQAGG 
ATCTCAGCCC TGCTACAGTC AAGGGGCGTC CAGCTAGCCX TCAXTGXGGA CGAGGGGGGC 
TTCATCTTGO ATCATTTCAT TCCXAACTXC AAGAAQCCCA TC6CCXXGAT XGCAGX CTCA 
GA6AAGGGXT CCATGAACCX CAXOCTGCAA QTAAACATGA CTTCAfiGCCA CTCTXCAGCT 
CCXCCAAAGG AGACAAGCAX XGGCATCCTT GCAOCTGCTG TCAGCCJGATT GGAGCAGACA 
CCAAXQCCXA TCATAXTTGO AAGCX^GGACA GTGGTGACTG TATTGCRGCA ACT6GCAAAT 
GAGGTTTATG OAGAGAAATC CCTTAACCAA XGCAAXAAXC AGGACCACCA CGQCACTCAC 
CATATXCAAA 6CAGGGGTCA AGXXCAAXGX CAXCCCCCCA GXGGCCCAGG CX31CRGXCAA 
CTXCCGGAXX CACCCTGGAC AQACAGXCCA AGAGGTCCTA GAACTCACGA AGAACA XXGX 
GOCrOATAAC AGAGXCCAGT XCCAXOTGXT GAGTGCCTTT GACCCCCTCC CXX3TCAGCCC 
TTCTGAXGAC AAGGCCTTGG GCTACCAGCX GCTCC3GCCAG ACC6TACAGT CXXJTCTTCCC 
GGAAGTCAAT ATTACTGCCC C3W3XXACXXC XATXGGCAAC ACAGACAGCC GAXXCXTTAC 
AAACCTCACC ACTGGCATCT ACAGGXTCXA CCCCAXCXAC AXACAGCCTG AAGACTXCAA 
ACGCATCCAT GQAGXCAAGQ AOAAAATCXC AGTCCAA6CC TAX GAGACCC AAQTGAAAXX 
CAXCXXTGAG XTGAXTCAGA AXGCXGACAC AGACCAGGAG CCA6TTTCTC ACCTGCACAA 
ACTGTGAGGT CAAGGGGCCT GCTCGGXTAG GCATGCXXX3V CXXXX3QGACA GGACTAACCC 
AAGGQGGAAA GCTAOTOTTG ATGAAACXXT XGAXCAAAAC CACAXXGXAA AACATXGCCC 
ATCTCTCXT6 CTCACTCXTA AACTCTCCCA AGAACAAGGC GGGGGXAAGG TAAAGTCAGC 
AGAAAXCTGG CTTCTCCCTT CCTCCCGACA XCTGCAXOCC TTGATCCACX GGCATTTGCT 
GCCCTCXTGX CCCXXAXCXG XCTXAXGCXG GXXATXTCAC TOCTTCACCT TCCAGGCTTG 
ACXTAACAAA TGXAQAXXTG AGAAAXCTCA ACCAGTTGTT ACCTQATAGO ASTCTTTAAT 
TTAGGGCACT CTT0CTGG6A TCCTTXCTCC AGAGCXXATA XAXXTCXXCT TACXAGAACT 
TXCTTOCCCC TTXTATTCCC CTCTCXTCXT GGACTCATGA GCXGXCTCXX CS^TCTCTCCX 
CTCTCTCCro CATCTCTCCC CXTACTCXXC AATTTATTCT ACXTCXGGAC CTGGACTXAC 
CCAAACrorO ATACTAOCAT AATTOTCACC ATAATCAOTC AAATAAAGfIG ATCTGTQCAT 
C 



60 
120 



60 
120 

leo 

240 
300 
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420 
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600 
660 
720 
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Seq ID NO: 201 Protein sequence 
Protein Accession #: BAB71368.1 



MAC^tCVCVIiA 
IPTVTFSSER 
LLHAHFOWP 
RSFFISLGHD 
EKGSMNLMLQ 
SVYGEKSUiQ 
G 



11 21 

I I 
LVAMLLLVFP TVSRSMGPRS 
SNXXALAEFG KYIHKVFPXV 
APEEGWEVPP FSGLEHDGVI 
EBSSGTGAQR ISALLQSRGV 
VNMTSGHSSA PPKETSX6ZL 
CNNQDHHGTH HIQSaGQVQC 



31 41 

I 1 
GEHQRASRIP SQFSKEERVA 
VSXSFIQH3SV VEEYSHLFTI 
YGWGTUDDKN SVMAI«LQALE 
QLAFIVDEGG PILDDFIPNP 
AAAVSRIiBQT FMPIXFGSGT 
HPPS6POT8Q LPDSFWTDSP 



51 

1 

MKEALKGAIQ 
QGSDP8LQPY 
LLURKVXPR 
KKPIALIAVS 
WTV LQQLAM 
RGPRTREERC 



60 
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180 
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Seq ID NO: 202 DNA eeguence 

Nucleic Acid Accession #: HM_004217.1 

Coding sequence: 58.. 1092 



1 
I 

GGCOGGGAGA 
GCCCAGAAGG 
AGCACCCTGC 
AXGAGCXXSCr 
AGXGG6ACAC 
CXn:CTGGGCA 
AX0QTGGCX3C 
CXGOGCAGAG 
AACTATTTTX 
CXCTACAAGG 
GAGGAGXTGG 
AAGCCAGAAA 
XCXGXGCATG 
CCAGAGATQA 
CTTTGCTATO 
TAT06COGCA 
GACCXCATCT 



11 

1 

GXAGCAGTGC 
AGAACTCCTA 
CCCAGOSAGX 
CCAAXQXCCA 
CXXACATCTT 
AAGGCAAGTT 
XCAAGGXCCT 
AGAXOSAAAT 
AX6AC0GGA6 
A6CTGCAGAA 
CAGATGCTCT 
AXCXGCICXT 

CGCxxrrcccT 

TXGAGG6GOG 
AGCIGCTQ6T 
TGGTCAAOGT 
CCAAACXGCT 



21 
1 

CXTGGACCCC 
CCCCXGGCCX: 
GCTC0G6AAA 
GGCCAGAOCT 
AACXXX36CAC 
XGGAAAOGTG 
CTXCAAGXCC 
CCAGGCGCAC 
GA6GATCTAC 
GAGCTGCACA 
AATGXACXGC 
AGGGCTCAAG 
6AGGAGGAAG 
CATGCACAAT 
GQGGAACCCA 
GGACCTAAA6 
CAGGCATAAC 



31 
I 

AGCXCXOCXC 
XACXSGCOGAC 
6AGCCIGTCA 
QCGCGTGQCC 
TTCACAATTG 
TACXTGGCTC 
CAGAXAGAGA 
CTGCACCATC 
XTQAXXCTAG 
TTTGAOGAGC 
CAXGGGAA6A 
GGAGA6CXGA 
ACAATGTGTG 
GAGAAGGTGG 
CCCTTT(SU3A 
TTCCCGGCTT 
COCTOGGAAC 



41 

I 

CCCCTTTCTC 
AGACX3GCXCC 
CCCCATCTGC 
AQAAGOTOAT 
AT6ACTTTGA 
GGGA6AA6AA 
AGGAGGGCGX 
OCAACAXCCT 
AGTAT6G0CC 
AGCQAACAGC 
AGGX6AXTCA 
AOATTGCTGA 
GCACCCXGGA 
ATCTGIGGTG 
6TGCATCACA 
CTGTGOGCAC 
GGCTGGCCCT 



51 
I 

TCXAAGGATO 
ATCTGGCCIG 
ACTTGTCCTC 
OGAGAATAGC 
6ATTGG60GT 
AAGCCAXTTC 
GGAGCAXCAG 
GOSTCXCTAC 
GOG0GGG6AO 
CAOGATGATG 
CAGA6ACAXA 
CXXOGGCXGG . 
CTACCTGCCC 
CATTGGAGTG 
CAACQA6A0C 
GGGAGCGCAG 
GGOCCAOGTC 



60 
120 
180 
240 
300 
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wo 03/042661 



PCT/US02/36810 
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MQTIHLPRKP 
TAYTYLTIFD 
BSAERFLEQP 
RSLCGIIPGL 
GTMYPHSVYS 
VRZRRDAHEQ 
MPLLK6TD0L 
SSMUIQGLGV 



11 
I 

QRSPFGKIiXiR 
LFSLMTCLZS 
BIBTGRLLVQ 
SSZPLPRMNP 
GKVLLQTTPP 
KVLABVTNRL 
NPVTSTPAKP 
POIOATQGLR 



21 
I 

EFRLVAADRR 
YHVTLRKPSP 
TPVALCFNLP 
FVLIDLAOAP 
HVIGQLDiCLZ 
YTlfVSTLTVQ 
SSPPPBFSFN 
TGFTNIPSRY 



31 
I 

SWKILXfFGVX 
VY8FGFERLB 
TNLSIRNKPP 
AIiCITYMLIB 
REVSTLD6VL 
XFKDOHXRPA 
TP6KNVNPVI 
CRHNRXGQPft 



41 

I 

RLXCTGFLLM 
VLAVFASTVL 
AYVSEAASTS 
INNYPAVDTA 
EV8NEHFWTL 
LLSOFVAAHV 
UjNTQTRPYO 

p 



eo 

120 
180 
240 
300 



TCAQCCCACC CTTGGQTCOa GOCCAACTCT OGGAGGGTGC T30CTCCCTC TGCCCTTCAA lOBO 

TCTGTCGCCT GATGCTCCCT GTCATTCACT OGGGTGCXSTG TGTrTGTATO TCTOTGTATO 1140 

TATAGGGGAA AGAAGGGATC OCTAACTGTT COCTTATCTG TTTTCTAOCT CCTCCTTTGT 1200 
TTAATAAAGG CTGAA6CTTT TTOT 

Seq ID NOi 203 Protein sequence 
Protein Accession fti NP_004208 

1 11 21 31 41 51 

I I I 1. I I 

MAQKEN8YPW PYGSOTAPSO LSTLPQRVIA KBPVTPSALV LMSRSNVQFT AAPOQKVMEH 
S8GTPDILTR HFTIDDFBX6 RPLOKGKFW VYLAREKKSH FZVALRVLFK SQIEKE6VB& 
QLRRBIBIQA HLKHPNILRZ. YNYFYDRRRZ YLILEYAPRG ELYKELQKSC TFDBQRTATI 
NBELADALKY CRGKKVIKRD IRPENLLLGL KGBLKIADFG HSVBAPSLRR KTMOQTU)YL 
FPEMIBGRMH NEfCVDUTCIG VLOTELLVGN PPFESASHNB TYRRIVKVDL KFPASVPTGA 
QDIiZSXLUUl MPSERLPLAQ V8AHPHVRAN 8RRVLPPSAL QSVA 

Seq ID NOi 204 DNA sequence 
Nucleic Acid Accession fit AX05S663 
Coding sequence: 3 8.. 142 3 

1 11 21 31 41 51 

I I I I I I 

AGAAOGGCTT CCXSGCGGGAQ CTOTGCAGCT CCTTATCATG GGGACAATTC ATCTCTTTOQ 
AAAACCACAA AGATCCTTTT TTGGCAAGTT GTTACGGGAA TTTAGACTTG TAGCA6CTGA 
CaSAAGQTCC TGGAAGATAC TGCTCTTTGO TGTAATAAAC TTGATATGTA CKJttCrTCCf 
GCTTATGTGG TGCABTTCTA CTAATAOTAT AOCTTTAACT GCCTATACTT AOCTGACXIAT 
TTTTGATCTT TTTAQTTTAA TGACATGTTT AATAAGTTAC TGGGTAACAT TQAGGAAACC 
TAGCCCTGTC TATTCATTTG GGTTTGAAAG ATTAGAAGTC CrGGCTGTAT TTGCCTCCAC 
AGTCTTG6CA CAGTTGGGAO CTCTCTTTAT ATTAAAAGAA AGTGCAGAAC GCTTTTTGGA 
ACAGCCCGAG ATA CACA OGG GAAGATTATT AGTTGGTACT TTTQTG O CTC TTTOTTTCAA 
CCTGTTCAOG AT6CTTTCTA TT0G6AATAA ACCTTTTGCT TATOTCTGAO AAGCFGCTAG 
TACGAGCTQG CTTCAAGAGC ATGTTGCAGA TCTTAGTOGA AGCTTGTGTG 6AATTATTCC 
GGGACTTAGC AQTATCTTCC TTCCCC6AAT 6AATCCATTT OTTTTGATTO ATCTTGCTGG 
A6CATTTGCT CTTTGTATTA CATATATGCT CATTGAAATT AATAATTATT TTGC06TAGA 
CACTGGCTCT GCTATAGCTA TT6CCTTGAT GACATTTGGC ACTATGTATC GCATGAGT6T 
QTACAGTGGG AAAGTCTTAC TCCAGACAAC AOCAOCCCAT GTTATTGGTC AGTTGGACAA 
ACTCATCAQA GAGGTATCTA CCtTAGATGG AGTTTTAGAA GTCOGAAATG AACATTTTTG 
GACCCTAGGT TTTQGCTCAT TGGCTGGATC AGTGOmSTA AGAATTOGAC GAGATGCCAA 
TGAACAAATG OTTCTTGCTC ATGTGACCAA GAGGCTGTAC ACTCTAGTGT CTACTCTAAC 
TGTTCAAATT TTCAAGGATQ ACTGGATTAG QOCTOCCTTA TTOTCIGGGC CTOTTGCAGC 
CAATGTCX7A AACTTTTCAG ATCATCAOGT AATCCCAATO CCTCTTTTAA AGGGTACTQA 
TGATTTGAAC CCAGTTACAT CAACTCCA6C TAAACCTAGT AGTCCACCTC CAGAATTTTC 
ATTTAACACT CCTGGGAAAA ATGTGAACXX: AGTTATTCTT CTAAACRCAC AAACAAGGCX: 
TTATGGTTTT GGTCTCAATC ATGQACACAC AGCTXACAGC AGCATGCITA ATCAAGGACT 
TGGAOTTCXA GGAATTGGAG CAACTCAAOG ATT0A66ACT GGITTTACAA ATATACCAA9 
TAQATATGGA ACTAATAAXA GAATTGGACA ACCAAGACCA TGATAGACTC TAACTTATTT 
TTATAAGGAA TATTGACTCC TTGGCTTCCA ATTTATTTAG TAATCCAACT TTGCATTGAC 
TGTTTAATCA TTTACTCTAA ATOTTAGATA ATAQTAOTCT TGTTCACATT TCATQAAACC 
TATGAAACTA TATTTTTGTA AAATGTATTT GT6ACA6TGA AATCCTCGTA AAIGTTAAA6 
GCTTTAAATA GGCTTCCTTT AGAAAAT6TG TTTCTTTAAA TTTGGArrTT GGTATCTTT6 
GTTTTGTAGT TGACTGCAOT GTGATGTGAC CTTACCTTTA TAAGAGCCAC TTGATGGA6T 

agatctgtca cattactaag atacgatatt tctttttttt tcxgagacqo agtcttgctc 
tgcx:actgtg cocggccaat acattattat taacttaagg ctgtacttta ttaaggcttc 
cttagttttt ottttgtttt gttttrroao atggagtctc actct6t0gc cxaggctgga 
atgcagtggc atqatctcag ctcactqcaa octctggctc ctgagttcaa atqattctgc 

TGCCrCAGrc TCCOGAGTAO CTGGGATTAC AG6CACCT6C CACCA060CC A6CZAATTTT 
TGTATTTTTA GTAAAGAC3GO GGGATTTCAC CATGTTGGCC AGGCTGGTCT TGAACTCCTG 
ACCTCATQAT CCACCCACCT TAOCCTCCCA AAOTGCTGGO ATTAGGTGTG AGCCACCGCA 
CCTGGOOGAT ATTTTCTTTA ATGAAATTTA TAAATATGCT TCTTGAATAA TACACATTTT 
GGGAAAGGGA AAAATGTCT6 TTOUUUAGT AAAGCTCTCT TTTATAGCTT TTCCAAACTT 
AATTGCTAAA ' m ' l ' VCmM AGGTTCTOCT GAATTATGTC TTACAAACTA AAAGCAAAAA 
TTTTTAGCA6 AAATTTTGGA ATACATTCTA TCTAGC3^CAA TTTGAAITTT TAATTATCAA 
QATTTTTQTT AAAGTTTCTC T C CTTT A AAA ATTTTA8TAC ATTTGTAAAT 

8eq ID NO: 205 Protein sequence 
Protein Accession ff: BAB70960.1 
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51 
I 

wcssmsxAL 

AQLGALFXLK 
HLQEHVADLS 
8AIAIALMTP 
GFGSLAG5VH 
LNPSDflHVIP 
FOUlKGHTPy 



60 
120 
180 
240 
300 
360 
420 



Seq ZD KO: 206 DKA sequence 

Nucleic Acid Accession At NM_016361.1 

Coding sequence t 3 97.. 16 62 



11 



21 



31 



41 



51 

1034 
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PCT/US02/36810 



I 



10 



15 



20 



25 



30 



GGAACTCAGG 
TTTAATGTTC 
AGGAGCGACC 
TTGTTCTCTC 
TGCTTGCTGA 
TGAGCCCCGQ 
CGAGGGCCTA 
GTCCTGACCT 
6AGGCCGATG 
GTGTTTCGAC 
TGGAACCCCC 
CTAGCTGGTG 
AAGGGGGGCA 
G6AGAGAGAC 
CCACAGGAGG 
TTGCTG6CTG 
GCAGATTCA6 
AGAGGCCGGA 
AAGGACAGGA 
6TQGCT6CC6 
ATGATCGAAC 
AGTCTTCAGA 
ATGGACTCTG 
GTGACCTTCA 
GCTGTTGACC 
CTCTATTACC 
GACATGTTCT 
TGCTCTCAAA 
ATGTGTTGAT 



GCCGGCTCCT 
CTCGTCGGGC 
AACCC06ACC 
CCCCGTTCCC 
AGGGCTGGAT 
CGCCCGCAGA 
CCACCATGAT 
CGCTGGOGTA 
GCCAGTGTCC 
ACGGGGCTCG 
A6CTATTAGA 
GTCXX3AAACC 
TGTTTQCTGG 
TGAGGAAGAA 
TCTTTATTOG 
GGCTTTTCCA 
AAGTCTTGTA 
GGCAGACTGC 
TGGGCATTGA 
AGCAGGCACA 
AGA6AGCTGT 
TGGCAOTAGO 
CCACTGCCCC 
TACCXSCTCTT 
TGACCATGGA 
ACX3G6AAGGA 
TGAATGCCAT 
CTCAGGTGAT 
TTTAAAATAA 



I 



GTTCCTTCAA 
AAAAGATAAG 
CGGGTTAAAA 
ACTOGGGGTC 
GTACGCATCC 
AfiACTTGTGT 
CACTGGT Q TG 
CTGCCTGCAC 
GQTCGACCGC 
GAGTCCTCTC 
G6TCCCACCC 
ATAXTCTCCT 
GCAGCTGACC 
CTATGTGGAA 
TTCCACTAAC 
GT6TCA6AAA 
TCCCAACIAC 
CTCTTTACAG 
CAGTAGTGAT 
CAACCTCCCA 
GGACACATCC 

cxxarrccTC 

OGACAAGATC 
AATGACCCTG 
ACTTTACCAG 
GCA6GTGCCG 
GTCAGTTTAT 
GGAAGTTGGA 
AQTGCCTTTA 



I 



GAGTGCTGGA 
GATCOGATCT 
CTCCCAGGGA 
TCCCTCAGGG 
GCAGGTTCCC 
TTGCCTCCTG 
TTCAGCATGC 
CAOGGGGGGG 
AGCCTGCTGA 
AAGCCGCTCC 
CAAACrCAGT 
TAOGACTCTC 
AAGGTGGGCA 
GACATTCCCT 
ATTTTTCX3GA 
GAAGGACCCA 
CAAAGCXGCT 
CCAGGAAXCT 
AAAGTGGACT 
AGCTGCXCCA 
TTGTACATAC 
CACATCCTAG 
AGAAAGGTST 
GGGATTTTTG 
CACCTGGAAT 
AGAG6TTGCC 
ACCITAAGCC 
AATOAAGAGT 
TACAAAAAAA 



GGCCAAACTT 
CCCCC3GGCCC 
CTCTTCGCTG 
CX^GGAGGCA 
GCGGACTTGG 
CA6CCTCAAC 
6CTTGTGGAC 
TGGCCCTGGC 
A6TTGAAAAT 
CX5CTGGAG0A 
TTQATTAC3^ 
AATACCATGA 
TGCAGCAAAT 
TTCTTTCACC 
ATCTGGAGTC 
TCATCATCCA 
GGAGCCTGAG 
CAGAGGATTT 
TCTTCATCCT 
TGCTGAAGAG 
TGCCCAAGGA 
AGAGCAACCT 
ATCTCTATGC 
ACCACAAATQ 
CTAAGGAGTG 
CTGATGGGCT 
CAGAAAAATA 
AACTGATTTA 
AAAAAAAAAA 



GAAATACAAG 
GGTGTGCAGC 
CTGCCACCTC 
CAGCGGTCCC 
GGGCX3CC06C 
CCGGAGGCAG 
CCCAGTGGGC 
CGAGCTGCAG 
GGTGCAGGTC 
6CAGGTAGAG 
AGTCACCAAT 
GACCACCCTG 
QTTTGCCTTG 
AACCTTCAAC 
CACOCGTTQT 
CACTGATGAA 
GCAGAGAACC 
GAAAAAGGTG 
CCTGGACAAC 
ATTTGCAOCaa 
AGACAGGGAA 
GCTGAAAGCC 
GGCTCATGAT 
6CCACCGTTT 
GTTT6TGCA6 
CTGGCOGCTQ 
GCATGCACTC 
TAAAAGCAGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 



8eq ID NOs 207 Protein s ecmence 
Protein Accession ft: WP_057445.1 



35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



I 

MRLWTPVGVL 
LPLEEQVEWN 
GMQQMFALGB 
PIIIHTDEAD 
DFFIIiLDNVA 
IiBSNLLKAMD 
ESKEHFVQLY 
E 



11 
I 

TSLAYCLHQR 
PQLLEVPPQT 
RLRKKYVEDI 
SEVLYPNYQS 
AEQAHNLFSC 
SATAPDKIRK 



21 
1 

RVALABLQBA 
QFDYTVTNIiA 
FFLSPTFEIPQ 
CWSLRQRTRG 
PMLKRFARMI 
LYLYAAHDVT 
CPDGLCKjDH 



31 
I 

DGQCPVDRSL 
GGFKPYSPYD 
EVPIR3TMXF 
HRQTASLQPG 
EQRAVDTSLY 
PIPLLMTLOI 
FLHAMSVYTL 



41 

I 

LKLKMVQWP 
SQYHETTLKQ 
RNLESTRCLL 
ISBDIiKKVKD 
XLPKEDRESL 
FDHKMPPFAV 
SPEinHAI.CS 



51 

REGARSPLKP 60 

GMFAGQLTKV 120 

AGLFQCQKEG 180 

IU46IDSSDKV 240 

QMAVGPFWI 300 

DI.TNEI.YQHL 360 

QTQVKBVGNE 420 



8eq ID NO: 208 DNA sequence 

Hucleic Acid Accession #: CAT cluster 



1 

I 

TTTGAGGGGO 
TAACAGCCTG 
TGCIGGGGGC 
TAGTGGCAGA 
TCTGGCTGCT 
GGAGCCCTCC 
CGTCTTTATT 
GCAGGTTCCT 
TGAGCTG6CA 



11 

I 

TGGTGGGGCQ 
CCCTTGGAGA 
CAfsrGTTAGG 
GGCTGGAGTG 
CTTGCATTTG 
GCAGATCAGT 
GGCAAATGGO 
CACTGCTCCT 
GG6CA6 



21 

1 

AGTTTAATTC 
GAAGTCCTXC 
CTTCftGGOCA 
ATGAGTGGGA 
CATTTGCCAC 
CCGCTCAGCT 
TCATTQGCTT 
TCAOCACrrGT 



31 

I 

ATAAAGAAGC 
CTTGAG6ATA 
TCCCTGGAGG 
TGGCCTTCTC 
TCAGAACTGC 
GCAGQTTTTT 
CCAAGGCAGT 
CCT6CSAGGT 



41 

I 

CTCCTGATCA 
AGGCCTCCCA 
CCAGTCCTGT 
AGGTACAGGA 
GGOGATGCCA 
CCAGTCATAG 
CAGGCCAACT 
CACCTTG6G3 



51 
I 

GAAAGGGGCC 
GGGGAGGAGO 
GCTCAGCAAG 
CTGTGCTGCT 
GCAATGGCCA 
TAQAA0G8AT 
GTGTGACTCr 
AOGGCrCACC 



60 
120 
180 
240 
300 
360 
420 
480 



Seq ID NO: 209 DNA sequence 

Nucleic Acid Accession #i FGENESH predicted 

Coding sequence I l*.564 



I 

ATGGAG CCCT 
TCAGATCGGT 
CAGAiQTCACA 
GATCCCTTCT 
CTGGCCATTG 
AAGCAGCACA 
ACCTTGGCCA 
AGCXACACAT 
GATOCTGCTG 
GGAACSAAG6 



11 
I 

GGGGGTGGCT 
TCTCTGCGCT 
CAGTTGGCCT 
ACTATGACTG 
CTGGGATGGC 
GTCCTGTACC 
AATCAAATAA 
CAGTCTTOGG 
COCTCACATC 
GCTGTACCTA 



21 
I 

GCAGGGTTTA 
QCCAGCTCAG 
GACTGGCTTG 
GAAAAACCTG 
GGCAGTTCTG 
TGAGAAGGCC 
AOCTTTATCT 
AGTGCCTCTT 
AG6GCAT0CA 
ATGA 



31 
I 

AAGAGCCGAC 
GACACTGGTG 
GAAGCCAATG 
CAGCTGAGCG 
A6TGGCAAAT 
ATCCCACTCA 
CCAAGCACCr 
TCTG06TCCC 
AGCATGCAGA 



41 

I 

CCACGTGCCC 
AAGGAGCAGT 
ACCCATTTGC 
GACTGATCIG 
GCAAATGCAA 
TCACTCCAGG 
TTGTCTTGGT 
TGTACCCTGC 
ACATAAGCAT 



51 
I 

AGCAGGCTGC 
GAOGAACCTG 
CAATAAAGAC 
CGGAGGGCTC 
GAGCAGCCAO 
CAQATTTCTC 
G T TTGGCATC 
CATTCCTGGT 
GCAGAACACr 



60 
120 
180 
240 
300 
360 
420 
480 
540 



Seq ID HO: 210 Protein sequence 
Protein Accession «t FGENESH predicted 

1 11 21 31 41 51 

MEPHAWLQGI. LrPTCPAAS SDPPSALPAQ DTGEGAVRML QSHTVG1.TAL EAHDPTOHKD 60 
DPFYYDWKHL QLSGUOGGL LAIAGIAAVL SGKCKCKSSQ KQHSPVPEKA IPLITPGRFL 120 

1035 
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tlMSSHKPLS PSTFVLVFGX SYTSVFRVPL SASLYPAZFG DAAALTSGHP SMQHI8HQKT 160 
OTKGCT 

Seq ID NO: 211 DMA sequence 

Nucleic Acid Accession 0 : fgqiesh predicted 

Coding sequence I 1..318 

1 11 21 31 

I I I i 



41 

1 


51 




C00G6CTGCC 


1 

COSTCTGOQA 


60 


GTGCCTGCTO 


CGCTGGGCCC 


120 


TCCACCCCaQ 


GGCCTGCTCC 


180 


GG6TCTTCAT 




240 


ACRACTGTCT 


■ ii%iri iT^ n 


300 


(30CTCACTPT 


T0QC6CCCAT 


^cn 
JdU 


www* A^^WaUA 




420 


ATCAOGACAT 


AOOGCAOCAC 


480 


aTCACAGAGT 


TGQCCTGACT 


540 


CCTTCXACTA 


TGACTGGAAA 


600 


CCATT6CTG0 


OATCOOGGCA 


660 


AGOVCAGTCC 


TGTACCTGAO 


720 


TQQCCAAATC 


AAATAAACCT 


780 


ACACATCAOT 


CTTCOQAGTG 


840 


CTGCT6CGCT 


CACATCAGGC 


900 


GGAAGGGCTO 


TACCTAA 




41 
1 


51 




RPPVPGQALR 


1 

PPTPHPRACS 


60 


GNSPGSRAPC 


GVAGLTLRAH 


120 


IHDTGEGAVR 


NLQSHTVOLT 


IBO 


VLSQKCKCKS 


SQKQH8PVPE 


240 


PLSASLYPAI 


FGDAAAIiTSO 


300 



Seq ID NO: 212 Protein sequence 
Protein Accession «t FQENBSK predicted 

I 11 21 31 

I I I I 



HPSMQNXSMQ NTOTKGCT 

Seq ID NO: 213 DMtA seqnence 

Nucleic Acid Accession #t EOEaiESH predicted 

Coding sequence: 1..1758 

1 11 21 31 41 51 

I I I I I I 

A TGATGQ QOT CTCATGTTGC CCAG6CTG6T CTTGAACTCC TGGGCTOGAO TGACCCTCCT 60 

OCCTTGGCCT COGAAAQTQC TGGQATTACA GGACTGTTAT TACAGGAATC CATAACACTO 120 

GAOTATGTGG CTGTGGACTT CACTTGOOAG GAGTGGCAAC TCCTGGGCOC T0CTCAGAA6 180 

GACCTOTACC GOOATSTGAT GTTGGAGAAC TACAGCAACC TGGTGGCAGT GGGGTATCAA 240 

GGCAGCftAAG OCSGATQCACT CTTCAAGTTQ GAACAAOOAO AACAACTGTG GACAATTGAA 300 

G^GOAATCC AaVGTCGAGC CTGTTCA<3QT TCTCCAAAGG TCCOQTTCTC CATTTTCTCA 360 

TCTOTQOCCT TCACTCTTCA AAATTGCCTT CATTCTAACA TATGGAAAGT TCATCATOTQ 420 

CTG GAGO GCT TG CAGAGT QA AAGCCTGGTG AACAGAAGOA AACCATGTCA TGAACATGAT 480 

GC ATTTG AAA ATATTCTTCA TTGCAQCAAA AGTCAGTTTC TOTTAGOGCA AAATCATGAT 540 

ATATnOACT TACGTQGAAA AAOTT T QAAA TCCAATTTAA CTTTAGTTAA CCAGAOCAAA 600 

G6CTAT6AAA TAAAOAACTC TGTT6AGTTT ACTGQAAATG QGGACTCCTT TCTTCATGCT 660 

AACCATGAAC GACTTCATAC TGCAATTAAA TTCCCTGCAA GTCAAAAACT CATCAGCACT 720 

AAGTCCCAAT TCATCAGTCC CAAGCATCAG AAAACACGAA AATTAGAGAA OCATCATGTO 780 

TGCAGTQAAT GTGGGAAAGC CTTCATCAA6 AAQTCTTG6C TAACTGATCA CCAGGTAATO 840 

CATACAGOAO AGAAACCCCA CAOATBTAOT CTATGTQAGA AAGCCTTCTC CAGAAAOTTC 900 

AT6CTTACIO AACATCAGOG AACTCATACA GGAGAAAAAC CTTATGAATO CCCTGAATGT 960 

GGCAAAGCCT TTCTCAAGAA ATCACG6CTC AACATACATC AGAAAACACA TACGOGAOAa 1020 

AAACCCTATA TATGCAGTGA ATGTGGAAAA GGCTTCATCC AGAAAGGAAA TCTCATTGTA 1080 

CACCftGCGAA TTCATACAG G TOAGAAACCT TATATATGCA ATGAATOTQG AAAAGGCTTC 1140 

ATTCAGAAGA GQTGTCTCAT AGCACATCAO AGATTTCACA CAGGAAAGAC GCCCTTTOTO 1200 

TGCAGTGAAT GTGGA AAATC CTGTTCTCAG AAATCAGGTC TCATTAAACA TCAAAGAATT 1260 

CACACAGGAG AQAAACCCTT TGAATQTAGT GAATGTGGGA AAGCCTTTAO CACAAAGCAA 1320 

AAGCTCATTG TCCATCAAAO GACTCATACA GQAGAGAGAC CCTATGGCTO TAAGGAGTOT 1380 

GGGAAAGOGT TTOCOTATAT GTCGTGTCTG GTTAAGCATA AGAGAATACA CACAACGGAO 1440 

AAACA^IjaS CRGCCAAGGT OOAAAATCCT CCTGCAGAOA GGCACAGCTC ATTACACACC 1500 

AOTGATGTCA TGCAGGAGAA AAACTCTOCT AAOGGGQCGA CTACACAAGT GCCTTCTOTO 1560 

GCCCCTCAGA CATCATTAAA CATCAGCGGC CTCCTOGCAA ACAGGAAOGT ACTCCTTQI Q 1620 

GGACAGCCAG TGGTCAOATG TGCAGCCTCA GGAGATAACA QAOGATTTGC ACAGGACAOA 1660 

AACCrrCTGA ATGCAGTOAA TGTGGTTGTO CCTTCCGTGA TCAATTATGT CTTATTTTAT 1740 
GTTACAGAAA ACCCATAO 

Seq ZD MOt 214 Protein sequence 
Protein Accession «: fgembsb predicted 

1 11 21 31 41 51 

I I i I I I 

MMGSaVAQAG LELLGSSDPP ALASBSAGIT GLLLQBSITL EDVAVDFTHB ENQLLQAAQX 60 

DLYRDVMLEN YSNLVAVGYQ ASKPDALFKL BQOEJQLWTIE DOIKSGACSG SPKVPFSIFS 120 

SVPPTLQNCL RSNXWKVDHV LERIiQSBSLV NSRKPOIEHD AFEMIVBCSK SQFLLQQNHD 160 

XFDLRGKSLK SNLTLVNQSK GYEIXN5VBF TGHGDSFIiHA NHBSLHTAXK FPASQXLIST 240 

1036 
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PCTAJS02/36810 



KSQFISPKHQ KTRia.EKHHV 
MliTEHQRTHT GEKPYECPBC 
HQRIHTGEKP YICNEOGKGF 
HTGEKPFBCS EC6KAFSTKQ 
KQEAAKVENP FAERHSSLHT 
GQPWRCAAS GDSRGFAQDR 



CSECGKAPIK KSWLTDHQVM HTGEKPHRCS LCEKAFSRKF 
GKAFLKKSRL IIIHQKTBTGB KPYICSEOSK GFIQK<aiLlV 
IQKTCLIAHQ REHTGKTPFV CSEOQKSGSQ KSGLIKHQRI 
KLIVHQRMT OERPYGOIEC GKAFAYMSCL VKHKRIHTRE 
SDVMQEKHSA NOATTQVPSV APQTSLHISG LLANRNWLV 
HIAWAVNVW PSVINYVLFY VTENP 



300 
360 
420 
480 
540 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 



seq ID NO: 215 DMA seomence 
Nucleic Acid Accession ft: NM_032190. 
Coding sequence: 502.. 1332 



GATTCCGTGT 
GAG6CAAAAA 
AGTGACACTC 
CCACCTGACA 
GAAGGACTTC 
CAAGCTCACA 
ATTAATGTAA 
TATACAGAAT 
CCACTGGCTA 
CAATTAGATG 
CAAGCTTTTA 
ATTGCTTGGC 
AAAGGACCAA 
TGGGTTGCCA 
TTTGTAAAGA 
GCAQCTAAGA 
TTATATCACT 
TTAGGTTGCA 
ATTGCTTTAC 
TTAQOCATQA 
TCCTCTGTAG 
ACAGTCAACC 
GCAGTGTTAT 
CAGTAATTGT 
CAAAGT6AGT 
ATCACCTTTG 
GAQTTTCAQC 
CCTTGGACCT 
TTTTGTCTCT 
AAAGCTACCX: 
GTTGGGAGCC 
TGATCSUWVCA 
TGCCCAGAAG 
TGGGACATCT 
CAGCTGACCT 
GCT6TGTAAA 
AAACAT 



11 
I 

TCTTQGCCAT 
CATATTGGGC 
CTCCTAAGAT 
TAGAACAGTT 
CTTTGT6TQT 
CATGGTTGAO 
CCGGTGTGCT 
GGATTCCCTT 
GAAAACAATC 
GAAAAGAAOA 
ATGCTTCTTC 
ATGGAGCAGG 
TTCAAAAGAT 
TAATACTATC 
ATATCAOCAC 
AGGAOCAGCT 
GCATTAATCA 
TCCXrTGGGCT 
ATTTTGTGAA 
TAATTTTTOC 
CTTTGCATAG 
AAGGGTGGCT 
AATCCACGAT 
GTTGTCATTT 
ATCCATOGOA 
ATATTGGTGA 
CTTCTTTAGA 
ATCTAAAGCA 
GTCTTCTGTT 
AGOCI G GCCr 
AAAAAG6CCA 
GCAAACTGTT 
GTTTQCTGAO 
AGAGCCXATT 
CTTCTTCCSU; 
GCTCAGG6GC 



21 
1 

GTTAGCCATA 
ATATGTTCCX: 
TTATCATGAT 
AGACTCTCAG 
CAGCACAAAO 
TCACTATGG6 
AACCAACCAT 
CAATAGTTCC 
TATGTTAACr 
AAATCAOAAA 
TTTATATAAC 
CTTTAQCC03 
GATATGGAAG 
CAATAATA6C 
TCAATTTACA 
CCAGGTAAAC 
TAGCACRTTG 
ATGGATTCCT 
ACTTCTTCTA 
TATTGTTTAC 
TTCTATTCAA 
ACTTGAGAAT 
TCTATGGTTA 
TAATCACACT 
TCTTGTGAAA 
ATTACAAAAC 
AGACTGGACT 
CCACATTAAC 
CATAGT CTQT 
TACATTCTTT 
AAGGGATGGT 
TATCATGAAT 
GGCCATCXKTP 
GTTCGAGGAA 
ACCCCTTCTC 
CTTOTCCACT 



31 

i 

ATATCCTGTQ 
AAOCCCCC3V0 
TAAGGAGCAT 
AATAATGTCA 
ACATCACTCA 
AAAATCATGT 
TCCTGGCCCA 
TACCCCCCTC 
GGAGACATTG 
TGGTGGCACA 
ACTGGGATCC 
CCTCTTCCTC 
GCAGCATTCC 
AATA6TAAGC 
GTTTOTGTTT 
AATACCCAAT 
CAAACACATA 
GTTAATCTGT 
ACTCAOTTTA 
TTGOTCACAC 
ACA6CTCAGT 
AAAATTAACA 
GGGGAACAAG 
CATATTTGTG 
QCOCATTTGC 
AAAATTCTTG 
GAATTCCAGC 
ATCTTATATA 
AAAATCGGAT 
CACTTAATAC 
GACCAACTCA 
ACAGAATQTG 
CCCTGGCCCC 
TGCAGTCTTG 
ACIATCTCIT 
AOAGGCAAGO 



41 
I 

CAQTATGTTT 
CAGTATGACC 
GGGCTCCAGG 
TTAATTATAC 
GCCATAGCTG 
ACTTATTAAG 
ATCGCCrrCA 
CATAOACCCA 
TGGATTGGGG 
AACTTTGCTG 
AATCCCAGTC 
AGTGGCATTA 
CATTTATGAA 
AACACAGTCT 
TTAATCCTTA 
TGACCTGTAA 
ATATCTCTAC 
CTGA6CCATQ 
CTCATTGTGT 
TAATAATTTC 
ATGTGGAGAA 
CTGAGTTACA 
TACAAAGGTT 
TAACCAACTT 
AGGGAGCTTT 
ATTTAAATAA 
AAGGCCTG6A 
TAGTTCTTG6 
GGACTGCCAA 
ATAAACAAGA 
GCATTCCACT 
GGCAAACTGG 
GGCTCCTTGA 
CAAGCCTACr 
TTGGCTAATA 
TGTCCCCTGA 



51 
I 

TTCCTGTGCA 
CATACTTTGG 
ACCCXTTAACT 
GQCTCCATT6 
TCTTACAGTT 
TCTTGGTTAT 
TTGTGCTGAC 
GTGTCTTGGC 
ACCTAAAGGC 
GCATTGGTGG 
GGCCGCCCAG 
TCTAGG6AGG 
TG6CAACATC 
TAATGTTAGA 
TGTGTTTTTG 
ATCTTGCCAG 
TTTQATGATT 
GGCTGCCACA 
C0GTA6AGGC 
TGTTGTGATG 
CTGGACACGC 
AACTGAA6TG 
GCAATT6CAG 
AOAATATAAC 
CACATCCGAC 
ACAAATTCXA 
GAGC6TCAAC 
AATAATGTTO 
TCGGAGAATG 
AGGGGGAAAT 
GGAGGCTACA 
CTTCTGTGCC 
GGTTATCTAC 
CTG6ACa3AG 
AATATGGAGG 
CCCTTCTTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 



Seq ID NO: 216 Protein eequence 
Protein Accession #s NP_115566.1 



11 



21 31 41 51 

MLTGDIVDWG ixGOLDGKEB NQKSWHKLCW HWWQAFNASS LYNTGIQSQS WW^WJ^AG 
PSPPLPQWff LQRKOPIQKM IWKAAFPFMN GNIWVAIILS NNSN3KQHSL NVTPVKNITT 
VPLAAKKDQL QVMMTQLTCK SCQLYHCINH STLQTHNIST LMILGCIPGL 
SSISJsSw J^SvK SlLTOFTHCV BRGLGMIIPA IVYI.VTLIIS WMSSVAIflS 
SIQTAQyVEtl WTRTVNQGHL LEMKIHTM TEVAVL 

Seq ID NO I 217 UNA sequence^ 

nucleic Acid Accession «s PGHIBSH predicted 
Coding sequences 1..1566 



60 
120 
180 
240 



75 



80 



X 

1 

ATGGT6AACC 
CAGAACCTGT 
TCCCCCAGCA 
GGAGAGTGGG 
AATOTCATTA 
TGGCTCAGCC 
ATTATGTACT 
CAGTCCAGTC 
CCCACTCTGT 
GACACTGTGG 
TG6CACAAAC 
AGAATCCAAT 
CTTCCTCAGT 
GCACTCCCAT 
AAGCAAC ACA 
GTTTTTAATC 



11 
I 

OCAAATCCAC 
GGGTT6AAGA 
GTATGGCCTA 
CTCCAGGACC 
ATTATACCAC 
ATAGCTGTCr 
TATTAGGTCr 
ACCCTAATTQ 
GGACCCAGTG 
ATTGG6AACC 
TTCACTGGCA 
CCCAGTCTGC 
TGCATTATCT 
TTATOAATGG 
GTCTTAATOT 
CTTATGCCTT 



21 
I 

TTCCXCCCTC 
GCAAATTCAA 
TACTTTGGA6 
CCTAACTOOC 
TCCACTGGAA 
TGCAATTCAA 
TGGTTCTATT 
TGCTGATTAT 
TCTTGATCCA 
TAAAGGTCAA 
TTGGOGGCAA 
TGCTCRGATT 
GGGGAGGAAA 
C3^CATCTGG 
TGCATITGTA 
TTTGGCAQCr 



31 
I 

rrCAGGTTAT 
TGCAAAAACA 
CTCACTCCTC 
OGTGACATAG 
GGACTCCCTT 
GCTCAAACAT 
AAIGTAACTG 
ACA6AAXG6A 
CTGGCTAOTA 
TTAGATGGAA 
GCTTTTAATG 
GCTTCGCATG 
GGACCAATTC 
ATTGGAACAC 
AAGAATATCA 
AAGAAGAAOC 



41 

I 

GTTTTTTGCT 
TArrGGGCAT 
CTGAGATTTA 
AAAAGTTAiSA 
TGTTTATCAC 
GGTTGAGTCA 
GIGIGCTAAC 
TTOCATTCAA 
AACAATATAT 
AAGGTGAAAG 
CTTCTTCTTT 
GAOCAGGCTT 
AAGAAACTAX 
TGTCIAATAA 
GCACICAOTT 
AGCTTCAGGT 



51 

I 

CCTGAGGAGT 
ATGTTCCCAA 
TCAOGATCAG 
CTCTCAGAAC 
CACAAAGA06 
CTATGGAAAA 
CAATCATTCC 
TAGTTCCTAC 
GTCAACTQAA 
TCAGAAATCA 
ATACAACAGC 
TAGCCCACCT 
AtOGAAGQCA 
TAGCAATAGT 
TACAGTTTGT 
G6AGAACTG0 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



1037 
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PCTAJS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 
60 
65 
70 
75 
80 



AOVOOCACAO 
GAAGTG6CAA 
TTGCAGCAGC 
TATAACCAAA 
TCCAAGATCA 
ACTCMGAAT 
CTCAACOCTT 
ATQTTGTTTT 
AGAATQAGAO 
GGATATGCAO 
ATATGA 



CT6ACCAAGC 
TGTTGAAATC 
AATTGCGTCA 
GTGAGTATCC 
OCTTTGATAT 
TTCA6CCTTC 
G6ACCTATCT 
GTCTCTGTCT 
CCTCCCAOCC 
G6AGCCAAAG 



QAOOCTACTT 
CATG G TT C T Q 
TCATTTTAAT 
GTGGGAOCTT 
TGOTGAATTA 
TTTAOAAGAC 
AAOGCACCAC 
TOGGTTTATA 
CAOCCTTACA 
GCCTGTGGGA 



CAGAATAAAA 
T6GTTAGGA0 
CAGATTCATA 
GTGAAAQCCC 
CAAAAGAAAA 
TGGAGCGAAT 
ATTAAGATCT 
arCTGTAAAA 
TTCTTTCAAT 
C6TGACCAAC 



TTAACACTGA 
AACAG6TACA 
TTTGOGTAAC 
ATTTGCAAGO 
TTATTGATTT 
TGCAGQAAGO 
TATATGTACT 
TGGGATOGAC 
TAATACATAA 
TCAQCATTCT 



GTTACAAACT 
AAGCTTGCAO 
TAACTCAQAA 
AGCTTTCACA 
AAATAGGCAA 
CCIGQAGAGC 
TCTTGGAATA 
CACCAATTGG 
ACAGAAAGGG 
GCTGGAGGCT 



1020 
1080 

X140 
1200 
1260 
1320 
1380 
1440 
ISOO 
1560 



Seq ID HOi 218 Protein aequenee 
Protein Accession #t F6ENBSH predicted 



1 
I 

MVNPKSTSSL 
GEWAPGPLTP 
IMYLU3LGSX 
DTVDWEPKGQ 
LPQLHYL6RK 
VPNPYAFLAA 
LQQQIiRHHFN 
TQEFQPSLQ} 
RHRASQPSIiT 



11 

I 

FRLCPLLLRS 
RDZEKU3SQN 
NVTGVLTNHS 



GPIQETIHKA 
KKNQLQVENW 
HIHICVTNSE 
WTEFQEGLES 
FFQliIHKQKO 



21 

I 

QNLWVEBQIQ 
NVINYTTPLB 
QSSHPHCADY 
HHKLHHHHRQ 
ALPFMNCaiXH 
TRTADQARLL 
YNQSBYPWDL 
LKFHTYIiRHH 
GYAGSQRPVO 



31 
1 

CKKILOICSQ 
GliPItFITTKT 
TEHIPFNSSY 
AFKASSLYNS 
IGTLSMNSNS 
OKXIKTELOT 
VKAHLQGAFT 
INXLYVVU3I 
BDQLSIUiBA 



41 

I 

SPSSHAYTLB 
SLSHSCLAIQ 
PTLWTQCLDP 
RIQSQSAAQI 
KQKSLNVAFV 
EVAMLK8MVL 
SNITFDIGEL 
MLFCLCLRFI 
I 



51 

i 

LTPFEIYHDQ 
AQTHLSHYGK 
LASKQYMSTE 
AHHOAOFSFP 
KHITTQFTVC 
WLGBQVQ8LQ 
QMKIZDLNRQ 
VCKIGWTTNW 



60 
120 
180 
240 
300 
360 
420 
480 



6eq ID MOi 219 DNA sequence 

Nucleic Acid Accession #: F6ENESH predicted 

Coding sequence: 1..900 



ATGCCX3CCGC 
CCGCX3GCG6C 
0CGGT6GGCA 
CGGCCCACTG 
GGCTGOGGOG 
GQACCGOQOG 
CTTCCTAACT 
CCG6TGGGCA 
CTTTQCTACC 
TTTCAAAACA 
GTGCTGCTGG 
GACCAGGGGG 
ATCOOAGCCT 
TTTQACTOGa 
GCCAAAGGTG 



11 

I 

GGGAGCTGAG 
GTAGCGCGCC 
AGAQCAOCCT 
CGCTGQACAC 
6GGCTGTGCA 
GAGQAGACTO 
CAGGCTCTCC 
TTGAGCTCTG 
CGGATACCQA 
TCACAOAGAA 
TGGGCACCCA 
GCCGGGAGGG 
OCTGCTACCT 
CTATTCTCAG 
TGCGCACCCT 




GGACACAGOO 
TOTCTTCCXO 
ATGGCTGCCC 
GGCCGACCTG 
CCCCGTGCCC 
TGAGTGCTCA 
TGCCATTGAG 
CTCCGOCTGC 



31 

I 

CCGCCCC06C 
GQCATGAA6T 
TACACCTGCA 
AGGTAOGTTC 
OGQOCGGGCG 
CGAGGTGGCXS 
CCTGCAGTGC 
GGACAQGAQG 
GOQTQCTTCA 
GA6ATC0GCA 
AGGGAC6ATG 
CAACCCCAGO 
GCX!TT62kOGC 
CACAAAGCCC 
OGCTGGAAGA 



41 

I 

TCOGQGCCCC 
G0Q7GCTGGT 
ATGGGTACOC 
AATGQCOOBT 
TCTOQGOQGO 
CTGGT60GQC 
AAGTCCTGGT 
ATTTTGACOG 
GCGTGGTGCA 
CGCACAACCC 
TCAACGTACT 
CTCAOGGTCT 
AGAAGAACTT 
G6CTGGAGAA 
AQTTCTTCXO 




0GC9S0GCTAC 
GOGGCGGGGT 
AG6GCGCAGA 
CCAGGACGCT 
GGATGGAGCT 
ACTTCSGTTCC 
QGCCA6CTCC 
CCAGGOGCCT 
AATTCAGCTO 
GGCOGAGAAO 
6AAGQAAGTA 
GAAACTOAAT 
CTTOQTTTGA 



ATGCC3GCX3GC 
006GGG0G6C 
GCXSGTQGGCA 
CXjGCCCACTG 
attgagctct 
CGGGATACCX3 
ATCACAQAOA 
OTGGGCACCC 
GGCCGGGAGG 
TQCTGCTACC 
GCTATTCTCA 
GTGGGCACOC 



11 
I 

GGGAGCTGAG 
GTAGCGCGCC 
AGAGCAGCCT 
OGCTGGACAC 
GGGACACA6C 
ATGTCTTCCr 
AATGGCTGCC 
AGGCOGACCT 
GOCCCGTGCC 
TTGAOTGCTC 
GTGCCATTGA 
TCTCCCQCTO 



21 

1 

C6AGGCCGAG 
CCCAGAGCTG 
CATCGTCAGC 



GGGACAGGAG 
GGCGTGCTTC 
CGAGATCOGC 
GAGGGA06AT 
CCAACCCCAG 
AGCCTTGAOQ 
GCACAAAGCC 
C06CTGGAAG 



31 
I 

CCGCCCCOGC 
GGCATCAAGT 
TACACCTGCA 
CAAGTCCTGG 
GATTTTGAOC 
AGCGTGGTGC 
ACGCACAACC 
6TCAA0GTAC 
6CTCA0GGTC 
CAGAAOAACT 
GGGCTGGAGA 
AAOTTCTTCT 



41 

I 

TC06GGGOCC 
GOGTOCTGOT 
ATGGGTACCC 
TGGATGGAGC 
GACTTGGTTC 
AGCCCAOCTC 
OCCAGGCGCC 
TAATTCAGCT 
TGGCCQAGAA 
TGAAGQAAOT 
AGAAACIGAA 
OCTTCOTTTO 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



Seq ID NO: 220 Protein sequence 
Protein Accession fts FGENB8K predicted 

1 11 21 31 41 51 

i I I I 1 1 

MPFRELSEAB PPPLRAPTPP PRRR8APPEL GXRCVLVGDG AVGKSSLIVS YTCaiGyPARY 
RPTALDTPSG TYVQSPVRPR GOQQAVHRGA GAGV5AGGRR GPR GQDWS RP RGGAGAAQDA 
LPNSGSPRPA PAVQVLVDGA PVRIELWDTA GQEDFDBZiRS LCYPDTDVPL ACPSWQP8S 
FQNXTEKHLP BIRTHNPQAP VLLVGTQAOL RDDVNVLXQL DQGGRBQFVP OP QAQGLAB K 
IRACCYLECS ALTQKNUCEV FDSAILSAIB HKARIiBKXW AROVRTLSRC RWKKPFCFV 

Seq ID NO: 221 IXfA sequence 

Nucleic Acid Accession ft: XM_063B32.2 

Coding sequence: 1..711 



Seq ID MOs 222 Protein sequence 
Protein Accession «t XP_063832.1 



11 
I 



21 
I 



31 
I 



51 



60 
120 
180 
240 



51 
I 

QACCCCTGCC 
GGGCGACGGC 
GGOGCGCTAC 
TC0GGTG06C 
CCTTTGCTAC 
CTTTCAAAAC 



GGAOCAGGQG 
GATCCGAGCC 
ATTTGACrCO 
TGGCAAAOQT 
A 



60 
120 
160 
240 
300 
360 
420 
480 
540 
600 
660 



1038 



wo 03/042661 



PCTAIS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



MPPRBLSEAE PPPLRAPTPP PRRRSAPPEL GIKCVLVGDG AVGKSSLIVS YTCNQYPARY 60 

RPTALDTFSV QVLVDGAPVR lELWDTAGQE DFDRLRSLCY PDTDVPLACF SWQPSSFQN 120 

ITEKHLPEIR THMPQAPVIi V6TQADLIU)D VNVLIQLDQ6 GREGPVPQPQ AQGIAEKIRA 180 
CCYLECSALT QKNLKEVFDS AILSAIEHKA RLBKKUWRS VRTLSRC3JMK KPPCFV 

Seq ID NO: 223 DMA sequence 
Nucleic Acid Accession #: Eos sequence 
Ooding sequence: 1..1161 

1 11 21 31 41 51 

I i 1 1 1 i 

ATGAATCGGC ACCATCTGCA 6GATCACTTT CTGGAAATAG ACAAfiAAGAA CT6CTGTGTG 
TTCCQAGATO ACTTCATTQC CAAlQOTGTTG COGCCQGTGT TGGGGCTGGA GTTTATCTTT 
GGOCrrCItSG GCAATGGCCT TGCCCTGTGG ATTTTCTOrr TCCACCTCAA GTCCTGGAAA 
TCCAGCCGGA TTTTCCTGTT CAAOCTGGCA GTAGCTGACT TTCTACTGAT CATCTGCCTG 
CCGTTCGTGA TGGACTACTA TOTQCGGCGT TCAGACTGOA AGTTTGGGGA CATCCCTTGC 
CGGCTGGTGC TCTTCATGTT TGCCATGAAC OGCXaGGGCA GCATCATCTT CCTCACGGTG 
GTGQCQOTAO ACftOOTATTT OOGGGTGGTC CATCOCCAOC AOGCCCTGAA CAAGATCTCC 
AATTGGACAG CAGCCATCAT CTCTCQCCrr CXGTGGQGCA TCRCTGTTGG CCTAACAGTC 
CACCTCCTGA AGAAGAAGTT GCTGATCCAG AATGGCCCTO CAAATGTGTG CATCAQCTTC 
AGCATCTGCC ATACCTTCCG GTGGCAOGAA GCTATGTTCC TCCTGGAGTT CCTCCTGCCC 
CTGGGCATCA TCCTGTTCTG CTCAGCCAGA ATTATCTGGA GCCTGCGGCA GAGACA AATG 
GACOGGCATG CCAAGATCAA 6RGA0CCATC AOCTTCATCA TGQTOGTGGC CATCGTCTTT 
GTCATCTGCT TCCTTCCCAG OtflWi m T G 0G6ATC0GCA TCTTCrGGCT CCTGCACACT 
TCGOGGACGC AGAATTGTGA AGTGTACCGC TOGGTGGACC TGGCGTTCTT TATCACTCTC 
AGCTTCACCT ACATGAACAG CATGCTGGAC CCCGTGGTGT ACTACTTCTC CAGCCCATCC 
TTTCCCAACT TCTTCTCCAC TTTGATCAAC CGCTGCCTCC AGAGGAAGAT GACAGGTGAG 
OCaCATAATA AOOGCAGCAC GAGGGTCGAG CTCACAG6G0 ACCCCAACAA AACCAGAGGC 
QCTCCaGAGO CQTTAATGGC CAACTCOGQT GAOCCATGGA GCCCCTCTTA TCTGGGCCCA 
ACCTCAAATA ACCATTCCAA GAAOGGACAT TOTCACCAAQ AACCAQCATC TCTGGAGAAA 
CAGTTGGGAT GTTGCATOSA 6 

Seq ZD NOt 224 Protein sequence 
Protein Accession #s Eos sequence 

1 11 21 31 41 51 

MHRHHLQDHF LBIDKKMCCV LdDPIAKVL PPVLGIfiPIP GLI/SNGLALW IFCFHLKSWK 60 

SSRIPLFNLA VADFLLIICL PFVMDYYVSR SDWKF6DIPC RLVLFMFAMN RQGSIIFLTV 120 

VAVDRYFRW HPHHALNKIS NWTAAIISCL LMGITVGLTV HLLKKKLLIQ NGPANVCISF 180 

SICHTPRWHE AMFLLEFLLP LGIILFCSAR IIKSLRQRQM DRHAKIKRAI TPIMWAIVF 240 

VICFLPSVW RIRIFWLLHT SGTQNCEVYR SVDLAFPITL STOMNSMU) PWYYPSSPS 300 

PPNPPSTLIK RCLQRKWIOE PDNNRSTSVB LTCTPNKTRG APEAI1«ANSG BPWSPSYWP 360 
TSNNHSKKSH CEQEPASIiEK QLGCCIB 

Seq ID NO I 22S DNA sequence 

Nucleic Acid Accession #: Eos sequence 

Coding sequence: X..1092 

1 11 21 31 41 51 

I I i I 1 I 

ATGAATGQGC ACCATCTGCA GGATCACTTT CTGGAAATAG ACAAGAA6AA CTGC TGTGTG 60 

TTCG6AGAT6 ACITCATTGT GAAGGTGTTG 0OGOC6GTGT TGGGGCTGGA GTTTATCTTC 120 

GGGCTTCTGG GCAATOGCCT TGCOCTSIGG ATTTTCTGTT TCCACCTCAA GTCCTGGAAA ISO 

TCCAGCCGGA rm - CCTGTT CAACCTOQCA GTGGCTGACT TTCTACTGAT CATCTGCCTG 240 

CCCTTCCTGA TGGACAACTA TGTGAGGCGT TGGGACTGGA AGTTTGGGGA CATCCCTTGC 300 

OGGCTGATGC TCTTCATGTT GGCTAT6AAC CGCCAGGGCA GCATCATCTT CCTCA0G6T6 360 

QTCGCGGTAG ACAGGTATTT CCGQSTGGTC CATCCCCACC ACGCCCTGAA CAAGATCTCC 420 

AATCG6ACAO CAGCCATCAT CTCTTGOCTT CTGTGGGGCA TCACTATTGG CCTGACAGTC 480 

CACCTCCTGA AGAA6AAGAT GCOGATCCAG AATGGCGGTG CAAATTTGTG CAGCAGCTTC 540 

AGCATCTGCC ATACCTTCCA GTGGCAOGAA GCCATGTTCC TCCTGGAGTT CTTOCTGCCC 600 

CTGGGCATCA TCCTGTTCTG CTCAGCCAGA ATTATCTGGA GCCTGCGGCA GAGACA AATG 660 

GACCGGCATO CCAAGATCAA GAGAGCCATC ACCTTCATCA TGGTGGTGGC CATCGTCTTT 720 

GTCATCXtSCT TCCTTCCCAG CGTGGTTGTG OGGATCCGCA TCTTCTGGCT CCTGCACACT 780 

TCGGGCACGC AGAATTGTGA AGTGTACCGC TOGGTGGACC TGGCGTTCTT TATCACTCTC 840 

AGCTTCACCT ACATGAACAG CATGCTGGAC CCCGTGGTGT ACTACTTCTC CAGCCCATCC 900 

TTTCCCAACT TCTTCTCCAC TTTGATCAAC CGCTGCCTCC AGAGGAAGAT GACAOGTOAO 960 

CCAGATAATA ACCGCAGCAC GAGGGTCGAG CTCACAGGGG ACCCCAACAA AACCAGAGGC 1020 

GCTCCAGAGG CGTTAATGGC CAACTCCGGT GAGCCATGGA GCCCCTCTTA TCTGGGCCCA 1080 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



Seq ID NO: 226 Protein sequence 
Protein Accession #: Eos sequence 

1 11 21 31 41 51 

I i i I 1 I 

MNRHHLQDHF LBIDKKNCCV PRDDFTVKVL PPVLGLEPIF GLUaVSLAIifl IFCFHLKSHK 60 
SSRIFLENIA VADFLLIICL PPLMDNYVRR WDWKPGDIPC RUOiFMLAMH RQGSIIFLTV 120 
VAVDRYFRW HPHHALNKIS NRTAAIISCL LWGITIGIiTV HLLKKKKPIQ NGGANLCSSP 180 
SICHTFQWHE AMFLLEFPLP LGIILFCSAR IIWSIAQRQM DRHAKIKRAI TPIMWAIVF 240 
VICFLPSVW RIRIFWLLHT SGTQNCEVYR SVDLAFFITL SFTYMMSMLD PWYYFSSPS 300 
PPNFFSTLIN RCLQRKMTGE PDNNRSTSVB LTGDFKKTR6 APBAUOM86 BPIISPSYIX» 360 
TSP 



1039 



wo 03/042661 PCT/US02/36810 



Seq ZD KOs 227 md sequence 
Hucleic Acid Accession St NM_006018 
coding sequence I 61.. 1224 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



1 
I 

OGCCACTTTQ 
ATGAATOGGC 
TTCCBAGATO 
GG6CTTCTGG 
TCCAG00Q6A 
OOGTTGGTGA 
CGGCTGQTGC 
GTGGGQGTAQ 
AATTGGACAO 
CAOCTOCTGA 
AGCATCTGCC 
CTGGOCATCA 
GACOSGCATG 
6TCATCTGCT 
TCCSGGCAG6C 
AGCTTCACCT 
TTTCCCAACT 
CCAGATAATA 
GCTCCAGAG6 
ACCTCAAATA 
GAOTTOGGCT 
CAGATTCAGA 
GTGTGACCAC 
TTCATCTCTQ 
AGTTGGAGCC 
GGGGGGGGCT 
QAGAOCTQAO 
AOCCAGTAGQ 
TGGACTCAGO 
AG6GGATTA0 
TTGCTQCTTT 
GGTT6AGCAG 
ATTAAAAGGO 
CTTGQCTTOT 
CAAAAAAAAA 



11 
I 

CT6GAGCATT 
ACCATCTGCA 
ACTTCATTGC 
6CAATGGGCT 

rmtxrivrr 

TGGACTACTA 
TCTTCATGTT 
ACAGGTATTT 
CAGCCATCAT 
AGAAGAAGTT 
ATACCTT0C3Q 
TCCTGTTCTG 
CXaAGATCAA 
TCCTTCCCAG 
AOAATTQTGA 
ACAT6AACAG 
TCTTCrCCAC 
ACCGCAGCAC 
CGTTAATGGC 
ACCATTCCAA 
GTTGCATCOA 
GAATCTGATT 
AGGAATCCTG 
ACGCTOQCAG 
AGAGATCTAC 
CAGCTCCTCG 
ATTGGAGGGA 
TCACCTGGCT 
GAAGAGACTC 
CCCCAGAAGG 
CAACCAGC6A 
TTAAAACGGC 
AAACGTGCCT 
GTTTCT6TAC 
A 



CTCTTGCCTT 
GCTGATOCftG 
GTG6CA0QAA 
CTCAGCCAGA 
GAGAGCCATC 
GGTGGTTGTG 
AOTOTACCQC 
CATGCTGGAC 
TTTGATCAAC 
GAGOGTOGAG 
CaUlCTCOGGT 
GAAGGGACAT 
GTAATGTCAC 
TAGGGAAACT 
GAGGAACAGA 
GACTGAAGAT 
TTGTGACTTG 
GGTGATATCT 
ATTGTOTTGC 
TCCGTGGACX: 
ACATGCTTTG 
GACTGAGCTA 
CTAATQCAAT 
TTCAGGATAG 
CT6CCCCACG 
TTACCAAAAA 



31 
I 

GGOQCTCCAT 
CTGGAAATAO 
CCGCOGGTGT 
ATTTTCTGTT 
OTAGCrGACT 
TCAGACTGGA 
CX;CCAGGGCA 
CATCCCCACC 
CTGTGGGGCA 
AA1GQCCCIG 
GCTATGTTCC 
ATTATCTGGA 
ACCTTCATCA 
OGGATCOGCA 
TOGGTQGAOC 
CC06TGGTGT 
GGCTGCCTCC 

ctcacagggg 
gagccatgga 
tgtcacx:aag 

TGGACTG6GC 
GTG6CAGATG 
GAGTAAAGCT 
GGQCAAATTG 
TTGGCCTTCT 
AGOCTGCTTG 
TCCTGGAGQA 
AATTCATCTT 
6TTAGTATCT 
AACAGTGTTA 
CxaVTTCCTCT 
AAAOCTGTTT 
GGTAGAGGGG 
TCTACCACTT 



41 
I 

OGGACTCACT 
ACAAGAAGAA 
TGGGGCTGGA 
TCCACCTCAA 
TTCTACTGAT 
ACTTTGGGGA 
GCATC3VTCTT 
AOGCCCTGAA 
TGACTGTTGG 
GAAATGTQTG 
TCCTGGAGTT 
GCCTGOGGCA 
TGGTG6TGGC 
TCTTCTGGCT 
T UOUtfritTr 
ACTACTTCTC 
AGAGQAAGAT 
ACCCCAACAA 
60CCCTCTTA 
AACX aOCglTC 
CTAAGGTTTC 
AGTGGGAGAC 
TCTAGGCATC 
TAGGCOTTTC 
TCCCACATCT 
TGAGCTCTAG 
AGCCCAGGCA 
TCAGACAAOC 
GT G TTTCOGG 
TTATG6GAAA 
CTTGTTTATA 
CCCACCTGTT 
GTGCAOGTTC 
CAATAAATTT 



51 
I 

AGCCGCACTC 
CTGCTGT6T6 
GTTTATCTTT 
QTCCTGGAAA 
CATCTCCCTQ 
CATCCCTTGC 
CCTCACGGTG 
CAAOATCTCC 
CCTAACAGTC 
CATCAGCTTC 
CCTCCTOCCC 
GAGACAAATG 
CATCGTCTTT 
CCTQCACACT 
TATCACTCTC 

cagcccatgc 
gacaggtgao 
aacx:agaggc 

TCTGG6CCCA 
TCTGGA6AAA 
CTGGAACTTC 
TGGTTGCAAG 
TGAAACTTGC 
TGCTGAGCAO 
GCCTCAOACT 
CAGGGATAA6 
TCATTAAACA 
TTTAGAOAAA 
TGGGT6TAAT 
GGAAATGGCA 
GTAATCTAAO 
TOOTTTTACC 
CTCCTGQTTC 
TGATAGGAGA 



Seq ID NOt 328 Protein sequence 
Protein Accession #: KP 006009.1 



1 11 
I I 

MNBBHIQDHF XiBIDKKNCCV 
SSRIFI.FNIA VAOFLLIICL 
VAVDRYFRW HPHHALNKIS 
SICHTFRWUE AMPLLCFLLP 
VICPLPSVW RIRIPWLLHT 
PPNFFSTLIN RCLQRKMIGB 



21 
I 

FRDDFIAKVXi 
PFVMDYYVRR 
NWTAAII8CL 
l«QIIIiFCSAR 
SGTQNCEVYR 
PDNNRST8VB 
QLGOCZE 



31 
I 

FFVLGLBFIF 
SDWNPGDIPC 
lATQITVGIfTV 
IIWSLRQRQM 
8VDLAFFITI. 
LTGDPNKTRG 



41 
I 

QLLGNGIiALW 
RLVLFHFAMN 
HLLKKKLZilQ 
DRHAKIKRAI 
SFTYMNSMLD 
APEAIMAM8G 



Seq ID NO: 229 DNA eecfuence 

Nucleic Acid Accession #t NM_01439a.l 

coding sequence i 64.. 13 14 



1 
I 

GOCAOOQATT 
ACCATQCCCC 
CA0QAT8QCA 
ACTGCAGCAG 
CCTCAOCAAA 
ACAGTAAAAA 
ATTAGCtAGA 
GTTACTQAAO 
CCACCAGCrC 
ACTCAACCCA 
ACAACGGGTC 
AATAOCAGCC 
CCATOOrrCAG 
GCAGAGATGG 
TACTTCAACA 
AACCTTCTGT 
TCATATTATA 
CAAGGAATCA 
GTGAQTGAAC 
CTTCAAGCCT 
TACACAATT6 
GQTQTCTATA 
C0QQGG6GQA 




AAATCG6CCT 
AT6AAAATAA 



21 

I 

C06GACTT0G 
C6CGGCGGCC 
AOCAAAAOCA 
GGACATAAAA 
AAGATTCATG 
TACCCCAGCA 
AACCCAGGCC 
0CCTA6CTTA 
AACCAOTTCA 
CACCCTTCCA 
TCAACGCACC 
ACCTGCCIOC 
AATTTATCAG 
QATTGTTCAA 
06CAACGCAA 
OQGGGGATTT 
GOGAOCCTAT 
GGT6ATGTTC 
GTTGTCAGCC 
AGATGACCAC 
GATTaGGGGC 
AAG01GTCAA 
TGGAATTTAO 



31 

I 

CCGCAOGCTG 
GCGCTCTTCG 
TTTCCAGAAA 
AAACCTGTCC 
GATGGTCATA 
ACTACAAAAA 
ACACCCAACA 
6G0CCTTATT 
TCAACCGTCA 
GCAACTTTAT 
CATGOOCCAG 
ACSGTTCCTO 
GTTCTAAACQ 
GACAAGGAGT 
GCCTCTGGGA 
GTGAATCTCA 
TTOAOCXSTCT 
CAQACAGCAG 
CACCTGCAGG 
TTTGGAAATG 
ATC6TGGTTG 
TCATCTGGAT 
AGAACTCTTT 



41 

I 

CAGAACCTCG 
06TCCCTGGC 
CCAGAGATTA 
A6CAACCAGC 
TCAOCTTTCA 
ACACTGCAAC 
ACTCACACAC 
CACTQOCACC 
GCCACACAAC 
CX3ATAGCACT 
GAACAACGGC 
GQCCCACCCT 
GAAGCAOACT 
OGQTTTTTTC 
ACTGTGGCAC 
CATTTACCAA 
CAOATOCAOA 
TOGGOCATTC 
T6AAAACAAC 
TGGATGAGTG 
GTCTCTGCCT 
AOCAGAGAAT 
CATCCCTTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 



51 
I 

IPCPHLKSWK 
RQ6SIIFLTV 
NGPANVCISF 
TFIMWAIVP 
PWYYFSSPS 
EPIf8PSyU3P 



60 
120 
180 
240 
300 
360 



51 
I 

CCCAGGGCCC 
CGTAATTTTO 
TTCTCAACCr 
TAAGCAAGCA 
AACAGCOGCC 
CACCAGCCCA 
AGCTCCTCCA 
CACCATCACC 
TGGGAACACC 
GCACAAAAGC 
AGCTGCCCAC 
TGCACCTCAG 
CTGTATAAAA 
ACCTGGQAGA 
COGAAAATCC 
GGATGAAGAA 
GACAOTTTAC 
CTTCAAGTGC 
CGATGTCCAA 
CTOGTCTGAC 
TATGOOTATG 
CTAATTGTTG 
AGGATGOATO 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



1040 



wo 03/042661 



PCTAJS02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TTGGGAAATT 
AATGAA6TGA 
GTTTATTTTA 
GCCACTCAAA 
A GCCTTCRAA 
ATTTTATTTT 
GCTTTTACTA 
ACTCCTTTTC 
CAGGCT6GA6 
TGATTCTTCCT 
GCTAATTTTT 
CTCTTGACCT 
AGCCATTGCG 
OTTGTCTAAG 
CTTGATGACT 
CTAAACAATA 
TAGGCTAAGC 
ACTGAGACTT 
GAGCTT6AAT 
GCTACAAOAA 
TCACCTTACA 
AGCTTTGCAO 
TGAGGGGCTT 
GTAAAGAT6A 
ACTTCGCTAA 
TTCTGCACTT 
GAATTTTATT 
AGAAAAGTCC 
CCATGTTGAC 
TA8TCTTAAT 



CCCTCAGAGT 
GTCATGT6TG 
TGAAAGATAT 
GTCAACATTT 
TTATAAACCA 
ACCCTTGATC 
TCTGTGTTTT 
CACTTTAAAT 
TACAGTGGCA 
GCTTCAGCTT 
GTATTTTTAT 
CAGGTGATCC 
CCCGGCCTTA 
TGTTTTTATG 
CCTGCTCCAG 
AGCAA6A6AC 
ACTTTATCTA 
AAGG6AACT6 
TCAT6TTGGT 
CAATGACACC 
GGGAAATGGG 
ATAACAAAAT 
TGTAAAACAT 
AGGCATCAAA 
CCAACTGTTC 
CATATCCATA 
TCTGCTGTTT 
ACATAACCCT 
TTTCCTCATG 
AAAACATTGA 



GTGGGTCCTT 
ATTTAAGTTC 
AGTGAGCTGT 
GAGATATGTT 
AGGGTCAATT 
TTAACAAAGC 
ATGGTTTCAT 
TTGTTTTTGT 
C6ATCTCQGC 
CCCGAGTAGC 
TATAGACXWG 
ACCC ACCTCA 
AATGTTTTTT 
TAAAACXAAC 
AATTGCTA6A 
AATAATAATG 
TATCTCATTT 
AATCACTTAA 
CTGACATCAA 
ACACTCTGCC 
TTTATCCAGG 
AGCCTATCCT 
TAGTCAOTTO 
TAAACTCAAA 
TTTCTTGAGT 
TTTCCTATTG 
TTTTTGCXGC 
AGAATTCTTA 
TGTTTCCTTA 
ATTGTAGTAA 



CAAACAATGT 
AGGCAGCACft 
TTATTTTCTA 
GAATTAACAT 
GTAACTAATA 
CTTTQCTTTG 
GTAACATACA 
TTTTTGAGAC 
TTATGGCAAC 
TGGGATTACA 
TTTCACCATG 
GCCTOCCAAA 
TTAATGATCA 
AAAAAGAACA 
CTAAGAATTA 
GCCCTTAATT 
CATTCTCACA 
ATGTCACCT6 
GGTCTTTGGT 
TGAAGGCTCA 
ATCATGAGAC 
TAATAAATCC 
CTCATTTTTA 
GTATTTTTAA 
GTATAGCCXX: 
TTCACTTTAT 
TAAAQAAAGG 
GTCAAGGAAT 
TGACTCAGTA 
AGGTTTTTOC 



AAACCACCAT 
TCAATTTCTA 
GTTTCCTTTA 
AATATATOTA 
CTACTGTGTG 
TTATCAAATG 
TATTCCTGGT 
GGA6TTTCAC 
CTCOGCCTCC 
GGCACACACT 
TTGGCCAGAC 
GTGCTGGGAT 
AAAAGAACAA 
AATCAGCTTA 
GGTGGCTACA 
ATTAACAAAG 
ACTTATAAGT 
GCTAACTGAT 
CTTCTCCCTA 
CACCTCATAC 
ATTAGGGTAG 
TCCACTCTCr 
TGGGATTGCr 
ATTTTTTTGA 
ATCTTQTGGT 
TCraTAGAQC 
AACTAAGTCA 
AATTCAAGTC 
AOTTGGCAA6 
AATAAAAACT 



CTTCTATTCA 
AATACTTTTT 
GAATATTTTA 
AAGTAOAATA 
TGCATTGAAG 
GACTTTCAGT 
GTAGCACTTA 
TCTTGTCACC 
CG06TTCAA6 
ACCAC6CCTG 
TGGTCTTGAA 
TACAGGCATG 
CATATCTCAG 
TATTTTTTAT 
GATGGTAGAA 
TGCCAGAGTC 
GTUVTGAGTAA 
GGCAOft GCCA 
CAOCAAGITA 
CAGCATACGC 
ATGAAAGGAG 
GGAAGGAGAC 
TAGCTGGGCI 
TAATAGAGAA 
AACTTGCTGC 
AGCCTGCCAA 
GGATGTTAAC 
AGCCIAOAGA 
GTCCTGACTT 
TACTTTGG 



1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 



Seq ID NO I 230 Protein sequence 
Protein Aecession « i NP_0S5213 . 1 



1 
I 

MPRQLSAAAA 
KQTLAARFMD 
TEVTVGPSLA 
T6QKPDQPTH 
ETOIQLIVQD 
YYZSEVGAYL 



11 
I 

LFASIiAVILH 
GHITFQTAAT 
PYSLPPTITP 
APGTTAAAHN 
KESVFSPRRY 
TVSDPETVYQ 



21 31 41 51 

I 1 I 1 

DQSQMRAKAP PBTRDYSQPT AAATVQDIKK PVQQPAKQAP 

VKIPTTTPAT TKSTATTSPI TYTLVTTQAT PNHSHTAPPV 

PAHTAGTSSS TVSHXTGSTT QPSNQTTLPA TLSIALHKST 

TTRTAAPAST VPGPTIAPQP SSVKTGIYQV LNGSRLCIKA 

FNIDPNATQA SGNCGTRKSM LLLNFQGGFV NLTFTKDEES 

GIKHAWMFQ TAVGHSFKCV SEQSWLSAH LQVKTTDVQL 

TIVLPVIGAI W0LCLM5MG VYKIRIiRCQS SGYQRI 



60 
120 

180 
240 
300 
360 



Seq ID NO: 231 DNA sequence 

Nucleic Acid Accession #: NMJD05409.3 

Coding sequences 94.. 378 



1 11 21 31 « 51 

TTCCTTTCAT GTTCAGCATT TCTACTCXnTT CCRAGAAGAG CAGCAAAGCT GAAGTAGCAG 
CAACAGCACC AGCAGCAACA GOUVAAAACA AACATGftGTG TGA AGGGCA T GGCTATAGCC 
TTGGCTGTGA TATTGTGTGC TACaGTTGTT CRAOGCTTCC CXaTOTTCAA AAGftOGRCGC 
TGTCTTTQCA TAGGCCCTGO GGTAAAAGCA GTGAAAGTGG CAGATATTGA GAAA6CCTCC 
ATAATGTAOC CAAGTAACAA CT6TQACAAA ATAGAAGT6A TTATTACCCT 6AAAGAAAAT 
AAAGGACAAC 6ATGCCTAAA TCCCAAATCG AAQCAAGCAA GGCTTATAAT CAAAAAAGTT 
GAAAGAAAGA ATTTTTAAAA ATATCAAAAC ATATGAAOTC CTOOAAAAGG GCATCXGAAA 
AACCTAGAAC AAGTTTAACT GTGACTACTO AAATGfcChAG AATTCTACftG TAG6AAACTG 
AGACrrrrCT ATGGTTTTGT GACTTTCAAC TmGTACftG TTATQTGAAG GATOAAAGOT 
GGGTGAAAGG ACCAAAAACA GAAATACAGT CTTCCTGAAT GAATGACAAT C^GAATTCCA 
CT6CCCAAAO QAGTCCRGCA ATTAAATGGA TTTCTAG6AA AAGGTACCTT AAGAAAGGCT 
GGTTACCATC GGAGTTTACA AAGTGCTTTC AOSTTCTTAC TTGTTOTATT ATACAT TCAT 
GCATTTCTAG GCTAGAGAAC CTTCrAOATT TOATGCTTAC AACTATTCTG TTGTSACTAT 
GAGAACATTT CTGTCTCTAG AAGTTATCTG TCTGTATT6A TCTTTATGCT ATATTACTAT 
CTGTCGTTAC AGTG6AGACA TTGACATTAT TACTGGAGTC AAGCCCTTAT AAGTCAAAAG 
CATCTATGTC TCGTAAAGCA TTCCTCAAAC ATTTTTTCAT GCAAATACAC ACTTCTTTCC 
CCAAATATCA TGTAQCACAT CAATATGTAG GGAAACATTC TTATGCATCA TTTGGTTTGT 
TTTATAACCA ATTCRTTAAA TGTAATTCAT AAAATGTACT ATGAAAAAAA TTATAOQCTA 
TGGGATACTG GCaAC3W3TGC ACATATTTCA TAACCAAATP AGCA0CACCX3 OTCTTAATTT 
GATGTTTTTC AACTTTTATT CATTQAGATG TTTTQAAOCA ATTAGGATAT GTGTGTTTAC 
TCTACTTTTT GTTTTGATCX: QTTTGTATAA ATGATAGCAA TATCTTGGAC ACATTTGRAA 
TACAAAATGT TTTTGrCTAC CAAAGAAAAA TGTTGAAAAA TAAGCaUWlTG TATACCTAGC 
AATCACTTTT ACTTTTTOfrA ATTCTGTCTC TXAGAAAAAT ACATA ATCT A ATCAATTTCT 
TTGTTCATGC CTATATACTG TAAAATTTAG GTATA CTCAA 6ACTAGTTTA AAGAATCAAA 
GTCATTTTTT TCTCTAATAA ACTACCACAA CCTTTCTTTT TTAAAAAAAA AAA 

Seq ID NOt 232 Protein sequence 
Protein Accession 9> NP_005400.l 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1060 
1140 
1200 
1260 
1320 
1380 
1440 



51 



1 11 21 31 41 

I i i I 1 I 

MSVKGMAIAL AVILCATWQ 6FPMFKHGRC LCIGPGVKAV KVADIEKASI MYPSNNCDKI 
5VIITLKENR GQRCLNPKSK QARLIZKKVE BKNF 



1041 



wo 03/042661 



PCT/US02/36810 



8eq ID MOi 233 DNA cequence 

Nucleic Acid Accession «: NM_000577.1 

Coding sequences 41.. 520 ~ 

Si 11 21 31 41 SI 

1 I 1 I 1 I 

G6CA0GAGGQ GAAGACCTOC T6TGCTATCA GGCCCTCCCC ATGGCTTTAG AGAGGATCTG 60 

COGAOCXrrCT GOGAGAAAAT CCAQCAAGAT GCAAGCCTTC AQAATCTOGG ATGTTAACCA 120 

GAAGACCTTC TATCTGAGGA ACAACCAACT AGTTGCCGGA TACTTGCAAG GACCAAATGT 180 

10 CAATTTAGAA GAAAAGATAG ATQTGGTACC CATTGAGCCT CATGCTCTQT TCTTGQGAAT 240 

CCaiTGGAGGG AA6ATGTG0C TO T C CTGroi CAAGTCT SG T OATGAGAOCA GACTCCAOCT 300 

GGAGGOUSTT AACATCACTO ACCTQAOOQA GAACAOAAAG CA6GACAAGC 6CTT0GGCTT 360 

CATCX3GCTCA GACAGTGGCC CCACCACCAO TTTTGAOTCT GCOCSCCTGOC CaSGTTGGTT 420 

CCrCTGCACA GOOATGQAAG CTQACCAGGC CXTTCAGCXTTC ACCAATATGC CTOAOCSAAQG 480 

15 0C3TCATGGTC ACCAAATTCT ACTTOCAGQA GQAOQAOTAG TACTGOCCAQ GCCTQGCTOT 540 

TGCC3^TTCrr GCATGGCAAG GACTGCavaOG ACIGOCAGTC CCOCTGOOOC AGGGCTCCGO 600 

GCTATGGGGG CACTGAGGAC CAGGCATTQA G06GTOGACC GTCAGAAOGC GTCACAACAA 660 

CCTGOTCACA GC5ACTCTGCC TCCTCTTCAA CTGAOCAGCC TCCATGCTGC CTCCAOAATO 720 

GTCTTTCTAA TGTGTGAATC AGAOCACAGC AGOCOCTGCA CAAAGCCCTT CCATGTOGCC 780 

20 TCTGCATTCA GQATCAAACC CCQACCACCT GCCCAAGCTO CTCTCCTCTT GCCACTGCCT 840 

CTTCCTCCCT CATTCCACCT TCCCATGCCC TGOATCCATC AGGCCftCTTG ATGAGOOCCA 900 

ACCAAGTGGC TCCCACACCC TGTTTTACAA AAAAGAAAA6 ACCAGTCCAT GAGGGAGGTT 960 

TTTAAGGGTT TGTGGAAAAT GAAAATTAGG ATTTCATGAT TTTTTTTTTT CAGTCCCOQT 1020 

GAAGGAQAGC CCTTCATTTG GAGATTATGT TCTTTCGGGG AGAGGCTGAG GACTTAAAAT 1080 

25 ATTCCTGCAT TTGTGAAATO ATGGTGAAAO TAAOTGGTAO CTTTTCCCTT CTTTTTCTTC 1140 

TTTTTTTGTQ ATGTCCCAAC TTGTAAAAAT TAAAAGTTAT GGTACTATGT TAGCCGCATA 1200 

ATTTTTTTTT TCCTTTTAAA ACACTTCCAT AATCTGGACT CCTCTGTCCA GGCACTGCTQ 1260 

CCCAGCCTCC AAGCItXATC TCCACTCCAO ATTTTTTACA GCTGCCTGCA GTACTTTACC 1320 

TCCTATCAGA AGTTTCTCAG CTOXAAGGC TCTGAGCAAA TGTGGCTCCT GGGGGTTCTT 1380 

30 TCTTCCTCTG CTGAAGGAAT AAATTGCTCC TTGACATTGT A6AGCTTCTG GCACTTGGAO 1440 

ACTT0TAT6A AAGATGGCTG TGCCTCTGCC TGTCTCCCCC ACCAGGCIOQ GAGCTCTGGA 1500 

GAGCA6GAAA CATGACTOGT ATATGTCTCa GGTCCCTGCA GGGCCAAGCA GCTAOCCTOO 1560 

CTCITGGCAG GTACTCA6CG AATGAAT6CT GTATAT6TTG G6TGCAAAGT TCCX^'ACTTC 1620 

CTGTGACTTC AGCTCTGTTT TACAATAAAA TCTTGRAAAT GCCTAAAAAA AAAAAAAAAA 1680 

35 AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAA 



Seq ID NO: 234 Protein sequence 
Protein Accession «i NP_000560.1 

40 1 11 21 31 41 51 

I I I I I I 

MALETZCRPS GRK33¥MQkP RIHDVNQKTF YLRNNQLVAG YLQGFNVMLE EKIDWPIEP 60 
RALFI^IHGO KMCLSCVKSG DETRLQIiBAV NITDLSENRK QDKRFAFZR8 DSGPTT8FB8 120 
AACP6HFLCT AMBADQFVSL TNMPDEGVMV TKPYFQEDE 



45 



Seq ID NO: 235 DNA sequence 

Nucleic Acid Accession #: NM_001840.1 

Coding sequence I 149.. 1567 



50 1 11 21 31 41 51 

I I t I 1 i 

GGGGACTACG GAGAGCTCTG CAGQaAOCOQ A6GCCCCCGC CCGGGCCAAG GGAGCTTCTQ 60 

TCCGOAGGAC CAGGOGATGC GAAGGGATT8 CC O OCTGTGG GTCACmCT CAGTCATTTT 120 

GAGCTCAGCC TAATCAAA6A CIGAOGTTAT GAA6T06ATC CTAGATGGCC TTGCAGATAC IBO 

55 CACCTTCOQC ACCATCACCA CTGACCTCCT GTACOTGGGC TCAAATQACA TTC AQTA OQA 240 

AGACATCAAA GGTGACATGG CATCCAAATT AGGGTACTTC CCACAGAAAT TCCCTTTAAC 300 

TTCCTTTAGG GGAAGTCCCT TCCAAGAGAA GATYUVCTGCG G6AGACAACC CCCAGCTA6T 360 

OCCAOCAGAC CAOOTGAACA TTACAOAAXT TTACAACAAa TCTCTCTCGT CCTTCAAGGA 420 

GAATQAGGAG AACATCCAOT GTGGGGAOAA CTTCATOGAC ATAGAGTOTT TGATGQTCCT 400 

60 GAACCCCAGC CAGCAGCTGG CCATTGCAGT CCTGTCCCTC ACGCTGGQCA CCTTCACGGT 540 

CCTGGAGAAC CTCCTGGTGC TGTGOGTCAT CCTCCACTCC CGCAGCCTCC GCTGCAGGCC 600 

TTCCTACCAC TTCATOGQCA OCCTGGCGGT GGCAGACCTC CTGGGGAGTG TCATTTTTGT 660 

CTACAGCTTC ATTCACtTCC A06TGTTCCA OCGCAAAGAT AGCC6CAAGG TCTTTCTGTT 720 

CAAACXGGGT GGG6TCAGGG CCTGCTTCAC TGCCTC08TG GGCAGOCTGT TCCTCACAGC 780 

65 CATOQACAOG TACATATCCA TTCACAGOCC CCTGGCCTAT AAQAGGATTG TCACCAGGCC 840 

CAAGGCOGTG GTGGOGTTTT GCCTGATGTO GACCATAGCC ATTGTGATOG C06T0CTGCC 900 

TCT0CT6GGC TGGAACTGGG AGAAACTGOV ATCTGTTTGC TCAGACATTT TCCCACACAT 960 

TOATGAAAGC TACCTGATGT TCrOQATCQQ GOTCACCAOC OTACTSCTTC TOTTCATOQT 1020 

QT A TGC G TAC AT8TATATTC TCT06AAGGC TCAC3U3CCAC GCCGTCCGCA TQATTCAGCO 1080 

70 TGOCACCCAG AAGAGCATCA TCATCCACAC GTCTGAGGAT GGGAAGGTAC AGGTGAOCOG 1140 

GCCAGACCAA GCCCGCATGG ACATTAGGTT AGCCAAQACC CTGGTCCTGA TCCTGGTGGT 1200 

OTTGATCATC TGCTGGGGCC CTCTGCTTGC AATCATGGTG TATGATOTCT TTGGGAAGAT 1260 

QAACAAGCTC ATTAAGAOGG TGTTTGCATT CTGCA6TAT6 CTCIGCCIGC TGAACTCCAC 1320 

CGTGAACCCC ATCATCTATG CTCTGAGOAQ TAAGGACCT6 OGACAOOCTT TCOGGAGCAT 1380 

75 QTTTCCCTCT TGTGAAGGCA CTOOGCAGCC TCTGGATAAC AGCATQGOGO ACTX3GGACTG 1440 

CCTGCACAAA CAOGCAAACA ATGCAGCCAO TGTTCACAGG GCOGCAGAAA GCIGCATCAA 1500 

GAGCACGGTC AAGATTGCCA AGGTAACCAT GTCTGTGTCC ACAGACAGGT CTGC06AGGC 1560 

TCTGTGAGCC TGATGCCTCC CTGOCAOCAC AGGAAAAGAA riVrmTlT TAAGCTCAAA 1620 

ATCTAOAAOA GTCTATTGTC TCCTTOGTTA TA TOYm A ACTTTACCAT GCTCAATGAA 1680 

80 AAGGTGATTO CCACATGTCA CTTATTTGCT TAOTTTCCGT TTGGGCTAAT CTTCOGGGOT 1740 
TGGTAGOAAA CCTTT 



Seq ID NOt 236 Protein sequence 
Protein Accession 9t NP_001831.1 

1042 



wo 03/042661 



PCTAJS02/36810 



1 11 21 31 41 51 

1 I t I 1 i 

MKSILDGLAD TTPRTITTDL LYVGSMDIQY EDIKGDMASK LGYPPQKFPL TSFRGSPFQE 60 

5 KWTAGDNPQIi VPADQVNITE PYNKSLSSFK ENEEMIQCGE NFMDIECFMV LNPSQQIAIA 120 

VLSLTLGTFT VLENIiVLCV ILHSRSLRCR PSYHPIGSLA VADLLGSVIP VYSPIDFHVF 180 

HRKDSRNVPL FKLGGVTASP TASVGSLFLT AIDRYISIHR PIAYKRIVTR PKAWAFCLM 240 

WTIAIVIAVL PLLGWNCEKL QSVC8DIPPH IDBTYLMFWI GVTSVLLLFI VYAYMYILWK 300 

AHSHAVRMIQ RQTQKSIIIH TSEDGKVQVT RPDQASMDIR lAKTLVLILV VLII CWGPL L 360 

10 AIMVYDVFGK MMKLIKTVPA FCSMLCLUIS TVNPIIYALR SKDLgAFRS MPPSCEGTAQ 420 
PLDNSMGDSD CLHKHAMMAA SVHRAABSCZ KSTVKIAKVT HSVSTDTSAB AL 

Seq ID NO: 237 DNA sequence 
Hucloic Acid Accession »: NM_016083.2 
IS Cddlng sequence: 64.. 1462 

1 11 21 31 41 SI 

GATTGCrCCX: TOIGGGTCAC TTTCT C AgTC ATTTTGAGCT CAGCCTAATC AAAOACTGAG 60 
20 GTTATQAAGT COATCCTAGA TGGCCTTGCA GATACCACCT TCCGCACCAT CACCACTGAC 120 
CrcCTGTACXS TGGGCTCAAA TGACATTCAG TACGAAGACA TCAAAGGTGA CATGOCATCC 180 
AAATTAGGGT ACTTCCCACA GAAATTCCCT TTAACTTCCT TTAGQGGAAG TCCCXTCCAA 240 
GAGAAGATGA CTGCGGQAQA CAACCCCC3«3 CTAGTCCCAG CAGACCAGGT GAACATTACA 300 
GAATTTTACA ACAAGTCTCT CTGC3T0CTTC AAOQAGAATG AGGAGAACAT CCAGTGTGGG 360 
25 GAGAACTTCA TGGACATAGA GTGTTTCATQ GTCCTGAACC CCA6CCAGCA GCTGGCCATT 420 
GCAGTCCTGT CCCTCACGCT GGGCACCTTC ACGGTCCTGG AGAACCTCCT GQTOCTGTGC 480 
GTCATCCTCC ACTCCOGCAG CCTCC6CTGC AGGCCTTCCT ACCACTTCAT CGGCAQCCTG 540 
60GGTG6CAG AOCTCCTGGG GRGTQTCATT TTTGTCTACA GCTTCATTGA CTTCCACGTQ 600 
TTCCACGGCA AAGATAGCCG CAAOSTGTTT CTGTTCAAAC TGGGTGGGGT CACGGCCTCC 660 
30 CTCACTGCCT CCGTGGQCAG CCTQTTCCTC ACAGCCATCG ACAGGTACGT ATCCATTCAC 720 
AGGCCCCTGG CCTATAAGAG QATTCrrcACC AGGCXTCAAGG CX3GTGGTGGC GTTTTGCXrra 780 
ATGTGGACCA TAGCCATTGC GATCGC06TG CTGCCTCTCC TGGGCTGGAA CTGCXSAGAAA 840 
CTGCAATCTG TTTGCTCAGA CATTTTCCCA CACATTGATG AAACCTACCT GATGTTCTGG 900 
ATOOGGGTCA CCAOOGTACT GCTTCTGTTC ATCGTGTATG CQTACATGTA TATTCTCTGG 960 
35 AAGGCTC3VCA GCCACGCCGT COGCATGATT CAGCGTGGCA CCCAGAAGAG CATCATCATC 1020 
CACACGTCTG AGGATGGGAA GGTACAGGTG ACCCGGCCAG ACCAAGCCC3G CATGGACA TT 1080 
AGGTTAGCCA AGACCCTGGT CCTGATCCTO GTGGTGTTGA TCATCTGCTG GGGCCCTTTG 1140 
CTTGCAATCA TGGTQTATGA TGTCTTTOGG AAGATGAACA AGCTCATTAA QAOGGTGTTT 1200 
GCATTCTGCA QTATGCTCTG CCIGCTGAAC TCCACCGTGA ACCCCATCAT CTATGCTCTG 1260 
40 AGGAGTAAGG ACCTGCGACA OGCTTTCCGG AGCATGTTTC CCTCTT6TGA AGGCACTGOG 1320 
CAGCCTCTGG ATAACAGCAT GGGGGACTCG GACTGCCTOC ACAAACA08C AAACAAIGCA 1380 
GCCAGTGTTC ACAGGGCCGC AGAAAGCTGC ATCAAGAGCA OGGTCAAGAT TCCCAAGGTA 1440 
ACCATGTCTO TGXCCACAGA GAOGTCIGCC 6AGGCTCTGT GAGCCTGATG CCTCCCTGGC ISOO 
AGCACAGGAA AAGAATTTTT TTTTTTAAGC TCAAAATCTA GAAGAGTCTA TTGTCTCCTT 1560 
45 GGTTATATTT TTTTAACTTT ACCATGCTCA ATGAAAAfiGT GATTOTCACC ATQ ATCA CTT 1620 
ATCAGTTTGC TAATGTTTCC ATAGTTTAGG TACTCAAACT CC3VTTCTCCA OGGGTTTACA 1680 
GTGAAGAAAG CCTGTTCTTT AAGXGACIGA ACGATCCTTC AAAGTCTCAA TGAAATAGGA 1740 
GQGAAACCTT TCGCXACACA ATTOGAAGTC TAAGAACCCA TGGAAAAATG CCATCRAATG 1800 
AATAATGCCr TTGTAACCAC AACTTTCACT ATAATGTGAA ATGTAACTGT CCGTAQTATC 1860 
50 AGAGATOTCC ATTTTTACAA GTTATAGTAC TA6AGATATT TTGT AAAAT G TATTATGTCC 1920 
TGTGAGATGT GTATCAGTGT TTATGTGCTA TTAATATTTG TTTAOTTCAO CAAAA CICAA 1980 
AGGTAGACTT TTAtGAGAAC AATGGACfiAQ CAGTGGATAC QTGTCAATGT OTGCACTTTT 2040 
TTTCTATATT ATTGCCCATQ ATATAACTTT AGAAATAAAC CTTAATATTT CTTCAAATAT 2100 
CTCTATTTAA TTTTGACaCT GAAATAACCG TAAAGGTTTA TTTTTCrGTT ACCTCAACAA 2160 
55 QAAGAATTTG AAGACTTCAA AATATTGAGC AGAATTCATT CATACTTAAA AATTTATTAG 2220 
OCCTGCATTT TCATAGGAAG ACACATTATC TTCTGGACTA TAGCTGTTCr AAT GGATTAT 2280 
AATCAGAATG GAAGA6AGAA AGGATATTGA CTTTTTTTGA GOGACATCTC TGACTTTCTT 2340 
TASICTTTAG CTATTACTGQ ATCTCTTAAG ACaCCATGTG TTAATCTTAA TGT ATATO GT 2400 
TATCACTGTG CAGTTGCTGT TTACTTGAAT AOTATTGTGT TCCTAT ATTC CAGQTTTAAG 2460 
60 TAGATTTCAT GCCTOGQTGG CCAAACAACA GTCiTCATTT TTTTTAATTG AAAAGAj^^ 2520 
GTGTCTCGAT CAGTAAAATT ATACTGTGTQ TGAOTOTQAA TAT AAATG TQ TGTATOIGTQ 2580 
TTTCTGTCCG TAACTGTTAC AGTAATGTCA TAAAGTGAGA AAACTGTGAC CAAGTATAAA 2640 
CTTTTACCAC TTGCTGCACT CTTGCACATG GATTCAGTTT CTAAAATTGA GTTCTTCCTG 2700 
TAATCTTGTT -GATAAAAATA CTGACTCCAA CCATTCAAAA ATTTCACCCC ATCCCTCCTT 2760 
65 AAGAGATTGG ATCAAGTATT ACTAAATTGA CCTTTAGGTA TTACACAAGA CCAGTGCTTA 2820 
GCAAAAAATA ATQACAGGCA TCCAAGGAAG GGATOTATTT GfTAGTGTTAT TGCCAGGAAA 2880 
GGAGAGTACT TTGGTTTCTQ AQCACCGAAT ATTGAGCAAT ATGTCAGTCA CTAAAAGGAA 2940 
GACAGTTCTA CAGAAAAACA AATGGTAACA TTTTTCAATA GCGTGTGTAG ATAGTATGCA 3000 
^ CTATATACAT CAC6TTAAAG TAGGACTATC ACACCCAGCC CATGTG GCTA AAAAAGCTGA 3060 
70 ATCAGACAGT GQATQAGACA CACAACGGO^ GTGAAGAACC GATACACTTG GCATTGAOGT 3120 
CTAGCTATGC TQTATCTCTG CTTTGCCCAC ATGCOCTTGG TCACAGCTGA GCAOCX3U3CT 3180 
CTGTCTTCGT AGGTTTGGGC TAAGGAACAA ATCTCTCCTT TGCTOGTGGT TAGCAAGATA 3240 
CACTCAAGCA TCAAGATAAA CACaGCTGCT TTCTTCTTAC ACCCOGGTCT CATGCTCCTT 3300 
AATGGGGCCA TGGGTGCTTG TTGGQCCTTT TTCCAGTAAG 6AATGATATT GCTGAAGAAT 3360 
75 CTACTTAACC CTGACAAATT TTAATTATAA TCTCTTCrTA TACAGATAAA ACATGACTCC 3420 
TACAAGGCCC CAAGGTTTAC ATAGTCTGAA GTGAAGTACA GAGC TQGCAT CTATCTQOTQ 3480 
ATTTCTAGCT CTOGAGATAC CCAAGCAGCC TGATGGGGCA GTTCX3CCTTC TTAOGGTTCA 3540 
CGCTCTAAG6 CAQGATGTGG CTTATGAGAT ACTTTGCATT GrCTGTCTOC ACACCTTGAA 3600 
TCTGCCTGCT GGCTCCCTTA CTTTACCTCT CTGTCATGTG CAGATGAAGQ CTCAGGGTQC 3660 
80 TAGAGQATTA GTAAGATCTC TTTCTAAAGA CAG6AGAGAT TATTTACAAG AAGAACTCAC 3720 
CAGGGTTTAG TTTGCATTTA AGAATTGCCA OTCTTTTOTC CTGCM CftTC TTOAACATTA 3780 
ATCCACATGT TTCAGAGCTC AGCAGGCAGT AOCAATGCTC TTTTMAGC TAT GAAGAGC 3840 
TAGAGAAATT CTTGTIATGG TAGAAAAATT TCAOQGrTCR TTTTTGAAAC TGGATTTGTQ 3900 
OOIKIQCAGT GTAGATTTTA TAOTGTGTTG TGCTTTCAAG ATCTAAATCA TATATAATAA 3960 

1043 



wo 03/042661 



PCTAJS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



ATTAAGGGAC 
TCTGTQAAAT 
AGATTCACTT 
AATQAATATA 
TAGATCCATT 
GTATCTTACT 
ATGTTCAGAA 
AATCAGTCCT 
TTATTTTCTA 
CCTACACTTG 
AAATGCCAAS 
ATGAC3AATTA 
CATTTCATGT 
TAACTGTATA 
ATTAATTGTC 
AAAAACATTC 
ATGTTTGAGC 
OGTGGGATCT 
AGTTGCCAAG 
AGGGGGAAAC 
GAATATTOTA 
TTGGTTAGTA 
AGCTTCAGTC 
TTAAGOCCAC 
ACATCTCATC 
ATQAAGAACA 



AATGGGGCTG 
ATCATCAOGT 
TGACACTTTT 
CTCATTAGAA 
AATTTAAATQ 
TTCCTCTGAO 
AGGGCCAAAT 
AGAATGTTTC 
TGAAATATAT 
AGATQATTTC 
GACCTTTT6C 
GGCXXrrOGAT 
OCATAAAAGA 
TTTGTATGAT 
TTGCACTGGC 
TATCTACTGA 
AGTGGCCTAC 
TAAAA6CTAT 
AAA6GAAACC 
ATGACTCTTT 
TTGTTAGATG 
ATCTGTATAA 
ATTAAATTAC 
AOTATATTTT 
ATGTCTATTO 



ACAGCACTAA 
ATGTTATACA 
CATATCATTT 
TTACCATTTO 
ATTTAAATTT 
GATGAT CTAC 
TCGCAACCTG 
ATTTGCACAA 
GTGAAAOGAT 
CAAGCCTCTC 
TGCCTAAATC 
GAGTAGGGCT 
GACCACCCAT 
ATTTTAAAAT 
CTTCTQATQA 
TTTGGQCTGA 
AAATCAGTAA 
CTTCATGTAA 
TTTTCTTGTA 
ATTGTCTGTA 
TTTOTTQAGC 
TACTTTGTAT 
TATA6CAAA0 
ATTTCAATGT 
TCCAAASTTA 



ACTTOGTGCT 
AGCTTCATTT 
CTTAACOCAA 
TTAATATCAC 
AAGTAAGTTT 
TTGOCCIGAC 
CTCATTTTTT 
OTAGGGCTGC 
ATGAATCTGA 
TGGCACTTTG 
CACTCTGCAQ 
ATAGTTACTG 
ATCATGCa^CA 
CTCXTAAATG 
AATOTTAACA 
AT6TAT6TAA 

TTTTasGGra 

ATTGACTGTA 
TCTGGATTCA 
AATCTAACAT 
TGGTAAOVTC 
ACAAQTACTG 
TAGTACTTCT 
AATTAAACTO 
CCTGGAATCA 



TATTGATATT 
AAAAAOGTTT 
GTGACGAAAA 
TCATTAATTA 
TATAAG6TCT 
CAT6CATTTT 
TTTTTATCAG 
CTCCAA6AG6 
GA6ATGCTGT 
AGTTAAGTCT 
GAAATAGGOC 
TCCTOTTOAT 
CAATTAGATT 
CTGGGCAATG 
ATGCCTATTG 
ATAGGTTTCT 
GQAGAGTTTC 
CTAGGCCTAC 
AATTTATTTC 
TATTACTTTT 
GTTQCAACCA 
OTAAGATTGT 
TCTGTAATAT 
TTAACTTATT 
AATAAAAATT 



CTAAGAAATA 
AAAACTAGTT 
CATTGTCCCC 
AOXCATAAT 
GACATCAGAG 
ACCATCMCAC 
AGTCATGAT6 
AACCTCTGAT 
AGACATCTQT 
ATCTGGTATT 
CAACCAOCAG 
TAATTTCTGC 
TCTCACACTC 
GCTATTAACA 
TAATATAGAA 
AAAAAGTCAG 
TTTACATTGC 
TGGGGATCAG 
CAATGTTTCA 
CCTCTTAGAA 
CTGCAATATC 
TATTAAATGT 
TTACAATGTA 
CAAAGAGAAA 
CTA6ATTA0C 



4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4S60 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
S040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 



Seq ID NOt 238 Protein eequence 
Protein Accession «t HP 057167.1 



1 

I 

HKSILDGLAD 
RMTAGDNPQL 
VLSLTUiTFT 
KRKDSHNVFL. 
WTZAIAIAVL 
AHSKAVRKIQ 
AZMVYDVPOK 
PU3NSMGDSD 



11 

I 

TTFRTITTDL 
VPADQVNITE 
VLENLLVIiCV 
FKLGGVTASL 
PLLGWNCEKL 
RGTQK8ZZZH 
MNKLZRTVPA 
CLHKHANNAA 



21 
I 

LYVGSNOIQY 
FYNKSLSSFK 
ILHSRSLRCR 
TASVGSLFLT 
QSVCSDIFPH 
TSEDGKVQVT 
PCSMZiCIiUIS 
8VHRAAB8CZ 



31 

I 

GDIKGDMASK 
ENEENIQC6E 
PSYHFIGSLA 
AIDRYVSIHR 
IDETYLMFWI 
RVDQARHDZR 
TVHPIZYALR 
KSTVKZAKVT 



41 

I 

LGYFPQKFPL 
NPMDIBCFMV 
VADLLGSVIF 
PLAYKRIVTR 
GVTSVLLLFI 
LAKTLVLXLV 
SKDLRHAFRS 
MSVSTDTSAE 



51 
I 

TSFRGSPFQE 
mPSQQLAIA 
'VYSPIDFHVF 
PKAWAFCliM 
VYAYbfYZLWK 
VLIICWGPIiL 
MFPSCEGTAQ 
All 



60 
120 
ISO 
240 
300 
360 
420 



Seq ZD NOi 239 DtlA sequence 

Nucleic Acid Accession ft: HM_03316l.l 

Coding sequence: 17.. 12 52 



1 
I 

ATGAAGTOGA 
CTGTAOGTGQ 
CCAGTGTGGG 
GCT6GCCATT 
GGTGCTGTGC 
GGGCAGCCTO 
CTTCCAOGTG 
CAOQGCCrCC 
ATCCATTCAC 
GTTTTGCCTG 
CTGGQA6AAA 
GATQTTGTGO 
TATTCTCTGG 
CATCATCATC 
CATGGACATT 
GGGCCXITCTG 
6ACGGTGTTT 
CTATGCTCTG 
AGGCACTGCX; 
AAACAAT6CA 
TGOCAAGGTA 



11 

I 

TCXrTAGATGG 
GCTCAAATGA 
GAGAACTTCA 
GCAGTCCTGT 
GTCATCCTCC 
GOGGTGGCAS 
TTCCACOGCA 
TTCACTGCCT 
AGGCCCCTGG 
ATGTGGACCA 
CT6CAATCIG 
ATOGGGOTCA 
AAGGCTCACA 
CACA06TCTG 
A6GTTAGGCA 
CTTGGAATCA 
GCATTCTGCA 
AGQAGTAAGO 
CAGCCTCTGO 
GCCAGTGTTC 
ACGATGTCrO 



21 

I 

0CTT6CAGAT 
CATTGAGTAC 
TGGACATAGA 
CCCTCACGCr 
ACTCCCX3CAG 
ACCTCCIG G Q 
AAGATAG0C3Q 
COGTGGGCAG 
CCTATAAGAG 
TAGCCATTGT 
TTTQCTCAGA 
CCAOGGTACT 
GCCACS6CCGT 
AGGATGGGAA 
AQACCCTGGT 
tGGTGTATGA 
GTATGCTCTG 
ACCTGCX3ACA 
ATAACAGCAT 
ACAGGGCOGC 
TGTGCACAOfk 



31 
I 

ACCAGCTTCC 
6AA6ACATCA 
GTGTTTCATG 
GGGCACCTTC 
OCTCOQCXGC 
GAOTGTCATT 
CAAGQIGTTT 
CCTGTTCCTC 
GATTGTCAOC 
GAT06CGGTG 
CATTTTOGCA 
GCTTCTGTTC 
COGCATGATT 
GGTACA0GT6 
CCTQATCCIG 
TGTCTTTG6G 
CCTGCIGAAC 
06CTTTC0GG 
GGGGGACTGG 
AGAAAGCTGC 
CAOirCXGGC 



41 

I 

GCACCATGAC 
AAG6AGAAT6 
6TCCTGAACC 
AOGGTCCTOG 
AG6CCTTCCT 
TTTQTCTACA 
CTOTTCAAAC 
ACAGOCATOG 
AGGCGCAAG6 
CTGCCTCTCC 
CACATTGATQ 
ATOGTGXATG 
CAG0GTG6CA 
ACCCX3GCCAG 
GTGGTGTTGA 
AAGATGAACA 
TCCAGOSTGA 
AGCATGTTTC 
GACTGCCTGC 
ATCAAG AO^ 
GAOGCTCIGT 



SI 
I 

CACTGACCTC 
A06AGAACAT 
CCAGCCAGCA 
A6AACCXCCT 
ACCACTTCAT 
GCTTCATT6A 
TOGQTGGGGT 
ACAGGTACAT 
COGTGGTGGC 
TGQGCTGGAA 
AAACCTACCT 
OGTACATGTA 
CCCAGAAGAG 
ACCAAOCCCG 
TCATCTGCTG 
AGCTCATTAA 
ACCCCATCAT 
CCTCTTGTGA 
ACAAACAOGC 
GGGTCAAGAT 
GA 



Seq ZD NO: 240 Protein sequence 
Protein Accession fti IIP_149421.1 



MALQIPPSAP 
L9LTLGTPTV 
RKDSRIZVFXjF 
TIAIVIAVLP 
HSHAVRHZQR 
ZMVYDVPOKM 



11 
I 

SPLTSCTWAQ 
LENLLVIXrVX 
KliGGVTASFT 
LLGNNCEXLQ 
GTQXSIXZHT 
NXCLZKTVFAF 
UnCHANNAAS 



21 

I 

MTFSTKTSRB 
LHSRSLRCRP 
ASVGSLFLTA 
8VCSDZFPHZ 
SEDQKVQVTR 
CSMLCIiXlTST 
VBRAAESCZK 



31 
I 

KEENIQCGEt? 
&YHFIGSLAV 
IDRYI8ZHRP 
DBTYLKFHZG 
PDQARMDZRL 
VNPIZYALRS 
STVKXAKyTH 



41 

I 

FMDIBCFNVL 
ADLLGSVIFV 
LAYKRIVTRP 
VTSVLLLFZV 
ARTLVLILW 
KDLRHAFRSM 
SV3TDT3AEA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 



51 

1 

NPSQQLAXAV 
YSPIDFHVFH 
KAWAFCUfW 
YAYMYZIiHXA 
LZZ CWGPL LA 
FPSCEGTAQP 
L 



60 
120 
180 
240 
300 
360 



Seq ZD NO: 241 DNA sequence 

MUcleic Acid Accession fti NM 003596.1 



1044 



wo 03/042661 



PCT/US02/36810 



Coding sequence: 82.. 11 94 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



1 

I 

GTAOACTGTC 
TAACMVGATA 
CTGGTGATTA 
OGQATAOAGG 
OGCCTGGACC 
ATTGGRGGTG 
GACATTCGCT 
TGGTCA0G6T 
CTGGATTCTG 
CCTTATTTAT 
TTCCXXAATG 
ATTTCTCQAA 
AAGTGGAATC 
TQCATGTT66 
TTAAAGTTCC 
AAAGCTGGGG 
GTCAATGTAG 
ATGGCAGTGA 
AACTACGGAA 
TTOCAACTAC 
CAGGAGCCTC 
AGGATTQGCT 
GCATTT6CCA 
GAGOGATCTG 
AAGGAOGCCA 
TTATGAOGTT 
AGTCTCCTTT 
TGTTTAAGTG 
TTTCTGAGAA 
TTTTTCAAAA 



11 
I 

CATGGCCTGA 
ACCACATCAA 
GTTCTGTGAC 
AACXSTA60CA 
TCAAA6CCAA 
TGCCTCGOAQ 
6TGGAGAGGA 
CAAGTAAAGA 
CCATGCAAGC 
GTAATAAAOA 
CCAAATTTCT 
AAGTTACTAT 
GTGCTATAGA 
TTCACTATGA 
TGCAGATTCC 
GA6T6TCTCT 
GA6CTCTATC 
TTGCTCCTAT 
AACCTGATCC 
CTGACTTTCT 
TTCCATACAT 
GTCCCCTGCC 
GTTTCCTCCC 
CCTCCTGAGC 
GAAGGAACAT 
TGTTTTCAAG 
TGAAATAGGT 
TATTGATGTG 
GTTG60AAAT 
TAAAA6CTTT 



21 

I 

ACATTTTCCX5 
GATGGTTGGA 
TGTGTTTTAC 
GGCAGTCAAA 
CAAAACCTTT 
TGGAACCACA 
AACCAQGGTC 
6AAGATCCX3C 
CTTCTTACTA 
TOCTTTTGCC 
CCTGATGGTC 
AGCTGGATTT 
GACCATGTAT 
ACAACTTGTC 
ATGGAACX3VC 
GTCAAAAGTG 
AAAATGGOTT 
GCTTGCCAAQ 
CAAAATTATT 
TAAAGAAAAA 
6AGGAAAGAT 
AAGCTTGGTG 
ACTGAGAG6A 
AAAOAQCTCT 
GTGTTTCCT6 
GAGAGGGTTT 
TGTCTGTACA 
AATAATATTA 
TACCATTATA 
CAATQTQA 



31 
I 

AAAATCATTT 
AAGCTGAA6C 
CTGGGCCAGC 
TTGGAGAGCA 
6CCTATCACA 
CTCATGAGGG 
ATTCCCCGAA 
CTGGAT6AGG 
GAAATTATCG 
CTGAAATCTT 
OGAGATGGCC 
GATCTQAACA 
AACX3\GTGTA 
TTACATCCTG 
TCAGTATTQC 
GAGAGATCTA 
GGGAAGATAC 
CTTGGATATO 
GAAAACACTC 
CCACAGACTG 
TGCTGCCTTT 
GA60GTCTGC 
TGGAGGTGTC 
TGATCCCGAT 
TTAAAACTCC 
AAAAATGGGA 
TGTTCTAATQ 
AATATCCTAA 
GATTTACAAC 



41 

1 

T6AGCAAAAT 
AGAACTTACT 
ATGCCATGGA 
CAAGGACCAC 
AAGATATGCC 
CCATGCTGGA 
TCCTGGCCCT 
CTGGTGTTAC 
TTAAGCATGG 
TAACTTACCT 
GGGCATCAGT 
GCTATAGGGA 
TGGAGGTTGG 
AACGGTGGAT 
ACXIATQAAGA 
CAGACCAAGT 
C6CCA6ATGT 
AOCCATATGC 
GAAfiGGTCIA 
AGCAAGTGGA 
TCAGCAGAAG 
ACCTTGGCTO 
CGCftCAGCTT 
TTCATGCACA 
TCTTQTTCTC 
TCCTGTAA6C 
TTTTGTA6AA 
TTATTTAATT 
CTAATGACTT 



51 
I 

ATCXGTTTAA 
ATTGGCATGT 
ATGCCATCAC 
TGTGAGAACT 
TTTAATATTT 
CGCACATCCT 
GAAGCAGATO 
TGATGAAGTG 
GGAGCCA6CC 
TTCTAGGTTA 
ACATTCAATG 
CTGTTTGACA 
TTATAAAAAO 
GAGAACACTC 
GATGATTGGG 
AATCAA6CCA 
TTTACAAGAC 
CAACCCACCT 
TAAGGGAGAA 
GTAGCAGAAC 
GGAAATTCCT 
GGCOGGCTGT 
TGGGCCTOGT 
GCCCTGCAGT 
TTTTCTTACA 
AGACTTGGGC 
CAGGTGTGCC 
CATTGTATTG 
TTGTATTTTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 



Seq ID NO: 242 Protein secpjtence 
Protein Accession #: NP_003587.1 



1 
I 

MVGKLKQNLL 
KTFAYHKDMP 
KIRLDBA0VT 
LMVRDGRASV 
QLVLHPERWM 
KWVGKIPPDV 
KEKPQTEQVB 



11 

I 

LACLVISSVT 
LIFIGGVPR8 
DEVLDSAKQA 
HSMISRKVTI 
RTLLKFLQIP 
liQDKAVIAPM 



21 
1 

VPYI.GQHAME 
GTTLMSANU) 
FIiLEIIVKHG 
AGFDLNSYRD 
HNRSVIiHHBB 
lAKLGYDPYA 



31 

1 

CUHRIEERSQ 
AHPDIRCGEE 
EPAPYLCNKD 
CLTKHNRAIE 
HZGKAGGVSL 
MPPMYOKPOP 



41 

1 

PVKLBSTRTT 
TRVIPRILAL 
PFALKSLTYL 
TMXNQC3»4EVG 
SKVERSTDQV 
KIIENTRRVY 



51 
I 

VRTGLDLKAN 



SRLFPNAKFL 
YKKCMLVHYE 
IKPVNVGALS 
KGEFQIiPDFL 



60 
120 
180 
240 
300 
360 



Seq ID NO: 243 DNA aequence 

Nucleic Acid Accession #: NM_001492.3 

Coding sequence* 13 95.. 2513 

1 11 21 31 41 51 

i I 1 I I 1 

ACQCGGGGCQ CGCGGCTCXX3 TCGGCTACGO CGGGOQGGCG CAGGOGAOGG GCAOG60GGG 60 

CGAGOGGGCO GTATGGGGGC GGGGGG6CCC GGGGGQGG6C GQAOQGGGGC CGAGCCCATG 120 

CCGAGCTACX3 CGCAGCTAGT GCAGC60G6C TGGG6CAG06 CGCXGGOGGC G6C6GG6GGC 180 

TGCACGGACT GCGGCTGGGG GCTGGOGOGT CGOGGCCTGG CT6A6CACGC GCACCTGGCG 240 

CCGCCOGAGC TGCTGCTGCT GGCGCTOGGC GOGCTGGGCT GGACX^CGCT GCGCTCCGCG 300 

GCCACTGCGC 6CCTCTTTCG GCCCCTGGCG AA60GGTGCT GCCTCCAGCC CA6AGATGCC 360 

GCCAAGAT6C CGGAGAGGGC TTGGAAOTTT CICTTCTACC TGGGCAGCTG GAGCXACAQT 420 

GCCTACCTOC TQTTTGGCAC GGACTACCCC TTCTTCCATQ ACCCACCATC TGTCTTCTAC 480 

GACTGGACGC CGGGCATGGC AGTGCCACGO GACATTGCAO COGCCTACCT GCTCCAGGGA 540 

AGCTTCTATG GCCACTCCAT CTAOGCTAOG CTATACATGG ACACCTGGOG CAAGGACTOQ 600 

QTGGTCATGC TGCTCCACCA CGTGGTCACT CXCATCCTCA TCGTCTCCTC CTAC GCCTTC 660 

CGGTACCACA ATGTGGGCAT OCTT G T G CTC TTCCTGCA06 ATATCAGTGA OCSTGCAGCTT 720 

GAGTTCACCA ASCTCAACAT TTACTTCAAG TCCOGCGGOG GCTCCTACCA TOGGCTGCAT 780 

OCCTTGGCAG CAGACTTGGG CTGCCTCAGC TTCX3GCTTCA GCTGGTTCT6 GTTCCGCCTC 840 

TACTGGTTCC CGCTCAAQGT OCTGTATGCC ACCAGTCACT GCAGTCTGOG CACGGTGCCT 900 

GACATCCCCT TCTACTrCTT CTTCRATGCG CTCCTGCTGC TQCTCACCCT TATGAACCTC 960 

TACTGGTTCC TGTACATGGT GGGQTTTOCA 6CCAAGQT6T TGACAOGCCA GGTGCAGQAG 1020 

CTGAAGGACC TGCGGGAGTA TGACACAGCC 6AG6C0CAGA GCCTGAAGGC CAGCAAA6CC 1080 

GAGAAGCCAC TGAGGAACGG CCTGGTGAAG GACAAGCGCT TCTQAACCCC TOGGCCCOGC 1140 

CCCCGTGGAC CCGGCCCCAC CCCGAATACC CCGGCCACGC TCCCCGTCCT TGGCC6CCCC 1200 

TCCACCCOCT OCAACTCTGC TCCTCTAGGQ CCGCC3GCCAC CTCCCCTGGG ACCCCGCCCC 1260 

CTCATCCTGC CTCCATTTCC OS6CCA0GCC CCCCAGOACC CCTGCCCCTC CGGGGACACC 1320 

GGCCC06CCC TCAGCOCACT GGTCCOGGGC CGCOGOGGAC CCT60GCACT CTCPGGTCAT 1380 

CGCCTGGGA6 GAAGATGCCA COGCOGCAGC AAGGTCCCTG CGGCCACCAC CTCCTCCTCC 1440 

TCCTGGCCCT GCTGCTGCCC TCGCTGCCCC TGACCCGCGC CCCCGTGCCC CCAGGCCCAG 1500 

COGCCGCCCT GCTOCAGGCT CTAGGACTGC GOGATGAGCC CCAGGGTGCC CCCAGGCTCC 1560 

GGGGG6TTCC OOCGGT CA TQ TGGGQCCTGT TTGGA06C0G GGACCCCCA6 GAGACCAGGT 1620 

CTGGCTGQG8 GCGGAOGTCC CCAGGGGTCA CCCTGCAACC GTGCCACGTG GAG6AGCTGG 1680 

GG6TCGG0GG AAACATCQTG CGCCACATCC GGGAC0GG6O TGG6CCCACC CGGGCCTOGG 1740 

AOCCTGTCTC GGOCQGSGGG CATTGCCCTG AGTGGACAGT G6TCTT0QAC CIGTOSQCXG 1800 

1045 



wo 03/042661 



TSGMCCCX3C TQAGG6CC0Q ASCOGGGOCC QGCraOAGCT CGQTTTC6GS GOSGOQQOGO 1860 

OGOCAiGCCCC GQAOGGOGOC TGG6A0CTGA G00TG60GCA AG0GG6CCAG GaGSGQGGOQ 1930 

CGGilCCCOGO GCCX3GTGCTG CTOOGOCAGT TGGTGCCOGC CCTQGGGCOG QCAQTOOSOO 1980 

OQGAGCTGCT GGGCGCC6CT TGOGCTOGCA ACGCCTCPlTQ GCOQOGCAGC CTOOGCCTGG 2040 

OGCTGGOGCT ACGCXXCCJGG GGCCCTGCGQ CCTGOSOGCXS CCTG6COSRO OCCTC30CTOC 2100 

TGCTGGT6AC CXTTCGACCOG 080CTGTGGC ACCOOCTGGC CaXSGOOOOQ OQ CSAO OOOQ 2160 

AACCCGTGTT GGGCGGCGGC CCaSGGOGOQ CTPOroGOQC GCXSGGOOCTG TAOGTGAGCT 2220 

TCCGCGAGCT GGGCTGGCAC CGCTGGGTCA TO0OQCO6CQ CGGCTTCCTG GCCAACTACT 2280 

QCCAGQQTCA GTGCGCGCTG CCCGTCGCXSC TGTCGGGGTC CGGGGGGCXX3 CC3GGCX5CTCA 2340 

ACCAOGCTGT GCTGCGCGOG CTCATGCACG CX3GC0GCCCC GGGAGCOOCC GACCTGCCCT 2400 

GCT606T0CC 06G6CXKXTG TOGCCCATCT COGTGCTCTT CTTTGACAAC AGCX^ACAAOO 2460 

TGGT6CTG00 GCAOTATGAG GACATGGTGG TGGACX3AGTG CGGCTGOOGC TAAOCCGGGG 2520 
CGGGCAGGGA C6CGGGCCCA ACAATAAATG CCGOQTGGTC T6CTC 

seq ZD NOt 244 Protein eequenee 
Protein Accession ft: NP_001483.2 

I 11 21 31 41 51 

) I I i I I 

MPPPQQGPGG HHLLLLIiALIi LPSLPLTRAP VPPGPAAALL QALGLRDEPQ QAPRLRPVPP 60 
VMHRLFRIUtO PQETRSGSRR T8PGVTLQPC HVEELQVAON ZVRBZPDRGA PTRASEFVSA 120 
AGBCFEWTW FDLSAVEPAB RPSRARLELR FAAAAAAAPE GGWELSVAQA GQGAGADFGP ISO 
VliLRQLVPAL GPPVRAELL6 AAWARNASWP RSLRIALALR PRAPAACARL AEASLLLVTL 240 
DPRLCRPLAR PRRDAEPVLG G6PGGACRAR RLYV&FREVG WHRNVIAPRG FIiANYOQGQC 300 
ALFVALSGS6 GPPALNHAVL RALHHAAAPG AADLPCCVPA RLSPISVLFF DNSDNWLRQ 360 
yBDKWDEOS CR 

Seq ID NO I 245 DNA sequence 

Nucleic Acid Accession #i KM_021267.l 

Coding sequence: 17..1125 

1 11 21 31 41 51 

111)11 

ACGCGGGGOG CG0GGCTC03 TCGGCTACCO OGGGCGGGOG CAGGCGAOOQ GCAOGGOSGQ 60 

CGAGCGG6CG GTATGGCGGC QGCXSGGGCCC GOQGOQGGGC G6A06GGGCC 06AGCCCATO 120 

CCX3AGCTA0G COCAGCTAGT GCAG060Q6C T6GGGCAGCX3 aSCTGGGGGC GGOG OSGGQC 180 

TGCAOGGACT GCGGCTGGGG GCTGG0G03T 06GG6CCTGG CTGAGCAOSC GCACCTGQOO 240 

C060C0QAGC TGCTGCTGCT GOOGCTOOGC aCXSCTOGGCT GGACC300QCT GCX3CTC06CO 300 

GCCACTGCGC QCCTCTTTCQ OCCCCTGGOG AAGCGGTGCT GCCTCCAGCC CAGAGATGCC 360 

GOCAAGATGC CCGAGAGC3GC TTGGAAGTTT CTCTTCTACC TGGGCAGCTG QAGCTACAOT 420 

GCCTACCTQC TGTTTGGCAC OGACTACCCC TTCTTCCATG ACCCACCATC TGTCTTCXAC 480 

GACTGGACGC 06GGCATGGC AGTGCCACGO GACATTGCAG CCGCCTACCT GCTCCAGGGA 540 

AOCrrCTATO GOCACTCCAT CTA0GCTACX3 CTATACATGG ACACCTGGCG CAAGGACTCG 600 

GTGGTCATGC TGCTCCACCA OSTGGTCACT CTCATCCTCA TCOTCTCCTC CTAOGCCTTC 660 

CGGTACCAC31 ATOTGGGCAT CCTTGTGCTC TTCCTGCAOa ATATCAGTGA CGTGCAGCTT 720 

GAGTTCACCA AOCTCAACAT TTACTTCAAO TCCCGCGGCG GCTCCTACCA TCGGCTGCAT 780 

GCCTTGOCAG CAQACTTGGO CTGCCTCAGC TrOSGCTTCA GCTGGTTCTG GTTCOGCCTC 840 

TACTQGTTCC OGCTCAAGGT OCrGTATGOC ACCAQTCACT OCA3TCTGC0 CAOOOTGCCr 900 

GACATGCCCT TCTACTTCTT CTTCAATGGG CTCCTGCTGC TGCTCACOCT TATQAACCTC 960 

TACTGQTTCC TOTACaVTOST GGCGTTTGCA GCX3AGGTGT TGACAGGOCA GGTQCAOGAG 1020 

CTGAAGQACC TGOGGGAtSTA TGACACAGOC GAGGCCCAGA GCCTOAAOCC CAGCAAAOCC 1080 

GAGAAGCCAC TGAGGAAOGG 0CT6GTGAA0 GACAAGOGCT TCTGAACCCC TOGGCCCOGC 1140 

CCC0GTG6AC COGGGCCCAC GCOGAATACC CCGGCCAOGC TCCCCOTCCT TGGCXXSCXXX: 1200 

TCCACOCCCT CCAACTCTGC TCCTCTAGGG CCGCOGCCAC CTCCCXrTGGG ACCCCX3CCCC 1260 

CTCATCCTGC CTCCATTTCC OC3GCCAOQCC CCXX3VGGACC CCTGCCCCTC CGGGQACACC 1320 

GQCCCOGCCC TCAOCCCACT GGTCCOGGGC CGC06CX3QAC CCTGCGCACT CTCTGGTCAT 1380 

CXSCCTGQGAG GAAGATGCCA COGCOGCAGC AAGGTCCCTG CGGCCACCAC CTCCTOCTCC 1440 

TOCTGGCCCT GCTQCVQCOC T OS CTGCCCX : TGACCOGOQC CCCCOTGCCC CCAGGCCCAG 1500 

coGCOSCXxrr gctccaqgct ctaggactgc gcxsatgagcc ccagggtgcx: cccaggctcc iseo 

GQCCGQTTCC CCOGGTCATG TGGOSCCTGT TTC3GACGCCG GGACCCCCAG GAGACCAGGT 1620 

CIGGCTG600 G0GGACX3TCC CCAGGGQTCA CXXmSCAACC OTGCCAOOTG QAGGAGCTGG 1680 

GG6TCG0CX3G AAACATCJOTO CGCCACATCC OOOACOGOGG TGOGCCCACC CGGGCCTOGQ 1740 

AGOCIGTCTC GGG060QGQ0 CATTGOOCTG AGT66ACAGT OQTCTTOGAC CTGTaSGCTO 1800 

TOGAAGCOQC TOASCGOCOG AGCOQGGOCX: GCCTGQAQCT G00TTT0606 GOGGOOOOSG 1860 

CGGCAOCCCC GQAGG60GGC TGGGA6CTGA G0GTGGO6CA AGCGGGCCAG GG060GGG0G 1920 

CGOACCCCGG GCCGGTGCTG CTCCGCCAGT TGGTOCCOGC CCTGGGGCaS CCAGTGCGOG 1980 

CGGAQCTGCT GGGOGCOGCT TGGGCTOQCA ACX5CCTCAT0 QCOGOOCAGC CTCCOCCTGG 2040 

GGCIGGOGCT ACGCCC30GQQ GCGOCTGCGG CCTGCGCGGG CCTG6CXX3A0 GCCTCGCTGC 2100 

TGCTGGTGAC 0CT0GAC008 OGCCTGTGOC ACCCCCTGGC C06GCCX3CGG GGCX3A0GC0G 2160 

AACCC3QTGTT GGGOSGCGGC CCOGGGGGOG CTTGTCXSCGC GOGGOGGCTG TACGTGAGCT 2220 

TCCGC6AGGT GGGCTGGCAC CGCTGGGTCA TOGCQCOQOG CGGCTTCCTG GCCAACTACT 2280 

GCCAQGQTCA GTGOGCGCTG CCOQTOGCGC TGTCGGGGTC 0GGGG6GCCG CCGGCGCTCA 2340 

ACCACGCTQT GCR3CGGGCQ CTCATGCACG CGGCOQCCCC GGGAGCG6CC GACCTGCCCT 2400 

GCT OO GT G OC 0G06GGCCT6 TOGCCCATCT Caf i tiCA'CTT CTTTGACAAC AGO GACAA CQ 2460 
TGGT G CTGOQ GCAOTATGAG OACATGGTGQ TOGAOGASTG OGGCTQCCQC TAAC006G6Q 

8eq ID NO: 246 Protein sequence 
Protein Accession 4i NP_067090.1 

1 11 21 31 « 51 

I I 1 I 1 I 

KAAAGFAAGP TGPEPMPSYA QLVQRGMGSA LAAARGCTIX: GHGLARRGLA EHAHLAPPEL 60 
LLLUXSAL6W TAUISAATAR LFRPLAKRCC LQPRDAAKNP ESAHKFLFYL GSHSYSAYLL 120 
FGTDYPFFHD PPSVPVDWTP aiAVPROIAA AYLXiQOSFYQ RSZYATLYMD TWRKDSWML 180 
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IHHWTLILI V88YAPRYHN VGILVI^JID ISDVQLEFTK I^l^KfRGG f^^^ 
DLQCLSTOPS WFWFRLYWPP I.KVI.YATSHC SLRTVPDIPF YFFENALLLL LTLMNLYWFL 
YIVAPAAKVL TGQVHELKDL REVDTAEAQS LKPSKAEKPI. RJIGI.VKDKRF 

Seq ID NOt 247 DMA Beouetice 

nucleic Acid Accession ft: MM_0020ai.l 

Coding sequence i 222.. 1898 

1 11 21 31 41 SI 

GGCTGCCCGA GCGAGOeTTC GGACCTCGCA CCCCGCGCGC ^CG^COGC OSCCG^ 
OGCTTTTGTT GTCTCCGCCT CCTCGGCCGC CGCCGCCTCT ^COG^ SSS^ 
CQGGACCTTG GCTCTGCCCT TCGCGGGCGG QAACTGCGCA GGACCCGGCC ^^^^^ 
AOAGOCGCGG GQGGGTG6CC GGGGGCGCCG CCGGCCCCGC CATGGAGCTC OSQGCCCSAG 
GCTGGTQGCT GCTATGTGCG GCCGCAGCGC TGGTCGCCTG CGCCCGCGGG GACCOQGCCA 

^SSS^ gSctgoggc gaootcogcc agatcxacgq agccaagggc ttc^cctga 
GCOACGTGCC ccaggcggag atctcgogtc agcacctgcg gatctgtccc cagggcta^ 

CCTGCTGCAC CAGCGAGATG GAGGAGAACC TGGCCAACCX3 CAGCCATGCC ^^^^ 

ccgcgctcos ggacagcagc cgcxstcctgc aggccatgct tgccacxcao ctococaoct 

TCGATOACCA CTTCCAQCAC CIGCTGAACQ ACTCGGAGCG GACGCTGCAG GCCACCTTCC 
CCGGOQCCTT 0GQA0A(3CTG TACACGCAGA ACGCX5AGGGC CTTCCGGGAC CTGTACTC^ 

^^^S: Stactaccgc ggigccaacc tgcaccigga ggagaogctg gcogagttct 

GGGCCCGCCT GCTCGAGOSC CTCTTCAAQC AGCTGCAOr CCTgCTGCTG CTGCCTMTG 
ACTACCTGGA CTGCCTGGGC AAGCAGGCCG AGGCGCTGOG GCCCTT0QG6 GAGGCCCCffl^ 
SScC ACCOGTGCCr TCGTGGCTGC TCGCTCCT^ OT^AGGGOC 
^StGGC CAGCGACGTG GTCOGGAAAQ TGGCTCAGGT CCCCCTQOGC CC6GAGTGCT 
aScTOT CATGAAGCTG GTCTACTGTG CTCACTGCCT <3«36AGTOCCC G60GCCAG6C 

Stcccctga ctattgccga aatgtgctca agggctgoct tg^ccao ocoqmcpm 

AGGCCGA6TG GAGGAACCTC CTGQACTCCA TGGTGCTCAT CACOGACAAG TTCTGOQGTO 
StOGOOTGT GGAQAOXGTC ATCX3GCAQ0G TGCACACGTG GCXGGCGGAG GCCATCAAOG 

caaSgggac aogctcaogg ccaaggtcat ccagggctgc gggaacocca 

AGGTCAACCC CC3«3GGCCCT GGGCCTGAGG AGAAGCGQC6 CCGGGQCAAQ CTGGCCC06C 
A^TCAGGC AOGCTGGAGA AGCTGGTCTC ^AAGCCAAG OCCCAGCTCC 
GCGACQTCCA GGACTTCTGG ATCAGCCTCC CAGGGACACT GT6CAGTGAG AAGATOGC^ 
?Sg»ctS Sgt^tgac CGCTGCTGGA ACGGGATGGC CAGAGGCCGO TACCTCCCOG 
5S^SCCI« OCCAACCAGA TCAACAACCC CGAGGT^G ^T^^ 
CCAAOCCGGA CATGACCATC CX5GCAGCAGA TCATGCAGCT ^AT^^G ACCAAC^ 
TGCGCAGCGC CTACAACGGC AACGACGTGG ACTTCCAGGA CGCCAGTGAC G^SGMOG 

gctc^Sg oggtgatggc tgtctggatg acctctgogg cogoaagotc MO^fA^ 

GCTOMCTC COGGAOQCCC TTOACCCATQ CCCTCCCAGG CCTGTCAGAG CAGGAAGGAC 

SSSS? SSSS^ Sccagc ccccgacctt cctcctgccc ctcc;^ 
;SSggccct tacagtagcc aggcccosgt ggcggtaact gccocaa^ S^SS 

GAQGCCAAGG ACTGACTTTG CCAAAAATAC AACACAfflCG ATATTTAATT CACCTCAGCC 
CAGGGAGGGC CGGCGGCTCT GAGCAGGGGC A^GC^JGAG 
GTCCCAGCCC CAGGCCTGGC CTCGCXTTGCC TTTCTGCCTT TTAATTTTGr AT^^^T 
CAGGTCAGCT OGGAGCCAOT GTGCCCAAAA GCCATGTATT TCAGGGACCT ^^CACC 
TCOGGCTGCC TAQCCCTCCC CCCAGCTCXX: TQCACCGCCG CAGAAGCAGC COTOGAGGC 
CTACAGAGGA GGCCTCAAAG CAACCCGCTG GAGCCCACAG CGAOCCTOTO CCTTOT^ 
CGCCTCCTCC CACTGGGACr CCCAGCAGAG CCCACCAGCC ^CCC^ S^SSS^^ 
CCTCCaOAQA AOOCX3C3GCAC GGGCTGTCTO GGTGTCOGCC ATCX3VGGGTC TGGCAGAGCC 
SSSc CCTCCCCTCA GCGCAGGCTG CAGAGCCCGG CCCCACCTCC 
CTGCGCCCTT GAGGGGOCCC AGOSTCTGCA GGGTGAOGCC TGAGAOjfiCA C«CTGCT^ 
GGAGTCTOAG GACTGTCCTC CCACAfiACCC TOCAOTGAOQ GGCCCXC^ GW^M^ 
GGGGCCACTG ACCCACCTQC GCTTCTGCTO 6AG6AGGGGA A6CTGG60CC AA*GGCOCAQ 
GGAOOCAGGQ TGGGCTCTGC CAATGTGGGC TGCCCCTCGC ACACAGGGCT CA^GGCM 
GCCTTGCraO GQTCCAGGGC TGTTGGAGGA CCCCX5AGGGC TGAGQAGCAO CCAOSACOT 
CCTGCTCCCA TCCTCACCCa QATCAGGAAC CAGGGCCTCC CTGTTCACGG TGACAO^ 
CAGGGCTCAG AGTGACCCTC GGCTGTCAOC TGCTCACAOQ GATCCTGOTG GCIGGTGAGA 
CCCCGCACTG CACACGGGAA TGCCIAGGTC OCTTCCCOAC CX»OCCAGCT GCACIGCAOG 
GCACGQGGAC CTGQATAGTT AAGGGCTTTT CCAAACATCC ATCCATTTAC TGACACTTCC 
TQTCCTTGTT CATGGAGAGC TGTTCGCTCC TCCCAGATGG CTTCGGAGGC CCGCAGGGCC 
ScCriGGAC CCTGGTGACC TCCTGTCACT CACTGAGGCC ATCAGGGCCC ^GCCCC^ 
CIGGACGGGC OCTCCTTCCC TCCXGTGCXX: CA0CT6CCAG GTGGOCCTGO GGAGGGGTGG 
TGTGGTGTTG GGAAGGGGTC CT0CAGG6GG AGGAGGACTT GGAGG6TCTG GGGGCAGCTG 
TCCTGAACCG ACTGACCCTG AGGAGGCC6C TTAGTGCTGC TTTGCTTTTC ATCACCX5TCC 
OGCACAOTGQ ACGGAQGTCC CXSGTTCCTG GTCAGGTCCC CATGGCTTQT TCTCTGGAAC 
CTGACTTTAG ATGTTTTCGG ATCAGGAGCC CCCAACACAfi GCAA GTCCA C CCXATAATAA 
CCCTGCCAGT GCCAGGGTGO SCTOGGOACT CT06CACRGT GATOOOOGOC SCCAGGACTLQ 
CaCCACTCCC GCTGCACACA GACGGCCTAG GGGTGGOGCT CAQACOOCAC CCTAOGCTCA 
TCTCTGGAAG GGGCAGCCCT 6AGTGGTCAC TGGTCAOGOC AflTGGOCSUUS CCTGc-n^^ T 
OCTTCCTCCA CAAGGTCCCC CCACCGCTCA GTGTCAGCXaa 0TGAC61GTG TTCTTTTGAG 
TCCTTGTATG AATAAAAGGC TGGAAACCTA AA 
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Seq ID NO: 248 Protein sequence 
Protein Accession #: NP_002072.1 

1 11 21 31 

i 1 I 1 

MBLRARGWWL LCAAAALVAC ARGDPASKSR S06BVRQIYO 
ICPQOYTCCT SEMEENLANR SHABLBTALR DSSRVLQAML 
TLQATFPGAF GELYTQHARA FRDLYSELRL YYRGRKLHLE 
QLLIiPDDYU> CLGKQAEALR PF6BAPRBLR LRATRAFVAA 
PLGFECSRAV MKLVYCAHCL GVPGARPCPD YCKHVLKGCL 
TDKFHGTS6V BSVIGSVHTW lABAIKALQD NRDTLTAKVI 



41 51 

I t 

AKGFSLSDVP QAEISGEHLR 60 

ATQLRSFDDH PQHLLNDSER 120 

BTLAEFl-TARIi IiERLPKQLHP 180 

RSFVQGLGVA SDWRKVAQV 240 

ANQADLDAEW BllI<U)SMVIiI 300 

QGCX3NPK V NP QGPGPEEKRR 360 
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RGXLAPRBSP PSGTLBKLVS BAXAQLSDVQ DFHISXiFGTL CSBKHALSTA SDDRCHNGMA 420 

RGRYLPEVMO OGLANQXNNP BVEVDITKPD NTXRQQIMQL KIKDIRLRSA XmSDVDVQD 480 

ASX3DGSGS6S 

5 Seq ID NO: 249 DMA aequence 

Nucleic Acid Accession fit NM_001492.3 
Coding sequence* 8.. 18 64 

1 11 21 31 41 51 

10 I I I I I I 

0AA6QCCAT0 GTCTOOCC A C GGATOTOOaG QCTGCTCTCC CAOACTGTQA TCC TftQO GCT 60 

CATTTTCCTC CCCCAOACAC GGCC30QCT G Q GQTCTTOGAG CTGCAGATCC ACTCTTTCGG 120 

GCOGOGTCCA GGCCCTGGGG CCCCGCGCTC COCCTOCAGC GCCOGGCTCC CCTGCOGCCT 180 

CTTCTTCAGA GTCTGCCTGA AGCCTGGGCT CTCAQAGGAG GCCGCCQAQT CCC0GTC30GC 240 

IS CCTGG6GQ0Q G0GCT6A6T6 08Q6C6QACC GGrrCTACACC GAGCAGOCOS GAGOGCCCGC 300 

GGCTGATCTC CCACTGCCOG AOOGGCTCTT GCAGQTGCOC TTCG6GGAGQ CCTG6CCTGG 360 

CAGCTTCTCT TTCATCATOG AAAGCTGGAO AGAOGAGTTA GQAGAGC31GA TTGGAGGGCC 420 

OGCCXGGAGC CTGCTGGCXSC GOQTGOCTGO CAGGOGGCGC TTGGCAGCCQ OAOGCCCGIG 460 

GGOCCGGGAC ATTCAGCGCG GAGaCGCCTQ OGAOCTGCGC TTCTOGTACC GCGCGOGCTG 540 

20 OQAGCOGCCT GCCGTCGGGA C06GGTGCAC GCXSCCTCTGC 0GT00606CA GCX3CG0CCTC 600 

G060TGCGGT C06GGACTGC GCCCCTGGGC AGGGCTGGAO GAGGAATOTO AOOOQCGGCr 660 

GGTGTGCOQA GCAGGCTGCA GCCCTGAOCA TQGCTTCTGT QAACAGCOGO GTGAATGCaS 720 

ATQCCTAQAG GGCTGQACTG GACCCCTCTG CACX3GTCCCT OTCTCCACCA GCAGCTGCCT 780 

CAGCCCCAGG GGCCOQTCCT CTGCTACCAC OGGATGCCTT GTCCCTGGQC C TGGGC CCTG 840 

25 TGAOGGGAAC CCGTGTGCCA ATGGAG6CAG CTGTAOTQAG ACACCCAGQT CCTTTGAATO 900 

CACCT G CCOG CX3TGGQTTCT AOGGGCTGOS GTGTGAGOTQ AGOGGGOTQA CATGIGCAGA 960 

TGGACCCTGC TTCAAOGGOG GCTTGTGTGT G6GGGGTGCA GACCCTGACT CT6CCTACAT 1020 

CTGCCACTGC CCACCTGGTT TCCAAGGCTC CRACTOTGAG AAGAGGOTGG ACOQOTGCAO 1080 

CCTGCAGCCA TGC0GCAAT6 GCGQACTCTO CCTGGACCTO QGCCAOGCCC TOCGCTGCOG 1140 

30 CTGCCGOGCC GGCTTCGC6G GTCCTOGCTG GGAGCAGGAC CTGGA06ACT 60QOGGQCO0 1200 

OGOCTGOOCT AA0GG06GCA OQTGTGTGGA GGGGGGCXSGC 6G6CACCGCT GCTOCXOOGC 1260 

GCTGGGCrrC GGCGGCGOOO ACTGGCX3GQA GGGOGOGGAC C08T00QC0G CGOGOCCCTG 1320 

TGCTCAOGGC GGCCX3CTQCT AOGCCCACTT CTCOGGCCTC GTCTGCGCTT QCGCTCCCGQ 1380 

CTACATGGGA GCGCX3GTGTG AGTTCCCAOT GCACCCCX3AC GGCGCAAGOG CCTTGCCCGC 1440 

35 GGCCCOGCCG GGCCTCAGGC COGGQGACCC TCAGCGCTAC CTTTTQOCTC COGCTCTOGG ISOO 

ACTGCTCGTG GCCGCGG60G TGQCOQGGGC TG06CTCTTG CTGQTCGACQ TGGQGOQCCXS 1560 

TOGCCACTCC CAGGATGCTG GGTCTCGCTT GCTGGCTGGG AOOCOGGAOC OGTCAGTCCA 1620 

CGCACTCCCX5 GATGCACTCA ACAACCTAAG GACGCAGGAG GGTTCCGGQG ATGGTCOGAG 1680 

CTCGTCCQTA GATTGGAATC GCCCTGAAGA TGTAGACCCT CAAQGGATTT ATGTCATATC 1740 

40 TGCTCCrrCC ATCTAOGCTC GGGAOGTAGC QACOOCCCTT TTCCCOCOQC TACACACTGO 1800 

gcgcoctggg cagaggcagc acctgctttt tccctaccct tcctoqattc tgtc ogtq aa 1860 
atgaattggg tagagtctct ggaaggtttt aagoccattt tcagttctaa cttactttca 

Seq ID NO; 250 Protein sequence 
45 Protein Accession #s NP_05B63 7.1 

1 11 21 31 41 51 

) I i I I I 

MVSPRMSGLL SQTVILALIP LPQTRPAGVP BLQIHSFGPG PGPGAPRSPC SARLPCRLFF 60 

50 RVCLKPGL8E EAAESPCAIiG AALSARGPVY TEQPGAPAPD LPIiPDOU^ PFRDAHPGTF 120 

SFXIETWRBE LGDQIGGPAW 8LLARVAGRR RLAAGGFWAR DIQRAGAWBL RFSYRARCEP 160 

PAVGTACTRL CRPRSAPSRC GPGLRPCAPL EDECBAPLVC RAGCSPEHGF CBQPGECRCL 240 

BGWTGPLCrV PVSTSSCLSP RGPSSATTGC LVPGPGPCDG MPCANGGSCS ETPRSFECTC 300 

PRGPYGLRCB VSOVTCADOP CFNGGLCVGG ADPDSAYICH CPPGFQGSNC EKRVDRCSLQ 360 

55 PCRNGGLCLD LGHALRC31CR AGFAGPRCEB DLDDCAGRAC ANOGTCVEX36 GAHRCSCALG 420 

FGGRDCRERA DPCAARPCAH GGRCYAHPSG LVCACAPQYM GARCEFPVHP DGASALPAAP 480 

PGLRPGDPQR YLLPPALGLL VAAGVAGAAL LLVHVRRRGH SQDAOSRLXA GTFBFSVBAL 540 

PDAUmiiRTQ EGSGDOPSSS VDHNRPEDVD FQGXYVISAP SXYAREVATP LPPPLBTGRA 600 
GQRQHLLFPY PSSXLSVK 



60 



Seq ID KOt 251 DMA sequence 

Nucleic Acid Accession #: CAT cluster 



1 11 21 31 41 51 

65 I I I I I I 

GAAATATAAC CATTGCAATT AGAAAATATC CAAAATAGCC TGTTATCTTC CA06TGGCCT 60 

AGATTATrGA CAATCXICAAA TATACAATTT TTCTTTAAAA GTAGTACAAT TTCCTTTGTA 120 

OCTTGAATTC CTTATATOAC TTCAGACTGO AGAAGCCTGT TAAACCACTO TTAGTTTCAG 180 

TTAOAAAGTC TGAQAGACTT TATACATAAA TTCTCAATTT GGCTGCTGTA CAC3GTGCCAG 240 

70 AGTTTTACTA CTGTAGTGAC CX5TTGA0AAG ACCCTTGTTT ATTTACATTT GAAGCACTGT 300 

TTGTCCAAAC AACCTTTCAT TGTTAAGTGC CTQTATTCCT TTCATTTACT TCATQTCCAO 360 

GGGT6CTATT TACCTAGAAC CATT6TCTAC TACAATTAAC ATTTACATTA CAAAGTOTOT 420 

GGTTTTCTTT TTCAAOGAOO TTCAATTAAG GCAATAAGAT GTTTGCTGGA GAAACCTATT 480 

GTTTACTQAA AGCACTCAAT GAAGTCAAAT TACTGAAGCT TTTGCCTACA TCTTGOTCTT 540 

75 TTATGTAAAT ATCTTAAATA TAACATCTAA GGAAAATAAA CAATATTATA ATTATQTOTT 600 

TGCCATTGTC ATATCAAACT TGCTTTGTAT CATACTAATG TTACATAACT TATGBATCAA 660 
TAAAAATACA TTTCAATGTT AAAAAAAAAA AAAAAAAA 

Seq ID NO: 252 DMA sequence 
oU Nucleic Acid Accession tfi Bos sequence 

1 11 21 31 41 51 

1 I I I I I 

AGGTACTGCC AGAAAGQATC AGGACCTOGA GTCTGGCAAG AGGAAOACAG AGGCCTGTGT 60 
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GGGAAGCGAG TTGTTATCTT TGGTTATCTA QCTGTATGAG TGTATTGGTC TTCATAAAGC 
TAGATAACCG AAAGTAAAAA CTTCTTCTkAG ATOGCCXSGGG AGCGTGTGAG AATGAAAGAC 
TACAGCCOAO AGACAOTAAA AACGAGAAAG GTCAGSAATA CTTATTGAAT CTAACTTTGT 
TTTTGTTTT6 TTTTTTTCCT TATGATTAAA GGTGGGATGA GftGA AAATT A AATGACACAC 
ACATGCTAAA ATATCAAGGT TCCAGATATG TCTTGAGAGG GGTTGTTGCA GCTGCAAAGG 
AGAAGTGTAT AGTGATAATG AGTAAAGATG CATGTGCAGT TTGTTCTATT TTAAGGCAAA 
AGTTATATCA GGGATTTTTT TCTTAGAAAG GTGTTGCAOA GATGTCTGGT ACCTAGTTTA 
AAAATGATTC CATAATATGT A6ACTTG0GC AGTTCCXTTQ GGAGGCACCT CCCTCTCAAA 
ATTTGAAGAT TGTGCTTGGA AATTACTTTA CATGTATTTG GGCTGTATGT CAATTTGTAC 
GAAATTAGAC TTTCAGAAAA GTTTATACTG GAAGGTTAAT AATTTGTATC TACTG AGGAC 
TTAGAGCTAQ CAGGCAAAAT QAAAAAAAAA AAAAAAAARG CAAGQGCTGA TTTTTATTCT 
TCTATTCAAA ATACAAGGAC AGATGCTTCT CTGTTOCAAG AGGGTTTCCT TGAGGAAGCT 
ACTGAAGCAG AAAGACATGA TGGAGACCSAG ATC3G0CTCCC CTCTTGTCAA AGTGTTAAAA 
AAATGTTCTG TCTTACTCTG CGCCTAQCAT TGGAAATGAA AGTQACATTT AOGCCACAAC 
CCACX3TGTCC GCCTCCTCTC TTTTTGTTTA AGGATGATCA GGTCTATCCA GGAAACA6CT 
CTGGCATCCC AAACTGAAAT AATTAGGACG TATATAGACC TGACAAAAAT GGAAAGGGOO 
TGGG6AATCT GAGGGTCTGT CTTGCCTAAT TGATTCCXSCT AAACGGAATG CAGGAGATGT 
GAACGGCAGG AOGCTCCGAT TOCCRCGCTC OCSGGQCAAGT GATAAAGCX3G GGCC6GGCAG 
CCTATGACAG ACAGCCCTGT TGGGGGGTG6 6GGTATGAAA AAAACATCAA GTGCACACAC 
CATACTCATC TCCATCGCTT AAQAAAGTAA AGGCATTTCX: CACCCACAGC CATCTG CAGC 
TTCCCAAATG GCAGCACCAA CTGGTCTGTA GCTQCTACAT AGTCTOCTTC TaTTAATTTT 
TTAACCACTG TTTAATCTGG CCATAATTAA GTTTGGCTTT CTTCGTTGTT TGAGATTTTC 
AGAATTCAAG GCAAGCTAGT AGAAAGCAAT TCCAAGAAAO TCXCATGACT GCXTPG CaXT T 
AATGTCAAAA TCTCAOTCCA TGAOATTATO GCCTTGTGAC CACATTTTTG CTTTTGTTTT 
GGGTGGGCAA ATGTGTATAG AGATAAAATA CATATCTCTA TATAACAGTC GTTATTATAA 
TTTCATGAGG CTTTTTACCT CTTAACATGA TACATCTAGG AACTTGGTCT AATTGTGCTA 
GTAQATATAC ACTAGAAGTA AAACTATAAA GTCATTAGCC TGTAGAAAGT TGATTATGAT 
AACAATATQA TAAAAAOTTT OTTTTaOAAT ASTCTCSUSCT AGATGQGTCT AAATAGCCAT 
TTTAATOTAA TCTAAAAATA ACACTATQCC TAQCAQAAAC TTTGGCGCTT TGGAG GTCCC 
CATTQTC3GCC TTTTCATAAA AGTCCTTAAG TTTTCCATAT GTCACCAAGC AAACATTTGT 
ATAQOCATTT ACACAGAAAT ATAACCATTG CAATTAQAAA ATATCCAAAA TAGCCTOTTA 
TCTTCCAOGT GGCCTAGATT ATTGACAATC CCAAATATAC AATTTTTCTT TAAAAGTAGT 
ACAATTTCCT TTGTAGCTTC AATTOCTTAT ATGACTTCAG ACTGGAGAAG CCTGTTAAAC 
CACraTTAQT TTCAGTTAGA AASTCTOAOA QACTTTATAC ATAAATTCTC AATTTGGCTG 
CTGTACACGT GCCAGAGTTT TACTACTGTA OTGACC56TTG AGAAGACXIX:! TQ TTTAT TTA 
CATTTGAAGC ACTGTTTGT6 CAAACAACCT TTCATTGTTA AGTGCCTGTA TTCCTTTCAT 
TTACTTCATG TCCAGGGGTG CTATTTACCT AGAACCATTG TCTACTACAA TTAACATTTA 
CATTACAAAG TCTGTGGTTT TCTTTTTCAA GGAGGTTCAA TTAAGGCAAT AAQATGTTTQ 
CTGGAGAAAC CTATT6TTTA CPSAAAGCAC TCAATGAAGT CAAATTACTG AAGCTTTTGC 
CTACATCTT6 GTCTTTTATG TAAATATGTT AAATATAACA TCTAAGGAAA ATAAACAATA 
TTATAATTAT GTGTTTGCCA TTGTCATATC AAACTTGCTT TGTATCATAC TAATGTTACA 
TAACTTATOS ATC3UVTAAAA ATACATTTCA ATGTT 

Seq ID MO*. 253 DWA sequeaice 

Nucleic Acid Accession «: liH_0016S0.2 

Coding sequence t 40.1011 
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GGGGCAGGCA 
AGGOGGTGGG 
GGG6TCTG6A 
TTTGTTCTCC 
GTCX3ACATGG 
TTTGGCCATA 
AGGAAGATCA 
ATTGGAGCAG 
ACXATGGTTC 
TTTCAATTG6 
TCAATAGCTT 
ACTQGTGCCA 
GAAAACCATT 
TAT6AGTA3G 
AAAGCT6CCC 
GAGAOGGATG 
GAGGAGAAGA 
GGCACTGAAA 
GAAACAGATT 
8TCTAAACAA 
TCC3\AATCTA 
TCTAGTTACC 
CCTQACAGAA 
AGTCAATTCr 



11 
1 

ATGAGAGCTG 
GTAAGTGTGG 
CTCAAGCTTT 
TCAGGCTGGG 
TTCTCATCTC 
TCAGCGGTGG 
GCATC6CCAA 
GAATCCTCTA 
ATGOAAATCT 
TGTTTACTAT 
TAGCAATTGG 
GCATGAATCX: 
GGATATATTG 
TCTTCTGTCC 
AGCAAACAAA 
ACCTGATTCT 
AGGGGAAAGA 
GCA6ACAAGA 
TGTTATAAAT 
TAAATATTTC 
AAAAAAGAAA 
TTTCATTAAC 
CTCAAAGACA 
TATTTQAATA 



21 
1 

CACTCTGGCT 
ACCTTTGTGT 
GTGGAAAGCA 
ATCCACCATC 
CCTTTGCTTT 
CCACATCAAC 
GTCTGTCTTC 
TCTGGTCACA 
TAGCQCTGOT 
CTTTQCCAGC 
ATTTTCTGTT 
CXKXXX3ATCC 
GGTTGGGCCX: 
AGATGTTGAA 
AOQAAGCTAC 
AAAACCTGGA 
CCAATCTGGA 
CrCCTTAGAA 
TAQAAATQTG 
ATAATTTACA 
TATTTTTAAG 
AACCAATTTT 
CX3TCTATCA0 
TTTATTCTAT 



31 



ggggaaggca 
acx:agaga6a 
gtcacagogg 

AACTG6GGTG 
GGACTCAGCA 
CCTGCAGTQA 
TACATOGCAG 
CCTCCCAGTG 
CAaWGTCTCC 
TGTGATTCCA 
GCAATTGGAC 
TTTGGACCTG 
ATCATAGGAG 
TTCAAACGTC 
ATGGAGGTGG 
GTGGTGCATG 
GAGGTATTGT 
CTGTCCTCAG 
CAGGTTTGTT 
AAGGAGGAAC 
AT6TTCTTAA 
AACCGTffTGT 
CTTATTOCTT 
TAAACTGAGT 



41 

I 

TGAGTGACAG 
ACATCATGGT 
AATTTCTGGC 
GAACAGAAAA 
TTGCAACCAT 
CTGTGGCCAT 
CCCAGTGCCT 
TGGTGGGAGG 
TGGTTGAGTT 
AACGGACTGA 
ATTTATTTGC 
CAGTTATCAT 
CTGTCCTC6C 
GTTTTAAMA 
AGGACAACAG 
TGATTGAC6T 
CTTCAGTA16 
ATTTCCTTCX: 
GTrrCATCTC 
GGAAGAAACC 
GCAAATATAT 
CAAGATTTGG 
CTCTACTGQA 
TTAACAATGG 



51 
I 

AOXACAGCA 
GGCTTTCAAA 
CATGCTTATT 
GCCTTTACCG 
GGTGCAGTGC 
GGTGT6CACC 
GGGGGCCA7C 
CCTGGGAGTC 
QATAATCACA 
TGTCACTGGC 
AATCAATTAT 
GGGAAATTOG 
T66TGGCCTT 
AGCCTTC3U3C 
6AGTCA6GTA 
TGAOCGGGGA 
ACTAGAAGAT 
AOCCATTAAG 
ATATTACTCA 
TATTGTGAAT 
ACCTATTTTA 
TTAAGTCTT6 
ATATTGGTAT 

c • 
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Seq ID NO: 254 Protein sequence 
Protein Accession i: HP_001641.1 



51 



1 11 21 31 41 

I 1 I I t 1 

MSDRPTARRW GKCGPLCTRE HIMVAPK6VW TQAFWKAVTA EPLAMLIFVL LSLGSTINW6 
GTBKPLPVDM VLISLCPGIiS lATMVQCPGK ISGGH mPAV TVAMVCISKI SIAKSVPYIA 
AQCLGAIIGA GILYLVTPPS WGGLGVTMV HQHiTAGBGL LVBLIITFQIi VPTIPASCDS 
KRTDVTGSIA LAIGFSVAIG HLFAIHYTGA SMHPARSPGP WIMSB WEMH WIYWVGPIIG 
AVLAGGLYEY VFCEDVEFKR RFXEAFSKAA QQTKGSYMEV EDNRSQVEID DLZIiKPGWH 

1049 



60 
120 
180 
240 
300 
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VZSVDRGEBK KQKDQSGBVL SSV 



Seq ID NO I 25S DNA sequence 
Nucleic Acid Accession &: U26742. 
Coding sequence : 335 . - 144 9 



10 

15 

20 

25 

30 

35 

40 

45 
50 
55 
60 
65 
70 
75 
80 



CAGGAAACCC 
G0CA6GGGAC 
CTCAAAGCTC 
G0GC0C6TCC 
TCTTTAAGTG 
GCTGTCCCTT 
GCAOAAAGAA 
TOCACCTACA 
GTGGACATAT 
AACACTGAAC 
AACAAACGCA 
AACTTCCTGC 
AAAATGGCTT 
TCAATOATTT 
GAAGTTCTCA 
TCAGCCAGAT 
CTTATGTCAG 
AATGTGGAAA 
G6ATTTGGCT 
AGGGOACATO 
AAATCACCTG 
GGTGAACCTT 
ATOnTGATA 

TGOSTCTAGA 
TGTTCTGGTT 
TTTCCCATTT 
TCACATTTCT 
CAATAAAGCT 



11 

I 

TGGTACTGGC 
COGGCACTTC 
CCTQCAGACC 
ATTCCAAGAT 
CCATAATCAA 
CATTQAATTT 
GACAOCTOTT 
GAACAGCATG 
GGAAT6TCAT 
TCAAOGTGTC 
TGCCAACCAC 
TTGCA6CGTT 
TAGCCACATT 
CTGACTCCAO 
AACTACCCAC 



ATGTCTTCCA 
ACCX3ATGCCA 
COQGTGGTTC 
CTAAQAAGCT 
TGCACCCCAT 
CTTGGCCTCC 
CCTCAGGAAG 
TGGATAACAT 
CCTCGAGGGT 
TCAQTCATTT 
TTCTGTCACC 
GTGTACACTA 



21 

I 

AGCAGCCAGC 
CAACATTATT 
AAT6GACACC 
AAATAGGATT 
CTGCCATTTC 
TAGAATGATT 
TGCAGAGATG 
CAAGCTTA66 
AGAA6CATTG 
COGCTTAGAO 
TCACCAAATC 
TGATCC6GAA 
GTGTGQAGGG 
TGGGGTGATG 
GGCAGTTTTT 
CCAACAQAAA 
GCAGTGTCTG 
TCCGGTTGAG 
ACAGTGTCAC 
TCATAOCAAC 
GACTAATGC3V 
GTTCCCAGAT 
CAGACCTGTA 
TCCTTTTATT 
GACTTCTTCT 
GCATGGTACC 
TGGAATGTTC 
ACAGAGATTG 
AATGTCC 



31 

I 

CTCTGCTGTG 
AAATAATAAO 
TTCTAAOAOT 
TACCAATCCT 
AAAGAATATA 
GAAGATAGTG 
AG06CTCAAG 
TTTGTTCAGA 
CX3GGAAAATQ 
GCTGTGCTCT 
CATGTGGAGC 
GGCCATGGTA 
AAGATCATGQ 
6TTTATGGAC 
GAAGGTCCTT 
AAAGTCACGT 
GTCTGGTTGC 
TGTTGCTACT 
AATTACCAGC 
CAGCACCAAA 
TTAAGCAAGT 
CAGCCTGAGA 
ACCAGCATGA 
ACCAGGAGCT 
AOXTAAAAT 
CATTAACCCA 
TCTGTGAACC 
GCCTAOGQTT 



41 

1 

OCCACATGAC 
AAAOOOGCrC 
TTGOOGAGTC 
TOGATGAAOT 
QATGGTTTTO 
GGAAAAGAQQ 
ATCT6GATG0 
AGAAATGCAA 
CTCTGAACAA 
CCACTATTTT 
AGTCCATCAQ 
AAAITTCAGT 
ACAAATTAAO 
GATATGACCA 
CATTTGGTTA 
TAAATGQTTT 
CTCTTCTGCA 
GCCACASTQA 
TCTOTCAGQA 
TGAAAGAGTA 
OCCTGAGCTG 
A6CCACTCAA 
AOGACAOOCT 
0GGA0GGT6C 
ja^TTCCTATAA 
AAATATGATT 
ACAGTTGGGT 
TCTGTTTTGA 



51 
I 

CCACAACTCr 
CTACTCCAGG 
AGTQACTQAA 
GCTTGGQAAO 
AAAAOTTCAT 
AAATAOCATG 
CATCOQACTC 
TTTGCACCIO 
CCTQQACCCA 
TTACCAGCTC 
CCTCCTCCTT 
ATTT6CIGTC 
ATATATTTTC 
ATTCCTTOGG 
CACAGAACAO 
CTTGGACACX3 
TOBACTAGCA 
GAQTATGAXG 
CTGCTTCTGG 
CA0QTCATG6 
TGCTTCCAGC 
CTTGOCTCAC 
GTTCTCCCAC 
TTTTGGTGGA 
TACTTTGAOC 
ATTTCOCTTT 
T6TTTAAAGC 
GGGTGCTGTT 



Seq ID NO: 256 Protein sequence 
Protein Accession #t AAC50424.1 



1 
I 

HZBDSGKRGN 
ALRSKALNMIi 
PB6HGKISVF 
VFEGPSFGYT 
VECSYCKSBS 
NALSKSLSCA 
FITRSSDGAF 



11 

I 

IMAERRQLFA 
DPNTELNVSR 
AVKMAIiATIiC 
EQSARSCFSQ 
KKQFRYROQQ 
SSREPLBPMF 
GGCV 



21 
I 

EMRAQDLDRI 
LEAVLSTIFY 
GGKIMDKLRY 
QKKVTUIOFL 
OQiyQI^QpC 
PDQPEKPXimi 



31 41 

I 1 
RLSTYRTACK LRFVQKKCNL 
QLNKRMPTTH QIHVEQSISL 
IFSMISDSSG VMVY6RYDQF 
DTZidSDPPFQ CLVHItPLIiHR 
FtfSGHAOGSH SHQHOKKBYT 
ABZVDTtfPPR FVTSMNDTLF 



Seq ID NO: 257 DNA sequence 

Nucleic Acid Accession #i NM_004172.l 

Coding sequence i 179 . . 1807 

1 11 21 31 

I I I I 

GGG6ATTGTT GCTC0GTT6T AOCT G CTGGQ QAATTCACCT 
CACCCCTTAC AAAATCAGAA AAGTTGTGTT TTCTAATACC 
TGT6GGTGAT TGCCAGACAC TGAAGTGCAA AGAAGAGACC 
GACTAAAAGC AATGGAGAAO AGCCCAAGAT GGG6G6CAGG 
AGTCCQTAAA CGCACACTTT TGGCCAAGAA GAAAGTGCAG 
TAAAAGTTAC CrOTTTCGOA AT6CTTTTGT GCTGCTCACA 
TAGAATCCTT GGATTTACCC TCCOAGCATA CAGAATOAGC 
CTCCTTTCCT GGGQAACTTC TOATGAGGAT GTTACAGATG 
CTCCAGTCTT GTCACAGGAA TGGCGGCGCT AGATAGTAAG 
GCGAGCTGTA GTCTATTATA TOACTACCAC CATCATTGCT 
TQTCATCATC ATGCATCCTO GOAAGGGCAC AAAGGAAAAC 
TGTACGAGTG ACAGCTGCA6 ATO C CTTC C T G6ACTTGATC 
TCTGQTAGAA GCCTGCTTTA AACAGTTTAA AACCAACTAT 
GCCCATCCAG GCCAAOGAAA OGCTTGTGGG TGCTGTGATA 
GGAGACTCTT ACCOGAATCA CAGAGGAGCT 6GTCCCAGTT 
CAATGCCCTO GGTCTAOTTO TCTTCTCCAT GTGCTTCGGT 
GGAACAGGGO CAGGOCCTGA GAGAGTTCTT TGATTCTCTT 
GGTAGCAOTA ATAAT0TX3QT ATGCCCCCGT GGGTATTCTC 
TGT6GAGATO GAAGACATGG GTGTGATTGG GGGGCAGCTT 
CArrGTTGGC TTACTCATTC AOGCAGTCAT CGTCTTGCCA 
ACGGAAAAAC C C YlXjG GTri ' TTATT(k»GO GTTQCTGCAA 
GACCTCTTCA AGTTCT G CCA CCCIACCCAT CAOCTTCAAG 
OQTGGACAAQ OGCGTCACCA GATTOGTGCT CCCCCTAGGA 
GACTGCCCTC TATGAGGCTT TGGCTGCCAT TTTCATTOCT 
GAACTTCGGA CAAATTATTA CAATCAGCAT CACAGCCACA 
TGQAATTCCT CAG6CGGGCC TGGTCACTAT GgT CATTGTQ 
CACTGAOGAC ATCAOQCTCA TGATOGCQGT GGACTOGnC 



41 

I 

CGTTACTGCT 
AAAGA6GAG0 
CTCCTAGAAA 
AIGGAGAGAT 
AACATTACAA 
GTCACOGCTG 
TACCGGGAAG 
CTGGTCTTAC 
GCATCAG6QA 
GTGGTGATTG 
ATGCACAGAG 
AGGAACATGT 
QAGAAGAGAA 
AACAATGTGT 
CCAGGATCTG 
TTTGTGATTG 
AACQAA6CCA 
TTOCTGATTG 
GCCATGTACA 
CTOCTCTACT 
GCACTCATCA 
TGGCrGGAAO 
OCCACCATTA 
CAAGTTAACA 
GCTGCCAGTA 
CTGACATCIG 
CTGGATCOOC 




60 
120 
100 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 



51 
I 

HLVDIWNVIE 
LLNFLLAAFD 
IiRBVLKLPTA 
LANVENVFHP 
SHKSPAIQCLT 
8KSVP68GSP 



60 
120 
180 
240 
300 
360 



AGTAAAATAT 
TCCAGCAGGG 
AGGAGGAT6T 
TCATTGTGGG 
TCAAOTACTT 
CACTTATCRT 
AGATGGGAAT 
GCATAATCAT 
AAGGCAAAAT 
TCCCTCCAAA 
GCTTTAAAGT 
CTGAGGOCAT 
TGAATGGAGT 
GAAACATGAA 
TCATGAGACT 
CTGGGAA6AT 
OOGTGACTGT 
TCTTG6TAAC 
CC6CTCTGGQ 
AGAACAATGG 
ACATGGATGG 
ACTTTGAACT 
TTGGGGCAGC 
TOQGOCTGOC 
TCOGGACCHC 



60 
' 120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
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10 

15 

20 

25 

30 

35 

40 



CACCAACGTA CTGGGAGACT 
ACTGAAGAAC AGAGATGTTQ 
ACCATATCAA CTGATTGCAC 
OATGTAGACT AACATAAAGA 
ATCTTTOCAT CTCATTACAG 
CTTCTGATAA GACTGGAAAA 
GTGTACAATT TTCATCCCAC 
TAAGGTACCA AGATCACAAA 
TCCTATAAAT GTGATTTTTT 
TAAAATCAAC TTTTGAAATT 
TGTTAACAAC TTGAATTACA 
TTCTGACTGG TATACCTATT 
TOAQGACAGA CAGAAGGCAA 
GGCCTCAGTO TCCTCATCTA 
CAGCCXaGAC ATOCTGTGAT 
CTGTACCATC CATGOAGCAC 
CTAACTAAGQ ACAGQATQGC 
TTATGCAAGT CX3CCAGGCAQ 
CCCAGTTCAT CCCAATGGGG 
TGGCACICCI CAACIGATGA 
GGTGCTTGTA GTCACACTCT 
ATTACAAACA AAGGATTTGA 
AAGAAGAGGT TCATTTTTCT 
AATCATTCCC CCCX3TGAAGT 
AOTCAAATGA ATQAOCTCTC 
AAGTGTTTTT CTTTAATCAA 
QGAATCCCAC TTATCAAATC 
GTTTGTGTCC ATAAGAGAAA 
TTATGAGAAA AAAACAGCAQ 
TTAATTTTTA OCCCCTAAGG 
TAGCAGCTGT GTTTGAGTTT 
AAACTGAAAA ATCTAGACAT 
CCCAAGCATT CTGTGCATAA 
QAGGCTCTAT TTCGGAAATA 
CTAGTAGAGC AAAGA CTTA A 
ATATACTAAC CATTTCTTAT 
CACAGGCTCT GCATACACAT 
TTTTCAATAA AGAAAAAAAT 



CCCTGGGAGC 
AAATGGGTAA 
AGGACAATGA 
AACACTTTCT 
CTCATTOQCT 
TAGTCCTCCA 
AATTGAAATT 
TAGTGTTGAT 
TATATAAGTT 
TAAAAATCTT 
ACCGGTTATC 
TCATTAGTAG 
AGTTTCCATG 
TAAAATGAGG 
GTCATGAAAG 
6AGG0CTTCA 
TGTGTGTGGT 
GAGGCCATTC 
6AACTATTCC 
TAOACTTCJGA 
GGAACACTAA 
AAACACCAAG 
GGCTTTTTTT 
CTGCTTACCA 
TAATAQAAGT 
AAGTCCTTAG 
ATTCAAAACT 
TGGTAGAAGA 
GGGCATTAGT 
AATATCCAGT 
CTGGCTGAAA 
AGATCXrrCTG 
AAGTTAACAT 
CACTACAAAT 
TCATATCAAC 
GGAAAGGTCC 
OCACICAGTG 
AGTTTTACAT 



TGGGATTGTG GAGCACTTGT 
CTCAGTGATT GAAGAGAATG 
AACTGAGAAA CCCATCGACA 
TGAGCACCAG GTGTTAAAAA 
CCAGCAAGCC CGTCATCTTC 
AAACACAAGG GAGGATTTTG 
TTTAAATCAT TTCATGTTAG 
CAGATCTTAC AASTTTATGT 
AAAGAGACAA ATASTAGGCT 
TCAGAATACA ATTCAGTTTT 
AGTTGGACAG TAAGATTTTA 
CTAGQTGCAC ATATACATCT 
TGGOCTTGAG CAflGT CCXAT 
GACTTCXXTTA GAAGTCTTCA 
CACCTGCCCT CTGTTTCCCC 
GAAAAGACAC TTCAATGGGA 
GGTCACCAGG TCCTGTGAGC 
CAGGAGTGGG ATTATTCATC 
C r rClTTCCT ACTCTGGGAA 
AAACAGATGA GAAGACTAGC 
AGAGCTAGGA AAGAGTTGAG 
AGTACAGGTC TTC TTTAAGG 
TTCACCT6AA ACACTTTTTC 
AAACATAAGA CGACTTATAT 
CCATGAGTTG AGTGGGTATT 
AATQAGGGAA ACAAA ATATT 
TTCAGCTGGA GTGGGGTTTG 
TGAATCAOTA TOAAGACACr 
TTCAGGCAAG GCAGCTCCX3^ 
CAAAGACGCT GAGTGGGAGC 
ATGGTGAAGA ATGGACTTAA 
ATATACAATT AGAGATATTT 
TAGGCTGTGG TGCR6TAACC 
GTTAAAGTAC OTGGCTGTCC 
TTAATTCTGT TACACAAIAT 
TGTGGGGAGC CCATCCTCTC 
TGGACTGGGA AGCATTACTT 
T 



CAOGACATGA 
AAATGAAGAA 
GTGAAACCAA 
CCATTATAAA 
CCTTTCCrCC 
G6TGGCCAAA 
TCTTACCGAA 
GGCACACAAT 
AAAAACATTT 
AGTTTCAAAA 
TCCCTTTCTC 
AGCACAGCTG 
CTCAGCTCTA 
TQGTCrCTTC 
TCAGAACACC 
GTGAACATTT 
AAA6TGCAGG 
AAACtCTTTG 
GAATGTCTCC 
AGCTAGCAAG 
CACAGGCAAC 
AAGAATAAAA 
T08A6TCCAA 
ATTT6AAAGA 
TCTTATTTGA 
TATTTGTTTT 
CTTTTGTTTT 
GTC3UITGA0G 
GGTTTAGAGA 
TGTCAQGCAG 
TTATGCTAAC 
TTATATAGAC 
ATTTAATGTC 
TCTTAAGACA 
QTGTTTTTTA 
GCCAAGCCAT 
TGTAGATCTA 



1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 



Seq ID HO: 258 Protein aeouence 
Protein Accession #t MP_004163.1 
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60 
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11 
I 

MG6RMBRFQQ 
YRMSYREVKY 
TIIAWIGII 
KINYEKRSFK 
MCPGFVIGNM 
GGOLAKYrVT 
XTFRCLBENN 
XTATAA8IGA 
AOIVEHLSRB 



1 
I 

HTKSNGBBPK 
GTILGFTLRP 
MRAWYYMTT 
NLVEACFKQF 
VNALGLWFS 
IVEMEDMGVI 
GTS8SSATLP 
LRFGQZITXS 
TTNVLGDSLQ 
KM 

Seq ID NOt 259 DMA sequence 

Nucleic Acid Accession «: NMJ)21948.1 

Coding sequence! 46.. 2783 



21 
I 

GVRKRTLLAK 
FSFFGELLMR 
IVIUHPGRG 
VPIQANETLV 
KEQGQALREF 
VIVQLIilHAV 
GVDKRVTRFV 
AGIPQAGLVT 
ELKNRDVBM3 



31 

1 

KKVQNITKED 
MLQMLVLPLI 
TKENMHREGK 
GAVnmVSEA 
FDSLNEAIMR 
IVLPLLYFLV 
LFVGATIKMD 
KVIVLTSVQL 



41 
I 

VKSYLFKNAF 
ISSLVTGMAA 
IVBVTAADRF 
METLTRITEE 
LVAVIMVfYAP 
TRKNPWVFIG 
GTALYBALAA 
PTDDITLXIA 
XPyOLIAQDN 



51 

VLLTVTAVrV 60 

LDSKA5GKM6 120 

LDLIBNMFPP 180 

LVFVP6SV2IG 240 

VGILFLIAGK 300 

GLLQALITAIi 360 

IFIAQVNNFB 420 

VDHFLDRLRT 480 

ETEKPIDSET 540 



TGTGGCACTG 
TCCTGCCCCT 
TGGAAGGAGA 
T6CS\0GG0CT 
GGGG6AGC08 
GCCXK3QAQGC 
GGTTCCGOGT 
GCXSAGCTGOS 
ACAGCAGCGA 
CTGCCCGCTA 
ACATCXSCOVC 
CTGGCTG6CT 
ACGGAGACAT 
TCTATGATGT 
CAGAGAA6CT 
CCACCAOSGG 
GGCTAGCTQA 
GCTTGCCTGG 
ACAGCCGCTT 
CCTCCAACCC 
AGACCCTGGA 
TCTACTCCAT 
CAGAGGCCXX: 



11 
I 

CCTGCGTACC 
GCTGGCAGCC 
CAGCTCAGAG 
GCTCGGCGGC 
OOGGGCTGTG 
AGAGGTGCTG 
GGCACTGCCT 
CCCCAACGAC 
CGCTGTGQAO 
TGCTTTCTCC 
CCC]GGAGC»G 
GTCGGATCAG 
GGATGGCTTC 
GTACTGTTAT 
GACATTGGAG 
CCAACTGTAT 
TGGCAGTGT6 
TGTCAAGACT 
CAACGTCTAC 
AGCCTCCAAC 
GGAACIGCA6 
GCCCATCATO 
TAGGAOGCTC 



21 
I 

CAACCCCAGC 
CIGGTCCIGQ 
GAC0606CTT 
GCCCTCACCA 
CTGGGCTCTC 
GTGGGG06G6 
GOGIAGCCAG 
TCSVGOIATCT 
GTCAAGGTCA 
TTTTCrGGGG 
CTCTATGCCX; 
ACGGTGAGGT 
CCOGGGGTCC 
GCTGAAGACC 
GAAGCACGGG 
GCAGCCTGGG 
CX3CTACCCCA 
CTCTTCCTCT 
TGCTTOOQAG 
CCAGCXrrCTG 
CTGCCTCAGG 
GAGGAGGGAO 
CIAGAATTTG 



31 
1 

CCTGGGTAGC 
CCCAG6CT0C 
TTC60ST006 
TCCCTTGCCA 
OGCGGGTCAA 
GAGTGOGOGT 

asTGOcrcAC 

ATGGCIGTQA 
AAGGGGTOGT 
CCCAGGAGGC 
CCTACCTTGG 
ATCCCATCCA 
GGAACTATGG 
TAAATGGAGA 
CGTACTGCCA 
ATGGTGGCCT 
TCGTCACACC 
TCCCCAACCA 
ACTOGGCCCA 
ATGGACTAGA 
AAGCCACAGA 
GAOGTGGAAG 
AAACACAATC 



41 



CTGCAGCATG 
TGCA6CTTTA 
CATCSGGQGC 
CGTCCSWrTAC 
GTGGACTTTC 
CAAGGT6AAC 
GQACSTCTCC 
GOTCCAOCAC 
CTTTCTCTAC 
CTGTGCCXX3C 
GGGGTATQAG 
GACCCCACGA 
T6TGGTGGAC 
ATTGTTCCTG 
GGAGC6GGGT 
GGACCACTGC 
CAGCCAGOGC 
GACTGOCTTC 
GCCTTCTGCC 
GGCTATCGTC 
GAOTG AATCC 
CTCCACTOC!A 
CAT6GIAC0B 



51 
I 

GCCCAGCTGT 
GCAGATGTTC 
GACGCGCCAC 
CIGCGGCCAC 
CTGTCCOGGG 
GAGGGCTAGC 
CTGGC3GCTGA 
GGCAT0GAT6 
OGA6AGGGCT 
ATTGGAGCCC 
CAATGTGATG 
GKGGCCTGTT 
CCGGATGACC 
GGTGACCCTC 
GCAGAGATTG 
AGCCCAGGGT 
TGTGGTGGGG 
CCCAATAAGC 
ATCCCTGAGG 
ACAGTGACAG 
CXSTGGGGCCA 
GAAGACCCAG 
COCAGGGGGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1360 
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TCTCAGAAGA GGAAGGTAAG GCATTGQAGO AAOAAOAOAA ATATQAAOAT GAAQAAGAGA 1440 

AAGAGGAGGA AGAACAAOAG 6AGGAGGTGQ AG6ATQAG0C TCTOTO GO C A TGOCCCAGCQ 1500 

A6CTCAGCAG CCCGGGCCCT GAGGCCTCTC TCOCCACTGA GCCAGC3«KX: CAGGAGOACT 1560 

SCACrCTCCCA GOCGCCAGCA AGGGCAGTCC TQCAOCCTOO TQCATCACCA CTTCCTGATG 1620 

GAGAGTCAQA AGCTTCCAGO CCTCCAAGQG TCCATG6ACC ACCTACTGAG A C TCTGCCC A 1680 

CTCCCAGGGA GAGGAACCTA GCATCCCCAT CACCTTOCAC TCTG0TT6A6 GGAAOAGAGO 1740 

TGGOGOAGGC AACTGGTGGT OCTGAGCTAT CT GO OOTOCC TCGAGGA6A0 A60QAGQAGA 1600 

CAGGAAGCTC CX2AGGGTGCC CCTTCCCTGC TTCCAGOCAC ACGGGCCCCT GAGGGTACCA 1860 

- ^ GGGAGCTGGA CGCX:CCCTCT GAAGATAATT CTGGAAGAAC TGCCCCACCA GOGACCTCAG 1920 

iU TGCAGGCCCA GCCAGT6CT0 CCCACTGACA GCGCCAGCOG AGGTGGA6TG GC0QT6GTCC 1980 

C06CATCAGG TGACTGTGTC OCCAGCCCCT OOCACAATGG TGGGACATGC TTOGAGGAGO 2040 

AGGAAGGGGT CCGCTGCCTA TGTCTGCCTO GCTATGGGGG GOACCTOTGC GATGTTGGCC 2100 

TCC3GCTTCTG CAACC0CX3GC TOGGACXXXrX TCCAGGGOGC CTGCTACAAG C31CTTTT0C3V 2160 

- CAOGAAGGAG CTGGGAGGAG GCAQAGACCC AGTGCOGGAT GTA0GGOGCX3 CATCTGGCCA 2220 

ID GCATCAGCAC ACCOGAGGAA CAGGACTTCA TCAACAACOO QTACCSSGQAG TACCAGTGGA 2280 

TCXWACTCAA OGACAGGftCC ATOGAAGGGG ACTTCTTGTa OTCGQATGGC Q TCCX30CTGC 2340 

TCTATGAGAA CTCGAAGCCT GGGC»OCCTO ACAGCTACTT CCTGTCTGGA GAGAACrGGG 3400 

TOOTCATGGT GTGGCATGAT CAGGGACAAT GGAOTGAOGT GCCCTQCPAC TACCACCTGT 2460 

on CC TACAC CTG CAAGATGGGG CTGGTGTCCT GTGGGCCXSCC ACCGGAOCTG OCCCTGGCTC 2520 

ZU AAGTGTTCGG CCOCCCAOGG CTGCGCTATO AGOTGGACAC TGTGCTTC6C TAC08GTGGC 2580 

GGGAAGGACT GGCCCAG08C AATCTQCOSC TGATCXXSATO CCAAGAQAAC GGTOGTrO G G 2640 

A6GCCCCCCA QATCTCCTGT GTGCCCAGAA GACCTGCCOS A0CTCT6CAC CCAGAGGAOG 2700 

ACCCAGAAGG ACGTCAGGGO AGGCTACTGG GAOGCTGGAA GGCGCTOTTO ATCCCCCCTT 2760 

CCAGCCCCAT GC CAGGT CCC TAGGQQGCAA GGCCTTQAAC ACTGCOGGCC ACAOCACTOC 2820 
ZD CCTGTCACCC AAATTTTCCX: TCACACCCTG OGCTCACCAC AGGAAGTGAC AACATGAC 

Seq ID NOi 260 Protein eequence 
Protein Accession #t NP_068767,1 

30 1 11 21 31 41 51 

I I I 1 I I 

MAQLFLPLIiA ALVLAQAPAA lAOVLEGDSS BDRAFRVRIA GDAPLQGVLG 6ALTIPCHVH 60 

YLRPPPSRRA VLGSPRVKWT PLSRGREAEV LVARGVRVKV NEAYRPRVAL PAYPASLTDV 120 

SLALSELRPN DSGIYRCEVQ HGIDDSSDAV EVKVKGWPX* YREGSARYAP 6FSGAQKACA 180 

RIGAHIATPE QLYAAYUSGY EQCDAGWLSD QTVRYPIQTP REACYGDMDG PPGVRKYGW 240 

DFDDLYDVYC YASDLHQELF LGDPFBKLTL BBARAYGQER OABXATTGQL YAANIXSGLDB 300 

CSPGHIiAOGS VRYPIVTPSQ RGGGGLF6VK TLFLFPNOTO PPNKHiSRFNV YCFRDSAQPS 360 

AIPEASNPAS NPASDGLEAl VTVTETLEEL QLPQEATBSB SRGAIYSIPI MEDGGGGSST 420 

. FEDFAEAPRT LLEFETQSMV PPTGFSEBEG KALEBBBKYE DEEEKEEEE5 EEEVEDBAUT 480 

4U AHFSELSSPG PEASLPTEFA AQEESLSQAP ARAVLQPGAS PLPD6BSEAS RPPRVHGPPT 540 

ETLFTPRERN LASF8PSTLV BARBVOEATO OPBLSGVPRO ESBBTGSSE6 APSLLFATRA 600 

PBQTREIiEAP SEDNSGRTAP AGTSVOAQFV LPTDSASRGQ VAWPASGDC VPSFCHNGGT 660 

CLEEHEGVRC LCliPGYO(a>L OJVGLRFCNP GWDAPQGACY KHPSTRRSWB BAETQCRMYG 720 

. _ AHLASISTPE EQDPINNRYR BYQWIGLNDR TIBGDFLWSD GVPLLYEKWN PGQPDSYFLS 780 

4D QENCWMVWH DQGQWSDVPC NYHLSYTCKM 0LVSCX3PPPE LPLAQVPGRP RLRYBVDTVL 840 

RYRCRE6LAQ RNLPLZRGQE NGRWEAFQZS CVFRRPARAL BPEBDPEGRQ 6RLL0RHKAL 900 
LIPFSSFMPG P 

Seq ID NO: 261 DNA eequence 
DU Nucleic Acid AccesBion #t NM_004386.1 
Coding sequences 2.. 3 967 " 

1 11 21 31 41 51 

1 ! I I I 1 

J J GATGGGGGCC COGTTTGTCT GGGCCTTGG6 GCTTTTGATG CT6CAGAT6C TGCTCTTTGT 60 

GGCTGGOGAA CAGGGCACAC AGQATATCAC OOATGOCAGC GAAAGGQGGC 7CCACATGCA 120 

GAAGCTGGGG TCTGQOTCAO T6CAGGCTGC GCTGGCX3GAG CTGGT60C0C TGCCCTGTCT 180 

CTTTACCCTG CAGCCAOGGC CAAGCQCAGC CCGAQATGCC CCTOGGATAA AGTGGACX»A 240 

GGTGCX3GACT GOSTCX^GGCC AGCGACAGGA CTTGCCCATC CTGGTGGCXai AGGACAATGT 300 

OU OGTGAGGGTG GOCAAAAGCT GGCAGGQAQ} AGTGTCACTG CCTTCCXACC CCCX3G06CCO 360 

AOO CAACGCC AOGCTACTTC TGOGQOCACT GAGGGCCAOT GACTCTGGGC TGTAOGaCIG 420 

CCAGGTGGTG A6GGGCAT00 AGGATGAGCA GGA0CTGGT6 OCCTTGGAGG TGACAGGTGT 480 

TGTGTTCCAC TACCGATCAO CCCGGGACCO CTATQCACTO ACCTTCGCTO AGGCCCAGGA 540 

GGCCTG CCGT CTCAGCTCAG CCATCATT6C AQCCCCTOGO CATCTACAGG CTGCCTTTGA 600 

OD GGATQ6CTTT GAOVACTGTG ATGCTGGCTG OCTCTCTQAC OSCACTGTTC GGTATCCTAT 660 

CACCCAGTCC 06TCCTGGTT GCTATGGCGA C30GTAGCAGC CTT0CAG6Q0 TTOGGASCTA 720 

TGGGAGGCXSC AACCCACAGQ AACTCTAOQA TGTGTATTGC TTTGC006GG AGCTQGGGGG 780 

CGAQGTCTTC TACX3TGGGCC CX5GCCC0CCG CCTGACACTO GCC3GG060GC GTGCACAOTG 840 

COGCCQCCAG GGTGCCGCGC TGGCCTCGGT GGGACAOCTG CACCTGOOCT G6CATGAGG6 900 

/U CCTGGACCAG TGCX3ACC0GQ GCTGGCrGGC 0GA066CA0C GTGOQCTACC C3QATOC3U3AC 960 

6C0GC36CGQG 06CT6GGGGG GCOCAGGCOC OGGGGTGCSC AOOOTCTAOC GCTT08CTAA 1020 

C0Q6ACOQGC TTCCCCTCAC COOOCOAGCG CTTOQAGGOC TACTOCTTCC QAGCTCATCA 1080 

CCCCAC36TCA CAACATGGAG ACCTAGAGAC COCATCCTCT GGGGATGAGG GGGAGATTCT 1140 

OTCAGCAQAG GGGCCXXXS^ TTAGAGAACT GQAGCCCACX: CTGGAGGAGO AAGAGGTGGT 1200 

/ J CACCCCTQAC TTCCAGGAGC CTCTGGTOTC CAGTGG6GAA GAAQAAACCC TGATTTTGGA 1260 

GGAGAAGCAO GAOTCTCAAC AGACCCTCAO O0CTAOCX3CT GGGGAOCGCA TGCTG OO CTC 1320 

ATGGCCCACT GGGGAAGTGT G6CTAAGCAC GgTG G CCOCC A6CCCTAG08 ACATGGGGGC 1380 

AGGCACTGCA GCAAG TTCA C ACACXJGAOOT GGCCCCAACT GACCCTATGC CTAGGAGAAO 1440 

GGGGCGCTTC AAAGOQTTGA ATGGGOGCTA CTTCCAGCAG CAGQAACCGG AGCCGGGGCT 1500 

OU GCAAOGGGGG AtGGAGGCCA 0CGCCCA6CC CCCCACCTCA GAGGCT6CAO TGAACCAAAT 1560 

GGAOCCTCOG TTOGCCATGO CAGTCACA6A aATOTTGGQC AGT6G0CAGA GCOOQAOOOC 1620 

CTXXX3CTGAT CTQACCAATO AOGTGQATAT GGCTGGAGCT GG TlVlXa c m GTGGCAAGAG 1680 

CTOOCCAGAG OOCTGQCTGT QQGCCCCTAC CATGGTOOCA OCCAGCATCT CAGQGCACA6 1740 

CAOOQCCOCr GTCCTGGAGC TAGAGAAAGC GQAOGGOOOC AGTGCCAGGC CA6CCA000C 1600 
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AGACCTGTTT TGGTCCCCCT TQQAGGCCAC TGTCTCAGCT CCCAQCCCTG CCCCCTGGGA 
GGCATTCCCT GTGQCCACCT CCCCAC3ATCT CXXTTATGATG GCCATGCTGC GTGGTCCCAA 
AGJVGTGGATG CTACCACACC CCACCCCCAT CTCCACCQAG GCCAATAOftG TTGAGGCTCA 
TGGTGAGGCC ACXS5CCACGG CTCCACCCTC CCCTGCTGCA GAGACCAAGG TGTATTCCCT 
5 GCCTCTCrCT TTGAOCCCAA CAGGACAGGG TGGA6AGGCC ATGCCCACAA CACCTGAGTC 
CCCCAGGGCA GACTTCAGAG AAACTGGGGA GACCftGCCCT GCTCAGGTCA ACAAftGCTG A 
GCACTCCAGC TCCAGCCCAT GGCCTTCTGT AAACAGGAAT GTGGCTGTAG GTTTTOTCCC 
CACTGAGACT GCCACTGAGC CAACGGGCCT CAGGGGTATC CCGGGGTCTG MTCXOGTCT 
CTTCGACACA 6CA0AAAGCC CCACTTOCGG CTTOCAGGCC ACTGTAGATO AGOTGCAGOA 

10 cccnwrr tcaotgeaca gcaaagggct ggatgcaagt tccccatctg cccccctggg 

GAGCC2CIGGA GTCTTCPrOG TACCCAAAGT CACCCCRAAT TTGGAGCCTT GGGTTGCTAC 

•agatgaaoga cccactgtga atcccatgga ttccacagtc acgccggcx:c ccagtgajtgc 
tagtggaatt tgggaacctg gatcccaggt gtttgargaa gcooaaagca cxacctegag 

CXXrrCAGGTG GCCCIGGATA CAAGCATTGT GACGCCCCTC AOGACCCTOG AGCAGGGGGA 
15 caAGGTTGGA GTTCCAGCCA TCTCTACACT GGGCTCCTCA AGCTCCCAAC CCCACCCAGA 
GCCAGAGGAT CAGGTQOAGA CCCAGQQAAC ATCAGGAGCT TCAGTGCCTC CGCATCAGAG 
CAGTCCCCTA GGGAAACCGG CTGTTCCTCC TGG6ACACCG ACTGCAGCCA GTGTGGGCGA 
GTCTGCCTCA GTTTCCTCAG GGGAGCCTAC GQTACOQTOa GRCCCCTCCA GCACCXn^CT 
GCCTGTCACC CTGGGCATAG AGGACTTCGA ACTGGAGGTC CTGGCRGGGA 6CCCGGOX0T 
20 AGAGAGCTTC TOGGAQOAGO TQGCAAGTGQ AGAQGAGCCA GCCCTGCCAG GGACCOCTAT 
GAATGCAGGT GCGGASGAGG TGCACTCAGA TCCCTGTGAG AACAACCCTT GTCTTCATGG 
AQGGACATGT AATGCCAATG GCACCATGTA TGGCTGTAGC TGTGATCAG6 GCTTCGCX3GG 
GQAGAACTGT GAGATTGACA TTOATGACTO CCTCTGCAflC CCCTOTGAGA A'TGOAGG^S 
CTGTATTQAT GAGGTCAATG GCTTTGTCTG CCTTTCCCTC CCCAGCTATC GGGGCAGOT 
25 TTOIGAGAAA QACACOGAGG GCTGTGACCG CGGCTGGCAT AAGTTCCAGG GCCACTGTTA 
CCGCTATTTT GCCCACCGGA GGGCATGGGA AGATGCCGAG AAGGACTGCC GCCXSCCGCTG 
CGGCCACCTG ACCAGCGTCC ACTCACCG6A GGAACACAGC TTCATTAATA GCTTTGGGCA 
TGAAAACACG TCGATCGGCC TGAACOACAQ GATOQTOGAG AGAGATTTCC AQTMAOGGA 
CAACACCGGG CTGCAATrTQ AGAACTGGGO AGAGAACCAO CCGOACAATT TCTTCGO^ 
30 TCGCGAGOAC TGTGTGGTGA TGQTGGCGCA TQAAAGCGGQ CQCTGGAACG ATOTCCCCTG 
CAACTACaAC CTACCCTATG TCTGCAA6AA GGGCACAGTG CTCTGTGGTC CCCCTCCGGC 
AGTGGAGAAT GCCTCACTCA T0GGT6CC0G CAAGGCCAAG AACAATGTCC ATGCCACTGT 
AAGGTACCAG TGCAATOAAG GATTTOCOCA GCACCATQTO GTCACCaTTC ^TOCOQQAG 
CAATGGCAAG TGGGACAGGC CCCAAATTCT CTGCACCaAA CCCAGAOGTT CACATCGGAT 
35 OOGGQGACAC CACCACCACC ACCAACACCA CCACCAGCAT CACCACCACA AATCCCX3CAA 
GGAGOOCaGA AAACAC3^AQA AACACCCAAC GQAGGACTGO OAGAAGGAOG AAGGGA^TT 
TTGCTGAAGA ACCAGAAAAA AGAAAGCACA ACACCTTTCC CATGCCTCCT CTGGM^CTT 
CGCCTGGGGA GACAGAACCX: AGASAGAAAC AAGAGftOTOC AGAAGT CCCT GAACCOCAAA 
CTGTTCTCGC AAAAAAAATA TTCCTTTGAA CAAAGGTCTT CTTTTCCTTT TTTTACATAC 
40 ACAAGAICrr CTTGGCAGOT GGAGCCAGGT GTCTGAAAAG TTCATTCTOG TCTGGCTQAA 
CTCTGGGAGT GTGTCCCAGC TGAGGGAAGC ACAAGTAGCA AAGCTCATTG GTCTGGTCTC 
TTGTTTGCCA GGCTCATTGA AGCAGGCCTT GATGAGGGTG CATCAGTGTA TGTTT6CATT 
CACATGAAGG AATTGCTTTT CACAOCAGAA ATTCaGACTT AGTCaU^TCTT GGCTGAATTC 
CTAAATCCAG GAAGAAGCCT GGACX5TAGGG TCATTAGCTT TGGGAATA6A AG6CTACACA 
45 GAAGCACACT GTTTTTGAAC TTGACAACAG CTCTCCCTTT ACCCTGGACT TCAGCCCAAG 
TTCCGTCTTT GQTCTTGGTQ GATAAACACA CAGTGTGGA6 ATCCCACGTA CTGCATTTTA 

gggatgtttt tagqacaacc tccctccatg ccttcagagt taggagigag aatgatcaaa 

GCAATATGTA GGT6ATG6AG GGAGAGTGTA TTGCTAACCC TTCCAGGTCT AGTCCAGOSC 

tgaoatttgg tgcttcigca tgtotgatqa atctctttca cacaaataga osagaggata 
50 tttagggcta gatoagccca gatttcttcc ccctccatct ctcagggaga CaAAGAACXrr 
ccttcctgga ccaaggaggt gctgccaagt tttctagccc agtgcacata cccagtcctt 

AAGCAGACAT TGGTAGTGCC CGTGCOCTGG GTCCCACTCC TGCCC3CACCC GACCCTTGTC 
CCTGGCCATT OCCTOOTOGX CTAGAAACAC TTAAAACTTO AAOTAGTGAC ACCTACCTGC 
GGTCATATTG TAGAGAGATQ CTCAGTOTTA AAACTGRAAC ACACAAACAC ACACACACAC 
55 ACATTTTTCT CTTCrTAGATT TTAATTTTTT AAGTQG6AAA GAACTCACCT TGCCTTCCTC 
CCCCAAATGT GCAACCTGTA AAAGQTCTCT CCACACCAQG GGCCAGQATC CAGTTCCCTC 
ATCTCTGGCA GGAAAGATCC ACAGCTTTTC CTCCATGTCT GTTACTCACr TTCAGCAGTC 
CGGGTAAAAT CXGTGGATCA GGQTTAAAAA AGCACOGTGG AGAATGGCCC TCTTCAGGAA 
AGAAAAATAA GCAAATGAAT GGTCCACXTTA QGGGTTCAOr AAAGAAAGAA ATGTGTTAAC 
60 TGAGCCTGAA TCCCTTCTGG GAAGTAATAA TGACCATTGA CAACTAAGAA GTAGACACCA 
TGCTAAAGAC TTACATACAA TCTCCTTGAA TCTTCTCAAT AGCCCATTGA CTTAGAAACT 
GTTACTTTCC CATTTTACAC ACAGTGAAAC T6AGGCTCAQ ATATAAAGGA AAGGTACTGG 
CTTGAAOTCA CAACCAOGAC AGGAOTAAQO ATTTQSAATA AGGATrTGGT CCTGTTTTCT 
GGACCaAATC CTTACTCTGG CTCTGCTTAC ACTTTCTCTC CATCACCAAA TCCTTACTCC 
65 AAATCCAQAA GTCAGAGCCA ACTCCCATCT TGGTTCTGAC CCAAATCCTG CTCTGGACTC 
TGGAGAGGAG ATTGAAATAT AATTGOWXC TCATAOVCAT TTAGGAAATG GTTAAGAAGT 
GTAAACTGAA CCCTTATCCT TCTCTTCAAT CTTCCrCCCr GTAGACATCT ATCTTATTAT 
GGTTATT A TT CAGAAAACCC AGQGATaCftS GTTTOTCTTC TTACTTTGAT AACTCTTCTT 
AGTTTAAAAT AATAATAATA ACACATCTTT GGTCATCTAT GTCACaCAAA AATTTTCCTT 
70 TQTTTQCX3GG GGGCTGQGGA TGCaGTGTTT TTrGGGGGGT CTTGGTTTAT GCTCCXTTGCC 
CTTGAGCCCC TCAGCOQTTT GCCCTGCCCC CACCTOGGCT CCATGG TGGG AG GGTOGT CT 
GGTCTTTTCT AAAGTGGGOG Um ' U ' i ' C n 1 ' TGATCTTTCC CTTTTGGATG TGOCTGTGTG 
TCTGC g TOTG CCATOTGOGT GGCAGGCATA TGAGTOTGrG T6CX3TGTGAA OOGCTTTGGQ 
TCCTGCtGGT TTTGCTGTQA GCTQCAaiGT TCTGTGGQTC TGTGQTATCT QACACTGTGG 
75 ACATTAATGT ACTTCTTGGA CATTTTAATA AATTTTTTAA CAGTTCAAAA AAAAAAAAAA 
AAAAAAAAAA 



1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2S20 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960, 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
S040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 
5820 
5880 
5940 
6000 
6060 
6120 
6180 
6240 
6300 



80 



Seq ID NO: 262 Protein aequence 
Procein Accession ftt NP_004377.1 



1 11 21 31 41 51 

1 I 1 I I 1 

MGAPPVWALG LU4LQMLI.PV AGBQGTQDIT DASERGLHMQ KLGSGSVQAA LAELVALPCL 
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FTLQFRPSAft RDAPRIKWTX VRTASGQRQD 
ANATLLUSPL RASDSOLYRC QWRGIHSEQ 
ACRLS5AIIA APRHLQAAFE XXSFDKOSAGH 
GRRNPQELYD VYCPARBLGG BVFYVGPARR 
5 LDQCDPGWLA DOSVRYPICrr PRRR0Q6PAP 
PTSQK6DU3T PSSGDBGEXL SAB6P9VRBL 
BRQESQQTLS PTPGDPMLAS HPT6BVWLST 
GRFKGLNGRY FQQQEPEPGL QGGMEASAQP 
WADLTNEVDM POAOSAOaKS SPEPWLWPPT 

10 DLPWSPIiEAT VSAPSPAPWE APPVATSPDL 
GEATATAPPS PAAETKVYSL PLSLTPTGQG 
HSSSSPWPSV NRNVAVGFVP TETATEPTGL 
PHPSVYSKGL DASSPSAPIiQ SPOVFLVPKV 
SGIWBPGSQV PBEAESTTLS PQVALDTSIV 

IS PHX}VETQGT SGASVPPHQS SPLGKPAVPP 
PVTLGIEDFE LEVLAGSPOV ESFWEBVASQ 
GTOIANOTMY GCSCDOOFAO EtICBIDIDDC 
CEKDTEGCDR GWHKPQGHCY RYPARRRAH6 
ENTW16X2IDR IVBRDFQWTD NTGLQFENVfR 

20 NYNLPYVCKK OTVIiOGPPPA VEHASLIGAR 
NGKWDRFQXV CTKPRRSBRM RGBBHHKQHH 



liPZLVAXDNV VRVAXSHQGR V8LPSYPRRR 120 

DLVPLEVT6V VFBYRSARDR YALTFABAQB 180 

XiSDRTVRYPI TQSRPGCYGD RSSLPGVRSY 240 

LTLAOARAQC RRQGAAIASV GQLHLAHHEG 300 

GVRTVYRFAN RT6FPSPAER PDAYCFRAHH 360 

BPTLESBBW TPDFQEFLVS 96EEBTLILB 420 

VAPSPSDMGA GTAASSHTEV APTDPMPRRR 480 

PTSEAAVNQM EPPLAMAVTE KLGSGQSR8P 540 

MVPPSISGHS RAFVLELEKA E6PSARPATP 600 

PMMAMLRGPR EHKLPBPTPI 8TBANRVEAH 660 

GEAMPTTPBS FRADFRETQB TSPAQfVNKAB 720 

RGIFGSESGV FDTABSPTSO I^TVDBVIOD 780 

TFNIiBPWVAT DEGPTVNPMD 8TVTPAPSDA 840 

TPLTTLEQGD ECVGVPAMSTL GSSSSQPHPB 900 

GTPTAASVOE SASVSSGBPT VPHDPSSTLL 960 

EBPALPGTPH HAGABBVBSD PCQQIPCLaO 1020 

LC8PCQ9GGT CIDEVMGFVC LCZ^SYOaSF 1080 

DAEKDCRRRS GHLTSVHSPB EHSFZNSFGB 1140 

ENQPDNFFAG GEDCWMVAH ESGRWMDVPC 1200 

KAXNNVKATV RYQCNEGFAQ KHWTXRCR8 1260 

HQHHHRKSRK ERRKHXKHPT EDKBKDEGNF 1320 



Seq ID NO; 263 DNA sequence 
25 Nucleic Acid Accession #t Eos sequence 
Coding sequence i 7 . .2085 

1 11 21 31 41 51 

30 GCCGOSATGG CCAOCACCAQ OAOTATCGAO CTGQAGCACT TTGAGGAACX3 GC5ACAAAAGG 60 

CCGCGGCCGG GGTCGCGGAQ AGGGGCCCOC AGCTCCTCCG GGGGCAGCAG CftGCTO OqGC 120 

CCCAAGGG6A ACGGGCTCAT CCCCAGTCXX5 GCGCACAGTG CCCACTGCAG CTTCTACCOC 180 

A06GGGACCC TGCA6GCCGT CAGCTOGGAG AAGAAGGCCA AGAAGG03CG CTTCTACCGG 240 

AACaGGOACC GCTACTTCAA GGOCCTGGTO TTTGCCATCT CCAGOGACCG CTTCOGGTCC 300 

35 TTOGATOCOC TCCTCATAGA GCTCACCCGC TCXXTTOTCGG ACAAOGTOAA GCTGGGCCAO 360 

GGTGTCOGCA CTATCTACAC CATCGACGGC A600GGAAGG TCACCAQOCT OQAOQAGCTG 420 

CTGGAAGGTG AGAGTTACGT OTOTGCATCC AATOAACCAT TTOGTAAAGT G6ATTACACC 480 

AAAAATATTA ATCCAAACIO GTCTGTOAAC ATCAAQGGTG GGACATCCOG AGCGCTGGCT 540 

^ GCTQCCTCCT CTGTGAAAAG TGAAGTAAAA GAAAGTAAAQ ATTTCATCAA ACCCAAQTTA 600 

40 GTQACTGTGA TTCGAAGTGQ AGTGAAGCCT AGAAAAGCCQ TGCGQATCCT TCTGAATAAA 660 

AAGACTGCTC ATTCCTTTGA ACAAOTCTTA ACAQATATCA CCGAAGCCAT TAAACMAOCC 720 

TCAOGAGTCXa TCAA(3AGGCT CTQCACCCTG GATGGAAAGC AGGTGAGAGT TAC6T6T0TS 780 

CATCTGCCAO ACTTTTTTGO TGATOAOQAT GTTTTTATTQ CATOTaQACC A6AAAAATTT 840 

C6TTATGCCC AAGATGACTT TGTCCtaOAT CATAGTGAAT GTOGTGTCCT OAAGTCATCT 900 

45 TATTCTOQAT CCrCAQCTOT TAAGTATTCT GQATCCAAAA GCCCTGGGCC CTCTOGAOGC 960 

AGCCAQATTT CTOCTCATGQ CAGATCTTCT TCCAATGTAA AOGOTGGACC TGAGCTTGAC 1020 

COTTGCATAA GTCCTGAAGG TGTGAATGGA AACftGATGCT CTOAATCATC AACTCTTCTT 1080 

GAOAAATACA AAATTGGAAA GGTCATTGGT GATGGCAATT TTGCAGTAGT CAAAGAGTGT 1140 

_^ ATAGACAGGT GCACTGGAAA GGAOTTTaOC CTAAAGATTA TAGACAAAGC CAAATGTTGT 1200 

50 GGAAAQ6AAC ACCTGATTGA GAATGAAOTO TCftATACTGC G CQGAGTGAA ACATCCCAAX 1260 

ATCATTATGC TGGTGGAGGA GATGGAAACA GCAACTGAGC TCTTTCTGOT GATGGAATTG 1320 

QTCAAAGGTG GAGATCTCTT TQATGCAAIT ACTTOOTOGA CCAAGTACAC TGAGAGAGAT 1380 

G6CAG1X3CCA TGGTGTACAA CTIAGCCAAT GCCCTCAGGT ATCTCCATGQ CCTCAGCATC 1440 

CTGCACAGAG ACATCAAACX: AGAGAATCTC TTGGTGTGTQ AATATC CTGA TGQAACCAAO 1500 

55 TCTTTGAAAC TGGGAGACTT TGOGCTT600 ACTGTGGTAO AAOOCCCTTT ATACACAGTC 1560 

TOTGGCACAC CCACTTATGT GGCTCCARAA ATCATTGCTQ AAACTGGCTA TGGCCTGAAG 1620 

GTGGftCATTr GGGCAGCTGG TGTGATCACA TACATACTTC TCTGTGGATT CCCACCATTC 1680 

GGAA6TQAGA ACAATCTGCA GQAAGATCTC TTCGACX»GA TCTTGGCTGQ QAAGCTGOAQ 1740 

TTTCOQOCCC OCTACTGOGA TAACATCA03 GACTCTGCCA AGGAATTAAT CAGTCAAATG 1800 

60 CTTCAGOTAA ATGTTGAAGC TCGGTGTACC 60GGGACAAA TCCTGAGTCA CCCCTGGGTQ 1860 

TCAGATGATC CCTCCX3VGGA GAATAACATO CAAGCTGAGO TGACAGGTAA ACTAAAACAG 1920 

CACTTTAATA ATGOGCTTCCC CAAACA6AAC AGCACTACCA COGGGGTCTC OGTCA TCATG 1980 

GTGAGTGGAA GGGGQCAaGT CIGGGCTGAC TGGGGAfiCCXS GCCTTQAAGT TTTTGAATTA 2040 

GGTAGOOGGQ AGCTGCCCTC AOkTOGAAGT TGGTGCCTTC 0GTA6TCCTA TTTCATATGA 2100 

65 AQATTGGCTT GGCATOTGGA GGGCACTCAT TOJGCAACTC CCAGGCTTTQ GGCACTGTGT 2160 

GGAaaGGCTT GTGTAGGGAC CAGCAGGCCT GGTGTGAGGQ GTCC3^GG0GT CAAGGAGCTC 2220 

CTQGCTGGGC CCTCTGGGCA GCTGCTTCCa CTCnGTCTC TGCCTTCTCA TCTAGAGAGA 2280 

CTCGCAA6CC CTGGAGGGGT O l Vn ' GTQ ' rr AGGAATTAAC TCCCTGCCTA CCCCAAGGCC 2340 

TCAGAAATAO ATTATTAGAO ATOTGAATTA TTCmOAOA CTTGGGATAA GAAACA GCCA 2400 

70 AAGCTAAACA TATTTCAGTT TTAAAAAATC AGTGTTTTAT AAAACACAGT TTGGG GCTTT 2460 

TAAAG6TACA TAATCAAGGA AAAAAATATA TATTCATTTT TCAGGGTTGQ TAACAT TTTA 2520 

TGAGATGTCA GTGACAACGA T6GCCTTATT TTTTTCAGOC mTCTTCTT OCAAAATOTT 2580 

TCTTAAGGCA ACTCTCCTAA ATACATAAAC ACAACAAATT AAAATGAAAA GTGACATGAG 2640 

A6TAAATGAA TCAAAAGGAA AAAACATTGA ACCA6AGGTG AGG6CAGCAC AOCCXXIAGCA 2700 

75 GCTGTOCAGG CCTGAGCCAA TOCAACCCTO GG0GG6AAGG CCAOCTCACC GTQAGCAGGT 2760 

AQAAGCCAGC CAGCCACCCA GGCAGOGAOC TmU TiXn'QC CCACACACTC CCAGQAGCAO 2820 

GGAACAOQGO TGGAGTGGCC TTTCCCAQAO CTGGAGTTGG CTQCAGCAGC TTTCGAATCA 2880 

QACCTCCCAA GOIGATGGGC GTCTGACTTT CACATCTGGG CCCCXCQTOA CCCCACTGAQ 2940 

^. TCCTQACAGC TAAGGATGGG CCACCTCCAC AGCTCOOTCA CTCOTACTTG OGACAQGCCT 3000 

80 CTCATCCTCT GGGAAGGTCC TCCTTOTTTC CTA€XX»ACT ACAAGGGAAA CACTGGC3^TA 3060 

TTCTCATGGT ACATQGTTGT CTGAAAGCCT TACCTAGGAA OACGCAGGOT CTAGATAGAA 3120 

GCTATAAGGA AGCCACACAC ATAACCCACA TCCCXACACC CCCAACATCC CXXIACACTCC 3180 
CCACAOXrCC CACACCGCCC ACATCCOCaC CATAATTACC CCCACCTCCA AATATCTCAT 
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Seq ID NOt 264 Protein s equence 
Protein Accession #: Eos sequence 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



1 
I 

MASTRSIELE 
TXiQALSSEKK 
RTIYTIDGSR 
SSVKSEVKES 
WKHLCTIiDG 
RSSAVKYSGS 
YKIGKVIGDG 
MLVEEMETAT 
RDIKPEHLLV 
IWAAGVZTYI 
VMVEARCTAG 
GRRQVWPDCG 



11 
I 

HFEERDKRPR 
AKKARFYRMO 
KVTSLDELLE 
KDFIKPKLVT 
KQVRVTCVHL 



NPAWKECID 
EIiFLVMEIiVK 
CEYPDGTKSL 
LIiOGFPPFRS 
QILSHPWVSD 
AGLEVFELGS 



DRYFKGLVFA 
GESYVCASNE 
VIRSGVKPRK 
PDFFGDDDVF 
ISAHGRSSSN 
RSTGKEPALK 
GGDLFDAITS 
KLGDFGLATV 
GHNLQEDLFD 
DASQENNMQA 
RELPSHGSWC 



31 
1 

SGOSSSSGPR 
ISSDRFRSFD 
PFRKVDYTKM 
AVRILLHKKT 
IACX3PEKFRY 
VKGGPELDRC 
IIDKAKCCGK 
SnOfTERDGS 
VEGPLYTVC6 
QILAGKLEFP 
EVTGKLKQHF 
LP 



41 

GNGIilPSPAH 
AIiLIBLTRSL 
INPHHSVNIK 
AHSFEQVLTD 
AQDDFVI»DHS 
ISPEGVKGNR 
EHLIENEVSI 
AMVYHZiAKAL 
TPTYVAPXII 
AFYHDNITDS 
NNALPKQHST 



51 

I 

SAHCSFYRTR 
SDNVNLPQGV 
GOTSRAIAAA 
XTEAIKXASG 
ECRVLKSSYS 
CSESSTLLEK 
LRKVKHPNII 
RYLH6LSIVH 
AETGYGLKVD 
AKELISQMLQ 
TTGVSVIMVS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



Seq ID NO: 265 DMA sequence 

Kucleic Acid Accession #s AB0206B4.1 

Coding sequence: 1..1744 

, XI 21 31 41 51 

innrOTGTC ATTAATACAT TAAAAAGATT CAATCTTTAC CCTGAGGTAA TTTrGGCa^G 
SSSSS??^ Satacca AAATAATGGA CTTGATTGGT ATTCAAACCA AGATATGTTQ 
^^GTCC TATTGAAAGC ^TOAAG^ ^GOAOATCC 
TGCTTQCTTT TATGTTGCTG TAATTTTTAT TTTAAATGGA CTAATGATGG O^TTATTCTT 
SS^aSS aStATTTAA GTGGCAGCCX5 ATTAGGAGGC CTGGTTACAQ TGTTGTGCTT 

GTACCCGTGT AATGTGGACA CCACCTCT^ . 
TTTCT^C TTCAQATGrr GCTAGTGACT CATATTCTCA GGGCTACAAA 
S^A?^ GGAAGCTTGA TTGCACTCTG CATTTCCAAT GTATTTTTCA TGCTTCCTT6 

SSS^?^ SStac TTCTTACTCA GATTOCATCA ttatttgcag tjjatottgt 

S^ATATGTA AATTACX5GAA GATCATTTAT ^^^^ 
i^TTTOTTTT GTTTTGATOT ■TrGGGAACTC AATGTTATTA ACTTCTTATT ATGCTTCTTC 
^SS^SS TTCTCGCAAT GAAACCACAT TTCCTGAAAA TAAATGTATC 

TtSggSta TTCAAGGATG TTTTTGGTTA TTTGGJACTO Ta;TACTTAA 
I^^^ TCTAA^ TTGGTATTGC AGATGAOGCT CATATTGGCA ACTtACTAAC 
AtSaAATTC TTTA6TTATA AGGATTTTGA TACTTTATTG TATACXrTOTG CAGOG^^ 

^5tmo Saaaaoaga CTCCACTGAG ATACACAAAG acattattgc ttccj^t 

ISSritrir TTTCTTCCTA TTGTTAGAAA GATTATTAGT GATATGTGGG GTGTCTTAGC 

SJS^ S^ScACCA gtttgatcat ggagagctgg tttaccatcc 

I™^^ TT^C^TA CAGCCCTTGG TATTTTAATT ATGAGACTAA AACTCTTCTT 
SSS^^ ATGTGTGTTA TCGCATCACT QATCTGCTCA AGACAGCTRT TTGGATGGCT 
gtacatStg GTGCTATTGT GTTTGCTATA ttagcagcaa tgtgaata^ 
aatSgcaaa cccagtggaa tatoxstagqg gagttcagca ™^ 

^SLAA^rGGA TCAAATATAG TACTAAAC^ f^^^ 
CATGCCCACG ATGGCAAGTG TTAAGCTCTC TGCACTTGGO CCCATTGTa\ AT^CCACA 
SI^SagS GCAGGCTTGA GAGCCAGAAC AAAAATW3TA TACTC»ATGT AT^CGGAA 

SS^^ Saaotqaaqc gagaactgat aaaottaaaa gtgaactatt a^ctaga 
tgtSaa gatcgaagcc tggttgcagt atgcctgaaa im^G^ 

SSItGCTG GGAAAACrCC C^KT^ SJSJS 
ACCTCACrrC ACCACTGTAT TCCAGAACAO TOTTraCJAA OTCCTAG^ S^^^ 
ATGACTGCTA CATGACCTGC TGCCTACGGA GAACTACMC TGTAM^ ^^S^ 
GCTAAGTCAT GTGTTGTTCA TATCCCAAAA ACTTTTATA6 GTAACTGTTT T^jAAJJ*^ 
iSSTTrSx TTCGTCAATT TGAATGTCAT TCTAATTATA AAAATGACTT ACACCTITM 
^SSgGTTA CtStTCAAT GCACCCTTTA AAATTTGCTA TGCaAAlGAG TATATGCTTG 

S^^IiSSr GCXAAAOTGA GC^^ 
GGGTTCTGAC AAGGATGACA TGAAAATACA GG ACAATTCT eACAMQTAG GGGCTGATTT 
WTAGTGTAA GAACTATTAA TGCCOCTTGC TTCTTTTTTC TGCCTCTTGC TCTTGTCTTT 
J^SStC A^TTGTA AGTTCTTOGG TCATGTCAGC CCCTGTCATC AACTTG ftGTT 
A^AGATG ^CAGACAT GGAGTGTTTG CTATATAAAA CTATCTGTTT GTTTTACTTC 

^SSct ^^^^ ?SStg ttaatoaagc ttttccigcc ™ttaat 
S^aaSctt ggaocttgtq gttaogaaat tcccttaact tccagccata togqvttatc 

CTTGCTCTCT CTCTtCTCCT CTTCC^ 
AATAAGTACT GTTTACTCAT TTAGTTGCTT ATCAAGTACT TATTCXTO3T TTWAAMAA 
ATTA^GGTA ACTGTATTTT TCTCAITTTT AGCATTATTC ARATGTTTAT ATTTTAATAC 
S^AAAcS OTTAAWSTT TTTTCftTGTT TAATTATAGT TTTAAGAAAA ACTATnTOA 
^^^^ SStaS^ TCTAGAAACT AATGXATATT TGATTAGACA TCATTTATAG 
^^^P. S^A CATGGTAATT TTTCTTTTAC TATTA^ 2^?^ 

tgactaattt tgctgtcaaa aatgtaaaga ataatgataa mggactttt tt atatttta 

CTTTTAAGAT TOCCTGTCTT TAATAAGACA AAGCCTTAAG OCTTATGTTA TAATTTTGGT 
iSS^AMC M^TTCAG 1ATWW3GAAT AAGTATATTT CGTCCTCCTC TTTAGTTTTT 
Sototm TTATTTTTAT TTTQAAAAAT TTCTACACCT TCTTTGAATT ccttgt^ 
liSrOTTT CTTAGAMTT AATTTGTGTG AAATGAGATT CTTCAAAAOG ATGAAACCTC 
^^^^ ^SStTTA AATTCTAAGC AAAfiOSGAC TATGGCTGAC 
aSSaS^ TTTAMTATA CAGCTTCTCT TTCTTAACCaV CaGGCRGATT AACCTCATTO 
J^^SSS TT^OTT AGTCCTCAG6 CATGQTTTCT GGTGCCCACT CCTGGAAGCC 
SS^S?c tSsSgagc CCAAGGGCAG GCCTGGTCCC ggggaag^g 

^S?^ ISSS GCTGCAAAGG CTGAGGAGTG TGCOT^OGA ^A^CA^ 
CCCCCAGTCT TCTGCCAGCG CCTAGRGCCG CAGCIXXCAG GQATGCTCCT TCCCTSG«fi6 
SgS^GGA GAGGGACTCT GOCAGCGTTC TTCAGATTT6 TGGCCRCTGT "CTCATTTG 
S^^^ CTTTTTATTT CTTAGGCTTT TGCtAOTTTT AGAAAATAGB GAAGOGOOC 
TTOATTTOTO GATTAAAA6C AACATTTGAO OGATGAIGCA CAACAGTCCA GGAAAATGGO 

1055 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
ISOO 
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wo 03/042661 



C36GTQQACftC TT6AGGCTGA GGATGGGAQT TGACATGASC AGGOAGAOGQ AGGTGOGOGC 3660 

TGCTTATCTO TQATTGTTGC TaiCCTOAGT GTGGCTGMT OrGTAOVTCC ASCAGTTACA 3730 

ATTTTTAAAA ATTATACTTT TACATTTATT TTATATTTTT CTCACCCCCA GTAATTTCCT 3780 

TCCAAAGAAG TTCACATGTA ATAAGTAGAA ATTCTGTATA GGAAAAAAGC ATTAAAAATA 3840 

CTATTATAAC TGCTTCATTT GCTGGGAACC ATTAAAAGTA ATATAAATTA GCTTTTTCCA 3900 

GAAGOATCCT TTTOTACSCAO T8TTTATGAA TOTAACCOOC A6CAAAATAT Q8CTATATAT 3960 

TAGGGGAGCC AGTTTGGAGC AGA06CCTGA AG6TCCCT0C TAT6CA6C0G T6GCCACA6C 4020 

TCX3CAGCCXA AGCACTGTGO AGCATCCACA CCTTTGATGG CAATGCAGAT TGOTAGCAGQ 4080 

TTCCATAGGC GTACAAAACA GTATTAAAGC TCAOTQTTTT GCATATTGTT AGC31TTTACA 4140 

AATATTmO CTTTAGTATG AG6AAA6TAA GQATGGGCAA AGAAG06ATC AAAATA6CTA 4200 

TTGCTACAAC ATTTTOGAAA ACAAAGTTGG 08CTGTATTT CTTTAAAAAG ATAAGCCTCT 4260 

AAAAATGCTT G6CAAAAAAA ATATAOrGTT AAAATAGGCC AGTGATATTA ATGAGAAAAT 4320 

GAAAGTATGT ATCAGQAATA AAOTGATATT GCATAGGAGT ATTGTATTTT TAT6AATTTT 43 BO 
ATGCCA6TT6 TTTACATGTA CTATATATGT TAAATTAAAA AAAATGATGA GAAAT6 

Seq ID KOi 366 Protein sequence 
Protein Accession BAA74900.X 

1 11 21 31 41 51 

i i I t I I 

PLVZNTLKRP NLYPBVILAS WYRIYTKIMD LIOIQTKICW TVTRGBGLSP IE8CEGLGDP 60 

ACFYVAVIFX LNGLMMALPP lYGTYLSGSR LG6LVTVLCF PFNHGBCTRV MMTPPLRESF 120 

SYPFLVLQML LVTHILRATK LYRGSLIALC ISNVFFMLPW QPAQFVLLTQ lASLFAVYW 180 

GYIDZCKLRK IIYIKMISLA LCFVU4FGN9 MLLTSYYASS LVIZWQILAM KPHFXiXINVS 240 

ELSLHVIQ6C FWiPGTVILK YLTSKIFGIA DDAHIGNLLT SKFFSYIOIFD TLLYTCAAKF 300 

DFMBKBTPLR YTKTUJiFW LWFVAZVRK IISDMWGVLA RQQTHVRKHO PDRGELVYHA 360 

LQLLAYTAIiG ILIMRIjKIjFZ^ TPKMCVMASL ICSRQIiFGNL FCRVHPGAIV FAILAAMSIQ 430 

GSANLQTQWN IVGBFSNLPQ EELIEHIKYS TKPDAVFAGA MPTMASVKLS ALRPZVNHFK 4B0 

YEDAGIiRART KXVY8MY6RK AAEEVKRELI KLKVKYYILB E8WCV8RSXP GC8MPEII1DV 540 
EDPANAGKTP LCNZiLVKDSK PHFTTVFQMS VYKVLBWKB 

8eq ID NOi 267 DMA sequence 
Nucleic Acid Accession #t D26744.1 
Coding sequence! 59.. 1600 

1 11 21 31 41 51 

1111(1 

CTTCAAAGAA TATAGATGOT TTTGAAAAGT TGATGCTGTC CCTTCATTGA ATTTTAGAAT 60 

GATTGAA6AT AGTGGGAAAA GAGGAAATAC CATGGCAOAA AOAAGACAGC TOTTTGCAGA 120 

GATGAGGGCT CAAGATCTGG AT06CATCCG ACTCTCCACC TACAGAACAG CATGCAAGCT 180 

TAGOTTTGTT CAGAAGAAAT GCAATTTGCA CCTGGTGGAC ATATGGAATG TCATAGAAGC 340 

ATTGCX3GGAA AATGCTCTGA ACAACCIGGA OOCAAACACT GAACTCAAGQ TGTCCOGCXT 300 

AGAG6CTGTG CTCTCCACTA TTTTTTACCA OCT C AACAAA GOaATGCCAA CCACTCACCA 360 

AATGCATGTO QA6CAGTCCA TCAGCCTCCT OCTTAACTTC CT6CTT6CA3 G6TTTGATOC 420 

GGAAGGCCAT G6TAAAATTT CAGTATTTGC TGTCAAAATG GCTTTAGCCA CATTGTGTGG 480 

AGGGAAOATC ATGGACAAAT TAAOATATAT TPTCTCAATG ATTTCTGACT CCAOTOOGQT 540 

GATGGTTTAT GGACXSATATG ACCAATTCCT TCX3GGAAGTT CTCAAACTAC CCAOQGAAOT 600 

TTTGGAQOGT GCTTCATTTG GTTACACAQA ACAOTCAGOC AGATCCT6TT TCTGCCAACA 660 

QAAAAAAGTC A08TTAAATG OTTTCrraOA CAGOCTTATQ TCAGATCCTC CCGOQCAOrG 720 

TCTGGTCTGG TTGCCTCTTC TOCATOQACT AGCAAATQTG GAAAATOXCT TGCATCOQGT 780 

TGAGTGTTCC TACTGCCACA GTGAGAGTAT GATGQGATTT CX5CTACXX3AT GCOVACAGXa 840 

TCACAATTAC CAGCTCTOTC AGGACTGCTT CTGQAGGGGA CATGCCGGTO GTTCTCATAG 900 

CAAOCAOCAC CAAATOAAAO AOTACAOOTC ATGGAAATCA CCTGCTAAOA AQCTQACTAA 960 

TGCATTAAGC AAGTCCCTGA GCIGTGCTTC CAGCOGTOAA CCTTT6CACC CCATGTTCCC 1020 

AGATCAGGCT GAGAAGCCAC TCAACTTGGC TCACATCGTT GATACTTGGC CTCCCAGACC 10 BO 

TGTAACCAOC ATOAACGACA CCCTGTTCTC CCACTCTGTT CCCTOCTCAG GAAOTCCTTT 1140 

TATTAGCAOG AGCAT6CTTG AGAGTTCAAA C0GGCTT6AT QAAGAACACA GGCTAATTGC 1200 

CAGGTAIGOQ GCAAGGCTGG CAGGAOAQTC CTCTTCX3TCT CAOOCftOCTC AfiCAGAGAAG 1260 

TGCTOCTGAC ATCrCTTTCA CCATGGATGC GAATAAGCAG CSUUKSGGAGC TGATTGCTGA 1320 

GCTAGAAAAC AAGAACA6A6 AAATCTTACA GGAQATCCAG AOACTTOGGC TAGAGCATQA 1380 

ACAAGCTTCT CAGCCCAOGC CAGAGAAGGC ACAGCAAAAC CCCACXXTTGC TGGCAGAACT 1440 

COaOCICCTC AGACAGCGCA AAGATGAGCT GGAACAGAGA AT6TCTGCTC TCCAGGA6AG 1500 

CGGGAOAOAO CTAATGGTOC AG7TGGA66O TC TCATOAA G CTACTA AAOQ AAGAAOAACT 1560 

GAAGCAGG6A GTAAGTTATG TCCCCTACTQ CAOGTCTTAA CTAACAGTGO AGGOGCCTGC 1620 

OGACCTGOGG TTTTCTCATT GCTTTTGCTC TAATGTATGT TC31TGCTTCA GTTTGGAAAG 1680 

AGAAAAAAGT CATACTAATT TOCTTCTTTT TCAATQTAOT GCTTGAATTG AQATATATAA 1740 

ATTTAGCATT TTTTATAACT ATCACTACTA TCCACATCAA AAGAAOAACT ATQACATCTT 1800 

TTAGAAAAGG 6AAC6AATTQ TCATTTATTG GAAACATTTT AGATCCCCAG AGGTATAAGT 1860 
TTCAAACCRO TCTTAGCTTT TCAASTTOTT GATCAGAOOC TTCTCTTAAC AOAGAGATAC 1920 

CACAOTCACT AGAGATACCC TQAGGTTCAT GTCATCCCAA AACCCACAGC ACTCAQAAGC 1980 

TAACCTCTAC ACCCACTCAC ACTOTGAGTA TTGAOTTOaG TTTCATTTTA CTGAAAACCT 2040 
GTGAAACCTC TTTTTATAAA AATCAGGCAA TTAAATGCCT TTTCATCACA CAATTATT6A 2100 
GGCTTGTTCC CCATGGCTCA GCAAAATOTG CTCftATTTTG TOAGAOAAAO ACIGTACTCC 2160 
ATAACTGACT ATTCACGTCC CATCTTTTTG QCTCTTGCCC AAAGCAOAAT CCTTACTGTT 2220 
GGTTGACAGT AATCTCTTTT TAAAAAGTAA CTCTCAQCTT TTTCCTTAGC ACCAGAOOCT 3280 
TTCGGCTCOG GGAC3A0GAGA GGGTCATTAC ATACTTTTTT TTTTTTCTGG AAATAGGGGC 2340 
ATTOTGACTT TATAGCCTAA ACXGGAGCTG TCTQAAC^TG TGGTCAGGCT CAAGAGCCAG 3400 
CAGGGQQAOC AGCAAACTC 

8eq ID HOa 268 Protein sequence 
Protein Accession fit AAC50426.1 

1 11 21 31 41 51 

I I I 1 I I 
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ALREKALNNL 
PEGHGKISVP 
VLEGPSPGVT 
VEC8YCRSES 
NALSKSLSCA 
PITRSMLESS 
ELENKNREIL 
SRRELMVQLB 



TMAERRQLFA 
DPNTEIiNVSR 
AVKMALATLC 
EQSARSCFSQ 
MMQFRYRCQQ 



NRLDEEHRLI 
QEIQRLRIiEH 
6LMKLLKEEB 



EMRAQDLDRI 
LEAVLSTIFY 
GGKIMDKLRY 
QKKVTLNGFIi 
CaiNYQIiCQDC 
PDQPEKPUIL 
ARYAARIAAE 
EQASQPTPEK 
LKQGVSYVPY 



RLSTYRTACK 
QLHKKMPTTK 
IFSMISDSSO 
DTU4SDPPPQ 
FWRGHAGGSH 
AHIV0TWPPR 
SSSSQPPQQR 
AQQNPTLIiAB 
CRS 



Seq ID NO: 269 DMA sequence 
Nucleic Acid Accession ftt NM_001276.1 
Coding sequences 127.. 1278 



31 



LRFVQKKCNli 
QIHVEQSISIi 
VKVYORYDQF 
CLVWIjPXjLBR 
SNQHQMKEYT 
PVTSMNDTLF 
SAPDISFTXD 
LRLLRQRKDB 
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HLVDIWNVIE 
LLNPLLAAFD 
LREVLKLPTB 
LANVENVFHP 
SWKSPAKKLT 
SHSVPSSGSP 
ANKQQRQLXA 
LEQRMSALQE 
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60 

120 
180 
240 
300 
360 
420 
480 



1 11 21 ^ J 

Ltggagtgg gacaggtata Iaaaggaagt acagggcctg gggaaga^ SS^S^ 

t^gS^ScAC CAGQAGCCGT GGGCAAGGGA AGAGGCXaCA CCCT6CCCTG CTCTGCTGCA 

^SSS 2^TAGG« GCTOCCAGGC «^CCCT^ 
^S^^gS AGGGATCGGO OXnOGGG^T f^^<^^ 

^^^^ 'iS^^ ss^ ^^^^ 
^ISS SSS SSa.^ 

ATGTT 
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600 
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720 
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840 
900 
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1080 
1140 
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Seq ID HO: 270 Protein s equence 
Protein Accession #: NP_001267.1 



11 



21 



41 



51 



MBVKASQTGF WLVLLQCCS AYKLVCYYTS 
XSNDHIDTWE WNDVTIjYGML HTLRNHMPOTi 
KSVPPFLRTH GFDGLDUWI. YPGRHDKQHF 
GKVTIDSSYD lAKISQHLDF ISIMTYDPHQ 
VGYMLRIiGAP ASKLVMGIPT FORSFTLASS 
DFLRGATVHR TLGQQVPYAT KGMQWVGYDD 
GSFCGQDIiRF PLTNAIKDAL AAT 

Seq ID MO: 271 DMA sequence 

Nucleic Add Accession #: »M_006474.1 

Coding sequences 181.. 669 



WSQYHEGDGS CFPDALDRFL CTHIIYSFAN 
KTLLSVGGMN PGSQRFSKIA SNTQSRRTPI 
TTLIKEMKAE FIKEAQPGKK QLLLSAALSA 
AWRGTTGHHS PLPRGQEDAS PDRFSNTDYA 
BT6VGAPISG PGIPGRFTKS AOTIAYYEIC 
QESVKSIWaY LKDRQIAGftM VWAUSLDDFQ 



60 
120 

180 
240 
300 
360 



70 



75 



80 



GCTGCCTAGG 
TCCGGCCCCC 
TTCCCOCAGC 
ATQTGSA A CQ 
GAAGCSAOCCA 
GTTGCCATGC 
AAGTCTGGCT 
GAGGATCTGC 
QCCTCAAAGQ 
QTT6AGAAAG 
GCCATOGGTT 
TC6CCCXAAA 
TTCTGACTCI 
CSSGGCGCATT 



11 
! 

GTCTG6AAA0 
CCACCGTOGC 
TCAGAATCTT 
TGTCAGCTCT 
QCACAGQCCA 
CAGGTGCCGA 
TGACAACTCT 
CAACTTCAGA 
TQGCCACCAG 
ATGGTTT6TC 
TCATTGGTGG 
QAGCTGAAGG 
GTGGCCCTGT 
CAGATTCCAC 



21 
I 

CTCGGGCACC 
6CTCCTCCAG 
GCTGCTCGGC 
GCTCTTGGIT 
GCCAGAAGAT 
AGATGATCrCG 
GGTGGCAACA 
AAGCACAGTC 
TCACTCCACG 
AACAGT6ACC 

AATCATayrT 

GTTACGCCCT 
CCCTG AGCTC 
GGTGACTTTC 



31 
1 

CTCCCTCTCC 
GCTGGGCCTG 
CCOCAGGAGA 
TT06GAAGCG 
GACACTGAGA 
GTGACTCCA6 
AGTGTCAACA 
CACGCGCAAG 
GAGAAAGTCG 
CTGGTTGQAA 
GTGGTXATGC 
GCTTGCCAAC 
GTGG6GAGAA 
CSTTTGCCAA 



41 

1 

GGGGCTCCTG 
TG6C0QGGGT 
QCAACAACTC 
CGTOGCTCTG 
CTACAGGTTT 
GAACCAGOQA 
GTGTAACAGG 
AACAAA6TCC 
ATG6AGACAC 
TCATAGTTGO 
GAAAAAT6TC 
GTGCTTTAAA 
(SVrSACCCIO 
ATTAAC06AS 



51 
I 

CTCCCACCCC 
GCTTTTAA3T 
AAOGQGAACO 
GGTCCTGGCA 
GGAAGGCGGC 
AGACC6CTAT 
CATTCOCATC 
AAGGGOCACA 
ACA6ACAACA 
GGTCTTACTA 
GGGAAOGTAC 
AAAAGACCGT 
GGAACATTTG 
GAAAGACCTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
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TCACCAOJITT TQQTrCTTAA ACTTT 

Seq ZD KOt 272 Protein sequence 
Protein Accession S< NP_006465.1 

1 11 21 31 41 51 

I t I I I I 

MWKVSAUfFV LGSASLHVLA EGASTGQPED DTBTTGLEGG VAMPOAEDDV VT POTSBDRY 60 
KSGliTTIiVAT SVN8VT3IRI ED1.PTSESTV HAQBQSPSAT ASNVATSHST EKVD6DTQTT 120 
VEKDGLSTVT LVGIIVGVLL AIGPIGQIIV WMRKHSGRY SP 

Seq ID NOt 273 DNA sequence 

Nucleic Acid Accession 8i CAT cluster 

1 11 21 31 U SI 

I I I I I I 

Q0QGC06CCA QCTTGCAAAO OOGAAGTCTQ GCXX3CGCTCT TCX5ACT0CCT 60G0CAGQTC 60 

COOGGGGGIO CCGAGCOGGC GGGGGOTQAO GTG6CTG00C 0GOCX3GCCGG 6CTAGGAGGT 120 

GOOQGCACTO GGGGGGGGGG AGOOQAOOTG GCAGQCCCCG CX3GGGGCCAC GGOGATCOCA 180 

GGGOCCAOGA A6GTCC03CT GOOOGCAGGC AATCTGCCTC CGTCCTTCTT CAOGGA GCOQ 240 

TCCOGOOCAG GCGGCX3GCGG GTGTGGCCOG TCGGGGCCGQ ACGTOAQCTT GGGOGACCTG 300 

GAQAAOGGOG CGGA66C06T GGAGTTCTTT GAGCTOCTGO GGCCOQACTA 0GG0GCOG6C 360 

ACQGAG6GGG CAGTCTTGCT TGCGGCCQAG CCTCTCGAOG TGTTCCCOGC CGGAGCCTCC 420 

GTACTGOGGO OACCO C OGGA 6CTGGAGCCC GGCCTCTTTG AGCCGCCX3CC GGCAGTGOTG 480 

GOAAACCTAC TGTACCCCGA GCCCTGGAGC GTCCO0G6CT GCTCCXXX3AC CAAAAAGAGC 540 

CCCTT6ACTG CCXTTCCGCGG CaGOTTGACC TTQAAOGAGC CLTltiAGCCC CCTG TACCCC 600 

GCOGCTGOOA ATTTCTCCOQ GCGGGGAGGA OGGGCSOGGGC CATTTGGCTT CTTTOGCCCC 660 
Cnrf TTCC A GACTGCGCTT TGC 

Seq ID MO: 274 DNA sequence 

Nucleic Acid Accession #i Bos sequence 

1 11 21 31 41 51 

I I I I I 1 

CAAAGAGGCC GGGCTCX3VGC TCOGGGGGTC CCCGCAOTAC GGAGGCTG06 GOGGGGAACA 60 

OGTCGAGAGG CTCGGOGGCA AGCAAGACTG COGCCTCOOT GCOGGOQCOG TAGTCX3GGCC 120 

CCAGCAGCTC AAA3AACTCC ACGQCXTCCJS CGCCCTTCTC CAGGTC6CCC AAGCTCACGT 180 

C0Q0C0CXX3A OOOOCCACAC COGOOOCCGC CrGOOOGGGA CGC5CTC0GTG AAQAAGQAOG 240 

6AG6CAGATT GOOTOCCCGC AGOGQQAOCT TCCTGOCCCC TGOQATGOCC GTGGCCCCXX3 300 

OQGGGCCTGC CACGTCCCCT CCXX30SCCGC CAGTOCCOOC ACCTCCTAGC C0GGCC6C00 360 

G0QCA6CCAC CTCACCCCCC GC0GGCTCX3G CACCCCOGGG GAG8TQQG6C AGGGAQTOGA 420 
AGAGGGGGGC CAGACTTCGG CTTTGCAAGC TGGOGGCGGC 

Seq ID NO I 275 DNA aequence 

Nucleic Acid Accession «i NM.OOlllB.l 

Coding sequence I 74.. 1651 

1 11 21 31 41 51 

AGCCCAGA6A CACATTGGGG CTGACCT6CC GCTGCIGTCA GTGGGAGGCC AOTGGTGCTG 60 

GCCAAGAAGT GTCATGGCTG GTGTCQTGCA OOTTTCCCTO GCTGCTCACT GCGGGGCCTQ 120 

TC06TGGGGC CGGGGCAQAC TCCGCAAAGQ ACG06CAGCC TGCAAOTCOG CGGCCCAQAG 180 

ACACATTGG6 QCTGACCT6C GGCIGCTGTC AGTGGGAGGC GAOrGGTCCT GQCCAA QARO 240 

TQTCATGGCT GGT G TCGTGC AOGTTTCCCT GGCTGCTCTC CTCCTGCT6C CTAT6GCCCC 300 

TOCCATOCAT TCTQACTGCA TCTTCAAGAA GGAOCAAGCC AT0T6CCTGG AGAMATCCA 360 

GAGGGGCAAT QAGCTGATGG GCTTCAATGA TTCCTCTCCA GGCTGTCCTG GGATGTGGGA 420 

CAACATCACO TGTTGGAAGC CCGCCCATGT GGGTGAQATG OTCCTGGTCA GCTQCCCTGA 480 

GCICTTGOGA ATCTTCAACC CAGACCAAGT CTGGGAQACC GAAAOCATTG GA6AGTCI6A 540 

TTTTOGTQAC AGTAACTCCT TAOATCTCTC AGACATGG6A GTGGTGA6CC GQAACTGCAC 600 

aOAGGATGGC TGGTCQGAAC CCTTCCCTCA TTACTTTGAT GCCTOTGOOT TTQATGAATA 660 

TOAATCTGAG ACTGGGGACC AGGATTATTA CTACCTOTCA GTGAAOGCCC TCTACAOGGT 720 

TCGCTACAGC ACATCCCTCO TCACCCTCAC CACTGCCATG GTCATCCTTT GTCGCTTCOG 780 

GAAGCTGCAC TGCACAOGCA ACTTCATCCA CATGAACCTG Tl TtJ l U TGOT TGATGCTOAG 840 

G60GATCTCC GTCTTCATCA AAGACTGGAT TCTGTATGOO QAOCAGGACA QCAACCACTG 900 

CTTCATCTCC ACTGTGQAAT GTAA0GCC3GT CATGGTTTTC TTCCACTACT GTGTTGTGTC 960 

CAACTACTTC TGGCTQTTCA TOOAGGGCCT GTACCTCTTC ACTCTGCTGG TGGAQA CCTT 1020 

CrrCOCTGAA AGGAGATACT TCTACTGGTA CACCATCATT GGCTGGGGGA CCCCAACTQT 1080 

GIGTOTGACA GTGTGQGCTA GQCTOJVGACT CTACTTTOAT OAGACAGGCT GCTGGG ATAT 1140 

GAATGACAGC ACAGCTCTOT GGTGGOTGAT CAAAOGCCCT GTOSTTGGCT CTATCATG6T 1200 

TAACTTTOTO CTTTTTATTO GCATTATCGT CATCCrTGTG CAQAAACTTC AGTCTCCASA 1260 

CATGGGAGGC AATGAGTCCA GCATCTACTT GOGACTGGCC OGGTCCAOCC TGCTGCTCAT 1320 

CCCACTATTC GGAATCCACT ACACAOTATT T6CCTTCTCC OCAGAGAATG TCAGCAAAAO 1380 

GGAAAOACTC QTGTTTQAGC TOGGGCTOOa CTCCTTCCAG GGCTRGTGQ TOGCTOTTCT 1440 

CTACTGTTTr CTGAATGGTG AGGTACAAOC G6A0ATCAAG OGAAAATOQC GAAGdOOAA 1500 

GGTGAACCGT TACTTC6CTG TGGACTTCAA GCA0CX3ACAC COGTCTCTGO CCAGCAOtOO 1560 

GGTGAATGGQ GOCACCCAGC TCTCGATCCT GAGCAAGAGC AGCTCCCAAA TCOGCATOTC 1620 
TGGCCTCCCT GCTQACAATC TOGCGACCTO AGCCATGCTC CCCT 

Seq ID NOi 276 Protein sequence 
Protein Accession #t NP_001109.1 

1 11 21 31 41 51 

MASWHVSLA AHCQACPW6R GRLRRQRAAC KSAAQRHIGA DLPU.SVGGQ HOfPRSVHAO 60 



1058 
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75 



WHVSI1AAI.L 
mCPAHVGEKV 
SEPFFHYFDA 
TRNFIHMNLF 
LPIEGLYLFT 
ALWWVIKGPV 
IHYTVFAFSP 
FAVDFKHRHP 



LLPMAPAMHS 
LVSCPELFRI 



VSFMLRAI8V 
LLVETFFPBR 
VGSIMVNFVL 
ENVSKRBRLV 
SLASS6VNG0 



DCIFKKEQAM 
PNPDQVWETB 
GDQDYYYLSV 
FIKDHILYAB 
RYPYWYTIIG 
PIGIIVILVQ 
FEL6LGSFQ6 
TQLSZIiSKSS 



d^EKIQRANE 
TIGESDFGDS 
KALYTVGYST 
QDSMHCFIST 
WGTPTVCVTV 
KLQSPDMQCai 
FWAVLYCFL 
SQIRMSOIiPA 



NSLDLSDMGV 
SLVTLTTAMV 
VECKAVMVPP 
HATLRLYFDD 
ESSIYLRUA 
NGEVQAEIKR 
DNLAT 



CFGMHDKITC 120 

VSRNCTEDGH 180 

ILC31FRKLHC 240 

HYCWSNYFW 300 

TGCWDMNDST 3€0 

STLLLIPLFG 420 

XSlRSWKVlilRY 480 



Seq ID NO; 277 DWA sequence 

Nucleic Acid Accession #: NM_004000.1 

Coding sec[uence: 36.. 1193 



AGAAGAA6CT 
GTGTAGTGGT 
CCAACT6GTC 
TCCTATGCTC 
AGGACAAGAG 
AACTGAAAAT 
TGQTGGATTC 
ACCATAACTT 
ATTTCACIQT 
CCAAGGAAAG 
GCTATCAAGT 
TCCATGGGTC 
GGCAG6ACAG 
ATAAGGGAAT 
CACTGGCCTC 
CCATCACAGA 
CCAA6ATCAC 
TGGGCTAT6A 
TGGGAGGAGC 
AGGGCCCTTA 
ACTTACAGAG 
CTCATGTGGG 
CTTCCTCTTA 
CCTQAAGTAC 



80 



11 
I 

GGCCAAGGAT 
CTTGCTGCTT 
GCAG6ACG66 
TCATCTCATC 
TGAAGTGATG 
TCTCTTGTCC 
TTCTACATCA 
TGATGGACTG 
6CTGATTCAT 
GCTTCTCTTG 
TQA6AAACTG 
TTGGGAAAAG 
AGGGCCAAGC 
GCCATCAQAa 
TGCAGAAACC 
GTCTTCAGGC 
6CGCCTCCAG 
TQATGTGAAQ 
CATGATCTGG 
CCCTCTTGTC 
AAGCAGGGAA 
ATTCCCCTTG 
6ATCATAGAT 
AATAAAAAAA 



21 

I 

ATGGGAGCAA 
CTCCAGGGAG 
CAGGAAGCAG 
TATTCATTCG 
CTCTACCAGA 
ATTGGAGGGT 
CGCrrGGAAT 
QATGTAAGCT 
GAGTTAGCAG 
ACTGCX3GGCG 
GCAAAAGATC 
CCCCTTATCA 
TCCTACTACA 
AAGQTGGTCA 
ACCGTGGGGG 
TTCCTGGCCT 
GATCAGCAGG 
AGTATGGAGA 
TCTATTGACA 
CAAGCA6TCA 
GATOACCTTG 
CCA6GCTQSC 
TGGACCTGGT 
ATTCATTTT6 



31 
I 

CCAGCATGGA 
GATCTGCCTA 
GAAAATTCAC 
CCAGCATCX3A 
CCATCAACAO 
ACCTGTTTG6 
TCATTAACTC 
GGATCTACCX: 
AAGCCTTTCA 
TATCT6CAG0 
TGQKTTTCAT 
CTGGCCACAA 
AT6TGGAATA 
TG6GCATCCC 

cccxaxsccTC 

ATTATGAGAT 
TTCCCTAOSC 
CCAAGGTTCA 
TGGATGACTT 
AGA6AA6CCT 
CTGCCTGGGG 
CTTTGQATCT 
TTTGrrTTCC 
CTCCAGTA 



41 
1 

CCASAAGTCr 
CAAACTGGTT 
CCCTGAGAAT 
AAACAACAAG 
TCTCAAAACC 
TTCGAAA6GG 
CATAATCCTG 
AGATCAGAAA 
GAAGGACTTC 
GAGGCAAATG 
CAA CCrOCTO 
CAGCCX^TCTO 
TGCTGTGGGG 
CACATATGGG 
TGGCCC TGGA 
CTGOCAGTTC 
AGTCAAGGGG 
'GTTCTTAAAQ 
CACTGGCAAA 
TGGCTCCTTG 
C5CTGCTCTCT 
CTCTTCX3VA0 
TGCAGCTGTT 



51 

i 

CTCTGG6CAG 
TGCTACTTTA 
ATTGACCCCT 
GTTATCATCA 
AAaAATCXX:A 
TTGCAGCCTA 
TTTCT6AGGA 
GAAAACACTC 
AC3WUVATCCA 
ATTGATAACA 
TCCTETGACT 
AGCAAGGGGT 
TACTGGATAC 
CACTCCTTCA 
GCTGCTGQAC 
CTGAAAGGAG 
AACCAGTGG6 
AATTTAAACC 
TCCTGCAACC 
TGAAGGATTA 
CCCAGGAATT 
CCTTTCCTQA 
GACTTGTTGC 



60 
120 
IBO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



Seq ID NOs 278 Protein sequence 
Protein Accession #: NP__003991.1 



MDQKSLWA6V 
lENNKVIIKD 
NSIILFUOIH 
A6RQMZDNSY 
EYAVGYWIHK 
EICQFLKGAK 
DFTGKSCMQG 



11 

I 

WLLLLQGGS 
KSEVMLYQTI 
NFDGLDVSMI 
QVEKLAKDLD 
GMPSEKWMG 
ITRLQDQQVP 
PYPLVQAVKR 



21 31 

I I 
AYKLVCYPTH HSQDRQEFQK 
NSIiKTKHPKL KILLSIGGYL 
YPDQKEMTHP TVLIHELAEA 
PINLLSFDFH GSWBKPLITG 
IPTYGHSFTL ASABTTVGAP 
VAVKGNOWVa YDDVKSrflSTK 
SLGSL 



41 51 

I I 
FTFENIDPFL CSHXOYSFAS 
FGSKGFHPMV DSSTSRLEFI 
FQKDFTKSTK ERLLLTAGVS 
HNSPLSKGWQ DRGPSSYYNV 
AS6PGAAGPI TEESGFLAYY 
VQFLKNLNLa GAHIHSZSMD 



60 
120 
180 
240 
300 
360 



Seq ID NO I 279 DKA sequence 

Nucleic Acid Accession tti nm_015166.1 

CSoding sequence: 116.. 1249 



11 
I 



21 



31 



TGCTGGAAGT CCCTCACCCA GAGACCMTG CTOCCAACGG 
AOAACTGGTG ACStfSJTaGCT OTACATTCRO CACMCTGTO 
CCAGGAGCCA TTCRGAGAGO A6CTGGCXTA TGAGC6GATG 
GCAAGACCCC GCCAGCTATG CCCCAGAOGC GAAGCCGAGC 
ACTGCCCCCC TGCTTCAGCC ACAAGAGGIG GGTCTTCTCT 
CCTGGTGACC TCGGGGTTTT OOCTGrACCT GGGGAAOQTQ 
CTTG06CTGT GCIGCAiGGCT CTT6CAT0CC CTOG GCAATT 
GAQGAACGCC AATGTGATTC CCAACTTTCA GATATTCTTT 
CACTAOGTGT TTAATTTGGT TTGOATOCAA ACTAGTCXTTG 
CAACTTCAAC CTCATCCTQC TGCTCCTGCT GGAGCXGCTC 
OGCTGCAOGG TCCAGCX3AGG AGGACT6CAA GAAAAAGAAG 
CAACATTCTG GAGGAA0IGC CATTTGCTGC TGC3GGTGCTG 
GGTAATCGCA GGCATCTCTO CGOTCCTCGG GGGGATC ATT 
AGTTTCAGGC CCACACCTCT C3«3TGA06TT CTTTTGGATC 
TGCX3VTTGCC AGTCATGTGG CAGCAGAGTG TCCCAGCAAG 
TQCCATAAGC AGCCTCACGT CTCCGCTGCT GTTCACA6CC 
CATCATGAGA ATC3GTG6AGA TQTTTAAGGA TXACCG6CCA 
TGIGCTGCTG CTGCTGCTGC TCCTAGT6CT CCTGCTGCAO 
CGCCATCCAG TGCGTGCGCT TCAAGGTCAG TGCAAGGCTG 
CX»GAACGGC CCXSCAGGAGC GCXrTGGCTGG GOAGGTGGCC 
OGACAAGGAG AAAGCCTG6A QAGOCX3TCGT GGTGCAAAXG 
GQAAAGGGOO TGGCAGCGCC CAGCCTGGCC CCMGCAIGG 
CCCTGAGCTA CTGCTTCTAA GACCTCTTTT CCCTTGTGT6 
TGQGGTTTTC ACTTCCTAiGG GTAGTTTAAT TIT AAAAT AG 
GCCTC3U3T6A 6AICAGTCAG CTCCGAGTGG CTCCC36TGTC 



41 
1 



51 



CAGA6CAG0G GGGGAGATAA 60 

OTGTCCOCAA GTGCX:ATGAC 120 

CCCAGGCTGG AGOGGGGCCG 180 

GACCTGCAGC TGTCGAAGAG 240 

GTGCTGATGG GGAGCTGCCT 300 

TTCCCX3GCTG AGATGGATTA 360 

GTGAGCTTCA CCGTCTCCAG 420 

0TTT0CAC6T TTGCTGTGAC 480 

AACCCATCftG CAATAAACAT 540 

ATGGCGGCCA CGGTQATCAT 600 

GGCTCCATGT CTQACAGOGC 660 

AAATCTTACT CAGTCGTOGA 720 

GCCCTGAAOB TGGATGACTC 780 

CTAGTGGCCT GCTTTCGAAG 840 

TGTCTGGTGG AGGTCCTGAT 900 

TCTGGATATC TGTCATTCAG 960 

GGCATAAAAC CATCCTAGGA 1020 

GC060GCTCA ACAOQGGCAC 1080 

CAGGGTGCAT CCTGGGACAC 1140 

AGGAGCCCCC TGAAGGAGTT 1200 

(3GCCA6TGAC CCCX:A6ACX3C 1260 

AAACX3CRCAA CXXXTTAATCG 1320 

AGGGCAAACC AGGCTGC3VGG 1380 

GCCAATGTT6 GCTA0TCT6T 1440 

GTAACAGCAG QM3CATGGCC 1500 
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CX3QCCTGCAG 
GAGTGACTCT 
CAAOCATTGA 
CAGOCCCTCT 
CTTTGGCChC 
CCGGATGCAG 
OGOGGGTCTO 



TTTTTGCTGO 
ATGGGGTTTA 
AAAOQCTGAC 



AGQCGGAOGA 
CTCCTCTTCC 
TGTG G GTCCC 
TGTCCCGGGT 
CCCCAGGCTC 
TGTCCTG6CC 
CT6CC6CTGC 
COCTACTTAO 
GGGTGCTGTC 
CATGCCCASC 
CTTGGAGTQC 
CAAGGCTTTQ 

CAGGAATTCT 
GCTCACTQAa 
OQTACAGOCC 
TAACACTGGC 

GAGGGCGCCT 
GAAACTGQAA 

TGTATT6ACT 
6CCATCAAGA 
ACCCTGCCAO 
GGCTGCCAAG 
AGG6GGATGC 
CTOCAOTCCT 
AGGCCCAAAC 
ACCCCACCCT 
CTCCTGGGAA 
OGCAGACCAO 
CTTGCACTTT 
AAAQAACT6T 
TTGCAGAOGT 



AGGQGCX30G6 
TGCCTCTCTC 
T60QTCTCCT 
ACTCAGTCAO 
AGGCTGCCCA 
GGGQAGC06C 
TCTCCCAGGT 
ACXX»GTCAT 
ATOCCCAGCT 
TTG6AGTGCC 
CAGGTG60C36 
TAAAGOQGCT 
CCTGTGTTTO 
CACAGGTTCA 
AAQGCCOCAO 
AGOOGOTCAC 
TTTGGGTAGT 

GGGTcxrrccc 

TGCTGTTACT 
TTCCTTCIQA 
GGTCOCCCAT 
TCAAA6AACC 
GGGGTTTGAG 
ATACCTTCAT 
AG6CAAQACA 
GGGCAOCTOC 
AAOOOOCACC 
GTCT6CAGGG 
TGGGGTGGGA 
AGASCTOUVO 
CTTATTTTCT 
CTCTTTCAGT 
G 



GCTOGGCCTC 
ATGQCTTOGG 
GCCCACTCTG 
CCCAGTGGGA 
GOGGCTCTTC 
AGGG6CCCCT 
GAAATCCACA 
TCTAGAGG6A 
TGGAGTGCCA 
ACATGGC06C 
CTGCTGTGAC 
GQAOCAOSTC 
CTCCCATTAC 
CCCAQOGCCC 
GGCAC3GQ0TC 
TGCGCAOCTQ 
GCCATGGOCA 
AGCTQAOGGC 
TTGATAATTA 
TCTQAOAAaA 
GGGCTGCTGO 
AGGAGOGCTO 
GACCCTGCCA 
GGTGTTCATG 
CCTTCCCAGC 
GGAAOGACAC 
arGGGAGAQG 
CACCCCCACC 
6CCACAGGQA 
TTTCAGAGTC 
TATTTTAGAO 
CTACATTTTT 



TTGAGAGCCC 
CTG6AGTGG6 
ACCGGGCTTC 
TCTTACCCAC 
CTGGACAGTG 
CCrCCAGAGC 
0CAGTCCAG6 
TGCACCGCCA 
GGTGG0C6CT 
tGCCCAOGTC 
AQGCAGTGTT 
TCOCTG G CXX: 
TCAAAATGCA 
TCTACCrCCT 
TTCTOCATCr 
OCAGGCTGCA 
GGAGTQGGTT 
AGTAAATCCA 
CTTTCCAGCA 
CATQAACGTT 
AAAGGCCOGO 
6GA6ATGCAG 
GGTTTCCCAC 
AOJVGTGGAA 
TGCTGCTAGA 
AGTCAGGGGC 
AGAGGCIGCT 
TCCCTGCAGC 
CGKCCCQGGG 
AQAATTAQGC 
OQCTTAAAAA 
GTTTAATACX3 



CACOCXITXIAA 
CTCTCTGGAC 
CTOCCrCCAC 
TTCCCTGCAA 
AGA6CAG0GC 
CTGGG06CAA 
C0GGGT06GC 
CACTGGCOOG 
GCCCAOGTCC 
COGOGCACTG 
flT U UUU U 'l'G 
CAOTQACCGO 
GGACAGATCA 
AGCAAGTACT 
GOQCTGTTTT 
GQQACAGTTG 



CAQTGAGTTG 
GGTGTTTTCC 
TTCTCTTCAC 
AQATGCATCT 
CTGGATGGG6 
TGOGQAACAO 
TCATTATTTT 
GGGGACAAGC 
OGGGCAAACA 
OTCACTGGTA 
TTTGAGGCTG 
OGGGCTQATO 
ACTTGGAAGQ 
ATCOGQAAAA 
CTTGAGCAAT 



1S60 

i6ao 

1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2S20 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 



Soq ID NO: 280 Protein sequence 
Protein Accession «: HP 05S981.1 



1 
I 

MTQEPFREBL 
CLLVTSGFSL 
VTTTCLIWPG 
SAKILDCVPF 
FSAIASHVAA 
YDVLLLLLLL 
EFDXEKAWRA 



11 

1 

AYDRMPTLER 
YLGNVFPAEM 
CKLVLHPSAI 
PARVLKSYSV 
ECPSKCLVEV 
VLXiLQAGLNT 
VWQMAQ 



21 
1 

GRQDPASYAP 
DYLRCAAGSC 
NINFNLILLL 
VEVTAGISAV 
LIAISSLTSP 
QTAIQCVRPK 



31 
I 

OAKPSDLQLS 
IPSAIVSFTV 
LLBIiLMMVTV 

LG6IIALKVD 
LLFTASGYLS 
VSARLQGASH 



41 

I 

KRLPPCFSHK 
SRSNANVISN 
ZIAARSSEBD 

DSVSGFHLSV 
FSIMRZVEMF 
DTQNGFQERL 



51 
1 

THVFSVLMGS 
FQILFVSTFA 
CKXKXGSMSD 
TPPWILVACP 
KDYPPAIKPS 
AGEVARSPLK 



Seq ID NO: 281 DNA sequence 

Nucleic Acid Accession i^t MM_00451B.l 

Coding sequences 43.. 2577 

1 11 21 31 

till 
GCTGAGCCTG AGCC06ACCC CGGGOSCCTC CGGGCAG6CA 
AACGGCX3GCG TATACCCCGG CC06AOOQGG QA0AAQAA6C 
CTGGACCCOG G0GC6CCOGA CTCCACC06G GAOGG6G0GC 
GCGCCCAAGC GCGGCAGCAT CCTCAGCAAA CCTCX3C3GOGG 
CXXXXX3UVGC GCAAOQOCTT CTACOGCAAQ CTGCAGAATT 
OGGCOGOGCX3 GCTGGGGGTT CATCTACCAC GCCTAOGTOT 
CTOGTGCTGT CTGTGTTTTC CACCATCAAG GAGTATGAGA 
TACATGCTGG AAATOGT6AC TATCX3TGGTG TTTGGOGTGG 
GCCQCAGGCT GCTGCTGCOG GTACOOTGGC TGGAQGGGGC 
COGTTCTGTG TGATTGACAT CATGGTGCTC ATCGCCTCCA 
TCXXaVGGGCA ACXSTCTTTTQC CACATCTGOG CTCCGGAGCC 
CX9GATGATCC GCATGGACCG G0QGGGA6GC ACCTGGAAGC 
GCCCACAGCA AGGAGCTGGT CACTGOCTGQ TACATOGGCT 
TGGrrCCTGG TGTACTTGGC AGAGAAGGGG GAGAA06ACC 
OCACTCTGGT GGGGCCT6AT CAOGCTGACC AOCATTGGCT 
AOCKKSAAOG GCAGGCTCCT TGOGGCAACC TTCACCGTCA 
CTGCXTTGCAG GCATCTTGGG GTCTGGGTTT GCCCTGAAQG 
AAGCACTTTG A6AAGAGG06 GAACC06GCA GCAGGCXTTGA 
TAOQCCACCA ACCTCTCGCG CACAGACCTQ CACTCCAOGT 
GTCACOGTGC 0CAT6TACA0 ACTTATOOCC COQCTQAACC 
CTCAAGAGTA AATCFGGACT CX5CTTTCA0Q AAG6A0CCCC 
CAGAAGGTCA GTTTGAAAGA TOGTGTCTTC TCCAGCCCCC 
AAGGGGTCCC 06CAGGCCCA 6ACTGTGAGG CGGTCACCCA 
GACAGCCCCA GCAAGGTGOC CAAGAOCTGQ AGCTTCGGGG 
GCTTTCCGCA TCAAGGGTGC CX3C36TCAOQG CAGAACTCAG 
GAGGACATTG TGGATGACAA GAGCT6GCCC TGOQAGTTTG 
GGCCTCAAAG TCAGCATCAG AGCOGTOTOT GTCATGCXXTT 
TTCAAGGAGA GCCTGCGGCC CTACQACOTO ATGOACGTCA 
CACCTGGACA TGCTGTCCOG AATTAA8AGC CTGCAGTOCA 
OGGGGCCCAG 06ATCA0GGA CAAGGACGGC ACCAAGGGCC 
GAOQACCOCA QCAT6ATGGG AO6GCT0GGG AAGGTGGAGA 



41 

1 

CCATGGTGCA 
TGAAGGTGGG 
TGCTGATCSQC 
G0GGCGCG6G 
TCCTCTACAA 
TOCrCCTGGT 
AGAGCTCGGA 
AGTACTTOGT 
GOCTCAAGTT 
TTGOGGTGCT 
TGCX3CTTCCT 
TGCTGGGCTC 
TCCTTTGTCT 
ACTTTGACAC 
AOSGGGACAA 
TOGGTGTCTC 
TTCAGGAGCA 
TCCAGTOGGC 
GGCAGTACTA 
A6CTGGAGCT 
CGC06GAGCC 
GAGG06TGGC 
GOQGOGACCA 
ACOQCASCaS 
AAGAAGCAAO 
T6AC0QAGGA 
TCCTOQTOTC 
TCGAGCAGTA 
GAGTGGAOCA 
OGGCOQAOGC 
AGCAGGTCTT 



60 
120 
180 
240 
300 
360 



51 
I 

GAAGTOGC6C 

CTTOSTGGGG 

CGGCTOOGAG 

OGCOGGGAAG 

OGTGCTGGAG 

TTTCTCCTOC 

GGGGGCCCTC 

GOGGATCTGG 

TGCCCGGAAA 

GGCOQCOGGC 

GCAGATTCTG 

TGTGGTCTAT 

CATCCTOQCC 

CTAOGCJGGAT 

GTACCCCCAO 

CITCTTOGGG 

GCACAG6CA0 

CTGGA6ATTC 

CX2AGCGAACG 

GCTGAQ6AAC 

GTCTCCAAGC 

TGCCAAGGGG . 

GAGCCT06AG 

GGCA06CCAG 

C CrCCCCGGA 

OCTGACCCOO 

CAAGOOQAAQ 

CTCAOCOOGC 

GATGOTGGGG 

GGAOCTQCCC 

GTCCATOGAO 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 



1060 
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1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 



AAGAAGCTGG ACTTCCTGOT GAATATCTAC ATGCAGCXX5A TGGGCATCCC 

JS^S ACrrrCGGGC caaagagccg gagccggcgc cgccgtao^ c^g^ 

GACAGCCGGG AGCATGTCGA CAGGCACGGC TGCATTCTCA So^W 
TCCACGGGCC AGAAGAACTT CTCXSGCGOCC COGGC^ ^ScCTGgS 
5 TCCACCTCCT GGCAGCC^ A^S^C gS^CC 

TCCTCACCCC TCCCTGTGCT GOAGCCTGTC «»AftMGOT ^"AC^ SotGIGOCC 
AGCCACIGTC CAQGCICCCA CTGCCTGTCT eCTCTGrTCC SSgS 

^^f^^ 



2560 
2640 
2700 
2760 
2820 
2880 
2940 
3000 



3180 
3240 
3300 



'"^'■^^ tSJSS^ ^SS^ OT^SO TCCCCTO3GA MTC^ — 



30 

3780 
3840 
3900 
3960 
4020 
4080 

'c5^5.iACA GGCATACACA TGCACGCTTA O;^ 

ACACACX3TGT MCTCACACA CAQTiJ^ A^O^ ^^60 



SSSS^ 

CCIO^TAO. CGCATAC^CA «a^A ^^^^ ^^AGCAC 



4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 



TGGCTCAGCC TOGAATCCCA G^°OCMCC ^^^^ tCCGXGAOTC TTCCAGCTGC 
GAGGGCITCr COIGGGGGAC ACCCTTTG^ 5^00 

ISiS;^ SSSSS SiinCT o»«icccc 



5340 
5400 
5460 



«CTTTTAAAA GGOSmGTG GGGIC5GAGTT ^CTOTSCTC 
ATT nmeeccao GCTOGOOQWS QAGJVCIGGCT CTGGCCRGGG CXXXGTCCre 
OCGCCRGCRA G«GG^ 

ssss ss^ 

S^aeSS l«»eGTCICA OGGRGQ^ 
2?gS?c OGCTGGAOSC CATCCCICIO COO^ 

1061 



wo 03/042661 



CGTOTGOCOB COVTGOOCXK: GCCCCACGCC ATTSCAGTCT TOCMC CTCT GGCOQT QAOO 6960 
GTGQCTGCAG CTTCCCCATT TOOOCOGTTG CCTCTGOCTG TCICCACTTT TGTTC ftTOT 7020 
GCAAAGAACH TTTCATAATG CCTTCAOTAC OQAOQTACAC TTCTGACXJiT TTTOTATGTO 7080 

T ccr rowx : gtagtgacca ggcctttttt TGcrroGATGr gttacccooc a^cttcrat 7140 

CTCAACTTTQ TGCACCGTCC ATTTTCTAGQ GATAGAC5GCC CA GGGAA TQA ACTCTAGTTT 7200 
TCTAACAGAT TAGCTGAGAT ATTAACTTAC TCACAOOGAC A0GTT6ATGC CAGAOOGOTA 7260 
AGAATGCGCC AGTGCQGGTT TGOGGQGOAC TTCGGGTGTG GQCTOCIGOQ QC5000SATQG 7320 
GGGTGOAACSO TTCTGGGGAT CCCTGCTGCC ACGGGGAC3GA GTTGGGAOOC CAGGTGQAOC 7380 
TOTGCACTCA GTAAAAG6CA GTGATTCAAA AAAAAAAAAA 

'seq ID KOi 282 Protein sequence 
Protein Accession «: NP_004S09.1 

1 11 21 31 41 SI 

MVQKSRNOav YPGPSGEKKL KVGPVGIDPG APDSTRDGAL LIAGSBAPJCR GSILSKPRAO 60 

GA6A6KPPKR NAPyRKLQNP LYNVLERPRO WAFIYHAYVP LLVFSCLVLS VPSTIKEYEK 120 

SSBGALYZLB IVTIWPGVB YFVRIHAAOC CCRYROWRGR LKFARKPPCV IDIMVLIASI 180 

AVLAAGSQGN VFAT8ALRSL KFLQILRMIR KDRROGTHKL LGSWYAHSK ELVTAHYIGF 240 

LCLZLASFLV YLAERGENDH FDTYADALWW GLITLTTIGY GDKYPQTWNQ RLLAATFTLI 300 

GVSFPALPAQ ILGSGFALKV QBQHRQKHFE KRRNPAAGLI QSAWRFYATN LSRTDLHSTW 360 

QYYERTVTVP NYRI.IPPI1NQ LEIiLRNLKSK SGLAFRKDPP PBPSPSQKVS LKDRVFSSPR 420 

GVAAK6KQSP QAQTVRRSPS ADQSLBDSP8 KVPKSU8F60 RSRARQAFRI KGAASRONSE 480 

EASLPGBDIV DDKSCPCEFV TEDLTP6UCV SIRAVCVMRF LVSKRKFKES LRPYDVMDVI 540 

EOYSAGHLDM LSRIKSLQSR VDQIVGRQPA ITOKDRTK6P AEAELPEDPS MMGRLGKVBK 600 

QVLSMEKKLD FLVNIYMQRM QIPPTETEAY FGAKEPBPAP PYHSPBDSRB HVDRHOCIVK 660 

IVRSSSSTCQ KNFSAPPAAP PVQCPPSTSW QPQSHPRQOH OTSPVODHGS LVRIPPPPAH 720 

ERSLSAYGG6 HRASHBFUIQ BDTPGGRPPB QTLRDSOTSZ SIPSVDHEBL BR8FSGFSI8 760 

QSKENIiDAIiN SCYAAVAPCA KVRPYIABGE SDTDSDLCTP CGPPPRSATG BGPFODVGItA 840 
GPRK 

6eq ID NO I 2836 DNA sequence 
Hucleic Acid Accessicsn «: AP152496.1 
Coding sequence: 1..2391 

1 11 21 31 41 51 

ATQGAGG08G 6AG6A0AG0G ATTTCTTAGA CAAAGGCAAO TCTTQCTTCT CTTTGTTTTT 60 

CTGOGAGGOT CTCTGGCTGG GTCOQAOTCA AOACJOCTATT CTGTGGCTGA GGAAAAAGAG 120 

AAGGGCTTTT TAATAGCCAA CCTAOCAAAG QATCrGGOAC T AAGGG TAGA GGAACTGGCC 180 

GOQAOGGGGG CCCAAGTTGT GTCCAAAGGG AACAAACAGC ATTTTCAGCT CAGTCATGAG 240 

ACAGGTGATT TGCTCCTQAA TGAGAAATTG GACOGGQAGO AGCTATGOGG C<XCAC3^GAA 300 

CCATGCATAC TACATTTTCA GATATTACTG CAAAAGCCTT TGCAATTOST TACAAAOGAG 360 

CTCOOTATCA TAGATQTAAA TOACCATTCT CCGGTATTCT TTOAAAATGA AATOCATCTG 420 

AAAATCCTAG AAAGCACTCT GCCAGGAACA GTAATTCCTT TOGOAAATOC TGAGGACITQ 480 

GATGTGGGAA GAAACAGCCT CCAAAACTAC ACTATCACTC CX3AATTCCCA CTTCCAOGTA 540 

CTC31CT0GCA GTCOTAGGGA GGGAA66AAG TACCOGGAAC TAGTACTGGA TAAAGOGCTC 600 

GATOOGOAGG AOCAQCOOGA ACTCSUSCrrA AOGCTCACCO GBCTGGAOGG CGGCTCTCCC 660 

CCTOGQTCTG GGACAGCCCA GATAAAC3VTC CAGGTCTTAG ATATAAAOQA CAATGO^CCA 720 

OAATTTGCAC AGCCGCTCTA TGAGOTTOCA GTTCTAGAGA ATACCCC06T TAACTCTGTC 780 

ATTGTCACTG TCTCX3GCTTC TGACTTAGAT ACAGGAAGTT TTGGGACAAT ATCATATGCA 840 

TTrmCATO CTTCT6AAOA AATTOGCAAA ACTTTTCAGC TAAATCCAAT TACTOGTOAT 900 

ATGCAACTGG TCAAATATTT GAATTTTGAA GCGATTAATA GTTATGAAGT CGACAT OmQ 960 

GCGAAGGAT6 GOGGAGGCCT ATCOGQAAAG TCTACAOTCA TAGTOCAGGT GGTTGATQTC 1020 

AAOGACAACC CACOQGAACT GACCTTGTCT TCAGTAAACA GCOCTATTCC TGAGAACTOG 1080 

GGAGAGACTG TACTGGCTGT TTTCAGTGTT TCTQATCTAO ACTCTGGAGA CAACG GAAGA 1140 

GT6ATQTOTT CCATT6AGAA CAATCTCCCC TTCTTCCTQA AACCATCT6T AGAGAATTTT 1200 

TACACCCTAO TOTGAGAAOa GGGQCXOGAC A6AGAGA0CA GATCOGAGTA CA ACATTA CC 1260 

ATCACTATCA CTGAOCIGGO GACACCCAQG CTGAAAACCA AGTACAACAT AAOOGTGCTO 1320 

GTCTCC6A0G TCAATGACAA CXKXXXX3GCC TTCACCCAAA TCTCCTACAC CCPGTTOGTC 1380 

GGOGAGAACA ACAGCCCOGC CCTGCACATC GGCAGTGTCA GCX3CCACAGA CAGAGACTCA 1440 

GGCACCAACO CCCAGGTAAC CTACTOGCTG CTGCCGCCCC AGGACCOGCA CCTQCCCCTC 1500 

TCTTCCCTGG TCTOCATCAA GGOGQACAAC GQGCAGCTGT TTGC CCTCAG QTOSCTGQAC 1S60 

TACGAGGCCC TQCAOGOOTT CGAOTTCCGC QTGQGO G CCA CAOACOGTOG CTCO COGGC T 1620 

TTQAGCAGOG AGOOGCTGGT GOSCGTGCTG GTGCTGGACG CCAA CGAC AA CTC6CCCTTC 1680 

GTGCTOTACC C3GCTGCAGAA 0GGCTCX3GCG CCCTGCACOG AOCTGOTOCC CCGGGOGGCT 1740 

GAGCCGGGCT ACCTGGTGAC CAAGGTGGTG GGGGTQGAOG GOGACTCGGG CCAGAAOGCC 1800 

TGGCTGTCXn: ACCAGCTGCr CAAGOCCAOO CA6CCCGG6C TOTTOOQOGT GTQGGOOCAC I860 

AATGGOGAAQ TG06CACGGC CAGGCTGCTG AG06AG06GG ACX30GG0CAA QCACAGGCTG 1920 

GTGOTGCroG TCAAGGACAA TWOGAGCCT COQOGCTCQO CCACOOCCAC GCTGCAT6TG 1980 

CTCXrrGGTGQ AOGGCTTCTC CCAGCCCTAC CTOCCTCTCC 0GGAGGCXX5C ACCGGCCCAO 2040 

GCCCAGGCOQ ACTTCCTCAC CQTCTACCTG GTGGTGGCAT TGGCCTC3GGT GTCTTCGCTC 2100 

TTCCTCTTTT CGGTGCTCCT GTT06TGG0G GTGOSGCTGT GCAGQA GGAO CAOGOOGGCC 2160 

TOQOTGGGTC GCTGCTOGGT GCCOGAGGGC CCCPTTCCAO GGCAGATGCT GQAOGTGAGC 2220 

GGCACCGGGA CCXrTGTCCCA GAQCTACCAG TACGAGGTGT GTCTQACTGG AGGCTCOGGG 2280 

ACAAATGAGT TCAAGTTCCT OAAGCCAATT ATCCC CAACT TCGTTGCTCA GGOTGCAGAG 2340 
AX3GGTTAG03 AG6CAAATCC CAGTTTCAGG AAGAGCTTTG AATTCAGTTA A 

Seq ID NO: 264 Protein sequence 
Protein Accession #: aad43 757.1 

1 11 21 31 41 SI 

I i I 1 1 I 

MEAQGERFIJI QRQVLU.PVP LGGSLA6SE8 RRYSVABBKE ROFLZANLAK XHXnAVBBLA 60 

1062 



wo 03/042661 



10 



15 



ARGAQWSKO 
UHIDVNDHS 
LTRSRRDGRK 
EFAQPLYBVA 

GBTVLAVFSV 
ITITDL6TPR 
GTNAQVTYSL 
LSSEALVRVL 
HLSYQLLKAT 
LLVDQFSQPy 
SVQRCSVPBQ 
RVSSANPSFR 



NKQHFQLSKQ 
PVFFEKEMHL 
YPELVLDKAL 
VLENTPVNSV 
AINSYEVDIE 



liKTKYNITVL 
LPPQDPHLPL 
VLDANDNSPF 
EPGLFGVHAH 
LPLPEAAFAQ 
PFFGQMVDVS 
KSFEFS 



tGDLLLSEXL 
KIIiESTLPGT 
DREEQPELSL 
rVTVSASDLD 
AKDGGGLSGK 
VMCSIENNLP 
VSDVNDNAPA 
SSLVSINADN 
VLYPLQNGSA 
NGEVRTARLL 
AQADLLTVYL 
GTOTLSQSYQ 



DREELCX3PTE 
VIPLGNAEDL 
TLTALDGQSP 
K3SF6TISYA 
STVIVQWDV 
FFLKPSVENF 
PTQISYTLFV 
GHLFALRSLD 
PCTBLVPRAA 
SERDAAKHRL 
WALASVSSL 
YEVCLTGGSG 



PCILHFQIW* 
DVGRNSLQNY 
PRS6TAQINX 
FFHASEEISK 
NDNPPELTLS 
YTLVSEGALD 
REMNSPALHI 
YEALQAFEFR 
EPGYLVTKW 
WLVKDNGEP 
FLFSVLLFVA 
TNEFKFLKPI 



QNPLQFVTNE 
TITPNSHFHV 
QVLDINDNAP 
TFQLNPITGD 
SVNSPIPENS 
RETRSEYNIT 
GSVSATDRDS 
VGATDRGSPA 
AVD6DSGQKA 
PRSATATLHV 
VRLCRRSRAA 

ipufvaqgae 



120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



Seq ID HOi 285 IMA eequence 

Nucleic Acid AcceBBion #: NM_001794.2 

Ccading Beguences IS.. 2765 



20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
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1 11 21 31 41 I 

=^ 

=^ 5^ 

IStCOT ScSmACC CCaCAGWSCC OGTCCCAGAA TATGTTCRCC AWWOGCG 
iSrrr^SA TATQGTCACft 01O<5CBGCTG OOCTGGACOQ AQAGRMGTT CAGCACTACA 

ssss ;sssg sss ^ 
= sss sssss ^ 

In^R«rrrp OTGGCCAGC GGAATCCAGA TGTCCTTCCA GTCCAOGGCA GGGGT6ACCA 
^I^^T S^CTCCCT ACTTCCCCTC AAACCA^ 

^CCCCCC GGCACOGTGC TGAC^ 
GOTTCATGCA 6CAGGCTGTO AGATACTCAA A^WTCAGA CCCAGOG^C ^^^^ 
TrAATtSCCAC CAACG6CCAG ATCACCACGO OQGCAGTCCT GGACCGTGAG T^crciAUft 

S sss; ss^ ^ 

sss sss sss; 

^SctCC StOT^A^ ACGTCCATCA TCAAAGTCAA QGTGTGCC3CA TGTGMffl^ 

^^Sto c^Stt ggcgcagtqg cagcggctgg tctgggcaoc ggtgccatog 
^SSStc SStoctgc tgaccatggt cx:tgctgttt otcat^ 
t™moggog ^otaggao cxsccacacga agcagctgct cattgacccc gaggaogacg 

??^^^^^€AAG TATGACGAGG AAGGCGGTGG CX3AGGAGGAC CMGAC^OT 
ISS^ ^SgSgCAG CCX3GAAGCCA TGGGGCAOCIT GCCAMCAJA G^CCTOG^ 
?StCQOT SaTOAQCGG CCGGTGGGCG CTGAGCCCX31 GTACCC6ATC AGGOCM^ 

tcotSccc mgogacatc ggtgacttca tcaatgaggg actcogcgct gctgaoaog 
SS^Sc ACCC^AT gactccctgc tggtcttcga ctacgagggg agcggctc^ 
OT^^cc ctgaaSSt ccrgttccxsg ggaccaagac t_^ttacc 
gqg^ccaga ttcaagaagc tggcggacat gtatgqaggt 

SSS^ CTCGCATCTT CGGACCG^AG Tt^CCGT GCTO^ 
GaACTOAaCA GAQGC3G0O0Q GTCTTCCCOA CTCCCTGCGG CTGTGTCCTT ^^^^^^^ 

^SSm ^occac qttorgctgt ctagcatgag cacccacccc ^^ccc 

?^SSoQg5 SSgCCCAG CACCGOGCTG GCrGGCACTG AAGGACAGCA AGAGGCACTC 

^SStSS tcaatttcct agaacrgaag cactgttttt aaaaaaaaaa aaaaaaaaag 

AAG 



60 

120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 



80 



Seq ID N0< 286 Protein sequence 
Protein Accession #i MP_001785.2 

1 11 21 31 

MXAGAOVLLIi LLSIiSGALRA HNEDLTTRET CKA6FSEDDY 
SCVGTKGTQY ETSSMDPKVG ADGTVPATRB MJVPSEQVAF 
VAQTSSPHSG HKPQKGKKW AIBPSPPPKD TLLPHPQHQll 
NSROPPPQQL VRIRSDKDND IPIRYSITGV GRDQPPMEVF 
ASYHLRAHAV DMNOaiWESP IDLYIYVIDM NDN^PTKQ 
ANDADDSTTA NGKVRVRIVT QTPQSPSQNM FTINSETOTX 



41 



51 
I 



TALISQNILB GBKLLOVKPS 
TVTAWDSQTA EKHDAWRLL 
AKGIiRRRKRD MVIPPINVPB 
8X0SMSGRMY VTRPMDREEH 
VYNGSVDBGS KPGTYVMTVT 
VTVAAGLDRB KWQQYTVIVQ 



60 
120 
180 
240 
300 
360 
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15 



ATDMBCSNUiy GI,SNTATAII TVTOVMDMPP EPTASTFAGB VPENRVETW AMLTVKDRDQ 420 

PHSPNWNAVY RIISODPSGH PSVRTDPVTN BOWTWKAV DYEUIRAEML TVMVSNQAPL 460 

ASGIQMSFQS TAGVTISIKD INEAPYPPSN HKLIRLEBGV PPOTVLTTPS AVDPDRFWQQ 540 

AVRYSKLSDP ASWLHIMATN GQITTAAVU) RBSLYTKNNV YEATFLAADN OIPPASGTGT 600 

LQIYIilDIND NAPELLPKEA QICKKPNUJA INITAADADV DPNIGPTfVFB LPFVPAAVRK 660 

NWTITRLNGD YAQLSLRILY LEAGMYDVPI ZVIDSQIIPPL Stf TSIIK VKV CPCWIGDCT 720 

TIGAVAAAGL GTGAIVAILI CILILLTHVL LFVKNMKRRB XERRTKQLLX DPEDDVR0NX 7B0 

UODEBGOGB EDQOYDLSQL QQPBAM6HVP SKAFGVRRVD ERPV6ABPQY PIRPMVPHPG 840 

DZGDPmEGL RAADNDPTAP PYDSLLVFDY EGSGSTAOSV 8SLNSSS8GD QDYDYLNIIHQ 900 
PRFKKLADKY GGGBED 

Seq ID NOt 287 DNA sequence 
MUdeic Acid Accession ft: AP1S2495.L 
Cbding sequence t 1 . . 23 97 

1 XI 21 31 41 SI 

I I i 1 I I 

ATGQAGGCG6 GAGAG6GGAA 6QA6O0CGTT CCGAAACAAA G6CAAGTCCT GATATTCTTT €0 

(l l' mt^ClXaj GCATAOCTCA GGCTAOTTQC CStfSCCTAGGC ACTATTCAGT GGCOQAGQAA 120 

20 ACX^GAGAOTQ GCTCCTTTGT GOCCAATTTG TTAAAAGACC TGGGGCTGQA GATAGGAOAA 180 

CTTCCTQTQA GGGGGGCCAO GGTCGTTTCC AAAGGAAAAA AAATGCATTT GCAGTTOGAT 240 

AGGCAGACGQ GGGATTTGTT GTTAAATQAO AAATTOOACC OGGAGGAGCT GTGOGGCCCC 300 

ACAOAOGCCr GTOTCCTACC TTTCCAGGTO TTACTAGAAA ATCCCTTGCA GTTTTTTCAG 360 

009QAOCTAC GQATTAGGGA 06TAAATGAT CATTCCCCAG TTTTCCTAGA CSIAAQAAATA 420 

25 CTTTTOAAAA TTCCAGAAAG TATCACTCCT GOAACTACTT TCTTA ATAG A ACGTGCCCAG 480 

GACTTGGATG TAGQAACCAA CAGTCTCCAA AATTACACAA TCAGTOCCAA TTTCCACTTT 540 

CATCTTAATT TACAAGACA6 TCTOGATGGC ATAATATTAC CACA6CTGGT GCTGAACAGA 600 

GGGCTGOATC 6CGAGGA6CA GGCIGAGATC AGGTTAACCC TCACAGOQCT AGATGGCQGO 660 

AGTCCACCCA GGTCCGGCAC aGOCCTQOTA OGGATTGAAO TTGTGGACAT CAATGACAAC 720 

30 GTCCCAQAGT TT6CAAAGCT GCTCTATGAG GTGCAGATCC OGGAGGACAG CCC06TTGGA 780 

TCCCAGGTTG CCATCX5TCTC TGCCAGGGAT TTAGACATTG GAACTAATGG AGAAATATCT 840 

TATGCATTTT CCCAAGCATC TGAAQACATT OGCAAAACGT TTOQATTAAG TGCAAAATCG 900 

GGAGAACIGC TTTTAAGACA aAAACTGOAT TTOGAATCCA TCCAGACATA CACAGTAAAT 960 

ATTCA600QA CAGATGGTGG GGGCCTATCT GGAACTTGTG TGGTATTTGT CCAAOTGATO 1020 

35 GATTTGAATG ACAATCCTCC GGAACTAACT ATQTOQACAC TTATCAATCA GATCCCAGAA 1080 

AACTTGCAGQ ACACCCTCAT TGCTOTATTC AGOQTTTCAG ATCCTGACTC OGGAOACAAC 1140 

GOAAOGATGO TGTGCTCCAT CCRAGATGAT CTTCCTTTTT TCTTGAAACC TTCTQTTGAG 1200 

AACTTTTACA CTCTQGTGAT AA6CA0GGGC CTGGACOGGG A6ACCAQATC OCSAATACAAC 1260 

ATCACCATCA CCGTCACOOA CTTOGGGACA CCCAQGCTQA AAACOQAOCA CAACATAACC 1320 

40 GTGCTGOTCT CCGAOGTCAA TGACAACJQCC CCCGCCTTCA CCCAAACXnX: CTACACCCTQ 1380 

TTOGTCCGOG AGAACAACAG CCCCGCCCTG CACATCGGCA GOGTCAGOGC CACAGACAGA 1440 

GACTOGGGCA CCAAOGCCCA GGTCACCTAC TOSCTGCTGC CGCXXXAOGA CCCOCACCTG 1500 

CCCCTCGCCT OOCIGOTCTC CATCAACXJCQ OACAAOSaCC AOCTGTTOGC TCTCCAQTOQ 1560 

CTGQACTAOO AG6CCCTQCA OQCGTTGQAO TTC06OSTG0 GOGCOOCAGA CCGCGGCTCC 1620 

45 CCGGCXSTTGA QCAGCX3A6GC GCTGGTGOSC GTGCTGGTGC TGGAOGCCAA OQACAACTCa 1680 

CCCTTCGTGC TGTACCOGCT GCAGAAOGGC TCOSOGCCCT GCACCGAGCT GGTCCCCOGG 1740 

GC36GCOQAGC OSGGCTACCT GGTGACCAAG GTGGTGGCXJO TGGACGGCXSA CTCGGGCCAG 1800 

AAOSGCIGQC TGTGGTACCA GCTGCTCAAO GGCAOGQAGC OCGGGCTGTT CGGCX5TGTGG 1860 

G03CACAATG 60GAGGTGO0 CACC3GCCAGG CTGCTGA6GG AGCXraOACGC TGCCAAGC3VG 1920 

50 AGGCTGGTGG TGCTGGTCAA GGACAATGGC GAGCOTCCGC GCTOGGCCAC C6CCACX3CTG 1980 

CAOGTGCTCC TGGTGQACGG CTTCTCCCAO CCCTACCTGC TGCTCCCGGA GGCS3GCACX3G 2040 

GCCCAGGGCC AG6C0QACTT GCTCACGGTC TACCTGGTGQ TGGOGTTGGC CTOOQTOTCT 2100 

TGGCTCTTCC TCTTCTOQG T GCTCCT G TTC GTGGOOGTGC OGCTOTGCAa GAOGAGCAGG 2160 

GOGGCCTOGG TGCGTOSCrO CTOQQTGOCC OAGGGaXSCT TTCCAG6GCA GATGGTGGAC 2220 

55 GTGAOCQGCA COGGGACCCT GTCCCAQAGC TACCAGTAOO AGQTGTGTCT GACTGGAGGC 2280 

TCCGGGACAA ATGAGTTCAA GTTCCTGAAQ CCAATTATCC CCAACTTOGT TGCTCAGGGT 3340 
GCAGAGAGGG TTAGCQAGGC AAATCCCA6T TTCAGGAAGA GCTTTGAATT CACTTAA 

Seq ID MOi 288 Protein eequence 
60 Protein Accession fti AAD43756.1 

1 11 21 31 41 51 

) I 1 I I I 

MEAGE6RBRV PXQRQVLZPF VLLGXAQA5C QFRHYSVABB TES6SFVANL UCDZ/njEIGE 60 

65 LAVRGARW9 KGKKMHLQPD RQTGDLLLNB KLDRBBLOGP TBPCVtPPQV LLENPIXJPPQ 120 

ABLRIRDVND RSPVFLDKEI LLKIPBSITP GTTPLIBRAQ DLDVOTNSLQ NYTISPNPHP 180 

HLMLQDSUJG IILPQLVIiNR AU)REEQPEI RLTLTAIiDGO SPPRSGTALV RIEW DINDN 240 

VPBFAKUtYB VQZPEDSPVG SQVAIVSAIO) LOIGIMGEIS YAP6QASEDI RRTFRLSAXS 300 

GBLLLRQXLD FESXQTYTVN ZQATDGG6LS GTCWFVQVM DUn3NPPBLT KSTLZNQIPB 360 

70 NLQDTLIAVP SVSDPDSGIHI GHMVCSIQDD LPPFLKPSVB NFYTLVISTA LDRBTRSEYN 420 

ITITVTDFGT PRLKTEHNIT VLVSDVNDNA PAFTQTSYTI* PVRENNSPAL HIGSV8ATDR 480 

DS6THAQVTY SIiLPPQDPHL PLASLVSINA ONGHLFALOS LDYEALQAFB FRVQAADRGS 540 

PALSSEALVR VLVLDAHDNS PFVLYPLQKG 8APCTELVPR AABPGYLVTK WAVDGDS6Q 600 

HAHL8YQLLR AT6PGLP6VH AHNGEVRTAR ZiLRERDAAXQ RLWLVKDNO 6PPRSATATL 660 

75 HVLLVDGFSQ PYLLLPEAAP AQAQADUiTV YLWAZiASVS SLFLFSVLLF VAVRLCRRSR 720 

AASVGHCSVP EQPFPGQMVD VSQTOTIiSQS YOYBVCLTGO 8GTNBFKPLK PIZPNFVAQ6 780 
AERVSEANP9 PRKSFBFT 

Seq ID NO: 269 DNA sequence 
80 Nucleic Acid Accession ft: KM_0ie674.1 
Cbding secpience i 3 90 2 0 0 9 

1 11 31 31 41 51 

I 1 I 1 I I 
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5 
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70 



CC5GAGCACAT GCTGAGCGGA 
CCTCQCTCAC TCGCTOGCTC 
ATAAGGQAAQ CCACAAGGAO 
GGCAGAGGCA GCACCAGGGC 
GCCCCCACCC TGTCCCTGTC 
CACCACTGCC ACTCGGGAGG 
CTCTGGCCAG TCCCAGCAGC 
TTGCTGAGGA GGATGCGAAA 
GGGCTGTTGC CCCTGGAGCA 
TQCATGGACT GGGCCGGGCC 
CACTGGCCCT ACTCACCTOG 
GCTACCTGAC CCGGC CTCAC 
GCTTCCCGGC TGTCACCCTC 
CCGACATCTT CCACCTOGCC 
GTGCGGCTGG CCTGCGCTAC 
ACCAGCTCGC CGACATGCTT 
ACTTCTCTGT GGTCTATACT 
GCTCGCTGCX: CAOCOOGQCA 
AGCAGGAGGA GTACCTGCCC 
TTCGGGTGCA GATCXIACAGC 
TGTCCCCAGG CTTCCAGACC 
AGGCCTGGGG CAACTGCGGC 
OGGCCTACAG TQTGTCTGCC 
GCCACTGCCG GATGGTGCAC 
TCGAQTGTGC AGACX^VCACA 
GCCCCACCCC CTGCAACCTG 
ACAGGGGCTC AGCCCGGTAC 
AGAACTTCCT GGTCCTAGAT 
GAGCAGCCTA TGGCCTGTCA 
TTGGGGCCAG CATCCTCACG 
ATCGACTGAA GCGGGTATGG 
TCTCCACTTT GGGGCTTCAQ 
CGGAOGGIGG GGG6STCAGG 
GAGGTCTCTT TGAAGATTTT 
CTGGGACCCC TCCTGGGATC 
GT6CTGACT0 GQAGGGCCAG 
GCTCCTTTGC ACAAAGGTCC 
AGGGCT6GA0 AOCAGGCCAT 
GGAGGATAGA GCCCATCCCA 
GGGAAAQCCQ GQTGGGGGGA 
GGTGATTTAG GGACAGCCAG 
GACTCAGGAQ TGCTGGGCTG 
GGGAGGGGGA GAGGATGGCX: 
CCCACCX3CTA GAOTCOCTTC 
CTTGGAGGGT GGGAAGGGAG 
TGCTGAGQAG 



GCGGCTGGGG CTGC6CGGCG TGGCGGAGCA GCGCTOGCTC 
6CAGGGACAC ACGCAGGGGC TCACAGCTGT QCTGQTGCTG 
AOOATCOAOG AOAGftGACAA GCGGCAGCAG AGGCAGCACC 
TGCGGAGCTG CTOGGACriGG GAGTGACTCC CCCACCTCGG 

crcrrcccGC ttgccctgag tttagaagag cagccgctgc 

GCACCAGGGC TGCTGGCTAG GGAGGGAGAG GGCAGGGAGG 

oqgggacaga tgcogatcga gattgtgtgc aaaatcaaat 
cccaagoaqa aggaggcagg ggatgagcag agcctcctcg 

GCCCCCOGAG AOCTGGCCAC CTTTGCCAGC ACCAGCACCC 
TGTGGCCCAG GCCCCCACGQ ACTGCGCAGA ACCCTGTGGG 
CTGGCTGCCT TCCTGTACCA GGCGGCTGGC CTOGCCCGGG 
CTGGTGGCAA TGGACCCCGC TGCCCCAGCC CCAOTGQCGG 
TCCAATATCA ACCGCTTCCG GCATTCGGCA CTCAGCQATG 
AATCTGACAO GGCTGCCCCC CAAAGACCGO GATGGGCACC 
CCAQAGCCTG ACATGGTAGA CATCCTCAAC CGCACTGGCC 
AAGAGCTGCA ACTTCAGTGG GCATCACTGC TCCGOCRGCA 
CGCTATGGGA AGTGTTACAC CTTCAACGOG GACCCGGG6A 
GGQGGCATOO GCAQTOGCXrr GGAGATCATG CTGGACATCC 
ATCTGGAGGG AGACRAATQA GACGTCGTTT GAGGCAGGTA 
CAGGAGGAGC CGCCCTACAT CCACCAGCTG QG GTTC6GGG 
TTTGTGTCCT GCCAGGAACA GCGGCTGACC TAOCTOCCCC 
GCAOAQAGTG AGCTCAGGGA GCCTGAOCTT CAGGGCTACT 
TGCCGGCTGC GCTGTGAAAA GGAGGCCGTG CTTCAGOGCT 
ATGCCAGGCA ATGAGACCAT CTGCCCACCA A ATAT CTACA 
CTGQACTCCC TGGGTGGGGG CCCTGAGGOC COGTGCTTCT 
ACACGCTATG GGAAAGAGAT CTCCATG6TC A06ATCCCCA 
CTGGGGAGGA AGTACAACCG CAACGAGACC TACATACGGO 
CTCTTCrTTG AGGCCCTGAC CTCTGAAQCC ATGGAGCAGC 
aOCCTOCTGG GAGACCTCGG GG6ACAGATG GGCCTGTTCA 
TTGCTGGAGA TCCTCGACTA CATCTA TGAG GTGTCCTGGG 
AGGCGTCCCA AGACCCCCCT OCGGACCTOC ACTGGOGGCA 
GAGCT6AAGG AACAQAQTCC CTGCCCGAOC CTGGGCOGAO 
AOrCIGCTCC CCAATCACCA CCACCCCCAC GGTCCCCCAQ 
GCTTGCTAGG AOGGTGCTGT GACTGAAAGG ACCCAfiGAGT 
CCCAGCACAT TCTCCTGCTC CTGGQAGAGO CCTGQGGOCO 
GACTCAGTTC CTQCTCTCAT CCTOCOCTOC CCTOATOTCA 
TTCTT6TCCA CACCCCTTAT CCCCAGGCTG GTGCCCCGGG 
GGGCOCTCRC GGAGAGGAAG GGAAGGAAGG AGAGGGAGGG 
GCCGG66AGG GGQAGCCCTC TGTACATTTQ TAAATATTTA 
GGQGATACAG ATGTA6AAGG TGGGTAGGGC TACAGGG6TG 
GGTCCCAGCC CCAATGTCAG CAGGATAGGC AGRQCCCCftG 
GTCCTACTTC CTGCCCCTCT CCAGGCCCRG CTCCCCTCTT 
CAOCAGGCCT GGCCCAGCTC CCAGTTCCCC CTQCACCAQC 
TATAOGOAGG GGGCAGGAGA CCTTCCAGAC TTCGG CTGAG 
OCTTCTCAGT CCTCTCTCCC TCCAGTCTGA TTTTATAAAG 



€0 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
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1920 
1980 
2040 
2100 
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2400 
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2700 



8eq ID VOX 290 Protein sequence 
Protein Accession #t HP_061144.1 

1 11 21 

t 1 1 

MPIBIVCKIK PABBDAKPKE KEAGDEQSLL 
GPHGLRRTLW ALALLT8LAA FLYQAAGLAR 
NRFRHfiALSD ADIFHLAHLT GLPPKDSDGH 

NPscamcsAS npswytryg kcxtfnadpr 

ETNETSPEAG IRVQIHSQEE PPYIHQLGFO 
BLREPBLQGY SAYSVSACRI. RCEKEAVLQR 
LGQQPBC3PCP CPTPQILTRY GKEISMVRIP 
BALTSBAMBQ SAAYGIiSALL gdlggqmglf 
KTPLRISTOQ ISIMLQELR BQSPCPSU3R 



31 

1 

GAVAFGAAPR 
GYLTRPHLVA 
RAAGLRYPBP 
SSLPSRAGGM 
VSPGFQTPVS 
CECRMVHMPG 
NRGSARYLAR 
IGASIIjTULB 
ABGGGVSSLIi 



41 

1 

DLATFASTST 
MDPAAPAFVA 
DMVD1UJRT6 
6SGI£IHU)Z 
OQEQRLTYLP 
NETICPPNIY 
KYNRNETYIR 
ILDYIYBVSW 



51 

IiHGLGRACGP 60 

GPFAVTIiOTI 120 

HQZiADMLKSC 180 

QQBEyi.PIHR 240 

QFHGNCRAES 300 

lECADHTLDS 360 

EMPLVmVFP 420 

DRLKKVWRRP 480 
GGLFEDFAC 



Seq ID VOt 291 DNA sequence 

nucleic Acid Accession #: Eos sequence 

Coding sequence t 62.. 895 



75 



80 



1 
I 

CACT6CTCTG 
TATGATCATC 
CAAGGATGGA 
AGAAGCACGG 
TGAAGGOGGC 
TGTCTGTGCT 
GCCCAACTGT 
TGAAAGATGG 
AGATCCAAAG 
CTGCTACTGG 
TGACCTTGAA 
TGATGTCCAT 
TACAGGAAAT 
CCAAATCAAA 
TACTACTTCT 
AAAAAAAGGA 



11 
1 

AGAATTTGTG 
TTAATTTACT 
ATTTTTCATA 
TCTGGCAAAT 
GATCTOGCAA 
GCTGGATG6A 
GGATTTGGAA 
GATGCCTATT 
CAAATTTTTA 
CACATTAGAC 
GATGACCCAG 
GGCTTTGTGG 
GTCATGACCT 
TAT6TTGCAA 
ACTGGAAATA 
TGATCAAAAC 



21 
I 

AGCAGCCCCT 
TATTTCTCTT 
ACTCCATAIG 
ACAAGCTCAC 
CTTACAAGCA 
TGGCTAAGGG 
AAACTGGCAT 
GCTACAAOCC 
AATCTCCAGG 
TCAAGTATGG 
GTTGCTTGGC 
GAAG ATAC TG 
TGAABTTTCT 
TGGA TCCiqT 
AAAACmTT 
ACACAGTGTT 



31 

I 

AACAG6CTGT 
GCTA'EGGGAA 
GCTTGAAOQA 
CTAG6CAGAA 
GCTAGAGGCA 
CAGAGTTGGA 
TATTGATTAT 
ACACX3CAAAG 
CTTCCCAAAT 
TCAQCG TATT 
TGATTATGTT 
TGGAGATGAG 
AAGTOATOCT 
ATCCAAATCC 
AGC TGGAAG A 
TATGTTGGAA 



41 

1 

TACTTCACTA 
GACACTCAAG 
GCAGOOGGTG 
GCTAAGGGGG 
GCCAGAAAAA 
TACOCGATTG 
GGAATCCGTC 
GAGTGTGGTG 
OAGTAOGAAG 
CACCTGAGTT 
GAAATATATG 
CTTCCAGATG 
TCA6TGACAG 
AGTCAAGGAA 
TTTAGCCACT 
TCTTTTGGAA 



51 
1 

CAACTGACGA 
GATGGGGATT 
TGTACCACAG 
TGTGTGAATT 
TTGGATTTCA 
TOAAGGCAGG 
TGAATAGGAG 
GCGTCTTTAC 
ATAAGCAAAT 
TTTTAGATTT 
ACAGTTAGGA 
ACATCATCAG 
CTGGAGGTTT 
AAAATACAAG 
TATAAAAAAA 
CTCCTTTGAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 



CTCACrGTTA 
TAOQGAAAAT 
ACTGCATAQA 
TTTGTGGTAT 
TCTATGTACA 
TCATTGATTA 
TGTTTTATGC 
ATTGTT6CAA 



TTATTAACAT 
TOGAAAATAT 
AATAACAAGC 
ATGTATATAT 
GTTTTGTATT 
TTCTACAAAA 
ATTATTTAAG 
TAAATATCCT 



TTATTTATTA 
AG6AAACTTT 
GTTAACATTT 
GTACCTATAT 
ATACTTTTTA 
ACATGATTTT 
CCTGTCTCTA 
TCAACACACA 



TTTTTCTAAA 
AAAGGAGAAA 
TCATATTTTT 
GTATTTGCAT 
AATCTTQAAC 
AAACAGCTGT 
TTGTTGGAAT 
AAAAAAAAAA 



TOTGAAAGCA 
ATGAAACCTC 
TTCTTTCAOT 
TTQAAATTTT 
TTTATAAACA 
AAAATATTCT 
TTCAG8TCAT 
AA 



ATACATAATT 
TCATAATCCC 
CATTTTTCTA 
GGAATCCTGC 
TTTTCTGAAA 
ATOATATGAA 
TTTCATAAAT 



1020 
1080 
1140 
1200 
1260 
1320 
1380 



Seq ZD M0< 292 Protein sequence 
Protein Accession 9 1 Eos sequence 

1 11 21 31 41 51 

I I I I I 1 

MIILiyLFLL LHBDTQGW6F KD0IFHN8IW I«ERAAGVYHR EARSGICrKLT YAEAKAVCEF 
BQGHLATyKQ LEAARKIGPH VCAAGWMAKQ RVOYPIVKPG PNOGPQKTGI IDyGlRIURS 
ERHDAYCYNP HAKB006VFT DPKQIFKSPG FPNEYEDNQX CYHHIRLKYG QRZHI*8FU)F 
DLEDDPGCLA DWEIYDSYD DVHOFVGRYC GDELPDDIIS TQJVKTLKPL SDASVTAGOF 
QIKYVAKDPV SKSSQGKNTS TTSTGNXMFL AGRFSHL 

Seq ID NO: 293 DMA sequence 

nucleic Acid Accession »i NM_007115.1 

Coding sequence* 69.. 902 



GAATT06CAC 
CTGACOATAT 
GGGGATTCAA 
ACCACA6AGA 
GTQAATTTQA 
GATTTCATGT 
AGCCA0G6CC 
ATAGGAOTGA 
TCTTTACAQA 
ACCAAATCTG 
TAGATTTTGA 
OTTAGGATGA 
TCATCAGTAC 
QAGGTTTCCA 
ATACAA6TAC 
AAAAAAAAAA 
TTQATCTCAC 
TAATTTA6GG 
ATCCCACTGC 
TTGTATTTOT 
CCTGCTGTAT 
TQAAATCATT 
ATGAATGTTT 
TAAATATTGT 



11 
I 

TGCTCT GAGA 
GATCATCTTA 
GGATGGAATT 
AGCACGGTCT 
AGG006CCAT 
CTGTGCTGCT 
CAACTGATGA 
AAGATGGGAT 
TCCAAAGCGA 
CTACTGGCAC 
CCTTGAAGAT 
T6TCCATGGC 
AG6AAATGTC 
AATCAAATAT 
TACTTCTACT 
AAGGATGATC 
TGTTATTATT 
AAAATTG6AA 
ATAGAAATAA 
GGTATATOTA 
GTACAGTTTT 
GATTATTCTA 
TAT6CATTAT 
TGCAATAAAT 



21 
I 

ATTTGTGAGC 
ATTTACTTAT 
TTTCATAACT 
GGCAAATACA 
CTCGCAACTT 
GGATGGATGG 
TTT6GAAAAA 
GCCTATTGCT 
ATTTTTAAAT 
ATTAGACTCA 
GACCCAGQTT 
TTTGTGGGAA 
ATGACCTTOA 
GTTGCAATGG 
GGAAATAAAA 
AAA ACACA CA 
AACATTTATT 
AATATAG6AA 
CAAG08TTAA 
TATATOTACC 
GTATTATACT 
CAAAAACAT8 
TTAA8CCICT 
ATCCTTCGGA 



31 

I 

AGOOCCTAAC 
TTCTCTTGCT 
CCATATGGCT 
AGCTCACCTA 
ACAAGCAGCT 
CTAAGGGCAG 
CTGGCATTAT 
ACAACCCACA 
CTCCAGGCTT 
AGTATGGTCA 
GCTTGGCTGA 
GATACTGTGO 
AGTTTCTAAG 
ATCCTGTATC 
ACTTTTTAQC 
GTGTTTATGT 
TATTATTTTT 
ACTTTAAAOO 
CATTTTCATA 
TATATGTATT 
TTTTAAATCT 
ATTTTAAACA 
CXCTAXTOTT 
ATTC 



41 

I 

AGGCTGTTAC 
ATGGGAAGAC 
TGAACOAGCA 
CX3CAGAAGCT 
AGAGGCA6CC 
AGTTGQATAC 
T6ATTATGQA 
OGCAAAGGAG 
CCCAAATGAG 
G06TATTCAC 
TTATQTTGAA 
AGATGAGCTT 
TGATGCTTCA 
CAAATGCAOT 
TGOAAOATTT 
TGGAATCTTT 
CTAAATGTGA 
AGAAAATGAA 

Trmn c r T 

TGCATTTGAA 
TGAACTTTAT 
GCTGTAAAAT 
GQAATTTCAS 



51 

I 

TTCACTACAA 
ACTCAAGGAT 
GCCGGTQTGT 
AA6GCX3GTGT 
A6AAAAATT0 
CCXSVTTGTGA 
ATCOGTCTCA 
TGTQGTGGCG 
TAC6AAGATA 
CTGAGTTTTT 
ATATATGACA 
CCAGAK3ACA 
GTGACAGCTG 
CAAGGAAAAA 
AGCCACTTAT 
TG6AACTCCT 
A AGAAATA CA 
ACCTCTOVTA 
TCAGTCATTT 
ATTTTGGAAT 
GAACATTTTC 
ATTCTATQAT 
GTCATTTTCA 



60 
120 
180 
240 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



Seq ID NO: 294 Protein sequence 
Protein Accession «i NP_009046.1 

1 11 21 31 41 51 

I I 1 I I I 

MIXLXYLFLL LWEDTQ6HGP KDQIFHNSIW LERAAGVYHR EARSGKYXLT YAEAKAVCEF 
EGGMLATYKQ LEAARKI6FH VCAAGHMAKG RVGYPIVKPG PNXXFGRTGI IDYOIRIMIS 
ERHDAYCYNP HAKEGGGVFT DPKRIFKSPG PPNEYEONQI CyHHZBLKYQ QRIBLSFLDF 
DJjEDDPQCLA DYVEIYDSYD DVBSFVQRyC GDELK3DII8 T6NVMTLKPL SDASVTAGGF 
QIKYVAKDPV SKSSQGKNTS TTSTGNKNFL AGRFSHL 



60 
120 
180 
240 



Seq ID NO: 295 DNA sequence 
65 Nucleic Acid Accession «i NM_001218.2 
coding sequence I 116.. 1180 

1 11 21 31 41 51 

70 GTACTCGOCA CGGCACCCAQ GCTGCGCGCA CGOQGTCCOG GTGTGCAGCT GGAGAGCGAO 60 

OGGOCACCOG GAGCOCCCGO CACAGCCOGC GCCCGCCCOO CAG6AGCC0G CGAAO ATGCC 120 

CGGG0GCA6C CT6CAG60GG OGGCCGTGCT CCT G CTGGTG ATC TTAA ACG AACAOOCTTC 180 

CAGGCCG6CC CCAGTGAACQ GTTCCAAGTO GACTTATTTT GOTCCTQAXO GG^GAATAO 240 

CTGOTOCAAO AAGTACCOQT OOTGrrOGGGO CCTGCTGCAG TCCCCCATAG ACCTO CACAG 300 

75 TQACATCCTC CAGTATQAOG CGAGCCTCRC GCCCCTCGAG TTCCAAGGCT A CAAT CTGTC 360 

TGCCAACAAO CAGTTTCTCC TGACCAACAA TGGCCATTCA OTGAAOCrOA ACCTGCCCTC 420 

QGACATOCAC ATCCAGGGCC TCCAGTCTOO CTACAOTGOC AOOCAOCTGC A CCTGC ACTG 480 

GGGQAAGCCO AATQAOCGGC ACGSCTCTGA GCACACOSTC AGOSQACAGC ACTTGQOOQC 540 

^ OSAGCTGCAC ATT G TCCATT ATAACTCAGA CCTTTATOCT OACGOCAO^ CTQCCAOCAA 600 

80 CAAGTCAGAA GGCCTCGCPG TCCTGGCTGT TCTCATTGAO ATOGGCTCCT TCAAT COQTC 660 

CTATQACAAC ATCTTCAGTC ACCTTCAACA TGTAAAQTAC AAAGGCCAOG AAGCATTOGT 720 

CCCGGGATTC AACATTGAAO AGCTGCTTCC GGAGAGGACC GCT6AATATT ACOQCTA COG 780 

GG OO TCOCro ACCACAOOOC CTTGCAAOCC CACTGTGCTC TGaACAOTTT TCOGAAACCC 840 

OQTGCAAATT TOCCAGOAOC AOCTQCTGGC TrTOGAOACA GCCCXOTACT GCACACACAT 900 



1066 



wo 03/042661 



PCTAJS02/36810 



GA(MCT<»TA TA»CCTCCT TCTCCC^T GCM™ ^^g^ 
KSGCATO^TC CTCW:ACTGG CCCTGGCMG »T^^ 

QrCCATTIGG CITTTCAGRA GGAAGRGTRT raW^AAOGT icTCCKGGGC 1200 

5 CAAOCCMCC «X3UV«TG0 AOAC^^ „S0 

ACAT«»GQA AOOACCTTGC TTieOAOOT AaCA^ ^^^^ 

ACCICAAOW GTrCTa«« GCT^AT^ ,38, 
TGGGTCCCTC CTTGCCTTGG GRXXKSG^ ^^^^ ^T^TOT OIQAOATTCT 1440 

'G«CI<^ «*==*5SS? SS^^I^ "O" 

SI^CTTT CCXCTGGAGA CGG^^ COTCra^ 

CTTTAATCIO CACCTTACAA CTCGGGGACA G^OTTC ACACTCCTCT 1800 

CCTCTGSATC ACAGACACTO CA«GJ^ AOeSM^ ,32^ 

GGTGGGOATO AOAAOGGAGA QRGAGCTAGA 0^°^^ irCTOTTWP CAAGCCATAA 1980 
TCTGGGAGAG TCTCACTTTG GfATCA^ TOGA^^ 

TGTAAGGACA GAATAATA« A™™« ^^^^ JIOO 

20 atgttttata ciOT«3^ TmoA^ aiso 

CTQTGTCCro GAGGAGACTT WOTTCO^ ATGAC^ 

AATAGGCAGA AACAAAATGA CTGTAfiAACT '^S^ TWIMCTAC TTCTCTCTCr 2280 

CRCTTCTGCA GGATCXCTAC TGCCAACCro 23„ 

CIGAASATOT CAAATOQIW T^Affl^TCAA A^ ^^^^ 

25 ATCIGMCAG GOGOCIGQCA TCATGTATTT ftOSMCMGT CTCCTCCATT 2460 

WACroaTA TTCIT(X»» AAIC^^ 2520 

TTCCTOTGC AGQTGAGAAC CCIOTGQ^ 2S80 

ACCCCTAGTT GRGAGCACCT TGOMSTTCCC CBAflAACTIT "^J^ tTCTACICCT 2640 

»CAGCATGAAATG»CCTCTTGA^ 2700 

A;j\AAAAAA^ AAAAA 

Seg ID NO: 296 p^nhftin sequence 
35 Piitein Accession tfi NP„001209.1 



21 31 41 SI 



€0 
120 



ipRRSI^AA IlLUVILKEQ IsSPAPVHGS K«WFGPD^ - 
BHGHRn>?ra SEBTW8GQHP SraT^K iEGSLTTPPC NPTVMWVPR 

S^SSi^ S^?^ SrrsPs QvavcTAAGi, 



45 



=S =^ ^ ^ 

SLGIIlilAL ABILGICIW WSIWLFRRK SIKKGDNKSV lYKPATKMBT BftHA 

Seg ID NO: 297 DMA sequence 
Mucleic Acid Accession «« NM_006€32.1 
Coding sequence I 377.. 1582 



240 
300 



50 X 11 f f t' r 

ioGCGTC^C LcCOGX^ IcO^ «Gg^ 

GCGGGCGTGC TGGAGCACCT GACCGCOQAO ^JCCroBMC OGGCGAGGAG 

CAAGAACGCA CAAGATATGC AABXGfflW» JS^^ SraMTTtt CAAOGATAGC 
CCCRASQBOT CTTCCTOCAA ASTCCICAAT ACWSQOQGT ^^IJ?^ ^J^TACI 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 



^S^^^SSSS S^TGGT TAOTTAGCAC 



^TCCTTGAAA CAACAGGTOO GGTCIICTAA GOG^^ StOATGGI TmSaGCAC 
ATCTCTACCC ATTtGGTCCA TAtGIWAGO CTOmOGC t^AGACAA 
AATGGITGTA TACATACOA CTTACATCAO ^^WWC OWGT^ 5^^;, 
70 TQQRCITCTA -CCCCXCCnC CrrTTATTGT «CCTGSBCC AAAITOOCAC 
TCTGGCAQAT TTCCTTCIAA CCAAAAAGTT '*GACTmTC ^?SoO 
AATTTTAGGA ASTCTCCCCI CTTCAGCACT Cm?WTCT EI?^^ ?^^CAGTC 
CTATATCACA OCAACIGOCT TGCIOAOGCT CTCTTGMGA 

AGGGATTTAT ATCAATGTCT TAGATATTGC TCCAAGGTAT ^'^^^itZ lYlJirm-r 
GTTAGGACTA C ICITCTAC C rSrTTOST OGAAAAOTCA TTAGGCACCG 

ssss ™ 

80 S?^5^S^GATCA(mCATOJ^ 

ATGTAAGATG AATAAAAATT CAAATAAAAT GATARCTAAG AAAAAAAAAA AAAAft 



Seq ID HOs 298 Protein sequence 
Protein Accession I: HP_006623.1 



1067 



wo 03/042661 



PCTAJS02/36810 



1 U 21 31 41 SI 

I I I I I I 

MQVDBTLIPR KGPSLCSARY QIALVmPCN FTTIAQNVIM KITMVAKVNS TSPQSQLNDS 60 

5 SEVLFVDSF6 GLSKJVPKSLP AKS8ILGGQF AIHEKHGPPQ ERSRIiCSIAL SGMLL6CFTA 120 

ZI»IGGFZSET LGHFFVFYIF GOVGCVCXIiL HFWZYDDPF SYFMISTSBR EYXZSSLKQQ 180 

VGS8KQPLPX KAMLRSIiPIH SICbQCFSRQ tfLVSTMWYX PTyiSSVYHV HIRl»iaiiI.SA 240 

LPPIVAWVZO MVCGYLADFL LTKKFRLITV RKIATILOSL PSSALIVSLP YLNSGYXTAT 300 

ALLTLSCGLS TLCQSGIYIK VU>IAPRY58 FLMGASRGFS SIAPVXVPTV SGFLLSQDPB 360 
10 FGHRMVFFLL FAVNLLGLLF YLIFGEADVQ EHAKERXLTR L 



15 
20 
25 
30 



40 
45 
50 
55 
60 



Seq ID NO I 299 DKA sequence 

Nucleic Acid Accession #i NM_003 058.1 

Goding sequence: 145.. 1812 ~ 



1 11 21 31 41 51 
1111 I 1 

GGCCCTGCXX: TGAAGGCTOG TCACTTGCW3 AQQTAAACTC CCCTCTTTQA CTTCTOGCCA 60 

GGGTTTGTGC TGAGCTGGCT GCAGCCGCTC TCAGCCTCGC TCCGGGCAOG TCGGGCAGCX: 120 

TGGGGCCCTC CT G CCTGCAG GATCATQCCC ACCACG8TGG AOGATGTCCT 66AGCATGGA 180 

GGOGAGTTTC ACTTTTTCCA QAAGCAAATQ riTTTOCTCT TOGCTCIGCT CTC36GCIACC 240 

TTOGOGCCCA TCTACGTGGO CAT08TCTTC CTGGGCTTCA GCCCTGACCA 006CTG006G 300 

A6CCXX36GAG TG6CXX»GCT GAGTCTG06C TGCGGCTGGA GTCCTGCAGA GQAACTQAAC 360 

TACACGGTGC OGGGCCCAGG ACCTGOQGGC GAAGCCTCCC CAAGACAGTO TAGGGGCTAC 420 

aAGGTGOACT GGAACCAGAG CACCTTTGAC TGOGTGGACC COCTOGOCAG CCTGQACACC 480 

AACAQGAOGC GCCTGOCACT GGG0C0CT6C GGGGAOGGCT GGGIG TAOGA GAC8CCTGGC 540 

TCGTCCATCG TCACOOAOTT TAAOCTGGTA T6TG0CAACT GCTGGATGTT GGACCTATTC 600 

CAGTCATCAG TGAATGTAGQ ATTCTTTATT GOCTCTATQA OTATCGGCTA CATA6CAGAC 660 

AGGTTTGGCC GTAAGCTCTQ CCTCCTAACT ACAGTCCTCA TAAATGCTGC AGCTGGAGTT 720 

CTCATGGCCA TTTCCCCAAC CTATA03TGG ATGTTAATTT TTOGCTTAAT CCAAGGACT6 780 

QTCASCAAAG CAC36CTGGTT AATAGOCTAC ATOCXGATTA CAGAATTTQT TGQGOGGAGA 840 

TATOQGAGAA CA6TGG6GAT TTTTTAGCAA OTTGCCTATA CAGTTG06CT CCTGQT0C7A 900 

GCTGGGGTGG CITACGCACT TCCTCACTGG AGGTQQTTGC AGTTCACAGT TGCTCPGCXX: 960 

AACTTCTTCT TCTTGCTCTA TTACTGGTGC ATACCTGAGT CTCCCAGGTG GCTGATCTCC 1020 

35 CAQAATAAGA ATGCTGAAOC GATQAGAATC ATTAAOCACA TOQCAAAOAA AAATGGAAAA 1080 

TCTCTACOCG CCTGCCTTCA GOGCCTGAOA CTTGAAOAGG AAACIGGCAA GAAATTGAAC 1140 

CCTTCATTTC TTGACTTGGT CAGAACTGCT CAGATAAGGA AACATACIAT GATATTQATG 1200 

TACAACTGGT TCACGAGCTC TGTGCTCEAC CAGGGCCTCA TOlTGCACAT GGGCCTTGCA 1260 

OOTGACAATA TCTACCTGQA TTTCTTCTAC TCTGCCCTGG TTQAATTCCC AQCTGCCTTC 1320 

ATGATCATCC TCACCATOQA CGGGATOXSA 06C0GTTACC CTTG6GCTGC ATCAAATATG 1380 

0TT6CAGGG6 CA60CTGTCT GGCCTCA8TT TTTATACCTG GTGATCTACA ATGGCTAAAA 1440 

ATTATTATCT CAT6CTTGGG AAGAATGGGG ATCACAAT6G GCTATGAQAT ASTCTX3CCT0 ISOO 

GTCAATGCTG AGCTGTACCC CACATTCATT AGQAATCTTG GCGTCCACAT CTOTTCXTOV 1560 

ATGTGTGACA TTGGTGGCAT CATCACGCCA TTCCTGGTCT ACOGGCTCAC TAACATCTGG 1620 

CTT6AGCTGC G6CTGATG6T TTT0GGG6TA CTTGGCTTG6 TTGCTGGAGG TCTGGTGCTG 1680 

TTGCTTCGAO AAACTAAAGG GAAA6CTTTG GCTGAOACCA TGQAGGAAGC GGAAAATATG 1740 

OVAAGACCAA GAAAAAATAA AOAAAAOATO ATTTACCTCC AAOTTCAOAA ACTAGACATT 1800 

CCATTGAACT AAGAAGAGAG ACOGTTGCTG CTGTCATGAC CTAGCTTTGA TGGCAGCAAG 1860 

ACCAAAAQTA GAAATCCCTO CACTCATCAC AAAGCCXaTA CAACTCAAOC AAACTTACCC 1920 

CTQAOCCCTA TCSUVCCTAGG TCTACAGOCA OTGGAGTCTA TTOTACACTO TGQAAAAATA 1980 

CCGATGGGAC CAGATCCTGC CAAATTCRC CAGCTCACTT TATTCTO^ ATTCCTAGGA 2040 

CATTGGACAT TGQTTTTCT G QA06GTTTTT TTTCG6ATCT TTGTATTTTT TTAAATTTGA 2100 

TTCTTTTCTT TGCAATGCTA GCAACCAGAA TACATAGOGG AACTGTOGGC TAGGCAAAKA 2160 

AAATAGAAAA AGTGTGAAAA ACAGTAAAGT TGGGAGAOGA GCATCIATTT TCTTAAAGAA 2220 
ATAAAACAGC NAAAACAAAA AAAAAAAAAA AAAAAAA 



Seq ID MOt 300 Protein sequence 
Protein Accession #t NP 003049.1 



1 11 21 31 41 51 

I I I I I I 

MPTTVDDVIiE RG6EFHFFQK QMFFLIiALLS ATFAPXYVGI VFIiGFTFDHR CRSPGVAELS 60 

LROGWSPAEE LNYTVPGPGP AQBASPRQCR RYEVDHKQST FDCVDPIiASL DTHRSRLPLG 120 

PCRDGWVYET PGSSIVTEFN LVC3UJSWMU) LFQSSVNVGF FI6SMSIGYI ADRFGRKLO. 180 

65 LTTVLXNAAA GVLMAXSPTY TWMLXFRLIQ GLV6XAGWLX GYXLITEFVG RRYRRTVGIF 240 

' yOVAYTVGXiL VLAGVAYALP EHRHLQFTVA LPKFFFLLYY WdPESPRHL X6QNKNABAM 300 

RXIXHXAXm GKSLPASLQR LRIiEBBTOXR UVPSPU)I*VR TPQIRXHTMI UfYNNFTSSV 360 

LYQ6LZMHMG lAGDNIYLDF FYSALVEFPA AFMIILTIDR IGRRYPNAAS NMVAGAACLA 420 

SVFIPGDLQH LKIII8CL6R MGITMAYEIV CLVNAELYPT FIRNUSVHIC 8SMa>IGGXI 480 

70 TPFLVYRIiTM IHLELPLKVF GVIiGLVAGGL VLLLPETKGK ALPBTXEEAB NMQRPSKNKE 540 
KHXYLQVQKL DXPIM 

Seq ID NO I 301 DNA sequence 
Nucleic Acid Accession ftt NM_012206.1 
75 Coding sequences 52.. 1131 

1 11 21 31 41 51 

I I I I I I 

GTTACCCAGC ATTCTGAGTO ACAGA6CCTQ GATCTGAACG CTGATCCCAT AATGCATCCT 60 

oO CAAGTGGTCA TCTTAAGCCT CATCCTACAT CTGGCAQATT CTGTAGCIGO TTGTGTAAAG 120 

GTTGGTGQAQ AGGCAGGTOC ATCTOTCACA CTACCCT6GC ACXACAQTGO AGCTGTCACA 180 

TCAAXOIOCT G6AATAGAQ0 CTCATGTTCT CTATTCACAT GOCAAAATQQ C A TTOTCTO Q 240 

ACCAATGGAA CCCAGGTCAC CTAT0GQAA6 QACACACGCT ATAAGCTATT GGGGGAOCTT 300 

TCAAGAAGGG ATOTCTCTTT GACCATAQAA AATACA0C70 TGTCTGACA8 TQGOSTATAT 360 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TGTT6C0GT6 
ATTGTGCCAC 
GTTC0AAC6A 
ACAATGAiGCJV 
AGOg rrOOA 
TCTAOCTTTO 
CCATCTTCAC 
GAACCCAGCA 
TCTTCAGATG 
ACX36CCAATA 
GCTCTTTTGO 
AGTGTTTCAT 
CAAGCAGAAG 
GTGCTCTTTG 
AT6TCTTTTA 
CAGTGATACT 
AATGTAOTCC 
TCTCTCAAAC 



TTOAGCACCG 
CCAAGGTCAC 
GCACCACTGT 
TTCCAACGAC 
CGACAACGA6 
TTCCTCCAAT 
CTCAGCC3V0C 
GCTCACCATT 
GCCTTTGGAA 
CCACTAAAGQ 
OTGTCATCAT 
TTAGCAGCCT 
ACAATATCTA 
AGAGTTTACG 
GACTCCAAGA 
GGGTAGAGTA 
TAATTTGTTT 
AT6AACACTT 



TGGGTGQTTC 
GACTACTCCA 
TCCAAOGACA 
AACGACTGTT 
CATTCCAACA 
GCCTTTGCCC 
AGAAACCCAC 
GTACTCTTAC 
TAACAATCAA 
AATCTATGCT 
TGCCAAAAAG 

tcaaattaaa 
cattgagaat 

CCCAT6ACTG 
CAATTTTTCr 
ACTCTCCCAC 
TGCTAAAACT 
TA6AATTGTA 



AATGACAT6A 
ATT6TCACAA 
AaSACTGTTC 
CCGA06ACAA 
ACAACAAGTG 
AGGCAGAACC 
CXTTACXSACAC 
ACAACAGATG 
ACTCAACTGT 
GGAGTCTGTA 
TATTTCTTCA 
GCTTTGCAAA 
AGTCTTTATG 
CAGAAGACT6 
GTTTCAGTTT 
TCCAAACTGT 
GGCTCAATCC 
T tf rfCTCTTT 



AAATCACCGT 
CTGTTCCAAC 
CAAG6ACAAC 
TCACTGTTTC 
TTCCAGTGAC 
ATGAACCAGT 
TCCAGGOAGC 
GGAATGACAC 
TCCTAGAACA 
TTTCTGTCTT 
AAAAGGAGGT 
ATGCAGriGA 
CC3U33GACTA 
AACAGGTATC 
CATCTGGCAT 
GTATAGTCAA 
TTCTGATC3VT 
AOACCrCATA 



ATCATTGGAQ 
OSTCAOGACT 
TGTTCCAACA 
AACX3ACAACG 
AACAACGGTC 
AGCCACTTCA 
AATAAG6AGA 
GGTGACAGAG 
TA6TCTACTG 
GGTGCTTCTT 
TCAACAACTA 
AAAGGAAGTC 
AGACCCAGTG 
AGCACATCAG 
TCCAACATGT 
CCTCATCATT 
TGCA6AGTTT 
AATCCTGTAT 



420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



Seg ID MOx 302 Protein s equence 
Protein Accession »: 1IP_03 6338.1 

1 11 21 

I I I 

MHPQ7VXLSL ILHLADSVAG SVKVGGEAGP 

IVWTHGTHVT YRKDTRYKLL QDLSRRDVSL 

SUEIVPPKVT TTPrVTTVPT VTTVRTSTTV 

TTTSVPTTTS IPTTTSVPVT TTVST FVPPM 

IRREPTSSPL YSYTTDGNDT VTESSDOIiWH 

VUiALLGVII AKKYPFKKEV QQLSVSFSSIi 



31 41 

I 1 I 

SVTliPCHYSQ AVTSKCMNRQ SCSLFTCC»JG 
TIENTAVSDS GVYCCRVEHR GWF NDMK ITV 
PTTTTVPTTT VPTTMSIPTT TTVPTTMTVS 
PIiPRQNHEPV ATSPSSPQPA BTHPTTLQGA 
NNQTQIiFtEH SLLTANTTKG lYAGVCISVIi 
QIKALQHAVE KEVQAEDNIY lEHSLYATD 



60 
120 
180 
240 
300 



Seq ID NOs 303 DMA sequence 

Nucleic Acid Accession #t 1IM_001044-1 

Coding sequence: 129.. 1991 



51 



1 11 21 31 41 J 

LcGCTCCGG AGCGGGAGGG GAG6CTTCGC GGAACGCTCT CGGCGCCAQO ACTCGOOTGC 
CcSgGoSc CAfiACCAAGA GGGAAOAAGC ACAGAATTCC TCAACTCCCA 
GAGTAAQAGC AAATGCTCCG TGGGACTCAT GTCTTCCGTG GTGGCOOCGG 
?AATGCCGTG GGCCOGAAGG AGGTCGAGCT CATCCTT^ ^^^^ 
^^CA GCTCACCAGC TCCACXXTCA CCAACCCGOQ GCAGAGCCCC STGGACGCa 
aSatSgS GACCTGGGGC AAGAAGATOQ ACTTTCTCCT GTCC3GTCATT GGCTTTGCT6 

Sm^S^ cgot^ acctgtccta caaaaatggt ggcqotgcct 

S^OTGCTC TT?ATGGTCA TTGCTGGGAT GCCACTTTTC TACATGQAGC 
^SS?SIc I^GGGG CXX3CXGGTGT CTGGAAGATC TGOCCATAC 
^^O, GTCATCCXCA TCTCACTGTA TGTOG^ ^^^^ 
TCATCATOSC CIOGGOGCTG CACTATCTCT TCXCCTCCTT CACCACGGAO CTCCCCTGGA 

tc^ctgSa Sactcctgg aacagcccca actgctogga tgcccatcct gotgactcca 
GT^^ ctSctc aacgacactt ttgggaccac acctgctgcc g^s^^t^ 

li^MQCQT gctocacctc CACCAGAGCC ATGGCATCGA CGACCIGGGG CCrCOGOGSX 

^^^c ^ScA tcgtgctgct ctacttcagc ccctg^ 

^?^gAaSc CTCMGOAAO OraQTATGOA TCACAGCCAC CATGCCATAC GTGGTCCTO^ 

?^^GCT cSgootggg gtcacoctcc ctggagccat agacggcatc ^ca^^ 

CTTCTACOGG CTCTGCGAGG OGTCTGITTG ^mGAOGOO GC»C^ 
TGTCCTTCrC CCTGGGCGTG GGGrrCGGGO TOCTGATCGC CTTCTCa|6C 
TCACCAACAA CTOCTACAGQ GACGCGATTG TCACCACCTC CATCAACTCC CXGAOGAGCT 
?Sc^OTO OTCOTOGTC TTCTCCTTCC TGGG6TACAT GGCACAGAAG CACAGTGTGC 
S^SS^ COTQgSaAG GAOGQGCCAG 6QCTGATCTT CATCATCTAC OCGGAAGOCA 
^?^CGCT CCCrCTOTCC TCAGCCTGGG CCGTGGTCTT CTTCATCAT6 ^^JA^ 
iSoTAlSA ScGCCATG GGTGGTATGG AGTCAGTGAT CACCX3GGCTC ATOQATMOI 
TCCA^GCT G^CAGACAC CGTGAGCTCT TCACGCTCTT CATCGTCCTG GCGACOTCC 

SSSot ottctgcqtc accaaojgtg gcatctacgt cttcaogctc ct^ac^tt 
Sgcogg ca^^ crcmcGAG tgctcatoga agc^tooga ^ggotggt 

?SSg5^ TGGGCAGTTC AGOSAOGACA TCCAGCAfflW; QftOOSQgCAG OGGOC^ 
TGTACTGGCG GCTGTGCrGG AAGCTGQTCA GCCCCTOOT TCTCCTOTTC 
TCAGCATTGT GACCTTGAGA CCXXXXX31CT ACGGAGCCTA OOXnTCCCC QACTGGOOCA 
iSSSlGGG CTGOOTCATC GCCACATCCT CCAIGGOCAT GGTGCCCATC ^M^GGOCT 
ACAACTTCTG CAGCCIGCCT GGGICCTTTC GAGAGAAACT GGCCTACGCC ^TTGCA^ 
AGA^ACCG TGAGCTGGTG GACAGAGGGG AGGTGCGCCA GTTCAOGCTC OGraCTGGC 
SctOTA GAGGGAGCAG AGACGAAGAC CCCAGGAAGT CATCCiraA TOOMGMAC 
A03AACAAAC CAAGGAAATC TAAGTTTOGA GAGAAftgGAg OQCMf™^ ^fj^l^ 
erf-PACTCAA AACACAAACA ACAAA6CAGA AQACTCCTCT CTTCTGACTG TTTACACCTT 

S^iSS TGTGTTGCTG TAA^C 
aCAGOGAGGT CCACCCCGTT GTTGTCCCTG CAGGGO^ AIJ^^ 
TCTGT6TGAG GCTCCCTCCC TCCCTGCTCC CTGCTCOCOG CTCXGAGGCT GOC^SBGG 
CACTQTQTTC TCAGGCXSGGG ATCACGATCC TTGTAGAOSC ACCTGCTQA6 AWTCCOTTQ 
CTCaSotAG CTTCCIAGAC CATTTACTTT GCCCSlTATrA AAAAGCCAAG TGTCCTGCTT 
aGTTTAGCTC T6CAGAAGGT GAAATGGAGG AAACCACAAA TTCATG^ ^S^I^S^ 
QATGCGTGGC TCCCAGCAQA GGCCGTAAAT TGAGCGTTCA GTTGACA^T TCOOOO; 
GTCTCTTCAG AGGCATTQGA GGATGGGGGT CCTGGTATOT CTCACCRGOA WfTCTOTTT 

ATGTrcrroc agcagagaga aataaaactc cttgaaacca Gcrafi^ 22^5JS 

GGCAGCCTCT G6QTCCTTGT GSTGTAGGGA ACGGCCT©^ ^SSS^ S^SS 
GAOGCATCCA QGGCCCCCAC AGGAGOGTGT CCIATCOOCG 6ACGCATGCA OGGOCOCCAC 

1069 



60 

120 

180 

240 

300 

360 

420 

480 
540 
600 
660 
720 
780 
840 
900 
960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 

'2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 



wo 03/042661 



AGGAGCATQT CCT A TCCCTO GAOSOVTOCA GGG0C0C3C A C AGGAGC3GTGT ACTACCCCAO 2880 

AA06CAT0CA GGGCCCCCAC AGGAGORXST ACTACOGCAG 0A06CAT6CA GG6CCCCCAC 2940 

TGGAGOQTGT ACTACCCCAG GAOGCATGCA GGGCCCCCAC AGGAGCGTQT CCTATCCCOQ 3000 

GACOGOACGC ATGCAGGGCC CCCACAGGAG CGTGTACTAC 0CCAGGAC6C ATGCAGGGCC 3060 

CCCACAGGAa COTOTACTAC CCCAGGAT6C ATGCAGGGCC CCCACAGGAG OGTGTACTAC 3120 

CCCAGGACCC ATGCAGGGCC 0CCATGCA06 CAGGCTGCAG AGCAACACTC TGCCTGGCCT 3180 

TGAGCCGTGA CCTCCAGGAA GGGACOCCAC TGGAATTTTA TTTCTCTCAG GT60GTGCCA 3240 

CATCAATAAC AACAGTTTrT ATGTTTGOGA ATGGCTTTTT AAAATCATAT TTACCTGTGA 3300 

ATCAAAACAA ATTCAAGAAT 6CA0TATCCG CGAGCCTGCT TGCTGATATT GCAGTTTTTG 3360 

TTTACAAGAA TAATTAGCAA TACTQAGTGA AGGAT6TTGG CCAAA AGCTG CTT TCCAT GG 3420 

CACACT6CCC TCTGCCACTG ACAGGAAAGT GGATGCCATA GTTTGAATTC ATOOCTCAAO 3480 

TOGGTGGGCC TOCCTACGTQ CTGCCGQAQG GCAGGGGCOG TGCAGGGCCA GTCATOGCTQ 3540 

TCCCCT6CAA GTG6ACGTGG GCTCCAGGGA CTGGAGTGTA ATGCTCGGTG GGAGCCGTCA 3600 

GCCTGTGAAC TGCCAGGCAQ CTGCAGTTAG CACAGAGGAT GGCTTCCCCA TTGCXnTCTQ 3660 

GGGAGGGACA CAGAGGACGG CTTCCCCATC GCCTTCTGGC OQCTGCAGTC AGCACAGAGA 3720 

GCGGCTTCCC CATTGCCTTC TGGGGAGGQA CACA0AG6AC AGTTTCOCCA TCQOCTTCTG 3780 

GTT6TTGAAG ACAGCACAGA GAOCGGCTTC CCC A TC G CCT TCT6G68AGQ GGCT003TST 3840 

AGCAACCCA6 GTGTTOTOOQ TGTCTGTTGA CCAATCTCTA TTCAGCATOQ TOTOOaTCGC 3900 
TAAOCACAAT AAAAGACATC CACAATGGAA AAAAAAAAAG GAATTC 

Seq ZD NOt 304 Protein sequence 
Protein Accession #i NP_001035.1 

1 11 21 31 41 51 

I I I I I I 

><1SKSKCSVGL MSSWAFAKB PKAVGPKBVB LILVKBQN6V QLTSSTLTNP RQSPVEAQDR 60 

BTWQKKIDPIi LSVIGFAVDL ANVWRFPYLC YXNGGGAFLV PYLLPMVIAG MPLFYMELAL 120 

GQPNREGAAG VWKICPILR3 VGPTVILISL YVGPFWVII AWALHYLPSS PTTELPWIHC 180 

NNSWNSPNCS DAHFGDSSGD SSGLNDTFGT TPAAEYFERG VLHLHQSHGI DDIiGPPRWQL 240 

TACLVLVIVL LYFSLWKGVK TSGKWWITA TMPYWLTAL LIiRGVTLPGA IDGIRAYLSV 300 

DFYRLCBASV WIDAATQVCF SLGVGFGVLI AFSSYNXFTN NCYRDAIVTT SZNSLTSF8S 360 

GFWPSFIiGY MAQKHSVPIQ DVAKDGPGLI FIIYPEAIAT LPLSSAWAW FPIMLLTLOI 420 

DSAMGGMBSV ITGLIDBFQL LHHHRELFTL FIVLATPLLS LPCVTNGGIY VPTLLDHPAA 480 

GTSILFGVLI BAIGVAWFYG VGQFSDDIQQ MTGQRPSLYW HLCWKLVSPC FLLFWWSI 540 

VTFRPPKYGA YIFPDWANAL GHVJATSSMA MVPZYAAYKF CSLPGSFREK LAYAIAPEKD 600 
RBLVDROEVR QFTUIHWZJCV 

Seq ID NO: 305 DKA sequence 

Nucleic Acid Accession «t NM_001216.1 

Coding sequence I 43.. 1422 

1 11 21 31 41 51 

111111 

GCCOGTACAC ACCGTGTGCT GGGACACCCC ACAGTCAGCC GCATGGCTCC CCTGTGCCCC 60 

AGCCCCTGQC TCCCTCTGTT GATCCCGGCC CCTGCTCCAG GCCTCACTGT GCAACTGCTG 120 

CTGTCACTGC TQCTTCTQAT GCCTSTCCAT CCCCAGAQOT TOCCCCGGAT GCAGGAGGAT 180 

TCCCCCTTGG GAGGAGGCTC TTCTGGGGAA GATQACCCAC TGGGCGAGGA GGATCTGCCC 240 

AGTGAAGAGG ATTCACCCAO AGAGGAGGAT CCACCCGGAG AGGAGGATCT ACCTG6AGAG 300 

GAGQATCTAC CTGGAGAGGA GGATCTACCT QAAGTTAAGC CTAAATCAGA AGAAGAGGGC 360 

TCCCTGAAGT TAGAGGATCT ACCTACTOTT GAGGCTCCTG GAGATCCTCA AGAACCOCAG 420 

AATAATGCCC ACAGGGACAA AQAAGGGGAT GACCAGAGTC ATTGGCGCTA TGOAGGOSAC 480 

COGCCCTGGC CCOGGGTGTC CCCAGCCTGC GOGGGCCQCT TCCAGTCCCC GOTGGATATC 540 

OGCCCCC A OC T0GCC60CTT CTGCCO G GCC CTGOGCCCOC TGGAACTCCT GGQCTTOCAG 600 

CTCCCGCOGC TCCCAGAACT GCGCCTGOGC AACAATGGCC ACAGTGTGCA ACTGACOCTQ 660 

CCTCCTGGGC TAQAGATGGC TCTGGGTCCC GGGOGGGAGT ACCGGGCTCT GCAGC TGCAT 720 

CTGCACTGGG GQGCTQCAGG TOGTCOGGGC TC6GAGCACA CTGTGGAAGG CCAOCGTTTC 780 

CCTGCOGAGA TCCACGTGGT TCACCTCAGC ACCGCCTTTG CCAGAGTTGA OQAGGCCTTO 840 

GGGGGCOOGG GAGGCCTGGC CGTGTTGGCC GCCTTTCTGQ AGGAGGGCCC GQAAGAAAAC 900 

AGTQOCTATO AGCAGTTGCT GTCTOQCTTG GAAGAAATOQ CTGAGGAAGG CTCAGAGACT 960 

CAGGTOCCAG GACTGGACAT ATCTGCACTC CTGCCCTCTG ACTTC3VGC0Q CTACTTCCAA 1020 

TATGAGGGGT CTCTGACTAC ACOGCCCTGT GCCCAGGGTG TCATCTGOAC TGTOTTTAAC 1080 

CAGACAGTGA TQCTQAGT6C TAAGCAGCTC CACACCCTCT CTQACACOCT GTGGGGACCT 1140 

GGTGACTCTC GGCTACAGCT GAACTTCOSA QCGAOOCAGC CTTTGAATGG QOGAGTGATT 1200 

GAGGCCTCCT TCC C TGCTGG AGTGGACAGC AGTCCTOGGG CTGCTGAGCC AGTCCAGCTG 1260 

AATTCCTCCC TGGCTGCTGG TOACATCCTA GCCCTGGTTT TTGGCCTCCT TTTTGCTGTC 1320 

ACCAGCGTCG CGTTCCTTGT GCAGATGAGA AGGCAGCACA QAAGGGGAAC CAAAGGGGGT 1380 

GTGAGCTACC GCCCAGCAGA GGTAGCOQAG ACTGGAGCCT AGAGGCTGGA TCTTGGAGAA 1440 

TGTOAQAAGC CAGCCAGAGO CATCTQAGGG G0AGCGG6TA ACTGTOCTGT CCTGCTCATT 1500 
ATGCCACTTC CTTTTAACTQ CCAAGAAATT TTTTAAAATA AATATTTATA AT 

Seq ID NOt 306 Protein sequence 
Protein Accession #t NP_001207.1 

1 11 21 31 41 51 

I I I 1 1 I 

MAPLCPSPKL PLLIPAPAPG LTVQLLLSLL LLKFVBPQRL PRMQEDSPLG GOSSGEDDPL 60 
GEEDLP8EED SPREEDPPG5 EDLPGSEDLP GEEDIiPBVKP KSBEE6SLKL a>LPTVEAPG 120 
DPQBPQNNAH RDXBGDDQSH HRYGGDPPWP RVSPACAGRF QSPVDIRPQL AAFCPALRFL 180 
BLIiGFQIiFPL PEUUjRMNGH SVQLTXiPPGL EMAIiGPGREY RAIiQLHLHWO AAGRPGSEHT 240 
VEXSHRFPABI HWHLSTAFA RVDEALGRPO GLAVLAAFLB EGPEENSAYE QLI*SRLEBXA 300 
EE6SETQVPO LDISALLPSD PSRYFQYEGS LTTPPCAQQV IMTVPMQTVM LSAKQLHTLS 360 
DTLWGPGDSR LQLNFRATQP UIGRVIBASF PAOVDSSPRA AEPVQLNSCL AAGDILALVF 420 
GUiFAVTSVA FLVQKRSQBR RGTKGGVSYR PAEVAET6A 



1070 



wo 03/042661 



PCT/US02/36810 



Seq ID NOt 307 DMA aeouence 

Nucleic Acid Accession #i »M_003039.l 

Coding sequence: 76.. 1581 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



31 



CTTCTCTCTC 
CCTTCCAGAG 
GTGCTTGOCC 
GTGGCTGCTG 
GGTAQ6ACG6 
TCCATGTTTC 
TTTGGCAGAA 
ATGGGATGCA 
GGAATATGIG 
AAAAACCT6C 
GTGGCCCAGA 
CTGGGGCTGA 
A6CXXXAGGT 
AOSCTGCGOO 
GCAGAGAAGQ 
TGGCAGCTOC 
ATCTACTACr 
TAGCSTGAGGQ 
GTOQAOCTCC 
TGCTGOGTGC 
AGCATCGTCT 
GOQCTGCTCA 
G6CAGT6TGC 
GGCCT CGGCC 
ATCTTCrrGA 
ACCAAGATGA 
CCTGTCACTT 
TTCCCACTTT 
ACXCTOATQT 
AGGGCT60CT 
CCCGAGTCAA 
QTAACGTGGC 
GAGTTACTAT 
CGCCAACAGG 
QATGCTTTTC 
AAGCTQAGOA 
GTTAGTGGAA 



11 21 
I I 

CATTCAGTGC ACGCX3TTACT 
CAAGCATGGA GCAACAGGAT 
TGGCAACCCT GATAGCTGCC 
TCAACrCCCC AGCACTGCTC 
GTGAATTCAT GGAAGACTTC 
CATTTGQAGG GTTTATOGGA 
AAGGGGCCTT 6CTGTTC3\AC 
GCAGAGTCGC CACATCATTT 
CAOGTGTATC TTCCAACGTG 
GGGGGGCTCT GGGGGTGGTG 
TCTTTGGTCT TCGGAATCTC 
CCGGGGTCCC CGCGGCGCTG 
ACCTGCTGAT TCAGAAGAAA 
6CT6GGACTC TGTGGACAGG 
CCGC6GGCTT CATCTCCX3TG 
TGTCCATCAT CGTCCTCATG 
ACGCGGACC3V GATCTACCTG 
caSGCACOGG GGCCGTGAAC 
TOGGT0G6AG GCTGCTGCTG 
TCACTGCAGC TCTGGCACTG 
GTGTCATCTC CTACGTCATA 
TCACTGAGAT CTTCCTGCAO 
ACTGGCTCTC CAACTTCACC 
CGTACAGCTT CATTGTCTTC 
TTQTCCCGGA 6ACX:AAGaCC 
ATAAGGTGTC TGAAGTGTAC 
CGGAACA6TG ACTCTGGAGA 
GGCTTATTTT TCTGACTTCT 
GQAATGCAGT CCTCATCTCC 
TGCTGTTCTT GAAGCTGGGC 
TTAAACAGCT GQTCCTCCAC 
TCX3VCCTTQA TGGGTCAACC 
AGTGGTGAGA TG6AAGGAAT 
TCTTCOQQGG CCATGGGCAT 
CAOAAATACC TGTCTAGGflA 
ACAGQTTCCr GTGGAGACAC 
AATGGAATT6 CTrrCTGTGTA 



41 



51 



TTGGCTAAAA 
CAGAGCATGA 
TTTGGGTCAT 
ATGCAACAAT 
CCCTTGACGT 
TCCCTC CTGG 
AACATATTTT 
GAGCTTATCA 
GTCCCCATGT 
CCCCAGCTCT 
CTtGCAAAGG 
CAOCTCCTTC 
GACGAAGCX3G 
GAGGTQGCCG 
CTGAAGCTGT 
GG06GCCAGC 
A6C6CCX3GCO 
GTG0TCAT6A 
CTGCTGGGCT 
CAGGACACAG 
GGACATGCCC 
TCCTCTCGGC 
GTGGGCTTQA 
GCCGTQATCT 
AAGAOGTTCA 
CCOGAAAAGG 
GGAAiGGCAOT 
AGCTGTCTGT 
AGCCTCCCCA 
TGTCTCTCTC 
TTTGCTGQTT 
TTXGTGTGGC 
CAAATTTT6C 
TTGTTTAQAG 
GGTGTGATGT 
TGAGTCAGAA 
GTCSUOAAAA 



GGAGGTGAGC 
AG6AAG66AG 
CCTTCCAGTA 
TTTACAATGA 
TGCTGTGGTC 
TCGGCCCCTT 
CTATGGTGOC 
TTATTTCCAG 
ACTTAGGGGA 
TCATCACTGT 
TAGATGGCXG 
TGCTGCCCTT 
CC6CCAAGAA 
AGATCCGGCA 
TCCGGATGCG 
AGCTGTCQGG 
T GOOGGAC GA 
CCTTCTGCGC 
TCTCCATCTG 
TGTCCTQOAT 
TOGGGGCCAG 
CATCTGCCTT 
TCTTCCOSTT 
GCCTCCTCAC 
TAGAGATCAA 
AGGAACTGAA 
GGAGCTGGTC 
GAATATCCAG 
CCCCAGTGGG 
CATGTTGGCC 
CAGCCrrOGT 
TCCIGGIAAC 
CAGAGAAACT 
CCAAATTCAT 
CAGAAACAAT 
TTCTTCATCC 
IGAACXrrQAT 



GGCACTCTGC 
GCTGAG6CTT 
TGGGTACAAC 
OACTTACTAT 
TGTAACCGTG 
GGTGAATAAA 
TGCX3ATCTTA 
ACTTTTGQTO 
GCTGGCCCCT 
TGGCATCCTT 
GCCGATCCTG 
CTTCCCCGAB 
AGC3CCrACAO 
GGAGGATGAO 
CTCGCTGCGC 
CGTCAACGCr 
GCAO STGCAG 
CGTGTTOGTG 
CCTCATAGCC 
GCCATACATC 
TCOCATACCC 
CATGGTGGGG 
CATCCAGGAG 
CACCATCTAC 
CCAGATTTTC 
AGAGCTTCCA 
TGCCAGGGGC 
AAATAAAACA 
AACTGTGCAA 
TGTCACCAGA 
GTGGCTCCTG 
ATAACAACAA 
AACTG6GTGG 
CCTCTTACCA 
GACATCCAGA 
AAATTATTTT 
CACTTTTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 



Seq ID NO: 308 Protein s equence 
Protein Accession ff: HP_003030.1 



FMBDFFLTLL 
VATSFELIII 
GLRNLLANVD 
DSVDREVABX 
DQIYIiSAGVP 
AAIiALQDTVS 
IiSNFTVGLIF 
VSBVYPEXEB 



11 
I 

GRLTLVLALA 
WSVTVSFa?PF 
SRLLVGIC3VG 
GWPILZjGIiTG 
RQEDEAEKAA 
EEHVQYVTAQ 
WMPYISrVCV 
PFIQBQIiGFY 
IiKEZiPFVTSB 



21 
I 

TlilAAFGSSF 
GGPIGSIiLVG 
YSSNVVPHYL 
VPAALQIiLUi 
GFISVLKEiFR 
TQAVNWMTF 
ISYVIGHAIiG 
SFIVFAVXCli 
Q 



31 

I 

QYGYNVAAVN 
PLWKFGRKG 
GELAPKHLRG 
PFFFSSPRYL 
MRSLRHQLLS 
CAVPWELLG 
PSPIPALLIT 
LTTIYIFLIV 



41 
I 

SPALLMQQFY 
ALLFNNIFSI 
ALGWPQIiFI 
LIQKKDBAAA 
irWMQGQQL 
RRLLLLLGFS 
EIFLQSSRPS 
FETKAIdFIB 



51 
I 

NETVYGRTGE 
VPA1LM6CSR 
TVGILVAQIF 
KKALQTLRGH 
SGVNAIYYSfA 
ICLIACCVLT 
AFMVGGSVHH 
INQIFTKHNK 



60 
120 
180 
240 
300 
360 
420 
480 



Seq ID NO: 309 DMA BCQuence 

Nucleic Acid Accession #! NM_0012S2.1 

Coding sequence: 13 8.. 719 



1 
I 

GGCTGGTCCC 
GTTTCCTTCC 
AGGTGATGGC 
AT6GGTGGGT 
TGGTGTGCAT 
QGGAGGTAQC 
GGCAGGGGGG 
AGCTAC6TAT 
GCTCCTCCAC 
CCGCCTCCCQ 
CCCAGCGCCT 
TTTTGCCTTC 
CACTGCT6CT 
AGIGTACAOV 
AGGACAAGAG 



11 

1 

CTGACAGGTT 
TTCCTTCrOG 
CSGGGCQATO 
CCT6G6G6CT 
CCAGCGCTTC 
T6AGCTGCAG 
CCCA6CACTG 
CCATCGTGAT 
GACGGCCTCC 
TAGCATCAGC 
GACGCCCCTG 
COGAAACACT 
GATTAGGGTT 
CAG6GGCCAC 
AAGGCATTGA 



21 

I 

GAAGCAAGTA 
GCAGOSCTCC 



6CTTTGGTCC 
GCACAGGCTC 
CTGAATCACA 
GGCCGCTCCT 
OGCATCTACA 
AGGCACCACC 
CTGCIGOGTC 
GCCG6AGGGG 
GATGAGACCT 
TTTTAAATTT 
CG6GGGTTGG 
GCTTTTTCTT 



31 

1 

GACGCCCAGG 
QOGCCCCCAT 
GITOGGGCTG 
CATTCGTCGC 
AGCA6CAGCT 
GAGGACCTCA 
TCCTGCATGG 
TGGTACACAT 
CCACCAOCCT 
TCAGCTTCCA 
ACACACTCTG 
TCTTTGQAGT 
TATTTTATTT 
GGTGGGAGTG 
TCATTTTCCX 



41 

1 

A6CCCCGGGA 
CGCCCCTCCT 
CTCGGTGCGG 
GGGCTTGGTG 
GGOGCXGGAO 
GCAGGAOOCC 
ACCAGAGCTG 
CCAGGTGAOO 
GGCCG TOGG A 
CCAAGGTTGT 
CACCAACCrC 

gcagtgggtq 

TATTTAAGTT 
TGGTGGGGGG 
ATTAAAAA 



SI 
1 

GGGGGCTGCA 
GG6CTA60G6 
CGCAG6CCCT 
ATCTGCCTCG 
TCACTTQGGT 
AGGCTATACr 
GACAAGGGGC 
CTGGCCATCT 
ATCTGCTCTC 
ACCATTGCCT 
ACIGGGACAC 
OQCCCCTGAC 
CAAGA6AAAA 
TABTGGTG6C 



60 

120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



Seq ID NO: 310 Protein sequence 
Protein Accession #« !iP_001243.1 



1071 



wo 03/042661 



PCT/US02/36810 



5 



1 11 21 31 41 51 

I I I I t I 

MPEEGS6CSV RRRPYGCVLR AAI.VPLVAGL VICLWCIQR PAQAQQQLPL BSLGHDVAEL 60 
QLNHTGPQQD PRLYHQOGPA LGRSPLHOPE LDKGQUIIHR DOIYKVHIQV TIAICSSTTA 120 
SRUHPTTLAV GXCSPASRSI SX*LRLSFHQG CTIASQRLTP LARGOTLCIN LTQTLLPSRN 180 
TDBTPPGVQW VRP 



Seq ID NO: 311 DNA sequence 
^ Nucleic Acid Accession #: Bos sequence 
lU Coding sequences 1..3978 

1 11 21 31 41 51 

1 i I I I i 

^ - ATGGTGGGTG AAGGACCCTA CCTTATCTCA 6ATCTGGACC AG06AG6C0G G0C6AGATCC 60 

I J TTTGCAGAAA GATATQAOCX: CAGCCTOAAO ACCATGATCC CA0TG06A0C CTGTGCAAG6 120 

TTAGGACXXJ^ AOCOGGTGQA TGATG005GG Cr A CfCfOCT TOQCXACATT TTCCTOQCTC 180 

AOQO0G6TGA TG6T6AAAG0 CTACOGGCAA AOGCTGACCO TAQACACGCT GCCCCCATT6 240 

TCQACATATG ACTCATCTOA CACCAATQCC AAAAGATTTC GAOTCCTTTQ GGATGAAGAO 300 

GTAGCAAGGG TGGGTCCTGA GAAGGCXrTCT CPGAGOCACO TOOTGTGGAA ATTCCAGAGQ 360 

ACAOGOOTGT TGATGGACAT GGIG60CAAC ATCCTGTGCA TCATCATGOC AOOCATAGGO 420 

GOGACAGTTC TCATTCAOCA AATCCTGCA6 CAGACTQAOA G6A0CTCTG6 GAAAlQTCTGG 480 

GTTGGCATT6 GACTGTGCAT AGCCCITTTT GCCAOOQAOT TTACCAAAGT CTTCTTTTGG 540 

GCCCTTGCCT GGGCCATCAA CTACOGCAOO GCCATCOSOT TGAAGGTGGC GCTCTCCACC 600 

TTGGTTTTTG AAAACCTAGT GTCCTTCAAG ACATTGACXX: ACATCTCT6T TGG06AGGT0 660 

CTCAATATAC TGTC3UW3T6A TAQCTATTCT TTOTTTGAAG CTGCCTTGTT TTGTCCTTTG 720 

CCAGCCACCA TOCCGATCCT AAIGQTCTTT TQTGCSGOOST AOOOCTTTTT CATTCTGGGQ 780 

CCCACAOCTC TCATOOOOAT ATCAOTGTAT GTCATATTCA TACC06TCCA GATOTTTATO 840 

GCCAAGCrCA ATTCAGCTTT COGAAGGTCA GCAATTTTGG TGACAGACAA GCGAGTTCAG 900 

AC3\ATGAAT6 AGTTTCT6AC CTGCATCAGG CTGATCAAAA TGTATGCCTQ GGAGAAATCT 960 

TTTACCAACA CTATCCAAGA TATAAGAAGO AGGGAAAGAA AATTACTG6A AAAAGCTGGA 1020 

TTTGTOCAAA QTG6AAACTC TGGGCTGGCX: CCCATOGTGT CCACCATA6C CATGGTGCTG 1080 

ACATTATOCT GOCACATCCT CCTGM3A06C AAACTCACOG CACCarTOGC ATTTAGTGTO 1140 

ATTGCCATGT TTAATGTAAT GAAGTTTTCC ATTGCAATCT TQCCCTTCTC CATCAAAGCA 1200 

ATGGCTX3AA0 COAATGTCTC TCTAAGGAQA ATGAAGAAAA TTCTCATAGA TAAAAQCCCC 1260 

CCATCTTACA TCACCCAACC AGAA6ACCCA GATACTGTCT TQCTTTTAGC AAATGCCACC 1320 

TTGACA100G AGCATGAAGC CAGCAGGAAA AGTAOOGCAA AOAAATTGCS^ GAACCAOAAA 1380 

AGGCATTTAT GCAAGAAACA GAGGTCAGAG GCATACA6TG AGAGGAGTCC ACCA60CAA0 1440 

G6AGCX:ACrG GCCCAGAGGA GCAAAGTQAC AOCCTCAAAT CGGTTCTGCA CAGCATAAOC 1500 

TTTOTGGTGA GAAAGTTATG TOSTTATCCC QAAOCCCAGC TCCTGOCTTG GAGGTQ6CCA 1560 

GGAGTGTTT6 TTGGGAGAAT CATOVGAGGA TACAGGCCTC ATGGATTTTC TGCTAAAGAC 1620 

AAGGATOAAT CTAOAAGGCT TCTTACTTGO CCCCAAGAAG TGGATAGGAC TCAAAGG6CA 1680 

GCCAAATACC TGGGGAAGAT CTT6GGAATA TQTGGGAATG TGGOAAGTGG AAAGAGCTCC 1740 

CTCCTTGCAG CTCTCCTAGQ ACAGATGC3VG CTGCACAAAQ GGGTGGTGGC AGTCAATGGA 1800 

ACTTTGGCCT ACGTTTCAaV GCAGGCATGG ATCTTTCATG GAAATGT6AG AGAAAACATA 1860 

CTCTTTGGAG AAAAOTATGA TCAOCAAAGG TATCAGCACA CAGTCCGCGT CTGTGGCXrrC 1920 

CAGAAGGACX: TGAGCAACCT CCCCTATGGA GACCTQACTG AQATTGGGaA QCGGGGCCTC 1980 

AACCTCTCTG GGGGGCAQA6 GCAGAGGATT AGCCTQGCCC GOGCTGTCTA CTCCX3ACCGT 2040 

CAGCTCTACC TGCTGGACGA CCCCJCTOTCG GCXX?rGGAOa CCCACGTGGG GAAGCACX3TC 2100 

TTTGAGGAGT GCATTAAGAA GAOGCTGAGG 6GAAAQACAO TOGTCXTTCGT GACCX:ACCAG 2160 

CTACAOTTCT TAGAGTCTTQ TGATGAAGTT ATTTTATTAG AAQATGQAGA GATTTGTGAA 2220 

AAOGGAACOC ACAAGGAGTT AATGGAGGAG AGAGGGOSCr ATGCAAAACT GATTCACAAC 2280 

CTGCGA6GAT TGCAGTTCAA GGATCXTTGAA CACCTTTACA ATGCAGCAAT GGTGGAAGCC 2340 

TTCAAGGAGA GCCXTTGCTGA GAGAGAGGAA GATGCTGGTA TAATOQGGTA 0CT<X:TTTCT 2400 

CTCTTCACTG TGTTCCTCTT CCTCCTGATG ATTGGCRGOG CTGCCTTCAG CAACTGGTGO 2460 

CTG6GTCTCT GGrTGGACAA GGGCTCAOQG ATGACCTGTG GGCCCCAG6Q CAACAGGACC 2520 

ATGTGTGAGG TC6GCGOGGT GCTG6CAQAC ATCQGTCAGC ATGTGTAOCA OTGGGTGTAC 25 80 

ACTGCAAOCA TGGTGTTCAT GCTGGTGTTT GGCGTCAOCA AAGGCTTC3GT CTTCACCAAa 2640 

ACXaCACTGA TGGCATCCTC CTCTCTGCAT GACACGGTOT TTQATAAGAT CTTAAAGAGC 2700 

OCAATGAGTT TCTTTGACAC GACTCCCACT GGCAGOCTAA TGAAOOCTTT TTCCAAGGAT 2760 

ATOGAOGAGC TGQATGTGAG GCTGCCX3TTT CACGCAGAGA ACTTTCTGCA GCAOTTTTTT 2820 

ATGGTGGTGT TTATTCTCCT QATCTTGOCT GCTGTGTTTC CTGCTGTCCr TTTAGTCGTQ 2880 

GCCA6CCTTG CTGTAGGCTT CTTCATTCTG TTACGCATTT TCCACAOAGO AGTCCAGQAQ 2940 

CTCAAGAAGG TGGAGAATGT CAGCOGGTCA CCCTGGTTCA CCCACATCAC CTCCTCCATa 3000 

CAGGGCCTGQ GCATCATTCA CGCCTATGGC AAGAAGGAGA GCTGCATCAC CTATACTTCA 3060 

TCXaAAGGCC TGTCATTGTC ATACATCATC CAGCTGAGOG GACTGCTCCA AGTGTGTGTG 3120 

OQAAOGGGAA CAGAGACGCA AGCX3VAATTC ACCTCOQTGG AGCTGCTCAG GGAATACATT 3180 

TOGACCTOTG TTCCTGAATX5 CACTCATCCX: CTCAAAGTGG GGACCTGTCC CAAGGACTGO 3240 

CCCAGCTGTG GGGAGATCAC CTTCAGAGAC TATCAGATGA GATACAGAGA CAACACXXXX: 3300 

CTTGTTCTOG ACAGCCTGAA CTTGAACATA CAAAGTOQQC AGACAGTOGQ GATTGTTGGA 3360 

AQAAGAGGTT COGGAAAGTC ATCGTTAGGA ATGGCTTTGT TTOGTCTGGT GGAGCCAOOC 3420 

AOTQGCACAA TCTTTATTGA TGAGGTGGAT ATCTGCATTC TCAGCTTGGA AGACCTCAGA 3480 

ACCAAGCTGA CTGTGATCCC ACAGGATCCT GrCCTGTTTO TAGGTACAGT AAGGTACAAC 3540 

TTGGATCXXrr TTGAGAGTCA CACCGATGAG ATGCTCTGQC AGOTTCTGOA GAGAACATTC 3600 

ATGAGAGACA CAATAATQAA ACTCCTAGAA AAATTACAGG CAGAAOTCAC AGAAAATQQA 3660 

GAAAACTTCT CAGTAGGGGA ACQTCAGCTG CTTTGTGTGG CCCGAQCTCT TCTCOGTAAT 3720 

TCAAAGATCA TTCTCCrTGA TGAAGCCACC OCCTCTATGG ACTCCAA6AC TGACAOCCTG 3780 

GTTCAGAACA CCATCAAAGA TGOCTTCAAG GGCTGCACTG TGCTQACCAT CX3CCCAC0GC 3840 

CTCAACACAG TTCTCAACTG OQATCAOGTC CTGQTTATGO AAAATGGQAA GGTGATTGAa 390O 

TTTGACAAGC CTGAAGTCCT TGCAQAOAAO OCAGATTCTO CATTTQCQAT GTTACTAGCA 3960 
GCAQAAOTCA GATTGTAG 

Seq ID N0» 312 Protein sequence 
Protein Accession 4t Eos sequence 
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11 



21 



10 



15 



MVQBGPYLIS 
TPVMVHGfYRQ 
TRVIjHDIVAN 
AliAWAINYRT 
PATIPILMVF 
TMNEFLTCIR 
TLSCaiLLRR 
FSYITQPQ3F 
6AT6PEBQSD 
KDBSRRLLTM 
TLAYVSQQAW 
NLSGGQRQRX 
liQFLESCDEV 



HCEVGAVLAD 
PMSFFDTTPT 
ASLAVGFFII. 

20 SKGLSLSYII 
PSOGBITFSO} 
SGTIFIDEVD 
MRDTIMKLPE 
VQNTIKDAFK 

25 ASVRL 



DLDQRGRRRS 
RLTVOTIiPPI. 
ILCIIMAAIG 
AIRIiKVALST 
CAAYAPFIIiG 
LIKMYAWEKS 
KLTAPVAFSV 
DTVLLLANAT 
SLKSVLHSIS 
PQEVDRTQRA 
IFHGNVRENI 
SI«ARAVYSDR 
ILX^EDGBICE 
DAGIIGYLLS 
IGQHVYQWVY 
QRLMNRFSKD 
LRIFHRGVQE 
QXiSQXiLQVCV 
YQMRTODNTP 
ICILSLEDLR 
KLQAEVTENG 
GCTVLTIAHR 



FAERYDPSLK 
STYDSSDTNA 
PTVLXKQII^ 
LVPEBJLVSFK 
PTALIGISVY 
FTNTIQDIRR 
lAMFNVMKFS 
LTWEHEASRK 
PWRKLCRYP 
AKYLGKILGI 
LFGEKYDHQR 
QLYLIjDDPLS 
KQTHKELMEB 
LPTVFLFIjLM 
TASMVFMLVF 
MDBIjDVRLPP 
LKKVBNVSRS 
RTOTETQAKP 
LVLDSLNLKI 
TKLTVIPQDP 
ENFSVGERQL 
LNTVLNCDHV 



31 
I 

TMIPVRPCAR 
KRFRVLHDEB 
QTERTSGKVW 
TLTHISVGEV 
VIFIPVQMFM 
RERKLLEKAG 
lAIIiPFSIKA 
STPKKLQNQK 
EAQIiLAURWP 



YQHTVRVC6L 
AVDAHVGKHV 
RGRYAKLIHN 
IGSAAFSNWW 
GVTKGFVFTK 
HAEHFLQQFF 
pWFtHXTSSM 
TSVELIiREYI 
QSGQTVGIVG 
VLPVQTVRYN 
LCVARALLRN 
LVMBH6KVZE 



41 

LAPNPVDDAa 
VARVOPEKAS 
VGIGLCIALP 
LKILSSDSYS 
AKLNSAFRRS 
FVQSGNSALA 
MABANVSLRR 
RHLCKKQRSE 
AVFVGRIIRG 
LLAAIiLGQMQ 
QKDLSNIiPyG 
FEECXKKTliR 
IJIQLQFKDPE 
LGLWLDKGSR 
TTU4ASSSLH 
MWFXLVILA 
QGLOXXHAYG 
STCVPECTHP 
RTGSGKSSLG 
tDPFBSHTDB 
SXIIIiLDBAT 
PDKPEVLAEK 



51 
1 

LLSPATFSHL 
LSHWWKFQR 
ATEFTKVPFW 
LFEAALFCPL 
AILVTDKRVQ 
P1V8T1A1VL 
MKKILIDKSP 
AYSERSPPAK 
YRPHGFSAXD 
LQKGWAVNG 
DLTEIGKRGL 
GKTWLVTHQ 
HLYNAAMVEA 
MTCGPQGNRT 
DTVFDKILKS 
AVFPAVLIiW 
KKBSCITYTS 
LKVGTCPKDW 
MALFRLVBPA 
MLWQVLERTP 
ASMDSKTDTL 
PDSAFAKLLA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



30 



35 



40 



45 



50 



55 



60 



Seq ID NO: 313 DKA sequence 
Nucleic Acid Accession #: Z31S60 
Coding sequence: 1-966 



1 11 21 

I 1 ^ 

CACAGCGCCC GCATGTACAA CATGATGGAO 
ACTTCGGGGG GCGGCGGCGG CAACTCCACC 
AGCCCX36ACC G0STCAAGCX3 GCCCATGAAT 
CXSCAAGATGG CCCAGGAGAA CCCCAAGATQ 
GCC3GAGTGQA AACTTTTGTC GGAGAC5GGAG 
CTGCGAGCGC TCCACATGAA GGA6CACCCG 
AAGACGCTCA TGAAGAAGGA TAAGTACACG 
AATAGCATGQ CGftGCGGGQT CGGGGTGGGC 
ATGGACAGTT AOGCGCACAT GAACGGCTGG 
CAGCTGQGCT ACCCGCAGCA CCCGGGCCTC 
ATGCACOGCT A0GACX5TGAG CGCC CTGCag 
ATGAAOGGCT OQCCCACCTA CAGCATGTCC 
CTTGOCTCCA TGGGTTCGGT GGTC3J«3TCC 
TCTTCCTCCC ACTCCAGGGC GCCCTGCCAG 
TATCTCCCOG GOSCCGAGGT GOOGGAACCC 
CACTACCAGA QOGQCCCGGT GCCCGGCA06 
ATGTGAGGGC OGGACAGCGA ACTGGAGGGO 
TCGGAGGGtST GCAAAAGAGG AGAGTAAGAA 
AAAAA 

Seq ID NOt 314 Protein s equence 
Protein Accession tft CAA8343S 

1 11 21 

HSARMYNMME TBLKPPQPQQ TSGGQGGMST 
RKMAQENPKM HNSElSKRIiG AEWKLLSETE 
KrUWKDKYT LPGGLLAPGG NSMASGVGVG 
QLGYPQHPGL NAHGAAQMQP MHRYDVSAI/J 
USSMGSWKS EASSSPPWT SSSHSRAPCQ 
HYQS6FVPGT AIHSILFIiSH M 

65 Seq ID NO: 315 DMA sequence 

Nucleic Acid Accession fti U91618 
Coding sequence: 29.. 541 



31 
I 

A0G6AGCTGA 

GCGGCGGCGG 
GCCTTCATGG 
CACAACTCGG 
AAGCGGCCGT 
GATTATAAAT 
CIQCCGGGCG 
GCCGGCCTGG 
AGCAACGGCA 
AATGGQCACG 
TAGAACTGCA 
TACT06CAGC 
GAGGCCAGCT 
GCCGGGGACC 
GCOGCCCCCA 
GCCATTAAC6 
GGAGAAATTT 
ACAGCATGGA 



41 
1 

AiOCOQCCGGG 
COGGGGGCAA 
TGTGGTCCCG 
AGATCAGCAA 
TCATCGACGA 
ACOGGCCCCO 
GaCTQCTGGC 
GOGOGGGCGT 
GCTACAGCAT 
GOGCAGCGCA 
TGACCAGCTC 
AGGGCACCCC 
OCAGCCCCCC 
TCCGGGACAT 
GCAGACTTCA 
GCACACTGCC 
TCAAAGAAAA 
GAAAACCOOG 



51 
I 

CCCGCRGCAA 
CCAGAAAAAC 
GG6GCAGC6G 
6CGCCIGGGC 
GGCTAAGGQO 
QGGGAAAACC 
CCCCGGCGGC 
GAACCAG06C 
GATGCAOGAC 
GA7GCAGCCC 
GCAGACCTAC 
TGGCATGGCT 
TGTGGTTACC 
GATCAGCATG 
CATGTCCCAG 
CCrCTCACAC 
ACGAOGGAAA 
TACGCrCAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 



31 41 SI 

I I I 

AAAAGGNQKN SPDRVKRPMN AFMVWSRGQR 
KRPPIDEAKR LRALHMKEHP DYKYRPRRICT 
AGLGAGVMQR MDSYAHMNGW SKGS YSMMQ P 
YNSMTSSQTY MMGSPTYSMS YSQQGTPGMA 
AGDLRDMISM YLPGABVPBP AAPSBIflMSQ 



60 
120 
180 
240 
300 



70 I 

CGGACTTGGC 
CATGCTACTC 
AOATTAOAA 
TCCCrCTTGG 

75 AGCTGAGGAA 
TGCTTTAGAT 
TCACAGCAGG 
TGACAAAAAT 
GCTGTATGAG 

80 AGA6AATAAA 
ATTATATTTG 
ATTQAATGTG 
TCTTCAAAAA 



11 

I 

TT6TTAGAAG 
CTGGC TTTCA 
GCAfflOTTCT 
AAGATGACTC 
ACAGGAGAAG 
GGCTTTAGCT 
GCTTTTCAAC 
GGAAAGGAAG 
AATAAACCCA 
TCATTTATTT 
TGTGAAAATG 
TTTTTCTGCA 
AAAAAAAAAA 



21 

1 

GCTGAAAGAT 
GCTCCTGGAG 
TQACCAATAT 
TGCXAAATGT 
TTCATGAAGA 
TGGAAGCAAT 
ACTGGQAGTT 
AAOTCATAAA 
GAAGACCCTA 
ACATGTGATT 
TGACAAACAC 
CTAATAGAAA 
AAATGGGGGC 



31 



GATGGCAGGA 
TCTGTGCTCA 
GCATACATCA 
TTGCAGTCTT 
GGAGCTTGTT 
GTTQACAATA 
AATCCAOGAA 
6AGAAAAATT 
CATACTCAAA 
GTGATTCATC 
ACTTATCtGT 
TTAQACTAAG 
GCAATT 



41 

ATGAAAAXCC 
QATTCAGAAO 
AAGATTAGTA 
GTAAATAATT 
GCAAGAAG6A 
TAOCAG CTCC 
GATATTCTTG 
CCTTATATTC 
AGAGATTCTT 
ATCCCTTAAT 
CTCrrCTACA 
TGTTTTCAAA 



51 
I 

AGCITQTAXG 
AGOAAATGAA 
AAGCACATGT 
TGAACAGCCC 
AACTTCCTAC 
ACAAAATCIG 
ATACTG6AAA 
TGAAACGOCA 
ACTATTACTG 
TAAATATCAA 
ATTGTGGTTT 
TAAATCXAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
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Scq ID NO I 316 Protein sequence 
Protein Accession «t AAB50564 

1 11 21 31 41 51 

I 1 1 I I i 

MMAOKIQLV CMLUAPSSW SLCSDSEEEM KALEADFLTM MHTSKISKAH VPSHXMTU^ 
VCSLVKNLNS PAEETOEVHE EELVARRKLP TALDGFSLEA MLTIYQLHKI CMSHAFQHWE 
LIQBOILDTG NDKMGKEBVI KRKXPyiLRR QLYENKPRRP YILXROSYVY 

Seq ID NO: 317 DHA sequence 

HucXeic Acid Accession 8: NM__006S36.2 

Coding sequence I 10 9.. 2 940 

1 11 21 31 41 51 

I I I I I I 

ACCTAAAACC TTGCAAGTTC AGOAAGAAAC CATCTGCATC CATATTGAAA ACCTGACACA 
ATGTATGCAO CAGGCTCAGT GTGAOTGAAC TGGAGGCTTC TCTAC AACAT GAOCC AAA^ 
AGCATTGCAO OTCCTATTTG CAAGCTGAAG TTTGTOACTC TGCTOaTTGC CTTAAGTTCA 
GAACTGCCAT TCCT 6G GAGC TGOAOTACAG CTTCAAOACA ATGGGTATAA TQGATTQCTC 
ATTGCAATTA ATCCTCAGQT ACXTTGAGAAT CAGAACCTCA TCTCAAACAT TAAOGAAATO 
ATAACIGAAO CTTCATTTTA CCTATTTAAT GCTACCAAQA GAAQAGTATT TTTCAGAAAT 
ATAAAGATTT TAATACCTGC CACATGGAAA OCTAATAATA ACAGCAAAAT AAAACAAGAA 
TCATATGAAA AOGCAAATOrr CATAGTQACT GACTGOTRTG GGOCACATGQ AGATGATCCA 
TACACCCTAC AATACAOAGG OTOTGGAAAA GAGGGAAAAT ACATTCATTT CACACC IAAT 
TTCCTACTOA ATGATAACTT AACAGCTGGC TAOSGATCAC QAGGC06AGT GTTTGTCCAT 
GAATGGGCCX: ACCTCCGTTG GGGTGTOTTC GATQAGTATA ACAATGACAA ACCTT TCTAC 
ATAAATGGGC AAAATCAAAT TAAAGTGACA AGGTGTTCAT CTGACATCAC AGGCATTTTT 
GTOTGTGAAA AAOOTCCTTO GCCOCAAGAA AACTSTATTA TTAGXAAOCT TTTTA AA6AA 
GGATGCACCT TTATCTACAA TAGCACCCAA AATGCAACTG CATCAATAAT OTTCATGCAA 
AGTTTATCTT CTGTGQTTGA ATTTTGTAAT GCAAGTACCC ACAACCAAGA AOCACCAAAC 
CTACAGAACC AGATGTGCAG CCTCAGAAGT GCATGGGATG TAATCACAGA CTCTGCTQAC 
TTTCACCACA GCTTTCCCAT GAATQGQACT GAGCTTCCAC CTCCTCCCAC ATTCTCGCTT 
GTACAGQCIQ OTGACAAAGT GOTCTOTTTA OTGCTG OATG TGTGCAGCAA q ATOOCAO AQ 
GCTGACAGAC TCCTTCAACT ACAACAAGCC GCAGAATTTT ATTTOATGCA OATTSTTOAA 
ATTCATACCT TCGTGGGCAT TGCCAGTTTC GACAGCAAAG GAGAGATCAG AGCOC AGCTA 
CACCAAATTA ACAGCAATGA TGATCGAAAG TTGCTGGTTT CATATCTGCC CACC ACTGT A 
TCAGCTAAAA GAGAGATCAG CAITTGTTCA GGGCTTAAGA AAGGATTTGA GOTGGTTOAA 
AAACIGAATO QAAAAGCTTA 'ItjUCrCTGTG ATGATATTAG TGACCA6GG0 AGATGATAAG 
CTTCTTCGCA ATTGCTTACC CACTGTG C T C AGCAOTGGTT CRACAATTCA CTCCATTOCX: 
CTGGGTTCAT CTGCAQCCCC AAATCTGGAO GAATTATCAC GTCTTACAGG AGGTTTAAAG 
rrCTTTGTTC CAGATATATC AAACTCCAAT AGCATGATTG ATGCTTTCAG TAGAATTTCC 
TCTGGAACTQ GAGACATTTT CCAGCAACAT ATTCAQCTTG AAAQTACAGG TGAAAATOTC 
AAACCTCACC ATCAATTQAA AAACACAOTG ACTGTGQATA ATACTGTGGG CSWSACACT 
ATGTTTCTAO TTAOGTGQCA GGCCAGTGGT CCTCCTGAGA TTATATTATT TGATO CTCAT 
GGACQAAAAT ACTACACAAA TAATTTTATC ACCAATCTAA CTTTTOGGAC AGCTAOTCTT 
TCGATTCCAG GAACAGCTAA GCCTGGGCAC TGGACTTACA CCCTGAACAA TACCCATCAT 
TCTCTCCAAQ CCCTGAAAOT QACAGTQACC TCTOGOGCCT CCAACTCAGC TGTG CCCCCA 
GCCACTGTOG AAGCCTTTOT OGAAAGAGAC A0C3CTCCATT TTCCTCATCC TGTQATOATT 
TATGCCAATG TGAAACAGGG ATTTTATCCC ATTCTTAATQ CCACTOTCAC TOCCACAGTT 
GAGCCAQAGA CTGGAGATCC TGTTACXSCTa AGACTCCTTG ATGATGGAGC AGGTGCTGAT 
GTTATAAAAA ATGATGQAAT TTACTCX3AGG TATTTTTTCT CCTTTGCTGC AAATQQTAGA 
TATAGCTTGA AAGTGCATGT CAATCACTCT CCCAOCATAA GCACCCCAGC CCACTCTATT 
CCAGGGA6TC ATGCTATGTA TOTAOCAOQT TACACAOCAA A06GTAAIAT TCAGATGAAT 
GCTCCAAGGA AATCAGTAGO CAGAAATQAG GA6GAG0GAA AGTGGGGCTT TAC OCGAqTC 
AGCTCSW3GAG GCTCCTTTTC AGTGCTGGGA GTTCCAGCTG GCOCOCACGC TOATGrOTTT 
CCACCATGCA AAATTATTGA CCTGQAAOCT OTAAAAGTAO AAGAGGAATT QACCCTATCT 
TGGACAGCAC CTGGAGAAGA CTTTGATCAO GGCCAGGCTA CA AGCTAT GA AATAAGAATG 
AOTAAAAGTC TACAGAATAT OCAAGATGAC TTTAACAATO CTATT TTftgT AAAT ACATCA 
AAGCGAAATC CTCAGCAAGC TGGCATCAGG GAGATATTTA OSTTCTCACC CCAGAT TTCC 
AOGAATGQAC CT6AACATCA 6CCAAATGGA QAAACACATO AAAGCCACAG AATTTATGTT 
GCAATAOGAO CAATGQATAG GAACTCCTTA CAGTCTGCTG TATCTAACAT TQCOCAGGCG 
CCTCTQTTTA TTCCCCCCAA TTCTGATCCT GTAOCTGCCA GAGATTATCT TATAT TGAAA 
GQAGTTTTAA CAGCAATGGO TTTOATAOGA ATCATTT6CC TTATTATAOT TGT6ACACAT 
CATACTTTAA GCAGGAAAAA GAOAGCAGAC AAOAAAGAGA ATGGAACAAA ATTATTATAA 
ATAAATATCC AAAGTGTCTT CCTTCTTAGA TATAAGACCC ATGGCCTTCG ACTACAAA AA 
CATACTAACA AAGTCAAATT AACATCAAAA CTGTATTAAA ATGCATTGAG TTTTTGTACA 
ATACAGATAA QATTTTTACA TQGTAGATCA ACAATTCrTT TTQGQGOrAQ ATTAOAA AAC 
CCTTACACTT TGQCTATQAA CAAATAATAA AAATTATTCT TTAAAglA AT GKTmMG 
GCAAAGGGAA GGGTAAAGTC GGACCAGTGT CAAGGAAAOT TTGTTTTATT GAGGTGGAAA 
AATAGCCCCA AGCAGAGAAA AGGAGGGTAG OTCTGCATTA TAACTGTCTG TGTGAAGCAA 
TCATTTAQTT ACTTTGATTA ATTTTTCTTT TCTCCTTATC TGTGCAGTAC AGQTTGCTTG 
TTTACATGAA GATCATGCTA TATTTTATAT ATGTAGCCCC TAATOCAAAG CTCTT TACCT 
CTTGCTATTT TGTTATATAT ATTTCAGAIO ACATCTOOCT GCTAATGCTC AOAGATCTTT 
TTTCACTGTA AGAGOTAACC TTTAACAATA TQGGTATTAC CA"1TGT CTCT ICATACOGOT 
TTTAIGACAA AGGTCTATTQ AATTIATTTG TNTGTAAGTT TCTA CTCOO l TCAAAGOGC 
TTTCTAAGTT TATTGCCTTG GGTTATTATO QAATGATAOT TATAflCOOCN TATAAT6CCT 
TACCTAGGAA A 

Seq ID NO: 318 Protein sequence 
Protein Accession fit NP_006527.1 

I 11 21 31 • 41 51 

I I I t I I 

KTQRSIAGPI CNLKFVTUiV ALSSBL9PL0 ACVQIflDMOY NQLLIAIMPQ VPENQMLI8N 



60 
120 



60 
120 

leo 

240 

300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
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IKEMITEASP 
(SMJPYTLQYR 
KPFYIKOQNQ 
MFMQSLSSW 
TFSLVQAGDK 
RAQLHQIHSH 
GDDKLLGNCL 
SRISSGTGDI 
FDPDGRKYYT 
AVPPATVEAF 
AGADVIKNDG 
IQMNAPRKSV 
LTI.SWTAPGE 
PQISINGPEH 
LILKGVLTAM 



YliFNATKRRV 
GCGKEGKYIH 
IKVTRCSSDI 
EFCMASTmiQ 
WCLVLDVSS 
DDRKLLVSYL 
PTVLSSGSTI 
FQQHIQLEST 
NNFITNI*TFR 
VERDSXiHFPU 
lYSRYPPSFA 
GRNEEERKWG 
DFDQGQATSY 
QPN6ETHBSH 
GLIGIICIiII 



FFRNIKILXP 
FTPNFLUIDN 
TGIFVCEKGP 
EAFMLQMQMC 
KHABADRLLQ 
PTTVSAKTDI 
HSIALGSSAA 
GENVKPHHQIi 
TASLWIPGTA 
FVMIYANVKQ 
ANGRYSLKVH 
PSRVSSQGSF 
EIRMSKSLQN 
RIYVAIRAMD 
WTHKTLSRK 



ATHKANNHSK 
LTAGYGSRGR 
CPQENCIISK 
SIiRSAWDVIT 
LQQAAKFYLM 
8XCSGLKKGP 
PNLEEI«SRIiT 
KNTVTVDNTV 
KPGHWTYTLN 
GFYPILMATV 
VNHSPSISTP 
SVLGVPAGPH 
IQDDFNNAIL 
BHSLQSAVSN 
KRfiDKKENOT 



IKQESYEKAN 
VFVHEWAHLiR 
LFKEGCTFIY 
DSADFHHSFP 
QIVEIHTFVG 
EWEKLNGKA 
GGIiKFFVPDI 
GNDTMPLVTW 
NTHHSLQALK 
TATVEPETCD 
AHSIPGSHAM 
PDVPPPCKII 
VNTSKRNPQQ 
XAQAPLFXPP 
KLL 



VIVTDWYGAH 
WGVFDEYKND 
KSTQMATASX 
MNGTELPPPP 
lASFDSKGEI 
YGSVKILVTS 
SNSNSMIDAF 
QASGPPEXXb 
VTVTSRASNS 
PVTLRUiDDG 
YVPGYTAKQJ 
DLEAVKVEBE 
AGIREXFTFS 
NSDPVPAROY 



120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 



20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Seq ID NOj 319 DNA aeouence 
Nucleic Acid Accession »: NM_0002a8.1 
Coding sequences 82.. 3 600 



11 



21 



31 41 51 

Ltttcaggc Ltctggaga Lgaacggca Lacacacag q^AfiC^ftAQQ JSSSS^ 
^TCACM attgqctgaa gatgagacca ttcttcctct tgtgttttgc cctocctgoc 

n^CAAGC CroCTCOOGT GGGQCCTGCT ATCCACCTGT TGGGGACCTG 
SS?^ TCATCTACCT CTGGACTGAC 

S SS= S=S SSSS !^ S 

s£i c^c^ ss^ ss= 

ATCACAIUU^ i.WM«wAw« CTCCGTCTGC AGGGGAGCTG CTTCTGTCAC 

CCTCOCRGOO CCTACTATGC TGTGTCCCAa ni^nnrrrrrn CACOSCTGTG 

SSS^ ARCCCGCAGS GCTOCCACXS CTOTOACTOC 

StGOCX; TGTGAOGAGG AGMJTOGGOG CTQCCt™T 

AGTGGCCftCG OCTQTGAACC OTQTOOCTGC QACCOSOCk »CT«Ora» ^S?!?!^ 

^ioaoiTc ACAOGOCAor gccctqtogo OAftGOcmG otggcctom otoogcoct 

SSSiJi^ SwTBIOC MACCGGACC TATGGRGACQ TOOOCACAlGO ATGCCGAGCC 

™ ssgs SSS ISS s= = 
sss sss =ss =s 

^^Sct CCCTOGGCG AACTCTCCAG GGCCTGCAGC TGGATCTGCC CCTGGAGfflJG 
^^^r ^TCCGAG AGACCTOOAO AUTCTTGACA GAAGCTTCAA TGCTCTCCTT 
ICTATCTATC AGAGQAAGAO GGAGCAGTTT 6AAAAAATAA GCAGIGCTGA TCOTCAQGA 
SoOTeAG^ AGCCTACGAG CAGTCAGCCC AGGCTGCTCA QCAGGTCTCC 
SSSS^ S??^ c^Sgg GACAGCCGGA GAGAGGCAGA GAGGCTGGTG 
S^CACOGGC AGCCCCAAGC TTGTGGCCCT GAGGCTGGAG 
GACftCCCRCC TTCAACRAGC TCTGTGGCAA ^CCAGGCAG 
A?SS?GCA ScCAATATC AT6CCCTGGT GAGCTATOrC CCCS^CAA TCGCA^CC 
iS^r??cS ScTGCAG^ TGTCCTTCOC AGGGCCGGTG GGGCCTTCTT GATGGOGGGG 

Stcaat gcccagctcc agcggaccag gcagat^ 
^^OT a^tSgc ctcacagatt caatocagto cccagcgctt GGftfiftOCOG 

^^^^ Sc^ScA QATOOftOaAA GATOTCftQAC GCACACGGCT CCTAATC^ 

SSt??gS acttccSac agaoxoqac actgatgcrg ccactatcca ggaggtcaqc 
gwgatccaqg ccattgcagc caggctccxx: aacgtggact tgqtgctgtc oo^^afts 

SoctSccS CCGGrrGCAO GCTQAGGCTG AGGAAGCCAG GJGCCG^CC 
^^TGG ^qSgT GGAAGATGTG GMG66AACC TGCGGCAGGG GAC^T^ 

SS^S^ ctSgga^c catccaaggc accrgocgct cccttoggct tatco^ 
SStcagca ggtactgcgg cx:agcagaaa agctggt^c ^catg^ 
aScrgctgg gtgacttctg gacacggatg gaggagctcc gccaccaagc ^?scag«Q 
^^^AGQ Sagtccaggc ccaocagctt gcggaaggig ccagcgagca ggcatt^ 
mCAGAG aataaaacaa aaotatgctg agttgamga ccggttgggt 
^Cr^GTGA gcagggtgcc oggatccaga gtgtgaa^c agagg^ 

^CTGTTTG GGGAGACCAT QGAGATOATG GACAGGATGA '^^^^ 'E^^^ 
SScSggS GCCAGGCCAT CATCCTGCGC TCGGCGGACC TGACAG^iCT G^^^ 
^I^SgSgA TCCX3TGA0CA CATCAATGGG CGCGTCCTCT ACT^O^ 
TGCTACMCT TCCAGCXX3GT TGCXXXACTC ATCTGCGGCC TTTGCTTTTG wrx-tv»^aU»UCA 
^SSK SS5C CATCXCCA6G AGACTITCM GCAOOCTAAA GTACAGOCTG 

1075 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 



wo 03/042661 



GACCACOCCT GGTGTOTAOC TAOTAAQATT ACCCTOAOCT 6CAGCTGA0C CTOAOCCAAT 3780 
GGGACAGTTA CACTTGACAG ACAAAOATGO TGGAGATTCO CAIGO CMTQ AAA CTAAOAQ 3840 
CrCTCAAGTC AAOGAAOCTG GOCTOOOCAO TATCOOOOQC CTTTAGTTCT CCACTOGGGA 3900 
GGAATOCTGQ ACCAAGCACA AAAACTTAAC AAAAOIGATO TAAAAATGAA AAGCCAAATA 3960 
AAAATCTTTQ G 

Seq ID NOt 320 Protein sequence 
Protein Accession fii NP_0002X9.1 

X 11 21 31 41 SI 

1 I I I 1 i 

KBPFFLIiCFA LP6LLHAQQA CSRGACYPPV 6DX«LVGRTRF X«RASSTCGLT KFBTYCIQyG 60 

BWQMKCCKCD SRQPHKYYSH RVQ«VASSSG FMRHWQSQHD VNPVSLQLDL DRRFQLQEVM 120 

MEFQGPMPAG MLIERSSDPQ ICTWRVYQYLA ADCTSTPPRV RQGRPQSWQD VRCQSLPQRP 180 

NARLNGGKVQ LKLMDIiVSGI PATQSQKIQB VGEItNLRVN FTRXiAPVPQR GYKPPSAYYA 240 

VSQLRLQGSC FCKGHADRCA PKPOASAOPS TAVQVHDVCV OQHNTAGPNC ERCAPFYNMR 300 

PWRPABGQDA HEGQROSCNG B8BTCRFDPA VFAASQGAYG 6VCDNCRDHT ESXMCBROQL 360 

HYPRNRRPGA 8IQETCXSCE CDPOOAVPGA PCDPVTGQCV CKBHVQGERC DI>CKPGPTGL 420 

TYAKPOGOm CDCNILGSRR DMPCDEESGR CLCLFNWGP KCDQCAPYHN KIiASGQGCEP 480 

GAGDPKNSFQ PTVQFVHRAV PCRE6FG6LH C8AAAIRQCP DRTYGDVATG CRACDCDFRO 540 

TEGPGCDKAS GRCLCRP6LT GPRC33QaQRG YCNRYPVCVA aPCFOfTYDA DIiREQALRFG 600 

RLRKATASLW SGPGLEDRGL ASRILOAKSK lEQIRAVLSS PAVTEQEVAQ VASAIL8LRR 660 

TUIGIiQLDLP LEEET1.SLPR DLESLDRSFN GLLTMYQRKR BQFEKI8SAD PSGAFRMLST 720 

AYEQSAQAAQ QVSDSSRLIjD QLRDSRREAE RLVRQAGGGG GTIGSPKLVAL RLEMSSLPDL 780 

TPTFNKLCGN SRQMACTPIS CPGELCPQDM QTACGSRCRQ VLPRAGGAFL MAGQVABQLR 840 

GFNAQLQRTR QHIRAAEBSA SQIQSSAQRL BT0VSA8R8Q MBEDVRRTRL LIQQVRDFItT 900 

DPDTDAATIQ EVSBAVXAUN LPTDSATVLQ KMNBIQAIAA RLPNVSLVLS QTKQDXARAR 960 

RLQAEAEBAR SRAHAVBGQV EDWGNLRQG TVALQBAQDT MQGTSRSLRL IQDRVAEVQQ 1020 

VLRPABKLVT SMTKQLODFW TRMEBLRHQA RQQGABAVQA QQLAEGASEQ ALSAQBGFER 1080 

IKQKYABLKD RLQQSSMLGB 06ARIQSVKT BABBLF6BTM EMMDRMKDMB LELLRGSQAX 1140 
KLR8ADLT6L EKRVEQIRDH INGRVLYYAT CK 

Seq ZD HOi 321 DNA sequence 

Nucleic Acid Accession ft: MM_001944.1 

Coding sequence t 8 4.. 3 083 

1 11 21 31 41 51 

' I ' • > ' 

TTTTCTTAGA CATTAACTGC AGACGGCTGG CAGOATAGAA GCAGCGQCTC ACTTGGACTT 60 

TTTCACCAGQ QAAATCAOAG ACAATGATGG GGCTCTTCCC CAGAACTACA GGGGCTCTGG 120 

CCATCTTCOT GOTGOTCATA TTGGTTCATG GAGAATT0C6 AATAGAGACT AAAGQTGAAT 180 

ATGATGAAGA AQAGATGACT ATGCAACAAG CTAAAAGAAG 6CAAAAACQT GAATGGQTOA 240 

AATTTGCCAA ACCCTGCAGA QAAGGAGAAG ATAACTCAAA AAGAAACCCA ATTGCCAAQA 300 

TTACTTCAOA TTACCAAGCA ACCCAOAAAA TCACCTACOG AATCTCTGQA GTGGGAATCQ 360 

ATCAGOCX3CC TTTTGGAATC TTTGTTGTTG AC3\AAAACAC TGGAGATATT AACATAACAO 420 

CTATAGTOGA COGGGAGGAA ACTCCAAGCT TCCTGATCAC AT GTCGQG CT CTAAAK3GCC 480 

AAGGACTAGA TQTAGAGAAA CCACTTATAC TAA06GTTAA AATTTTGGAT ATTAATGATA 540 

ATCCTCCAGT ATTTTC3^CAA CAAATTTTCA TGGGTGATU^T TGAAGAAAAT AGTGCCTCAA 600 

ACTCACTGGT GATQATACTA AATGCCACAG ATGCAGATGA ACCAAACCAC TTGAATTCTA 660 

AAATTGCCTT CAAAATTGTC TCTCAGGAAC CAGCAOGCAC ACXXATQTTC CTCCXAAGCA 720 

GAAACACTQO GGAAGTCOQT ACTTTGACCA ATTCTCTTGA GCX3AGAGCAA GCIAGCAGCT 780 

ATOQTCTGGT TGTOAGTGGT GCAGACAAAG ATGGAGAAGG ACTATCAACT CAATGTOAAT 840 

GTAATATTAA AGTGAAAGAT OTCAACGATA ACTTCCCAAT GTTTAQAQAC TCTCAOTATT 900 

CAGCAGGTAT TGAAGAAAAT ATTTTAAOTT CTGAATTACT TOGATTTCAA GTAACAGATT 960 

TGGATGAAGA GTACACAGAT AATTGGCTTG CAGTATATTT CTTTACCTCT GGQ AATGAAQ 1020 

6AAATTGGTT TQAAATACAA ACTGATCCTA GAACTAATGA AGGCATCCTG AAAOTQGTGA 1080 

AGOCrCTAGA TTATGAACAA CTACAAAOCO TGAAACTTAQ TATTOCTOTC AAAAACAAAG 1140 

CXGAATTTCA CX»ATCAOTT ATCTCTOGAT ACOGAGTTCA GTCAACXXXa^ GTCACAATTC 1200 

AGGTAATAAA TGTAAGAGAA GGAATTGCAT TCOGTCCTGC TTCXaAGACA TTTACTGTGC 1260 

AAAAAGGCAT AAGTAGCAAA AAATTGOTGG ATTATATOCT GGGAACATAT CAAGCCATOG 1320 

ATGAGGACAC TAACAAAGCT GCCTCAAATG TCAAATATGT CATGGGAaST AAOBATGOTG 1380 

QATACCTAAT GATTGATTCA AAAACTGCTG AAATCAAATT TGTCAAAAAT ATGAACOGAO 1440 

ATTCTACTTT CATAGTTAAC AAAACAATCA CAGCTGAGGT TCTGOCCaVTA GATQAATACA 1500 

CGGGTAAAAC TTCTACAGGC ACGOTATATG TTAGAGTACC aSATTTCAAT GACAATTGTC 1560 

CAACAGCTQT CCTOGAAAAA GATGCAQTTT GCAGTTCTTC ACCTTC06TG GTTGTCTCOG 1620 

CTAGAACACT GAATAATAGA TACACTGGCC CCTATACATT TGCACTGGAA GATCAAOCXO 1680 

TAAAGTTGOC TGCCGTATGG AGTATCACAA CCCTCAATGC TACCTOGGCC CT0CTCSV6A0 1740 

CCXAGQAACA OATACCTCCT GOAOTATACC ACATCTCCCT GGTACTTACA QACAGTCAGA 1800 

ACAAT0GGT6 TGAOATOCCA GQCAGCTTQA CACTGGAAGT CTGTCAQTGT GACAACAGGG 1860 

GCATCTGTG Q AACTTCTTAC CC3WUX3VCRA GCCCTGGGAC CAGGTATGGC AGGOCO CACT 1920 

CAGGGAGGCT GGGGCCXGOC GCCATOSGCC TOCTGCTCCT TGGTCTOCIG CTGCTGCTGT 1980 

TGGGGCGCCT TCIGCTGTTO ACCIGTQACT GrGGGQCAGG TTCTACTGGG GGAGTGACAO 2040 

GTGQTTTTAT CCCAGTTOCT GATQ6CTCAG AAGGAACAAT TCATCAGTGG GGAATTGAAG 2100 

GAGGCCATCC TGAAGACAAG 6AAATCACAA ATATTTGTGT GCCTCCIGTA ACAGCCAATG 2160 

GA6CC6ATTT CATGGAAAGT TCTGAAGTTT GTACAAATAC OTATOCCAGA GGCACAGOGG 2220 

TGGAAGGCAC TTCAGGAATG GAAATQACCA CTAAGCTTGG AGCAGCCACT GAATCTGGAG 2280 

OTGCTGCAGG CTTTGCAACA GGGACAGTGT CAGGAGCTGC TTCAGGATTC GGAGCAGCCA 2340 

CTG6AGTTGG CATCXOTTCC TCAGGGCAGT CTGGAACCAT QAG AACAA GG CATTCCACTG 2400 

QAOGAACCAA TAAOSACTAC OCTGATGGGG OQATAAGCAT GAATTTTCTG GACTOCTACT 2460 

TTTCTCAGAA AOCATTTGCC TGTGCGGAGG AAGACXSATGG C CAGQAAOC A AATQACTOCT 2520 

TGTTGATCTA TQATAATGAA GGCGCAGATG CCACTGGTTC TCCTGIGQGC TGCaTGGGTT 2580 

GTTGCAOTTT TATTGCTGAT GACCTGGATQ ACAOCTTCTT GGACTCACTT OQAOCCAAAT 2640 

TTAAAAAACT TGCA6AGATA AOC CI TG GT Q TTOATGOTGA AGGCAAAGAA GTTCAOOCAC 2700 
CCrCTAAAGA CAGCG6TTAT GGOATTOAAT CCT G T OG OCA TCOCATAOAA GTCCAGGAOA 2760 



1076 



y/O 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



CAGGATTTGT 
CTGGGTCTGT 
TAACGGAGAC 
CACTTCTCAC 
CTG6CAACCT 
ATCCTTGCTC 
ATCTTTGGAC 
TGGCACTTAT 
TACCCCAAAA 
TCTTAAA6TT 



TAAGT6CCA6 
CCAGCCAGCr 
TTACTCGGCT 
ACAAAATGTG 
AGCTGGCCCA 
COGTCTAATA 
TAAAQTATTC 
TAGCTTCTCT 
GCAATATGTT 
TTTCAAAACC 



ACTTTGTCAG 
GTTTCCATCC 
TCTGGTTCX:C 
ATAGTGACAG 
A0GCA6CTAC 
TGACCAGAAT 
AAAATAGCAT 
CATAAACTGA 
GTCACTCCTA 
CTAAAATCAT 



GAAGTCAAGG 
CTQACCCTCT 
T0GTGCAAC3C 
AAAGGGTGAT 
GAGQGTCACA 
GAGCTGGAAT 
AGCAAAGCTC 
TCACGATTAT 
ATTCTCAAGT 
ATT06C 



AGCTTCTGCT 
6CAGCATGGT 
TTCCACTGCA 
CTGTCCXATr 
TACTATGCTC 
ACCACACTGA 
ACTGTATTGG 
AAATTAAAT6 
ACTATTCAAA 



TTGTCCGCCT 
AACTATTTAG 
G6CTTTGATC 
TCCAGTGTTC 
T6TACA6A6G 
CCAAATCTGG 
GCTAATAATT 
TTTGGGTTCA 
TTGTAGTAAA 



2820 
2880 
2940 
3000 
3060 
3120 
31B0 
3240 
3300 



Seq ID NO: 322 Protein secmence 
Protein Accession #: NP_001935.1 



MMGLFPRTTG 
GroHSKRNPI 
PSFIiXTCRAL 
ATDADEFNHL 
DKXX3E6LSTQ 
WLAVYPPTSG 
SRYRVQSTPV 
SNVKYVMGBN 
VYVRVPDFND 
ITTUOATSAL 
TTSP6TRYGR 
GSBGTIKQWG 
MTTKLGAATE 
DGAISMNFLD 
LDDSPLD8L0 
LSGSQ6ASAL 
VTERVICPXS 



11 
I 

ALAIFVWIL 
AKITSDYQAT 
HAQGUIVEKP 
NSKIAFKIVS 
CBOniCVKDV 
NEGNWFEIQT 
TIQVINVREG 
DGGYLMIDSK 
KCPTAVIiEXO 
LRAQEQXPPG 
PHSGRLGPAA 
lEGAHPEDKE 
SGOAAGPATG 
SYFSQKAFAC 
PKFKKLAEIS 
SASGSVQPAV 
SVPGNIAGPT 



21 
I 

VHGELRIETK 
QKITYRISGV 
LIliTVKIIiDI 
QEPAGTPMFIi 
NDNPFMFBDS 
DPRTMBGIIiK 
lAFRPASKTP 
TAEIKFVKNM 
AVCSSSPSW 
WHISLVLTD 
IGLLIiLGLLL 
ITNICVPPVT 
TVSGAASGFG 
AEEDDGQEAN 
LGVD6EGKEV 
SZPDPLQKGN 
QLRGSHTMLC 



31 



GQYDEEEMTM 
GIDQPPFGIF 
NDNPPVFSQQ 
LSRNTGBVRT 
QYSARIEBI7X 
WKALDYEQIj 
TVQKGXSSKK 
NRDSTPXVNK 
VSARTIAINRY 



41 

1 

QQAKRRQKRE 
WDXNTGDIN 



LLLAPLLLLT 
AKGADFMESS 
AATGVGXCSS 
DCUjXYDNEG 
QPPSKD8GYG 
YLVTETYSAS 
TEDPCSRLI 



LTNSLDRBQA 
LSSELLRFQV 
Q5VKLSXAVK 
LVDYILGTYQ 
TXTAEVLAXD 
TGPYTFALED 
SLTLBVCQC35 
CDCGA6STGG 
EVCTNTYARG 
GQSGTMRTRU 
ADATGSPV6S 
lESCGHPIEV 
GSLVQPSTAG 



51 
1 

WVKFAKPCRE 
ZTAIVDREET 
ASHSLVHXLH 
SSYRLWSGA 
TDLDEEYTDN 
NKAEFHQSVX 
AXDEDimCAA 
EYTQKTSTGT 
QPVKLPAVWS 
NRGXCGTSYP 
VTGGPIPVPD 
TAVEGTSGMB 
STGGTNKDYA 
VGCCSPIADD 
QQTGFVKCQT 
FDPLLTQNVI 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



Seq XD NOs 323 DNA sequence 

nucleic Acid Accession #t XM_058069.2 

Coding sequence t 1 . . 1413 



ATGAAGTTTC 
AGCTCTACAA 
TATGGCCTTG 
AAGGAAAAAA 
ACATCTACCC 
AGGGAAATGC 
TACACACCTG 
TGQAGTAATG 
GTGGrrTTTG 
CTA6CCCAT6 
GAATTCT66A 
GGCCATTCXrr 
AAATATGTTG 
CT6TATGGAG 
CICTGTGACC 
TTCAAAGACA 
ATTTCTTCCT 
AGAAATCAAO 
GAGCCAAATT 
6ATGCA6CIG 
TGGAGGTATG 
AACTTCXAAG 
TATTTCrrCC 
ACACTGAAAA 



11 
1 

TTCTAATACT 

GCXrrOGAAAA 
AGATAAACAA 
TCCAAGAAAT 
TGGAGATGAT 
CAGGGGGGCC 
ACATGAACCX3 
TTACCCCCTT 
CCCGTGGAGC 
CTTTTGGACC 
CTACACATTC 
TAGGTCTTGG 
ACATCAACAC 
ACCCAAAA6A 
GC3UVTTTGA6 
GGTTCTTCTG 
TATGQ CCAAC 
TTTTTCTTTT 
ATCCC3UVGAG 
TTTTTAAOCC 
ATGAAAGGAG 
GAATCGGGCC 
AAG6ATCTAA 
GCAATAGCTG 



21 



GCTCCTGCAG 
AAATAATGTG 
ACTTCCAGTG 
GCAGCACTTC 
GCACGOVCCT 
0GTATGQA6G 
TGAGGATGTT 
GAAATTCAGC 
TCATG6AGAC 
TGGATCTG6C 
AG6AG6CACA 
CCATTCTAGT 
ATTTOGCCTC 
GAACCAAOGC 
TTTTCATGCT 
GCTQAAGGTT 
CTTGCCATCT 
TAAAGATGAC 
CATACATTCr 
AOGTTTTTAT 
ACAGATGATG 
TAAAATTOAT 
CCAATTTGAA 
GTTTGGTTGT 



31 
I 

GCCACTGCTT 
CTATTTGGTG 
ACAAAAATGA 
TTGGGTCTGA 
CGATGTGGAG 
AAACATTATA 
GACTACX3CAA 
AAGATTAACA 
TTCCATGCTT 
ATTGGAGGGG 
AACTTQTTCC 
GATCCAAAGG 
TCTGCTGATG 
TTGCCAAATC 
QTCACTACXX3 
TCTGAGAGAC 
GGCATTGAAG 
AAATACTGQT 
TTTGGTTTTC 
AGGACCTACT 
GACCCTGGTT 
GCAOTCTTCT 
TATCACTTCC 
TGA 



41 

I 

CTGGAGCTCT 
AAAGATACTT 
AATATAGTGG 
AAGTGAC0G6 
TCCCCGATGT 
TCACCTACAG 
TCCGGAAA6C 
C3tf36CAX€GC 
TT6ATGGC3VA 
ATGCACATTT 
TCACTGCTGT 
CCGTAATGTT 
ACATAGCST60 
CTGACAATTC 
TGGGAAATAA 
CAAAGAGCAG 
CTGCITATGA 
TAAT TABCAA 
CTAACTTTGT 
TCTTTGTAGA 
ATCCCAAACT 
ACmAAAAA 
TACTCCAAG6 



51 
i 

TCCCCTGAAC 
AGAAAAATTT 
AAACTTAATO 
GCAACTGGAC 
CCATCATTTC 
AATCAATAAT 
TTTCCAAGTA 
TQACATTTTG 
AGGTGQAATC 
CX3ATGAGGAC 
TCACGAGATT 
CCCCACCIAC 
CKTTCAGTOC 
AGAACCAGCT 
GATCTTTTTC 
TGTTAATTTA 
AATTGAAGCC 
TTTAAGACCA 
GAAAAAAATT 
TAACCAGTAT 
GATTACCAAG 
CAAATACTAC 
TATCACXAAA 



60 
120 
180 
240 
300 
360 
420 
480 
S40 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



Seq XD NO: 324 Protein sequence 
Protein Accession P39900 



MKFLLXUiLQ 
KBKIQEMQHP 
YTPDMNREDV 
LAHAFGPGSG 
KYVDXNTFRL 
FKUKFPWIiKV 
BPNYPKSXH8 
NFQGX6PKI0 



11 
I 

ATASGALPLN 
LGLKVTGQLD 
DYAIRKAPQV 
XGGDAHFDED 
SADDIRGXQS 
SBRPKTSVNL 
FGPFKFVKKX 
AVFYSKNKYY 



21 
I 



TSTLEMKHAP 
WSNVTPIiKFS 
EFWTTHSGGT 
LYGDPKENQR 
ISSLHPTIiPS 
DAAVFNPRFY 
YFFQGSNQFB 



31 
I 

LFGERYI*EKF 
RG6VPDVHHF 
RXNTGMADXL 
NLFLTAVBEX 
LPNPDNSEPA 
GIEAAYBXEA 
RTYFFVDNQY 
YDFXiLQRXTK 



41 

i 

YGLEIHKLPV 
REAfPGGPVWR 
WFASGfiEGD 



LCDPNIiSFDA 
ENQfVPLFKDD 
HRYDERRQMH 
TLKSNSHFGC 



51 
I 

TKMKYSGNLM 60 

KSYXTYRXHN 120 

PHAFDGHSGX 180 

DPKAVMFPTY 240 

VTTVGNKIPF 300 

KYWLISNliRP 360 

DPGYPKLXTK 420 



Seq ID NO: 325 DNA sequence 

Nucleic Acid Accession ft: HM_024423.1 

Coding sequence: 64.. 2590 



11 



21 



31 



41 



51 

1077 



wo 03/042661 



PCTAJS02/36810 



GGCAGGTCTC GCTCTOQGCA CCCTCCOQQC GCOOGOSTTC TCCTGOOCCT GCC OC» <yTC 
C0GATQ6C00 CO Q CrOGGOC COGGOGCTCC GT60SCQGAG OOGTCTGCCT GCATCTGCTO 
CTGACCCTOG TGATCTTCaG TOGTOMGGT OAAGCCTGCA AAAAGQTGAT ACT TAATOT A 
5 CCTTCTAAAC TAGAGGCAflA CAAAATAATT GGCAGAGTTA ATTTGOAAOA QTGCTTCftGG 
TCTGCAGACC TCATCCGGTC AAGTGATCCT GATTTCAGAG TTCTAAATGA TGCG TCAOTQ 
TACACAOOCa GGGCTGTTGC GCrGTCTGAT AAGAAAAGAT CATTTACXAT ATGGCTTrCT 
GACAAAAGGA AACAGACACA QAAAQAOOTT AGTOTQCTGC TAGAACATCA GAAGAAGGTA 
TCGAAGACAA GACACACTAG AOAAACTOTT CTCAGGCX3TG CCAAGAGGAQ ATGGGC3VCCT 
10 ATTCXTTGCT CTATGCAAGA GAATTCCTTG GGCCCTTTCC CATTGTTTCT TCAACAAGTT 
GAATCTGATQ CAGCACAGAA CTATACTGTC TTCTACTCAA TAAGTGGAOG TGGAGTTGAT 
AAAGAACCTT TAAATTTGTT TTATATAOAA AGAGACACTQ GAAATCTATT TTGCACTOGG 
CCTGTG G ATC GTQAAGAATA TGATGTTTTT GATTTGATTO CrTATGOQTC AACTGCAGAT 
GGATATTCAG CA6ATCTGCC CCTCCCACTA CCCATCaGGO TAGAOOATGA AAATGA^C 
15 CACCCTGTTT TCACAGAAQC AATTTATAAT TTTQAAGTTT TGGAAAGTAG TAGACCTGGT 
ACTACRGTGG GGGTGGTTTG TGCCACAGAC AGAGATGAAC CGGACACAAT GCATAOQOSC 
CIGAAATACA GCATTTTOCA 6CAQACACCA AGGTCACCXQ GQCTCTTTTC TGTGCATCOC 
AGCACAGGOG TAATCRCCAC AOTCXCTCAT TATTTG QACA GAOAOGriGT AGACAAGTAC 
TCATTGATAA TGAAAGTACA AGACATQOAT GOCCAGTTTT TTG 6ATTG AT AGGCACATCA 
20 ACTTGTATCA TAACAGTAAC AGATTCAAAT 6ATAATGCAC CCACTTTCAO ACAAAATQCT 
TATGAAGCAT TTGTAQAGQA AAATGCATTC AATGTGGAAA TCTTA OGAAT ACCTATAGAA 
QATAAGGATT TAATTAACAC TGCCAATTGG AGAOTCAATT TTACCATTTT A AAGG GAAAT 
GAAAATG6AC ATTTCAAAAT CAGCACAOAC AAAGAAACTA ATGAAGGTGT TCTTTCTGTT 
GTAAAGCCAC TOAATTATOA AOAAAACXXST CAAOTGAACC TOGAAATTQG AGTAAAC3UVT 
25 QAAGOGCCAT TTGCTAGAGA TATTCCCAGA GTGACAGCCT TGAACAGAGC CTTGGTTACA 
GTTCATGTGA GGGATCTGGA TGAGQGGCCT GAATGCACTC CTGCAGCCCA ATATGTGCGO 
ATTAAAQAAA ACTTAGCAOT GGQGTCAAAG ATCAAOGGCT ATAAGGCATA TQACCCCGAA 
AATAQAAATQ OCAATGGTTT AAG6TACAAA AAATTGCATO ATCCTAAAGO TTGGATCACC 
ATTGATGAAA TTTCAGGGTC AATCATAACT TCCAAAATCC TGGATAGQGA GGTTQAAACT 
30 CCCAAAAATQ AGTTGTATAA TATTACAOTC CTGGCAATAG ACAAAGATGA TAGATCATGT 
ACTGGAACAC TTGCTQTGAA CATTC3AAQAT QTAAATGATA ATC CACCA GA AATACTTCAA 
GAATATOTAG TCATTTGCAA ACCAAAAATG GGGTATAC06 ACATTTTAGC TGTTGATCCT 
OAIOAACCIG TCCATGOASC TCCATTTTAT TTCAOTrTGC CCAAT ACTT C TCCAGAAATC 
A0TA6ACTGT GGAGCCTCAC CAAAGTTAAT GATACA6CTG OCCXSTCTTTC ATATCAGAAA 
35 AATGCTOGAT TTCAAQAATA TACCATTCCT ATTACTGTAA AAGAOWSGGC CGGCCAAGCT 
OCAACAAAAT TATTGAGAGT TAATCTGTGT QAATGTACTC ATCCAACTCA GTGTCGTGOS 
ACTTCAAGGA GTACAGQAGT AATACTTOGA AAATGGGCAA TC CTTGCAAT ATTACTGGGT 
ATAGCACTGC TCTTTTCTGT ATTGCTAACT TTAGTATGTG GAGTTTTTG6 T6CAACTAAA 
GGGAAAOOTT TTCCTGAAGA TTTA0C3^CAG C3VAAACTTAA TTATATCAAA CACAGAAGCA 
40 CCTGGAGACG ATAGAGTGTG CTCTGCCAAT GGATTTATQA CCCJUUUn'AC C3UVCAACTCT 
AGCCAAGQTT TTTGTGGTAC TATGGOATCA GGAATGAAAA ATGGAGGGCA GGAAACCATT 
GAAATGATQA AAGGAOQAAA CCAGACCTTG GAATCCTGCX: GQGGGGCTQO GCATCATCAT 
ACCXrrGGACT CCTGCAOGGG AGGACACACG GAGGTGGACA ACTGCACATA CACTTACTCG 
QAGTGGCACA GTTTTACTCA ACCCaSTCTC GQTGAA6AAT CJCATTftGAQO ACACACT06T 
45 TAAAAATTAA ACATAAAAGA AATTGCATOG ATGTAATCAO AATGAAGACC GC3^TG0CATC 
CCAAGATTAT GTCCTCACTT ATAACTATGA GGGAAGAGGA TCTCCAQCTG GTTCTGTGOG 
CTGCTGCAGT GAAAAGCAGG AAQAAGATGO CCTTOACTTT TTAAATAATT TGGAAOCCAA 
ATTTATTACA TTAGCAOAAa CATOCACAAA OAGATAATOT CACAGTGCTA CAATTAGOTC 
TTTGTCAGAC ATTCTQQAaa TTTOCAAAAA TAATATTOTA AAOTTCAATT TCA ACATOT A 
50 TGTATATGAT GATTTTTTTC TCAATTTTGA ATTATGCTAC TCACCAATTT ATATTTTTAA 
AGCCAOTTGT TGCTTATCTT TTCCAAAAAG TQAAAAATGT TAAA ACAGAC AACTGGTA AA 
TCTCAAACTC CAGCACTGQA ATTAAOGTCT CTAAAGCATC TGCTCTTTTT TTTTTTTAOG 
OATATTTTAO TAATAAATAT GCTGGATAAA TATTAflTCCA ACRATAOCTA AOrTATGCTA 
ATATCACATT ATTATGTATT CACTTTAAOT GATAQTTTAA AAAATAAACA A6AAATATTO 
55 AGTATCACTA TGTCAAGAAA GTTTTGGAAA AGAAACAATO AAGACTGAAT TAAATTAAAA 
ATGTTCCAGC TCATAAAGAA TTGGGACTCA CXXCTACTGC ACTA CCAAAT TCATTTGACT 
TTQGAGGCAA AATGTGTTQA AGTGOCCTAT GAAGTAOCAA TTTTCTATAG GAATATAOTT 
GGAAATAAAT GICTGTGT6T ATATTATTAT TAATCAATOC AATAT TTAAA ATGAAATQAG 
AACAAAGAGQ AAAATGGTAA AAACTTOAAA TQAOGCTGGG GTATAGTTTO TOCTACAATA 
60 GAAAAAAGAO AGAGCTTCCT AGGCXTGGGC TCTTAAATOC TGCATTATAA CTGAQTCTAT 
GAGGAAATAG TTCCTGTCCA ATTTGTGTAA TTTGTTTAAA ATTGTA AATA A ATTAA ACTT 
TTCTGGTTTC TQTGGGAAGO AAAXAGGGAA TCCAATGGAA CAGTAGCTTT GCTTTGCSkOT 
CTOTTTCAAO ATTTCIGGAT CCACAAGTTA GTAGCAAACT GG GQAATACT GGCTGCA6CT 
GQGGTTCCXrr 6CTTTTTOGT AGCAAGGGTC CAGAQATGAO QTGTTTTTTT CGGGGAGCTA 
65 ATAACAAAAA CATTTTAAAA CTTACCTTTA CTGAAGTTAA ATOCTCTATT GCTGTTTCTA 
TTCTCTCTTA TAGTGACCAA CATCTTTTTA ATTTAGATCC AAATAACCAT QTCCTCCTAO 
AGTTTAGAQG CTAGAGGGAQ CTGA6GGGAG GATCTTACTO AAAQCACCXTT GGGGAGATTG 
ATTGTCCTTA AACCTAAGOC CXACAAACTT CawaOCTOAT CAGOTCTGGG AOCTACAAAA 
TTTCATTTTT CTCCTCACTa OXT I' Crf CT GAOTQGCATT GGCCTGAATC AAOGAAAGOC 
70 AGGCCTTGTG GGCCCCCTTC m ' UJGC 'i l i' CTGCTAAAGC AACAC XTTCCA GCAGAGATTC 
CCTTAAOTGA CTCCAOGTTT TCXACCATCC TTCAGCOTGA ATTA^TTTT AATCAGTTTG 
CTTTCTCCAG AGAAATTTTA AAATAATAQA AOAAATAGAA ATTTTOAATO TATAAAAGAA 
AAAGATCAAG TTGTCATTTT AOAACAGAGO GAACTTTGGG AGAAAGCAGC CCAAGTAOGT 
TATTTGTACA GTCAGAGGGC AACAGGAAQA TGCAGGCCTT CAAGOGCAAO OAGAfiGCCAC 
75 AAQGAATATO GOTGQGAGTA AAAGCAACAT OGTCTGCTTC ATACTTTTTC CTAGGCTTGG 
CACTGCCTTT TCCTTTCTCA GQCCAATOQC AACTGCCATT TGAGTCCGGT GAGGGATCAO 
CCAACCTCTT CTCTATGGCT CACX:TTATTT OQAGTQAGAA ATCAAGQAG A CAGAOCTGAC 
TGCATOATGA GTCTOAAGGC ATTTGCAGGA TCAOCCTOAA CTGQTTOTGC A6AACAAACA 
AOGCATTCAT GGGAATTGTT OTATTOCTTC TGCAGCCCIC CTTCTOTGCA CTAAGAA GOT 
80 CTATGAATTA AAIGCCTATC TAAAATTCTO AT TTATTCCT ACATTTTCTG TTTTCrAATT 
TGAOCCTAAA ATCTATOTGT TTTAGACITA QACTTTTTAT TGCCCCCCCC C Cci A k t i ii 
TTOAOAOGQA GTCTCOCTCT GA06CACAGG CTGGAGTGCA GTG GCTCCGA TCrCTOCT» 
CTGAAAGCTC CGCCTCOOGG GTTCATGCC» TT CTCCTOC C TC^CTCJCT GAOTAGCTOG 
GACTACAGGC 6CCCACCACC AOQGOOGQCT AATTTTTTGT ATTTTTAATA GAGAOQQGOT 

1078 
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lao 
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300 
360 
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600 
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900 
960 
1020 
lOBO 
1140 
1200 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 



TTCACTGTGT 
TCCCAAAGTG 
GTOGTCTTCT 
TCAATCTTGA 
6CACAAAATA 
TGTAACCAGA 
CCCACTCACC 
TCAAAGAGCA 
TGAACATGCT 
AAMX3AAAAT 
TCCTTATATG 
AGCTTTCATT 
TTTTCTTACT 
TTTAAACAGA 
CTGCTTAAAA 
AATAAAACAA 

rrTAC3«3ATa 

TTTAGAGATT 
GAAATAGAAA 
TCATTATCAA 
TT6AAGCACA 
GTATTAAAAG 
ACAGGGGTTT 
CAGGCAATAT 
GACAA6AT6A 
GGAGTGTGCT 
AAAGCCTTAC 
ACCATTATTT 
ATACCGGATA 
GTTGA6AAGC 
ACTTCTGTQT 
ATGAACAATG 
ACATAGAACA 
ATGTAGTTGG 
CATATATATA 



TAGCCAGGAT 
CTGGQATTAC 
TTTAATGTAA 
AATACTCAAC 
TTGGTCTGAG 
AQCCAGTTTT 
GATCAAAACC 
ACCAGTATCA 
GAAAACCACC 
TTAATTTTAG 
TGTAAGGTGA 
TTTCCCCCAG 
TTTATAAGGA 
GTTTTAGTAT 
TAAGCAAAAA 
TATTAACTTQ 
TGGGGAGATO 
AAATAATTCT 
TACTCAATTA 
ATTGTCGACA 
GCTTTACAGA 
TATTAGAAGG 
TACTTTGAGG 
TGCASTCTTG 
TCCAACCATA 
CCCCTACAAA 
ATTTTAATAT 
TTGTGTATGT 
CATTTCACGT 
ATGGACACTA 
GACCTTTGAA 
CCAGCCTCAT 
CTGCCTGCAC 
ATATACTACC 
ATCCCGAAAC 



GGTCTCQATC 
AGGCATGACC 
TCATTTTGAA 
CAAAA6ACAG 
AATGGAATTC 
ATCTAAOGGC 
TGCTACCTCC 
CTTCCCTGTT 
TGGTCTGCAT 
GGATTCATTT 
AATTTATGGT 
TGAATGATTT 
AGCAGCIGTC 
TGCTATTAAA 
TTGGATGCAT 
GCTQCTTAAA 
TAATAAAACA 
AAGATGATCA 
TGTCTTT6TT 
TCATTAATAT 
TGAGTATCTA 
TGGTTATAAT 
ACCAOTGTAO 
ATTCTGCCAC 
AAGGT6CTCT 
CGTTAAGACT 
AGGTTGAACC 
CTTCAAGAAT 
GTCCTTCAGT 
GAGCCAGAAT 
AGGCTACTTA 
GGGGTTGTTG 
ATASmAAO 
GAACAATATC 
ATG 



TCCTGACCTC 
C ACCGCT CCC 
CATQTQT6AA 
TOGAGAAGCC 
TCTGTAAGCC 
TACTGAAACA 
CCAAGACTTT 
TATAAAACCT 
GTATGCCCGA 
CTATATTTTC 
ATTTGAGTGT 
AGAATTTTTT 
TAAAAIGCAG 
AGAAGTTACT 
AAAQTAATAT 
ATAAGCAAAA 
ATATTAACTT 
CTTTGCAAAA 
GTATTAATGG 
ATATTGTAAT 
TGATACATAT 
TGCAGAGTAT 
TCAAGGGAAA 
TTACAGGATA 
GTGCTTCACA 
GATCATTTCA 
AAAATTTCAA 
GTTCATTGGA 
ATTQATTTGG 
QCTTGGATAT 
TTTCCTCTCT 
AAT6ATTAAA 
AATTATAAGT 
TAATCTCTTT 



GTGATCCGCC 
GGCCTTGTTT 
AGTT6ATCAT 
A0GGG6AGAA 
TAGTTGCTGA 
CCCACTGTGT 
ACTAGTGCOO 
CTAACCSVrCT 
ATTTGTAATT 
ACATATGTAG 
GCAAGAAAAT 
ATGTAAATAT 
TGGGGTTTGT 
TTGCTTTTAA 
TTACAGATGT 
ATTGGATGCA 
GGTTTCTTGT 
TTATGCTTAT 
GOAATATTTT 
GTTGGGAAGA 
GTATAATAAA 
ICCATGAATA 
ACATGAGTTA 
GATAATGCCT 
GTGAATCTTT 
AAAATCTATT 
TTCCAGTAAC 
TTTTTGTTTG 
TTGAATATTG 
GAATCCTGGA 
TAGCTTTCTC 
TTAGTTAATA 
OTGAGGTAGT 
TTAGGGAAAT 



TGCCTCGGCC 
TCCGTTTAAA 
ACGAATTGGA 
A6AACTCAGQ 
AATTTCCTGC 
TTTGCTCACT 
ATAAACTTTC 
CTTTGTTCTT 
CTTTTCTCTC 
TATTATTATT 
ATATTTTTAA 
ACAGAATGTT 
TTTGCAATGT 
AGAAACTTGO 
GGGGAGATGT 
TAAAGTAATA 
TTTTGCTGTA 
GGCTGGCATG 
GGACAATGTT 
GATCACTATT 
TTTTGATOQG 
GTACACTGAC 
AAAAGAAAAG 
GAACTTTAAT 
TCCCCATGCA 
AGCTATATCA 
TTCTATTGTA 
TAATAGTAAA 
GGTCATAATG 
TCTGTCACTT 
ATTAAAATCA 
TACCTAAAGT 
TGGTAAAATT 
AAAGTTTGTG 



5040 

5100 

5160 

5220 

5260 

5340 

5400 

5460 

5520 

5580 

5640 

5700 

5760 

5820 

5880 

5940 

6000 

6060 

6120 

6180 

6240 

6300 

6360 

6420 

6460 

6540 

6600 

6660 

6720 

6780 

6840 

6900 

6960 

7020 



8eq ID NO I 326 Protein sequence 
Protein Accession fti NP_.07774l.l 



1 11 21 

t I I 

MAAAGPRRSV RGAVCLHLLL TLVIFSRDGE 
ADIilRSSDPD FRVLNDGSVY TARAVALSDK 
KTRKTRETVL RRAKRRWAPI PCSMQENSLG 
EFUtLFYIER DTGNLFCTRP VDREEYDVPD 
FVFTEAIYNF EVLESSRPGT TVGWCATDR 
TGVITTVSHV LDREWDKYS LIMKVQDMD6 
EAFVEEMAFN VEIUIIPIED KDLINTAinfR 
KPLNVEENRQ VNIiEIGVNNB APPASDIPRV 
KBtlLAVGSKI NGYKAYDPEN RNGNGLRYKK 
RNEIiYNITVL AIDKDDRSCT GTIAVNIEDV 
EPVHGAPPYP SLPNTSPEIS RLWSLTKVND 
TKLLRVNLCB CTHPTQCRAT SRSTGVIWK 
KRFPEDLAQQ NLIISHTEAP GDDRVCSANQ 
MMKGOIQTLB 8CRGAGHHHT LDSCRGQBTE 



31 
I 

ACKKVILNVP 
KRSFTIWLSD 
PFPLFLQQVE 
LIAVASTADG 
DEPDTMHTRL 
QFF6LI6TST 
VHFTILSOMB 
TALNRALVTV 
LHDPRGWITI 
NDNPPEILQE 
TAARLSYQKN 
WAILAZtiliGI 
FMTOTTNNSS 
VDNCRmSB 



41 

I 

SKLEADKIXG 
XRKQTQKEVT 
SDAAONYTVF 
Y6ADLPLPLP 
KYSILQQTPR 
CIITVTDSND 

ughfkistdk 
bvrdldbgpb 
deisgsiits 
ywickpkmg 
agfqbytipi 
allfsvlltl 
qgfcxstmgsg 
khsftqpru3 



51 

1 

RVNLEECFRS 
VU.EHQKKVS 
YSISGRGVDK 
IRVKDENDNH 
SPGLFSVHPS 
NAPTPRQKAY 
ETNBGVLSW 
CTPAAQYVRI 
KILDREVnSTP 
YTDILAVDPD 
TVKDRAGQAA 
VCGVFGATKG 
MKNGGQETIE 



60 

120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



80 



Seq ID NOs 327 DMA sequence 

Nucleic Acid Accession «: NMJ)0194X.2 

Coding sequences 64.. 2754 

1 11 21 31 41 51 

I 1 1 t I 

GQCAGOTCTC GCTCTCJOOCA CCCTCCOOOC GCCCGCGTTC TCCTGGCCCT 
CCX5ATGGCC6 CCGCTGGGOC OCGGCGCTCC GTGCGCGGAG CX3GTCTOCCT 
CTGACCCTCG TGATCTTCAG TOGTQATQGT GAAGCCTGCA AAAAGGTGAT 
CCTTCTAAAC TAGAGGCAQA CAAAATAATT GGCAGAGTTA ATTTGGAAGA 
TCTGCA6ACC TCATCCGGTC AAGTGATCCT GATTTCAGAG TTCTAAATGA 
TACACAGCCA GGGCIOTTGC OCTGrCTQAT AASAAAAQAT CATTTACC31T 
GACAAAAQGA AAC3W3ACACA GAAAflAGGTT ACTOTG CTGC TASMWaTCA 
TCGAAGACAA GACACaCTAG AGAAACTGTT CTCAG60GT6 Ca\A GM3GA G 
ATTCCTTGCr CTATGCAAGA GAATTCCTTG GGCCCTTTCC CATTGTTTCT 
GAATCTGATG CAGCACAGAA CTATACTGTC TTCTACTCAA TAAGTG6ACX3 
AAAGAACCTT TAAATTTGTT WATATAiQAA AlMMRCTG GAAATCTATT 
CCTGTGGATC GTGAAGAATA TGATOTTTTT 6ATTTGATTG CTTATGCGTC 
GGATATTCAG CAGATCTGCC CCTCCCACTA CXXaVTCAGGG TAGAGGATGA 
CACCCTGTTT TCACAGAAGC AATTTATAAT TTTGAAGTTT TGGAAAGTAG 
ACTACRGT6G GGGTG6TTTG TGCCACA6AC AGAGATGAAC CGGA CACAAT 
CTGAAATACA GCATTTTGCA GCA6ACACX3V AG GTCRC CTG GGCT CrTTTC 
AGCACAG606 TAATCACCAC AGTCTCTCAT TATTTGQACA GAGAQGTTGT 
TCATTGATAA TGAAAGTACA AGACATGGAT GGCCAGTTTT TTGGATTGAT 
ACTTGTATCA TAACAGTAAC AGATTCAAAT GATAAT6CAC CCACTTTCAG 
TATGAAGCAT TTGTAGAG6A AAATGCATTC AATGTGGAAA TCTTAOQAAT 
GATAAGGATT TAATTAACftC 1G0CAATTG6 AGAflTCaATT TTACCATTTT 
GAAAATGGAC ATTTCAAAAT CAGC31CAGAC AAAGAAACTA ATGAAG6TGT 



GCCOSGCATC 
GCATCTGCTQ 
ACTTAATGTA 
GTGCTTCAGG 
TGGGTCAOTO 
ATGGCTTTCT 
GAAGAAGGTA 
ATGGGCACCT 
TCAACAAGTT 
TGGA6TTGAT 
TTGCACTCGG 
AACTGCAGAT 
AAATGACAAC 
TAGAOCTGGT 
GCATACGOGC 
TGTGCATCCC 
AGACAAGTAC 
AGGCACATCA 
ACAAAATGCT 
ACXTTATAGAA 
AAAGGGAAAT 
TCTTTCTGTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
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GTAAAGCCAC TGAATTATGA AGAAAACOGT CAAGTGAACC TOaWUVTTGO AGTAAACA RT 13B0 
GAAGCXXCAT TTGCTAGAQA TATTOCCAOA GTOACAOOCT TGAACAGAGC CTTGGTTACIV 1440 
OTTCATOTQA GGQATCTGGA TGAGGGGCCT GAATGCACTC CTGCAGCCCA ATATGTGCX3G 1500 
ATTAAAGAAA ACTTAGCAGT GGGGTCAAAQ ATCSUVOSGCT ATAACGCATA TGACCCCGAA 1560 
5 AATAGAAATO CCAATGGTTT AAGGTACAAA AAATTOCATa ATCCTAAAGG T TGQAT CACC 1620 
ATTQATQAAA TTTCAQGGTC AATCATAACT TCCAAAATOC TGQA7AI3GQA GGTTQAAACT 16B0 
OCCWVAAATO AGTTGTATAA TATTACAGTC CTGGCAATAQ AC31AAGATGA TAG ATCATG T 1740 
ACTGGAACAC TTCCTGTGAA CATTGAAGAT OTAAATOATA ATC CACC AGA A ATAC TTCAA 1800 
GAATATGTAG TCATTTGCAA ACCAAAAATQ GG0TATACX3G ACATTTTAGC TGTTOATCXT 1860 
10 GATOAACCTG TCC3VTG6AGC TCXaVTTTTAT TTCAGTTTGC OCRATACTTC TOCAGAAATC 1920 
AOTAGACTCT GGAGCCTCAC CMMSTTMT QATACAGCTG CCXSSTCTTtC ATAICAGAAA 1980 
AATGCTG6AT TTCAAGAATA TACCATTCCT ATTACTOTAA AAGACAGOGC G5G0CAAGCT 2040 
GCAACfUMT TATTOAOAGT TAATCTGTGT QAATGTACTC ATCCAACTCA QTGT OGTG QG 2100 
ACTTCAAGGA QTACAGGAGT AATACTTGGA AAATGGGC3UV TCCTTGCAAT ATTACTGGGT 2160 
15 ATAGCACTCC TCTTTTCTGT ATTGCTAACT TTACrPATGTQ GAOTTTTTGO TGCAACTAAA 2220 
GGGAAAOGTT TTCCTGAAGA TTTAGCACAO CAAAACTTAA TTATATCAAA CACAGAAGCA 2280 
CCTGGAGAOO ATAGAGTGTO CTCTGCCAAT GGATTTATGA CCCAAACTAC CAACAACTCT 2340 
AGCCAAGGTT TTTGTGGTAC TATGGGATCA GGAATQAAAA ATGQAGGGCA QGAAACCATT 2400 
GAAATGATQA AAGGAG6AAA GCAGAOCTTO OAATCCTGCC GGGGGGCTGG GCATCATCAT 2460 
20 AC3CCT0GACT CCTGCAQGGG AGQACACAOS GAGGTGGACA ACTGCAGATA CACTTACTCO 2520 
QAOrGGCACA GTTTTACTCA ACCCCGTCTC GGTGAAAAAT TGCATOSATG TAATCAOAAT 2580 
GAAOACCXSCA TGCCATCCCA AGATTATGTC CTCACTTATA ACTATOAOGG AAG AGGATCT 2640 
GCAGCTGGTT CIGTGGGCTG CTGCAGTGAA AAGCAGGAAG AAGATGGCCT TGACTTTTTA 2700 
AATAATTTGO AAOCCAAATT TATTACATTA GCAGAAGOVT GCACAAAGAQ ATAATGTCAC 2760 
25 AGTGCTACAA TTAGGTCTTT GTCAGACATT CTGGAGGTTT C CAAA AATAA TATTGTAAAa 2820 
TTCAATTTCA ACATGTATGT ATATGATGAT TTTTTTCTCA ATTTTGAATT ATGCTACTCA 2880 
CCAATTTATA TTTTTAAAGC CA6TTGTTGC TTATCTTTTC CAAAAAGTGA AAAATQTTAA 2940 
AACAGACAAC TGGTAAATCT CAAACTCCAO CACTQGAATT AAGOTCTCTA AAGCATCTGC 3000 
TCTTTTTTTT TTTTAOGCacr ATTTTAGTAA TAAATATGCT GGATAAATAT TAOTCCAACA 3060 
30 ATAGCTAAOT TATGCTAATA TCACATTATT ATGTATTCAC TTTAAGT6AT AOTTTAAAAA 3120 
ATAAACAAQA AATATTGAGT ATCACTATGT GAAGAAAGTT TTOGAAAAGA AAOUVTGAAG 3180 
ACTGAATTAA ATTAAAAATO TTGCaGCTCA TAAAQAATTG G6ACTCACCC CTACTGCACT 3240 
ACCAAATTCA TTTGACTTTO GAOOCAAAAT GTGTTGAAGT GCCCTATGAA GTAGCAATTT 3300 
TCTATAGGAA TATAGTTGGA AATAAATGTO TGTGTGTATA TTATTATTAA TCAATOCAAT 3360 
35 ATTTAAAATG AAATGAGAAC AAAGAGGAAA ATGGTAAAAA CTTGAAATGA GGCTGGGGTA 3420 
TAGTTTGTCC TACAATAGAA AAAAGAGAQA GCTTCCTAGG CCTGGGCTCT TAAATGCTX5C 3480 
ATTATAACXG AOTCTATGAG GAAATAGTTC CT6TCX»ATT TGTGTAATTT GTTTAAAATP 3540 
GTAAATAAAT TAAACTTTTC TGGTTTCTGT GGGAAGGAAA TAOGGAATCC AATGQAACAG 3600 
TAGCTTTOCT TTGCAGTCTO TTTCAAOATT TCTOCATCCA CAAGTTAGTA GO^CTGGG 3660 
40 GAATACTCQC TGCAGCTGGO OTTCCCXGCT TTTTGGTAGC AAGGGTCCAG AQATGAGGTO 3720 
TTTTTTTOGO GGAOCTAATA ACAAAAACAT TTTAAAACTT ACCTTTACTG AAGTTAAATC 3780 
CTCTATTGCT GTTTCTATTC TCTCTTATAG TGACCAACAT CTTTTTAATT TAGATCCAAA 3840 
TAAOCATGIC CTGCTAGAGT TTAaAOGCTA GAGGQAGCTG AGGGGAGQAT CTTACTGAAA 3900 
QCSICCCTGGG GAGATTGATT OTCCTTAAAC CTAA6CCCCA CAAACTTGAC ACCTQATCA6 3960 
45 OTCTGGGAGC TACAAAATTT CATTTTTCTC CTCACTGCCC TTCTTCTQAQ TGGCATTGGC 4020 
CTGAATCAAG GAAAGCCAGG CCTTGTGGGC CCCCTTCTTT CGGCTTTCTG CTAAAGCAAC 4080 
AOCTCCAGCA GAGATTCCCT TAAOTQACTC CAGGTTTTCC ACCATCCTTC AGOGTGAATT 4140 
AATTTTTAAT CAOTTTGCTT TCTCCftCAGA AATTTTAAAA TAATAOAAOA AATAQAAA TT 4200 
TTGAATGTAT AAAAGAAAAA GATCAAGTTG TCATTTTAQA ACAGAGOGAA CTTTGQGAGA 4260 
50 AAGCAGCCCA AOTAGGTTAT TTGTACAOTC AQAGG6CAAC AGGAAGATGC AGGCXnTTCAA 4320 
GGGCAA6GA0 AGQCCACAAG GAATATGGGT GGGAGTAAAA GCAACATGGT CTOCTTCATA 4380 
CTTTTTCCTA GGCTTGGCAC TGCCTTTTCC TTTCTCAGGC CAATGOCSIAC TGCCATTT6A 4440 
GTCCX3GTGA0 GGATCAGOCA AOCTCTTCTC TATGGCTCAC CTTATTTG6A GTGAGAAATC 4500 
AAGGAGACAG AGCTGACTOC AT6ATQAGTC T6AAO0CATT TGCAGGATGA 6GCTGAACTG 4560 
55 GTTCTGCAGA ACAAACAAGG CATTCATGGG AATTOTTGTA TTCCTTCTGC AGCCCTCCTT 4620 
CTGGGCACTA A6AAGGTCTA TGAATTAAAT OCCTATCTAA AATTCTGATT TATTC CTACA 46B0 

r m ' ci ' G ' nT tctaatttoa ccctaaaatc tatgtotttt agacttagac tttttattgc 4740 

OCOOCCCCCC ' rrmTTTTG AGAaaOAOTC TCX3CTCIGAC GCACASQCXQ OAOTGCAOTG 4800 

GCTCOGATCT CTGCTCACTO AAAGCTCOGC CTCCCGGOTT CATOCCATTC TCCT6CC TCA 4860 

60 GCCrCCIGAG TAOCTGGGAC TACAGGOQCC CACX3VCCACQ CCCQGCTAAT TTTTTGTATT 4920 

TTTAATAGAQ AOGGGGTTTC ACTGTGTTAQ CCAGGATGGT CTOOATCTCC TOAOCTOGTO 4980 

ATCCGCCTGC CTCGGCCTCC CAAAGTGCTQ GGATTACAGG CATGA CCCAC CGCTCCOGGC 5040 

CTTGarTTTOC CnTAAAOTC GYCTl ' LTm ' AATSTAATCA TTTTGAACAT OIGTGAAAGT 5100 

TOATCATACO AATTGGATCA ATCTTQAAAT ACTCAACCAA AAGACAOTCa AGAAOCCAGO 5160 

65 GOGAGAAAGA ACTCAGGGCA CAAAATATTO GTCTGAOAAT OGAATTCTCT GTAAGCCTAG 5220 

TTGCTGAAAT TTCCTGCTGT AACCAGAAGC CAQTTTTATC TAACGGCTAC TGAAACACCC 5280 

ACZOTQTTTT GCTCACTCCC TCACTCACXS ATCAAAACX:T GCTACCTCCC CAAGACTTTA 5340 

CTAGTGGOGA TAAACTTTCT CAAAGAOCAA CGAGTATCAC TTCCCTOTTT ATAA AACC TC 5400 

TAACCATCIC ITlt/riL ' llT GAACATGCTG AAAACCACCT GCTCTGCATO TAT GCOOSA A 5460 

70 TTT6TAATTC TTTTCTCTCA AATGAAAATT TAATTTTAGG GATTCATTTC TATATTTTCA S520 

CATATGTAGT ATTATTATTT CCTTATATGT GTAAG6TGAA ATTTATOGTA TTTG^^GTO 5580 

CAAGAAAATA TATTTTTAAA GCTTTCATTT TTCCCCCAOT GAATOATTTA GAATTTTTTA 5640 

TGTAAATATA CAGAATGTTT TTTCITACTT TTATAAGGAA 6CAGCTGTCI AAAATGCAOT 5700 

GGGGTTTGTT TTGCAATQTT TTAAACAGAG TTTTA6TATT GCTATTAAAA GAAGTTACTT 5760 

75 TGCTTTTAAA GAAACTTGGC TGCTTAAAAT AAGCA AAAA T TGGATOCATA AAGTAMATT 5820 

TACAGATGT6 GGGAGATOTA ATAAAACAAT ATTAACTTGG TTTCTTGTTT TTGCTGTATT 5880 

TAGAGATTAA ATAATTCTAA GATGATCACT TTGCAAAATT ATGCTTAT6Q CTGGCA TGQA 5940 

AATAGAAATA CTCAATTATO IX-TngnOT ATTAATCGGG AATATTTTOO ACAAT GTTTC 6000 

ATTATCAAAT TGTOGACATC ATTAATATAT ATTOTAATOT TGGGAAGAGA TCACTATTTT 6060 

80 GAAGCACAQC TTTACAGATG AOTATCTATG ATACATATGT ATAATAAATT TTGATCGQGT 6120 

ATTAAAAGTA TTAGAAGGTG QTTATAATTG CAGAGTATTC CATGAATAGT ACACTOACAC 6180 

AGGGGTTTTA CTTTGAGGAC CAGTGTAGTC AAGOGAAAAC AT QAOTTOA A A AGAAA AOCA 6240 

GGCAATATTG CAOTCITGAT TCTGOCACTT ACA6GATA0A TA ATOOCTG A ACTTTAATGA 6300 

CAAOATGATC CAACCATAAA CCTOCTCrGT OCTTCACAOT OAATCTTTTC CCCATQCAGQ 6360 

1080 



wo 03/042661 
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^^.TGTGCrCC CCTACAAACG TTAAGACTGA TC^^ 
AGCCTTACAT TTTAATATAG GTTGAACCAA AATTTCAAT^ 
CATTATTTTT GTGTAT(?Krr TCAAGAATGT T^TO^^ 

acCJtStSATACA TTTCACGTGT CXITTCAGTAT TGATTTGGTT GAATATCGOa -J^^^ I 

GTAGTTGQAT ATACTACCGA ACAATATCTA ATCTCTTTTT AGGGAAATAA AGTTTCT6CR 
10 TATATATAAT CCCGAAACAT G 

Seq ZD NO: 328 Protein seoueoce 
Protein Accession #t MP_001932.1 

15 1 11 f f f 

L«.P»SV UCU,M.. kvXPSB^B .C^l^ SKJ^ ^-^^ - 



?=S ^p?^^^? v^^o 

^ MSVGCCSBK OBEDQU>F« 1I1*«PITIA EftCTKH 



120 
180 



MAAAGPRRSV RGAVCUIbliU TiivxroBi^vao IITZZ.™--* wTwwnTcifUQ 

^^^Uapn vkii^ipi^ k^i»ta»j« v«p«uc»« 



420 
480 
540 



^isirp;;; ^is^jgs^s^ <^^^ 

«XS H.«JI,TK«J» TAAKLSVO^ «PQ-«PX 



660 
720 
780 
840 



seq ID NO: 329 DWA sequence 
35 nucleic Acid Accession #« NM_016583.2 
coding sequences 72.. 842 



70 



75 



11 21 31 41 51 

I I 1 i - L 



60 
120 
180 



40 GGAGTGGGGG icAGRGAGGA GACCAGGACA GCTGCTGAGA CCTCTAAQ^A GTCCAGATAC 

SSSSni r^mrcAA actgggggcc tcattgtctt ctaccsggctg ttagcccaga 

ATCCMCCCT GCXX:lTGflCT CX:CACM(OT TM^SftM 

55 GCCCMGTGC T6GAAQATGA CACAGTTGCC TTCTCTOOaA OGAACCIGCC ^CCT^w^a ^pv 
OGtSctAAC ATCOCATGTG CCTCAC^^ "20 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAA 

Seq ID NO: 330 Protein a eouence 
60 Protein Accession «: np„057667.1 

X 11 21 31 41 51 

LoTGGLIVP IgLLAQTMAQ EGGLPVPLDQ TLPUWHPAL PLSPIGLAGS J^fNGLL 60 
65 ^^L^ SiSSS GGTSGGLLC3G LL6K7TSVIP GLNHIIJIKV 

VOSTOGHRLY VTIPWIKLQ VNTPLVGASL LRIAVKLDIT AEILAVRDKQ ERJSJJ^^ 
?^^WS ^D^Sl QQLLDSLTGI LNKVLPELVQ GNVCPLVNEV LRGLDITLVH 
DIVNMblBGL QFVIKV 



120 
180 
240 



Seq ID NO: 331 DMA sequence 

Nucleic Acid Accession #: NM_004363. 

Coding sequence! 115..2223 



1 11 21 



31 41 51 



IrrCAGGGCAG iGGaA^G_ LoVGCAGAC koAC^ LcAG^ k^A^ « 0 



ScCTcScA CAGATGGTGC ATCCCCTGGC AGAGGCTCCT OCTC^^ 
80 ^^IcWCTAA OTTC^AA CCCGCCCACC ACTGCCAAGC TCACTATTCA ATCO^OOG 
CAGAgSgAA GGAGCnXSCTT CTACTTQTCC ACAATCT6CC OOO^TCTT 
St^CTaS GCTGCTACAA AGCTGAAAGA GTGGATGGCA ACCGTCAAAT lATAG^^T 
^SSa CtSaCAAGC TACCCCAGGG CCOGCAIACA OTGQTCGASl GAt^^O?^ 
rc^TCOT MTCCtSS CCfiGAACATC ATCCAGAATG ACftCAGGATT CTACACCCTA 

1081 



120 
180 
240 
300 
360 
420 
480 



wo 03/042661 



CAOOTCATAA AGTCAGATCT TGTQAATGAA QAAGCAACTQ GCCAlS TTCOQ GGTATACOOO 
GAGCTGCCCA AGCCCTCCAT CTCCAGCAAC WVCTCCAAAC COGTGGAGQJV CAAGQftXGCT 
GTTSGCCTTOV OCTOTGAACX: TGAGACTCAG GAOGCAACCT ACXTGTQGTG GGTAAACAAT 
CAGAGGCTCC OGOTCAOTOC CAGGCTGCAG CTOTCCAATQ QCAAC31SGAC CCTCACTCTA 
TTCAATOTCA CAAGAAATGA CACAGCAAGC TACAAATGTG AAACCCAGAA CCCAGT8ACT 
GCCAGGCGCA GTCATTCAGT CATCCTQAAT GTCCTCTATG GC COGGATSC CCCCAGCATT 
TCCCCTCTAA ACACATCXTA C3VGATCAGGG GAAAATCTGA ACCTC fOCTG CCAOGCAOCC 
TCTAACCCAC CTOCACAOTA CTCTTGGTTT OTCAATGGQA CTTTCCAGCA ATCCA0CX31A 
GAGCTCTTTA TCCCCAACAT CACTGTQAAT AATAGTGGAT CCTATACGTG CCAAGOOCAT 
AACTCAGACA CTGGCCTCAA TAGGACCACA GTCACGAOGA TCACAOTCTA TGCAGAO CCA 
CCXSUVAOCXrr TCATCACCAQ CAACAACTCC AACCCCGTGG A6GAT6AGSA TGCTGTAGGC 
TTAACCTOTG AACCTOAGAT TCAGAACACA ACCTAC3CTOT G0TGG6TAAA TAATCAGAGC 
CTCCCGGTCA GTCXX3U6GCT GCAGCTQTCX: AATGACAACA G6ACCCTCAC TCTACTCAGT 
GTCACAAGGA ATGATGTAGG ACCCTATGAG TGTGGAATCC AGAAC6AATT AAOTGTTGAC 
CACA6CGACC CAOTCATCCT GAATGTCCTC TATGGCCCAO AOQACCCCAC CATTTCCCCC 
TCATACACCT ATTACOGTCC AGGGGTGAAC CTCAGCCTCT CCTGCCAT6C AGCCTCTAAC 
CCACXTOCAC AGTATTCTTQ GCTGATTOAT GGGAACATCC AGCAACACAC ACAAQAGCTC 
TTTATCTCCA AGATCACTQA QAAGAACAGC GQACTCTATA CCTGCCRGQC CAATAACTCA 
GCCAQTGOCC ACAGCAOGAC TACAGTCAAG ACAATCACAG TCTCTGOgQA GCTGCOCAAG 
CCCTCCATCT CCA6CAACAA CTCCAAACXZC GTGGAGGACA AGGATGCXGT GGCCTTCAGC 
TGTGAACCTG AGGCTCAGAA CACAACCTAC CTGTGGTGGG TAAATGGTCA GAGGCTOCCA 
GTCABTOCCA GGCTGCAGCT GTCCAATGGC AACAGGACCC TCACTCTATT CAATQTCACA 
AGAAATOAOG CAASAGCCTA TGTATGTGGA ATCCAOAACT CAOTGAGTGC AAACOGCAGT 
©ICCCAGTCA CCCTGGAT6T CCTCTATCGO COGGACAOCC CCATCATITC CCCCCCAGAC 
TOGTCTTACC TTTCGGGAGC GAACCTCAAC CTCTCCTGCC ACTCGGCCTC TAACCCATCC 
CCGCAGTATT CTTGGOGTAT CAATGGGATA COGCAGCAAC ACACACAAGT TCTCTTTATC 
GCCAAAATCA CGCC3UU^TAA TAACGGGACC TATQCCTOTT TTGTCTCTAA CTTGGCIACT 
GGCCGCAATA ATTCCATAfiT CAAGAOCATC ACAGTCTCTG CATCTGGAAC TTCTCCTGGT 
CrCTCAGCTO OOaCCACTGT OGGCATCATG ATTGGAGTQC TGGTT GGGGT TGCTCTGATA 
TAGCAOCCCT GGTGTAGTTT CTTC3VTTTCA GQAACSACTGA CAOTTGTTTT GCTTCTTCCT 
TAAAGCATTT GCAACAGCTA CAGTCTAAAA TTGCTTCTTT ACCAAGGATA TTTACAGAAA 
AGACTCTGAC CAGAGATCGA GACCATCCTA GCCAACATCG TGAAACCCCA TCTCTACTAA 
AAATACAAAA ATGAGCTOGO CTTQGTGGCG OQCACXTGTA GTCCCAGTTA CTCGGGAGGC 
TCAGGCAQGA GAATCGCTTO AACCOGGGAG OTGOAGATTO CAGTGAGCCC AGATCCXZACC 
ACTGCACTCC AGTCTGGCAA CAGAGCAAGA CTCCATCTCA AAAAGAAAAQ AAAAGAAOAC 
TCTGACCTGT ACTCTTGAAT ACAAGTTTCT GATACCACIG CACTGTCTGA GAATTTCCAA 
AACTTTAATG AACTAACTGA CAGCTTCATG AAACTOTCCA CCAAG ATCAA GCAGAQAAAA 
TAATTAATTT CATGGGACTA AATORACTAA TBAOaATIGC TGATTCTTTA AATGTCTTGT 
TTCXXaOATT TCAGGAAACT rrmi ' Cn ' l TAAGCTATCC ACTCTTACAG CAATTTOATA 
AAATATACTT TTQTGAACAA AAATTGAGAC ATTTACATTT TCTCCCTATO TGGTOSCTOC 
AQACTTGGGA AACTATTCAT GAATATTTAT ATTGTATGGT AATATAGTTA TTGCACAAGT 
TCAATAAAAA TCTGCTCTTT QTATAACAGA AAAA 



540 
600 
660 
720 
780 
B40 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1360 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 



Seq ID NOi 332 Protein sequence 
protein Accession «: NP_0043S4.1 



KBSPSAPPHR 
HLPGYSWYKG 
TLHVIKSDLV 
NNQSIiPVSPR 
TXSPUITSyil 
AHNSDTGLNR 
QSLFVSPRLQ 
SPSYTYYRPG 
NSA6GHSRTT 
LFVSPRXiQLS 
PDSSYLSGAH 
ATGRNKSIVK 



11 
I 

HCIPWQRLU* 
EBVDGNRQII 
NEEATGQFRV 
LQLSNGNRTL 



TTVTTITVYA 
IiSKDKRTLTL 
VKLSLSOIAA 
VKTITVSAEL 
KGMRTIiTIiFN 



SITVSASGTS 



21 

I 

TASLLTFNNP 
OYVIOTQQAT 
YPELPKP9IS 
TLFNVTRNDT 
AASNFPAQyS 
EPPKPFZT8N 
IiSVTRNDVGP 
SHPPAQYSHL 
PRPSISSMMS 
VTRNDABAYV 
PSPQYSWRIM 
PGLSAGATVQ 



31 
I 

PTTAKLTIES 
PGPAY86REZ 
SNNSKPVEDK 
ASYKCBTQNP 
WFVNGTFQQS 
KSNPVEDEDA 
YECX3IQNELS 
IDCaUQOHTQ 
KPVEDKDAVA 
OGXQNSVSAN 
GIPQQfflQVIi 
INI6VLVGVA 



41 
I 

TPFNVAE6KE 
lYPNASLLIQ 
DAVAFTCBPE 
VSARRSDSVI 
TQELFIPHIT 
VAIiTCEPBIQ 
VDHSDPVILH 
ELFISNITEK 
FTCEPEAQNT 
RSDPVTUIVL 
FIAKITFNNN 
LI 



51 
I 

VLLLVHNLPQ 
miQNDTOPY 
TQDATYLWWV 
liNVLYQPDAP 
VNKSG3YT0Q 
NTTYLWWVNN 
VLYGPDDPTI 
NSGLYTOQAK 
TYLWHVNGQS 
YGPOTPXISP 
GTYACFVSNL 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



Seq ID KOi 333 DMA sequence 

Nucleic Acid Accession ftt NK_006952.1 

coding seijuence: 11.. 793 



1 

I 

AATCCGQACA 
TGOAAATGTQ 
ATCTQACCAA 
GGCTGOCTGG 
TGTAOGCATC 
AGTATATGCC 
ACCCAACCTC 
TGATQACCAG 
CAATTQCTGT 
TQAGAATAAT 
AOAAOCTCTC 
CT8CTATGAA 
ATTTGOCATT 
AATTGAATAT 



11 
I 

ATQOOSAAAG 
ATTATTGGTT 
CACAGCCTCT 
ATCGGCATAT 
ATGAAGTCCA 
TTTGAAGTQG 
TTCCTGAAGC 
TGGAAAAACA 
GG06TAAATG 
GAT6CTGACT 
AACCTQQAGO 
CXGATCTCTG 
CTCT6CTGQA 
TAAGAA 



21 
I 

ACAACTCAAC 
GTT6GGGCAT 
ACCCACTGCT 
TTGTGGGCAT 
GCAGGAAAAT 
GATCTTGTAT 
AGATGCTAGA 
ATGGAGTCAC 
GTCCATCAGA 
ATCCCT GGCC 
CTTGTAAACr 
GTCCAATQAA 
C f T T TTO G G T 



31 

I 

TGTTOGTTOC 
TGCCCTGACT 
TQAAGCCACC 
CTGCCTCTTC 
TCTTCTGGCG 
CACAGCA6CA 
GAGGTACCAA 
CAAAA0CTG6 
CTGGCAAAAA 
TOS TCAAT GC 
AGOOGTGOCT 
CCGACAOGGC 

TCTGcraaoT 



41 

I 

TTOCAOGGOC 
GOSQAjSTGCA 
GACAACX^ATG 
TGCCTGTCTG 
TATTTCATTC 
ACAGAAOSAG 
AACAACAOGC 
GACAGGCTCA 
TACACATCXG 
TGTOTTATGA 
GGTTTTTATC 
TGGGGGQTTO 
ACCATGTTCr 



51 

1 

TGCTGATTTT 
TCTTCTTTGT 
ACATCTATGG 
TTCTAGGCAT 
TGATOTTTAT 
ACTTTTTCAC 
CTOCAAACAA 
TOCTCCAGGA 
CCTTCOGGAC 
ACAATCTTAA 
ACAA TCAGGG 
CCrOOTTTGO 
ACTG6AGCAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



Seq ID HO: 334 Protein sequence 
Protein Accession fti NP_0088B3.1 



1082 
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1 U 21 31 41 51 

I I i - ,^ l„r.T«T«»enrt u<!T.Vpr.T^T DNDDIYGAM 60 



ilAKDNSTVRC TOOU.ireNV ilGCCGIALT AECIFFVSDQ HSLYPLLEAT DOTOIYQWW 
S ?^SSSSp Sot^wgi MKSSRKIUA YPILMPIVYA FEVASCITAA TQBDPPTPNL 
5^^^^ ^^OQ mMNovncrw drlmlqdncc gvngpsdwqk ytsafrtenn 
SSSS^ SJSSS SSacklgvp gpyhsogcyb lisgpmnrha wgvawfgfai 

LCWTFHVLUS THFYWSRIBlf 

10 Seq ID NOt 335 DMA secwenca 

nucleic Acid Accession #: 1IM_002638.1 
Coding sequence: 120.. 473 

1 11 21 31 « 51 

LaTAPAGPT L(3GAATTAT CCCTTGTAAA TACCACAGAC CCGCCCTGGA GCCAGGCCAA 
^^^^C ^^^^ ^TGGCCTT AQCTCTTAGC CAAACACCTT CC^CA 

^tcttq atcgtggtgg tg^cct^t ^ctgg^ 

AQGCAGCrGT CACGGGAGTT CCTCTTAAAG GTCAAGACAC TCTCAAAGGC CGTGTTCCAT 
20 ^Srr AAAGGACAAG TTTCAGTTAA AGGTCAAGAT AAAGTCAAAG 

^^Sfi^ A^^AGGT CCAGTCTCCA CTAAGCCTGG CTCCTGCCCC ATTATCTTGA 

TCAAGAAGTG CTGTGAAGGC TCTTGCXSGQA TGGCCrQTTT OGTTCOCCAG 
JS;?^ ScACCTGTG CCGTCCCCAG AGCTACAgGC CCCATCTOT 0^^?!^ 
25 TCCTGCCCTT CCCCXTOCXS^ CACTOTCCAT TCTTCCTCCC ATTCAGGATG CCCXCGGCIG 
GAGCTGCXrrC TCTCATCCAC TTTCCAATAA A 



120 
180 
240 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



30 
35 



60 
120 
180 
240 
300 
360 
420 
480 



720 
780 
840 
900 



Seq ID NO: 336 Protein s equence 
Protein Accession «: NP_002629.1 

21 31 41 ^1 

Lassfliw Ifliagtlvl Lavtgvpvk gqotvkgrvp PNeODPV^ VS^KVK 60 
^^I^Spvs tkpgscpiil ircamlnppm rclkdtdcpq ikkccegsos macfvpq 

Seq ID NO: 337 DMA sequence 
Mucleic Acid Accession #: NM_001793.2 
Coding sequence: 71..2S60 

40 1 11 21 31 41 51 

Iaaggggcaa gagcigagcg ^aacaccggc ccqccotogc ggcagctoct tcacccctot 
atggSctcc ctcgtggacc tctogogtct ctcctocttc tccaggtttg 
SS^ ?icGSccT ccgagcogtg cogggcqgtc ttcagggaqg ctgaagtgac 
45 cwqSg^ qgaggcgcgg agcaggagcc cggccaggcg ctggggaaag 3^catggg 
S^S^ Sagagccao ctctgtttag cactgataat gatgacttca ctgtgoggaa 
SS^SSS ^CC^GAAA graggtcact gaaggaaagg aatccattga aQAtcttc^ 
m?S5aSt ScmCGAA gacacaagao agattoocstq ottoctccaa tatctgtccc 

50 ^TTCTACA GCATCACGGG GCCGGGGGCA OACRGOCCCC CT^^ 540 

S^SS«SACAGGCTGGTtGTT^^ If 
GMTGcSaG TATGAGCTCT rCGGCCACGC TGT6TCAGAQ AATGGTGCCT <^GT^flGGA 660 

Itctocatca tcgioaccoa ccagaat^ SSSSS^ 

GGACACCTTC CGAGGGA6TG TCTTAGAGGG AGTCCTACCA GGTACTTCTG TGATGCflGQT 
55 »McSS GMG^TG ATGCCATCTA CACCTACAAT GGGQTGGTTG CTTACTO^ 

^^A GAACCAAAGG ACCCACACGA CCTCATGTTC ACCATTCAOC „^ 

^Sc^ GTCATCTCCA GTGGOCTQQA COQQGAAAAA GT^^ ^ 

StCcSgK ACAGACATGQ ATGGGGAOQO CTCCACCACC ACGGCAGTGG CAGTftGTCGA 1020 

G^^CA ATGCTCCCAT GTTTGACCCC CM3^ 1080 

60 ^ScTCA^T GC^QGGCC ATGAGGTGCA IIJJ 

SSSa GCG^StG CCACCTACCT TATCATGGGC GGTGACGACG G<^aCCATTT . 1200 

S^^^aS^ctgagagcaaccagggcaxc^ao^^ 1260 

TTTTGAGGCC AAAAACCAGC ACRCCCTOTA OGTTGAAaiQ AOCAACGAGG CCCCTTTTGT 1320 

^S^S ^MCCTCS CRGCCACCAT A<nG^^ "80 

fi5 GT^CCCT CCAAAGTOGT TGAGGTCCAG GRGGGCATCC CCACTQGGGA 1440 

S^^aSIS^ TGACAAGGAG "OO 

StStoaga gacccagcag ogtgqctagc catggaccca gacagtgggc aggtcacagc 

CTO^Sro AOGATOAQCA GTTTGTGAGG AACAACATCP MX3AAGTCAT 

^J^SSg gaagccctcc caccactggc aogggaaccc ttctgcx^ 

70 ACTGATTOAT GTCAATGACC ATGGCCCAGT CCCTGA6CCC CGTCAGATCA OCATCTGOA 

Sgogccagg tgctgaacat cacggacaag ^ctgtctc cco^^ 

CCCTTTCCAQ GCCCAQCTCA CAGATGACTC AGACATCTAC TGGAOGGCAG AGGTWAOM^ 

SS^TCr TGTCCCTGAA GAAGTTCCTG AAG^GGA^ 
GCACCmCT CTGTCTGACC ATGGCAACAA AGAfiCAOCTG ACGGTGATCA GGGC»CT6T 
75 GTGCGACTGC CATGGCCATC T(^CCTG CCCT^OCC 

CCCTGTGCTG GGGGCTGTCC TGGCTCTGCT GTTCCTCCTG CTGGTGCTOC ™TGrTG3T 2100 
GAGAAAGAAG CGGAAGATCA AGGAGCCOCI CCTACTCCCA GAAGATCACA CCCCTGACAA 2160 
^TTCTAC TOTG60GAAO AGGGQGGM ^220 
^SS^ ^CT^ CCAGGOOQGA GGTGGTTCTC CGCAATGACG TGGCACCAAC 
80 ^^rcCCG ACACCCATGT ACCGTCCTCG GCCAGCCAAC COj^iTGWA TOOQC^ACIT 
TATAATTGAG AACCTCAAGG CGGCTAACAC A6ACCCCACA GCCCCGCCCT AOWaTCCT 
CrreOTOTTC GACTATGAGG GCAGCGOCTC OGACGCOGCG TCCCTGAGCT COCTOlCCTC 
CTCOGCCTCC GACCAAGACC AAGATTACGA TTATCTOAAC GMSTGGGGCA GCCOCTTCAA 
SaOTGgS GACATGTACG GTGGGQQOGA OGAOQACTAfi GCGGCCT6CC TGCAGGGCTG 



1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 



2220 
2280 
2340 
2400 
2460 
2520 
2580 
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15 



65 



OGQACCAAAC GTCAGGCX»C AOAGCATCTC CAAGGGQTCT CAGTTCOOCC TTCACCTGAQ 2640 

GACTTO GG RG CTTCTCAGGA AGTGQCOOTA OCAACTTGGC GOAGACAGOC T ATOAG TCTQ 2700 

AOOTTAOAOT GQTTOCTTCC TTAGOCTTTC ACGATGGAGG AATGTGGGCA GTTTGACTTC 2760 

A0CRCT6AAA ACCTCTCCAC CTCG6GCACSG CTTGCCTCAQ AGGCCAAGTT TCCAQAAGCC 2820 

5 TCTTACCTGC CXTTAAAATGC TCAACCCTCT GTCCTGGGCC TGGGCCTGCT GTGACT GACC 2880 

TACAGTGGAC TTTCTCTCTG OAATOQAACC TTCTTAGGCC TCCTGOTGCA ACTTAATTTT 2940 

TTTTTTTAAT GCTATCTTCA AAAOQTTAGA GAAAGTTCTT CAAAAOTGCA 6C0CAGAGCT 3000 

GCTGGG C OCA CTGGCX3GT0C TGCATTTCTG GTTTCCAOAC CCCAA TOCCT CCCATTCGGA 3060 

TGGATCTCTQ OQTTTTTATA CTQAOTOTOC CTAGGTTQCC OCTTATTrTT TATTTTCCCT 3120 

10 QTTGCGTTOC TATAQATQAA GGGTGAGQAC AATOGTGTAT ATCTACTAGA ACTTTTTTAT 3180 
TAAA8AAACT TTTCOCAOAA AAAAA 



Seq ID HOt 338 Protein segiience 
Protein Accession ftt NP_001784.2 



1 11 21 31 41 51 

MQIiFRaFLAS LLLLQVCHIiQ CAA5EPCSAV PRBARVTLBA GGAEQEPOQA U3KVPMGCPG 60 

QEPALPSTDU DDPTVRNQBT VQERRSLKER NPLKIPPSKR ILRRHKRDWV VAPISVPENG 120 

20 KGPPPQRLNQ LKSNKDRDTK IFYSITGPGA DSPPEX^AV EKETGWLLUI KPLDRBEIAK 180 

YBLrcHAVSE NGASVEDPMN ISIIVTDQND HKPKPTQDTP RGSVLBGVLP GTSVMQVTAT 240 

DEDDAIYTYN QWAYSIHSQ EPKDPKDLMP TIHRSTOTIS VISSGLDREK VPEYTLTIQA 300 

TDMDGDGSTr TAVAWBILD ANDMAPMPDP QKYEAHVPEM AVOHBVQRLT VTDLDAPNSP 360 

AWRATYLIMS GDDGDHPTIT TKPBSNQGIL TTRKOLDPBA niQHTLYVBV TNEAPFVLKL 420 

25 PTSTATIWH VEDVNBAPVF VPPSKWEVQ EGIPTGEPVC VYTAEDPDKE KQKI9YRILR 480 

DPAGWUVMDP DSGQVTAVGT LDREDBQFVR NNIYEVMVLA MDNGSPPTTG TOTLLLTLID 540 

VNDHGPVPBP RQITIQIQSP VRQVIiNITDK DLSPHTSPFQ AQIiTDDSDIY WTAEVNEBGD 600 

TWIiSLKKFL KQDTYDVHLS LSDHGMKBQL TVIRATVCDC HGHVET CPGP WKGGPILPVL G60 

OAVLALLPUi LVLUiLVRKK RKIKEPLLLP BDDTRONVPY Y6EEGGGBBD QOYDITQLHR 720 

30 GLEARPEWL RNDVAPTIIP TPMYRPRPAN PDBIGMPIIB NLKAANTOPT APPYDTLLVF 780 
DYEGSGSDAA SLSSLTSSAS DQDQDYDYUI EHGSRFKKLA DMYGGGEDD 

Seq ID KO: 339 DMA sequence 
Nucleic Acid Accession Bos sequence 
35 Coding sequence t 1..672 

1 11 21 31 41 51 

ATGRGGCTCX: AAAGACCCOO AOVGGCCCOG G0GGGTG6GA GGCGCfiCOCC CXX3G0QCGGG 
40 CGGGQCTCCC CCTACCGGCC AGACCCGGGG AGAGGCGC33C GGAGGCTOaJ AAGGTTCCAG 

AAGGGOGGGG AGGGGGOGCC GCGCGCTGAC CCTCCCTGQO CACOGCTGGG GACGATGGCG 180 

CTCCTOGCXT TGCTGCTQGT C6TGGCCCTA CXXK3GG6TOT GGACAGAOGC CAACCTQACT 240 

GOQAOACAAC OAaATCCAOA GOACTCCCAG OQAACGOAOO WSOGTOACAA TAGAOTOTGO 300 

TOTCATOTTT GTGAGAGAGA AAACACTTTC GAGTGCCRGA ACCCAAGGAG 0TGCAAAT6G 360 

45 ACAGAGCCAT ACTGCGTTAT AGCGGCCGTQ AAAATATTTC CAOGTTTTTT CATGGTTGOO 420 

AAGCAGTGCT CCGCTGGTTG TGCAOCGATQ QAGAGACCCA AGCXS^GAGGA QAAGCGOTTT 480 

CTCCTGGAAG AGCCC31TGCC CTTCTTTTAC CTCAAGTGTT GTAAAATTC6 CTACTGCAAT 540 

TTAGAGGGGC CACCTATCAA CTCATCAGTG TTCAAAGAAT AT6CTGG6AG CATGGGTGAQ 600 

AGCTGTGGTG GGCTGTGGCT GGCCATCCTC CTQCTGCTGG CCTOCATTGC AQCC3GGCCTC 660 
50 AGCCTGTCTT OA 

Geq ID KO: 340 Protein sequence 
Protein Accession ft • Bos sequence 

55 1 11 21 31 41 51 

MRLQRPRQAP AGGRRAPRGO RGSPYRPDPO RGARRLRRFQ KGGEGAPRAD PPMAPLOTMA 60 

LLALLLWAL PRVWTDANLT ARQRDFEDSQ RTDESSNRVN CBVCBRESITF EOQMPRRCKW 120 

TBPYCVIAAV KIPPRFFKVA KQCSAGCSUttI mPXPBBXRF LLBBPMPPPY LKCCKlRYai 180 
60 LEGPPIK8SV FKBYAGSMGE 80GGLWLAIL XjUASIAAGL 6L8 



60 
120 



Seq ID KO: 341 DKA sequence 

Kucleic Acid Accession fit XN_035292.2 

Coding sequence} 5 3.. 1576 



1 11 21 31 41 SI 

GCTOGCTGGQ OCGOGGCTCC OGOGTGTCCC AGGCCOGGOC GOTGOGCAGA 6CATQG0GGG 60 

TGCGGGCC06 AAGOGGOGCG OGCTAGCGGC GCCGGOGGCC GAGGAOAAGO AAGAGGOGOG 120 

70 GGAGAAGATG CTGGCCOCCA AGAGCGCGQA CGGCTOGGCO CCGQCAGGCO AGGGOGAGQG 180 

CGTGACCCXG CAGOGGAACA TCAOGCTGCT CAAOGGCGTG GCCATCATCG TGOGGACCAT 240 

TATOQOCTOG GGCATCTTCG TGAOGCCCAC GGGGGTGCTC AAGGAGGCAG GCTCGCCGGG 300 

GCTGQCGCTG GTGGTOTQGG 0C6G6TGCGG CQTCTTCrCC ATOQTGOGCO C6CTCTGCTA 360 

OGCGQAGCTC GGCACCACCA TCTCCAAATC GGGCOGCGAC TACGCCTACA TGCT6GAQ0T 420 

75 CTACQGCTCG CTQCCC6CCT TCCTCAAGCT CTGGATCGAO CTGCTCATCA TCOGGCCTTC 480 

ATOQCAOTAC ATCGTGGOCC TGGTCTTCGC CACCTACCTO CTCAAGCOGC TCTTCCCCAC 540 
CTQCCCGGTG CCCGAGGAGG CAGCCAAGCT OGTGGCCTOC CTCTG0GX6C TGCTGCTCAC 
GGCCOTGAAC XGCTACAOCG TQAAOGCOGC CACCCGGGTC CAGQATGOCT TTQCGGOGGC 
CAAGCTCCTQ GCCCTOGCCC TGATCATCCT GCTGGGCTTC GTCCAGATOO GAAAOGOTGA 

80 TCT<?rCCAAT CTAGATCCCA ACTTCTCATT TGAAGGCACC AAACTGQATO TGGGGAACAT 780 

TGTCCTGGCA TTATACAGCO GCCTCTTTOC CTATG QASGA TGGAATTACT TGAAri-^CQY 840 

CACAGAGGAA ATGATCAACC • CCTACAOAAA CCTGCOCCrQ GCCATCATCA TCTCOCXGCC 900 

CATCGTGACO CI GG TOTAOQ TGCTGACCAA CCTOOOCTAC TTCAOCACCC TOTC CACOQA 960 

GCAGATGCTG TOGTCGGAOG COGTGGOCQT OGACTTOGQO AACTATCACC 10G6CGTCAT 1020 

1084 



600 
660 
720 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



GTCCTGGATC 
OTTCACAXCX: 
CTCXATGATC 
GACGCTGCTC 
CAACTGGCTC 
TGAGCTTGAG 
CCTCTTCCTG 
OVTCATGCTC 
GTG6CTGGTC 
CCCCCAQQAG 



ATCCCCX3TCT 
TCCAGGCTCT 
CACCCACA6C 
TAOGCCTTCr 
TGCQTQGCCC 
CGGCCCATCA 
ATOSCCGTCT 
A6CGG6CTGC 
CAGGGCATCT 
ACATAGCCAG 



TCQTGGGCCT 
TCTTCGTGGG 
TCCTCACCCC 
CCAAGGACAT 
TGGCCATCAT 
AGGTGAACCr 
CCTTCTGGAA 
CGGTCTACTT 
TCTCCACGAC 
GAGGCCGAGT 



GTCCTGCTTC 
GTCCCGGGAA 
GGTGCCXSTCX: 
CTTCTCCGTC 
CGGCATGATC 
GGCCCTGCCT 
GACACCaSTG 
CTTOSGGOTC 
OGTCCTGTGT 
GGCTGCOGGA 



GGCTCCGTCA 
GGCCACCTGC 
CTCGTGTTCA 
ATCAACTTCT 
TGGCTGOaCC 
GTGTTCTTCA 
GAGT6TGGCA 
TGGTGGAAAA 
CAGAA6CTCA 
QGAGCATGC 



ATOGGTCXXTT 
CCTCCATCCT 
CGTGTGTGAT 
TCAGCTTCTT 
ACAQAAA6CC 
TCCTGGCCTG 
TCGGCTTCAC 
ACAA6CCCAA 
TQCAGGTGOT 



loao 

1140 
1200 
1260 
1320 
13B0 
1440 
1500 
1560 



Seq ID N0» 342 protein sequence 
Protein Accession «: XP_035292.2 



MAGA6PKRIUI 
CTllGSGIFV 
LEVYGSLPAF 
LLTAVNCTSV 
GNIVLALYSG 
STEQMLSSEA 
SII.SMIHPQL 
RKFEIiERPIK 
KPKWLLQGIP 



11 
I 

LAAPAAEEKE 
TPT6VUCEAG 
LKLWIELLII 
KAATRVQDAP 
LPAYGGWNYL 
VAVDFGNYHL 
LTPVPSIiVPT 
VNLALPVFPl 
STTVLOQKLM 



21 
1 

BAREKMLAAK 
SFGLALWHA 
RPSSQYIVAIi 
AAAKLLALAIi 
NFVTEEMINP 
GVMSWIIPVF 
CVNTLLYAFS 
LAdiFLIAVS 
QWPQET 



31 

) 

SADGSAPAGE 
ACGVPSIVGA 
VFATYLLKPL 
IILLGFVQIG 
YWJLPIAIII 
VGLSCFGSVN 
KDIPSVINPF 
FWKTFVBCGI 



41 
I 

GBGVTLQRNI 
LCYABLGTTI 
FPTCPVPBEA 
K6DV8NLDPN 
SLPIVTLVW 
GSIjFTSSRIiF 
SFFNWLCVAli 
GFTIIIiSGLP 



51 
I 

TLliNGVAIIV 
SKSGGDYAYM 
TUCLVACLCVL 
FSFEGTKIiDV 
LTNLAYFTTL 
FVGSREGHLP 
MXGMJiniRB 
VYFPaVWWKH 



60 
120 
180 
240 
300 
360 
420 
480 



Seq ID NO: 343 DMA sequence 

Nucleic Acid Accession «: HM_005268.1 

Coding sequence! 16B..989 



T AAAAA GCAA 
TCTG6ATAT6 
AGCCCTGAGG 
TCTTTGAGGG 
TGTCTCTGGT 
GTGATGACCA 
TTGATGAGTT 
CATGCCCCTC 
ACCGA6AAGC 
GTGGGCXCTO 
TTCTCTATOT 
A06CAGATCC 
TTTTCACCCT 
TCATCTACCT 
TGTGCACAGG 
OGGGTGACCT 
QAGACCATQT 
CCTGGATGGG 
CATGAGGTAG 
TCAACTCCAG 
QCTOQGTTTC 



11 

AAGAATT06C 
AAATTCAAGC 
AGTAGTCACT 
ACTCCTGAGT 
CTTCATCTTC 
CAAOGACTTC 
CTTCCCTSTG 
ACTGCTCGTG 
CCATGGGGAG 
GTQGACATAT 
6TTCCACTCA 
AT6TCCCAAT 
CTTCATQQTG 
GGTGAGCAAG 
TCATCACCXX: 
CATCTTTCTG 
QAASAAAACC 
GAGGCTCTAG 
G6GCAGGCAA 
CCACCTGCCC 
CTTTTCTAGA 



21 
I 

GQ OCQO GTCQ 
TGCTTGCTOA 
CAGTAGCAGC 
GGGGTCAACA 
CXSOGTGCTGG 
GACTGCAATA 
TCCCATGTGC 
GTCATGCACO 
AAC3^GTGGGC 
GTCTGCAGCC 
TTCTACCCCA 
ATAGTGGACT 
GCCACAGCTG 
AGATGCCACG 
CACX36TACCA 
GGCTCAGACA 
ATCTT6TGAG 
CATCTCTCAT 
GA6AGAGGAT 
CAGCTOGAOG 
ATGGAAATA6 



31 
I 

ACACGGGCTT 
GTCCTATTGC 
TGACGCGTGG 
AGTACTCCAC 
TGTACXrrGGT 
CTOGCX3W3CC 
GCCTCTGGGC 
TGGCCTACCQ 
GCCTCTACCT 
TAGTGTTCAA 
AATATATCCT 
GCTTCATCTC 
CCATCTGCAT 
AGTGCCTGGC 
CCTCTTCCTG 
GTCATCCTCC 
GGGCTGCCTG 
AGGTGCAACC 
TCAGAC6CTC 
GCACTOGGCC 
TGAGGQCCAA 



41 



CCCCGAAAAC 
CGGCTGCTQG 
GTCCACCATO 
AGCCTTTQGQ 
GA06GCCGAG 
OGGCTGCTCC 
CCTGCAQCTT 
GGAGGTTCAG 
GAACCCCGGC 
GGCGA6CGTS 
CCCTCCTGTG 
CAAGCCCTCA 
CCTGCTCAAC 
AGCAACX3AAA 
CAAACAAGAC 
TCTCTTACCA 
GACTGGTCTG 
TGAGAGIGGO 

TOoaAisccAa 

AGTTCCCCCT 

TGC 



51 
I 

CTTCCCCGCT 
GAGCCAGGAG 
AACTGGAGTA 
C6CATCTGGC 
OGTGT6TGGA 
AACGTCTGCT 
ATCCTGGTQA 
GAGAAGAGGG 
AAGAAGGGGG 
GACATOGCCT 
3TCAAGTGCC 
GAGAAGAACA 
CTCGTGGAGC 
GCTCAA6CCA 
OACCTCCTTT 
GACC6CCCCC 
GCAGGTT6GG 
GGASCTARGC 
TTCCmSTCC 
CTOCTCXGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 



Seq ID NOs 344 Protein seowence 
Protein Accession «s 1JP_005259.1 

1 11 21 31 41 51 

LwSIFEGLL SGVNKYSTAP GRIWLSLVFI PRVLVYLVTA ERVWSDDHKD ^^fO^C 
SNVCFDEPPP VSHVRLWALQ LILVTCPSLL WMBVAJfREV QBKRHREAHG EKS^WH^P 
GKKRGGLWWT YVCSLVFKAS VDIAPLWFH SFYPKlfltPP VVKCHMlPCP WJ^^SKP 
SEKMIFTLFM VATAAICIU. NLVBLIYLVS KRCHECLAAR XAQAMCTGHH raOTTSSCKQ 
DDLLSGDLIF USSDSHPPLL FDRPROHVKK Tlli 

Seq ID NO: 345 DNA sequence 

Nucleic Acid Accession #s NM_002391.1 

Coding sequence: 26.. 457 



60 
120 
180 
240 



1 
I 

CGGG06AAGC 
GGCOCTGCTG 
CCGGGGGAGC 
CGGCQTGOGT 
GCCCTGCAAC 
TGCGTGTGAT 
CAATGCTCAG 
AAAG6CCAAA 
G0CCCTG6TG 
CACCAGTGCC 
ACTCCCCAGC 
TGAGCCTCCC 
ATTACTAAOA 



11 

1 

AGCGCGGGCA 
GOQCTCACCT 
GAGTQCGCTG 
TTOCGCGAGG 
T06AAGAAGG 
GGGGGCACAQ 
TOCCAGGAGA 
6CCAAGAAAG 
TCACATGGGG 
TTCTGTCTGC 
CCCACCCCTA 
CCAAAGCAAT 
AACACATCAA 



21 
I 

6CGAGATGCA 
CCGCG6TCGC 
AGTGGGCCTG 
GCACCTGCGG 
AGTTTGGAGC 
GCACCAAAGT 
OCATCCGCGT 
GGAAGGGAAA 
CCTGGCCAOG 
TCGTTAGCTT 
AGT6CCCAAA 
QT6AGTCCCA 
ATAAACTGAC 



31 
I 

GCACOGAGGC 
CAAAAAGAAA 
GGGGCOCTGC 
GGCCCAGACC 
CQACTQCAAa 
CGGCCAAGGC 
CACCAAGCCC 
GGACTAGACG 
CCCTCCCTCT 
TAATCAATCA 
GTGGQGAGGO 
GA6CCC6CTT 
TTTTTCCCCC 



41 

I 

TTCCTCCTCC 
GATAAGGTGA 
ACCCCCAGCA 
CAGCG CATCC 
TACAAGTTT6 
ACCCT6AAGA 
TGCACCCCCA 
CCAAQCCTGG 
CCCAGGCCCG 
TGCCCTGGCT 
ACAAGGQATT 
TTGTTCTTCC 
CAATAAAAGC 



51 
I 

TCACCCTCCr 
AGAAGGGG6G 
GCAASGATTG 
GGXGOVGGGT 
AGAACTGGGG 
AGGGGOGCTA 
AGACCAAAGC 
ATGCCAAGGA 
AGATGTGACC 
TCTCOCTCTC 
CTGG6AAGCT 
CCACAATTCC 
TCTTCTTTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



1085 



wo 03/042661 



TAATAT 

Seq ZD NOi 346 Protein sequence ^ 
Protein Accession «t NP_0033a2.1 

1 11 21 31 41 51 

t I I I 1 I 

MQHRQPLLLT LLALLALTSA VAKKKDKVKK GGPGSECAEH AWGFCTPSSK OCGVGFREGT 60 
OCSAQTQRIRC RVPQWKKBP GADCKYKFElf HOACDGOTGT KVRQGTLKKA RYNAQOQBTI 120 
RVTKPCTPKT KAKAKAKKGK GKD 



Seq ID NOt 347 DHA sequence 

Nucleic Acid Accession fft IO4_O067a3.1 

Coding sequence i 1..7B6 

1 11 21 31 41 51 

I I I i I I 

ATGGATTGGG GGAOGCTQCA CACTTTCATC GGGGGTGTCA ACAAACACTC CACCAGCATC 60 

OGGAAOQTGT GGATCACAt3T CATCTTTATT TTCCGAGTCA TOATCCTAGT GGTGGCTQCC 120 

CAGGAAGTGT GGGGTGACGA GCAAGAGQAC TTCGTCTGCA ACACACTQCA ACCGGGATGC 180 

AAAAATGTGT GCTATGACC31 CrrrAT C C OQ GWiXXXACA TCOGGCTGTG OGCCCTOCAG 240 

CTGATCTTCO TCTCCACCCC AGOGCTOCTO GTGOCCATGC ATGTGGCCTA CTACAGGCAC 300 

GAAACCACTC GCAAGTTCAG GOGAGGAGAG AAGAQGAATG ATTTCAAAOA CATAGAGGAC 360 

ATTAAAAAGC ACAAGGTTCG GATAGAGGGG TOQCTGTGGT CGACX3TACAC CAGCAGCATC 420 

TTTTTCGGAA TCATCTTTGA AGCAOCCrTT ATGTATGTGT TTTACTTCCT TTACAA TGGG 480 

TACCACCTGC CCTQGGTOTT OAAATGTGGG ATTGACCCCT GCOCXAAOCT 'fgntl ACrGC 540 

TTTATTTCTA GGCCAACAGA GAAGACCGTG TTTACCATTT TTATQATTTC TG CQTCT GTO 600 

ATTTGCATGC TGCTTAACGT GGCa«3A0TT0 TGCTACCTOC TGCTGAAAGT GTGTTTTAGQ 660 

AGATCAAAQA QAGCACAGAC GCAAAAAAAT CACCCCAATC ATGCCCTAAA GG AGAG TAAG 720 

CAGAATGAAA TGAATGAGCT GATTTCAGAT AGTGGTCAAA ATGCAATCAC AQGTTTCCCA 780 
AGCTAA 



Seq ZD KOt 348 Protein sequence 
Protein Accession »t MP_006774.1 

1 11 21 31 41 51 

ilDWGTLHTFZ OGVNKHSTSI GKVWITVIPI FRVMILWAA QBVWGDBQED PVCNTl^PGC 60 

KNVCyDHFPP VSHIRLWALQ LIFVSTPALL VAMHVAYYRH ETTRKPRRGB KRNDFKDIED 120 

IKKHKVRIEO SLWWTYTSSI FFRZZFEAAF MYVPYFLYNG VHLPWVLKOG IDPCPNLVDC 180 

FISRPTBKTV FTIFMISASV ICMLX^ABL CYLLLKVCFR RSKRAQfTQXN HPNKALKBSK 240 
QNEMNELISD SGQNAITGFP S 



Seq ZD NOt 349 DNA sequence 

Nucleic Acid Accession ft: NM_00257l.l 

Coding sequence i 99.. 587 

1 II 21 31 41 51 

I I I 1 I I 

CATCCCTCTG GCTCCAGAGC TCAGAGCCAC CCACAGCCGC AGCCATGCTG TGCCTCCTGC 60 

TCACCCTOQQ OOTGGCCCTQ GTCTGTGGTG TCCCGGCCAT GGACATGCOC CAOACCAAGC 120 

AGGACCTGGA GCTCCCAAAO TTGGCAGGGA CCTGGCACTC CATGGCCATO GCS ACCAAC A 180 

ACATGTCCCT CATGGOOACA CIGAAGGCCC CTCTOAQGGT CCACATCACC TCACTGTTGC 240 

CCACCCCGGA GQACAACCTQ GAQATOQTTC TGCACAGATG GGAGAACAAC AGCTGTGTTQ 300 

AGAAGAAGGT CCrPGGAGAG AAGACTGGGA ATCCAAAGAA GTTCAA GATC AACTATAOOO 360 

TGGCGAACGA GGCCACQCTG CTOGATACTQ ACTAC6ACAA TTTCCTOTTT CTCTGC CTAC 420 

AGQACACCRC CACCCCCATC CAGAQCATQA TGTOCCAOTA CCTGGCCRCA GTCCTGGTCG 480 

AGOAOBATGA GATCATOCAG GGATTCATCA GGGCTTTCAG GCCCCTGCCC AGGCACCTAT 540 

GGTACTTGCT OGACTTGAAA CAQATQGAAG AGCOGTGCOQ TTTCTAGCTC ACCTCCGCCT 600 

CCAGGAAGAC CAGACTCCCA CCCTTCCACA GCTCCAGAGC AGTGGGACTT CCTCCTQCCC 660 

TTTCAAAGAA TAACCACAGC TCAGAAGACG ATGACGTGGT CATCTOIGTC GCCATOCCCT 720 

TCCTQCTOCA CACCTGCACC ATTGOCATGG GGAGGCTGCT CCCIGGGGGC AOAQTCTCXO 780 
GCAOAGGTTA TTAATAAAGC CTTGGAGCAT G 

Seq ZD N0< 350 Protein sequence 
Protein Accession «i NP_002562.l' 

1 11 21 31 41 51 

1111)1 

MDIPQTRQDL ELPKLAGTHH SMAMATTINIS LMATLKAPUl VHZTSLLPTP EBShRlVUSR 60 
WHWSCVBKK VLGEKTtaiPK KFKINYTVAN EATLLDTDYD NFLFLCUIPT TTPIQSMMGQ 120 
YLARVliVEDD EIMQGFZRAF RPLPRHLHYL LDLKQMEEPC RP 



Seq ZD NOt 351 DMA sequence 

Nucleic Acid Accession #s NM_006500.1 

Coding sequence i 27 . . 1967 

1 11 21 31 41 51 

ACTTGCGTCT GGCCCTCOGG CCAAGCATOG GGCTTCCCAG GCTQGTCTGC QCCTTCTT6C 60 

TCGCCGCCTG CIGCTGCTGT CCTCGOGTOO OGGGTOTOCC COGAGAGOCT GAQCAGCCTG 120 

OGCCTGAGCT GGTGQAGGTG QAAOTGGGCA GCACAGOCCT TCTOAAGTOC GQCCTCTOOC 180 

AGTOOCAAGG CAACCTCAGC CATGTOGACT UU TmV im CCACAAGGAO AAG08GACQC 240 

TCATCTTCGG TOT B OSCCAQ GGCCAGGQGC AGAGGGAACC TGGGGAGTAC GAGCASCGGC 300 

1086 



wo 03/042661 
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TGAGTGAACC ACAGGAACTA CTCGT^CT M^TOTCTOA ^^^^ AGTAQCCAGO 1140 

CCAGCATACC OGGCTOA^ OG^^G^ J^^J^^^ 1380 
GGATGGCATT CAAGGAGAGG AASGTOTOOO mCAACGGC ACGGCAAGTG 1440 

GCItaOGGaA OCaCQASATC ACGCTGCCCC OGTCTOGTJA GGTQRCAAOA 1920 

TTi«BTC»(a TAAGCTCCO. GAMAS«« „3„ 

GGGCTCCG«3 AGACCAGWA GA«M^ 2040 

CAGCICCCTT CCCTGCCTGO »CCMTOC» «=»COTQCr CCirTCAGAQ 2100 

30 CCICCM^ GACTMAfiAO AMCCTCCro j^g^ 

G(W3«^ TTAGCaCCTG AMJ^C TT^C^ j„0 

35 S=SS^™™S^r«o 

MAITTTTTC TTTCK^TCABfc MC 2640 

GGCraGGTGT GGTGGCTCAC QCCTOTAATC CCAOCRCTTl uuujo~^. 2700 

40 raS*A8TC AGGACGAGAC CATCCK^Cr ^„S0 

^ AATT«WTAG OCOT^GTW^ 2820 

CTGARGCAGO RGRATGGTAT QM^TOCM» GGTC^ra ^^^^ 

^« iSSSiSS^ SS?^ AOGTBWVACr GAAAGGCMC 3000 

45 TCCCOGTOTT CACTTGCTCC ^^'^^ TCCTT^TGG GGATTAAAOC TATQGnATA 30«0 
OC«0»GCAGA CRAA(»TGAG OTCTA«OT TCOTCA^ 

TTAGCACCAA ACITCIACAA ACCAAGCia GOTCCCCAAC '^^^^ GTGTGTCTGT J180 



Beq ID N0> 352 Prnteln sequence 
Protein Accession t: 1IP_00S491.1 



60 



65 



70 



75 



80 



6LPRLVCAFL 
WPSVHKKKRT 
RSQEYRIQIiR 
KEBKMRVHIQ 
TVPVFYPTEK 
H6VI.VLEPAR 
TLTCEAE8SQ 
LVKLAIPGPP 
STLNVLVTPE 
RANSTSTERK 
PSRKTEbWE 



11 
1 

LAACCCCPRV 
LIFRVRQGQG 
VYKAPEEPNI 
SSQTVBSSGI* 
VWLEVEPVGM 



DIiBFQHIiRSB 
HMAFKBRXVH 
UiETGVECTA 
LPEPESRGW 



21 
1 

AGVPGBAEQP 
QSBPGEySQR 
QVHPUGIPVN 
YTLQSILKAQ 
UCBGDRVEIR 
AMNLDTMISL 
TDQVLERGPV 
VKBHMVLNLS 
SNDXiGRKTSI 
IVAVIVCILV 
GLLQGSSGDK 



31 
I 

APELVEVEV6 
LSLQDRGATIi 
SKEFEEVATC 
LVKBDKnAQP 
OiADGNPPPH 
LSEPQEIaLVN 
LQLHDLKRBA 
CEASGHPRPT 
LFLBLVNLTT 
LAVLGAVLYP 
RAPGDQOBXnr 



41 

STALLKCGLS 
ALTQVTPQDE 
VGRNGYPIPQ 
yCELNYRLPS 
PSXSXQNPaT 
WSDVRVSPA 
G66YRCVASV 
I8WNVNGTAS 
LTPDSNTTTG 
IiYKKGKXiPCR 
IDLRH 



SI 

QSQGKLSHVD 
RIFIiOQGKRP 
VIWYKNGRPL 



RBAEEEmSD 
APBRQEGSSL 
PSIPGLNRTQ 
BQDQDPQRVL 
LSTSTASPRT 
RSGKQEITLP 



60 
120 
180 
240 
300 
360 
420 
480 
540 

600 



Seq ZD NOt 353 DMA sequence 

nucleic Acid Accession »i iaM„003183.3 

Coding sequence: 165 ■•2639 

11 21 31 41 SI 

icGAGCCTGG LhaGAATC TTCCCAGTAG G0GGC6CGGG ASGGAAAA GA G^^JGAGGG 
^^^Sg TCCTCCXX:C0 ATGTOAGCAG TTTTCC3GAAA cckstcagg 
^^GAGGT GGAGTOGGTA G0QGQGCC3GG QJR^J^ SSS^ 

TOGQCCCCCA OCSWSftGACTC GAGAAGCTEG ATTCTTTGCX CTCAGACIAC GATATTCTCT 

1087 
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180 
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10 
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75 

80 



CTTTATCTAA TATCCR6CRO CATTCGGTAA OAAAAAGAGA TCTACAGACT TCAACACATG 
TAOAAACACT ACTAACTTTT TCA6CTTTGA AAAGGCATTT TAAATTATAC CTGACATCAA 
GTACTOAACG TTTTTCACAA AATTTCAAGG TOGTGGTGGT GGATQGTAAA AACGAAAGOG 
AGTACACTCC AAAATGGCAO OACTTCTTCA CTGGACAOGT GGTTGGTGAQ CCTGACTCTA 
GQffTTCTAGC CCACATAAGA GATGATGATG TTATAATCAO AATCAACACA GATGGGGCOS 
AATATAACAT ASACCCACTT TGGAQATTTG TTAATQATAC CAAAGACRAA AGAATGTTAG 
TTTATAAATC TGAAGATATC AAOAATGTTT CACSSTTTGCA OTCTCCaAAA GTGTQTOCnT 
ATTTAAAAGT GGATAATGAA OAOTTGCTCC CAAAAGGGTT AOTAQACAOA GAAC CA CCTG 
AAGAQCTTCT TCATOGAGTG AAAAGAAGAG CTGACCCAGA TCCCATGAAG AACAOGTGTA 
AATTATTOOT GGTAGCAGAT CATCGCTTCT ACA6ATACAT GGGCAQAGGO GAAGAflAGTA 
CAACTACAAA TTACTTAATA GAGCTAATTO ACAGAGTTGA TGACATCTAT CGGAACACTT 
CATGGGATAA ■mC AGU 'm'T AAAOQCTATG QAATACAGAT AGAGCAflATT CGCATTCTCA 
AGTCrCCACA AGAGGTAAAA CCTGGTGAAA AGCACTACAA CATGGCAAAA AGTTACCCAA 
ATGAAGAAAA GGATGCTTGG GATGTGAAGA TGTTGCTAGA GCAATTTAGC TTTCATATAG 
CTOAGGAAQC ATCTAAAGTT TGCTTGGCAC ACCTT T TCAC ATACCAAGAT TTTQATATGG 
OAACTCnOO ATTAOCTTAT GTTGGCTCTC CCAGAGCAAA CAGCCATQGA GGTGTTTpTC 
CAAAGGCTTA TTATAGCXXA GTTGGGAAGA AAAATATCTA TTTCAATAGT GQTTTGAOQA 
GCACAAAOAA TTATGGTAAA ACCATCCTTA CAAAGGAAGC TGACCTGGTT ACAACTCATG 
AATTGGGACA TAATTTTGQA OCAGAACATQ ATCCGQATGQ TCTAOCAQAA TGTGCCXXXSA 
ATGAQGACCA GGGAGGGAAA TATGTCATGT ATOCCATAGC T0TQAGTG6C GATCACX3AGA 
ACAATAAGAT GTTTTCAAAC TQCAGTAAAC AATCAATCTA TAAGACCATT GAAAG TAAOG 
CCCAGGAGTQ TTTTCAAGAA OOCAGCAATA AAGTTTGTGG QAACTCGAGO GTQQATGAAG 
GAGAAGAOTG TGATCCTGGC ATCATGTATC TGAACAACGA GACCTGCTOC AACAGCGACT 
GCACXSTTGAA GGAAGGTGTC CAGTGCAGTG ACAGGAACAG TCCTT GCTG T AAAAACTGTC 
AGTTTGAGAC TGCCCAGAAQ AAGTOCCAGG AGGCGATTAA TGCTACTTGC AAAGGCOTOT 
CCTACTOCAC AOOTAATAGC AGTOASXGCC CGCCTCCAGG AA ATQC TGAA AATGACACTG 
TTTCCTTCGA TCTTGGCAAG TOTAAGGATG GQAAATGCAT CCCTTTCT6C GAGAGGOAAC 
AGCAGCTGGA GTCCTGTGCA TGTAATGAAA CTGACaACTC CTGCAAGGTO TGCTOCAGGG 
ACCTTTCTGG CCGCTQTGTG CCCTATGTCX3 ATGCTC5AACA AAAOAACTTA TTTTTGAGGA 
AAGOAAAGCC CTGTACAGTA GGATTTTGTG ACATGAATGG CAAATGTGAO A AAOGAGTA C 
AGGATGTAAT TGAAOGATTT TQGGATTTCA TTGACCAGCT GAG CATC AAT ACTinrTOGAA 
AQTTTTTAGC AGACAACATC OTTGGGTCTG TCCTGGTTTT CTCCTTGATA rfTTOGATTC 
CTTTCAGCAT TCTTGTCCAT TGTGTGGATA AGAAATTGOA TAAACAGTAT GAATCTCTGT 
CTCXGTTTCA CCCCAGTAAC GTOGAAATGC TOAOCAGCAT GGATTCTGCA TCGGTTC3GCA 
TTATCAAACC CTTTCCTGCG CCCCAGACTC CAGGOOtSCCT GCAGCCTGCC CCTGTGATCC 
CTTCGGCGCC AQCAGCTCCA AAACTGGACC AOCACAGAAT GQA C3VCCATC CAGQAAGACC 
CCAGCACAGA CTCCCATATG GACGAGGATG GOTTTGAOAA G6ACCCCTTC GCAAATAGCA 
GCACAGCTCC CAAGTCATTT GAGGATCTCA 06GACCATCC G0T06CCAGA AOTGAAAAGG 
CTGCCrCCTT TAAACTGCAG CGTCAGAATC GTGTTAACAG CAAAGAAACA GAGTOCTAAT 
TTAOTTCTCSV OCTCTTCTGA CTTAAGTGTG CAAAATATTT TTATAGATTT 6ACCTACAAA 
TCAATCACAG CTTGTATTTT GTGAAGACTG GGAAGIGACT TAGCAQATGC TCGTCATOTG 
TTTGAACTTC CTGCAGGTAA ACAOTTCTTQ TGTGGTTTGG CtVlT CTCCT TTTGAAAAOO 
TAAGQTGAAA GTQAATCTAC TTATTTTGAO GCTTTCAGGT TTTAGTTTTT AAAA TATCTT 
TZGACCTGTG GTGCAAAAGC AGAAAATACA GCTGOATTGa QTTATGAATA TTTAtJUni i 
TGTAAATTAA TCTTTTATAT TGATAACAGC ACTGACTAGG GAA ATGATC A GlTrmTrT 
ATACACTGTA ATGAACCGCT GAATATGAAG CATTTGGCAT TTATTTGXOA GAAAAOTGGA 
ATAGTTTTTT ITm Ti' T lT TTTTTTTTGC CTTCAACTAA AAACAAAOQA GATAA ATTTA 
OTATACATTG TATCTAAATT GTGGGTCTAT TTCTAGTTAT TACCCAGAGT TTTTAT6TAQ 
CaGGGAAAAT ATATATCTAA ATTTAQAAAT CATTTGGGTT AATATGGCTC TTCTlTAATTC 
TAAGACTAAT GCTCAGAACX: TAACCACTAC CTTACAGTGA QGGCXATACA TGGTAG OCAG 
TTGAATTTAT GGAATCTACC AACTGTTTAO GGOQCTGATT TOCTOGGCAO TTTTTCXGTA 
TTTTATAAGT ATCTTCATGT ATCCCTGTTA CTGATAOGOA TACaTOTCTT AGAAAATTCA 
CTATTGG C I G GGAOTGGTGG CTCATGCCXG TAATGOraGC ACTTGGAGAG QCTGAG6TTG 
CGGCACTACA CTCOVGOCTG GGTGAGAGAa TGAOATGTQC CTC 



360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 
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1500 

1560 

1620 

1680 

1740 

1800 
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Seq ID NO; 354 Protein sequence 
Protein Acceeaion #i NP_003174.2 



KRQSLLFLTS 
QTSTHVETLL 
GBFDSRVIiAH 
PKVGGYIfKVD 
RGEBSTTTNY 
AKSYPNEEKD 
HGGVCPKAYY 
AECAPHBDQG 



TCKUVSYCTQ 
KVCOIDLSGR 
niTFGKFLAD 
8ASVR2XKPF 
FFFNSSTAAK 



11 

I 

WPFVLAPRP 
TFSAIiKRHFK 
IRDDDVIXRI 
NEELLPKGLV 
LIBLIDRVDD 
AWDVKMLLEQ 
9FVGKKNIYL 
GKYVMYPIAV 
POIMYLNNDT 
KSSSCPPPmi 
CVPYVDABQK 
NIVGSVLVFS 
PAPQTPGRLQ 
SFBILTDHFV 



21 

I 

PDDPGFGPHQ 
LYLTSSTERP 
NTDGAEYKIB 
DRBPPEELVH 
lYRNTSWDHA 
FSFDIAEEAS 
NSGLTSTKNY 
SGDHENNKMP 
CQ7SDCTLKB 
AENDTVCLDL 
NLFLRKGKPC 
LIFWIPFSXli 
PAFVIPSAPA 
ARSBKAASPK 



31 

I 

RLEKLDSLLS 
SQMFKWWD 
PLWRFVNDTK 
RVKRRADPDP 
GFKGYGIQXB 
KVCLAHIiFTy 
GKTZLTKBAD 
SNCSKQSXYK 
GVQCSDRN8P 
GKCKDGRCIP 
TYGFCDMNGR 
VHCVDXXUSK 
APKLDHQRKD 
LQRQNRVHSX 



41 

I 

DYDIi:.SLSin 
GHNBSEYTAK 
DKRMLVYKSE 
MKNTCKLLW 
QIRILKSPQB 
QDFSM0TU3L 
UmBEUSBS 
TIB8KAQBCP 
CCKKGQFETA 
FCERGQQIiBS 
CSKRVQDVXB 
QYBSLSLFKP 
TXQBDPSXDS 
BT6C 



51 
I 

QQRSVRKBDL 
KQDFFTGHW 
DIKNVSRLQS 
ADHRFYRYMG 
VKFGBKinNM 
AYVGSPRANS 
FGAEBDFDGL 
QBRSNKVC6K 
QKKCQEAXKA 

CAOisnsrsc 

RFHDFXDQL8 



HMDEDGFEKD 



60 
130 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



Seq XD NOt 355 DMA sequence 

Nucleic Acid Accession «: KM_021832. 

Coding sequencei 164.. 2248 



11 



21 31 41 51 

, . ) I 1 I 

TCGAGCXrrOG OGGTAOAATC TTCCCAGTAG G0GG03O6GO AGQAAAAGAG GArrQAGGGG 
CTAGGCGGGG CGGATCCCOX CCTCXXXXXSA TGTGAGCAGT TTTOOOAAAC OCCOTCAGGC 
GAAGOCXGCC CAGAGAGQTQ OACTOQOTAG COQGQCCXWO AACATOAOGC AGTCTCtCCT 

1088 



60 
120 
180 
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5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 



OOQCCCCCAC CRGftSftCTCG AGMfiCTTQA "CTTTOTC ^ CWWaCATGT 360 

iiJSSSSS SSSS^ 55^^ TGACATCAAG *20 

AGAAACACTA CTMCTTTTT ^?^GGTG GATOGTAAAA ACGAAASCQA 480 

TACTQAACGT "TTCACAAA ^"TCAAOTT ^^^^ GTTGGTGAeC CTGACTCIAG S40 

ATTATTGGTG SSSSS SSgAT GACATCTATC GGAACACTTC 960 

AACTACAAAT TACTTAMAG ^fC»ATT^ i^ftCAOATA GAGCAGATTC GCATTCTCAA 1020 
ATGCK3ATAAT GCAGGTrrTA M^AT^ A^AC^ ^^3^ 

GTCTCC3^CAA GAGGTAAAAC CTGGTGAAAA G^CTACAAC ^^^^^^ TTOATATAGC 1140 

TGAGGACXAG GGAGGGAAAT ATGTCATGTA TCCCATMCT AAAOTAAGGC 1560 

CAATAAGAIG TTTTCAAACT OCAGTAAACA ATCAATCTM^ tGGATGAAGG 1620 

AGAAGA(3TGr OATCCTCOCA TCATOTMCT «»^J~i~L ——q—™. aAAACTGTCS^ 1740 
O^CXSTTGAAG GAAGGTOTCC AGTO^^ ^8^AO^ ^^^^ 

QTTTOAGACT OCCCBOAA«^ AGTOC^m GMSAn^ ^^^^ 

^^^'^^^^^^ ^^^^ ^TTCTO^ 1«0 

TTOCrroaT CITGGCAAOT OTMOG^ „Bo 

GCAGCTGGAG TCCTGIGCAT OTAATGA AA C J^^^ M««CTTAT TTTTCAGGAA 2040 

CCTTTCa«3C CGCTGTGTGC CCTMGTC^ 3,00 
ftGGAAAGCCC TQTACAGTAO GATTTTOTGA 
G(»TQTAAIT GAACGATTW GQ^^ T^CO^ 

CTTTTTAGCA OACSUICATOG TTGGGTC^ „80 

COOTTOecaVT TATC3UACCC TTTCCIGOOC CO^Ctre ^^^^ QACACCATCC 2400 

GTGAAAAQGC TGCCTCCTTT AAACTGCBGC GTCASAKXCU '^"J^ TATAGATTTG 2640 
fterOCTAATT TAGTTCTCAS CTCTTCTGAC WA^»M ^^J^ ^^^O 
ACCIACAATC AATCAOGCT TATAITTTOT 

I^liSSSS S??CA^ TTAGmTTA 2820 

^^JSI^ ^AM^ 
AAATATCITT TGACCTOTGG TGCAAAAGCA ACTGACTAGG 6AAATGATCA 2940 

TTACGTTTTT GTAAATTAAT CTTTTMATT ^TOOaT TTATTTQTQA 3000 

'"'''^ *i(ISiSS?^ S^^S 



Seq ID NO I 356 Prohein sequence 
Protein Accession #s mp„06B604.1 



60 



MRQSLLFLTS 
QTSTHVBTLL 
GBPDSRVIiAH 
65 PKVCGYLKVD 
RGEESTTTNY 



70 



HGGVCPKAYY 
AECAPNEDQO 

SRVDEGEECD 
TCKGVSYCTQ 
KVCCRDLSGR 
INTFGKFLAD 



11 
1 

WPFVLAPRP 
T7SALKRHFK 
XKDDDVIIRX 
NEELtiPXGLV 
LIELIDRVDD 
AVfDVSMLLGQ 
SFVGKKNIYL 
GKYVMYPIAV 
PGIlffLNNDr 
NSSECFPPGH 
CVPYVDA3SQK 
NIVGSVIiVPS 



21 

PDDPGPGPHQ 
LYLTSSTBRF 
NTDGAEYNIE 
DRBPPEELVK 
lYRHTSMDHA 
FSPDIASEA8 
NSGLTSTKHY 



CCNSDCTIiKE 
AEDDTVCXJ>L 
KLFLRKQKPC 
LIFWIPFSIL 



31 

RI^KIiDSXaliS 
SQNFKWWD 
PLWRFVNOTK 
RVKRRADPDP 
GFKOVGXQIB 
KVCLAHLPTY 
GKTILTKEAD 
SNCSKQSIYK 
GVQCSDBNSP 
GKCaCDGKCIF 
TVGBCDVOSSSK 
VHCV 



41 
I 

DYDILSLSNI 
GKHESEYTVK 
DKSMLVYKSE 
MKNTOTjLW 
QIRILKSPQE 
QDFDMGTLGIi 
LVTTHELOJN 
TIBSKAQECP 
CCKKGQFETA 



51 
I 

QQHSVRKBDL 
WQDFFTGHW 
DIKNVSRLQS 
ADHRFYRYMG 
VKPGBKHYNM 
AYV6SPRANS 
FGASHDPDGIi 



CEKRVQOVIB 



QKK OQBAI WA 
CAOIETONSC 
RFWDPIDQLS 



60 
120 
180 
240 
300 
360 
420 
4B0 
540 
600 
660 



75 



80 



seq ID NO: 357 DMA aecmence 

Nucleic Acid Accession «t MMJ)04994.1 

Coding sequences 20.. 2143 

1 11 « " «■ f 

Iririirr-rfT icOCTCACCa TOAOCCICTO GCASCCtXriB GTCCTGGTGC TCCTGGTGCT 

CCASTCCAOC CrrOTGCTCT ^CTKAGA 
^SSJ^ AM^raCCG ACAGGCAGCr G0CA0AG6AA TACCTGTACC GCTAT^TTA 

raSSfflTGC OIGOAaAGrC gaaatoctg gggccwcoc tgotgcttct 

1089 



60 
120 
180 
240 



wo 03/042661 



CCAGMGCMV CTOTCCCTGC OOGAGACOGG TOAOCTGOAT ACOSCCACGC TGAAGGOCAT 300 

GOGAACCOCA COOTCCGOQG TOCCAGACCT GGGCAGATTC CAAACCTTTO A GGGC GACCT 360 

CAAOTCOCAC CACCACAACA TCACCTATTG GATCCAAAAC TACTOGOAAG ACTTGCOGOG 420 

GGCGOTOATT GACGAC6CCT TTGC0C3G0GC CTTCOCACTQ TSGAO OQOSO TOAC^GSCT 460 

CACCTTCACT CGOGTGTACA GCQGOOAOGC AGACATOGTC ATCCAGTTTG GTQTO flOSCA 540 

GCAGQGAOAC G66TATC0CT TGGAC6G6AA GGAOGGGCTC CTQGCACAC30 CXrrrr CCTCC 600 

1X30CCC0GGC ATTCAGGGAG AOGOCC AlVr OCSACXJATGAC GAGTTGTGGT CCCTGGGCAA 660 

GGG C GTOGTQ GTTOCAACTC GGTTTQQAAA CGCAGATGGC GOGGQCTGCC ACTTC CCC TT 720 

CATCTTCGAG GGCCGCTCXTT ACTCTQOCTG CACCACCGAC GGTCGCTCOG AOGGCTTGCC 7B0 

CTGGTCCAOT ACCAOGGCCA ACTA06ACAC OGACGACCGG TTTGGCTTCT GCCCCAG06A 840 

GAGACTCTAC ACCOGGQAOG GCAATGCTGA TGGQAAACCC TGCCAGTTTC CATTCATCTT 900 

CCAAGGCCAA TCCTACTCCO GCTGCACCAC GGAC3GGT0GC TCCQACGGCT ACCGCTGGTG 960 

OGCCACCACC GCCAACTACG ACOQGGACAA GCTCTTCGGC TTCTG CCOQA CCC GAgCTGA 1020 

CTOQAOGGTQ ATGGGGGGCA ACTOGGOGGG GGAGCTOTQC GTCTTCCCCT TCACTTTOCT 1080 

GGGTAAGGAQ TACTOGACCT GTACCAOOQA GGGCCGCXSGA GATGGGCGCC TCTG0TG06C 1140 

TACCACCTGG AACTTTGACA OGQACAAGAA OTGGGGCTTC TGCCOQGACC A^QATACAG 1200 

TTTOTTCCTC GTGGGGGOGC ATOAGTTOGG CCACXSOQCTG GGCTTAGATC ATTCCTCAGT 1260 

OCCGGAGGCG CTCATOTACC CTATGTA006 CTTCACTaAO GGGCCCCCCT T6CATAAGGA 1320 

CGAOGTGAAT GGCATCCGGC ACCICTATGG TCCTCGCCCT GAACCTGAGC CACGQCXTTCC 1380 

AACCACCACC ACACCX3CAOC CCAOSGCrCC CCCGAOGGTC TGCCCCACOG GACCCCCCAC 1440 

TOTOCAOCGC TCAGAOOGCC GCACAGCIGG CCCCACAQGT C CCCC CTCAG CTGGCCCCAC 1500 

AGGTCCCCCC ACTGCTGGCC CTTCTAOQQC CACTACTGTQ CCTTTGAGTC CGGTGGACGA 1560 

TOCCTGC»AC GTGAACATCT TOGAOGCCAT CGCGGAGATT GGGAACCAGC TGTATTTGTT 1620 

CAAGOATGGG AAGTACTGGC GATTCTCTQA GGGC3VGGGGQ AGCCGGCC36C AGGGCOCCTT 1680 

CCTTATOGCC GACAAGTGGC CCGOGCXGCC COOCAAQCTG GACTCGGTCT TTGAOGAiSCC 1740 

GCTCTCCAAG AAGCTTTTCT TCTTCTCIGO GCGCCAGGTG TGGGTGTACA CAGGCGCOTC 1800 

GGTGCTGGGC CCGAOGCXSTC TGGACAAGCT GGGOCTGOGA GCCGACOTGG CCCAGGTGAC 1860 

OOGGGCCCTC OGGAGTGGCA GGGGGAAGAT GCTGCXOTTC AGCGGG CGGC GOCTCTGQAG 1920 

GTTOGACGTG AAGGOGCAGA TGQTGGATCC CCGGAGOGCC AGCOAGGTQG ACOGGATOTT 1980 

CCCOGGGGTO CCTTTGGACA CGCAOGAOGT CTTCXaGTAC CGAOAGAAAG CCTATTTCTG 2040 

OCAGOACCOC TTCTACTOOC GCGTCAOTTC COQaASrOAO TTQAACCAGG TGGACC AAGT 2100 

GGGCTACGTO ACCTATGACA TCCTGCAOTG CCCTQAfiGAC TAOGGCTCCC GTCCTQCTTT 2160 

GCACTQCCAT GTAAATCCCC ACTOGQACCA ACCCTGGGGA AGGAGCCAGT TTGCCGQATA 2220 

CAAACTOQTA TTCTGTTCTG GAGGAAAGGG AGGAGTGGAQ GTGGGCTGGG CCGTCTCTTC 2280 
TCACCTTTGT TTTTT G TTQG AGTGTTTCTA ATAAACTTGG ATTCTCTAAC CTTT 



Seq ID NOt 358 protein sequence 
Protein Accession # i 1IP_004985 . 1 

1 II 21 31 41 51 

MSLHQPLVLV LLVLGCCPAA PRQRQSTLVI. PPODLRTNIiT DRQLABEYLY RYGYTRVAEM 60 

RGESKSLGPA LLLLQRQLSL PETGSLDSAT LKAMRTPROO VPDIX3RFQTF EGDLKWHHHN 120 

ITYWIQNYSE DLPRAVIDDA FARAPALWSA VTPLTPTRVY SRDADIVIQF GVAEHGDGYP 180 

PDGKDGLLAH APPPGPGIQG DAHFDDDBLW SLGKGVWPT RFGNADGAAC HFPFIPBGRS 240 

YSACTTDGRS DGLPHCSTTA NYDTDORPOP CPSERLYTRD GNADGKPCQP PPIFWKJSYS 300 

ACTTDGRSDO YRWCATTANY DRDKI.PGFCP TRADSTVMGO KSAOELCVFP FTFIX3KBYST 360 

CTSEGRGDOR LWCATTSNFD SDKKWGPCPD QGYSIiFIiVAA HEFQHAI/SU) HSSVPEALMY 420 

PMVRFTEGPP LKKDDVNGIR HLYGPRPBPB PRPPTXTTPQ PTAPPTVCPT QPPTVHPSER 480 

PTA6PTGPPS AQPTQPPTAO PSTATTVPLS PVDDACMVNl PDAIAEIGMQ LYIiFKDGKYW 540 

BFSBQRGSRP QGPFLIADWI PALPRKIiDSV FEEPLSKKLF FPSaROVWVY TGASVUiPRR 600 

LDKLGLQADV AQVTGALRSG RGKMLIiPSGR RLHRPDVKAQ MVDPRSASBV DHMFPOVPUJ 660 
THDVFQYREK AYPOQDRFYH RV8SRSELMQ VDQVGYVTYD XI42CPED 

Seq ID NO: 359 DMA aeouence 
Nucleic Acid Accession fti KML.000313.1 
Coding sequence: 127.. 5385 

1 11 21 31 41 51 

CBOOOOOaaO CTGGAGCCOC ATCTOCTAOC GGCAGCGCAO OOGOGQAOGG A6CX3AGTCG6 60 

CCCOQAGGTA GGTCCAGOAC GGGOQGACAG CA0C»GCX3aA GGCTG6C0GG GAGA06GA0G 120 

AAGAGGATGG CAGGGCCAOG CXXX310CCCA TGGGCCAGGC TGCTCCTOGC AGCCTTGATC 180 

AGOOTCAGCC TCTCTGGGAC CTTGGCAAAC OBCTGCAAGA AOGCCCCAGT GAAGAGCTGC 240 

ACOGAGTGXG TCCGTGTGGA TAAGGACTGC GCCTACTGOV CAGAOGAGAT GTTCAGGOSjC 300 

• CGGC6CTGCA ACAOOCAGGC GQAGCZGCTO OCOQCGGGCT OCCAOOQGGA GAGGATGOIO 360 

GTCATCGAGA QCAOCTTCCA AATCACAGAO GAGACCCRGA TTQACACCAC CCTOOG OOSC 420 

AGCCAGATGT CCCCCCAAGG CXTTGOGGGTC CGTCTOGGGC COGGTGAGGA GGQGCATTTT 480 

GAGCTGGAQG TGTTTGAGCC ACTGOAGAGC CCOaTGOACC TGTACATCCT CATGGACTTC 540 

TCCAACTCCA TCTCCOATGA TCTOOAOUIC CTCAAGAAGA TGGG GCAgAA CCTGOCTOGG 600 

OrrCCTGAGCC AOCTCACCRG OGACTACACT ATTGGATTTO GCAAOTTTOT GGACAAAGTC 660 

AGCGTCCCX3C AOACGGACAT GAGGCCIGAG AAGCIGAAOO AGOCCTGGCC CAACAGTGAC 720 

CCCCCCTTCT CCTTCAAGAA OGTCATCAGC CTGACAGAAO ATOTGGATGA GTTCCGGAAT 780 

AAACTGCAGG GAGAOCGGAT CTCAGGCAAC CrGGATGCTC CTQAGGGCGO CTTCQATGCC 840 

ATCCTOCAGA CAGCT G TGTG CACGAG6QAC ATTGGCrOGC GCCCGGACAG CACCCACCTG 900 

CTGCTCrrcr CCACOGAGTC AGCCTTCCAC TATGAGOCTO ATOOGGCCAA GGTGCTGQCT 960 

GGCATCATCA GCC3GCAACGA TQAAOGOTOC CACCPGGACa CTAOGGGCAC CTACACCCAO 1020 

TACAGGACAC AGGACTACCC GTOGGTGCCC ACCCTGGTGC 0CX:TGCT0GC CAAGCACAAC 1080 

ATCATCCCC3V TCrTTGCTQT CACCAACTAC TCCTATAGCT ACTACX3AGAA OCTTCACACC 1140 

TATTTCCCTG TCTCCTCACT GGGGQTOCTG CAOGAGGACT OGTCCAACAT OGTGGACCTO 1200 

CTOGAQGAGG CCTTCAATOG GATCOQCTCC AACCTGGACA TCOGGGCCCT AGACAOCCCC 1260 

OGAGOCCTTC GQACAGAGGT CAC3CT0CAA0 ATGTTCCAQA AGACXSAGGAC TOGOTCXTTTT 1320 

CACATGCGGC GGGGGGAAGT GGOTATATAC CAOGTGCACC TGOGGGCCCT T6AGCAC9T0 1380 

GATGGGAQGC AOGrTGTOCXA GCTGCOQGAO GACCRGAAGO GCAACATGCA TCIOAAACCT 1440 

1090 
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CI«3UUUUVG l«3GTG0Gere i«C^^ 1620 
TGTOTGTGCA GCGAGGOCTO GHOTQGCCM MCWOACr TGOGQAGTOC 1660 

GMaTTCMC CCTOCCTOB GGAOSOQM mO*fi^ 
5 CAOTGOGGGC ACrGTGTGTG CIACGOSAA OGCOOCTA^ 

GACAACITCX: i«3TGTCCC« CIVCTTO^ ^,60 

ATCGGCXSVGT GTGTQTGTfflV GCCTGGTTOG A«^C»A ^^^^^^R CIOTGAOTQT 1920 
AAICKX»CCT GCATCSACM CRMGQOOM MCW^ 
GGCOSCIGCC ACia:CACCA GCftSXCGCTC MCROa^ 

10 TOaxmTCC ACC03<3<KCT CI600AGGAC CT j^OO 

OOCACCGOCB AGAAGAAG«3 GOGCMOTCT fflW^a AO^ ^^^^ 

OACCiAGOTA AGAGAGCCGA GGRGGTGGTO „20 
GACTGCACCI ACAGCTACAC CATOOAAOUT OAMOOaCOC ^^^SSt CCCCCTGCTC 2280 

15 crccrccTCC tgccxsctcct gqccctgcta crecTo^ gtScwogi gggctttaao 2400 

•reCAAOXCT GCCTOGCACT TCTCCCOTGC TGC^^ 

GAAGRCCRCT ACATOCTGOB «»0»ACCIO ^E^^E^TC ^O^^^^ ovRCAACATG 2520 
CTGOSCAGCG GOAACCTCML OMOOQ^ ^^^^ 

25 GQCIACTAa CCCTCACTGC AGACOjGMC GCCOTO^ 3,^^ 

GTGGRGCIOO TGGAOGTACG GOTOCCCCW 3,60 

CRGCTGCTGO TGOAGGCCAT CGAOGTGOT 0»OGaC^ 3^^, 

GTA^AO^TCA CCATOTCAA Om^AS^ 3180 

rrCTCGGTCA GCCGCMOQGA CCAOOTO^ 3240 

30 eOHGGAAGT CCCAOOTCTC CTA^C^ 33OO 

TACATCCCCG TGGAGOGTGA GCTGCTOTO 33^0 

QTOAAOCTCC TGGAGCTOCA MAMTTWC TK^ j^jO 

TTO^OSTCC AOCICAQCAA OOraMOm 3430 
AC«TCATt» TCAGGQACK «mTO**CTO ^TOD^ ^^^^ 

35 TCACAQCCAC CCCCTCACGG OQACCraGGC 000^^ 35,, 
CGGTCCAGGA AGATCX^TTT CAACTM^T? S^SSSc A^CTOGA CA0Ca«3GTG 3SS0 

GTAAAGTACr GGATTCAGM CGW^^ 3,20 

CCCTCAGTGO AOCTCACCAA OT^Ora Wro^CT «^^^ 3^^, 

XACOGGGCIC AGGGCQAOQO ACCCPWaSC TCCCTGGTGT QACCCBSCTO 3840 

ftGCTGOGCTO AGCCOGCTOA OACCM^ ^«T^^ 3959 

^'SJSSSS SSJ^ »e^c^ 

'^•=°^ I^EESJS^ SS^^ S^^^ CCATCATOA CCl^^ "80 

ARGGCBQGCA AOGGGOCOGQ CTOGMeCCT TCCCTATCGt QGACGCCCAG 4140 

45 a«3CCCAAaA GG«X3VTGTC CATC^ «00 

M0GGGGW3G ACTAOGACAG CTTCCTTATG TACM30QATO msaKPOQAC 4260 

'^'"'^ SSS? S^S^ ^^^^ 

TATGGCACCC ACCTGAGCXX: ACACGTGCCC ^^^^Tz!^^ arrrraravc ACTGCOGAGO 4440 

55 ssssss^^s^^^og;;^^ r.;: 

GGCCGAGAJ3C GTGAGGGTGT CATCACCATT ^^^^ S^^^SS OTCGCTGCSTQ 4860 
AAOGTGCCCT ACAAGTTCAA GCTGCAOGCC AGGAOaCTB J«^^*J^ eoscaGCOCT 5160 

I220 

.5 S=SssSnH 

GGAAca:iTA GCACXCACAT G^ca««a cwm^ ^^^^ 

SS = SSSS ffi; 

70 3!SS^SS«S^««A0CC»GCCmerTCIGCACTTAAT^ S640 
TAGTG 



75 



80 



Seq ID HOs 360 Protein sequeaace 
Protein Accession ft: NP_000204.1 

1 11 21 

I I I 

MAGPRPSPWA RUiLAALISV SLSGTIANRC 
CHTQAEUiAA GCQRESIWM BSSPQITEET 
EVFEPLESPV DLYILMDPSH S MSDP IJ3MLK 
PQTDMRPBKL KEPWPNSOPP PSPKHVISLT 
QTAVCTilDIG WRPDSTBLLV PSTBSAFHYE 
TQDYPSVPTI. VRUAKKMII PIPAVTOYSY 
BAPNRZRSNIi DIRAUJSPKQ LRTEVTSKMP 



31 
I 

KKAPVKSCTE 
QIDTTLRRSQ 
KMGQNXiARVL 



ADGAMVLAGX 
SYYEKIOTYF 
QETRT6SFHI 



41 51 

I I 
CVRVDKDCAY CTDEMPRDRR 
MSPQGLRVRL RPGEERHFEI* 
SQLTSDryriG FGKFVDKVSV 
QGERISGNU) APBG6FDAIL 
KSRMDERCSQi DTTGTYTQYR 
PV8SLGVLQB DSSNIVEZiLB 
RRGEVGIYQV QLRALIHVDG 



60 
120 
180 
240 
300 
360 
420 



1091 



wo 03/042661 



THVGQUPEDQ WaJIHliKPSP SDQUCMDAGI ICDVCTCELQ KBVRSARCSP NGDPVCX3QCV 480 

CSBOWSGQTC KCSTGSLSDI QPCLREGS^K PCSGRaEOQC GHCVCYGBGR YEGQFCBYDN 540 

EW:PRTSQPL OIDRGRCSMQ QCVCBPGWTO PSaX:PLSNA TCIDSN GQIC NORGHCBOSR 600 

CHCBQQSLYT DTICBINYSA IHPGLCBDLR SCVQCQAWQT GEKKO RTCBE OIPKVniVDE 660 

LKRAEEVWR CSFRDEDDDC TYSYTMBGDG APGPNSTVLV HKKKDCPPGS FWWLIPLIiLL 720 

LLPUALLLL LCWKYCACCK ACLALLPOOI ROHMVGPKED HYMLRENI^ SDH LDTPM LR 780 

SGNLKGRDW RHKVTMNMQR POPATHAASl HPTELVPYGL SLRLARI^B NLLKPDTREC 840 

AQLRQBVEEN LNBWRQISG VHKLQQTKPR QQPHAGKKQD HTIVDTVLMA PRSAKPALLK 900 

IiTBKQVBQRA FHDLKVAPGY YTLTADQDAR GMVEFQEX5VB LVDVRVPLFI RPEDDDBKQX* 960 

LVEAIDVPAG TATLC5RRLVN ITIIKBQARD WSPEQPBFS VSRGDQVARI PVIRRVLDGG 1020 

KSQVSYRTQD OTAQGNRDYZ PVEGSLLPQF GBAMKELQVK UiBLQEVDSL LRGRQVRRFH 1080 

VQLSMPKFGA HLGQPHSTTI IIRDPOBLDR SPTSQMLSSQ PPPHGDLGAP CJNPNAKAAGS 1140 

RKIHPllWLPP SGKPMGYRVK WIOGTOSESB AHLLDSKVPS VBLTOLYPYC DYEMKVCAYG 1200 

AQGEGPYSSIi VSC31THQBVP SBPGRIAPNV VSSTVTQLfiW AEPABTOGBI TAYBVCYGLV 1260 

NDDNRPIGPM KKVLVDHPKM RMLLIBILRB SQPYRYTVKA RNGftOWGPg BAIINLATQP 1320 

KRPMSIPZZP DIPZVDAQSG BDYDSPUfYS DDVLRSPSOS QRPSVSDDTE HL VWGR MDFA 1360 

PPGSTNSIiHR MTTTSAAAYG THLSPHVPHR VLST9STLTR DYKSLTRSEH SHSTTLPRDY 1440 

STLTSVSSHD SRLTAGVPDT PTRLVPSALG PTSLRVSWQE PRCBRPLQGY SVEYQIiLNGG 1500 

BLHRLKIPNP AQTSWVEDL LPNHSYVFRV RAQSQBGWOR ERSXJVITIES QVHPQSPWrP 1560 

LPGSAPTLST PSAPGPLVFT ALSPDSLQLS WERPRRPHGD IVGYLVTCEM AQQGGPATAF 1620 

RVDGDSPESR LTVPai»SBIIV PYKFRVQART TBSPGPBREG IITIESQDGG PPPQI/3SRAG 1680 

LiXJHPLQSEY SSITTTBTSA TEPPLVDGPT LQAQHLBAG6 SLTRHVTQBP VSRTLTTSC3T 1740 
LSTHMDQQFF QT 



Seq ID NO: 361 DWA sequence 

Nucleic Acid Accession 4t im_013332.1 

Coding sequence i 1 . . 63 

1 11 21 31 41 51 

GCACXSAOQGC GCTTTTOTCT COGGTCAGTT TTGTGGCOGG AAOCTTCTGC OCXGOTOCTT 60 

AQTAACCQAC TTTCCTCCGO ACTOCTGCAC GACCIGCTCC TACAGCOGQC GATCCACTCC 120 

CGGCTX3TTCC CCOGQAGGGT CCRGAGGCCT TTCAQAAGGA GAAGGCAGCT CTGTTTCTCT 180 

GCAGAGGAGT AGGGTCCTTT CAGCCATQAA GCATGTGTTO AACCTCTACC TGTTAGOTQT 240 

GGTACTOACC CTACTCTCCA TCTTCGTTAG AGTGATGGAG TCCXnTAGAAS GCTTACTAGA 300 

QAGCCCATCQ CCTGGGACCT CCTG6AGCAC CAOAAGGCAA CTROCCAACA CAGA GCCCAC 360 

CAAGGGCCTT CCAGACX3VTC CATCCAGAAO CATCTGATAA 6ACCTCCTTC CATACIGGGC 420 

ATATTTTGGA ACACTGACCT AGACATGTCC AGATGGGAGT OCCATTCCTA OCAGACAAGC 480 

TGAGCACCGT TGTAACCAGA GAACTATTAC TAGGCCTTGA AOAACXnXSTC TAACTGQATG 540 

CTCATTGCCT GGGCAAGGCC TGTTTAGGCC GOTTGOGOTO GCTCATGCCT GTAATCCTAG 600 

CACTTTCGGA GGCTQAGGIO GOTGOATCAC CTGAGGTCAO GAQTTGGAGA CCMCCTOQC 660 

CAACATQGCO AAACCCCATC TCTACTAAAA ATACAAAAQT TAGCTOGGTO TOOTGQCAGA 720 

GGCCTGTAAT CCCAGTTCCT TGQGAGGCTG AGGCQGGAQA ATTGCTTGAA CCCGGGGAOQ 780 

GAGGTTGCAG TCAACCGAfiA TOGCACTGCT GTACCCAGCC TGGGCCACAG TGCAAGACTC 840 

CATCTCAAAA AAAAAAAOAA AAGAAAAAGC CTGTTTAATG CACAGGTGTG AG TGGAT TGC 900 

TTATGGCTAT OAGATAGGTT GATCTOGCCC TTAOCCOOGO GTCIGG TQTA T0CT8T0CTT 960 

TOCrCAGGAG TATGGCTCTG ACATCTCTTA OATOTCCCAA CTTCAOCTGT TG6QA0ATGG 1020 

TGATATTTTC AACCCTACTT CCTAAACATC TGTCTGGGGT TCCTTTAGTC TTGAAT GTCT 1080 

TATGCTCAAT TATTTQOTGT TGAGCCTCTC TTCCACAAGA OCTCC TCCAT GTTTGOATAG 1140 

CACSTTOAAGA GGTTOTGTGG GTGGGCTGTT GGQAOTGAQO ATG GAtflXjr r CAGTGCCCAT 1200 

TTCTCATTTT ACATTTTAAA QTOGTTCCTC CAACATAOTG TGTAT TBQTC TQAAGGGGQT 1260 

GOTGGGATGC CAAAQCCTGC TCAAGTTAT6 GACATTQTGO CCAGCAT8T0 QCTTAAATQA 1320 
TTTTTTCTAA CTAATAAAGT GGAATATATA TTTCAAAAAA AAAAAAAAAA AA 



Seq ID MOt 362 Protein sequence 
Protein Accession «i MP_037464.l 

1 11 21 31 41 51 

I I I I 1 I 

MKHVmLYIiI. GWLTLLSIP VRVMBSIiEGL LESPSPGTSW TTRSQLANTB PTKGLPDHPS 

R8K 



Seq IS MO: 363 DMA sequence 

Nucleic Acid Accession #: MM_023915.1 

Coding sequence: 250.. 1326 

1 11 21 31 41 51 

GOCACQAGGa TTTCOTTTTC ATGCTTTACC AGAAAATCCA CTTCCCTOCC Q ACCTT AGTT 60 

TCAAAGCTTA TTCTTAATTA GAGACAAGAA ACCTGTTTCA ACTXGAAGAC ACCX3TATGA0 120 

GTGAATGQAC AGCCAGCCAC CACAATGAAA 6AAATCAAAC CftGGAA TAAC CTATGCTQAA 180 

CGCAGGCCTC AATCGTCCCC AAOTGTTTCC TGACAOGCAT CTTTGCTTAC AGTGCATCAC 240 

AACT6AAGAA TGGGGTTCAA CTTGACGCTT GCAAAATTAC CAAATAA06A GCTGCAOGGC 300 

CAAGAGAGTC ACAATTCAGG CAACAGGAGC GACGGGCCAO QAAAGAACAC CACCCTTCAC 360 

AATGAATTTO ACACAATTGT CTTOCOGGTO CTTTATCTCA TTATATTTGT GOCAAGCATC 420 

TTOCTGAATO GTTTAQCAGT GTGGATCTTC TTCCACATTA GGAATAAAAC CAG CTTCATA 480 

TTCTATCTCA AAAACATAGT GOTTGCAGAC CTCATAATGA OOCTOACATT TCCATTTCGA 540 

ATAGTCCAT6 ATGCAOGATT TGOACCTTGa TACTTCAAGT TTATTCTCTG CAQATACACT 600 

TCAGTTTTGT TTTAT6CAAA CATGTATACT TOCATCGTOT TCCTTOGOCT QATAAGCATT 660 

GATCGCTATC TGAAGGTGGT CAAGOCATTT GGGGACTCTC GGATGTACftQ CATAAOCTTC 720 

AOOAAOGTTT TATCTOTTTG TGTTTOGGTO ATCATGGCTO TTTrGTCTTT GCCAAACATC 780 

ATCCIGACAA ATGOTCAOCC AACAGAQGAC AATATCCAT6 ACTGCTCAAA ACTTAAAftO T 840 

OCTTTGQGGG TCAAAT66CA TAOGGCAGTC AOCTATGTOA ACAOCTGCTT GTTTGTOOCC 900 

GTOCT GG TGA TTCTGATCGO ATOTTACATA GCCATATCCA GGTACATGCA CAAATCCAGC 960 



1092 



wo 03/042661 



PCT/US02/36810 



1020 
1080 
1140 
1200 



AGGCAATTCA TAAGTCAGTC AAGCCGAAAO COAAAACATA 

OTGOCTGTOT TTTTTACXnXS CTTTCTACCA TATCACTTGT OaGRATTCC ^ACTTTT 
aStCACTTAG ACAGQCTTTT AGATGAATCT GCACAAAAAA TCCTATATTA CTGCftAAGAA 
iSrSSTTT TCTTGTCTGC GTGTAAT(?^ 
TOMCAT TTTCAAGAAG GCTGTTCAAA AAATCAAATA 

IjSgScAC TGCAAAGTGT QAGAAGATCG GAAGTTOGCA J^20 
GTGTAGGCCT TTTATTGTTT GTTGGAATOG ATATCTACAA A^ "80 
TTCATTATCC TTAAAAAAAA AA 



10 Seq ID NO: 364 Protein sequence 
Protein Accession ft: NP_076404 

1 11 21 



31 41 51 



15 ioFHLTLAKI. PNNELHGQES HNSGNRSDGP GKNTTUJNEP iriVLPVLYL Ilf)^^ ^ 

ri^Tprai RNKTSFIFYL KNIWADLIM TLTFPFRIVH DAGPGPWYFK PILC31YTSVL 120 

^iS^V LKWKPFGDS FMYSITFtlW LSVCVWVIMA VLSLPNIILT 180 

SSraDNIH dSkLKSPLG VKWHTAVTW NSCLFVAVLV ILIGCYIAIS R^J^^f ^40 

ISOS^KH KQSIRVWAV FPTCFLPYHL CRIPFTFSHL DRLLDESAQK ILYYOTITL 300 

20 "1aS5^ p?iyffmcrs fsrrlfkksn irtrsesirs wsvrrsbvr iyydvtdv 

Seq ID NOs 365 DNA secmence 

Nucleic Acid Accession #s NM_00536S.l 

fvn^ing sequence 1 1..948 

25 , „ « 3X 41 SI 

SoSSSc GACTCAAGGA GCCGGTCRCR WMWC»GAAA TGCTGGftOM OeiCMWJA «0 

35 ^^AMC O0TACTTi« TOTGATCTTC GGCAAAGCCT COGMTTCAT OCASOT^TC 480 

ATSaa (SGTOaCCCC QCOBQCCaCT CCTACATCCT T8TCACTGCT S40 

S^^StS CGtSaO OVTOCTOGGT fflOOGTCATA GCATGCCCAR GOCOTCCCTC 600 

TCCT^OTdP GATCCTAACC AAAGACRACT GOGCCCCTQR MAGQITMC 660 

tSskstgat ggggqtctat qttgggaago agocatott cr^^oaw 

AO rSlifirlftGC TCCTCRCCCA AGATTSGGIO CABQAAAACT ACCTOQAGTA CXXSQCAGGTO 780 

ISo^ c^oiTC CToroaoGTT ccaaggccoa cgctgaaacc 

SSS?C ATOCTCAATO CA|«^ CATCIGCIAC 
OCATCCCTTT ATGAASAGGT TTrGGeRGAO OAflCaAOBOO OAOTCTOA 

45 Seq 10 HOi 366 Protein sequence 
Protein Accession •> IIP_005356.1 

21 31 |1 51 

SO iqiEOPSPHC KPDEDLEAQG EDLGLMGAQB PTGBEEETTS SSDSKEBEVS AAGSSSPPQS 60 

^^^S?S ^SSro ^SS^B PSSSVDPAQL EFMFQEALKL KVAELVHPIi 120 

^^lir K^E^S NYKRWPVIP OKASBFMQVl ECTTDVKEVDP AG^^X^VTA 180 

S^Sl^ SpKAAL LIIVWV1I.T KDHO^I ^M^^ 2« 
PRKLLTQOWV QENYLEYROV PGSDPAHYBP IMGSKAHABT SYBKVIMYI.V HLMAREPICY 

55 PSLYEBVUSE EQEGV 



840 
900 



240 
300 



Seq ID NOs 367 DNA gecruence 
Nucleic Acid Accession #: NM_014400 
Coding sequences 8 6.. 112 6 

1 11 21 31 41 51 



60 

GGTTACTCAT IxrTGGOCTCA GGTAAGAiSGG CCCGAGCTCG GAGGOSGCAC AOCCAOT^ 

SSSa^ ga^gacxs gagccatcga occcgccagg aaagcaggtg axaflo^ 120 

65 GoSSgGC TGCTCCTGCT GCTGCTTCGC GGAGGAGCXSC «3GC3CCTGfflL 180 

^^S^^ TGcSgSgA AAQCAQATGA CGGATGCTCC CCGAACAAGA TGAAGACAGT 240 
^^^^ ACGTCTGCAC CGAGGOCGTG GGGGCGGTGG AGACCATOCA 

SqaSaTTC TCGCTGGCAG TGCSGGOTTG 0GQTTCX3GQA CTCCCOQGCA A6AATCACCG 
oggcctggat CTTCACGGGC TTCTGGCGTT CATCCAGCTG CAGCAATGOS CrCAG<aTCS 

70 CtcSaCGCC AAGCTCAACC TCACCTCGCG GGCGCTCXSAC CCGGCAGGTA ATGAGAGT6C 
SSSS^ AACOOOGTOG AGTGCTACAQ CIGTOIGGGC CTGAGCCGGG AGGOGTGCCA 
^SSSS ^SOG TCAGCTQCTA CAAOGCCAGC ^^TCATGTCT ACAAGGGgG 
StCGACX^GC AACGTCACCT TGACGGCAGC TAATGTGACT C5TGTCCTTGC CTGTCCGGGO 
CTGTCTCCAO GATGAATTCT GCACTOGGGA TGGAGTAACR GGCCCAGGGT TOlOGCTCAG 

75 T^CTCCTGT TCCCA6GGGT CCCSSCTCSrAA CTCIGACCTC OGCAACAAOA CCTACTTCTC 

Sot^ TOOGOCXGCC CX:CT^ B40 
ScATCrGTC ACCACrrCTA CCTOGGCCCC AGTCAGACCC ACATCCACCA CCAAACCCAT 900 

^SSacSgtLsac^^ ^lll 

S^Sg TTGACTGGAG G<XCCGCTGG CCACX3^ "20 
80 TOTGCAAAA GGGGGGCCCC AGCAGCCCCA TAATAAAGGC TGTGTGGCTC CCACAGCTGG 1080 
ISS^SSS SOTG^ 

SSi^CT CTCAOCPACT TCTCT^^ ^2°° 
cccaSactg GACIGGGCTG GCCCAGCOCC TGTTTTTCCA ACATTCCCCA GTATCXCCAG 
cSareCTGC GCTGOTTTGC GGCTTTOOQA AATAAAATAC OGTTGTATAT ATTCTGGCaG 



60 



240 
3Q0 
360 
420 
480 
540 
600 
660 
720 
760 



1200 
1260 
1320 
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GQOTGTTCTA GCTTTTTQAO GACAGCTCCT OTATCCTTCT CATOCTTOTC TCTCOSCTTG 1380 

TCCrCTTOTO ATQTTAGGAC AaAGTQAGAO AAOTCAOCTG TCAOGGGGAA GGTQAGAGAQ 1440 

AGGATGCTAA GCTTCCTACT CACTTTCTCC TAOCCAGCCT GGACTTTGGA G OgTOqOQTQ 1500 

GGTGGGACAA TGQCTCCCCA CTCTAAGCAC TGCXTCOCCT ACTCCCOOCA TCl TiUGGG A 1560 

5 ATOGGTTCCC CATATGTCTT CCTTACTAGA CTGTGAGCTC CTCGAGGGCA GGGAC08IGC 1620 

CTTATCTCTQ TOTOTGATCA GTTTCTOOCA CATAAATGCC TCAATAAAQA TTTAATTACT 1680 
TTGTATAGTG AAAAAAAA 



10 

15 

20 

25 

30 

35 

40 
45 
50 
55 
60 
65 
70 



Seq ID KOi 368 Protein sequence 
Protein Accession tft NP^055215 

1 11 21 31 41 51 

I I I I I I 

MDPARKAGAQ AMIWTAGWLL LLLLRGGAQA LECYSCVQKA DDGCSPNKMK TVKCAPGVDV 
CTBAVGAVBT IHGQPSLAVX GOQSOLPGKN DRGLDLHGI.L AFIQWCAQ DRCMAKLNLT 
SRALDPAiaiB SAYPmOVBC YSCVGLSREA CQGTSPFWS CyKASDKVYK 6CFD6NVTLT 
AANVTVSLPV RGCVQDEFCT RD8VTGP0FT IiSOSGOQQSR CKS DLRNK Ty FSPRIPPLVR 
LPPPEPTTVA STTSVTTBTS APVHPTSHPTK PMPAPTSOTP RQGVEHEftSR DBBPRLTGGA 
AGRQORSNSO QVPAKGOPOQ PHNXGCVAPT AOIAAIiLIiAV AASVLL 

Seq ID MO: 369 DMA sequence 
Nucleic Acid Acceaaion #i NM_005329.1 
Coding sequence i 1 . . 1662 



60 
120 
160 
240 
300 



ATGCCG6TGC 
GTGCTGGGTO 
CACTACCTGT 
CTTTTTGCCT 
TGOCOOGGGC 
TTGCGCAAGT 
GTGGTGGATG 
GGCGGCACOG 
GS0TQAGA066 
AOCACCTTCT 
TTCAAGGCCC 
QATCCAGCCT 
GTCGGGGGAQ 
GTGCGGTACT 
CAGTGTATTA 
QACTGGTACC 
ACCAACCGAG 
ACAGAGACCC 
TACTTCCGGG 
TACQAOTCAO 
TTCTACCGGG 
ATTATCAAGG 
CTCTACTOOC 
ATCAACAAAT 
CTCATTCCTG 
TGCCAGGACC 
G6CTGCIACT 
AAGAAGCOSO 



11 
I 

AGCTGACOAC 
GCATCCTGGC 
CCTTOGGCCT 
TCCTGGAGCA 
GGGGCT06GT 
GCCTGCGCTC 
GCAACGGCX^. 
AGCAGQCCQG 
AGGCCA6CCT 
OGTGCATCAT 
T0GGCX3ATTC 
GCACCATCGA 
ATGTCCAGAT 
GGATGGCCTT 
OK30GCCCTT 
ATCAGAAGTT 
TCCTGAGCCT 
CCACTAAGTA 
AGTGOCTCTA 
TGGTCA06GG 
GCCX3CATCTQ 
CCACCTAOGC 
TCCTCTATAT 
CTGGCTGGGG 
TGTCCATCTQ 
TGTTCAGTGA 
G60TG6GCCT 
AGCAGTACAG 



21 
I 

A6CCCTG0GT 
AGCCTATGTQ 
QTACGGCGCC 
COSQ CGCATG 
GQCACTGTGC 
GGCCCAGC3QC 
GGAGGA06CC 
CTTCTTTGTG 
GCAGGAGGGC 
GGAOAAGTGQ 
GGTGGACTAC 
GATGCTTOGA 
CXrrCAACAAO 
CAAGGTGGAO 
GGGCATGTAC 
CXTTAGGCAGC 
TGGCTACXX3A 
CCTCOGGTGO 
CAACTCTCTG 
TTTCTTOOOC 
GAACATTCTC 
CTGCTTCCTT 
GTCCAGCCTT 
CACXrrCTGGC 
OGTGGCAOTT 
GACAG2VGCTA 
CCTCATGCTA 
CTTGGCTTTT 



31 
I 

6TGGTQGGCA 
ACXSGGCTACC 
ATCCTGGGCC 
OGAGGTGCOG 
ATTGCOOCAT 
ATCTCCTTCC 
TACATGCTGO 
TGGCGCAQCA 
ATGGACOOTQ 
GQAGSCAAGC 
ATCCAOGTGT 
GTCCTGGAGG 
TAOGACTCAT 
CX3GGCCTGCC 
OGCAACAGCC 
AAGT0CA6CT 
ACTAAOTATA 
CTCAACCAGC 
TGGTTOCATA 
TTCTTCCTCA 
CTCTTCCTGC 
0GGG6CAAT0 
CT6CXX3GCCA 
06AAAAACCA 
CTGCTGGAGO 
GCCTTCCTTO 
TATCTGGCCA 
6CTGAGGTGT 



41 
I 

CCAGCCTOTT 
AGTTCATCCA 
TGCACCTGCT 
GCCAGGCCCT 
ACCA06AGGA 
CTGACCTCAA 
ACATCTTCCA 
ACTTCCAT6A 
TGOGGGATGT 
6GGAGGTCAT 
GGGACTCTGA 
AGGATCCCCA 
GGATTTCCTT 
AGTCCTACTT 
TCCTCCAGCA 
TG6GQQATGA 
CCX3000QCTC 
AAACeXX C TG 
A6CACCACCT 
TTGCCAOOOT 
TQAOGGTGCA 
CAGAGATGAT 
AGATCTTTOC 
TT6TGGTGAA 
GGCTGGCCTA 
TCTCIQGOGC 
TCATOQGCOQ 
6A 



51 
I 

TGCCTTGGCA 
CACGGAAAAG 
CATTCAGAGC 
GAAGCTQCOC 
00CT6ACTAC 
GGTGGTCATG 
GQAGGTGCTG 
GGCAGGOGAG 
GGT60GGGGC 
GTACAOGOOC 
CACTGTOCTG 
AGTAGGGGGA 
CCTGAGCAGC 
TGGCTOTQTO 
QTTOCTGOAO 
OGGGCSACCTC 
CAAGTGCCTC 
GAGCAA6TCT 
CTGGATGACC 
TATACAGCTT 
GCTGGTGG6C 
CTTCATGTCC 
CA7TGCTACC 
CTTCATTGGC 
GACAOCTTAT 
TATACTGTAT 
G0GAT6TGGG 



Seq ID NO: 370 Protein sequence 
Protein Accession 9: NP_005320.1 



1 
I 

MPVQLTTALR 
LFAFLSIRRM 
WDGNRQEDA 
STFSCIMQKW 
VGGDVQIUnC 
DWYHQKFIiGS 
YFREWLYNSL 
IIKATYACPL 
LIPV8IWVAV 
KKPEQYSLAF 



11 
I 

WGTSLPALA 
RRAGQALKLP 
YMLDIFHEVL 
G6KRBVMYTA 
YDSWISFI^SS 
KCSFGDDSHL 
WFHKHHLWMT 
RGNAEMIFMS 
LLfiGXiAYTAY 
AEV 



21 
1 

VliQGILAAYV 
SPRRGSVALC 
GGTEQAGFFV 
FKALGDSVDY 
VRYWMAFNVB 
TtrnVLSLGYR 
YBSWTGPPP 
LYSLLYM8SL 
0QDLF8BTBL 



31 
I 

TGYQFIBTEK 
XAAYQEDFOy 



41 

I 

EYLSFGLYGA 
LRKCXASAl^ 
6ETBASLQB0 
IQVCDSDTVL DPACTIEMLR 
RAGQSYFGCV QCI8GFU94Y 
TKYTARSXCL TETPTKYXiRW 
PFLXATVIQL FntORINNIL 
UPAKIFAIAT IMK86HGTS0 
AFLVSGAniY pCYWVALLHL 



60 
120 
180 
240 
300 
360 
420. 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 



51 
I 

ILGLBLLIOS 
ISFPDUCWM 
MDRVROWRA 
VLEEDPQVGG 
BNSUiQQFLE 
LNQQTRnSRS 
LPUiTVQLVG 
RKTIWNFIO 
YLAXXARRC9 



60 
120 
180 
240 
300 
360 
420 
480 
540 



Seq ID NOt 371 DNA sequence 

Nucleic Acid Accession ftt Eos sequence 

Ooding sequence: 146-7095 

1 11 21 31 41 51 

CACACATACG CACGCACGAT CTCACTTOSA TCTATACACT GOAGGATTAA AACAAACAAA 60 

CAAAAAAAAC ATTTCCTTCG CTCCCCCTCC CTCTCCACTC TGAGAAGCAG AG GAGC OGCA 120 

80 CGGOGAGGGG COOCAGACOG TCTGGAAATG CXSAATCCTAA AGOCTTTCCT OBCTTGCATT 180 

CAQCTCCTCT GTaTTTOCOO CCTGGATTOG 6CIAATG0AT ACTACAGACA ACACAGAAAA 240 

CTTCTTGAAO AGATTGGCTG GTCCTATACA G6AGCACT6A ATCAAAAAAA TTO GGGAA AO 300 

AAATATCCAA CATGTAATAjQ OOCAAAACAA TCXOCTATCA ATATTQATGA AOAT CTTAC A 360 

CAAGTAAATG TOAATCTTAA 6AAACTTAAA TTTCAOGGTT GGGATAAAAC AICATTGOAA 420 

1094 
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a&rRrATrCA TTCATAACAC TGGQAAAACA GTGGAAATTA ATCrOVCTAA TGACTACOGT 
ISgTTT ARAfiCAAGCA AflATAACTTT TCACTGGGGA 
SS^SSa TOTCMCT^ TGGATCAGAG CATAGTTTAG AAGGACAAAA ATTrOACTT 
^SSoS TCTACTGCTT TGAT6CGQAC CGATTTTCAA GTTTTGAGC3A AGCAGTCAAA 

(SATTTCRAAG CGATTATTQA. TGOAOTCQAR »QIGrr*BTC OTTTIQOQRA 

S?^T tS^iSt graccttcto ccmacicaa ctgacmbia Trae'^ 
SSSt TaSTcroc tccctocaca oacacagttc actccsattgt ttttamom 

^ctSg^ TCTCraWU3 CCAGTK3QCT GmTTKSTO AA6TTCTTRC AATOCAACAA 

TTCTCTAQAC AGGTGTTTTC CTCMACACT OmMOOMfl SJScA 
nr-i-rnir&sf meAAAATGT TCAGGCTGAC CeAl8ft»AtT ATAOtaOCCT TCTTOllAVJi 
?^ATACC ATGATTGAGA AGTrTGCAOT TTOTACCAG 
rirS^S QBQMOACCA AACCAAGCXT QAATTTTTGA CAGATGOCTA TCAAGACnC 
1 5 ^^^^ GC^C^T ATGAOTTATG TTCTTCAOAT AGTAGCCATA 

* tcSS^ Stotgq aaaatacacc owotaciga ttctcgacat occtactoat 

MQATCWS CCCTGAATTA ATTOGAACTO AAGAAATAAT OAGS^SGAG 
^S^^ AAMcStGA AGAAGGCGCI ATTQTGAATC CTGOTAGAGA CAGTGCTAa 

SSa^ goamaaoga accccagatt tctaccacaa cacactacaa ■rc^™??^ 

AAGGGTGATG TTCCCAATAC ATCtrPAAAT TCOCTIOK J^S^ 
ACAGAAAAAfl ATATTTCCTT GACTTCTCAQ ACTOTOACTG AACTOCCRCC TmCACTOTO 
^5^^? CAkScTTT AAATGATG6C TCTAAAACTG TTCTTAGATC "t^^^ 
S^^S OGACroCAOA ATCCTTAAAT ACAGTTTCTA TAACAGAATA T^OOAG^ 

^^^^ S^?SaC AGACATAACA GCACftGCCOG ATGTTGGATC AGGCAGAGAG 
CATTATTCTA OTTTGCCTA CTTCCCAACT GAQGTAACAC CTCATGCTTT TAOCOCATCC 

S s=s ssss sssss ss^^ 
= s=s sss sss ss^ ^ 

iTrliSKie eCTTQCKMC TTCTCTGCCA GTGQCTGGGa GTGATTTGCT ATTAGAGCCC 

mOGT^ AATCTGGMT TCTTTATAAA AOGCTTATeT TTTCTCRABr TOAACCACCC 
ffiMQMGCA TCCAOSTTCT TCAGGGCCM AACiCITCTTA IGCCTIGTCT 
SS^S^ ^^ra^ CATCCTCACT GTTTCTTACA 8TTCIGCAAT ACCTGTGCAT 

Sttcc ttaittagco gccctaocca tataccaa^ 

45 ^J^S SS^TAAC CCCAACTOCA TCATTACTGC AGCCtACICA TSOCTCTCT 
StGAIGGGQ AATGGTCTGG AGCCTCTTCI OjraSSAAT TtCITTt^ 
nmr^&n&a rrrTTAACAT TTCTTCACCr QTTrCTOTAG CTGAATTTAC ataiaj-ahua 
tLgGCGCTT TCTRAAAGTC AAATAATATA WGJAMeAG 
aS^TCCTTC TTTCAATGAG ATGGTTTACC CTTCIGAAM 

50 CCCAACATGT ATGATAATGI AAATAM3W0 *AMOGTCrr SS^SJS 
ATTICTAGCA CCAAGGGCAT GTTTCCAGQG TCK TOCT C MMOOttC ]^GTrm 
GATCATGAGA TTASTCAAOT TCX3M3AAAAT AACmTCM TTCAAOCWC ^^E^ 
SJ^T CWGTGACAC TTOGCTTAAA CCTGTGCm «ISa«CrC 
TCerCIGACC CTOCTTCTAG TGAAATGTTA TCTOCrrCAA CTCAGCrCTT AvioxArfaflto 

55 CTt5?AGTAC TOAASrATTQ CTACAACCTT CCTTICAGGC TTCTOATGCT 

CCCAAAOITO ATAAAATTAG TTCTACAATO W g^TCTa J^S^ 

^sssts =^ 

TTGTTCCAAA CGGCCAATTT GGAOATTAAC CAGGCOaiXC CCCCAAAAGG A^GGO^A 
CT^ATC AATTGATOAA OCATTAAATA CACTAAT^ TiSSSJS^J 

SJtC^ AAATTTTAAC CrCCACCAAA AGTTCTGTTA CTGOTAAGGT ATTT6CTGCT 
TTGCTTCTGA TACATTTGTA TCTACT6ATC ATTCTGTTCC TWAGGA^ 
65 Sgm^ CCATTACAGC TGXTTCTCCC OVCAGAGATG gttctgtaac ctcaaca^ 
cttSaS aacttcigag ctgactcata gtgccaaatc tgatgcoggt 

^^^^ otggtS tggtgacact gatgatgato gtgajigatga tcatgatgac 

SS^SS 1^^^ CATTCATAAG TGTATGTCAT GCTCATCCXA ^^T^ 

c^oaaaagg taatgaatga ttcagacacc cacgaaaaca gtcttatgga tcagaatw 

70 ^^S^^^'^TCTGAGAATTCIGAAGAAGATAJ^A^G^A^ 

TCA6ACAOTC AAACTQGTAT GGACAGAACT CCTGGTAAAT CACaM^ J^^^^ 
TCCCAAAAGC ACAATGATGG AAAAGAGGAA AATOACATTC AGACTG6TAG TGCTCTGOT 
^^^SgS CIGAATCTAA AGCATGGGCA GTTCTGACAA C5TGATGAAGA ^J^G^ 
ScAAGCTA CCrCAGATAG CCTTAATGAG AATGAGACTT CCACAGATTT CAGTTTTGCA 

75 G^WATG AAAAAGATGC TGATGGGATC CTGQCAGCAQ GTGACTCAGA AATAACTOT 
Sgto^ ATCATCIGTT ACTAGOCSAGA ACTCAGAAGT gttccaoqtt 

?SSSg^ aggccagtaa taotagccat gagtctcgta ttggtceagc tgagggottq 

SmcSaGA AGAAGGCAGT TATACCXXrrr GTGATCGTCT CAGCCCXGAC TTTr^CTGT 
SSi^C TTGTGGGTAT TCTCATCTAC TGGAGGAAAT GCTTCCAGAC TGMJCm 
80 TACTTAGAGG ACA6TACATC CCCTAGAGTT ATATCCACAC CTCC^ACACC ^ATCTTTCCA 
ATTTCMMO ATOTCGGAGC AATTCCAATA AAGCACTTTC CAAAQCATGT TQCAGATTTA 
CTGGOTTAC TQAAGAATTT GAOACACIGA AAGAGTrTT A CCAGGAAGTG 
^Sotta ctSctt AGGTATTACA GCAGACAGCT cca^oocc 
SoACTATC GATACAXAAA TAT0OTTGC3C TAKaTCaTA GCAGGOrTAA GCTAGCACAG 
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480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
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1380 
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5400 
5460 
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CTTQCTGAAA AOGATGGCAA ACTGACT8AT 
AACAGACCWV AAGCTTATAT TGCTOOOCAA 
TGGAGAATGA TATGGGAACA TAATOTGGAA 
AAAGOAAOGA GAAAATGTGA TCAGTACTGQ 
5 TTTCTQOTCA CTCAQAAGAG TGTGCAAOTQ 
CTAAGAAACA CAAAAATAAA AAAGGQCTCC 
ACACAGTATC ACTACACQCA OTGGCCTGAC 
CTGACXTTTTO TQAGAAAGGC AGCCTATGCC 
CACXGCaGTQ CTGGAGTTGQ AAGAACAGGC 
10 CAGATTCAAC AOGAAGGAAC TGTCAACATA 
AGAAATTATT TGGTACAAAC T6AGGAGC3UI 
GCCATACTTA GTAAAGAAAC TGAGGTGCTG 
CTCCTCATTC CTGGACCAGC AGGCAAAACA 
CAGTCAAATA TACAGCAGAG TQACTATTCT 
15 AATOQAACTT CTTCTATCAT CCCTGTGGAA 
GGAOAAGQCA CAGACTACAT CAAT6CCT0C 
TTCATCATTA CCCA6CA0CC TCTOCTTCAT 
GACCATAATG CCCAACTGOT GGTTATGATT 
TTTGTTTACT GCCX»AATAA AGATGAGCCT 
20 ATGGCTGAAO AACACAAATO TCTATCTAAT 
TTAGAAGCTA CACA6GATGA TTATGTACrr 
CCAAATCCAG ATAGCCCCAT TAGTA AAACT 
OCTQCCAATA GOGATGGGCC TATGATTGTT 
ACTTTCTGTG CTCTGACAAC CCTTATGCAC 
25 TAGCAGGTAG CCAAGAT6AT CAATCTGATQ 
TATGAOTTTC TCTACAAAGT GATCXnX^OC 
TCCACCTCTC TGGACAGTAA TGGTGCAGCA 
GAGTCTTTAG TTTAACACAQ AAAGGGGTGG 
TTCCTAAAAT TAGQCAGQAA AATCAGTCTA 
30 GACAQTAACT TTCATGACAT AGGATTCTGC 
CTTTTTGCAA GACTTGTAAT TTACT TATTA 
TATTTCTAAO AATGQAATTG TGQTATTTTT 
TTTATAQAGG TTAGGAATTC CAAACTACAG 
GCTGTATTTG TAGCAATTAT CAGGTTTGCT 
35 AAATAAAACA CTCTTCCATA TGATATTCAA 
A6AAATAATC TGTTACTTAT TSIAAATACT 
TTTATAATTO TAGATTTTTA TATTTTACTA 
GTTTAGTTTA ATGAOGTAGT T CATTAGCTG 
TTGTGTTACC TAAGTCATTA ACTTTOTTTC 
40 GAAATACCTT CATTTTOAAA GAAGTTTTTA 
AATGOTTTTT ATCCAAOQAA TTQCAAAAAT 
AAAAAAAAAA AAAAAAAAAA AAAA 



TATATGAATO CCAATTATUT TGATGGCTAC S520 
GGCCCACIGA AATCCACAGC TQAAGATTTC SSBO 
QTTATTGTCA TGATAACAAA CCTOOTGGAG 5640 
CCTCCOSATG QGAGTGAGGA GT AOQGGA AC 5700 
CTT60CTATT ATACTGTGAG GAATtTTACT 5760 
CAOAAAGGAA GACCCAGTGG ACGTOTGGTC 5820 
ATGGGAGTAC CAGAGTACTC CCTGCCAGTG 5880 
AAGOGCCAT6 CAQTGGGGCC TOTTGrOGTC 5940 
ACATATATTG TGCTAGACAG TATOTTGCAa 6000 
TTTGGCTTCT TAAAACACAT C06TTCACAA 6060 
TATCTCTTCA TTCATGATAC ACTGQTTQAG 6120 
6ACAGTCATA TTCATGOCIA TGTTAATGCA 6180 
AAOCTAGAGA AACRATTCCA GCTOCTGAOC 6240 
GCAGCCCTAA AGCAATGCAA CAGGGAAAAG 6300 
AGATCAAGG6 TTOOCATTTC ATCCCTGAGT 6360 
TATATCATG6 GCTATTACCA GAGCAATGAA 6420 
ACCATCAAGG ATTTCTGGAG GATGATATGG 6480 
CCTGATQGCC AAAACATGGC AGAAOATGAA 6540 
ATAAATTGTG AQAGCTTTAA GGTCACTCTT 6600 
GAGGAAAAAC TTATAATTCA GGACXTTATC 6660 
QAAGTGAGGC ACTTTCAGTQ TCCTAAATGG 6720 
TTTGAACTTA TAAGTGTTAT AAAA6AAQAA 6780 
CATGATGAGC ATGGAGGAGT GACGGCAGGA 6840 
CAACTASAAA AAGAAAATTC CGTGQATGTT 6900 
AGGCCAGGAG TCTTTGCTGA CATTOAQCAG 6960 
CTTGTGAGCA CAAOGCAGQA AOAGAATCCA 7020 
TTOCCTGATO GAAATATAGC TGAGAGCTTA 7080 
QQGGACTCAC ATCTGAGCAT TQTTTTCCTC 7140 
GTTCTGTTAT CTGTTGATTT CCCATCACCT 7200 
CGCCAAATTT ATATCATTAA OVATCjrGTGC 7260 
TGTTTGAACT AAAATGATTO AATTTTACAG 7320 
TTCTGTATTO ATTTTAACAG AAA ATTTCAA 7380 
AAAATGTTT6 TTTTTAOTOT CAAATTTTTA 7440 
AGAAATATAA CTTTTAATAC AGTAGCCTGT 7500 
CATTTTACAA CTGCAOTATT CACCTAAAOT 7560 
GCCCTAGTGT CTCCATGOAC CAAATTTATA 7620 
CT6AGTCAAG TTTTCTAGTT CTGT6TAATT 7680 
GTCTTACTCT ACCAGTTTTC TGACATIGTA 7740 
AGCATGTAAT TTTAACTTTT GTGGAAAATA 7800 
T6AGAATAAC ACCTTACCAA ACATTGTTCA 7860 
AAATATAAAT ATTGCCATTA AAAAAAAAAA 7920 



Seq ID NOx 372 Protein sequence: 
45 Protein Accession *: built from XP_031379 

1 u 21 31 41 SI 

MRILKRFLAC IQLLCVCRLD WANGYYRQQR KLVEEIGWSY TGALNQKNWQ KKYPTCWSPK 60 

50 QSPINIDEDL TQVNVNLKKL KPQGWDKTSL ENTPIHWIGK TVEINLTNDY RVSGCySEKV 120 

PKASKITPHW GKCNMSSDaS EHSLEGQKPP LEMQIYCFDA DRFSSPBBAV KSKOKXaRAIiS 180 

ILFBVGTBEH UDPKAIIDGV ESVSRPGKQA AUDPFILLNL LPNOTKYYI YHGSLTSTOC 240 

TDTVDWIVFK jrrVSISESQIi AVFCBVLTMQ QSGYVMLMDY LQNNFREQQY KPSRQVPSSY 300 

TGKEEIHEAV CSSEPENVQA DPENVTSLLV TWERPRWYD TMIEKFAVLY QQLDGEDQTK 360 

55 HEPLTDGVQD LGAILNNLLP NMSYVLQIVA ICIWaYQKY S DQIilV DMPT UNPBLDLPPB 420 

LIGTBBIIKE EEEGKDIBEO AIVNPGRDSA TNQIRKKBPQ ISTTTHVimi GTKmBAKTN 480 

RSPTRGSBFS GKGDVPNT8L NSTSQPVTKL ATBKDISLTS QTVTELPPHT VBOTSASLND 540 

GSKTVLRSPH MNLSGTAESL NTVSITBYEB ESLLTSFKLD TGAEDSSGSS PATSAIPPIS 600 

BNISQGYIFS SBNPBTITYD VLIPBSARNA SBDSTSSGSE E8LKDPSMBG NVWFPSSTDI 660 

60 TAQPDVGSGR BSPUCTTNYTE IRVDBSEKTT KSFSAGPVMS QGPSVTDIiBM PKYSTFAYFP 720 

TEVTPHAFTP SSRQQDLVST VNWySQTTQ FVYNGETPU) PSYSSBVFPIi VTFLLUSHQI 780 

tWrXPAASSS DSALHATPVP PSVDVSFE8I LSSYDGAPLL PF8SA 5FSSB LPRHUITVSQ 840 

II.PQVTSATB SDKVPLHASL PVAGOOLLLE PSLAQYSDVL STTHAASBTL EPGSESGVLY 900 

KTLMPSQVBP PSSDAMMHAR 8SGPBPSYAL SDNEGSQHIF TVSYSSAIPV HDSVGVTYQG 960 

65 SLFSQPSHIP IPKSSLITPT ASLLQPTHAL SGDGEWSGAS 8DSEFLLPDT DGLTALNISS 1020 

PVSVAEFTYT TSVFGDDNKA LSKSBIIY6N ETBLQIPSPH EHVYPS E8TV MPMMYTOWK 1080 

mASLQBTSV SISSTMGMFP GSliAHTTTBCV FDHBISQVPB HKPSVQPTHT VSQAS0DT8L 1140 

KPVXiSANSEP ASSDPASSEM LSPSTQLLFY ETSASFSTEV LLQPSFQASD VDTLLKTVLP 1200 

AVPSDPXXiVB TPKVDKISST MlfiLIVSNSA SSENMLHSTS VPVFIJVSPTS HMHSASLQ6L 1260 

70 TISYASBKYB PVLLKSESSH QWPSLYSMD BLPQTAHLBX NQAHPPK6RH VPATPVLSID 1320 

EPUTTLINKL IHSDEILTST KSSVT6KVEA OIPTVASDTF VSTDHSVPIO NCBVAZTAVS 1380 

PHEDG8VTST KLLFPSKATS BLSHSAKSDA GLVGGGBDGD TDDDGDDDDD PRQSDg;SIH 1440 

XOCSCSBYRB SQEKVMNDSD THaiSLMDQN NPISYSLSEM SBEDNRVTSV 8SDSQTGKDR 1500 

8PGKSPSAKG LSQKHNDGKB ENDIQTOSAL LPLSPESKAW AVLTSDEESG SGQGTSDSUI 1560 

75 QJBTSTDFSP ADTNBKDADO ILAAGDSBIT PGFPQSPTSS VTSBI5BVFH VSEAEASNSS 1620 

HESRIGLAEO LESEKKAVIP LVIVSALTPI CLWLVGZIiX YKRKCFQTAH PYtBDSTSPR 1680 

VISTPPTPIF PISDDVQAIP IKHPPKBVAD LHASSGPTBB FETLKEFYQB VQSCTVD1X5I 1740 

TADSSMHPDN KHKNRYINIV AYDHSRVKLA QLAEKDGKLT OYINANYVDG YNRPKAYIAA 1800 

QGPLKSTAED PWRMIWEHNV EVIVMITNLV BKGRRKOXSY WPADGSBEYO NFLVTQKSVQ 1860 

80 VLAYYTVRNF TLRNTKIKKQ SQKGRPSGRV VTQYHYTQWP BMGVPBYSLP VLTPVRKAAY 1920 

AKRHAVGPW VHCSAGVORT GTYZVLDSML QQZQHBGTVM IPOPUCHIRS QRNYLVQTBB 1980 

QYVPIHDTLV EAILSKETEV UDSHIRAYVN ALLIPGPAGK TKLBKQFQLL SQSNIQQSDY 2040 

SAALKQOIRB KNBTS8IXPV BRSRV6Z8SL SOBGtDYXHA SYIMGYYOSK BPXITQKPLL 3100 

HTIKDFHRMI WDHNAQLWM IPOGQNHABD EFVYWPHKDB PIMCESFKVT LKABEHKOiS 2160 
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SLVSTRQBEN PSTSLDSHOA ALPDGNIABS LESLV 

Seq ID KOs 373 ™A sequence nMoci 
Nucleic Acid Accessiori #: built from 11M_0028S1 
Coding sequences 148-4518 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 



1 11 f f X' T 

CftGCTCCTCT GXGTTrOCCO CCTGOMTOB ATCAAAftAAA TTGGQOftAAO 300 

CtTOTTOAAa AOATTGGCTO GTCCTATXCA «?StMGA WaTCTTRCA 3S0 

MMTTAQCA TCTCTOAAAfi COOT^ GT^^ 
^i^TO GAGK3<»a» AACCAAOaT Q« 

'^^'^^'"'SIJSS^SS^cS^^S??^^'^^^^*' 1380 
TGCACTAATO GCIW«ASaO AAAATACf^C ew^^"" mgaartAAT C3iAGGAGGM3 1440 
AATCCTGAAC TTiaTCTTTT CCCiaWW ATT^^ ^5^^ 

eWCAGGQAA AA(aCATTGA AGAAOGCO^ 1560 
ftMfflUUVKA GGAAAAAGGA ACCXXS.SWT »CW«CA^ 

AOGAAATACA ATGAAGCCAA GjrrAACO^ ^^BO 

;,;«3GW»T0 TTOCCAIjraC ATC^^ "*» 

ACRGAAAAAG ATATTTOCIT «»CTTCTCAO *CTGTG^ SJStMATC TCCACATATG 1800 

GAAGGTACTT CfiGCCTCITT AAATGAIGGC 'CIMMCTG ^^12^ TOMGAGGAG 1860 
AACTTGTCGG GGACTGCAGA ATOCTTi^ 

AGTTTATTGA CCAGTTTCAA GCTTOATACT GOAGCTOAAO *Ti~iir^ lOTTTCCTCC 1980 

XGTCIAGIG6 ITCTTeTGOO TATTCTC3CTC ^"-^YTtu?? nrpreCAAC ACCTATCTTT 2640 
TTTtACmO AOGACMtAC ATCCCCra® GWATAK^ 
CCAATTTCM ATGATGTOGG AGOMTOa AMM^ TTC 

TWCATGCAA GTAGTGGGTT TACI^CTA TTTOJ^^ „ 

AAflAAICQAA CTTCTTCTOT ttTOCTCTG ^^TCW^ 3,^^ 
««GGAOAAG ^CMACTA ^^TOX ^^Ta ^^^^ 

75 QRATTCATC3^ TIAOCCAOCA S^TEESSJ GcSaAACAT GGCAGRAGAT 3960 

TCOSAOCATA ATG«»J«:T OSIGOTT^ ^^20 

GAATTTOITT ACTGGCCAAA TAAAQKIMO SSmAAT TCAOOACTTT 4080 
CrrATSGCTG AAGAACACAA ATCrrCTATCT AAIGAGGAAA AACTTAT AAT J^^^^-J" 

SSSciACACAGGATG»™.Cr^^ JJ« 

80 TeWM^TC oS^^ 4260 

•^^^EESE?: ISSS?^ WC^^ 4320 

SSSSS SSS^ SS^^ ^CTcStGC TGACAriGAG 4380 
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OaVTCCMXrr CTCIGGACAG TAATGOTOOV OCATTOOCTO ATGGAAATAT AO CTQAQAQC 4500 

TTAQAGTCTT TAGTTTAACA CACAAAGGGO TGGGGGGACT CAC RTCTGA G aMrTGTTTTC 4560 

CTCTTCCTAA AATTAGGCAG GAAAATCAGT CTAGTTCIGT TATCTOTTGA TTTCCCATCA 4620 

CCTGACAGTA ACTTTCATGA CATAGOATTC T6CCGCCAAA TTTATATCAT TAACA ATGTG 4680 

TGCCTTTTTQ CAAQACTTQT AATTTACTTA TTATGTTTGA ACTA AAATG A TTGAATTTTA 4740 

CAST A TTTCT AAGAAT0C3AA TTOTGQTATT TTTTTCTGTA TT GATTTTA A CAQAA AATTT 4800 

CAATTTATAG AGOTTAGGAA TTiXAAACTA CA6AAAAT0T TTOTTTTTAG TOTCAAATTT 4860 

TTAGCTOTAT TTOTAGCAAT TATCAGGTTT GCTAGAAATA TAACTTTTAA TACAGTAQCC 4920 

TGTAAATAAA ACACTCTTCC ATATGATATT CAACATTTTA CAACTGCAGT ATTCACCTAA 4980 

AGTAGAAATA ATCTOTTACT TATTGTAAAT ACTGCCCTAG TGTCTCXATG GACCAAATTT 5040 

ATATTTATAA TCaTAGATTT TTATATTTTA CTACIGAOTC AAOTTTTCTA GTTCTGIGTA 5100 

ATTGTTTACT TTAATGACST AOTTCATTA6 CTGOTCTTAC TCTACCAGTT TTCTGACATT 5160 

GTATTGTGTT ACXTTAAGTCA TTAACTTTGT TTCAGCATGT AATTTTAACT TTTGTGQAAA 5220 

ATAGAAATAC CTTCATTTTG AAAGAAGTTT TTATGAGAAT AACACCTTAC CAAACATTGT 5280 

TCAAATC6TT TTTATCCAAO GAATTGCAAA AATAAATATA AATATTQCCA TTAAAAAAAA 5340 
AAAAAAAAAA AAAAAAAAAA AAAAAAA 



Seq ID NO: 374 Protein sequence > 

Protein Accession built from XP_031379 

1 11 21 31 41 51 

MRILKRFLAC IQLLCVCRLD HANGYYRQQR KLVBBIGWSY TGALRQKKWO KKYPTQISPK 60 

QSPINIDEDL TOVNVNLKKL KFQGWDKTSL ENTPIHNTGK TVBINLTNDY RVSGGVSEMV 120 

FKASRITFBW GKCNMS8DG8 EHSLEGQKFP LEMQIYCFDA XJRFSSFEBAV KOKGXIAALS 180 

ILFEVGTBEM LDPKAIIDGV BSVSRPGKQA ALDPPII*LML IJWSTOKYYI YNOSLTSPPC 240 

TDTVDWTVFK DTVSISESQL AVFCBVLTMQ QSGYVMLMDY LQNNPREQQY KPSRQVPSSY 300 

TGKEBIHEAV CSSBPENVQA DPBMYTSLLV TWBRPRVWD TMIEKPAVLY QQUX3EDQTK 360 

HBPLTDGYOD LQAIUJHLLP NMSYVLQIVA ICTNGLYGKY S DQLIVD MPT DNPELDLPPB 420 

LIGTEEIIKE EEECKDZEBO AIVNPGItDSA TNQZRKXEPQ XSTTTHYURI GTKYNBAK3N 480 

RSPTRGSBFS GKCTVPNTSL NSTSQPVTKL ATEKDISLTS QTVTELPPHT VEGTSASUID 540 

GSKTVLRSPH MMLSQTABSL NTVSITBYEE ESLLTSFKLD TGAEDSSGSS PATSAIPPI8 600 

OJISQGYIFS SENPETITYD VLIPBSARNA SEDSTSSGSB ESLKDPSMEG NVWFPSSTDI 660 

TAQPDVQSGR ESPLQTNYTE IRVDESEKTT KSFSAGPVMS QGPSVTDLBi PHYSTPAYPP 720 

TEVTPHAFTP SSRQQDt«VST VHWYSQTTQ FVYNABASNS SHESRIGLAB 6LBSBKXAVI 780 

PLVIVSALTP ICLWIiVGIL lYWRKCPOTA HPYXiBDSTSP RVISTPPTPI FPISDDVOAI 840 

PIKHPPKHVA DLHASSGFTB EPETLKEPYQ BVQSCTVDIXS ITADSfiNHPD NKH3CNRYINI 900 
VAYDHSRVKL AQLAEKDGKL TDYINANYVD GYNRPKAYIA AQGPLKSTAB DFWRMIMEHN 960 

VEVIVMITNL VEKGRRKCDQ YWPADGSEEY ©IFLVTQKSV QVliAYYTVSH FTLRNTKIKK 1020 

GSQKGRPSGR WTQYHYTQW PDMOVPEYSL PVLTFVRKAA YAXRHAV6FV WHCSAGVQR 1080 

TGTYIVLDSM LQQIQHBGTV NIFGFLKHIR SQRNYLVQTB BOYVPIHIDTl. VEAILSKETB 1140 

VLDSKIHAYV KALLIPGPAO KTKIjBKQPQL LSQSNIQQSD YSAALKQCSR EKNRTSSIIP 1200 

VERSRVOISS LSGBGTDYIM ASYIMGYYQS NEPIITQHPL LHTIKDPWBM IWDHNAQLW 1260 

MIPDGQNMAB DEFVYWPNKD EPQICESFKV TLMAEESKCL SNBBKLIIQD FIIjEATQDDY 1320 

VLEVHHFQCP KWPNPDSPI8 KTFELISVIK EEAANRDGPM IVHDERGGVT AGTFCALTTL 1380 

MHQLBKEMSV DVYQVAKMIN LMRPGVFADI EQYQPLYICVl LSLV8TRQEB HPSTSLDSNG 1440 
AALFDGinAB SLBSLV 

Seq ID NO: 375 DNA sequence 

Nucleic Acid Accession ftt EOS sequence 

Coding sequence 1 148-4494 

1 11 21 31 41 51 

CACACATACG CACGCAOGAT CTCACTTCGA TCTATACACT GGRGGATTAA AACAAACAAA 60 

CAAAAAAAAC ATTTCCTTGQ CTCCCCCTCC CTCTCCACTC TG AOAAGC AQ AG GAGC CQCA 120 

OGGOGAGGGO CC6CAGACCG TCTGGAAATG OOAATCCTAA AQOGTITCCT CGCTTGCATT 180 

CAGCrCCTCT GTGTTTGCCG CCTGGATTGG QCTAATGOAT ACTACAGACA ACAGAQAAAA 240 

CTTGTTQAAG AGATTGGCTO GTCCTATACA GGAGCACTGA ATCAAAAAAA TTO OGQAA AQ 300 

AAATATCCAA CATGTAATAO CCCAAAACAA TCTCCTATCA ATATTQATOA AGATCTTACA 360 

CAAGTAAATO TGAATCTTAA GAAACTTAAA TTTCAGGOTT GGGATAAAAC ATCATTGGAA 420 

AACACATTGA TTCATAACAC TGQQAAAACA GTGGAAATTA ATCTCACTAA TGACTACOQT 480 

GTCAGOOGAa GAiSTTTCAQA AATGGTGTTT AAAGCAAGCA AQATAACTTT TC3VCTGGGGA 540 

AAATGCAATA TGTCATCTGA TGGATCAGAG CATAOTTTAG AAGQACAAAA ATTTCCACTT 600 

GAGATGCAAA TCTACTOCTT TGATQCAGAC CGATTTTCAA GTTTTGAGGA AGCAGT CAAA 660 

GGAAAAGGGA AGTTAAaAGC TTTATCCATT rrGTTTQAGG TTQGGACAQA AGAAAATTTG 720 

OATTTCAAAG OGATTATTGA TGGAGTOQAA AGTGTTAQTC GTTTTGGQAA 6CAGGCTGCT 780 

TTAGATOCAT TCATACTGTT GAACCTTCTG CCAAACTCAA C TGAC A AOTA TTAC ATTTAC 840 

AATG6CTCAT TQACATCTCC TCCCTGCACA QACACAGTTQ ACrGGATTOT TTTTAAAOAT 900 

ACAOTTAOCA TCTCTGAAAG CCAGTTGGCT GTlTfrXGTQ AA6TTCTTAC AATQCAACAA 960 

TCTGGTTATO TCATGCTGAT GGACTACTTA CAAAACAATT TTOOAGAOCA ACAGTACAAQ 1020 

TTCTCTAGAC AOGTOTTTTC CTCATACACT GQAAAGGAAO AGATTCATGA AGCAGTTTGT 1080 

AOTTCAGAAC CAOAAAATOT TCAGGCTQAC CCAGAGAATT A TACCAG CCT TCTTGTTACA 1140 

TOGGAAAGAC CTCaAGTOST TTATGATACC ATGATTGAGA AOITTGCftST TTTGTA CCAfl 1200 

CAGTTGGATO GAGAQGACCA AACCAAGCAT GAATTTTTGA CA QAIGQ CTA TCAAGACTTG 1260 

GGTGCTATTC TCAATAATTT GCTACCCAAT ATQAOTTATO TllillCAGAT AGTAGCCATA 1320 

TGCACTAATO GCTTATATGG AAAATACAGC QACCAACTGA YTGTOQACAT 0CCTACT6AT 1380 

AATCCTGAAC TTOATCTTTT CCCTGAATTA ATTGGAACTG AAGAAATAAT CAAGGAGGAO 1440 

GAAGAGGGAA AAGACATTGA AGAAGGOQCT ATTGTGAATC CTGOTAGAGA CAGTGCTACA 1500 

AACCAAATCA OOAAAAAGGA ACCCCAOATT TCTACCACAA CACAf^TACAA T03CATAGQG 1560 

AOGAAATACA ATQAAGCCAA GACTAACOGA T0CXX3UICAA GAQGAAGrQA ATTCTCTGGA 1620 

AAGGOTGATO TTCCCAATAC ATCTTTAAAT ICCACTtCCC AACC»GTCAC TAAAT TAGCC 1680 

ACAOAAAAAO ATATTTCCTT OACTTCTCAG ACTOraACTO AACTOCCAOC TCACACTGTG 1740 
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AACTTOTCOO GGACIGOGA ATCOTJAM ^^IT^ „jO 

. GCAACmro CTATCCaTT aTCTCTOM j040 
5 GAAAACCCAG AGACAATAAC ATATGATCTC CWATAC^ V^oCTTCIM GSftCMGAAAT 2100 

GTGTGGTTTC CTACCTCIAC AGACATJACA G«5«?^0O GACAACCAAO 2220 

AGCTTTCrO: AGACTAATTA C3«E»JfflJA OTWT^ ^jg„ 

TCCTTTTCrO CAGGCCXAGT OATGTCAOyQ OSTCCCTCAG "^^^ TACCCCATCC 2340 
10 CATTATTCTA CCTTTQCCTA CTTCCCAACT GAGOT^ 

TOMACAAC AGGATTTGGT CTCa^ M^ro^^ A^^ 

CTATACRATG AGGCCAGTAA TASTA^CM Gfte^S!^ SsKCTCAC TTTTATCTGT 2S20 
GAATCCGAGA AQAAOOCACT IM^OOT er^TKTCT ^^^^ 

CTAGIGOTTC TTGTGGGIAT TCTCATCIAC ScCAAtaCC TATCTTTCCA 2640 

15 S^TTAOAOG ACAGTACATC (XCrj^ „00 
ATTTCAGATO ATGTCSQABC AATTCCM^ 2,60 

CATGCAAGTA GT«8ITW|C 2920 
GOTATTACAG CAGACRGCTC CAMCJCra ^ra^SC ACft^^ ^^^^ 

20 CIGACTGATT ATATCAATCC CAATTATOTT QATOGCT^ n^ATOAT ATOOOAACAT 3000 
GCTGCCCAAQ aCCCACT(aA ATCttCAGCT ^^T^ 3„g„ 
AATGTGGAAG TTATTQICM; WSJAO^ CTOBT^ 3^^^ 

caGTAcracK croccaTOJ «ST»^ TAO^ 

GWCAASTOC TTGOHATTA TAnerO^ 3240 

25 AAOOGCICCC AOAAAGGAM AOCCMTO^ 3300 

TOBOTBACA TGGGAGTJ^ AGM^CreC CTOTCA^ 33j„ 

<KXTATOCCA AGQGCCOTK AGTOGGGOT CTT^^ 3^20 

AQAAOGOa a«MM«« 3„0 
GTCAACATAT TTGOCrTCTI AAAACACATC '±^^^^^^"1 pc-TACITAG TAAAGAAACT 3S40 

30 GAGGAGOU^T ATOTCrrCAT TCATCM^^ CT^^ 36OO 

GAMTGCTGG ACAOTCATAT TttTGOTM CT^WWC TO^^^ ^^^j, 

S(X3^AAACAA AGCTAGASAA ACAATTCCM CTCCTOA^ 

GACTAWCTOCAGCOCB^O^GCAACAGG^^ j„0 

CCrCTGGAAA GATCAAGOOT ««»TTTCA TC^^ jg^O 

35 AATCCCTCCT ATATOLTGGG mTTKOO 3^^^ 

CTCCITCATA CCATCRAGGA TTTCTG^ ?^^S»M TOmACTG GCCAAATAAR 3960 

GTTATOATTC CTGATGGCa AJACATGG^ 4020 

GRTOMCCTA TAAATreiOA CMCTCT*^ „80 

CIATCTAATO AflaAAAAACI TATAATTCM GACTTTATCI TAGCCXXaWT 4140 

40 WTGTACTTG AAGTGAGGCA CTTia;^ 4200 

AGTAAAACrr TTGAAmAT A^TCTTMA CIG^A^ ^^^^ 

ATGAITOTTC ATGATGAGCA TGGAGGAGTG AOGO^A CAAGATOATC 4320 

CITATGCAOC AACtA^AAA A£»A^^ «3B0 

AATCIGATGA OGCCAOGAGT CTTTQCT^C CCACCTCTCT GGACRGIAAT 4440 

45 ATCCTCAGCC TEGTGAGCaC AAGGCMOW 4SOO 

QQTGCAGCAT TGCCTGATGG AJMAT;^ ^GMOTM ^g^, 

AAGGOOTGGO 6GGACTCACA TCTGA8CMT OTT^^ ^^20 

ATCAOTCIM TTCTOTTRTC TGTTGATrTC <^^^^°^ JmGCAAO ACITOIAAST 4680 

OCCAAAITTA TATCS^TTJAC AATC^ „40 
50 TACTTATTAT GTTTGAACTA AAM«AT^ AT^^ 

eajATTTTTT TCTGTMT^ 4860 

AAACIACAQA AAATGTTTCT TrPTASTOTC J*"^™ AATAAAACAC TCTTCCATAT 4920 

AgomOCTA GAAATATAAC SS^A SSkJ OTTACITMT 4980 

OATATTOU^ ATTTrA(»AC TG«GMTC ACCT^ 

55 OIAAATACTG CCCTAGTGTC TOCMG^ A^^^ SlOO 

ATTWACTAC TOASTCAAGT TWCMCITC TCTGTTACCT AAGTCATTAA S160 

60 iSSS^-S^SSS^U^AAAAAAAAAA S34^ 
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sea ID nOi 376 i»r-nt-..ilii Beouance: 
Protein JVeceeeion »■ BOS sequence 

] T T " " 

PKASKITFHW GKCNMSSDGS BHSLEGQKPP LEMQIYCFDA 
BSVSRPGKQA ^^^^^ 
TOTVDWIVFK OTVSISESQL AVFCEVLTMQ ^GYVWj^ 
iS^HEAV CSSEPENVQA DPENYTSLLV TW^R^VTO 

Sfltdgyqd lgailnnllp NMSYviiQivA icrMfS^ 

SSSlIKE EEBGKDIEEG AIVNPGRDSA ^QIRK^ 
RSFTRGSEFS GKGWPNTSL HSTSQPVTKL ATEKDiKjTS 
SSiRgPH Mn.SGTAESL KTVSITEYEE E^^^ 
Sl^FS SEITPETITTO VLIPBSARNA SE^SSGSB 
^raVGSGR BSFIiQTNYTE IRVDESEKTT KSF^OPWS 
TEVTOTaSp SSRQQDbVST VNWYSQTTQ FVVHEASNSS 
l^^l CLWLV6ILI VWRKCFQTAH FVLBDSTSPR 
Ili^raVAD IflASSGFTEE FEEVQSCTVD ^"ADSS^ 

JSSSSo ^Snany vdgvmrpkay iaaqg^ 
SSSqotSc doykpadgsb eyoiflvtqk SVOVLAWrV 



51 



TGALNQKNWG 
TVEINLTNDY 
DRFSSFEBAV 
LPNSTDlOfYI 
LQNNFREQQY 
TMIEKFAVLY 
SDQLZVDMPT 
ISTTTHWiRI 
QTVTEIjPPHT 
TCAEDSSGSS 
ESLKDPSMEG 
QGPSVTDIiEM 
RESRIGtiAEG 
VISTPPTPIF 
PDNKHKNRYI 
AEDFWRMIHB 
StHFTLBNTKI 



KKYPTCNSPK 
RV8G6VSEMV 
XGKGKIjRALS 
TOGSLTSPPC 
KFSRQVFSSY 
QQLDGEDQTK 
DKPBLDLPPE 
QTKYNEAKTN 
VEGTSASLND 
PATSAIPPIS 
NVWFPSSTDI 
PHYSTFAYFP 
LESEKKAVIP 
PISODVGAIP 
NIVAYDHSRV 
HNVEVIVMIT 
KKGSQKGRPS 



60 
120 
IBO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
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GRWTQYKVT QWPDMGVPBY SIJVLTPVRK AAYAKRHAVO PWVHCSAGV GRTOTVIVLD 1080 

SMLQQIQHBG TVNIFCFLKH TRSQVNTLVQ TEBQYVPIHD TLVBAIIiSKE TBVLDSHIHA 1140 

YVNALLIPGP AQKTKLBKQP QLLSQSNIQO SDYSAALKQC NRBKNRTSSI IPVERSRVQI 1200 

SSIiSQEOTDY INASYIMGYY QSNEPIITQH PLLHTIKDFW RMIWDHNAQL WMIPDGQNM 1260 

ABDEFVYWPN KDEPIMCESP KVTLMAEOnt CLSNEBiCLIl QDFILEATQD OYVI«BVRBFQ 1320 

CPKHmPDSP ISKTPELISV IKBEAANRDG PMIVHDBHGO VTAGTFCRLT TLMHOLBKEM 1380 

SVDWYQVAKM INUIRFaVFA DIEQYQFLYK VILSLVSTRQ BBNPSTSIDS WaALPDGMl 1440 
ABSItBSLV 



8eq ID KOt 377 PHA aewence 

Nucleic Acid Accesaloa tf« BOS eequence 

Coding sequence: 501-4514 

1 11 21 31 41 51 

CACACATACG CAOGCAOQAT CTCACTTOQA TCTATACACT GQAGGATTAA AAC3UUVCAAA 60 

CAAAAAAAAC ATTTCCrTOQ CTCCCCCTCC CTCTCCACTC TGAGAAGCAG AG QAGC CXKS^ 120 

CGGCGAQGQO GCGCAOACOG TCTGGAAATG CGAATCCTAA AOOGTTTCCT CGCTTGCATT 180 

CAOCTOCTCT OTGTTTGCGG OCTGOATTCG GCTAATGQAT ACTACAGACA ACAGAQAAAA 240 

CTICTTGAAQ AOATT GG CTG GTCCTATACA GGAGOVCTGA ATCAAAAAAT TQGQGAAACA 300 

AATATOCAAC ATGTAATAGC CCRAAACAAT CTCXrtATCAA TATTSATQAA OATCTTACAC 360 

AAGTAAATOT QAATCTTAAG AAACTTAAAT TTCAQQGTTO GOATAAAACA TCATTGGAAA 420 

ACACATTCAT TCATAACACT GGGAAAACAG TQOAAATTAA TCTCA CTAAT GACTACCXSTQ 480 

TCAGOGOAGG AGTTTCAGAA ATGGTGTTTA AAGCAAGCAA GATAACTTTT CACTGGGQAA 540 

AA1GCAATAT GTCATCIGAT GOATCAGAGC ATAGTTTAGA AGGACAAAAA TTTGCACTTG 600 

AOATOCAAAT CTACTGCTTT GATGOGQACC QATTTTCAAG TTTTGA6GAA GCAOT CAAAG 660 

GAAAAGGGAA GTTAAGAGCT TTATCCATTT TGTTTGAGQT TGGGAC3VGAA GAAAATTTGG 720 

ATTTCAAAGC OATTATTOAT GGAGTCGAAA GTGTTAGTCX5 TTTTGGGAAO CAGGCTOCTT 780 

TAGATCCATT CATACTQTTG AACCTTCTQC CAAACTCAAC TOAC R AOTAT TACATTTACA 840 

ATGGCTCATT GACATCTGCT C0CT6CACAO ACACASTTGA CTGGATTOTT TTTAAAGATA 900 

CAGTTAGCaT CTCTOAAAGC CASTTGGCTG TTTTTTGTGA AGTTCTTACA ATOCAACAAT 960 

CTGOTTATQT CATGCTGATG GACTACTTAC AAAACRATTT TOSAGAGCAA CAGTACAAGT 1020 

TCTCTAGACA GGTGTTTTCC TCATACACTG GAAAGOAAGA GATTCATGAA GCAOTTTGTA 1080 

GTTCAGAACC AGftAAATGTT CSVGGCTGACC OIGAQRATTA TACCAGCCTT CTTGTTACAT 1140 

GGGAAAGACC TCXaOTOQTT TATOATAOCA TGATTOAGAA GTTTGCAOTT TTGTACCAGC 1200 

AGTTCGATGG AGAGGACCAA ACCAAGCATQ AATTTTTGAC AflATGGCEAT CAftflACTTGG 1260 

GTGCTATTCT CAATAATTTG CTACCCAATA TGAltmATGT TCTTCA6ATA GTAGCCATAT 1320 

GCACTAATCQ CTTATATOQA AAATACAOCO ACCAACTGAT TGTCGACATQ CCTACTGATA 1380 

ATCCTGAACT TCATCTTTTC OCTGAATTAA TTGGAACTGA AGAAATAATC AAGGAGGAGG 1440 

AAQAGGGAAA AGACATTOAA GAAGGCGCTA TTGTOAATCC TOOTAOAOAC AGTOCTACAA 1500 

ACCAAATCAG GAAAAAGQAA OCOCAGATTT CTACCACAAC ACACTACAAT aX^TAOGGA 1560 

CGAAATACAA TGAAQCCAAO ACTAACCGAT CCCCAACAAG AGGAAGTGAA TTCTCTOGAA 1620 

AGGGTGATGT TCCCAATACA TCTTTAAATT CCACTTCCCA ACCAQTCACT AAATTAGCCA 1680 

CAGAAAAAGA TATTTCCTIG ACTTCTCAGA CTOTGACTOA ACTGCCACCT CACACTGTGG 1740 

AAQGTACTTC AGCCTCTTTA AATGATOGCT CTAAAACTOT TCTTAGATCT CCACATATGA 1800 

ACTTOTCGGG GACTGCAGAA TCCTTAAATA Ca OTi T C TAT AACAGAATAT QAGGAGGAQA 1860 

GTTTATTGAC CAQTTTCAAa CTTGATACTG QAGCTGAAGA TTCTTCAGGC TCCAG TCCOG 1920 

CAACTTCTGC TATCCXyVTTC ATCTCTGAGA ACATATCCCA AGGOTATATA TTTTCCTCCG 1980 

AAAACCCaGA GACAATAACA TATOATGTCC TTATAC3CAGA ATCTGCTAGA AATGCTTCOG 2040 

AAGATTCAAC TTCATCAGOT TCAQAAGAAT CACTAAAGGA TCCTTCTATO OAGGQAAATO 2100 

TGTGGTTTCC TAGCTCTAOV GACATAACAO CACAOCCCGA TOTTGGATCA GGCAOAOAGA 2160 

GCTTTCrCCA GACTAATTAC ACTGAGATAC GTOTTQATGA ATCIGAGAAO ACAACCAAOT 2220 

ccrrrrcTGC AGOCccAGra atgtcacagg gtccctcagt tacagatcto gaaatgccac 228O 

ATTATTCTAC CTTTGOCTAC TTCCCAACTG AGGTAACACC TCATGCTTTT AOOCCATCCT 2340 

CCAGACAACA GQATTTGGTC TCCACGGTCA AOGTGGTATA CTCX3CAGACA ACCCAACOQQ 2400 

TATACAATGA GGCCAGTAAT AGTAOCCATG AGTCTOGTAT TGGTCTAOCT GAGQGGTTGO 2460 

AATCCGAGAA GAAGGCAGTT ATACCCCITG TGATOGTGTC AGCCCTGACT TTTAT CTGTC 2520 

TAGTGOTTCT TGTGGGTATT CTCATCTACT GGAGGAAATO CTTCCAGACT GC ACAC TTTT 2580 

ACTTAGAGGA CAGTACATOC CCTAQAGTTA TATCCACACC TCCAACACCT ATCTTTCCAA 2640 

TTTCAGATGA TGTCOGAGCA ATTCCAATAA A6CACTTTCC AAAGOITOTT OCAQATTTAC 2700 

ATGCAAOTAG TGGGTTTACT GAAGAATTTG AGACACTGAA AGAGTTTTAC CAGOAACTGC 2760 

AGAGCK5TAC TGTTGACTTA GGTATTACAG CAGACAGCTC CAACCACCCA 6ACAACAAGC 2820 

ACAAGAATCG ATACATAAAT ATOGTTQCXrT ATGATCATAG CAGGGTTAAG CTAGCACAGC 2880 

TTOCTGAAAA GGATGGCAAA CTGACTGATT ATATCAATGC CAATTATOTT GATQGCTACA 2940 

ACAGACCAAA AGCTTATATT GCTGCCCAAO GCOCACXOAA ATCCACACCT GAAGATTTCT 3000 

GGAGAATGAT ATCGGAACAT AATOTGOAAO TTATTSTCAT GATAACAAAC CT06TG0A0A 3060 

AAGGAAQGAO AAAATGTQAT CAGTACTGGC CTGCOSATGG GAGTGAGGAG T AOGGQ AACT 3120 

TTCTGOTCAC TCAGAAGAGT GTGCAAGTGC TTGCCTATTA TACTGTGAGG AATTTTACTC 3180 

TAAGAAACAC AAAAATAAAA AAGGGCTCCC AGAAAGGAAO ACXXafiTGGA CGTGTGGTCA 3240 

CACAOTATCA CTACACQCAO TGGCCTGACA TCGGACTACC AfiAGTRCTCC CTOCCAgPSC 3300 

TQACCTTTOT QAQAAAGOCA GCCTATGCCA AGOGCCATCC AGTGGGOCCT GrPOTOCTCC 3360 

ACTQCAGTGC TCGAGTTGGA AGAACAGGCA CATATATT6T OCTAGACAQT AT6TTG CAGC 3420 
AGATTCAACA 06AAGGAACT GTCAACATAT TTGGCTTCTT AAAACACATC OGTTCACAAA 3480 
QAAATTATTT QGTACAAACT GAGGAGCAAT ATOTCTTCAT TCATGATACA CTGGTTGAGG 3540 
CCATACTTAG TAAAGAAACT GAGQTOCTOa ACAGTCATAT TCATGCCTAT G TEAATQ CAC 3600 
TCCTCATTCC TGGACCAGCA GGCAAAACAA AOCTAGAOAA ACAATTGCAO CTCCTGAGCC 3660 
AGTCAAATAT ACAOCAGAGT GACTATTCTG CAGCCCTAAA GCAAT GCAAC AGGGAAAAGA 3720 
ATOGAACTTC TTCTATCATC CCTGTGGAAA GATCAAGGGT TGGCATTTCA TCCCTGAGTG 3780 
GAGAAGGCAC AGACTACATC AATGOCTCCT ATATCATGGQ CTATTACCAG AGCAAT6AAT 3840 
TCATCATTAC CCACCACCXTP CTCCTTCATA OCATCAAOGA TTTCTGQAGO ATGATATGOG 3900 
ACCATAATCC CCAACTG6T0 OTTATOATTC CTGATGGOCA AAA CATGG CA OftAO ATQAAT 3960 
TTOTTTACra OCCAAATAAA 0AT6AGGCTA TAAATTOTOA OAGCTTTAAO OT^CTCTTA 4020 
tOOCTOAAGA ACACAAATGT CTATCTAATG AGGAAAAACT TATAATTCAG GACTTTATCt 4080 
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10 



15 



20 



TAGAA6CTAC 
CAM^TCCAGA 
CTGCCAAT3W3 
CTTTCTGTGC 
ACCAGGTAGC 
ATCAGTTTCT 
CCACCTCTCT 
AGTCTTTAGT 
TCCTAAAATT 
ACAGTAACTT 
TTTTTGCAAG 
ATTTCTAAGA 
TTATAQAGGT 
CTGTATTTGT 
AATAAAACAC 
6AAATAATCT 
TTATAATTGT 
TTTAGTTrAA 
TGTGTTACCT 
AAATACOTC 
ATGGTTTTTA 
AAAAAAAAAA 



ACAGGATGAT 
TAGCCXXATT 
GGATGGGCCr 
TCTGACAACC 
CAAGATGATC 
CTACAAAGTG 
GGACAGTAAT 
TTAACACAGA 
AGGCAGGAAA 
TCATGACATA 
ACTTGTAATT 
ATGGAATTGT 
TAGGAATTCC 
AGCAATTATC 
TCTTCCATAT 
GTTACTTATT 
AGATTTTTAT 
TGAOGTAGTT 
AAGTCATTAA 

ArrrraAAAG 

TCCAAGGAAT 
AAAAAAAAAA 



TATGTACTTO 
AGTAAAACTT 
ATGATTGTTC 
CTTATGCACX: 
AATCTCATGA 
ATCCTCAGCC 
GGTCCAGCAT 
AAGGGGTGGG 
ATCAGTCTAG 
GGATTCTGCC 
TACTTATTAT 
QGTATTTTTT 
AAACTACAGA 
AQGTTTGCTA 
GATATTCAAC 
GTAAATACTG 
ATTTTACTAC 
CATTAGCTGG 
CTTTGTTTCA 
AAGTPITTAT 
TQCAAAAATA 
AAA 



AAGTGAGGCA 
TTGAACTTAT 
ATGATGAGCA 
AACTAGAAAA 
GGCCAGGAGT 
TTGTGAGCAC 
TQCCTGATGG 
6GGACTCACA 
TTCTGTTATC 
GCCAAATTTA 
GTTTGAACTA 
TCTGTATTGA 
AAATOTTTOr 
GAAATATAAC 
ATTTTACAAC 
CCCTAGTGTC 
TGAGTCAAGT 
TCTTACTCTA 
GCATOTAATT 
GAGAATAACA 
AATATAAATA 



CTTTCAGTGT 
AAGTGTTATA 
TQQAfiGAgrG 
AGAAAATTGC 
CTTTGCTGAC 
AAGGCAGGAA 
AAATATAGCT 
TCT6AQCATT 
TGTT6ATTTC 
TATCATTAAC 
AAATGATTGA 
TTTTAACAGA 
TTTTAGTGTC 
TTTTAATACA 
TGCAGTATTC 
TCCATGGACC 
TTTCTAGTTC 
CCAGTTTTCT 
TTAACXTTTG 
CCTTACCAAA 
TTOCCATTAA 



CCTAAATGGC 
AAAGAAGAAG 
ACGGCAGQAA 
GTGGATGTTT 
ATTGAGCAGT 
GAGAATCCAT 
GAGAQCTTAG 
GTTTTCCTCT 
CCATCACCTG 
AATGTGTGCC 
ATTTTACAGT 
AAATTTCAAT 
AAATTTTTAQ 
GTAGCXTTGTA 
AOCTAAAGTA 
AAATTTATAT 
TGTGTAATTG 
GACATTGTAT 
TGGAAAATAG 
CATTGTTCAA 
AAAAAAAAAA 



4140 
4200 
4260 
4320 
4380 
4440 
4500 
4S60 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
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sea ID NO: 378 Protein sequence i 
Protein AcceaBion »s BOS sequence 



11 



21 



31 



^WPKASKITP 
LSZIiFBVGTB 
PCTDTVDWIV 
SYTGKEEIHE 
TKHEFLTDGV 
PELIGTEBII 
TNRSPTRGSE 
inaGSKTVLRS 
ISEKISQGYI 
DITAQPDVGS 
FPTBVTPHAP 
IPIiVrVSALT 
IPIKHPPKHV 
IVAVDHSRVK 
NVEVIVMITN 
K6SQKGSPS0 
RTCIYlVIiDS 
EVLOSHIHAY 
PVERSRVGIS 
VMIPDGQNMA 
YVLSVKHFQC 



HVtGKCNMSSD 
EKLDFKAZID 
PKDTVSISBS 
AVCSSEPKNV 
QDliGAlLNMI* 



FS6KGDVPMT 
PHMNIiSGTAE 
FSSEirPETIT 
GRESPlOTJy 
TPSSRQQriI*V 
FICLWLVQI 
ADXSASSGFT 
LAQLAEKDGK 
LVEKQRRKCD 
RWTQYHVTQ 
MLQQIQHBGT 
VNALIiIPGFA 
SLSGE6TDYI 
BDEFVYWPNK 
PKMPNPDSPX 
VDVYQVAKMI 



GSEHSLEGQK 
GVESVSRFGK 
QLAVFCEVLT 
QADPBNYTSL 
LPNMSYVLQI 
EGATVNPGRD 
SLNSTSQPVT 
8UITVSITBY 
YDVLIPBSAR 
TBIRVDESEK 
STVNWYSQT 
LIYWRKCPQT 
EKFETLKBFY 
LTDYINANW 
QYttPADGSBB 
WPDMGVPBYS 
VNIFGFIiKHI 
GKTKLEKQFQ 
NASYIMOYYQ 



FPLEMQITfCP 
QAALDPFILl* 
MQQSGYVMLM 
LVTWERPRW 
VAICTOGLYO 
SATNQIRKKE 
KLATEKDiSIi 
EEESLLTSFK 



SKTFELISVX 
HIHRPGVFAD 



TTKSFSAGPV 
TQPVYNBASN 
AHFYLEDSTS 
QEVQSCTVDL 
DGYNRPKAYl 
YGSPLVTQKS 
LPVLTPVRKA 
RSQRNYLVQT 
LLSQSNIQQS 
SNEFIITQBF 
VTIMAEEBKC 



IBQYQFIiYIW 



DADRFSSFEE 
UliLPNSTDKY 
DYLQNNFRBQ 
YDTMIBKFAV 
iWSDQIiIVDM 
PQISTTTHYN 
TSQTVTELPP 
IJ)TGAEDSSG 
SEBSIiXDPSH 
MSQGPSVTDL 
S8HESRIGLA 
PRVISTPPTP 
GITADSSNHP 
AAQGPLKSTA 
VQVLAYYTVR 
AYAKSHAVGP 
BEQYVFIHDT 
DYSAALKQCN 
LIjHTIKDPWR 
LSNEEKLIIQ 
MIVHDBHGGV 

ilslvstrqb 



51 
1 

AVKGKGKLRA 
YIOTGSIiTSP 
QYKFSRQVFS 
LYQQUX3EDQ 
PTDNPEUJLF 
RIGnONEAK 
HTVE6TSASL 
SSFATSAIPF 
BGNVHFPSST 
EMPHYSTFAY 
EQLESEKKAV 
IFPISDDVGA 
DKKBXNRYD) 
EDPHRMIHEH 
NFTLRNTKIK 
WVHCSAGVG 
IjVEAILSKET 
SEKNRTSSII 
MIHDHHAQLV 
DPILEATQDD 
TAGTPC3M*TT 
ENPSTSLDSN 



60 
120 

lao 

240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



GAALPDGHIA BSLBSLV 

Sea ID NO: 379 PKA geouence 

Nucleic Acid Accessioi ft* BOS sequence 

Coding sequence* 148-4632 



CACACATACG 
CAAAAAAAAC 
CX3GC36AGGGG 
CAGCTCCTCr 
CTTGTTGAAG 
AAATATCCAA 
CAAGTAAATG 
AACACATTCA 
GTCAGCGGAG 
AAATGCAATA 
GAGAIGCAAA 
GGAAAAGGGA 
QATTTCAAAG 
TTAGATCCAT 
AATGGCrCAT 
ACAGTTAGCA 
TCTGGTTATQ 
TTCTCTAGAC 
AGTTCA6AAC 
TGGGAAAGAC 
GAGTTGGATG 
GGTGCTATTC 
TGCACTAATG 
AAT0CT6AAC 
GAAGAGGGAA 
AACGAAATCA 



11 

CAC6CA0GAT 
ATTTCCTTCG 
CCGC3\GACCG 
GTGTTTGCCG 
AGATTOGCTG 
CATGTAATAG 
TGAATCTTAA 
TTCATAACAC 
GAGTTTCAGA 
TGTCftTCTGA 
TCTACTGCTT 
A8TTAAGAGC 
OGATTAITQA 
TCATACTGTT 
TGAGATCTCC 
TCTCIGAAAO 
TCATGCTGAT 
AGGTGTTTTC 
CAGAAAATGT 
CT0QAGTG6T 
GA6AGGACCA 
TCAATAATTT 
QCTTATATGQ 
TTGATCrTTT 
AAGACATTGA 
GGAAAAAGGA 



21 

CTCACTTOQA 
CTCCCCCTCC 
TCTGGAAATG 
CCIGQATTQG 
GTCCTATACA 
CCCAAAACAA 
QAAACTTAAA 
TGGGAAAACA 
AATGGTGTTT 
TOQATCAQAG 
TGATGOGGAC 
TTTATCCATT 
TGGAQTOGAA 
GAACXrWCTG 
TCOCIGCACA 
CGAGTTGGCP 
QGACTACTTA 
CrCATACACT 
TCAGGCTGAC 
TTATGATACC 
AACCAASCSVT 
GCTACCCAAT 
AAAATACAGC 
CCCTGAATTA 
AGAAGGOGCr 
AOCCCAjQATT 



31 

TCTATACACT 
CTCTCCACrC 
CGAATCCTAA 
GCTAATGGAT 
GGAGCACTGA 
TCTCCTATCA 
TTTCAGGGTT 
GTGGAAAXTA 
AAAGCS^CA 
CATAGTTTAG 
C6ATTTTCAA 
TTGTTTGAGG 
AGTGTTAfGTC 
CCAAACrCAA 
GACACAGTTG 
GTTTTTTGTG 
CAAAACAATT 
GGAAAGGAA6 
CCAGAGAATT 
ATG ATTQAG A 
GAATTTTTGA 
ATGAGTTATG 
GACCAACTGA 
ATTGGAACIO 
ATTGTGAATC 
TCIACXaCAA 



41 

GGAGGATTAA 
TGAGAAQCAO 
AAOGTTTCCT 
ACTACAGACA 
ATCAAAAAAA 
ATATTGATGA 
GGGATAAAAC 
ATCTCA CTAA 
AGATAACTTT 
AAGGACAAAA 
GTTTTGAGGA 
TTGGGACAGA 
UlTfTOGOAA 
CTGACAAGTA 
ACTG6ATTGT 
AAGTTCTTAC 
TTCGAGAGCA 
AQATTCAT6A 
AraOCAOCCT 
AGTTPGCAGT 
CAGATGGCTA 
rrCTTCAQAT 
TTGTCGACAT 
AAiGAAATAAT 
CIGGTA6AGA 
CACACTACAA 



51 

AACAAACAAA 
AG6AGC0GCA 
06CTTGCATT 
ACAQAGAAAA 
TTGGGGAAAG 
AGATCTTACA 
ATCATTGQAA 
TGACTACOGT 
TCACTOQGGA 
ATTTCCACTT 
AGCAGTCAAA 
AGAAAATTTO 
GCAGGCT6CT 
TTACATTTAC 
TTTTAAAQAT 
AAT6CAACAA 
ACAG TACAAG 
AGCAGTTTQT 
TCTTGTTACA 
TTTGTACCAG 
TCAAGACTTO 
AGTAGCCATA 
GCCTACTGAT 
CAAGGA6GAG 
CAGTGCTACA 
TCGCATAGGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
X560 



1101 
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ACQAAATAOV ATCAASCCAA GACTAACGGA TOCOCAACAA OAGGAAGTOA ATTCTCTQGA 1620 
AAGGGTGATG TTCCCAATAC ATCTTTAAAT TCCACTTOCC AACCAOTCAC TAAATTACCC 1680 
ACAGAAAAAG ATATTrCCTT OACrTCTCAG ACTOTGACTa AACTGCCACC TCACACTGTG 1740 
GAAGGTACTT CAOCXTTCTTT AAATQATC3GC TCTAAAACTG TTCTTAGATC TCX^VCATATG 1800 
5 AACrrorOGG OGACXGCAGA ATCCTTAAAT ACAGTTTCTA TAACAGAATA TQAGGftGQAG 1860 
AGTTTATTO CXaOTTTCAA GCTTGATACT OOASCTGAAG ATTCXTCftOO CTCCASTCCC 1920 
GCAACTTCTG CTATCOCATT CATCTCTGAG AACATATCCC AAGGOTATAT ATTTTOCICC 1980 
GAAAACCCAO AGACAATAAC ATATQAT6TC CTTATAOCRO AA TCTGCTA G AAATQCTTCC 2040 
GAAGATTCAA CTTCATCAGG TTCAGAAGAA TCACTAAAGO ATCCTTCTAT GOAGGOAAAT 2100 
10 OTGTCGTTTC CTAGCTCTAC AGACATAACA GCACAGOCOQ ATOnOGATC AGGCAOAGAO 2160 
AGCTTTCTCC AGACTAATTA CACTGAGATA GGTGTTGATG AATCXGAGAA GACAAOCAAQ 2220 
TCCTTTTCTG CAG6CCCAGT GATGTCACAG GOTOCCTCAO TTACAGATCT GQAAAT6CCA 2280 
C3VTTATTCTA CCTTTGCCTA CTTCCCAACT GAGGTAACAC CTCATGCTTT TACCCCATCC 2340 
TCCAQACAAC AGGATTTGGT CTCCAOGGTC AACGTGGTAT ACTCOCAQAC AACCCA ACCG 2400 
15 GTATACAATG AGQCCAQTAA TA6TAGCCAT GAGTCTOOTA TTGGTCXAGC TGAi.u wi.m 2460 
QAATCaSAGA AGAAGGCAGT TATACCCCTT GTOATOOTGT CAGCCCTQAC TTTTAT CTOT 2520 
CTAGTGGTTC TTCTGQGTAT TCTCATCTAC TGGAGGAAAT GCTTCCAOAC TQ CACACTTT 2580 
TACTTAQAGO ACAOTACATC CCCTAGAGTT ATATCCACAC CTCC3UVCACC TATCTTTCCA 2640 
ATTTCAGATG ATGTCGGAGC AATTCCAATA AAGCACTTTC CAAAGCATGT TGCaOATTTA 2700 
20 CATGCAAGTA GTGGGTTTAC TGAAQAATTT GAGACACTGA AAGAGTTrTA CCAGGAAGTO 2760 
CAGAGCTGTA CTGTTQACTT AGOTATTACA OCAGACAOCT CXAACCAOCC AGACAACAAG 2820 
aiCAAGAATC QATACATAAA TAT0 6 TTG0C TATGATCATA GCAGGGWAA GCTAGCACAG 2880 
CTTQCTGAAA AGGATGGCAA ACTGACTGAT TATATCAATG CCAATTATGT TQATOGCTAC 2940 
AACAGACCAA AAGCTTATAT TGCTGCCCAA GGCCCACTGA AATCCACAGC TQAAGATTTC 3000 
25 TGGAGAATGA TATQGGAACA TAATGTGGAA GTTATTQTCA TGATAACAAA CCTC6TGQAG 3060 
AAAGGAAGGA GAAAATGTOA TCAGTACTOG CCTGCOGATC OGAGTGAGGA OTA OGGQA AC 3120 
TTTCTOGTCA CTCAGAAGAG T0TGCAAGT6 CTTGOCTATT ATACTOTGAG GAMrTTTACT 3180 
CTAAGAAACA CAAAAATAAA AAAGGGCTCC CAGAAAGGAA QACCCA6TCG AOGTGTGOTC 3240 
ACACAGTATC ACTACACGCA GTGGCCTQAC ATGQGAGTAC CAQAGTACTC CCTOCCAGTG 3300 
30 CTGACCTTTG TGAGAAAGGC AGCCTATGCC AAGCGCCATG CAGTGGGGCC TOTTOTOGTC 3360 
CACTGCAGTQ CTGOAOrTGO AAGAACAOGC ACATATATTG TGCTAGACAG TATGTTOCAG 3420 
CAGATTCAAC AOSAAGGAAC TOTCAACATA TTTGGCTTCT TAAAACACAT COnTCACAA 3480 
AQAAATTATT TGGTACAAAC T6A0GAGCAA TATGTCTTCA TTCATGATAC ACTGOTTQAG 3540 
GCCATACTTA QTAAAGAAAC TGAGGTGCTG GACAGTCATA TTCATGCCTA TGTTAATGCA 3600 
35 CTCCTCATTC CTGGACCAGC AG6CAAAACA AAQCTAGAOA AACAATTCCA GGGT CTCACT 3660 
CTOTCACCCA GGCTGGAGTG CAGAGGCACA ATCTOtSGCTC ACTGCAACCT TCCrCTOCCT 3720 
GGCTTAACTO ATCCTCCTAC CTCAOCCTCC CQAGT6GCTG GGACTATACT CCTOAGCCAO 3780 
TCAAATATAC A6CAGAGTGA CTATTCTGCA GCCCTAAAOC AATOCAACAG GGAAAAGAAT 3840 
OGAACTTCTT CTATCATCCC TGTGGAAAQA TCAAQGGTTG GCATTTCATC CCTGAGTGGA 3900 
40 GAAGGCACAG ACTACATCAA TGCCTCCTAT ATCATGGGCT ATTACCaGAG CAATQAATTC 3960 
ATCATTACCC AGCACCCTCT CCTTCATACC ATCAAGGATT TCTOGAOOAT GATATQQGAC 4020 
CATAATOCXX: AACTGGTGGT TATGATTCXT GATGGCCAAA ACATGGCA6A A6ATGAATTT 4080 
GTTTACTGGC CAAATAAAGA TGAGCCTATA AATTOTGAQA GCTTTAAGGT CACTC TTATQ 4140 
GCTGAAGAAC ACAAATGTCT ATCTAATGAG GAAAAACTTA TAATTCAGQA CTTTATCTTA 4200 
45 GAAGCTACAC AGGATGATTA TGTACTTGAA GTGAGGCACX TTCAGTGTCC TAAATGGCCA 4260 
AATCCAGATA GCCCCATTAG TAAAACTTTT QAACTTATAA GTGTTATAAA AGAAGAAOCr 4320 
GCCAATAGGG ATGGGCCTAT GATTGTTCAT GATGAGCATG GAGGAGTGAC GG CAGQAACT 4380 
TTCTGXOCTC TGACAACCCT TATGCACCAA CTAGAAAAAG AAAATTCOGT GGATQTTTAC 4440 
CAG0TA60CA AGATGATCAA TCIGATGAGG CCAOGAGTCT TTGCIQACAT TGAGC3«3TAT 4500 
50 CAOTTTCTCT ACAAAGTGAT CCTCAOCCTT GTGGGCACAA GGCAGGAAGA QAATCXATCC 4560 
ACCTCTCTGG ACAGTAAKW TGCAGCATTG CCTGATGGAA ATATA GCTOA GAGCrTAGAG 4630 
TCTTTAGTTT AACACAGAAA GGGGTGGGGG GACTCACATC TOAGCATTOT TTTOCTCTTC 4680 
CTAAAATTAG GCAGGAAAAT CAGTCTAOTT CrOTTATCTG TTGATTTCCC ATCACCTGAC 4740 
AGTAACTTTC ATGACATAGG ATTCTGCCGC (»AATTTATA TCATTAACAA TOTGTGCCTT 4800 
55 TTIGCAAGAC TTOTAATTTA CTTATTATGT TTGAACTAAA ATGATTGAAT TTTACAGTAT 4860 
TTCTAAGAAT GGAATTGTGG TATTTTTTTC TOTATTGATT TTAACAGAAA ATTTCAA TTT 4920 
ATAGAGGTTA GGAATTCCAA ACTAOVOAAA ATGTTTGTTT TTAGTGTCAA ATTTTXAOCT 4980 
OTATTTGTAO CAATTATCAO OTTTGCTAGA AATATAACTT TTAATACAGT AGCXTOTAAA 5040 
TAAAACACTC TTCCATATGA TATTCAACAT TTTACAACTG CAGTATTCAC CTAAAGTAGA SlOO 
60 AATAATCTGT TACTTATTGT AAATACTGCC CTAGTGTCTC CS^TQ QACCAA ATrTATATTT 5160 
ATAATTCTAG ATTTTTATAT TTTACTACTG AGTCAAGTTT TCTAGTTCTa TGT^PTGTT 5220 
TAGTTTAATO AOGTAGTTCA TTAGCTGQTC TTACTCTACC AGTTTTCTGA CATTGTATTG 5280 
TOTTACCTAA GTCATTAACT TrGlTTCAGC ATGTAATTTT AACTTTTGTG GAAAATAGAA 5340 
ATAOCITCAT TTTGAAAOAA OTTTTTATGA GAATAACACC TTACCAAACA TTGTTCAAAT 5400 
65 QOTTTTTATC CAAGGAATTG CAAAAATAAA TATAAATATT GOCATTAAAA AAAAAAAAAA 5460 
AAAAAAAAAA AAAAAAAAAA A 
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Seq ID NOt 380 Protein sequence i 
Protein AccesBion «t EOS sequence 



1 11 21 31 41 51 

MRILKRFIAC IQLLCVCRID WANOYYRQQR KLVBEIGWSY TGALNQKNWG KKTfPTCNSPK 60 

QSPIMIDEDL TQVHVHLKKL KPQGWDKTSL ENTPIHMTGK TVEINLTNDY RVSGGVSEMV 120 

75 FKASKITFHW QKCNMSSOGS EHSLEGQKFP LBMQIYCPDA DRPSSFEBAV KGKQKLRAI.S 180 

ILFBVOTEEM LDPKAIIDGV ESV8RFGKQA AU)PPILUIL LPNSTDKYYI YNGSLTSPPC 240 

TDTVDWIVFK DTV8ISESQL AVFCBVI,TMQ QSGYVMLMDY U»INPREQQY KPSRQVFSSY 300 

TGKBBIHEAV CSSEPEXIVOA DPQIYTSLLV TWERPRWYD TMIEKPAVLY QQUX3ED0TK 360 

HBPLTDGYQD LQAXUHILLP MMSYVLQIVA ICTNGLYGKY S DQLIV DMPT DNPEU)1»FPE 420 

80 LIOTBBIIKE BBEGKDIKBG AIVNPGHDSA TNQIRKKEPQ ISTTTHVNRI GTOVNEAKIN 480 

R8PTR0SEPS GK0DVPNT8L NSTSQPVTKL ATEKDISLT8 QTVTSIiPPaT VBGTSASUID 540 

GSXTVIiRSPH KNLSGTABSL KTVSITEYEE ESLLTSPKXJ) TGAEDSfiOSS PAT8AXPF28 600 

DflSQOYIFS SBMPETITYD VLIPESARNA SEDSTSSOSB BSLKDPSMEO MVWFPSSTDI 660 

TAQFOVOSGR ESPLQTNYTB IKVDBSEICTT KSPSAGPVMS QOPSVTOLBK PBYSTFAYPP 720 
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10 



15 



tevtphaftp 
lvivsaltpi 
ikhfpkhvad 
aydhsrvkla 
evivmitnlv 

SQKORFSGRV 
GTYIVLDSML 
LDSHIHAYVN 
SRVAOTIIiLS 
YZMGyyQSNE 
INCBSFKVTL 
FBLISVIKEE 
RP6VFADXBQ 



SSRQQDIiVST 
CLWLVGILI 
LHASSGFTEE 
QliAEKDGKLT 
BKSRRKCDQY 
VTQYHYTQWP 
QQIQHEGTVN 
ALLIPOPAGK 
QSNIQQSDYS 
FIITQHPLLH 
MAEEHKCLSU 
AAHRDGPKIV 
YQFLYKVILS 



VNWYSQTTQ 
YWRKCPQTAH 
FBTXiKEPYQE 
DYINANYVDG 
WPAD6SEEYG 
DMGVPEYSLP 
IFGFLKHIRS 
TKLERQFQGIi 
AALKQCNREK 
TIKDFWRMIW 
EEKLIIQDFI 
KDEHG6VTAG 
IiVGTRQEBHP 



PVYNBASNSS 
FYLEDSTSPR 
VQSCTV0U3X 
YMRPXAYIAA 
NFLVTQKSVQ 
VLTFVRKAAY 
QRNYLVQTEE 
TLSPRLBCRO 
NRTSSIIPVB 
DHNAQIjWMI 
LBATQDDYVL 
TFCALTTLMH 
8TSLDSNGAA 



SESRI6IAEG 
VISTPPTPIF 



QGFI«KSTA£D 
VLAYYTVBNF 
AKRHAVGPW 
QYVFIHDTLV 
TISAHOIIiPL 
RSRVGISSLS 
PDGQNHAEDB 
EVRHFQCPKW 
QIiEKEHSVDV 
LPDGHIAESL 



LBSBKKAVZP 
PISDmrOAIP 
KHKNRYINIV 
FWRMIWEHNV 
TLBMTKXKK0 
VHCSAGVGRT 
EA.ILSKETEV 
PGLTDPPTSA 
GEGTDYINAS 
FVYWPNKDEP 
PHPDSFIBRT 
YQVAXMINLH 
GSIiV 



780 
840 

900 
960 
1020 

loeo 

1140 

1200 
1260 
1320 
1380 
1440 



8eq ID MO: 381 DMA sequence 

nucleic Acid Accession #: NM_0028Sl.l 

coding sequences 148.. 7092 



20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



1 11 21 31 «1 f 

LcA«m«koGci«:G;.Tl:T««io^Tc^^ ,fo 

OMAMMC ATTTCCrrCO CTCCOCCTOC CTCTSSSS I^nOT COOTGCATT 180 

SgC^QGO CCOCRGACCO TCTQOMMS OWJ'SC^ ^S^S S^^AAA 240 
SSraCCTCT OTGTTTOCCG CCTOGRTTOO 6CTM.TQGM AC^^CA ^^^^^^^ 

CTI<SIT<»U« AGATTSGCTG CTOCIA^ 360 

AAATATCCAA. CATGTAATAG OCCAAJACW ^Sm^AAC ATCATTCGAA 420 

CAAGTAAATO TGAATCTTAA ^^^K ATCTCACTAA TGACTACCGT 480 

QAQATOCAAA TCTACTGCTT TGATGMMC CQWTT^ ?ioGQ^^ ABAAAATTTG 720 

eoAAAA«3(» AOTtAASAGC rn^^ ,80 

<aTTTCAAAQ CGATTACTW 840 

TTAGATCCAT TCATACTGTT GAACCTTCTG CCAAACTUft* ttttaaaSAT 900 

II^St TGACATCIO: TCa:TGCACA GACAO^ ^ 

TCTGQTTATO TCATQCKHW GOACTACITA O***^^ I^TCMGA AGCAGTTTGT 1080 
TTCTCTAflAC AGGTGTTTTC OTM*^ ^^A^ 1140 
MTTCAGAAC CAGAAAATST TCAGQCTGAC CraCft^RTT VpSS^ilt TITSTMXM3 1200 

1260 

CAGTTGGATO OAOWaSAMA AA«MSCAT TTCTTCAGAT ASTAGOCATA 1320 

OarcCTATtC TCAATAAOT GCrwra^ M^ST^ TT^ ^^^^ 

TGCACTAATQ OCTTATATOO AAAATAOWC ^1^^ AAQAWWAAT CAAGGAGGAG 1440 
AATC(^C TTGATCTTTT CCCTGAATW AT^ 

MkCCAAATCA OOAAAAAOGA ACCOCA^WT I'^^^i^^ GAGOABSTQA ATTCrCTGGA 1620 

ACHAAATACk AMAMOCAA «Ca^ 1S80 

AAOOOIQATO TTCCCAATAC ATCTTtAAAT TCCACTT^ V^toeCACC TCACACTGTG 1740 

ACAGAAAAAGMA^^OACI^AgSW^ ^3,, 

GAAGGTACTT CAGCCTCm aSottcS TRAOWAATA TOBGGABGAG 1860 

SSiSJJSSJ ^S^JSS AMOSTATAT AITT^ "80 

GCAACITCIG CTATCOCATT CATCTCTGAO AAATGCTPCC 2040 

QftAAACa3«3 AGACAATA^ AIATOMGK 

OAAGATTCAA CTTCATCAGG TTCAGAAGAA T™^*^ tJ^nOMC AOGCRQAGAG 2160 

CATTATTCTA CCTTIGCCTA CTTCC^^ iSSjcfflMP ACTCOGAOAC AACCCAACW5 2400 

TOCAGACAAC AGQATT1G8I CTCO^STO ^460 
OTATAOMO OT0M3ACACC TCTTM^ TC^ra^ 

MWXTTTGT TGCTTOACAA T<aGJTCCre jggo 
KXmxreC ATOTOUSOT WTATTT^ AG^^ 

TCTTCCTATQ ATGGTGCACC T^CTTCm SScttSoC TACC3GRGAGT 2700 

•PTTTJiAGCAT CTGGTGACAC TTOGCTTAAA CCTGTCCTTA ux\au»u«*%.**- ^'^^ 

TC:rCAA^a<-AJ. t-i^Aw*w»- vrnw-prCAA CTCAGCTCTT ATTTTATSAG 3660 

1103 



wo 03/042661 



PCTAJS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



CCCAAftGTTC ATAAAATTWB TTCTACAATG TTG CATCTCA T TOTATCAA A TTCTGCTTCA 
AGTGAAAACA TGCTGCACrC TACATCTGTA CCAGTTTTTQ ATOTGTCGCX: TACTTCTCAT 
ATOCACTCro CTTC3«rrTCA AGGTTTOACC ATTTCCTATG CAAGTGAOAA ATATOAACCA 
GTTTTGTTAA AAAGTOAAAO TTCCCACCAA GTGOTACCTT CTTTOTACAC TAATGATGAQ 
TTGTTGCAAA OQGCCAATTT QGAGATTAAC CAGGCCCATC OCOCftAAAGG AAGGCATOTA 
TTTOCTACAC CtGTTTTATC AATTGATGAA CCATTAAATA CACTAATAAA T AAGCT TATA 
CATTCOSATG AAATTTTAAC CTCCACCAAA AGTTCTGTTA CTGGTAAGGT ATTTGCTGOT 
ATTCCAACAG TTCCTTCTGA TACATTTGTA TCTACTGATC ATTCTOTICC TATAGOAAAT 
GGGCATOTTO CCATTACAOC TGTTTCTCCC CACAGAQATO OTTCIOTAAC CTCAAOAAO 
TTOCTGTTTC CTTCTAAGGC AACTTCTGAG CTOAOTCATA GTGCCAAATC TQATOCCOOT 
TTAOreGGTO GTCOTGAAGA TOGTQACACT OATGATQATG GTOATGATGA TGATGACACA 
aATAGTGATQ GCTTATOCAT TCATAAGTGT ATGTCATGCT CATCCTATAO A(3AATCACAG 
OAAAAGCTAA TOAATGATTC AGACACCCAC GAAAACAGTC TTATCGATCA GAATAATCCA 
ATCTCATACT CACTATCTGA GAATTCTGAA GAAGATAATA GAGTCACAAO TOTATCCTCA 
GACAGTCAAA CTGGTATOOA CAGAAGTCCT GGTAAATCAC CATCAGCAAA TGGGCTATCC 
CAAAAGCACA ATOATCGAAA ASAGGAAAAT GACATTCAGA CTQGTAGTGC TCTGCTTOCT 
CrCAGCCCTQ AATCTAAA6C ATGGGCAGTT CTGAC3UU3TQ ATGA AGAAA G TGGATC AGGO 
CAAOGTACCT CAGATAOCCT TAATGAGAAT GAGACTTCCA CAGATTTCAG TTTTOaj|GAC 
ACTAATQAAA AAQATGCTOA TGGGATCCTQ GCAGCAGOTG ACTCAGAAAT AAC TCCTGG A 
TTCCCACAGT CCCCAACATC ATCTGTTACT AGOGAGAACT CAGAAGTOTT CCAwi-i^ TCA 
aAGOGAOAOG CCAGTAATAG TAGGCATGA6 TCTOGTATTG GTCTAG CTGA OQOGTTQQAA 
TCOOAOAAGA AGGCAGTTAT ACCCCTTGTG ATaSTGTCAG CCCTGACTTT TAT CTGTCT A 

G - ixju 'rivr m tgggtattct gatctactgg aggaaatgct tccagactgc acacttttac 
ttagagqaca gtacatcccc tagaqttata tccacacctc caacacctat ctttccaatt 
tcagatoatg toqgagcaat tccaataaao cactttccaa agcatgttgc agatttacat 
gcaagtagig gqtttactga agaatttgao acactqaaag agttttacca ggaagtgcao 

AOCTOTACTO TTGACTTAOO TATTACAOCA GACAGCTCCA ACCACCCaGA CAACAAOCAC 
AAGAATCGAT ACATAAATAT CGTTGCCTAT GATCATAGCA GGQT TAAQC T AGCACAGCTT 
GCTGAAAAGG ATGGCAAACT GACTGATTAT ATCAATGCCA ATTATGTTGA TGGCTACAAC 
AGACCAAAAQ CTTATATTGC TGCCCAAGGC CXACTGAAAT CCACAGCTGA AGATTTCTGQ 
AGAATGATAT GGGAACATAA TGTGOAAOTT ATIOTCATGA TAACAAAOCT CQTGQA GAAA 
GGAAGGAGAA AATCTOATCA GTACTGGCCT GCCGATGGGA OTGAGGAGTA CGGGA ACTTT 
CTGGTCACTC AGAAGAGTGT GCAA6T6CTT GCCTATTATA CTGTGAGGAA TTTTACTCTA 
AGAAACACAA AAATAAAAAA GGGCTCCCAQ AAAGGAAGAC CCAQTGGAOO TOTGGTCACA 
CA6TATCACT ACAOGCAGTG GCCTGAC»TO GGAGTACCAQ AOTACTCCCT GCCAQTGCTQ 
ACCTTTGIGA GAAAGGCAOC CTATGCCAAO 0GCCAT0CA6 TQGGGCCTGT TGTOGTCCAC 
TOCAOTOCTO GA6TTGGAAG AACAGGCACA TATATTGTGC TAGACAGTAT GTTGCAGCAG 
ATTCAACACG AAGQAACTQT cauVCATATTT GGCTTCTTAA AACACATCCG TTCACAAAGA 
AATTATTTCa TACAAACTQA GQAGCAATAT GTCTTCATTC ATGATACACT GGTTGAGGCC 
ATACTTAGTA AAGAAACTGA GGTGCTGGAC AGTCATATTC ATGCCTATGT TAAT6CACTC 
CTCATTCCIO GACCAGCAGQ CAAAACAAAO CTAGAGAAAC AATTCCAOCT CCTGAOCCAG 
TCAAATATAC AGCAGAOTGA CTATTCTOCA GCCCTAAAOC AAT QCAAC AG 0GAAAA6AAT 
CGAACTTCTT CTATCATCCC TGTGGAAAGA TCAAGGGTTO GCATTTCATC CX:TGAGTGGA 
GAAGGCACAO ACTACATCAA TGCCTCCTAT ATCATGGGCT ATTACGAGAG CAATGAATTC 
ATCATTACCC AGCACCCTCT CCTTCATACC ATCAAGGATT TCTGGAGGAT OATATGGGAC 
CATAATGCCC AACTOQIGOT TATGATTCCT GATGGCCAAA ACATQOCAOA AGATGAATTT 
GTTTACTGGC CAAATAAAGA TGAGCCTATA AATTOTOAGA GCTTTAAGGT CACT CTTATG 
GCTGAAOAAC AC3VAATGTCT ATCTAATGAG GAAAAACTTA TAATTCAGOA CTTTATCTTA 
6AAGCTACAC AQQATGATTA TGTACTTGAA OTGAGGCACT TTCAGTOTCC TAAATGGCCA 
AATGCAGATA GCCCCATTAG TAAAACTTTT QAACTTATAA GTGTTATAAA AGAAGAAGCT 
OCCAATAQOO ATGGGOCTAT GATTGTTCAT GATGAGCATG 6AGGAGIGAC QQCAGGAACT 
TTCTGTGCTC TGACAACOCT TATGCACCAA CTAGAAAAAO AAAATTCOGT GGATGTTTAC 
CAGGTAQCCA AGATGATCAA TCTQATGAGG CCAGGAGTCT TTGCTOACAT TQAGCAGTAT 
CAGTTTCTCT ACAAAGT6AT CCTCAGCCTT OTGAGCACAA GGCAGQAAGA GAATCCATCC 
AOCTCTCTGO ACAOTAATGG TGCAQCATTG OCTGATGGAA ATATAOCTGA QAGCTTAGAG 
TCrTTAGTTT AACACAOAAA GGGGTGGGOG OACTCACATC TQAfl CATTOT TTTCCTCTTC 
CTAAAATTA6 OCAOGAAAAT CAGTCTAGTT CXOTTATCTO TTGATTTCCC ATCACCTGAC 
AGTAACTTTC ATGACATAQG ATTCTGCOGC CAAATTTATA TCATTAACAA TGTOTGCCTT 
TTTGCAAGAC TTGTAATTTA CTTATT ATGT TTGAACTAAA ATGATTGAAT TTTACAGTAT 
TTCTAAOAAT GGAATTOTGG TATTTTTTTC TGTATTGATT TTAACAQAAA A TTTCAA TTT 
ATAGAGGTTA GOAATTCCAA ACIACAGAAA ATOTTTGTTT TTAGXGTCAA ATTTTTAOCT 
GTATTTGTA6 CAATTATCAG OTTTGCTAGA AATATAACTT TTAATACAGT AGCCTGTAAA 
TAAAACACTC TTCCATATGA TATTCAACAT TTTACAACIG CaiGTATTCAC CTAAAGTAGA 
AATAATCTGT TACTTATTGT AAATACTGCC CTAGTGTCTC CATGGACCAA ATTTATATTT 
ATAATTGTAG ATTTTTATAT TTTACTACTG AGTCAAGTTT TCTAGTTCTG TGTAATTGTT 
TAGTTTAATO AOGTAOTTCA TTAGCTGGTC TTACTCTACC AGTTTTCTOA CATTGTATTO 
TOTTACCTAA OTCATTAACT TTGTTTCAOC ATGTAATTTT AACTTTTOTO 6AAAATA0AA 
ATACCTTCAT TTTGAAAGAA GTTTTTATGA GAATAACACC TTACCRAACA TTGTTCAAAT 
GG lTrri 'ATC CAAGGAATTG C3UU^AATAAA TATAAATATT QCCATTAAAA AAAAAAAAAA 
AAAAAAAAAA AAAAAAAAAA A 



3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 
5820 
5880 
5940 
6000 
6060 
6120 
6180 
6240 
6300 
6360 
6420 
6480 
6540 
6600 
6660 
6720 
6780 
6840 
6900 
6960 
7020 
7080 
7140 
7200 
7260 
7320 
7380 
7440 
7500 
7560 
7620 
7680 
7740 
7800 
7860 
7920 



8eq ID NOx 382 Protein eeguence 
Protein Accession #: NP_002B42.1 

1 11 21 

I I I 

MRILKRFLAC IQLLCVGRLD WAKGYYRQQR 
QSPINIDBDL TQVNVNLKKL KFQGWDKTSL 
PKASKITFHH GKCNMSSDGS EHSI/EGQKFP 
ILFEVOTBEN LOFKAIIDGV ESVSRFGKQA 
TDrrVDHlVPK 0TVSISESQL AVFCBVLTMQ 
TGKEBIHEAV CSSBPBIVQA DPEtftTSVLV 
HEFLTDGYQD LGAXXAQfLLP NKSYVLQXVA 
IiXOTBBIXXE BBE6KDZBB0 AIVNFGHD9A 



31 
I 

KLVSEIGHSY 
ENTFIBirrGK 
LEMQIYCFDA 
ALDPFILUni 
QSGYVKUIDY 
THERPSWYD 
ZCTKGLYGKy 
TKQIHXKEFQ 



41 
I 

TGAUiQIQWO 
TVBDJLTNDY 
DRF8SFEBAV 
LPHSTDKyVI 
LaDNFREQQY 
TMIBKFAVLY 
SDQLIVDNPT 
ISTTTKyilRZ 



51 
I 

KKYPTCNSPR 60 

RV8GGV9EKV 120 

KGKGKLRALS 180 

YNQSLTSPPC 240 

KFSRQVFSSY 300 

QQLDGBXrrK 360 

DNPELDIiFPB 420 

GTKniBAiaai 480 
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540 
£00 

660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
13Q0 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 



sss sss sss 5^ Si 

^SLQETSV SISSTKGMFP GSIAHTTTKV FDHEI9QVPB KM^SVOTTOT VSQAS^TSL 

Sss ss= sss^ ^ S S 

ISTOPTPIFP ISODVGMPI KHFPKHVADL HASSGPTBBF BTUOSFY^ ^SlJSilin 

ssss ssKS SKI sss; 

LVSTRQBEHP STSLDStlGAA LPDGMlAESIi KSLV 

Seq ID NOt 383 DMA eecnxence 
Nucleic Acid AcccBsion ft: 1IM_005688.1 
35 Coding oequences 126. .4439 

1 11 21 31 41 SI 

L«M™irT LcTC3lT«3CT OOOQftlGOSTO GTTQAGCGGC TGGCGCGGTT GTCCTOSRiSC 60 

" mmmmmm i 

MaSvAG CAaVTCa«X TGGGCCAOT J«« 

?S^^Sa Sl^TTT GGGAA«3AAT AWaTGAACJft MfiATAO^ "00 

^5m(KCT GA<«GGOCA TTCTTCCCAO (3GC^^ 31" 

7^ rASABaSMS MCOkACCIG AflCGOTGGOC AGOGCCaEAG GRTCROCCrT OOOCBeSOCT 222Q 

»»TOCIOG MGACCCCCT CAGTOCCTTA (»TQO^ 2280 

^^XSS^SSS^C^ 20 
S?J^SSSiTTaT6(OTVMOT«QC«G«0C^ 27S0 
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GOrrCSAGTIA CTXSGATCAAG CAAOOAAQCG GGAACACCAG TGTGACTOaA QOOAACGAGA 2820 

CXTO3GTGAG TGACRGCATO AAGGACAATC CTCATATGCA GTAC TATGCC AGCATCTAOO 2880 

OCCTCTCCAT GGCAGTCATG CTGATCCTGA AAGCCATTOO AGGAOTTGTC TTT6TCAAGO 2940 

GCACGCTGCG AGCTTCCTCC OCSGCTOCATQ AOGAGCTTTT COGAA GGATC CTTOOAAOOC 3000 

5 CTATGAA6TT mTGACAOG ACCCXXACAG GGAGGATTCT CAACACGTTT TCCAAAOACA 3060 

TQGAtGAAGT TQA0GTG0G6 CTGOOGTTCC AGGCCGAGAT QTTCAT CCAQ AAOGTTATCC 3120 

TC3GTCTTCTT CTGTGTG GG A ATGATCOCAO GAGTCTTCCC OTGGTTCCTT GTGGCAGTGQ 3180 ■ 

GGCCCCTTGT CATCCTCTTT TCAGTCCTGC ACATTGTCTC CAGGGTCCTG ATTOGOQACC 3240 

TGAAGCGTCT GGACAATATC ACQCAGTCAC CTTTCCTCTC CCAC ATCAOQ TOCAGCATAC 3300 

10 AGGGCCTTGC CACCATCCAC GCCTACAATA AAGGGCAGGA GTTTCTGCAC AGMACCRGG 3360 

AGCTQCTQGA TGACAACCAA GCTCXnnTTT TTTTOTTTAC GTOTGOGATG 0GC3TGGCTGG 3420 

CrGTOGOQCr GGACCTCATC AGCAT06CCC TCATCACCAC CAOOGGGCTQ ATGATOGTTC 3480 

ITATGCAOaa GCAGATTCCC CCA6CCTATG OGGGTCTCGC CATCTCTTAT GCT6TCCAGT 3540 

TAAOGGGGCr QTTCCAGTTT ACGGTCAGAC TGGCATCTGA GACAOAAGCT CX3ATTCACCT 360O 

15 GG6TGGAGAG GATCAATCAC TACATTAAGA CrCTGTCCTT GGAAGCACCT GCCAOAATTA 3660 

AGAACAAGGC TCCCTCCCCT QACTG O CCCC AGGAGGGAGA GGTGACCTTT QAGAAOQCAQ 3720 

AGATGAOGTA CGQAQAAAAC CTCCCTCTTO TCCTAAAQAA AGTATCCTTC AOSATCAAAC 3700 

CTAAAQAGAA GATTGGCATT GTGGGG06GA CAGGATCAGG GAAQTCCTCG CTGGGOATGG 3840 

exxricrrcoG tctggtxjgao ttatctggao octgcatcaa gattgatgga gtgagaatca 3900 

20 OTGATATTGG CCTTG0CX3AC CXCX3QAACCA AACTCTCTAT CATTCCTCRA QAGCOGOTOC 3960 

TGTTCAGTOG CACTGTCAGA TCAAATTTCO ACCCCTTCAA CCAGTACACT QAAQACCAQA 4020 

TTTGGGATQC OCTGQAaAGG ACACACATGA AAQAATOTAT TGCTCAGCTA CCTCTGAAAC 4080 

TTGAATCTGA AGTGATOGAQ AATGGGGATA ACTTCTCAGT GGGG GAAOGG CAGCTCTTGT 4140 

GCATAGCTAG AOCCCTOCTC CX3CCACTGTA AGATTCTQAT TTTAOATGAA GCCACAGCTO 4200 

25 CCATOGACAC AQAGACAGAC TTATTGATTC AAGAQACCAT CCGAGAAGCA TTTGCAGACT 4260 

GTAOCATGCT GACCATTGCC CATOOOCTGC ACAOQGTTCT AGGCTCOGAT AGGATTATGQ 4320 

TOCTOGCCCA 00QACA60TO GTGGAOTTTG ACACCCCATC GGTCCTTCTG TCCAAOGACA 4380 

OTTCCOGATT CTATGCCATG TTTGCTGCTG CAGAGAACAA OGTOQCTGTC AAGGGC TQAC 4440 

TCCTCCCTGT TGACQAAGTC TCTTTTCTTT AQAGCATTGC C ATTCC CTGC CTGGGGCGGQ 4500 

30 CCXX:TCAT0Q COTCCTCCTA CXXUUVACCTT GCCTTTCTOG ATTTTATCTT TC GCAC AOCA 4560 

GTTCOGOATT GGCTTGTGTO TTTCACTTTT ASOQAGAOTC ATATTTTGAT TATT QTATT T 4620 

ATTCCATATT CATOTAAACA AAATTTAOTP TTTQTTCTTA ATTOCACTCT AAAAGGTTCA 4680 

GGQAAOCGTT ATTATAATTG TATCAOAGGC CTATAATGAA GCTTTATAOG TGTAGCTATA 4740 

TCTATATATA ATTCTGTACA TAOCCTATAT TTACAGTGAA AATGTAAGCT OTTTATTTTA 4800 

35 TATTAAAATA AGCACTGTGC TAATAACAGT GCATATTCCT TTCTATCATT TTT6TACAGT 4860 

TTGCTGTACT AOAGATCTGG TTTTGCTATT AQACrGTAQG AAGAGTAGCA TTTCATTCTT 4920 

CTCTAGCTGG TGGTTTCRCQ OTGCCAGGTT TTCTGGGTGT CCAAAGGAAG ACGTGIGGCA 4980 

ATAGTGGGCX: CTCCGACAOC CCCCTCTGCC GCCTCCCCAC AGCOGCTCCA GGGGTQGCTO 5040 

QAGAOGGOTO OCCGGCTGGA GACCATGCAG AGCGCCQTQA GTTCTCAGGG CTCCTGCCTT 5100 

40 CTGTOCTGGT GTCACTTACT GTTTCTGTCA GQA6A6CAGC GGGGCGAA6C CCAGG CCCC T 5160 

TTTCACTCCC TCXATCAAQA ATOGGOATCA CaOAGACATT CCTCOGAGCC GGGGAOTTTC 5220 

TTTCCTGCCT TCTTCTTTTT GCTGTTGTTT CTAAACAASA ATCAOTCTAT CCACAGAGAG 5280 

TCXX3VCTGCC TCAGGTTCCT ATGGCTGGCC ACTGCACAQA GCTCT CCAGC TCCAAGACCT 5340 

GTTGGTTCCA AGCCCTGGAG CCAACTQCTG CTTTTTGAGG TGGCACTTTT TCATTTGCCT 5400 

45 ATTCCCACAC CTCCACAGTT CAOTGGCAGO OCTCAGGATT TaSTGGGTCT GTTTTCCTTT 5460 

CTCAGGGCAG TOOTOQCACA OTCTCTCTCT CTCTCTCCCC TCAAAGTCTQ CAACTTTAAG 5520 

CAGCTCTTGC TAATCAGtOT CTCACACrGG CX3TAaAAC?rT TTT6TACTGT AAAGAGACCT 5580 

ACCTCAGGTT GCTGGTTGCT GTOTGQTTTG GTOTGTTCCC GCAAACCCCC TTTGTGCTOT 5640 

GGGGCTGQTA GCTCAGOTGa GOGTQGTCAC TGCTGTCATC AGTTGAATGG TCAGCGrTOC 5700 

50 ATGTCOTQAC CAACTAGACA TTCTGTOGOC TTAGCATOTT TGCTGAACAC CTTGTGGAAG 5760 
CAAAAATCTO AAAAT6TGAA TAAAATTATT rPaOATTTTG TAAAAAAAAA AAAAAAAAAA 5820 
AAAAAAAAAA AAAAAAAA 

Seq ID NO: 384 Protein sequence 
55 Protein Accession NP_00S679.l 

1 11 21 31 41 SI 

KKDIDIGKEY IIPSPQYRSV RERTSTSGTH RDREDSKFRR TRPLEOQDAL ETAARAEGIjS 60 ' 

60 LDASMHSQLR ItDEEHPKGK YRHGLSALKP IRTTSKHQHP VDNAGLPSCM TPSKI.SSLAR 120 

VABKKGBLSN BDVW8LSKHB SSDVNCRRtB HLWQEELHEV 6PDAASLRHV VWIPCRTRLI 180 

LSIVCLMITO LAGPSGPAFM VKHLLBYTQA TESNLQYSLL LVLGLLLTBI VRSWSLALTW 240 

ALNYRTQVRL RGAILTMAPK KILKLKNIKB KSUSBLINIC SNDGQRMPEA AAVGSLLAGG 300 

PWAIL©4iy NVIILGPTQP LGSAVPILFY PAMMPASRLT AYPRRKCVAA TDBRVQKMNE 360 

65 VLTYIKFIKM YAWVKAFSQS VQKIREBERR ILBKAGYFQO ITVGVAPIW VIASWTFSV 420 

mmOFDLTA AOAFTWTVP HSKrPALKVT PF8VK8L8EA 8VAVDRFKSI1 PIiMEHVHMIK 480 

NKPASPHIKZ EMKNATLAWD SSKSSZQNSP KLTPKMKXDK RASR6KKEKV RQI^RTEHQA 540 

VLAEQKGHLL tDSDBRPSPB EEBX5KHIHLQ HLRLQRTLHS XDLBIQBGKL VOICGSVGSG 600 

KTSLISAILO QMTLLBQSIA ISOTPAYVAQ QAWILNATLR DNILFGKEYD EERYNSVLNS 660 

70 CCLRPDIAIL PSSDIiTEIOB RQANLSGGQB QRISLARALY SDR8I YILDD PLSAIiDAHVO 720 

NHZFK8AZRK HUCSKTVLFV THQLQyLVDC DBVZPKECBGC ZTBROTHEEL KNLNGDYATI 780 

PHNUiLGETP PVBIMSKKET SGSQKKSQDK QPKTGSVKKB KAVKPBBGQL VQLEEKGQGS 840 

VPWSVYGVYI QAAGGPLAPL VIMALFMLNV GSTAFSTWWL SWIKQGSGN TTVTROJETS 900 

VSDSMKDNPH MQYYASIYAL SMAVMLILKA IRGWFVKQT LRASSRLHDB LFRRILRSPM 960 

75 K p y irrr P TGR iujrpskdmd evijvri*pfqa b«fiqnvilv ppcvqiiagv fpwflvavgp 1020 

LVILPSVLKI VSaVLIRELK RLONZTQSPP LSHZTSSZQO LATZBAYKKQ QBPIARYQBL 1080 

LDDNOAPPPL FTCAMRWLAV RUJIiZSZALl TTIGLMZVIJI BGQZPPAYAO ZAZSYAVQLT 1140 

GLFCPTVRLA SBTBARFTSV BRINHYIKTL SLEAPARIKN KAPSPDMPQE GBVTPBHAEM 1200 

RYRENLPLVL KKVSPTIKPK BKIGIVGRTO SGKSSLGMAL PRLVEIiSGGC IMDGVRISD 1260 

80 IGLADLRSKIi SIIPQBPVXiP SOTVRSKLDP PNQYTBDQIW OALERTHMKE CIAQLPI^KLE 1320 

SEVKBHGDNP 8VOBRQI.X.CZ ASALLRECKZ LZU>BATAAM DTBTOU.ZQB TZRBAPADCT 1380 
MLTZAHRbBT VLGSDRZHVL AQGQWBPOT PSVUiSSIDSS RFYAMPAAAE NKVAVXG 
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Seq ID NOi 385 PHA sequence 

nucleic Acid Accessioxi |: NM„00132'7.1 

Coding sequence t 89. .631 

f f r 

Lc«3G««C L«tOTGTA ioGAGAATAC ^^^^ S^^S SSJS 

^^^-^ 55E^?IS2Si ?SSS^ 



60 
120 
180 
240 



CTGAGAGCCG GGCAGAGGCT COGGAQCCM 6™=^^ ^JgGCcS^ GGGGCAATGC 



GCTGAATGC5A TGCTGCRGAT GCGGGGCCAO GGGGCWej^ SrcCGCA^ GCCTGGCCCA 
CCTCGCCATG CCTTTCGCQA CACCCATGOA AGCAGAGCTQ QCCOOCA^ tttcSgCAA 
CCGCTTCCCG TGCCAfiGGGT GCTTCT^ ^^^^ ^tS^ 
15 MACTGACT ATCCGACTGA CTGCTGCAGA CCACOGCCAA CTGCAGCTCT 

^TCTraG CAGCTTTCCC TOTTGATGTG GATCACGCAG TGCTTTCTaC ^JTOTTm 
^^ScAGGGC AGAGGCGCTA AGCCCAGCCT GGOQCCOTT CCTAQCT^ 
^^S^ Si^GAATG OTCCXIAGC^ 

GTTTGTC6CT GGAGGAGGAC GGCTTACATG TTTOTTTCTG TAGAARATAR fu^x^u*^ 

Sea ID HOi 386 Protein sequence 
Protein Accession #: NP_O0l3l8.l 



360 
420 
480 
540 
600 
660 
720 



20 



1 11 21 31 41 51 

25 l^AEORCTGO i^OPGO L^PO^ A^^ 

SSS^ S^'^s ^^"Z -QPP-o- 

30 Seq ID HOs 387 PWA sequence 

Hucleic Acid Accession »: Eos sequence 

coding sequence* S2..4S9 ^ 

SSSS SSJSS SSS SSSS SSS o»»™» 



60 
120 
180 
240 



45 
50 



480 
540 
600 



CTGAGCTA 

Seq ID NO: 388 PwQtfttn sequence 
Protein Accession #i Eos sequence 

1 11 21 31 - y 

I I L,^«r»«««M lflnw5«W3AT GGRGPRGAGA ARAS6PRGGA 60 

130 



55 PLPVFLAQAP SGQRR 

60 



Seq ID NO: 389 DMA sequence 
Nucleic Acid Accession ftt HM_005562.l 
Coding seqpiencei 90.. 3671 



1 11 21 f *^ f 

ia«30GGMC ijwr^ 

ATGGGAACTC CAGGCAGTQT ATCTTTGATC 6GGAACTT» tG^^ATG 300 

CRACTGCAAT GACAACACTG ATGGCATTCA CTGOQAfiAAG TGCAAGAAi^^ J«" 

TcmOSBGC COC»GCftCCC TQGGTia»AC AGIGIMATC TCCTGITQeB ™»«»*»^ 
QQ^OTOCT TCtGOCaCA AGMWSMTC flGOGRGAOO OGGOCimO 
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GCAOCTOTAT TCCTTGTAAC TGTC3Utf3GQO GAGOGOCCTG TGATCCAQAC ACAGGAGA TT 1380 
GTTATTCAOQ GGATGAOAAT OCTGACATTO AOTGTGCTGA CTOCCCauVTT OGTTTCTACA 1440 
ACGATOCGCA CQACCCCCGC AGCTGCAAGC CATGTCCCTG TCATAAOGGQ TTCAGCTGCT 1500 
CAGTCATGCC GGAGAC3GGAG GAGGTGQTGT GCAATAACTG CCCTC COGGQ GTCAGGGGrG 1560 
5 CCaSCTGTGA GCTCTGTGCT OATGOCTACT TTGGGGACCC CTTTGCTGAA CATQQOCCAO 1620 
TGAOGCXrTTG TCAGOCCIGT CAATGCAAC31 ACAATGTG6A CCCCRGTQCC TCXOGOAATT 1680 
GTGACOGGCT GACAGQCRGO TGTTTGAAGT GTATCCRCAA OVCAGCOGGC ATCTACTGOG 1740 
ACCA6TCCAA AGCA5GCTAC TTOGGGGACC CATTOGCTCC CAACCCAGCA GACAAGTGTC 1800 
GAGCTTGCAA CTGTAACCXX: ATGGGCTCAO AGCCTGTAGG ATGTCGAAGT GA TGGCACC T 1860 
10 QTGTTTQCAA QCCAG6ATTT G6TGGGCGCA ACX0TGA6CA TQGAGCATTC A6CTGTCCAG 1920 
CTTGCTATAA TCAABIGAAG ArrTGAGATGQ ATCAGTTTAT GCAGCAGCTT CAGAGAATGG 1980 
AGGOCCTQAT TTCAAAGGCT CAQGGTQGTO ATOOAOTAGT AOCTGATACA GROCTGOAAG 2040 
GCAG6ATGCA GCAGGCTGAQ CAGGCCCTTC AGGACATTCT GAGAGATGCC CAQATTTCAO 2100 
AAGGTGCTAG CAQATCCCTT GGTCTCCAGT TGGCCAAGGT GAGGAGCCAA GAOAACAOCT 2160 
15 ACCAGAGCOQ CCTGGATGAC CTCAAGATGA CTOIGGAAAO A9TT0GGGCT CTGG6AAGTC 2220 
AGTACCAflAA COGft g TTOGQ OAtACTCACA OOCXCATCAC TCAQATGCAG CTQAGCCTGa 2280 
CAGAAAOTOA AGCTTCCTTa GGAAACSiCTA ACATTCCTOC CTCA6ACCAC TAOGTGGGGC 2340 
CAAATOQCTT TAAAAGTCTG GCTCAGGAGG CCACAAGATT AOCAOAAAGC CAOGTTGAGT 2400 
CAGCCAGTAA CATGGAGC3U^ CTGACAAGGO AAACTGAOOA CTATTCCAAA CAAGCCCTCT 2460 
20 CACTGGTGCG CAAGGCCCTO CATGAAGGAG TCGGAAGOGG AAGOGGTAGC C0GGACX3GTQ 2520 
CTOTGGTOCA AOGGC i T O TO GAAAAATTOG AGAAAAOCAA GIGCCTGGCC C AOgO TTGA 2580 
CAAGGGAOQC CACTCAAGCG 6AAATTGAAG CAGATAGGTC TTATCAOCAC AGTCTCOGCC 2640 
TCCTGGATTC AGTGTCTCGG CTTCAGGGAQ TCAQTGATCA GTCCTTTCAG GTGGAAGAAQ 2700 
CAAAGAGGAT CAAACAAAAA QaSGATTCAC TCTCAACGCT GGTAACCAGG CATATGQATO 2760 
25 AGTTCAAOOG TACACAAAAG AATCTGGQAA ACTGGAAAGA AGAAGCACAO CAGCTCTTAC 2820 
AGAATGGAAA AAGTCOGAGA OAGAAATCAO ATCAOCXGCT TTCCOOTGCC AATCTTGCTA 2880 
AAAGCAGAGC ACAAGAAGCA CT6A0TATOQ 6CAATGCCAC TTTTTATGAA GTTGAGAGCA 2940 
TCCTTAAAAA CCTCA6AGAG TTTGACCTGC AGGTGGACAA CAGAAAAOCA QAAOCTGAAO 3000 
AAGCXyVTGAA GAGACTCTCC TACATCAGCX! AGAAGGTTTC A6ATGCCAGT QACAAGACCC 3060 
30 AGCAAGCAGA AAGAGCCXTTG GaOAQOGCrO CTGCTGATGC ACAGAGGGCA AAGAA TGGG G 3120 
CGGGGGAG6C CCTGGAAATC TCXAGTGAOA TTGAACAGGA GATTGQGAGT CTGAACTTGO 3160 
AAGCCAATOT GACAGCAGAT GQAGCCrPGG CCATGGAAAA GOGACT GGCC TCTCTGAAGA 3240 
GTQAQATGAO GQAAGTGGAA GGAGAGCTGG AAAOGAAGGA GCTGGAGTTT GACACX3AATA 3300 
TGGATGCAGT ACAGATGGTO ATTACAGAAG CCCAGAAGOT TGATACCAGA GCCAAGAACG 3360 
35 CTGOGGTTAC AATCCAAOAC ACACTCAACA CATTA6ACX3G CCTCCTGCAT C TGATO GACC 3420 
AGCCrCTCAO TCTAGATGAA eAGGGGCTGG TCTTACTGOA CCAOAAGCTT TGOOGAGCCA 3480 
AGACCCAGAT CAACAGCCAA CTGOGGCCCA TGATQTCAOA GCTQGAAGAG AGGGC AOGTC 3540 
AGCAGAGGGG (XACCTCCAT TTGCTOGAGA CAAGCATAGA TGGGATTCTO GCTGATGTGA 3600 
AGAACTTGOA GAACATTAOQ GACAACCTGC CCCCAGGCTG CTACAATACC CAOGCTCTTO 3660 
40 AGCSUICAGTG AAGCTOCCAT AAATATTTCT CAACTGAGOT T CTTQ QQATA CaGATCTCAO 3720 
GGCTCGGGAG CCATGTCATO TGAOTQQGIO GQATGOOOAC ATTTGAACAT OTTTAATGOQ 3780 
TATGCTCAGG TCAACTGACC TGACCCCATT CCTQATCCCA TGGCXaGOTO OTTOTCTTAT 3840 
TGCACCATAC TCCTTGCTTC CTGATGCTGG GCAATGAGGC AGATAGCACT GQGTGTGAGA 3900 
ATGATCAAGQ ATCTGGACCC CAAAOAATAQ ACTGGATGGA AAGACAAACT GC ACAGG CAG 3960 
45 ATGTTTCCCT CATAATAGTC GTAAGTGGAG TCCTGGAATT TG GACAAO TQ CTGTTGGQAT 4020 
ATAGTCAACr TATTCTTTGA QTAATGTGAC TAAAOGAAAA AACT TTGACT rTOOCCAaGC 4080 
ATXSAAATTCT TCCTAATGTC AGAACAGAGT GC»AOCCAGT CACA CTGTTO OCAGTAAAAT 4140 
ACTATTGCCT CATATTGTCC TCTGCAAGCT TCTTGCTGAT CAGAGTTCCT CCTACTTACA 4200 
ACXX»GGGTG TQAACATGTT CTCCATTTTC AAGCTGGAAG AAGTGAGCAG TOTTOGAGTa 4260 
50 AQGACCTGTA AGGCAGGCCC ATTCAGAGCT ATGGTGCTTG CTGOTGCCTO CCACCTTCAA 4320 
GTTCTGGACC TGCGCATGAC ATCCTTTCTT TTAATGATQC CATOGCAACT TA OAGATTGC 4380 
ATTTTTATTA AAGCATTTCC TACCAOCAAA GCAAATGTTG GGAAAGTATT TMTTTTTCQ 4440 
GTTTCAAAGT GATAGAAAAG TGTGOCTTGO GCATTGAAAO AGGTAAAATT CTCTA GATTT 4500 
ATTAGTCCTA ATTCAATCXTP ACTTTTCGAA CACC31AAAAT GATOOGCATC AATGTATTTT 4560 
55 ATCTTATTTT CTCAATCTCC TCTCTCTTTC CTCCACCCAT AATAAGAGAA T6TTCCXACT 4620 
CACACTTCAO CTGGGTCACA TCCATCCCTC CATTCATCCT TCCATCXATC TTTCCATCCA 4680 
TTAOCTCCAT CCATCCTTCC AACATATATT TATT6AGTAC CTACTGTGTO GCAGGGGCTO 4740 
GTGQGACAGT GGTGACATAG TCTCTGCCCT CATAGAGTTG ATTOTCTAGT GAGGAAGACA 4800 
AGCATTTTTA AAAAATAAAT TTAAACTTAC AAACTTTGTT TGTC ACAAG T GGTGTTTATT 4860 
60 GCAATAACOO CrTGGTTXaC AACCTCTTTO CTCAACAGAA CATATOTTGC AA QAOOCTCC 4920 
CATGGGGGCA CTTGAGTTTT GGCAAGGCTG AGAGAGCTCT OGGTTOTQCA CATTTCTTTG 4980 
CATTCCAGCT GTCACTCTGT GCCTTTCTAC AACIGATTGC AAGAGACTGT TGAGTTATQA S040 
TAACACX»GT GGQAATTGCT GGAGGAACCA GAGGCACTTC CACCTTGGCT GGGAAGACrA 5100 
TGOTOCTGCC TTOCTTCTGT ATTTCCTTGG ATTTTCCT6A AAOTOTTTrr AAATAAAGAA 5160 
65 CAATTGTTAG ATGCC 

Seq ID NO: 390 Protein sequence 
Protein Accessioa «: NP_005553.i 

70 1 11 21 31 |1 51 

MPALWLGCCL CPSLLLPAAR ATSRRBVCDC NGKSRQCIPD RELHRQTGNG FRCUJaJDNT 60 

XX3ZHCBKCKN GFYRHRERDR diPOIQISKG SLSARCDNSG RCSCKPGVTG ARCDRCLPGP 120 

HMLTDAGCTQ DQRLLDSKO) aJPAGIAOPC DAGRCVCKPA VTQERCDRC31 SQYYNLDGGN 180 

75 PEGCIX5CPCV GHSASCRSSA EYSVHKITST PHQDVDGVUCA VQHNG3PAKL QWSQBHQDVP 240 

SSAQRU)PVY FVAPAKFU3N QQVSYGQSLS FDYRVDRGGR BPSABDVII.B GAGLRITAPI. 300 

MPLGHTLPCG LTKrYTPRLH BHPSNNWSPQ LSYPEYRRU. RNLTALRIRA TYGBYSTOYI 360 

DNVTZ.ISARP VSGAPAPWVE QCICPVGYKG QFCQDCASGY KRDSARLGPP QT CIPCUCQ Q 420 

GGAOIPDTGD CYSGDEMPDI ECADCPIGPY MDPHDPRSCK PCPCHKGPSC SVMPETBBW 480 

80 CHNCPPGVTG ARCBLCAtWY FGDPPQEHQP VRPOQPOQOI HNVDPSASOI CBRLTGRCLK 540 

CIHNTAQIYC DQCKAQYFGD PLAPNPADKC RACNC»PMOS BPV GCRfiDQ T CVCaCFOFGGP 600 

HCBKGAPSCP ACVNQVKIQM DQFHQQLQRM EALISKAQGO DGWFDTELB GSMQOABQAL 660 

QOZIiRDAQZS BQASRSUSLQ tiAKVRSQEHS YQSRIiDDLKM TVERVRAXX^ QYQMRVROTH 720 

RLXTQHQI«SL AESSASIiONT HIPASDHYVO PNGFKSLAQB ATRLAESUVB SASMMEQLTR 780 
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BTEDYSKQAL 
ADRSYQHSLR 
NWKEBAQQLL 
QVDNRKABAE 
lEQEIGSm. 
AQKVDTRAKN 
MMSBIiEERAR 



8LVRKALHEG 
LLDSVSRIiQS 



EAMKRIiSYIS 
EANVTADGJVI* 
AGVTIQDrPLN 
QQR6HLHLLE 



VGSGSGSPDG 
VSDQSFQVEE 
DQLLSRANIA 
QKVSDASDKT 
AMEKOLASLK 
TLDGLLHLMD 
TSIDGILADV 



AWQGLVEKL 
AKRIKQKADS 
KSRAQEALSM 
QQASRALGSA 



QPLSVDEEGL 
KNLENIKDNL 



EKTKSIiAQQL 
IjSTLVTHHMD 
GNATFVEVES 
AADAQRAKNG 
ERKELEFDTN 
VLLEQKLSRA 
PPGCVNTQAL 



TREATQABIB 840 

BFKRTQKHL6 900 

ILKMLREFDL 960 

AGEALEISSE 1020 

MDAVQMVITE 1080 

KTQINSQLRP 1140 
EQQ 



Seq ID NO: 391 DMA sequence 
10 Nucleic Acid Accession ft: AF101051.1 
coding sequence: 221.856 

X 11 21 31 41 SI 

15 LgCAACCTC LctTCTAGT ATCCAGACTC CAOCOCCGCC OOGCHOeOGO JiCCC^lTOC 
??TCTCCAGC GGCG60QCAG OGAGCAGOOC TCCC060CTT ^^^^^ 
SS-GQCre*. OCCACGITCG OOAerCOOGG TTGCCCACCT GCSVAACICTC OQCCTTCTOC 
S^cSo CGCGGGOGCC OGAOOGAOTC ATGC3CCAAO0 CQOQOCTOCA 
TT^TCTCO CCTTCCTG08 ATOOATaSOC GCCATCGTCA GCACTGCCCI 

70 ^S^^ Ig^ttSct cctatgccoo ooacaacatc gtgaccgccc aggccmcta 

^" GCGTCBTCGCA GAGCACOG« «GATC««r 

^CTOCTTO CTGAATCTGA GCAGCACATT GCAAOCAACC OGTGCCITGA «WM0W80 
^^CTCCTG G^IGATAO CAATCmGT GOCCACCGTT GGCATGAACT GTATGAACTG 
SJSSSS QmS^TGC AOAAGATGAG OAtQGCTGTC ATTGGGGSTG O^WnTCT 

25 5ct?St ctggctattt taottgccac agcmggtat gocaa;^^ ISIIS^ 
IttctSgac cctatgaccc caotcaatgc crggtaosaa tttgbt^ 

TCGCTOOGCT aCTGCTTCTC TCIGCCTTCr GGGAGGTGCC CTACTTTQCT OTTCCIOICC 
ACCTCrPACC CAACACOUW GCCCTATCCA AAACXTtOCAC CTICCAOCOQ 
SSSSa ^SSS*0 GAflAAAATCA TGTTQAARCA AACOGAAAAT 

GTATGOTATT ACAAAACAAA CAAACAAACA AAAAACCCAT QTGTTAAAAT ACTC AG TOCT 
tl^SrcS TAATCTTATT TTATCTTCTT TCCTCAATAT AGQAQGGAAfi ATTTTACCAT 
SSSS GAGTAATCAT ACTCAAATGG GGGAAGGGGT GCTCXTTAAA 
S^TA TACATGTTTT TCTATTAAAA ATAGACAGTA AAATACTATT 

35 SSttatot tcmactagc atacttaaaa tat ctctaaa atagqta aat gtatttm^tt 
SSat?^ ^gatgttt attggtatat tttctttttc gtccttatat aotmgtm^ 

SSJ^A TCATOACTC TTCTTCATTA GCTTTCGGTG CCTTTGCCAC A«»CCWGC 
AaSaAT TCTTTCaATT CTTCATGCGT GCCCTTTTCA TATACT^TT 
raTAA?CTT ATAOCACTTG CATCGTTATT AAGCCCT^ '^^^T^ 
40 S^ATCTCC TGAATCTAAC ACATTTOV 

AGCCAAGAAG AATTTATTAC AAATCAGAAC TTTGGAGGCA M^SfSSS ^^^WO 
GTGATAAATT CCTGTTGACC TTCCCACACA ATCCCTGTAC TCTOACOTT A^CACTOTO 
TTTCCTTTGA AAATATTTGT CCAATTGAGT AGCTGCATGC TGTTCCCCCA GGTGTTGTAA 
55^St TTTTAAGCTA CTTATTCATA GTTTTATATC cccctaaact 
45 TCSCATTCC ttaattgtat tgttttccca agtgtaatta tcatcogttt 

^^^^ taSaaggtg tggtctgttt otctgaacaa aotgctaoac tttctggagt 

T^CAAATAT TCTCTCTGTA GCTGTAAGCA AGTCACTTAA TCTTTOT^ 

?S?ttSct atctgccaaa ttgagataat gatacttaac cagttagmjg aggtagtgto 
StaaS agtttatatt actctcattc tttgaacatg aactatgcct atctagtctc 
50 ?SatSgct cagctgqctq agacactgaa gaagtcactg aacaaaacct acacaogtac 

OTCaS TTCACTQCCT TCCTCTCTCT ACXaGTCTAT TTOCACT^ SS^SS 
ACACMAOCT TCATGTGGTT CAGTGCCTTC CTCTCTCTAC CAOTCTATTr C^CTOM^ 
SScCTACQC ACAiACCTTC ATGTGGCTCA GTQOCTTCCT CTCTCTACCA GTCTATTTCC 

?S?StctS catgtttgtg ctcigttcca ttttaacaac tgctcttact 

55 S^SotC? GTA^SaTG CTATTTCACT TGAGCAAOAT OATGTATGGA M«3GG1GTTG 
IS^TGT CTG^ACCT GGATTTOAOT CTTGOTOCTA TCAATCACCXS TCIGTGTTTG 

SSSg taagcttatt gcttcatcxg taagoqgtgg tttgwattc 

SSCAQ TGATGTTGTG GGGATCCAGT GAGATAGAAT ACATGTAAGT 

S^Smrcr ^tSSaaa gtgctatact aagggaaaga attgagqaat taactgcata 

60 OGTTTT^ TTQCTTTTCA AAIGTTTGAA AATAAAAAAA TCTTAA6AAA TCGOTTTCTT 
^?S?S^?????^TGATGAGACAerG^ 

A^TTCTGA GGAAGTCTTA TCTTCTGCAO TGW3TATCQC CCAATGCTTT CTGTGGCTAA 

^SSaa togSmaaa taaaagccia cctgttggta aatccaacaq ca^ggagm 

TmOftATCA TA^ACT^ TAAGGTGCTA TCIGTTCAGT GATCCCCTCA GAGCTCTTGC 
65 TGCTAGGATA GTTAGTTTGG ^JATG^ACT TCATAATAAA 

CTACACAAGG AAAGTCAGCC ACCGTGTCTT ATOAOGAATT GGAOCIM^ ^^^r 
TGOCTTOAA ACCTGAGAAT ATATQCTTTT GGAAGTTAAA ATTTAAATGG CTTnGOCAC 

wra^ otStgatg tgtgagtgta attccatgtg gatatcagtt accajacatt 
aoSSSt tttatggccc aaaatgacca acgaaattot tacaatagaa tttatccaat 

70 CTACCACACC TGGAAACAGA OCAATAGACA TTTTGGGGTT 

TTATAATGG6 AATTTQTATA AAGCATXACT CTTTTTCAAT AAATTOITTT TTAATTTAAA 
AAAAGGAAAA AAAAAAAAAA AAA 
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Seq ID KOs 392 Protein sequence 
Protein Accession ftt AAD16433.1 



51 



1 11 21 31 41 ^ 

LaGLQLLG PILAFLGHI6 AIVSTALPQW RIYSYAGDHI >3AQAHYE^ ««SCVSQSTO 60 

OIO^TFDSL LNLSSTLQAT RAUWVOILL OVIAIFVATV 6MKCMKCLED DEVQKMRMAV 120 

I^Sy GSHIVQBTO PmPVNARYB PGQAIJ^ "0 
LLCCSCPRRT TSYPTPHPYP KPAPSSGKDY V 
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Seq ID NOt 393 PMA aeguence 

Nucleic Acid Accession ftt NM_006180.1 

Coding sequence: 352.-2820 ' 

1 11 21 31 41 51 

I I I i 1 I 

CCCCCATTCG CATCTAACAA GGAATCTGCG CCCCAGAGAO TCCaaOAGQC OQCOOQTGGO 60 

TGCCOGGCQC GG0GGGCX:AT GCAGOGACGG CCGCOIOGGA GCTCOGAGOV CCGGTAGOSC 120 

CCCCCTQTAA AOCGGTTOQC TATGCCGGGA CCACTGTOAA CCCTGCOGCC TGCOGGAACA 100 

CTCTTOQCTC OQGACCAaCT CAGCCTCTGA TAA6CTGGAC TOG6CACX3CC OGCAACAAGC 240 

AOOGAGGAGT TAAGAGAGOC GCAAGOGCAO GGAAOGCCrC CGG6CA0GQ0 TQGGC3QAAA6 300 

OGGCOBQTGC AGOG0G0G6A CAGOCACTGG GGCT66CACT 66CT6CTAG0 GATOTGOTCC 360 

TGGATAA6GT GGCATGGACC OQCCATGGCO OGGCTCTGGG 6CTTCTGCTG GCT0GTTGT6 420 

GGCTTCTGGA OQQCCGCTTT COCCTGTCCC ACQTCCTGCA AATGCAGTGC CTCTCGGATC 480 

TGGTGCAG06 ACCCTTCTCC TGGCATOGTO GCATTTCOQA QATT6GA6CC TAACAOTGTA 540 

6AT0CTQAGA ACATCACOGA AATTTTCATC GOUU^CCAGA AAAGGTrAOA AATCATCAAC 600 

GAAGATGATO TTOAAGCTTA TGrGGGACTG AGAAATCTGA CA A TTGT GG A TTCTGQATTA 660 

AAATTTOTGG CTCATAAAGC ATTTCTQAAA AACAGCAACX! TGCAGCACAT CAATTTTAOC 720 

CGAAACAAAC TQACGAGTTT GTCTAGGAAA CATTTCCOTC AOCTTGACTT OTCTOAACTO 780 

ATCCTGGIQG QCAATCCATT TACATGCTCC TGTGACATTA TGTGGATCAA 6ACTCTCCAA 840 

GA6GCTAAAT GCAGTCCAOA CACTCAGGAT TTGXACTGCC TGAATQAAAG CA6CAAGAAT 900 

ATTCCCCTGG CAAACCT6CA GATACCCAAT T G T OG TTT G C CATCIGCAAA TCT0GC06CA 960 

CCTAACCTCA CTGTGGAGGA AGGAAAGTCT ATCACATTAT CCTGTAGTQT QGCAGGTGAT 1020 

COGOTTCCTA ATATGTATTG G6ATGTTGGT AACCTG6TTT CCAAACATAT GAAIGAAACA 1060 

AGCCACACAC AGGGCTCCTT AAGGATAACT AACATTTCAT COGATGACAO TGGGAAGCAG 1140 

ATCTCTTGTG T06CGGAAAA TCTTGTAGGA GAA0ATCAA6 ATTCTGTCAA CCTC A CT G TG 1200 

CATTTTGCAC CAACTATCAC ATTTCT06AA TCTCCAACXTT CAGACCA£X:A CTGGTOCATT 1260 

C3CATTCACTO T0AAA6GCAA CCCCAAACCA GCX3CTTCAGT GGTTCTATAA OGGGGCAATA 1320 

TTQAATGAGT CCAAATACAT CTGTACTAAA ATACATOTTA CCAATCACAC GGAGTACCAC 1380 

GaCTGCX:TCC AGCTGGATAA TCGCACTCAC ATGAACAATG GGGACTACAC TCTAATAGCC 1440 

AAGAATGAGT ATGGGAAGGA TGAOAAAOUG ATTTCIGCTC ACTTCATGGG CTGGCCrGGA 1500 

ATTGAGGAT6 GTGCAAACOC AAATTATCCT 6ATGTAATTT ATGAAGATTA IGGAACTGCA 1560 

GGQAATGACA TCGGGGACAC CA0SAACA6A AGTAATQAAA TCCCTTCCAC AGA06TCACT 1620 

QATAAAACCG GTCGGGAACA TCTCTGGGTC TATGCTOTGG TGGTGATTGC GTCTGTGQTQ 1680 

G6ATTTT6CC TTTTGGTAAT GCTGTTTCTG CTTAAOTTGG CAAGACACTC CAAGTTTG6G 1740 

ATGAAAG6CC CAGOCTCOQT TATCAGCAAT GATQATGACT CTGCCAGGCC ACTCCATCAC 1800 

ATCTCCAATG GGAGTAACAC TCCATCTTCT T06QAAGGTQ GCCCAGATOC TGTGAJrTATT 1860 

GGAATGACCA AQATCOCTGT CSVTTQAAAAT CCCCAGTACT TTGGCATCAC CAACAGTCAO 1920 

CTCAAGCCAG ACACATTTOT TCAGCACATC AAGOGACATA ACATTGTTCT GAAAAGGGAG 1980 

CTAGGOGAAG GA6CCTTTGG AAAAOTGTTC CTAGCIGAAT GCZATAACCT dQTCCTGAO 2040 

CAGGACAAGA TCTTGGTGGC AGTQAAGAOC CIGAAGGATO GCAG7GACAA TOCAOSCAAG 2100 

GACTTCCACC OTGAGGCOGA GCTCCTGAGC AAGCTGCAGC AT6A6CACAT 08TCAAGTTC 2160 

TATGGOGTCT GOGTGGAQGQ OQACCCCCTC ATCATQGTCT TTGAGTACAT 6AAGCATGGG 2220 

GACCXCAACA AGTTCCTCAG GGCACAOGGC CCTQATGCCG TGCTGATQGC TOAGGGCAAC 2280 

CXX3CXXAGGG AACTGAOGCA GTCX3CAGATG CTGCATATAO CCCAGCA6AT CX3COQOQG6C 2340 

ATGGTCTACC TGQGQTOOCA OCACTTGGTG CA0060GATT TGGCCAOCAG GAACIGCCT6 2400 

GT0GG6GAGA ACTTGCTGGT GAAAATOGGO GACTTTOGGA TGTOOOGGGA 0GTGTACA6C 2460 

ACTGACTACT ACAGGGTOXS TGGCCACACA ATGCTGCCCA TTCGCTGGAT GCCTCCAGAG 2520 

AGCATCATGT ACAGGAAATT CAOGAOGGAA AGOGAOSTCT GGAGCCTGGO GGT08TG7T0 2580 

TGGGAGATTT TCACCTATQG CAAACAGCCC TGGTACCAGC TCTCAAACAA TGAGGTGATA 2640 

GAGTGTATCA CTCAGGGCOG AGTCCIGCAG OGAOCGOGCA OGTGOCXXXSl GGAOOrGTAT 2700 

GAGCrOATGC TGGG G lX;ClXa GCA6CX3AGAG CCCC31CAT6A 66AAGAACAT CAAGGGCATC 2760 

CATACCCTCC TTCAGAACTT GGCCAAGGCA TCTCCGGTCT ACCTGGACAT TCTAOGCTAG 2820 

GGOOCTTTTC CCCAGAC06A TCCTTCCCAA CGTACTCCTC AGAOGGGCTG AQAGGATGAA 2880 

CSVTCTTTTAA CTGC06CT6G AG6CCACCAA GCTGCTCTCC TTCACTCIGA CAGTATTAAC 2940 

ATCAAAGACT 0C3GAGAAGCT CT06AG6GAA GGAGTGTGTA CTTCITCATC CATAQACACA 3000 

GTATTGACTT CTTTTTGGCA TTATCTCTTT CTCTCTTTCC ATCTCCXnTO crnxn T CCiT 3060 

TT T Cl TT m ' TAAATTTTCT ' m " ii.T i' Ci"i ' TTTTTTCXJTC TTCCXTTGCTT CACGATTCTT 3120 

ACCCTTTCTT TTGAATCAAT CTGGCTTCTQ CATTACTATT AACTCTGCAT AGACAAAGGC 3180 

CT TAACAAAC GTAATTTOTT ATAICAGCAO ACACTCCAGT TTGCCCAOCA CAACTAACAA 3240 

TGCCTTGTTQ TATTCCIGGC TTTGATGT6G ATGAAAAAAA GGGAAAACAA ATATTTCACT 3300 

TAAACTTTGT CACTTCTGCT GTACAGATAT OGAGAGTTTC TATOGATTCA CTTCTATTTA 3360 

TTTATTATTA TTACTOTTCT TATTGrTTTT GGATGGCTTA AGCXrTGTGTA TAAAAAAGAA 3420 

AACTTGTGTT CAATCTGTGA AGCCTTTATC TAT6GGAGAT TAAAACCAGA GAGAAAGAAG 3480 

ATTTATTAT6 AAC06CAATA TGGGA66AAC AAAGACAACC ACTGGGATCA GCTGGTGTCA 3540 

GTCGCTACTT AGGAAAXACT CA6CAACTGT TA6CTGGGAA GAAIGTATTC G6CACCTTCC 3600 

CXrTGAGGACC TT T CT G AGGA GTAAAAAGAC TACTGGCCTC TGTGOCATGG ATQATTCTTT 3660 
TCCCATCACC AGAAATGATA GOGTGCAGTA GAGAOCAAAG ATQGCTT 

Seq ID MOi 394 Protein sequence 
Protein Accession fts NF_006171.1 

1 11 21 31 41 51 

I I I I I I 

HSSHIRMBGP AMASUiMGFCH LW6FHRAAF ACPTSCKCSA 8RIWCSDPSP GIVAFPRXiEP 60 

HSVDPEHITB IFIAKQKRLB IINEDDVEAY VGLSNIiTXVD SGLKFVAHKA FliKKSNLQBI 120 

NFTRNKLTSL SRKHFRHLOL 8ELILV6HPF TCSCDIMHIK TZiQBAKSSPD TQDX.YCl<HBS 180 

SKKIPUUTLQ IPKOGLPSAN LAAPMLTVEB GK8ITLSC8V AGDPVPNMYH DVtSlLVSKHN 240 

NETSBTQGSI* RITKI8SDDS GKQI8CVAQI LVQBDQDSVM LTVHFAPTIT FLBSPTSDHH 300 

HGIPFTVKGN PKPALQHFYN GAIIHESKYI CTKIHVTNHT EVBGCIiQLDN PTBMNNGDYT 360 

LZARNEYGRD B1CQZ8ABSM0 HFGIDDGANP NYPDVIYBDY OTAAEiDI(3>T TNRSSIBIPST ' 420 

0VTDRT6REB LSVYAWVZA SWGFCLLVH LFLLKZaARHS XFGNKGPASV I6HDDDSA8P 480 

LRKISNGSNT PSSSESGPDA VZIGMTRIPV IBNPQYFOIT NSQLKPDTFV QHIXRBKIVL 540 

XREIiGBaAFG KVFLABCYML CPEQDKILVA VKTLKDASDN ARKDFaREAB LLTOLQHEHI 600 

1110 



yjO 03/042661 



PCTAJS02/36810 



VKFYGVCVEG DPLIMVFEYM KHGDLKKFLR AHGPDAVLMA EGNPPTmTO 
ItcMVYlASO HFVmDIATR NCLVGENLLV KI6DFGMSRD VYSTOYYRVG GHTMLPIHMM 
T^^^^ SlFTYO KQPHYQLSMN BVIBCITQGR VWRPMCFQ 

EVYELMLGCW QREPHMRKNI KSIHTLLQNL AKASPVYU)! LO 
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Seq ID NO: 395 DNA sequence 
Nucleic Acid Accession #: AF410899 
Coding sequence; 4B3..2999 
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X 11 21 31 *^ ]^ 

LsMaacGA occTCGcreo Itgcttogci cgcgctctac ecoCTCMTC «MGicoa» 

nrSMMCCT QSKOCCftGaC GC0GGCX30C0 GOCQIGAOGC GCCGGftSCCC GGCCTCBMG 
^SS^ AGGAftTCIGC GCCCCA<aOA 8]^ OCOS^ 

S^^?o5 ^^SSgCG OGOCGGGCCA TGCAGCmCG GCOGOOGCW AGCKOGftGC 
SoGGTAGCG CCCCCXTTOTA AAGCGGTEOS CTATGCOOGQ »OCMKTOk *«E!!?SS 
CTGCceGAAC ACTCTTCMCT CCGOACCROC TCASCCTCTG AIAAGCTGOR CTCGQCSkOeC 
S^SSSSo cSoesSS TTAASftGAGC CGCWVGCGCA SGGAAGGOCT MCKCAOGQ 
S^^S^ OOGoSoOW OeOOCGGGG ACAGGOVCTC CSGGCTGGCAC TGGCTGCTAO 

Stcotc cSoSamo togcatggrc ccgccrtooc ocmcicioo ogcttcigct 
SowOT Stctoo agogcogctt TCGceiexcc ^stcctgc ^«cmtg 
Stctcggat ctggtgovgc GACCxrrrcTC ciGGCATcer GGOVTrrcoG agattgwcc 

Screw AACATCACCG AAATTTTCM OGCAAACCM AAJ^G^^ 
»^^Sa C^MfcTGAT OTTOAMCTT ATOTOOQACT QAGAAATCIG ACAATTGTGG 

tSJ^ SSS^ A^;^ 

TCAATTTTAC CCGAAACAAA CTQACQAOIT TeTCTAOCWA ACATTTCOGT a**^«J^ 
SSmT QATCCTQQTO GGCAATOaT TTACATGCTC CTGtOAOOT MG«GWCA 
inaercTO^ MASOCTAftA T0CM3TCCA0 ACACTCAGQA TTTCTACTOC CTCAATOAAA 
SS^SS^ ^S^^ ScCIGC AGATAOCCAA TTGTGGTrTG CCMCTGCAA 
'^^^C IScSS ACKlrGGAGa TATCACMTA 
TGOO^TGA TCCGQTTCCT AATATQTATT 0GQAK5ITG6 XAACCTGeW 'CCMACATA 

?^^Sac aagccacaca cacggctcct taaooataac taacattcca TCCGwaa 

MTCICTTOT GTCGCGGAAA ATCITGTAGG AQRAGRTCAA WtTOm^ 
fJS^iS ^TTTOCA CCAACTATCA CATTTCTCOA ATCICCAACC TCAS^OC 

T^TCACT OTGAAAGOCA ACCCCAAACC *<3CGCITO0 
aS^^GcSt A^AATGftC TCCAAATACA TCTOTACTAA AATAOaCIT *C»AT»CA 
CGGCTGCCTC CAGCTaaTA ATCCCACICA CATOW^ ^f^SSTJ^ 
Sto^K OAMAIXSAG TATQGGAAOQ ATOMAAACA GATTTCTGCI CACTTCATGG 
^^^SoG wS^AT GCTOCAAACC CRAATTATCC TGATGTAATT W^^^f^ 
SaSgC SaTGM ATCGGGGACa CCACGAACAG AAGTWjTaA 
^SS^;^ TGAIAAAACC GOTCGGSAAC ATCICPCOOT CTATOCTOTO OTCGTCATTQ 
S^^^^ GGQATTTTOC CTmOGTAA TQCTOTTTCT GCTTAAGITO GCAAGRCACT 

Saagat irSaTCCT rroGATrrso oaaagtaaaa tcjaw^m 

^S?ScS MCCrCCGIT ATCAGCRATG ATGATGACTC TGCCAGCCCA CTOCMCA^ 
GAOTAACACr CCATCTTCIT OGOAAGGIGG CCCMATGCT OT^WOTO 
SSSSSS ^CCCTGTC ATTGAAAATC CCCMIACIT TMO^TCACC 1^^^ 
idAftOCCAOA CRCATTTGTT CAGOVCaTCA AGOSACATAA CATTOTTCIG WAAGOGRGC 
inrrTTTGCA AAAGTGTTCC TAGCIGAATG CTATAACCTC TGTCCTGAGC 
^S^^S^ ^S^IS TGAAGGATQC CAC^TGA^ 

i0A«C0MG CTCCTGACCA ACCICCAOCA TOAOCACATC GTCMGnWT 
aSSc^CTG OGTGGAGGGC GACCCCCICA TCATOQICIT TQAGIACATO AAGCRTGGGG 
aSS^S^ GC^OGOC CIGKEGOCGT GCTGATGGCt SMQS^ 

SSS^ TOGCAGATGC TGCATATAGC ^AGO^ S^SS 

SS^CS GGOGTCCCRO CACTTOGTGC ACCG^WT «OaCCTGG "CWOTW 
TCGGGGAGAA CTTGCTGGIG AAAATOGOGO ACTITGOGAT OTC^OG<»^ OTGraOOCA 
^SaCTA CAQGOTCaOT QOCCRCACAA TGCIOOCCM tOQCTGGAW CCTCCAGAm 
^StCATOTA OCGAAATTC AOaOSGAAA GCGAOGTCro GMCCTGGOO CTCGTGTTCT 

«CCTMGGC AAACAGCOCr GGTAOCRGCT GTCAAACAAT 
^^^Sc TCAGGGCOaA QTCCTOCAGC GACOCOGCAC <nGCCCOCM OMOTOT^ 
l^^TGCT 0G0OI6CT00 CMOOAGAGC CCCACATGRG GAAGAACaTC '^«CATOC 
trS^OT TOGAACtTO OCCASGGOa CTCOQSICTA CCTGGACATT CTAGGCTAGG 
G^S?5S ScSaAC GTACia:TCA eACG^ 

ATCITTTAAC TOCOOCTCGA GGCCACCAM CTQCTCrcCr TCACTCTGM MIMWMA 

^SIS^ ^gaSSc tcgagggam cagtctotac "OTCAra 

TATTGRCTTC TrTTTGGCAT TATCTCTTTC TCTCTTTCCA TCTCCCTTOO 'WITOCm 
TTCWWTTI AAAITTTCrP TTICTTCTTT TmTCOTCT TCCCTGCTTC ACGATTCTTA 
5S»Sa TGGCTTCIGC ATIACIATTA ACTCTG^rA GA^AA^ 
^ACAAAOO lAATTTGTTA TATCAGCAGA CACTCCAOTT TGCCCAOCAC AMTAMM 
^^TTGT ATTCCTGCCT TTGATGTGGA TGAAAAAAAG GSAAAJOkAA WJW^ 
AAACTTTOTC ACTTCIGCTO TACAfflVIATC GAQAGTTTCr ATOmTTCAC ™»»«At 
WMTMTAT TACIGTTCIT ATTGnTTtG fflOOGCTTAA OCCTGTGTAT AAAAAAGRAA 

SSSS GCCirmTCr ATGGGAGATT J*^^ 
TTTATTATCA ACOGCaATAT GGOUSGAACA AAOACAAOa. CTOGOATCM CTOOTOTCM 
TCCCTACTTA GQAAATACTC AGCAACIGTT AGCTGGGAAfl AATOTAWOO OCACCWCCC 
^SSoACCT TTCTGftGOM TAAAAAGACT ACTGGCCTCT GTOCCAT^ 
ttM«CCA GAAAIGATAO CGTOCAGTAG AGAGCRAAGA TW3CTTCCOT GAGACBCAAQ 
SSS^ ^SOGO ACACMtirr arC^OGTAG G^^ 
TTOTTTCTCA AGOGCTATCC ACAGAACCTT TGTGAACITC AGTTGAAAAG AGGTGGATTC 
ATGXCCAISAS CTCATTTCGG GOTCAGGIGO GAAAQCC 
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Seq ID ISO: 396 Protein secruence 
Protein Accession ft: AAI>67965.1 

1 11 21 31 



41 



51 
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HSSMIRHUOP ANARLNGFCW LWGFNRAAF ACFTSCKCSA SRIHCSDPSP QIVAFPaLBP 60 

NSVDPENITB IPIAMQKRLE IINHIDVBAY VGLRHLTIVO SOLKPVAHKA PLKNSNl^HI 120 

NPTRNKLTSL SRKHFRHLDL SELILVGNPP TCSCDIMHIK TLQEAKSSPD TQpLYCLIJBS 180 

SKNIPLANW) IPNOSLPSAII LAAPHLTVEB GKSITL8CSV AGDPVPNMW DVGNlUVSim* 240 

NBTSHTQGSL RITNISSDDS GKQISCVAEH LVGEDQDSVN LTVHFAPTIT FLESPTSDHH 300 

HCZPFTVKGN PKPALQWFYN GAILNBSKYI CTRXBVTNRT BYBGCLQUIN PTRMNKGDYT 360 

LZAKNEYGKD EKQISAHPW3 WPOIDDGANP MYPDVIYEDY GTAAMDIGD7 TNRSNEIPST 420 

DVTDKTGREH LSVYAVWIA SWOFCLLVM LFLLKLASHS KFOflKDFSWP GFGKVKSRQG 480 

V6PASVISND ODSASPI«RHI SMGSHTPSSS EGGPDAVIIG MTKIFVZBNP QYPGITHSQL 540 

KFDTFVQHZK RHNZVLKREL GBGAFGKmi ABCYNLCPBQ DKILVAVKTti KEASDNARXD 600 

FHRSAEZjLTN M2aBKIVKFY 6VCVEGDPLZ KVFBYHKR6D UnCPUtAHGP DAVLMABGHP 660 

PTELTQSQML HIAQQIAAGM VYLASQHFVH RDLATRNCLV OENLLVKIGD PQMSRDVYST 720 

DYYRVGGHTM LPIRWMPPES IMYRKFTTES DVWSIiGWLW EIPTYGKQPW YQLSNNBVIE 780 
CITQ6RVLQR PRTCPQEVYB LMLOCWQRBP HMRXNIKGZH TLLQNLAKAS PVYLDII/3 

8eq ID NOz 397 DNA sequence 
HUclelc Acid Accession «i AB052906 
coding sequence i 74 . . 614 

1 11 21 31 41 51 

I I I t t I 

AAAACXTTTGA GGTQATTCAT CTTOCAGOCT CTCCTTCCAT CAAGTCTCTC CTCCCTAGCG 60 

CTCTGGGTCC TTAATGGCAG CAOCOGCOGC TACCAAGATC CTTCXX3TGCC TCCCX3CTTCT 120 

GCTCCTGCTG TCCGGCXGGT CGOGGGCTGO GOGAGCOOAC CCTCACTCTC TTTGCTATGA 180 

CATCROCQTC ATCCCTAAGT TCAOACCXGO ACCAOGQTGO TGTGOGGTTC AAGGGCAOST 240 

GGATGAAAAO ACTTTTCTTC ACTATGACTG T6GCRACRA0 ACAOTCACAC CTGTCAOTCC 300 

CCTGGGGAAG AAACTAAATG TCACAACGGC CTGQAAAGCA CA3AACCCAG TACTGAQAOA 360 

GGTGGTGGAC ATACTTACAG AQCAACTGOG TGACATTCAG CTGGAGAATT ACACACCCAA 420 

GGAACXXXrrC ACCCTOCA6G CCAGGATGTC TTGT6AGCAO AA AGCTGA AG GACACAQCA6 480 

TOGATCTTGO CAGTTCAOTT TGOATGGGCA GATCTTGCTC CTCTTTGACr CAOAOAAGAG 540 

AATGTGGACA AOGGTTCATC CTGQAGCCAa AAAGATGAAA QAAAAGTGOG AG AATGA CAA 600 

GGTTCTGGCC ATGTCCTTCC ATTACTTCTC AATGOaAQAC TGTATAGGAT GGCTTGAGGA 660 

CTTCTTGATO GGCATGGACA GCACOCTGGA GCGAAGTGCA GGAQGACCAC TOGCCATGTC 720 

CTCAGGCACA ACCCAACTCA GGGCX31CRGC CACCACXXTTC AT CCTTT QCT 6CCTCCTCAT 780 

CATOCTCCCC TGCTTCATCC TCC C TGGCAT CTOAaGACBlO TCCTTTAQAO TGACASGTTA 840 

AAGCTGATAC CSUUUWSOCTC CTOTOAGCAC OOTCTTGATC AAACTCJSCCC TTCTOTCTGG 900 

CCAGCTGCCC AOGACCTACG GTQTATGTCC AGTGGCCTCC AGCAG ATCAT GATOACATCA 960 

TGGACCCAAT AGCTCATTCA CTGCCTTGAT TCCTTTTGOC AACAATTTTA CCAGCAOTTA 1020 

TACCTAACAT ATTATGCAAT TTTCTCTTGO TGCTACCTGA TGGAATTCCT GCACTTAAAO 1080 

TTCTQGCTOA CTAAACAAQA TATATCATTT TCTTTCTTCT CTTTTTGTTT OGAAAATCAA 1140 

GTACTTCTTT GAATOATGAT CTCTTTCTTG CAAATQATAT TGTCA OTAAA ATAATGAGOT 1200 

TAGACTTCAG ACCTCTGGGQ ATTCTTTCOS TOTCCTGAAA GAGA ATTTT T AAATTATTTA 1260 

ATAAGAAAAA ATTTATATTA ATOATTGTTT CCTTTAOTAA TTTATTOTTC TGTACTQATA 1320 
TTXAAATAAA OAGTTCTATT TCCCAAAAAA AAAAAAAAAA AA 

Seq ID NOt 398 Protein seqnence 
Protein Accession ff: BAB61048.1 

1 11 21 31 41 51 

MAAAAATKIL LCLPLLLLL9 GWSRAGRADP HSLCYDITVI PKPRPGPRWC AVQGQVDBKT 60 

FI^YDOGNKT VTPVSPLGKK IiNVTTAWKAQ NPVLREWDI LTEQLRDIQL ENYTPKEPLT 120 

LQARM8CEQK AE6HSSGSHQ FSFDGQIFLL FDSEKRMWTT VHPGARK^QCE KWBNDKWAM 160 

SPHYFSMODC IGWLEDFU^G MD5TLEPSAG APLAMSSGTT QLRATATTLI LCCXiLIIIiPC 240 
PIUPGI 

Seq XD NOi 399 DNA sequence 

nucleic Acid Accession #i 10(_001898.1 

Coding sequence: 57.. 482 

1 11 21 31 41 51 

I I I I I I 

G6CTCTCACC CTCCTCTCCT GCAGCTCCAG CTTTGTGCTC TOCCTCTGAG QAGA CCAT GQ 60 

OCCAGTATCT GAGTACCCTO CTQCTCCTOC TQGCCACCCT AGCTGTGGCC CTGGGCT6GA 120 

GCCCCAAGGA GQAOGATAGG ATAATCCC3GG GTGGCATCTA TAAG6CAGAC CTGAATGATQ 180 

AGTGGGTACA GOyrGCCCTT CACTTCGCCA TCAGOGAGTA TAACAAGGCC ACCAAAGATG 240 

ACTACTACAG ACGT C OGCT Q CGGGTACTAA GAQCCAGQCA ACAGACCGTT GGGGGGGTGA 300 

ATTACTTCTT GGAGOTAGAG GTGGGCOGCA CCATATGTAC CAAGTCCCAO CCCAACTTGG 360 

ACACCTGTGC CTTCCATGAA CAGCCAGAAC TGCAGAAGAA ACAGTTGTGC TCTTT0QA6A 420 

TCTACGAAGT TCCCXX3GGAG AACAGAAGQT CCCTGGTGAA ATCCAOGTOT CAAOAATCCT 480 

AGGGATCTGT GCCAGGCCAT TCOCACCAGC CACCACCCAC TCC CACCO OC TGTAOTGCTC 540 

CCACCCCTGO ACXGGTGGCC OCGACCCTQC OGGAOGCCTC CCCATOTGOC TGCGCCAAQA 600 

GACAGACAOA 6AAGGCIGCA GGAGTCCTTT GTTGCTCAGC AGG60GCTCT GCCCTCCCTC 660 

C I TOCTT C T T 6CTTCTAATA GCCCTGOtAC ATGGTACACA OCOCCCGACC TCCTGCAATT 720 
AAACAGTAGC ATG6CC 

Seq ID NO; 400 Protein sequence 
Protein Accession ftt MP_00I889.1 

1 11 21 31 41 51 

I I I I i I 

MAQYLSTLXiL LLATLAVAXA WSPKBSDRZI FGGIYNADW DBWVQRALHF AXSBYNKATK 60 

DOYYRRPliRV tRARQQTVGG VNYFPDVEVO RTICTK&QPN UyiCAFHBQP BLQKKQI^F 120 
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Seq ID NOi 401 DMA sequence 
Nucleic Acid Accession #» KM_003976.2 
Coding sequence: 299.961 



CTCTGA6CTT 
CATGGAGTTG 
CTACTTCTGC 
GGGTGGCAGG 

GGAACTTGGA 
TGCCXrTGTGG 
GGGCTCG0CX3 
OGCCGGCCAC 
GCGGCCXSCAG 
OGGGG6CXX3C 
GGGCTGCC6C 
CX3ACGAGCTG 
CGACXnrCAGC 
GCCGOTGAGC 
CAACASCACC 
AGGGCTOGCT 
CCTCCCGCAG 
AGGCGCCTAC 
CA6CCCCAGA 
GGAGCCCTTC 
CCCTCCTCTQ 
ACAGCATTTG 
CCTGTACTCA 



11 
I 

CTCTGAGCCT 
TGAAAGAATA 
TGGGTTGAGT 
CCGGTCCCCC 
GGOGAACAGC 
CTTG6AGGCC 
CCCACCCTGQ 
CCCCGCAGCC 
CTGCCOSGGG 
OTTCTOGGC 
GCX36G6CX3GO 
CTGCQCTCGC 
GTGCGTTTCC 
CTGGCCAGCC 
CAGCCCTGCT 
TGGAGAACOG 
CCAGGGCTTT 
AQTCCCACTA 
GGQTGOGTGA 
GCCCTCACCC 
GGACCCACTT 
ATGAACACTA 
AAGGACACAT 
CTCATGGGAG 



21 
I 

TGTTTGCTCA 
GCTGCAAAGC 
CTAGCTGTGT 
ACAAAAGATA 
TCAACAATGG 
TCTCCACGCT 
CCQCTCTGGC 
CTGCCCCCCX3 
GACGCACGGC 
CCGCGCCCCC 
CTGGGGGCCC 
AGCTGGTGCC 
GCTTCTGCAG 
TACTGGGCGC 
QCCQACCCAC 
TGGACCGCCr 
6CAGACTGGA 
GCCAGCGQCC 
TGGATATCAT 
TG06GATCCC 
CTCACAQACT 
CAGTQGCTGA 
ATTGCAGTTG 
CTGGCCCC 



31 
I 

TCTGGAAAAA 
ACCTAACACA 
AGGCXXXTTG 
ACTCATCTCT 
CTGATGGGCG 
GTCCCACTGC 
TCTGCTGAGC 
C6AA08CCCC 
CCGCTQGT6C 
QCCGCCTGCA 
GGGCAGCCGC 
GGTGCX3C3G06 
CGGCTCCTGC 
CGGGGCCCTO 
GOGCTACGAA 
CTCCGCCACC 
CCCrTACOGQ 
TCAGCCAGGG 
CCCCGAACAG 
AGCCTAAAAG 
CTGGCACTG6 
GGCATCAGCC 
CTTGGTTGAA 



41 

1 

GGGGATTAAA 
TAGTAAGGTT 
TTCCTCACCT 
TAATTTGCAA 
CTCCTGGTGT 
CCCTGGCCTA 
AGC6TCX3CA6 
COGCCTGTGC 
AGTGGAAGAO 
CCCCCATCTS 
GCTCXK3GCAG 
CTOGGCCTGG 
GGGGGG60GC 
OGACCGCCCC 
GCX3GTCTCCT 
GCCTGCGGCT 
TGGCTCTTCC 
AOGAAiGGCCT 
GTGAAfSGGAC 
ACACCAGAGA 
CCAGGCCTCG 
CCG6CCCAGG 
AGTGCCTQTQ 



51 



CCATTTACCT 
CCCAGTGCAG 
GGAGAAACTG 
GCTGCCTCAA 
TQATAGAQAT 
GGCGOCAGCC 
AGGCCTCXXT 
TGGGGTCXXX: 
CCOGQGGGCC 
CTCTTCCCCG 
GGGGGGCGCG 
GCCACCGCTC 
GCTCTCCACA 
CGG6CTCC0G 
TCATGGACGT 
GCCTGGGCTG 
TGCCTGGGAC 
CAAAGCTGAG 
AACTGACTAO 
CCTCAGCTAT 
AACCTGGGAC 
CCCTGTAGGG 
CTGGAACTGQ 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



seq ID NOt 402 Protein sequence 
Protein Accession #« NP_003967.1 

1 11 21 31 41 51 

MELGW3GLST isHCPHPRRQ PALWPTIAAL ALLSSVAEAS W33APRSPAP R^G^PPVLAS 60 

^GHLPGGRT ARWCSGRARR PPPQPSRPAP PPPAPPSALP RGGRAARAGG PGfJARAAGA 120 

RgSlRSQLV PVRALGLGHR SDELVRFRFC SGSCRRARSP HDLSLAStW ASALRPPPGS 180 
RPVSQPCCRP TRYEAVSFMD VNSTWRTVDR LSATACGCLG 

Seq ID NO: 403 DNA sequence 
Nucleic Acid Accession NM_05709l.l 
Coding sequence: 783.. 1445 

1 " f f 1^ f 

actggccgct Lgagaagaa TCGGGTGGAG CAGAGAGCAO CTQCTGCAGQ gcagacagcc 
GGACCCCCAA ATCTGCACGT ACCAGCAGTC AQCCGCCCCA CGCAGGGACC GgCTTACCCC 
TOGCrCCCCQ CCCrCACXCA CTTTCTCCCG CCCTCGGCOC GGCCTCCCAO CTCTCTACTT 
CGOSTGTCTA CAAACtCAAC TCCOQGTTTC CCjrGCCrCTC CACCQCTCGA OTTCTCTACT 
CTCCATATOC GAGGGGCCCC TCCCAGCATC TACCCCCCTC CCAACCTCGG GGGACCTAGC 
CAAGCTAGGQ GGOACTGOAT CCGACGGGTG GAGCAGCCAO GTGAGCCCOG AAAGGTGGGG 
CGGGGCAGGG GCGCTCCCAG CCCCACCCCG GGATCTGGTO ACGCI QGGGC TQGAATTTOA 
CACCGGACGG CXGOGGCGGC GGGCAGGAGG CTGCTGAGGQ ATGGAGTTOQ GCCOGGCCCC 
CAGACAAGGC CCOQGGGCTC CGCCAGCAOC AGGTCCCTCG GGCCCCAGCC CT CGCTGCC A 
CCCQGOCCTO GAGCOCCACA CCCGAGGGTG CAGACTGGCT G CCAA GGCCA CACTTTTGGC 
TAAAAGAGGC ACTGOCAGGT GTACAGTCCT GGGCATGCGC TOTTTQAGCT TCGQQGGAOTL 
GCCCAGCACT GGTCCCOGGA AAGGTGCCTA QAAGAACAAO GK5CAGGACC CCGTGCTOCC 
TCAACAGGAO QGTGGGGOAA CAGCTCAACA ATGGCT6ATG OQCGCTCCTG GTGTTGATAG 
AGATGGAACT TGGACTTGGA GGCCTCTCCA CGCTGTCCCA CTGCCCCTGG CCTAGGCGGC 
AGCCTGOCCT GTGGCCCACC CTOGCOGCTC TOGCTCTQCT GAGCAGCGTC GCAGAGGCCT 
CCCTCQGCTC COCGCCCCGC AGCCCTGCCC CCCGOGAAGG CCCCCCGCCT GTCCTGGCGT 
CCCCCGCCGG CCACCTGCCG GGGQGACGCA CGGCCOGCTG GTGCAGTGGA AGRGCCOQGC 
GGCCGCCGCC GCA6CCTTCT CGGCCCGCGC CCCG6CCGCC TGCACC0C3CA TCTOCTCTTC 
COOGCGQGQG CCGOGCGGCQ CGGGCTGGGQ GCCCGGGCAG COGCGCTOGG 6CAGCGGGGG 
OGCGGQGCTG CCSGCCTGOGC TOGCAGCTGG TGCCGGTGCG CGCGCTOGGC CTGGGCCACC 
GCTCCQAC6A GCTCGTGCGT TTCCGCTTCT GCAGCGGCTC CT6CCGCCGC GCGOBCTCTC 
CACACGACCT CAGCCTGGCC AGCCTACTGG GCGCOGGGGC CCIQCGAC03 CCCCOGGGCT 
CCCGGCCCX3T CAGCCAGCCC TQCTGCCGAC CCAOGCGCTA OOAAGCGOTC TCCTTCATG6 
ACGTOACAG CACCTGGAGA ACCGTGGAOC GCCTCTCCGC CACCGCCTGC GGCTGCCTGG 
GCTGAOGGCT CGCICCAGGG CTTTGCAGAC TGGACCCTTA CGGGTGGCTC TTCCTGCCTG 
GGACCCTCCC GCAGAGTCCC ACTAGCCAGC GQCCTCAGCC AQGGAOGAAG .GCCTCAAAGC 
TGACAGQCCC CTACCGGXGG GTGATGGATA TCATC0CC5SA ACAGCSTGAAG GGACAACTGA 
CTAGCAGCCC CAGAGCCCTC ACCCTGOGGA TCCCAGCCTA AAAGACACCA GAGACCTCAG 
CTATGGAGCC CTTCGGACCC ACTTCTCACA GACTCTOQCA CTGGCCAGGC CTCCyLACCrG 
GGACCCCTCC TCTGATGAAC ACTACAQTGG CTGAG6CATC AGCCCCCGCC CAGGCCCTC?r 
ftGOOACAGCA TTTGAAGGAC ACATATTGCA GTTGCTTGGT TGAAAGXGCC TGT6CTGGAA 
CIOGCCX^XA CrCACTCATG GGAGCTGGCC CC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 



Seq ZD NOt 404 Protein sequence 
Protein Accession «< NPj003967.l 
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I 11 21 31 41 51 

I 1 I I 1 I 

MEIiGLGGLST LSHCPWPRRQ PALHPTIAAL ALLSSVAEAS LGSAPRSPAP REGPPPVLAS 60 
PAGHLPGGRT ARWCSGRARR FPPQPSRPAP PPPAPPSALP RG6RAARAGG FOSRARAA6A 120 
RGCSUtSQLV PVRALQLGHR SDBLVRPRFC S68CSSARSP HDIiSLASLLG AOALRPPPGS 160 
RPV8QPCCRP TRYBAVSPMD VNSTWRTVDR LSATAG6CL0 



Seq ID KOt 405 DNA seqttence 

nucleic Acid Accession fti I1MJ>57160.1 

Coding sequences 1..714 

1 II 21 31 41 51 

I I I I I I 

ATCXXX3G60C TOATCTCAOC OOOAGGACAO CCCCTCCTTO AGGTOCTTOC TCCCCAAGCX: 60 

CACCTGGOTO CCCTCTTTCT CCCT GA GGCT OCACTTGQTC TCTCC60GCA GCCTQCCCTO 120 

TGGCCCACCC TGGCOGCTCT GGCTCTOCTO AOCAGOQTCQ CAGAGQCXTTC CCTGQGCTCC IBO 

OOGCCCCGCA GCCCTGCCCC GCQCX3AAGGC CCCCCOCCTO TCC TGGCG TC CCCOGCCGGC 240 

CACCT6C0GG GGGQAOOCAC GGOCOQCTGG T6CAGTG6AA GAO OCCXSGO O (3COQCC6C06 300 

CAOCCTTCTC G6CG0G06CC C C O GO OQOCT GCACGCOCAT CTGCTCTTCC CGG0GG6GGC 360 

G60GCGG06C GG6CTGGGGG CCC6GGCAGC OQOGCTOGGQ CA00GG6G6C GOBGGGCTGC 420 

CGCCTGOGCT OGCAOCTGOT GCCGOTGCGC OCOCTOGGCC TGGGOCACOQ CTCCGAOQAG 480 

Ci-GgrGOglT TCOOCTTCTG CAGCX^CTCC TGCCGCOGOO CJGOGCTCTCC ACACX3ACCTC 540 

AfiCCTGGCCA GCCTACTGGa CGCCGGGGCC CTGCQACOGC CCCOOGOCTC COGGC CCXSTC 600 

AGCCAGGCCr GCT6CGGACC CAOGOOCTAC GAAGOOGTCr CCTTC MGGA OGTCAACAGC 660 

AOCTGGAGAA COQTGGACOa CCTCTCCGCC ACCGCCT60G GCTGOCTGGG CTGAGGGCTC 720 

GCTCCAQGGC TTTGCAGACT GGAOCCTTAC GCSOrGQCTCT TCCT6GCTGQ QACCCTCCCG 780 

CAQAGTCCCA CTAGCCAGCG GCCTCAGCCA OCJOAOGAAOa CCTCAAAGCT QAGAGGCCCC 840 

TACOSGTGGO TQATGGATAT CATCCOCXaUl CAGGT6AAGG GACAACTQAC TAGCAGCCCC 900 

AGAOCCCTCA COCTQOQQAT CCCAGCXTTAA AAOACACCAG AQACCTCAGC TATGQAGCCC 960 

TTGGGACCCA CTTCTCACAG ACTCTGGCAC TGGCCAGOCC TCGAACCTGO GACCCCTCCT 1020 

CTGATGAACA CTACAQTGGC TGAGGCATCA G0CCCG60CC AOOCCCTGTA GGGACAGCAT 1080 

TTGAAGQACA CATATTGCAG TTGCTTGGTT GAAAGT6CCT GTGCTGGAAC TGGCCTGTAC 1140 
TCACTCAT6G GAGCTGGCCC C 

Seq ID HOi 406 Protein sequence 
Protein Accession ft: NP_47650l.l 

1 11 21 31 41 51 

MPGLISARGQ PLLEVLPPQA HLGALPLPEA PLGLSAQPAL WPTLAAIALL SSVAEASI/3S 60 

APRSPAPREG PPPVIASPAG HLPGGRTARM CSGRARRPPP QPSRPAPPPP APPSALPRGG 120 

RAARAiGGPGS RARAAGARGC HLRSQLVPVR ALGLGHRSDE LVRPRPCSGS CRRARSPHDL IBO 
SLASLIiGAGA LRPPPGSRPV SQPCaU?TRY BAVSFMDVNS TWRTVDRLSA TA0GCU3 

Seq ID NOt 407 DNA sequence 

KUdeic Acid Accession ii NM_057090.1 

Coding sequence I 2 9.. 715 

1 11 21 31 41 51 

I t I I i t 

CTGATGGQOS CTCCTGGTGT TC3ATAGA6AT GGAACTTGOA CTTGGAGGOC TCTCCACQCT 60 

GTCCCACTGC CCCTGGCCTA GGOCSGCAGGC TCCACTrQaT CTCTCCXSOQC AGOCTGCCCT 120 

GIG6CCCACC CIGGCCGCTC TGGCTCTGCT GAGCAGCGTC QCAGAGGCCT CCCTGGGCTC 180 

COCGCCCCGC AQCCCTQCCC CCOQCGAAOG CCCCC060CT GTCCXGGCGT CCCCOGCCGO 240 

CCACCTGCCG G6GGGACGCA CGGCCOGCTO GTGCAGTGGA AGAOCOGGGC G6006C0G0C 300 

GCAGCCTTCT OGGCCCGOSC CCXXKCOOCC TOCACCCCCA TCTGCTCTTC CCCGCGGGGO 360 

CCGCG0GGCX5 CGGGCTGGGQ GCCCGQQCAO C0GCX3CTCGG GCAGCX3GGGG CBOGQGGCTO 420 

COSCCTGCGC TCGCAGCTGG TG00G0TGC6 OGOGCTOGGC CTGG6CCACC GCTGCQAOGA 480 

GCT6GTG0GT TTCOGCTTCT 6CAGC66CTC CTQCCGOOOC GGQGSCrCTC CACAGGAOCT 540 

CAGCCTCQCC AGCCTACTGG OC3QC066GGC CCTGCGACOG C0CC0S06CT C UOGGC OOBT 600 

CAGCCAGCCC TGCTGCCGAC CCACGCGCTA CGAAGCGOTC TCCTTCATGO ACOTCAACAO 660 

CACCTOGAGA ACOGTGGACC GCCTCTCOGC CACCGCCTGC GGCTGCCTGG GCTGAGGGCT 720 

OGCrCCAGGQ CTTTGC3U3AC TGGACCCTTA CCGGXOOCTC TTCCTGOCTQ OGACCCTOCC 780 

GCAOAGTCCC ACTAGCCAOC GGOCTCAGCC AGGGAOGAAO OGCTCAAAQC TCAGAGOOCC 840 

CTACCOOTCO OTGATGGATA TCATCCCCGA ACAGGTGAAG GGACAACTGA CTAQCAOCCC 900 

CAGA6CCCTC ACCCTGOGQA TCCCAGOCTA AAAGACACCA OAQACCTCAG CTATGGAGCC 960 

CTTCGGACCC ACTTCTCACA OACTCTOGCA CTGGCCAGGC CTOGAACCTG GGACCCCTCC 1020 

TCTGATQAAC ACXACAGTGG CTGAOGCATC AGCCCCCGCC CAGGCCCXOT AGGGACAOC A 1080 

TTTGAAGGAC ACATATTGCA GTTQCTTGGI TOAAAGTGOC TGTGCIGGAA CTGGCCTGTA 1140 
CTCACTCATQ GGAGCTGGCC CC 

Seq ID NOt 408 Protein sequence 
Protein Accession fti KP_476431.1 

1 II 21 31 41 51 

I 1 I I I I 

MBl/SIiGGLST LSHCPWPRRQ APDGLSAQPA LHPTLAALAL LSSVAEASI/3 SAPHSPAPRE 60 
GPPPVLASPA GHLPGGRTAR HCSGRARRPP PQPSRPAPPP PAPPSA LPRQ GRAARAGOPG 120 
SRARAAGARO CRLRSQLVPV RAU3L8HR8D BLVRPRFCSG SCRRARSPHD LSLASLLGAG ISO 
ALRPPPGSRP VSQPCCRPTR YEAVSFMDVN 8THRTVDRLS ATAC0CU3 
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Seq ID NO: 409 UNA sequence 

Nucleic Acid Accession «: Eos sequence 

Coding segaence t 1 . . 1746 
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11 



21 



31 



41 SI 

ATOCCfcCTGR ftGOlTTRTCr CCITTTGCTO OTGGGCTGCC RAGCCTGGQG TOCMaOTXG 

SSSSeSg O^CCTM ogasigtacc tgctccaggg cctcccmgt ggaqtccacc 
?STSoGor QcaaccccT ctgccctgga aogccatqao cctccagatc 
IJScaSga actcaatgag tcccohtcc tcratmctc mccct^ 

SS?GAGGA TTOAGAAGAA TGAGCTGTOQ f^^^^^^'^^^ 
RrrrrRCTGC GCTATCTCAG CCTCGCCAAC AACAAGCTGC AOGTTCTGCC CATCeeW-iv, 
S^^^ TGAGTCTCrC CTTCTGTCCA GTAACCAGCT GTTGCAGATC 

S^SS ACTTCTCCCA GTGCAGCAAC CTCAAGGAGC TGCAGTTGCA C3GGCAACCAC 
S^ACA tccSgaSg AGCCTTCGAC CACCTGGTAG GACTCAOGAA GCTCAATCTG 
^^^^S GCC^rcS CATCTCACCC AGGGTCTTCC AOCACCTOGO CAATCTCM 
^^^C toS^S C«3GCTCACG GATATCCCCA TGGGCACrrX js^^ 
GTTARCCTGC AGGAACTQOC TCTACAGCAG AACCASATTG GACTGCTCTC OCCTOSTCTC 

??^Saca accacaacct ccagagactc tacctgtcca acaaccacat ^^^2™ 

CCACCC^ TCTTCATGCA GCT6CCCCA6 CTCAACXX3TC TTACTCTCTT TGGQAMTCC 
S^S^ TCTCTCTX3GG GATCTTCGGG CCCATGCCCA ACCTGCGOSA GCTTTGGCTC 
SSrASiS ACATCTCTTC TCTACCCGAC AATGTCTTCA GCAACCTCCG CCAGTTGCAG 
SSSS ^SgccocaK TCAQATCAGC TTCATCTCCC CGGGTGCCTT CAACGGQCTA 
S^GCTGTC CCTCCACAOC AACGCACTGC AGGACCTGGA CGGGAATGTC 

tSccaacct gcagaacatc tccctgcaga acaatcgcct cagacagcxc 

SSS^A TCTTC6CCAA CGTCAATGGC CTCATGGOCA TOCAGCTGCA ™CAMCRO 
S^^CT TcScCTOGG CATCTTCGAT CACCTGGGQA AACTOTGTGA OCTOOOGCTG 

S^Satc cctggagoto tgactcagac atccttccgc tccgcaactg gctcctgctc 
Sgggac ggacactgta cctgtgtgtt tcrgcccagc caatstco^ 

G^GTCCC TCATTATCAT CAATGTCAAC GTrGCTGTTC CAAGCQTCCA 'rGTOCCTGAG 

aSSgaaac accatggtac ccaoacrcac ccaottaccc -wacaccao^ 
^CSCTGA gctaaccagc cctotggaag actacactga tctgactacc 

IS^GGTCA CTGATGACCG CAGCOTTTGO GGCATGACCC AGGCCCAGRG CGOQCTGGCC 
vJJSSnrrJ TTOTAATTGO CATTGTCGCC CTGGCCTGCT CCCTGGCTGC CTGCGTCGGC 

S^SIagS GTCCTGATGC agatgaaggc acccaatgag 

G^CTGGA GCAGGGC.GG <^J^'^^^^^g 
TCATCTTTCT GCCTCCAC3CC CTGGGTCCyVT GGAGCTTTCC CGTGATTGCT 
SSSaaS OTOTGCCTAC CXCTTCCTGA CTTGCCT6AT TCTCCCGTAG AGA^^ 

SS^S cttSaa tcaggaagat agatccaact ggccatggca aaagccct^ 

SSCCCC TGGGCTTCCT TOGAGAGGGC ^^J^ J^S^ 
ACCTGTCCrC CAAGAACAGC CTTCCCTGCX3 CCCAGGCOCC CTCCGQGCCT CTOraGftCTC 
i^JScA CAGCCTGCTC ACTTCGTGGG AATAOTTCTC OGCTOAGATA GCCCCTCTOG 
SSSSSt MOTAflGTTS ATTTCCCTTC TmGTTTCT CTTGTITGTG CTATGGCTTG 

aSScStg tcccctcaaa tgaaagttct ccccttgatt ttctgctcct gaaggcaggg 

^^tS CATTTAACTG 

Sqcctggtt ttggggatgc tatgaaagag agaaggaaaa tcmgoogct «gttcctgg 
S^^SaSa g^tcatca gtgtctcact tgtoattttt atctggaaaa ggaagaaaca 

^S^^ SctCAG CCTTTTAfiAG AAGGATATTT CCAAACTGCA AACTTTGCTT 
GGAATGAAAT CATGTAGAAT TTTGGACTTC TMAAA^TT 

IS^S tmSataog GGATAGAGAA agaaatctgg tocctg^ 

^CCTAGA GTTTGTTTTA AAATTTTTAA TTGftAGCATO ^JftSTOTAC SI^^ 
GTGG^CAT QATAGTGTAT GGCTTGGTGG ATTTTCACSUl ACIGAACATA CCTOTGTAAT 
SS^SSo ^OGACCC A6AGCATCAC AAATATCCCC CATCCtGGGC TTTTCCC^ 
gcttcS ATGGACTTAC CTGC»ACCTG ccccccatga gccag^ 
^^S^ GTCAOCCTGT GCAAAGGOCC OGTGGCCAGG GGIGGAGGAG A^ATOTSGG 
iScGACAGG ATGQQAGACT GTGGCX:TGAA CAGQAGATTT TATTATATCT GG^^ 

i^iflAOCCTG AGACCTGGGG caccatggct ggcx»ggtca ©«ccatcct ^ct^^ 
St^ctgcao ccacaccctc ttccctgcca GCAAcrrGTC tgcggctctt coga^cocc 
TCOGCCTGGA gccttctatq gacgtgatat gcctgtatct gtttttaatt ttcattcttc 
agtcaaatcg ctcagagatg agatccttta attgaaaaog aagtgtaacg 

TCTTTCTAAT CTGGTAAAAT TCTCCATCAA CWCACAGTC ^CTGGCAGC 
TCAAOTCAG AATCTCACTT ACAGCRGGCXS ACAOtSGGGQT ACACCX3ATGG GTCACACTGG 
S?SS? SgGAGC TCCrCCTGCG TGTGGTCTGG TTAGGAQTTO AGTTGTTTCC 

^caogctS ttctcctcct cgagtcacag tcacaoqaat acctgccttc tctggctttc 
SSiS StSca tggogctcaa gaagttaggc tcatggcaac gtgtgtcttt 

ScTG^raA CTGGCCCAOT TTACAGTOAA ATGGAGAATT TCAOGTCTCC ACGTCTGCCC 
^S^^ SS^^ TCCAOGGGGA TCTGGAAATC CAOGACCAAT CCCGAT^ 
TOTMraOC TOCXXXSCTCC ACAAGACACC TGTGCTTTGG AAATCCACCA CC^TCOCGA 
SmCTCCCC GCrCX»CAAG ACACCTGTGA TCTGGAAATC TAOC^T 
S^TQSGC TCTTATTAGC TCCCCGCTCC ACAAGACACC TGTGACATCC TCCAGGGCCA 
SSS^ TTTTCOCTTC CAGTTOCIGC AOUJAAA^ 

^S^A CACTAGTOCA CTTTOTAOCT TTTCACCCTC TGTOCCAGGG M^TCTAGQAG 
J^^CC OGTCAGAGTC AAGAGATGTC ATCCCCCCAG GGTCTCCAAG QCATTTCCAC 

S^SgSg gcacctggag gacatgcacc aaggcttgcc agagccaaca g^^agtcagc 

S^J^CMG GCACAIGAGC ATCACCOGCT GATGOTGGCC TGCTGTGCCT GGTGC^ 

ggSStccc ggcccgtacc cctccagaca ggaaocatgo gtttccccac agacctgtcg 
gSgScot tgagtggcct ccagatgtct ttotgcatao gcacaastgg gccagggctg 
^Sgagotg ggaaacctca tcatccggtg ggccctgcca atcttaaccc agaaccctta 
^^Stcctc gcagtagcca tgacattgqa gcaccttcct ctccagcc^ 
Sgggocact gtcctcagat gacaccaccc aggagcaccc taggtgaggg gtgagogccc 

CCrrATGTGA ACCTCTTGCC TCTTCCTTTC TOCCATCAGA gTOGrTOGAT GGAGCCATTG 

ScTCcrrrr cttcagoggg cccitcaacc tctcigcacc atqmgtctg gctg^^gagc 

TOCTAGAAAA GCTGAGIGGA OTCTCCTTTC CAACAGGATG ATCCATTTGC TOAtTCTCA 
GQGCTGGAAT GAGCCGOCKS GTCCCCCAGA AAGCTQGAGT GGGOTACAGA GTTCAOTTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2680 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 



1115 



wo 03/042661 



PCTAJS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



ocrcr c TaTT 

GTCTTGGAOA 
TGCACAGATA 
GGTAGGAGTO 
GGTGTTCAAT 

TTAGTCTTGO 
GGAAAAAATA 
TGOGCTGTAT 
AACTTTTCAT 
GAACITCCAA 
AOTTGGTOQA 
GCCCCCA(3AT 
GOAAGGAAGC 
CTCCTTCOGC 
CTTCATGCTQ 
GCCGCACSTGC 
AGCOCTGGTG 
OGTOTACAGA 



TACAGCTCCT TGACAGTOCC 
AGAAACAACA AAAGCCAATT 
CTCTTCAAGC ACTGQAOGTG 
CCQCCTCTAC CCACTTGTGA 
AOQCTOGQAG nrrATTTAT 
CTTTOGTCAT TAAACCAAA6 
TCATCAGAAC CTCACTTGGT 
AACTCTTCCA TCCCTTAAAG 
GTATATTGTT CTTCCTCCTT 
G6ACACAATT TCCACAACCT 
ACTC aOQAA Q TTTOC agMA 
CAGATOTTAG ATQTATCCTA 
CCCACAGTCA GAACTGAATC 
CATGGCTGTG GTTCAGAQAG 
CCCAGQTTTC TTCTTCTCTT 
CCTTCAAA6C TAGATCATGT 
TTGOOGATGC ATTTACAGAT 
GGCAGOGTrO O U UGGTCTGr 
ATCAACAATA AATAATATAC 



AOGCGCATCr 
AGAACCACTA 
GATTCTCTCT 
T6GG6TACA0 
CTCTTCAAAC 
QAAATG6AAG 
ACCATATAGA 
AATAtSAATAG 
AGAATTTAGA 
TTCAOATGCT 
GCAGACAGCT 
GCTTTTAGCC 
TQOGTTOTTG 
6GTGGGCTGG 
AAGGAGAGAT 
TTGCCTTGCT 
TTCTAGOCX:C 
CTTCIGCTGG 
ATGTAT 



QGAGTGGGAG 
TTTTTAAAAA 
CTAGCCCTCA 
AGGCACTTOC 
TTTGTACAAG 
CCATTOCCCT 
TCAAAAGCIT 
TTTOTOOCTC 
QATACAAGAG 
GATGTAGAGC 
A6AQATAACT 
ATAAACCACT 
GGAAGCCAGC 
CAAGCCACTT 
TGTTCTCACC 
TAQAGAATTA 
TCAGGGTTTT 
AIGCTGCnO 



CTGGGAGTTA 
OTGCTTACTG 
OCACCCCTOC 
TCTTCTGCAT 
AGCTCATGGC 
GTTGCTCTCC 
TGTAACCACA 
TCATGGQAAT 
TTCTACTTAG 
TATTGOGAAA 
GGGQAGCCAG 
CAAAGATTCA 
AGTGGCCTTG 
CCGGGGAAAA 
AACCOQCTGC 
CTGCAAATCA 
GTAGAGTGTG 
TAATOCATTT 



4740 
4800 
4B60 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
S340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 



Seq ID NO: 410 Protein eeguence 
Protein Accession #i BABa4587.1 



1 

I 

KPLKKYLLLL 
UmilTELNE 
FQGLDSLESL 
GKKSLTHISP 
FHMMKNLQRL 
YDNHISSLPD 
FSMLANLQNI 
YDHPWRCSSD 
VPSYPBTPWY 
lAAIVIOIVA 



11 
I 

VOGQANGAOI* 
SPFLNZSALI 
LLSSNQLLQI 
RVFQHLQNLQ 
YLSMNHZSQL 
NVPSNLRQIiQ 
SIiQNNRI«RQL 
ILPLRNWLLL 
PDTPSYPDTT 
LACSLAACVG 



21 

I 

AYHGCPSECT 
ALR1BRHBI«S 
QPAHFSQCSN 
VLRLYENRLT 
PPSIFMQLPQ 
VLZLSRNQIS 
PGNIFANVNG 
NQPRLGTDTV 
SVSSTTELTS 
CCCCKKRSQA 



31 
I 

CSRA8QIVBCT 
RXTPQAFRNIi 
LKBLQIiHGHH 
DIPMGTPDGIj 
LIIRLTLFGKS 
FISPGAFNOL 
LMAIQIiQliKQ 
PVCFSPANVR 
PVEDYTDLTT 
VIiKQMKAPKB 



41 

I 

GARXVAVPTP 
OSIiRyi<SLAISI 
LBYIPDGAFD 
VNLQELALQQ 
ItKELSIiGlFO 
TBLRELSLHT 
LENIiPLGIFD 
GQSLIIZNVN 
IQVTDDRSVH 
C 



51 
I 

XiPHMAMSLQZ 60 

HRLQVIiPIGL 120 

HLVQIiTKLNL 180 

NQIGIiLSFGL 240 

PMPNUtBLmi 300 

HALQDXiDGNV 360 

HLOXLCBLRL 420 

VAVPSVBVPB 480 

GMTQAQSOLA 540 



Seq ID NOj 411 DNA sequence 
Nucleic Acid Accession #t XM_098151 
Coding sequence! 1..447 



ATGATGCATT 
AGTGGGGTAC 
TCTG6AGTGG 
CTATTTTTAA 
TCTCTAGCCC 
CAGAGGCACT 
AACTTTOTAC 
AAGCCATTCC 



11 
I 

TGCTCAATTC 
AGAGTTCAGT 
QA6CTGGGAG 
AAAGTGCTTA 
TCAGCACXXX 
TGCTCTTCTQ 
AAGAGCTCAT 
CCTGTTGCTC 



21 

I 

TCAGGGCTGO 
TTTCCTCTCT 
TCAGTGTTGG 
CTGTGCACA3 
TGCGGTAGQA 
CATGGTGTTC 
G6CTTGTCTT 
TCCTTAG 



31 
i 

AATGAGCCGQ 
GTTTACAGCT 
AGAAQAAACA 
ATACTCTTCA 
OTGCGGCCTC 
AATAGGCIGQ 
GGGCTTTOGT 



41 

1 

CTGGTCCCCC 
CCTTGACAOT 
ACAAAAGCCA 
AGCACT GGAC 
TACCCACTTG 
GAGTTTTATT 
CATTAAAGCA 



51 
I 

AGAAAGCTGG 
CCCAOGOCCA 
ATTAGAACCA 
GTGGATTCTC 
TQATGGGGTA 
TATCTCTTCA 
AAGGAAATGG 



Seq ID NOt 412 Protein sequence 
Protein Accession «t XP_098151 



11 



21 



41 



51 



31 

I I ) i I I 

MMHTfT Mfi<yai NEPAGPPESW SGVQSSVFLS VYSSLTVPRP 6GVGA0SQCH RRNNKSQIiBP 
IiFLKSA^CAQ ZLPKHW7WXL SIiALSTPAVO VPPLPTCDGV QRHLLFCKVP NRUJVLFISS 
NFVQELMACL QLSSUJQRKN KPPPCCSP 

Seq ID NO J 413 DNA sequence 

Nucleic Acid Accession ft: NM_00265a.l 

Coding sequences 77.. 1372 



I 

GTGCCOGCAG 
COCGGACCTC 
GAGCGACTCC 
TGQAGGAACA 
GAAATTCGGA 
TCACTTTTAC 
CTCTGOCACT 
CCTGGGQAAA 
GCAGGTGG6C 
AAAGCCCTCC 
COQGTTTAAG 
CATCTAC ftGG 
CCCTTGCTGO 
CAT06TCTAC 
G6TGGAAAAC 
CATTGCCTTO 
ACAOAGCATC 
CACTGGCTTT 



11 

I 

CGCCGTOGCG 
GCCACCATQA 
AAAGGCAGCA 
TGTGTGTCCA 
GGGCAGCACT 
OQAGGAAAGQ 
GTCCTTCAGC 
CATAATTACT 
CTAAAGCG6C 
TCTCCTCCAG 
ATTATTGGGO 
AGGCACCQGG 
GTGATCAGOG 
CTG6GTCGCT 
CTCATCCTAC 
CTGAAGATCC 
TOCCTGOCCT 
GGAAAAGAGA 



21 
I 

CCCTCCTGCC 
GAGCCCTGCT 
ATGAACTTCA 
ACAAGTACTT 
GTGAAATAGA 
CCAQCACTGA 
AAAGGTACCA 
GCAGQAACCC 
TTOTCCAAGA 
AAGAATTAAA 
GAGAATTCAC 
QGGGCTCTGT 
CCACACACTG 
CAAGGCTTAA 
ACAAGGACTA 
GTTCCAAGGA 
CQATGTATAA 
ATTCTAGCQA 



31 

I 

GCAG6CCACC 
GGCGC6CCTG 
TCAAGTTCCA 
CTCCAACATT 
TAAGTCAAAA 
CAOCATGGOC 
TGCOCACAGA 
AGACAAOCGG 
GTGCATGGTO 
ATTTCAGTGT 
CACCATCOAG 
CACCTAOCTG 
CTTCATTGAT 
CTGCAACAOO 
CASC6CTQAC 
GGGCAGGTGT 
CGATGOCCAG 
CTATCICTAT 



41 
I 

GA0GCC6CCG 
CTTCTCTGCG 
TOGAACTQTG 
CACTQGTGCA 
ACCTGCTATG 
OOGOCCTGCC 
TCTGATGCTC 
AGGCQACCCT 
CATQACTGOG 
GGGCAAAAGA 
AACCAOCOCT 
TGTGGAGGCA 
TACOCAAAQA 

GAAaaaoACZA 

AOQCrTGCTC 
GC6CAGCCAT 
TTTOQCAChA 
CCOGAOCAOC 



60 
120 
180 
240 
300 
360 
420 



60 
120 



51 
I 

COGTCTAGCG 
TCCTGGTCGT 
ACTGTCTAAA 
ACTGCCCAAA 
AGQGGAATGO 
TGCOCTOGAA 
TTCAGCTGGG 
GGTGCTATGT 
CAGATQQAAA 
CTCTGAOGCC 
QGTTTQ0G6C 
GCCTCATCAO 
AGGAQOACrA 
TGAAGTTT6A 
AOCACAACGA 
GOOQGACtAT 
GCTGTGAGAT 
TGAAAATGAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 



1116 



wo 03/042661 



10 



15 



20 



25 



30 



35 



40 



TGTTGTGAAG 
CACCACCAAA 
CTCAGGGGOJl 
CTQGGGCC3GT 
CTTACCCTGG 
AGGGAGGAAA 
TCCATCAGCT 
CACC3VCCAGG 
CAGACCCTCT 
TGTCTTTTTC 
GQCTCX3AAjG6 
AATGAATAAT 
AATGTGGGAG 
ATTCCATGAA 
GCTGTGAGTG 
AAACTGTGTG 
CTCGGGCCTC 
ACCTQTQACC 
ATCCCTTCCT 
ACACIGAMTA 
ATCAATAAAA 



CTGATTTCCC 
ATGCTATQTG 
CCCCTOGTCT 
GGATGT6CCC 
ATCGQCAGTC 
CGGGCACCAC 
GTAAGAACSAG 
GTGAACGACA 
GGCCAGGATG 
TG6ACTGAAG 
GAGAGCCAGC 
TTCCCAATTA 
CAGCGGTTTG 
TGTATCAGGA 
TAAGTGTGAG 
GACTGTGATG 
TTGGGTCCCC 
AGCACTGTCT 
TTTAGCCTAG 
TTTATATTTC 
TOTQATTTTT 



ACOGGGAGTG 
CTGCTGACCC 
GTTCCCTCCA 
TQAAG6ACAA 
AOIGCAAGGA 

ccGcrrrcTT 

ACTGGGAAQA 
ATAGCTTTAC 
GAGGGGTGGT 
CCT6CAGGA6 
TCX3CCCGACC 
GGAAGTGTAA 
GGGAGCAGAG 
AATATATATG 
TAAGAGCTGG 
CC»CACAGAG 
CACGTGACAG 
CAGTTTCACT 
TTC ATCCAAT 
ACTATTTTTA 



TCAGCAGCCC 
CCAATGGAAA 
AGGCCGCATG 
6CCAGGC6TC 
AGAGAATGGC 
GCTGGTTGTC 
TAGGCTCTGC 
CCTCAOGGAT 
CCTGACTCAA 
TTARAAAGGG 
GGTGGGCATT 
QCA6CTGA6G 
ACACTAACGA 
T6TGTGTATG 
TQTCTGATTG 
TGOTCTTTCT 
TGCCTGG6AA 
TTCSVCATAQA 

ccTCA crogq 

TTTATATTTT 



CACTACTACG 
ACAGATTCCT 
ACTTTGACra 
TACACX3AGAS 
CTGGCCCTCT 
ATTTTTGCAG 
ACAGATGGAT 
AGGCCTGG6T 
CATGTTACTG 
CAGGGCATCT 
TGTGAGGCCC 
TCTCTTGAGG 
CTTCAGGGCA 
TTTGCACACT 
TTAAGTCTAA 
GGAGAGGTTA 
TGTACTTATT 

TGGGGTGAlOG 
TGTAATTTTA 



GCXCTGAAfiT 
GCCAGGGA6A 
GAATT6TGAG 
TCTCACACrT 
QAGGGTCCCC 
TAGAGTCATC 
TTGCCTGTGG 
GCTGGCTGCC 
ACCAOCAACT 
CCTGTGCATG 
ATGGTTGAGA 
6AGCTTAGCC 
GGGCTCTOAT 
TOTTGTGTGG 
ATATTTCCTT 
TAGGTCACTC 
CrOCAGCATO 
TTQGCCAGTT 
ACCACTCCTT 
AATAAAAGT6 



1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 



Seq ID NOi 414 Pr-chein sequence 
Protein Accession #: NP.002649.1 

^ 11 21 

MRALLARLLI. CVUWSDSKG SNEIflaVPSH 
HCBIDKSKTC YEGNGHFYRG KASTDTMGRP 
yCRKFDNRRR PWOfVQVGLK PLVQECMVHD 
GGEPTTIBNQ PWPAAIYRRH RGGSVTYVCG 
R9RLNSNTQG EMKPEVEMLI LHKDYSADTL 
PSMYNDPQFG TSCBITGPGK ENSTDYLYPE 
CAADPQWKTD SCQGDSGGPL VCSUJGFMTI. 
SHTKEENQIA 1* 

Sea ID KO: 415 DMA geouence 

Nucleic Acid Acci88ion«i 1IM_024422.1 

Coding sequences 202.. 2907 



31 

CDCLKGGTCV 
CLPWNSATVL 
CADGKKPSSP 
GSIiISPCWVI 
AHmiDIALLK 
QLKMtWKliI 
TGIVSWGRQC 



41 
I 

SNKYFSNIHW 
QQTYHAHRSD 
PEELKFQCGQ 
SATHCFIDYP 
IRSKEGRCAQ 
SHRBCQQPHY 
ALKDKPGVYT 



51 

CNCPKKPGGQ 60 

ALQLGLGKHN 120 

KTLRPRFKII 180 

KKEDVIVYLO 240 

FSRTXQTICL 3O0 

YGSEVTTKML 360 

KVSHFIiFWIR 420 



1 11 21 31 

|:gccaaagga Iaagcccctt 

CTCrCCGOGC GCCCCACCTC CPCCXSCCTOQ OGCTCCTCCT 
45 GCTCOQGCCG CGGCCCTCGC CCCGOGGAOC CCTCCWCCC 

gaStoScc gagccctctc catggaggca gcccgcccct 

ctSS?^ ScTCCIGCT GACCCTCX3CX5 ATCTTAATAT 
AATOTGACAT TACATGTTCC CTOCAAACTA QATQCCGAGA 
^SJS ^TACAGC TGCAAATCTA ATTCATTOU^ 

50 Sg^tg GTTCAGTCTA tacaacaaat actattctat 

mACMAT TACTTTCCAA CACTGAGAAC CAAGAAAACa 
SS^^ ^AGGTCCT AAAQAAAAGA CATACTAAAG 

^SSaat tccttgttcg atgctaga^ 
SStccttc aacaggttca atctgacaco gcocaaaact 

55 SagScCTG GAGTTGACCA AGAACCTCGG AATTTATm 
A^TCTATT GTACTCGTCC TGTAGATOGT GAGCftGIATG 
?SS^CAA CTCCAGATGG GTATACTCCA GAACTTCCAC 
SgGMGAAA ATCATAACPA CCCAATTTTT ACAGflA^ 
SaAaSgCA GAGTGGGC3VC TACTGTGGGA CaAGTGTGTG 

CTATTTTCTA TGC3VTCCAAC TACAGGOSTG A'KS^CftCAA 
Scttm™ ACAAGTACCA GTTGAAAATA AAAGTACAAG 
S^TTCAAC TTGTATCATT AACATTCATG 
^CTTOTA TGTGACATCA GTGGAAGAAA 
65 S^CTGTTGAGGATAAGQACTTA^ 

a^Sttaa AGGQCAATQA aaatggcaat tttaaaatto 
Saa^agttc tttgtgtagt taagcctttg aattatgaag 

SSSto TAGTTAATCA AGCTCCATTT TC^fi^ 
^OeCAA CA6TTAC1GT TAATQTA6AA GA-TCAGGA^ 
70 C^SS^ CTOTTCGCAT GAAAGAAAAT GCAGAAGTGG 

SsSSaac aagaagtagc a^^o^ 

raACAGGGT GQGTCACCAT TQATGAAAAT ACRGGRTCAA 
SS^^ Saccat CAAAAATGGC ATATATAATA 
CAASOTGOGA GAACATGTAC GQQGACACTG GGCATTATAC 
75 A^^SCA TACCTAAAAA GACAGTGATC ATC^CAftAC 
'"^ ATTGTTGCX^G TTGATCCTGA TOAflCOnttC CM^S^AC 
ACTTCTACTT CAGAAQTACA GM3AATOTQ6 AGACTGAAAS 
orSTCTTTOCT ATCAGAATGA TCCTCCATTT GGCTCATATG 
SSSS GCATCTCTAG TGTCACTTCA TTGQATGTTA 
80 GAAAATGACT GCACACATOQ TGTAGATCCA AGGATTGGCG 
^5^^?SrTGCAATATTGTTGGGCA^ 
CTGGTCTOTO GGGCTTCTGG GAOGTCIAAA CAA^AA^ 
CAGCAGAACC TAATTGTATC AAACACRfiAA OCTOCTGGAG 
AATQGCrrCA CAACXX»AAC TGTGQGCOCT TCTGCTCA£Sa 



41 51 

AGAGAAGCTA AGAAAAGCAC 
GAGCAGOSGG CCCAGACTGC 
CGGCCCGAOG CTCGGCCCGC 
CCG6CTCCXG QAACGQAGCC 
rSQCSCf>SyS<Sfi T6CCTGCAAA 
AACTTGTTGG TAGA6TTAAC 
GTGATCCTGA CTTCCAAATT 
TGTCCTOQGA GAAGAGAAGT 
AGAAAATATT TGTCTTTTTG 
AAAAAGTTCT AAGG060SCC 
ACrCCTTGGG TCOTTTCCA 
ATACCATATA CTATTCCATA 
ATGTGGAGAG AGACACTGGA 
AATCmrOR GATAATTGCC 
tGCCCCTAAT AATCA AAATA 
CTTATACTTT TACAATTTTT 
CTACTGACAA AGATGAGGCT 
AGGTGCCACC ATCACCCACC 
CATCATCrCA GCTAGACAGA 
ACATGQATGG TCAGTATTTT 
ATGTAAATOA CCACTTGCCA 
ATACAGTTQA TGTG6AAATC 
CTAACTGGAG AGCTAATTAT 
TAACAGATGC CAAAACCAAT 
jy^ftAGCAACA GATGATCTTG 
CTRGTCCAAG ATCAGCCATG 
j^GGGCCCTGA GTGTAAOOCT 
GAACAACAAG CAATGGATAT 
OGTATAAGAA ATTAACTGAT 
^CAAAGTTTT CAGAA6CCTG 
TTACAGTCCT TGCATCAGAC 
TTCAAGACGT GAATGATAAC 
CCAOCATGTC ATCTGCGGAG 
CCTTTGACTT TAGTCTGGAG 
Ca^TTAATGA TACAGCAGCA 
TAGTACCTAT AACAGTGAGA 
CACIGTOXGA CTGC ATTAC C 
GTOGAGGAGT ACAACTTGGA 
TCmrGCAT OCTQTTTAOG 
TAATTCCTGA TQATTTAGCC 
ATGACAAAGT GTATTCTGCO 
QAgTTTGTOG CACCGTGGGA 



60 
120 
160 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400' 
2460 
2520 



1117 



wo 03/042661 
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20 



2880 
2940 
3000 



TCROOAAICA AAAAOOGAGG TCAfiGAGACC ATOGAAATQG TOWWOOAGQ ACACCAGACC 2580 

TCGOAATCCT GOOGGGGGGC TOGCCACCAT CACACCCTOO ACT CCTOC AC GGGAGQACAC 2640 

AOtSGAGOTGG ACAACTGCAO ATACACTTAC TCGGAGTGGC ACAGTTTTAC TCAGCCCOOT 2700 

CrTCGTQAAA AAOTGTATCT GTGTAATCAA GATQAAAATC ACAAOCATQC CCAAGACTAT 2760 

5 GTCCTGACAT ATAACTATGA AGGAAQAGC5A TOOOTOSCTG GGTCXGTAGG TTGTTOCAOT 2820 

QAACX3ACAA6 AAGAAGATGG OCTTGAATTT TTGOAXAATT T GQAGOOC AA ATTTAGG^ " 
CTAGCAGAAS CAT6CATQAA GAOATGAOTC TOTTCTAATA AOTCTCPQAA AOCCAGTOQC 
TTTATQACTT TTAAAAAAAA TTACAAAOCA AGAATTTTTT AAAGCAGAAO ATGCTATTTG 

TGGQGGTTTT TCTCTCATTA TTTGGATGGA ATCTCnTGG TC AAATG CAC ATTTACAQAQ 3060 

10 AGACACTATA AACAAGTACA CAAATTTTTC AATTTTTACA TATTTTTAAA TTAC TTATCT 3120 

TCTATOCAAG OAOGTCTACA GAGAAATIAA AOTCTGOCTT ATTT GTTA^ TTTOOGTATA 3180 

ATGACAACAa CCAATTTATA OTGCAATAAA ATGTAATTAA TTCAAGTCCT TATTATAGAC 3240 

TATTTCAAOC ACAACCTAAT GGAAAATTGT AGAGACCTTG CTTTAACATT ATCTCCAGTT 3300 

AATTAAGTCT TCA TC T G QTG CTTGGAAACT QTTOTTTTCC IGAACATCTA AAGTGTGTAG 3360 

15 ACTGCATTCT TGCTATTATT TTATTCTTGT AATGTGACCT TTTCaCTGTO CAAAGOGAOA 3420 
TTTCTAGCCA OGCATTOACT ATTACAATTT CAT! 



Seq ID MOt 416 Protein sequence 
Protein Accession #s NP 077740.1 



1 11 21 31 41 51 

MEAARPSQSW NGALCRLLLL TIAILIFASD ACKNVTLHVP SKLDABKLVO RVNliKECPTA 60 

ANLIHSSDPD FQILEDGSVY TTNTILLSSE KRSPTILLSM TENQBKKKIP VFIjEHQTKVI> 120 

25 KKRHTKEKVL RRAKRRWAPI PCSMLEWSUS PFPLFLQQVQ SDTAQNVTIY YSIRGPGVDQ 180 

EPRNLFYVER DTGNLVCTRP VDRBOYESFB IIAPATTPDG XTPBLPLPIil IKIEDENDHY 240 

PIFTEBTYTP TIPENCRVGT TVGQVCATDK DEPDTMRTRL KSfSIIGQVPP SPTIiPSMHPT 300 

TGVITTTSSQ U5REIiIDKYQ LKIKVQD>aX3 QYPGLQTTST CIINIDDVND HLPTFTRTSY 360 

VTSVEENTVD VEILRVTVED KDLVNTANWR ANVTILKCaiE KtaiPKIVTDA KTNEGVIiCW 420 

30 KPLNYBBKCXl MILQIGWNB APPSREASPR SAMSTATVTV NVBDQDEaPB CMPPIQTVRM 480 

KENABVGTTS MGYKAVDPBT RSSSGIRYKK LTDPIGWVTI DEMTGSIKVP RSLDREAETI 540 

KNOIVNITVL ASDQGGRTCT OTIXJIILQDV NDNSPPIPKK TVIICKPTMS SAEIVAVDPD 600 

BPIHGPPFDF SLESSTSEVQ RMMRLKAIKD TAARLSYQMD PPFGSYWPI TVRDRLGMSS 660 

VTSUWTLCD CITENDCTHR VDPRIGGGGV QLGKWAILAI LLGIALLFCI LFTLVCGASG 720 

35 TSKQPKVIPD DLAQQNLIVS NTEAP6DDKV YSANOPTTQT VGASAQGVCO TVGSGIKNGG 780 

QETIEMVKGG HQTSBSC3«3A (»1HHTLDSC3i GGHTEVDNCR YTYSEWHSPT QPRI^BKVYL 840 

QJQDENHKHA QDYVLTYNYE GRGSVAGSVO CCSERQEEDG tEPLDNLEPK FRTLABAOIK 900 
R 

40 Seq ID NO I 417 DNA sequence 

Nucleic Acid Accession tt: NM^004949.1 
Coding sequence: 202.. 2745 

45 ^ " r r T 

OGCCAAAGGA AAAGCCCCTT GQATGAQAGG CAGGCGCTTC AGAGAAGCTA AGAAAAGCAC 60 

CTCTCCGCX5C GCCCCACCTC CTOCGCCTOG CGCTCCTCCT GAGCAG0GG6 CCCAGACTOC 120 

GCTCC3GGC0G OGGCOCTCOC CCXX3CGGAGC CCTCCTACCC CGGCC06ACG CTCGGCCOGC 180 

QACCTOCCCC 6AGC0CTCTC CATGGAGGCA GCCOGCCCCT 00GGCTCCT6 QAAOGGAGCC 240 

50 CTCTGCCGGC TGCTCCTGCT GACCXTTCOOQ ATCTTAATAT TTGCCAGTGA TGCCTGCAAA 300 

AATGTQACAT TACATOTTCC CTCCAAACTA GATGCCGAGA AACTTOTTGO TAGAOWAAC 360 

CTQAAAGAOT QCTTTACAGC TGCAAATCTA ATTCATTCAA GTGATCCTGA CTTCCAAATT 420 

TTGGAGGATO 6TTCAGTCTA TACAACAAAT ACTATTCTAT TOTCCTOGGA GAAGAGAAGT 480 

TTTAOCATAT TACTTTCCAA CACTOAGAAC CAAGAAAAGA AGAAAATATT TGTCTTTTTG 540 

55 GAGCATCAAA CAAAGOTCCT AAAGAAAAQA CATACTAAAO AAAAAOTTCT AA GGOQCGCC 600 

AAGAGAAGAT GGGCTCCAAT TCCTTGTTCG ATGCTAGAAA ACrCCTTGGG TCCTTTTCCA 660 

CTTTTCCTTC AACAGGTTCA ATCTGACAOQ GCCCAAAACT ATACCATATA CTATTCCATA 720 

AGAGGTCCTO QAOTTQACCA AGAACCTCGG AATTTATTTT ATG TGGAGA G AOACACTGGA 780 
AACTTOTATT OTACTOGTOC TGTAGATOGT GAGCAGTATO AATCTTTTGA GATAATTGCC 840 
60 TTTGCAACAA CTCXaGATGG GTATACTCCA GAACTTCCAC TGCCCC TAAT AATCaAAATA 900 
GAGGATGAAA AT6ATAACTA CCX^ATTTTT ACAGAAOAAA CTTATACTTT TACAATTTTT 960 

GAAAATTGCA GAOTQGGCAC TACTGTGGGA CAAGT0T6T0 CXACIGACAA AOATGAGOCT 1020 

GACAOGAIGC ACACACGCCT QAAGTACTOC ATCATTQGGC AOGTGCCACC ATCACCCACC 1080 

CTATTTTCTA TOCATCCAAC TACAOGCOTG ATCACCACAA CATCATCTCA GCTAGACAGA 1140 

65 GAGTTAATTO ACAAGTACCA OTTQAAAATA AAAGTACAAG ACATGGATGO TCAGTATTTT 1200 

GOTCTACAGA CAACTTCAAC TTGTATCATT AACATTGATO ATQTAAATGA CCAC TTGCCA 1260 

ACATTTACTC GTACTTCTTA TGTOACATCA OTGOAAGAAA ATACAGTTGA TGTGGAAATC 1320 

TTAOOAGrrA CTGTTGAGQA TAAGOACTTA GTQAATACTO CTAACTGGAG AGCTAATTAT 1380 

ACCATTTTAA AOGOCAATaA AAATGGCAAT TTTAAAATTG TAACAGATQC CAAAAC CAAT 1440 

70 QAAGGAOTTC rrPGTGTAGT TAAGCCTTTG AATTATGAAQ AAAAGCAACA GATGATCITG 1500 

CAAATTCGTG TAOTTAATGA AGCTCCATTT TCCAGAQAGG CTAO TCgAO ATCAQ O C ATO 1560 

AGCACAGCAA CAOTTACTGT TAATGTAGAA GATCAGGATG AGGGOOCTGA GTGTAAOOCT 1620 

CCAATAGAOA CTQTTOGCAT GAAAGAAAAT GCAGAAGTGG GAACAACAAG CAATGGATAT 1680 

AAAOCATATO ACCCA6AAAC AAGAAGTAGC AGTGOCATAA QQTAT AAGAA ATTAACTGAT 1740 

75 CCAAC3tf3GGT GGQTCACCAT TGATOAAAAT ACAGGATCAA TCAAAGTTTT CAGAAGCCTO 1800 

GATAGAGAGG CAGAGACCAT CAAAAATGGC ATATATAATA TTACAGTOCT TGCATCAOAC 1860 

CAAQGAGGQA GAACATGTAC GGGGACACTQ GGCATTATAC TTCAAGAOGT GAATOATAAC 1920 

AOOCCATTCA TACCTAAAAA GACAGTGATC ATCTGCAAAC CCACCATGTC ATCTGOGGAG 1980 

ATTGTTGOGQ TTGATOCTGA TGAOCCTATC CATGGCCC3\C CCTTTGACTT TAGTCTGQAa 2040 

80 AGTTCTACTT CAGAAOTACA GAGAATGTGG AQACTGAAAG CAATTAATGA TACAGCSGCA 2100 

OOTCXTTCCT ATCAGAATQA TCCTCCATTT GGCTC ATATQ TA QTACCTAT AACAGTOAGA 2160 

GATAQACrro GCATOTCTAG TGTCACTTCA TTGQATOTTA CACIG TGTGA CTGC ATTAC C 2220 

GAAAATQACr GCACACATOG TGTAGATOCA AGGATTGGGQ GrGGAGQAGT A CAACim flA 2280 

AAGTGGQCCA TCCTTGCAAT ATTGTTO06C ATAGCATTOC TCTTTTGCAT tXTU'lTl'AOa 2340 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



CTGGTCTGTG 
CAGCAGiACC 
AATGGCTTCA 
TCAGGAATCIV 
TCX3GAATCCT 
AGGGAG6TGG 
CTTGGTGAAG 
GTATCTGTGT 
CTATGAAGGA 
AGATGGGCTT 
CATGAAGAQA 
AAAAAATTAC 
TCATTATTTG 
AQTACACAAA 
TCTACAGAOA 
TTTATAGTGC 
CCTAATGGAA 
GTGGTGCTTQ 
ATTATTTTAT 
TTGACTATTA 



GGGCTTCTGQ 
TAATTGTATC 
CAACCCAAAC 
AAAACGGAGG 
GG0QGGGG6C 
ACftACTGCAG 
AATCCATTAG 
AATCAAGATG 
AGAG GATCGG 
GAATTTTTGG 
TGAGTOTGTT 
AAACCAAGAA 
GATGGAATCT 
TTTTTCAATT 
AATTAAAGTC 
AATAAAATST 
AATTGTAGAG 
GAAACTGTTG 
TCTTGTAATG 
CAATTTCATT 



GAOSTCTAAA 
AAACACAGAA 
TGTGGGCGCT 
TCAGGAGACX: 
TGGCCACXyiT 
ATACACTTAC 
AGGACACACT 
AAAATCACAA 
TGGCTGGGTC 
ATAATTTGGA 
CTAATAAGTC 
TTTTTTAAAG 
CTTTGGTC3VA 
TTTACATATT 
TGCCTTATTT 
AATTAATTCA 
ACCTTGCTTT 
TTTTCCTGAA 
TGACCTTTTC 



CAACCAAAAG 
GCTCCTGGAO 
TCTGCTCAGG 
ATGGAAAtGG 
CACACCCTGG 
TC6GAGTGGC 
CTGATTAAAA 
GCATGCCCAA 
TGTAGGTTGT 
GCCCAAATTT 
TCTGAAAGCC 
CAGAA6ATGC 
ATGCACATTT 
TTTAAATTAC 
GTTACATTTG 
AGTCCTTATT 
AACATTATCT 
CATCTAAABT 
ACTGTGCMA 



TAATTCCTGA 
ATGACAAAGT 
GAGTTTGTGG 
TGAAAGGAGG 
ACTCCTGCAG 
ACAGTTTTAC 
ATTAAACAAT 
GACIATGTOC 
TGCAGTGAAC 
AGGACACTAG 
AGTGGCTTTA 
TATTTGTGG6 
ACAGAGAOAC 
TTATCTTCTA 
GGTATAATGA 
ATAGACTATT 
CCAGTTAATT 
GTGTAGACTG 
GG6A6ATTTC 



TGATTTAGCC 
GTATTCTGCG 
CACOQTGGGA 
ACACCASACC 
GGGAGGACAC 
TCAGCCCCGT 
GAAAGAAAGT 
TGACATATAA 
GACAA6AAGA 
CAGAAGCATG 
TGACTTTTAA 
GCrTTTTTCTC 
ACTATAAACA 
TGCAAGGAGG 
CAACAGCCAA 
TGAAGCACAA 
AAGTGTTCAT 
CATTCTTGCT 
TAGCCAOQCA 



2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 



Seq ID NO: 418 Protein Beouence 
ProteiA Accession ft: MP_004940.1 



11 



MBAARPSGSW NGALCRLLLL 
AMLIHSSDPD FQILEDGSVY 
KKRHTKEKVIj RRAKRRWAPI 
EPRMLFYVBR DTGNLYCTRP 
PIPTBETVTF TIPBNCRVGT 
TGVITTTSSO LDRBLIDKYQ 
VTSVEENTVD VEIIjRVTVED 
KPLNYEEKQQ MILQIGWNB 
KBKAEVGTTS NGYKAYDFET 
KNGIYNITVL ASDQGGRTCT 
EPIHGPPFDF SLESSTSEVQ 
VTSLDVTLCD CITENDCTHR 
TSKQPKVIPD DLAQQNliIVS 
QBTIBMVKG3 
GRTIiIXN 



Seq ID KO: 419 DMA sequence 
Nucleic Acid Accession ft: NM_002722.1 
Coding sequence t 14.. 301 



21 

I 

TliAILIFASD 
riNTILLSSE 
PCSMLENSXiG 
VDREQYESPE 
TVGQVCATDK 
LKIKVQDMDG 
KDLVNTANWR 
APFSREASPR 
RSSSQIRYKK 
GTLGIIIJQDV 
RMWRIiKAIMD 
VDFRIGGGGV 
NTEAFGDDKV 



31 



ACKNVTIjHVP 
KRSFTIUiSN 
PFFLFLQQVQ 
IIAFATTPDG 
DEPDTMHTRL 
QYFGLQTTST 
ANYTIIiKGNE 
SAMSTATVTV 
LTDPTGWVTI 
NDMSPFIPKK 
TAASLSYQHD 
QLOKHAILAI 
YSANGFTTQT 
QGHTBVDNCR 



41 

SKIiDAEKLVG 
TENQEKKKIP 
SDTAQNYTIY 
YTPBLPIiPLI 
KYSIIGQVPP 
CIINIDDVND 
HOIFKIVTDA 
HVEDQDBGPE 
DENTGSIK7F 
TVIICKPTMS 
PPFGSYWPI 
LLGXALLFCI 
VGASAQGVC6 
YTYSEWHSFT 



51 

KVNLKECPTA 
VFLEHQTKVL 
YSIRQPGVDQ 
IKIEDEMDNY 
SPTLFSMHPT 
HLPTFTRTSY 
KTNEGVLCW 
CNPPIQTVRM 
RSU)RBAETI 
SAEIVAVDFD 
TVRDRLGMSS 
LFTIiVCGASG 
TVGSGIKNGG 
QPRLGEESIR 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 ' 

720 

780 

840 



11 
1 

CC3GGATGGCT 
GTTACTACAG 
CAATGCCACA 
GCTGACCAGG 
GGGGTCCCGG 
TCTGTCrCCT 
CIGGCCAAA6 



21 

GCXX3CACGCX: 
CCACTGCTGG 
CCAGAGCAGA 
CCTAGGTATG 
CATGCT6CT0 
AOQACIOCKT 
CTTGCTCCCT 



31 

TCTGCCTCTC 
GTGCCCAGGG 
TGGCCCAGTA 
G6AAAAGACA 
TCCCCAGG6A 
6AGC3U3C6CC 
GCTOOCftCM 



41 

CCTGCTGCTC 
AGCCCCACTG 
TGCAGCT6AT 
CAAAGAGOAC 
OCTCAGCCXS 
AGCCXMCrC 
AGGCTCAATA 



51 

CTGTCCACCT 60 

GAGCCAGTGT 120 

CTCCQTAC3AT ISO 

A06CTG6CCT 240 

CTGGACTTAT 300 

TCCCCTCTGC 360 

AAGCAAGTCA 420 



ACTCTOGACT 
GGQIGGCTCT 
AGCCAGGGGI^ 
ACATC3UVCAT 
TCTOGGAGTG 
AATGCCACCT 
ACCCTTOGCT 
AA6GC 

Seq ID NO: 420 P*«fcetn sequence 
Protein Accession ftt NP_002713.1 

Larlclsl LsTcvAtL Iqplujaqga plepvypodn axpbqmaqya adlrbyinkl 

TRPRY6KSHK EDTLAPSEWO SPHAAVPREL SPLDL 

Seq ID NO: 421 DMA sequence 

Nucleic Acld Accession fti HM_03254S.l 

Coding sequence: 46.. 718 



60 



AAACTOATCT 
CCATGTCAGa 
CTATCAAAGA 
GCACCGACAG 
GGAOGGCTOO 
CGGGGGGCGG 
GCOGGCCCAC 
CCTG6AGCAC 
CCTGCACTGC 
CCAC6CTCAC 
ACTCCTGCAC 
GGTGCTCCAa 
TTCTATGTTG 



TCAATGCACT 
CTTCTGTTTA 
GAGAAACATA 
TCACCGCTCA 
GGQCGGGAGG 
GGCTGCTGCA 
TTCAGOGGCC 
GGAGGCTGGA 
CTCCCCCTCC 
GGGC06AGGG 
CGCCTCCTGC 
CGGGAGCSGC 
TAAATAATAG 



21 
I 

AAGAGAAGGA 
CGGTCAGTTT 
AC66GGGTAG 
ACTGGACCTC 
AGCCGCTCCC 
GGAA0G6CGG 
GCTACTGCGA 
COCTCCGOGC 
AGACGCCTGA 
CGGGGGGCGG 
GCCCGGATOC 
GCCCCIGOGO 
ATGTGTTTAG 



31 



GACTCTCAAA 
GGCATTACAG 
AGAGGAAGTC 
C3«3TCATTTC 
CTACTCOOGG 
TACCTGCSTG 
6CATQACCAG 
CTGCCACCTC 
CCGCTGTGAC 
GCCCAGOCIG 
GCCCGGGCAC 
AAGGCOSGGA 
TTTACOGTAA 



41 

CCAAAAA1GA 
ATCATCAATT 
ACCAAGGTTG 
GGAGAGGTGA 
6CTTTCCM3AO 
CTGQ6CAGCT 
AGGCGCAGTG 
TGCAGGTGCA 
OOGAAAGACT 
CTACTCTTQC 
CCTOGGTCCC 
CrtGGGCATC 
GCIGAAOCAC 



51 
1 

CCTGGAGGCA 
TGGGAAACAG 
CCACTCAGAA 
CTGGGAG06C 
AGQGTGOGTC 
TCTGOGTGTG 
AATGOGGOGC 
TCTTCGGGGC 
TCCTGGCCTC 
TGCCCTGOGC 
TGGTCCCTTC 
GCCTTTAATT 
TGGGTGAATA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
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TTTTTATTOO QTAATWVATA TTTTCATCAA AGOGCCAAAA AAAAAAAAAA AAAAAAAMA 840 
AAAAAA 



Seq ID NO I 422 Protein eequence 
5 Protein Accession »: NP_11S934.1 

1 11 21 31 41 51 

I 1 I 1 I 1 

IfTWRHHVRLL FTVSLALQII NUSNSYQRBK HNGGRBEVTK VATQKHRQSP LNWTSSHPGB 60 
10 VTGSAEGWGP EEPLPYSRAP GBQASARPRC C»NGOTCVLO SFCVCPAHPT GRYCEHDQRR 120 
SBCOALKHGA WTLRACHLCR CIPOAiaCLP LQTPDRCSPK DPLASHAHQP 8AGGAPSLLL 180 
LLPCAULiHRL LRPDAPAHFR SLVPSVLQRB RRPCGRP6L0 BRL 



Seq ID NO: 423 DMA sequence 
IS Nucleic Acid Accession #t NM_006S33.1 
Codling sequence: 72.. 467 

1 11 21 31 41 51 

20 AGGGAQRQAO GOAGQGGAGG AAATTGGAGA CCOCAGCACC CCCTTGCTCA CTCTCTTGCT 60 

CACAGTCCAC GATGGCCCGQ TCCCTGGTGT QCCTTaOTGT CATCATCTTG CTGTCTQOCT 120 

TCTCOGGACC TGGTGTCAGO GGTOGTCCTA TGCCCAAfiCT GGCTGACCJGO AAGCrOTOTG ISO 

GGGACCAOSA GTGCA6CCAC CCTATCTCCA TGGCTGTGGC CCTTCAGGAC TACATGGCCC 240 

COOACrGCCO ATTCCTGACC ATTCACOGGQ GCCAAGTOOT GTATOTCTTC TCCAAGCTGA 300 

25 AGGGCXXTTCG GCGGCTCTTC TGGGGAGOCA GOOTTCAGGO AGATTACTAT GGAGATCTGO 360 

CTGCTCGCCT GGQCTATTTC CCCAGTAOCA TTGTOOQAGA GGAOCAOACC CTOAAACCTO 420 

GCAAAOTCOA TOTOAAGACA GACAAATGQO ATTTCTACTO OCAOTGAOCT CAGGCTAC06 480 
CTOGCCCTOC OGTTTCCCCT CCTTGGOTTT ATOCAAATAC AATCAOCOCA OIGCAAAC 

30 Seq ID NOi 424 Protein sequence 
Protein Accession ftt 1IP_006524.1 

1 11 21 31 41 51 

35 MARSLVCL6V llLLSAFSGP GVRGGPMPKL ADRKLCADQE CSHPISMAVA LQDWAPDCR 60 
FLTIHRGQW YVFSKLKGRG RLFWQGSVQG DYYOTLAARL GYPPSSIVRB DQTLKPGKVD 120 
VKTDKWDFYC Q 



seq ID MO: 425 DNA sequence 
40 HUcleic Acid Accession «i NM_060870.1 
Goding sequence: 3.. 710 

1 11 21 31 41 51 

45 AGATGACACA AGTCACAGAA AAGTCCACAG AAC3^CCCAGA AAAGACCAOO TCAACCACAO 60 

AGAAAACCAC AAQAACCCCA GAAAAGCCTA OOCTATACTC A6AGAAGACC ATATGCACCA 120 

AAGGGAAAAA CACACCAGTC CCAGAAAAGC CTACAGAAAA CCTGGGGAAC ACCACACTQA 180 

GCACTGAGAC CATAAAAGCX: CCAGTAAAGT CCACAGAAAA 0CX3WCSAAAAA ACAGCAGCaO 240 

TCACAAAGAC TATAAAACCT TCAGTCAAGQ TCACAGGAGA CAAATCTCTC ACTACTACCT 300 

50 CTTCTCATCT AAATAAAACT GAAGTTACTC ATCAQOTGCC CACTG6TTCT TTCACCCTCA 360 

TTACATCTAG AACGAAGCTG AOTTCTATCA CATCAQAAGC CACAGGAAAC GAOAGCCATC 420 

CATACCTCAA TAAAOATGQC TCACAGAAAG GTATCCACGC TGGACAQATO GGAGAGAATC 480 

ATTCATTCCC TOCATQOGCC AIAOTTATTO TGOTCCTGOT GGCTGTGATT CTCCTCCTGG 540 

TGTTCCTTGG CCTGATCTTC TTQQTCTOCT ATATGATGC30 GACAOGOCGC ACACTAACXC 600 

55 AGAACACCC3V GTACAATGAT GCAGAGGATG AGGCTGGCCC CAATTCCTAC C OGQTC TACC 660 

TQATCGAGCA GCAGAATCTT GGCATGGGCC AGATCCCTTC COCAOGGTQA TCTTG6A0TA 720 

GGOGCCCAGC CCTGGCTCTT (XATGCTCTG CCCCTTTCCT GGATGAGGAA COGGACTCAC 780 

AATTTCTATT TCCaGGOACIA CAOGakAflOGC AGAGAATACT GAOGGTTACC AOTATTAACC 840 

CTTCATCTOT TCTTGAAACT GGTTGGQGAA TGAGGTGATA AGCAAGGAGG GTGTAAGTTT 900 

60 AGGGGACaUUl GAA6AAAGAA TGAATAATAC QAGCAGACAT TCTCTGTAGA AGGT AATGG T 960 

CTCAGAATGA AAAGGTGTTT GATGGAOVTG TTGTGGGGGC ACCAATGCM AACACT OCAC 1020 

T6AGTCCTAA AGGAAGGACA GGAGCCTTAT AGGCAATGCC C CAGA CTGAC TTGTGAOTGG 1080 

GOTTTATGOO OAAAOGGAGO GACTOAGOGC AGAGTCTCTO GGTTTCAGGA CAGCATTATO 1140 

TTATTTOCRT TCACTATTAC TTAAOAOrPT GTQTGTAAAC AGGCTCATCT CXGAGTTCTC 1200 

65 AGGACCCTTG CCCCCACCCC CATTTTTTTA ATGAAAAAAA AAAACAAAAA AAAC06ATCC 1260 

AAGAAQAAAA QAGAATTTAT TTCCTTCTCC ACTCTCTCCA TGOCXTTOGAG AAAAAAAAGT 1320 

GCAGAAGAAA TCATAAATAT CTCTCATCTA CATGOTTGCT TCCTCTTCCT C CCAAATC CC 1380 

mw rrr iix i taaatotcta caotogaogc cctgttggtt tggcttgctg gottgtgggt 1440 

GGACACGCAA GOAOGGOATT TTTATTTGGC CAGCAGTCTC ACCCACTGAT CTCCACCCCA 1500 

70 GACCTTCCCT GATTGGTGTC TCAGCATTTA TTTTCCTGTC TCTTCCACCA AAAGOCAGCT 1560 

GTAGCTTTAT CTCGTAAAAQ TTACCCATCT TCTCTACTOT CCCCATTCTC T CTOCTC OCA 1620 

CXrrrCACCCC AGATTCAAOT TTTCCTCCTT GTAGGCATTT CATCTGTQTO TGTTTTCrOa 1680 

ATTTTCTCTC TCTCTTCTTA TGGCCATTTC ACCTTATTAC TGATTO GOTA OAGGGGGAAA 1740 

AGQAGAATGA TCATOATAGT 'n- CC nfim' CTATTOACCr TTTTTATAAT AAAOTATAAC 1800 
75 ATGTT 



Seq ID NO: 426 Protein sequence 
Protein Accession «i NP_S43146.1 

80 1 11 21 

1 1 1 

MTQVTBKSTE HPEKTTSTTE KTTRTPKKPT 
TBTIKAPVKS TBIPBRTAAV TKTIRPSVKV 
TSRTKXiSSIT SBAT6NE8HP YLHRDGSQKG 



31 41 51 

LYSERTICTK GRNTPVPEKP TBILG MTTL T 60 
T6DKSLTTT8 SHUIKTBVIH QVPTOSPTX*! 120 
XHAOOMGEHD 8FPAMAIVIV VLVAVILLLV 180 

1120 
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n^IFLVSY MMRTRHTLTQ NTOBTOABDB GGP«S»V«. MBQQHLGMGQ IPSPR 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Seq ID HO. «7 DMA seouence 
Httclelc Acid Accession »> XM_0694B0.1 
Ceding sequencei 1..4383 



11 21 » *^ f 

Itc^cactg U«T«x:r Ucx^ dl 

CCCtaOAAGO ACrCTQTCTC ««««OCC M^STOT^ "^^^ GGAGATGAGT IBO 

GCAATTGTCA GCCTAATOTA CQGTATO*fl ^TeAGQQ OOftOSCTOCC 240 

CroGGGTGTO OCTGTGOCTC TeTGRCCCCT StCCAA 300 

AGCCAGCX5CI ACTCTTGTCA AAT^G" SStCCCCT C»CICCAGGC 360 
e;^,;,TCAGA AAACMOGOA AO^CA 

CTTGmATA OTATCKCTTT »»™CRTT O^JJ^^ CCAACACCAC ACOCCATTCT 480 

CTCCCTAAAT CTACA««AT C^T^GCAA AAACG^CT <^^^ CTCTACAGAT S40 

AAGCCAACTG ACAAGCCTAC AGGCAACTCC ^^^^ SSoUlOaOAA AOAOCCAATO 600 

^TCATGAGG CICCTCCCAC TTCTGARGRA AACTCOOa SsScCaCT 660 
^JcCGQAACCAOOGCICTGTKMCC^^Cr^^ 

GQAAAAAAAC ATATOACGCC MCMOCAAO ^C^J*^ ^^SttGGA AAAOTCCATG 780 

GGCaAATCAA 0QC3TAACAA0 ^^S^ SaCTTOTT CCACAACTCA 840 

AGTACTTTGG ATAAGACAAG ™CCAGCTCA SaMAATCAC AOCACCCTCA 900 

<»CAATTCAC AGACCAAGW AAMAGC^ jgO 

AAftACAACAT ACAAGACCAC »m^A^ AAAACATACA AGAGACCAXA 1020 

CCTCAQACI^ OC^^ „gO 

TCAGCCAATO AOCTCACACA ATCTCTAfiCA GM^OC^Ae ^^^^ GACRQCCAAT 1140 

AATOAOAACAACACACCATCCKAS^^^a^^^^^^^^ 1200 

GAGAACACCA CACTATCCCC ASCAfiAGCCT Z^^^rUX CAATQAQAAT 1260 

ACCACACTAT TCCa«K»GA GO^CA^ 1380 

MAcCAim: cMxaoAficc TACA^j^T oa 

CCATCCCCAQ CAGAQCCTAC AQAACATQGA ^»M^CC CAACGAQAAC 1500 

AavTCATCCTCAGCaUSAGTCTAOG^Ga^^ 1560 

ftCCACACCAT CCCCAGCAGA GCCTACASAA W^'*?^^ ^qJaCQA GAAGAOCACA 1620 
ACACCATOeSCAGOGGOKTAOa^^SA^ 

CTATCCCCAO TAGAGOTAC A6MAATMA ^^^^ 

TOXXaWKM AOCCTACAGA AAATG(aOA MOAOO^ ^C^^ ^gpO 

TCATCCTCAOCAGAG«:TJ^AB^aOG^«M^»^ ,3,0 

ACACCaTCCC CaOCA<MCC TACAGM^ ft^^B» ^^^^^ UjO 
CCATCCCCM CA6A0CCTAC AGAAAATQQA »«GQACTC ^^^^ CAAIGAGAAG 1980 
«>KXaTCICTAGCAGA(KX:TAaVGM^M*C^^ 

ACC»aTCAT CCTCAGCRGA GCCT^J^ CMG^^ j„„ 

AACACCACAC CATCOCOQGC AMSC^ffl^^^^^^g^CC jiso 
ACa«3MXAT CCCCAGCAGO TCCTACAGM 

ACACIATtW CWaOMSAGCC TACAGMAA „gO 

TCATCCCCM CMAGOC«« A0«^^ 2340 

ACMCAICCCCAOCAGAOOTW^AGJ^GO^M^^^^^^a^ 2400 

ACCACACTAT CCCCAGCSUJA GCCTACAQAA CMKAATQA GAACACCACA 2460 

«3«X»TTCCCRGCAGAGaT^AGAA^^^«^ 2520 

CC»ICCeC»B CACRGOT3VC AGAAAATGOT jjg, 

Aa«XaTCICTA0CAfiW3CCTACA0MW«^J^ jS„ 

ACCACATCAT CCTCAOCAGA GOTM^ O^GC^ j,00 
MCRCCRCAT CRTCCCCAGC AMGOTM^ 

MCACaCAAT TCCX3«3Ca«» GOTACA^ ^ 2820 

MACCATIOT CMCAGAOCC TACRSMAM ,880 
CIATCCCCAO CAGAGCCTAC AOAA^TOM 6A^^ 

AaeSATCCC CAGCAGAOOT 1^^^ ^SAAMG^ 3,00 

ACCACACCAT CCTCAGCAaA OCCTACMAA iiinraTAQC CAATOBGAAG 3060 

A^!^^ CATCCX33AGC AO^aCC^ 3120 

SATCCCCAGCAGAfiCC»aa«a*^WAA^ 33,0 

AOCATACCAT CTCCAGCAW OCCM^M^ 342, 

BftCACCACAC CATCCCCAGT ARW3CCTACA OAJCAT^ ^^AAAAC TAOWOOSCC 3480 
OAQAAGAICACACTAICCKAGSAGGGOTA^OTOQ^^ 

AATGAGAAGATCACACOTCa^O^^^^^^ 3,0, 

CCCAATOACA AGATCAOCTC ATCISCTGCA A^TGCAAA AAGOACCACA 3660 

TCAGCCAAT6 TGATCACAOC AGCCOTGa ajarc^ 3„0 

tTGGCCCATC AfiAAGATGAC ACAAGTCACA GAAAAGT^ S^^S CtCUBKBMa 3780 

ISSCAAOCA CAGAGAAAAC CACAAGAAK 334, 
ACCATATQCA CCAAAGGGAA AAACAmCa OTCOCAOAA^ 

AACACCACAC TOAOaCTGA GAOCMmA GCCC«G^ 3,,, 

ftRARCAGCAG CASTOR eMIM^ 4O20 

CTCACTACTA CCTCTTCTCA TCTAAATAAA ftCTGM«r» »BCCACAGOA 4080 
TCTTTCAOX TCATTACATC TAQAACGAAO CTGAGT^ Ta^» 

AACGAGAGa ATOCATAOT CMXAWGM 4^0, 

ATGGGAGWa t^VOT^ S^^^ ^^TO^GAT GCGGACAOGC 4260 
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Seq ID NO I 428 Protein eeouence 
Protein Accession #: XP_069480.1 

5 ^ 11 21 31 41 SI 

MOTVLVLLLQ LQALAGPSPK PQKDSVSDWA IVLITLTLVA AZVSIinaXK KAGQFRREM9 60 

LGCGC3GSVTP YSSHHEGEAA SQRYSOQMKA SWGAGATTFQ EYQKTGBLST SDHIPPLTPO 120 

LVYSIPPDHI VLHSGQRPPS LPKSTEIHEQ KRHCNTTHHS KPTDKPT©IS KTIDHKSSTD 180 

NHEAPPTSEE NSSNQGKDPM IHNQR8VDPA DSTTTHKBSA GKKHITPAPK SKINCRKSTT 240 

10 GKSTVTRKSD KTGRPLEKSM STLDKTSTSS HKTTTSFHNS GNSQTKQKST SFPBKITAAS 300 

KTTnCTTGTP BBSEKTEDSR TTVASDKLLT KrTKMIQKTI SANELTQSLA BPTEHGGRTA 360 

HEHSTPSPAB PTENRBRTAM ENTTLSPABP TENRERTANB HTAPPPAOPT ENREMTAHEM 420 

TTLFPABPTB HGERTANiMT TPSPAEPTEH GBRTANHTTT PSPAEPTEHC5 ERTPPMTOOT 480 

TSSSAESTHl GBRTPLANEM TTPSPABPTB NRBRTANENT TPSPA GFTEN RETTANBKTT 540 

15 LSPVEPTEHR BTTANEKTTP SPABPTENGQ RTPPANEKTT SSSAE PTBHO ERTPLANENT 600 

TPSPAEPTEM RERTANEKTT PSPAEPTENG DRTPLAMEKT TPSIiRBPTBl GQRTPFAHEK 660 

TTSSSAEPTE HEERTPLANB NTTPSPABPT ENRKRTANBH TTPSPAOPTE NRBMTAMBKT 720 

TLPPABPTES REHTANEIcrr SSPAEPTENG QRTPPANEKT TSSPAEPTBB GBRTPLANEM 780 

TTLSPAEPTB NRERTANBKT TPFPAEPTEN RBRTANENTT PSPAQPTENQ DRTPLANEKT 840 

20 TPSLAEPTBN GKRTPPANEK TTSSSAEPTE HABRTPLANB NTTS SPAEPT BNRERTANBK 900 

TTQPPAEPTB NRBSTANEKT TPFPAEPTEN RBWTAMaiTT LSPABPTBKB EWTgL RNEKT 960 

TLSPABPTEN GBRTPPTNEK TTPSSAEPTB HGBRTPIiANB ITTPSRAEPT EHOERIANBK 1020 

ATPSPAKPTE HGETTVNBDT TPSSABPTBN GERTPIANEK TTTSPTESTE HGE RTANE KT 1080 

TPSPAEPTEH GERTPSANEK TIPSPAKPTB HEEMTPSANB NTTPSPVKPT E HGEKT TLAN 1X40 

25 EKITLSPBQP TEHGAKTTSA NBKITPSLAK PTEH6ERTTS PNDKITSSAA E3TBHB PRAT 1200 

SANVITPAPA EPIKHAKRTT LAHEKMTQVT EKSTEHFEKT TSTTBKTTRT FEKPTLYSEK 1260 

TICTRGKNTP VPBKPTBNLG NTTLTTETIK APVKSTEWPB RTAAVTKTIK PSVKWTGHDKS 1320 

LTTT8SHLNK TBVTHQVPTO SFTLITSRTK LS8ITSBATO HESHPYLSKD OSOTSraW 1380 

MQENDSPPAW AIVIWLVAV ILLLVFLGLI FLVSVMMRTR RTI.TQ!rPQ«l DAEDBGGPMS 1440 
30 YPVYU1BQQN LGMOQIPSPR 
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ATCTGOCCIC OCCTGOCCTT TT6TTGCTGG QQTCTQGOGC TCGTTTCGGG CTGGGCQACC 60 
TTTCAOCAGA TGTCCCOGTC GOGCAATTTC AGCTTCCGCC TCTTCCCCXJA GACGGOSCCC 120 
40 OOGGCCCJCCG GGAGTATCCC CGCQCCGCCC GCTCCTGGCO ACGAAGCX30C GGGGA6CAGA 180 
GTCGAGCGGC TGGGCCAGGC GTTCCGGCGA CGCQTGCGGC TGCTOOGGOA GCT CRGCgAQ 240 
CGCCroOAGC TTGTCTTCCT GGTGGATGAT TCX3TCCAG0G TGGGOGAAflT CAACTTCOOC 300 
AOCOAGCTCA TGTTOOTOOG CaUtfSCTGCTG TCCGACTTCC CCGTGGTGOC CAC3G0CCACG 360 
C6CX3TGGCCA TCGTQACCTT CT03TCCAAG AACTACX3TGG TGCCQCGCOT CGATTACATC 420 
45 TCCACX:CX5CC GCGCGCXSCCA GCACAAGTGC GOGCTGCTCC TCCAAGAGAT CCCTGCCaTC 480 
TCCTAC0C3AG GTGOCGGCAC CTACACCAAG GGCQCCTTCC AGCAAGCC6C OCaAATTCTT 540 
CTTCATGCTA GAOAAAACTC AACAAAA6TT GTATTTCTCA TCACTGATGG ATATTCCAAT 600 
GGGGGAGAOC CTAGAOCAAT TOCAGCGTCA CTGGGAGATT CAGQAOTOGA GATCTTCACT 660 
TTTGGCATAT GGCAAGGGAA CATTCGAGAO CTOAATGACA TGGCTTCCAC CCCAAAGQAG 720 
50 GAGCACTGTT ACCTGCTACA CAGTTTTGAA GAATTTGAGG CTTTAGCTOG CCOQQCATTG 780 
CATGAAGATC TACCTTCTGO GAGTTTTATT CAAGATGATA TGGTOCACXO CTCATATCTT 840 
TGTGATGAAG GCaAGQACTO CTGTGACOGA ATGGGAAGCT GCAAATGTOG GACACACAOl 900 
OGOCAirrrO AGTGCATCXG TOAAAftCSQOG TATXACGGGA AAGOT™ 960 
ACAGCXTGCC CATCXSGGOAC ATACSUUVCCT GAAGGCTCAC CAGGAGGAAT CAOCAGTTGC 1020 
55 ATTCCATGTC CTGATGAAAA TCACACCTCT CCACCTGGAA GCACATCCXX: TGAAOACTG T 1080 
OTCTGCAOAG AGGGATACAG GGCATCTGGC CAGACCTOTQ AACTTGTCCA CIGOOCTGOC 1140 
CTQAA60CTC COQAAAATGG TTACTTTATC CAAAACACTT GCAACRACCA CTTC»ATOCA 1200 
GCCIGTOGGG TCOGATOTCA CC C i t i U ATTT GATCTTGTGQ GAAOCAOCAT CATCTTATGT 1260 
CTACCCAATO tfmXJrOQTC CQOTTCAGAG AGCTACTOCA GAOTAAQAAC ATGTCCTCAT 1320 
60 CTCCGCCAGC CGAAACATGO CCACATCAGC TGTTCTACAA GGGAAATGTT ATATAA6ACA 1380 
ACATGTTTGO TTCCCIGTGA TGAAGGOTAC AGACTAGAAG GCAOTGATAA GCTTACTTOT 1440 
CAAGGAAACA GCCAOrGGGA TGGGCCA6AA CCCCQGT6T0 TGQAOCGCCA CTOTTCCAOC 1500 
TTTCAGATGC CCAAAGATCT CATCATATC3C CCOCACAACT GTGGCAAGCA GCCAOCCAAA 1S60 
TTTGGGAOGA TCIGCTATGT AAGTTOOOGC C3UUK3GTTCA TJOT 1"0 
65 ATGCTGAGAT GTACCACTTC TGGAAAATGO AATGTCGGAO TTCRGGCAGC TGTOTGT/AA 1680 
GACGTGGAGO CTCCTCAAAT CAACTGTCCT AAGGACATAO AOOCTAAGAC TCTOT AACAQ 1740 
CAAGATTCXG CCAATGTTAC CrGGCAOATT CCAACAGCTA AAGACAACTC TGOTOAAAAO 1800 
OTOTCAGTCX: A03TTCATCC AOCTTTCACC CCACCTTACC TTTTCCCAAT TOGAQATGTT 1860 
GCTATCGTAT ACACGOCAAC TGACCTATCC GGCAACCAQG CCAGCTGCAT TTTCCATATC 1920 
70 AAGOTTATTQ ATGCAGAACC ACCTGTCATA GACTGGTGW GATCTCCACC TCC^^ 1980 
GTCTOCJGAGA AGGTACATGC CGCAAOCTQO GATGAGCCTC AfiTTCTCAOA ^M^^'^ "40 
6CTGAATTGG TCATTACCAG AAGICATACA CAAGGAGACC TlTrCCCTCA A060GAGACT 2100 
ATACTACACr ATACAOaaC TCACCCCTCA GQCW^TAACA GGACA^^ 2160 
GTCATAAAAO GTTCTCCCTG TGAAATTOCA TTCACACCTQ TAAATGGGQA TTTTATATGC 2220 
75 ACTCCAGATA ATACTGGAGT CAACIGTACA TTAACTTGCT TGGAGGGCTA TQATTTCAaji 2280 
GAAQGGTCTA CTOACAAGTA TTATTGTQCT TATGAAGATQ GOOTCTGGAA AO CAACATAT 2340 
ACCACIGAAT GOCCAQACTG TGCCAAAAAA aSTTTTGCAA ACCAOSGQTT CAAOTOCTTT 2400 
GAOATtJTTCr ACAAAfiCAOC TOGTTOtOAT GACAOU^TC TQATG^^ 2460 
GCATTTGABA CGACCCTGGO AAAAATGGTC CCATCATTTT OTAGTOATGC AOJ^JCATT 2520 
80 GACTGCAGAC TOGAGGAOAA CCnXSACCAAA AAATATTGCX TAGAAT/^ 2580 
GAAAATGGCr TTOCAATTGG ACCAGGTOGC TGGGGTOCAG CTAATAGOCX OOATTACTCT 2640 
TAOSATOACT TCCtGQACAC TGTGCAAQAA ACAGCCACRA GCAT006CAA 2W«AOTO 2700 
TCAGQQATTA AAAGAAGTGC COCATTATCT GACTATAAAA TTAAOTTAAT TTTTAACATC 2760 
ISSS^ cSl^^ 

1122 



wo 03/042661 



o,,excc«c ^crrc^ S^S^ 
CCaroiATT CCTTKAOCT i«CM^ ^^^^ Sagagggoo tatgtstgic 

ftCAAAAAAGQ CTTCCCCCTT CIGCA^5» SSm^TW CCTGTGAAAO CTGCOGQATC 
, AATTGCCCIT TGGOAACCTA ^MWICTO TTTOOCCCTC TQGGATGTAC 

5 GGATCCTATC AAGATQAAC3A AOGGOWC" ^^J^^AAG CTCAGWIAA ACAAGGCACC 
AOOOAATATA TCCATTCAAG WAO^CTCI ^^^^ TGOSCACTTA TCM3CCAAAA 
TOCTCATOCA GTGOACTTOA W^?!^ ^S^^ SaCIGTGAA AAOAGQAGCC 

meanccc gqaoctgcct awGrorcw o^^^ aattctogoo ttctgootta 

GTGAACATTT CTGCATGTGO MWOTJ?! S^^CCTA ATOCAGGGAA GGCCTTCTQC 
10 ATGCCCIGTC ACCCATGT« "^^^^ ^^^^ cScCAT CACRGAATGT 
CTGGCCIGTC CCTTTTATGG «ACT*0?=^ SSSaITTG GOCATCTGGA GTTOTTAAAT 
TCAACTTCAG TTCTQAATAT ^CT*J!E? SccSt GCCACAAXAO TCGAACCTGC 

TOTccrrcro m<5ttttc» ^S^i^ciE^ ?^^cSo oatatacaog cttaaaotgt 
cAGcaAcrro ogcotggtta TewrGTCTC J^JS^tS acrmggaot ttotaaaqac 

15 SaACAGACA TOGATGACTG ^iSoOQ GTOTQAAGAA 

CTAOTTGGGG AATTCATTTO TGABTOCCtt ^^^^J^ ^CTGTGT TGATGGTGTG 
AATATAAAT6 AOTOTAGCrC CASTMTTCT TCCAKCTGA AACAGAASTC 

OCIGGCTATC GTTGCACATG TGTOA^ II^Scl CTffl^WCCA GGTTGaGGOA 
AATGAATGCC AGTCAAACCC ^^IMM ctgOAAAOAA OGTCGRTOAG 

20 TTCTTGTGCA AATGCCCACC '""^ f^ScWAAG ACGGTGCCAA TAGCTTCAGA 
TGTCTCAGTC AGCCATOCAA JJ"?^ '^^^ TGAACaTCAA TGAATGTCBfl 
•B3CCTQTGTG CAGCrGGCTT ^SmWAT TAAATTCATA CAGTTOTAAA 

TCIAATOCAT CTAGARAICA °GCCACCTGr <^^^ ABTCIACAaO CITTAACCTG 
.jSTCRGCCAS GATTPTCAOO CMAMCTOT ATOGCATGCT COCATCTCIC 

25 GATTTTGAAe "tCrGGOT C^T^M ACAIGAACTA TQGAACACOV 

CATOCTCTAA CCTOTACCTT CTMAT^ SSoSgC TCCTQACIGA TTATAACGOC 
ATCTOCTATO CAGTTGATAA «G^OMC ^^^^^ OTCCCTOOGT OAATGATGGC 

TCOOTTcrrr atgtgaaigg cagg^^ ^g^mq gcatctggaa agtctatatc 

^ AGATGGCATC ATAWe"^ ^^^r ^ScTCTTG GrrTGCO^T ACCrSOTGGT 
30 GATGGGAAAT TATCIOAOBO '00!?=*??= JaaAAAGQAG AGQGATTCAG CCOOCTOAO 
GGTGCCrrrAO TTCTGOGOCA MAGCMCAC ^i^^ ATGTCCTGTC TCCACAGCAO 
ICTTTTGTGG GCTCCATAAO C»QCTCA^ ^^^^ JSeGAAACXa GWAGCATGO 
OTGAASTCAC TGGCTACCTC CTGCCCAGAO ^TCTOWSAG CATATTTTGT 

?S^CI TGTCAGGAAT T^MO^ TGAAGATTTA 
35 TCIGATTGCC CAOBCTWOB ^^CrGGT OGGOAACOCt 

jU^aCCAGGTP CCAAAQTCAA TCTOTrCTOT ^J^^ tTCCTCACTQ TGAAOGCATT 
CTCCAGTACT GTCTGAATCA t^^^ S^CCMT CAGCCGATQA CTTCTATGCT 
*aCIGIGQGG TGCCACCTOC TTT^«^ ^TGGCTGA CTCAAGGATG 

OGCAGCACAB TAACCTACCA CT^^ SS^AT CCTGCCTTQA TGTOaATGAO 
40 TTCWmCM ATAAMOGAG «?°^= ^S^S?^ SaAOGTAGA TO3AT0CIAC 
TGTGCAGTTG GATCAGATTO ^J^J^^^ ^GOWAAA ACIOTOCAGA ACCIATAAAA 
ATATerrCAT GTGTCCCACC WA^?^ ^?^6 GTGAGATTTA TACAGTAGQT 
TOTAAGGCTC C3«3GAAAT« SSot^ TOGQAGTAAC CaAAATCACA 

eCCGGAGTCA CATTTPOGTO TCAGQAAOOA ^AMCMT TTCAIQTGGT 

45 TOTOWSWr CIGQAflAATG <^^^ CAotUtTT TOGCAGOUA 

ftRRCOSGCIA TTCCA«»AAA T^TTGW" ^^^TO^ aTAAAGAATC ATCCtGTOT 
STQACATATA GGTGTAATAA AOGATOTOCT "O^OC^ ^rgiqaAGTG TTCTAaTCOO 
^^^ACAGTT CTTGGAGTCA ™CCCTOCT ^J*^^ ^J^ITTC TACTGCATCA 
QAAAAXATAA ATAATGQAAA AW.TAmTO SStGAATG CACOOCITCI 

50 TATTCASraOB ATACASOATA «?CW*™? ^CTGWGAGA ACX3WCWCC 

GGCATCtGOQ ACAOAGCGCC ^SSwA GGAACACCOI OCTtACACT 

ATCAAASATQ CIOTCATTAC <WeOM«**= SSccSto AATOCCIOGC CGACGGCAAG 
TCCAAAGAAO GCIATACTCT WCWeTCTT ^IGAGCCaCC CATTGTGOAC 

TOGAOIAOAA GTGACCAGCA OTOCCKBCr eTCTCCTOTO ^ CIACIGCTCT 

55 OOTCCICTC CAGAGACTGC CC3VTCGQCTC mBC^^ ^^MO CMCIGGGTA 
SS^Si^GOCTAGCAGAOAlTCC^ 

CCCCCAGAAO GTCAAGACAS eMMGTIOT AJ^^^^ ?5^SgSgG CICAOTrOTG 

GrrrccTATA gcatcttg* M««™mc aaw^^ Saagattga atgtatgaga 

AGCITTAAAT GCATOGAABB CTCTCTWCTB ^J^^ tCOCIOTGCG GTGTGGAMG 
60 OBMOOCRGT GGAACCCTTC OCCCATGTCq ^^___jg ftOcCATGOIG 

TCATGAATGG ^^^^^ ^^^^^^^^ CC<SOSMXC 
OCTTACAGCr OCAACAAOGO CTTOT^ S^S^ ^JSEgO IQAACCACCT 
;«3«3GGCAGT GGA8IASICC TCmGAGAG TGAAGIGAGG 

ftAQgTTQAGA ATGGCtTTCT GfflW»aMA »^0?™^ XATTTOTCIG (XAAGCCAAT 
65 mWGIGIA ACCCGGGCTA TAAGTCAOTC OGSASTCCTG J^^^ AAAACCTCCC 

COGATCCAOA AIGOCITCAT ««WG^ ^S^?^ ^A^TGTCA GAAAICIOGC 
TTCIGIAAI6 AaOOTTMGA OCnGT^T A^SoCAQA OCOGOCCCIC 

AAATGGAATA AGAAGtCAAA TCCWASTOC AX®^^ ^OMSTTOT QACATITTCC 
70 TOXSUU^ «GCT«GT/OT 

TOTAAASAAG GGCATGTCCT 6CARGGOCCC ^"ES^ CCCCACCTCC CCIAATTTCC 
TQGAATCACT CmCCCIGT ^ICTAAWtT ej!"!!^ ^TA^I^ OTATTCTTGT 
TTTGGiarCC CCATTCCrrC TTCIGCTCTT CMOTT^ ^^ScCTGA IGOCACCiaO 
GTAOOTOGQT imCCTAAO *«5AAATTCT AC^^ AAICCCCAAX 
75 AGCTCICCAC TGCCAfiAATG TOTTCMfiTA ^ScMAC CIGCAAGCCa 

GGAATCATTG AIGTGCAAGG CCTTGCXSM CI«0^O "V^^ CIGGCTTOGA 
OOcmOAAT TGGTGOGAM. '*=«f^ ^^^^ <»*«<^ 

OQMAACCAA (MOnUUWC CA"»^^ S^ACCT ^CITGCRA OOOAOOCrTT 
TTCrCTTACA OSGACCTACA CMOTffl^ SSSm^ OTGATTGOGA TOraOATQCC 
80 OEGCTCGAAG GrCCCAGT«C OTGAOTOT TTTTGtAGAA 
CCATCrlGCA AIGCCATC^ C^WMTOC ^StOCIGG OTTrCAGGTG 

OGTOCAGATT ACAGCTATQG TGC^MTC CAAGTTCCAT CCCAACSTOT 

<««CXGXAC TAAACTCAAA 
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2940 
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QATGA0CAG6 OATATTTTGA 6CAA6AAGAC GACA3GATGG AAGTTCCKTA TGT QACTCCT 7920 
CRCCCrOCTT ATCATTTOGG AGCAGTGGCT AAAACCTGGQ AAAAIACRAA GGAGTCTCCT 7980 
GCTACACATT CATCAAACTT TCTGTATGGT ACCATGOPTTT CATACACCTG TAATCCAGCSA 8040 
TATGAACTTC TGGGGAACCX: TGTGCTGATC TGCCAGQAAG ATGGAACITG QA ATGGCAQT 8100 
5 GCACXa^TCCT GCATTTCAAT TGAATGTGAC TTGCCTACTQ CTCCTOAAAA TGGCTTTTTG 8160 
CGTTTTACAO AOACTAGCAT 60GAA0IQCT OTGCaOTATA GCTOTftAACC TOGACACATT 8220 
CTAGCAGGCT CTGACTTAAG GCTTTOTCTA G3W3AATAQAA AGTOGAOTGO TGCCTCCOCA 8280 
OGCTOTOAAQ CCATTTCATO CAAAAAGCCA AATCCAGTCA TGAATGGATC CATCAAAGGA 8340 
AOCAACTACA CATACCTCAG CROGTTGTAC TATGAGTGTQ ACCCOGGATA TGTGCTGAAT 8400 
10 GGCACTQAOA GOAGAACATG CXSVGOATGAC AAAAACTOOQ ATGAOOATGA GCCCATTTOC 8460 
ATTCCTGTGG ACTCCAGTTC ACOOCCAGTC TCAOCCAATQ GGCAOQTGAO AOGftGAGBAG 8520 
TACRCATTCC AAAAAGAGAT TGAATACACT T6CAA1GAA0 GGTTCTTCCT TG AGGQAG OC 8580 
AGGAGT0GG6 TTT0TCTT6C CAATGGAAGT TOGAGTGGAG CCACTCCOGA CTOTGTGCCT 8640 
6TCAGAT(?ro CCACCCOGCC ACAACTGGCC AATGGGGTQA CGGAAGOCCT QG ACTAT GGC 8700 
15 TTCATGAAGQ AAQTAACATT CCACTGTCAC OAGGOCTACA TCTTGCACGG TGCTCCAAAA 8760 
CTCACCTOTC AGTCAGATGG CAACTQQGAT GCAGAGATTC CTCTCTQTAA AGCACRGAAC 8820 
TGTCGACCTC CTOAAGATCT TGCCCATGGT TTCCCTAATG GTTTTTCCTT TATTCATOQG 8880 
GGCCATATAC AGTATCAGTG CTTTCCTGGT TATAAGCTCC ATGGRAATTC ATCAAGAAGG 8940 
TGCCTCTCCA ATGGCTCCTO GAQTQQCAGC TCACXTTTCCT GCCTGCCTTG CAGATOTTCC 9000 
20 ACACCaGTAA TTOAATATGG AACTGTCAAT GGGACA GATT TTGACTGTQO AAAGGCAOCC 9060 
OGOATTCAGT GCTTCAAAGG CTTCRAGCTC CTAOQACrTT CTGAAATCAC CTQTGAAGOC 9120 
GATGGCCAGT GGAGCTCTGG GTTOCXXXAC TaTGAACAai CTTCTTOTGG TTCTCTTCCA 9180 
ATGATACCAA ATGCGTTCAT CAGTOAOACC AGCTCTTGGA AGGAAAATGT QATAACTTAC 9240 
AGCT6CAQGT CTG6ATATQT CATACAAGGC AGTTCAGATC TQATTTOTAC AGAGAAAGGG 9300 
25 OTATGQAGCC AGCCTTATCC AGTCTGTGAG CCCTTOTCCT GTGGOTCCCC ACCGTCTGTC 9360 
GCCAATOCAG TGGCAACTGQ AQAGQCACAC ACCTATQAAA GTGAAGTGAA ACTCftQATQT 9420 
CIGGAAGGTT ATAOGATGGA TACAGATACA GATACATTCA CCTQTCAQAA AGATGGTCGC 9480 
TGOTTCCCTO AOAQAATCTC CTGCAGTCCT AAAAAATGTC CTCTCCOGGA AAACATAACA 9540 
CATATACTTO TACATGQGQA CGATTTCaOT OTOAATAGGC AAGTTTCTGT GTCATGTGCA 9600 
30 GAAGGGTATA CCTTTGAGQG AGTTAACRTA TCRCTATGTC AGCTT6ATGG AA CCTOG QAG 9660 
CCACCATTCT CCGATGAATC TTCCAGTCC3V G T nXT A'A' G TQ GGAAAOCTGA AAQTCO^QAA 9720 
CATGGATTTO TGGTTGGCAG TAAATACACC TTTGAAAOOV CAATTATTTA TCAGTGTGAQ 9780 
CCTGGCTATG AACTAGAGGG OAACAOaGAA CXJTaTCTGCC AGGRGAACAG ACAGTGGAQT 9840 
GQAGGGGTOO CAATATGCAA AGAQACCAGG TGTGAAACTC CACTTQAATT TCTCAATGGG 9900 
35 AAAGCTGACA TTGAAAACAG GACGACTGGA CCCAACX3TG0 TATATTCCTG CAACAGAGGC 9960 
TACAGTCTTQ AAGGGCCATC TGAGGCACAC TGCACROAAA ATGGAACCTG GAGCCACCCA 10020 
QTCCCTCTCT GCAAACCAAA TCCATQCCCT GTTCCTTTTG TGATTCCOGA GAATG CTCTO 10080 
CTOTCTGAAA AOQACTTTTA TGTTGATCAG AATGTGTCCA TCAAATQTAG GOAAGGTrTT 10140 
CTGCTOCAGO GCCAOGGCAT CATTACCTGC AACCCCQACQ AQAOOTGOAC ACAGACAAGC 10200 
40 GCCAAATGTG AAAAAATGTC ATGTGOTCCA CCAGCTCACG TAGAAAATGC AATT GCTOQA 10260 
GGOGTACATT ATCAATATGG AGACATGATC ACCTACTCAT GTTACAOTQO ATAC ATGTTQ 10320 
aAOGGTTTCC TOAOGAGTGT TTGTTTAGAA AATGGAACAT GGACATCACC TCCTATTTGC 10380 
AQAGCTGTCT OTOQATTTCC ATCfTCAOAAT GGGOQCATCT GCC3UVCGCCC AAATGCTTGT 10440 
TCCTGTCCAO AOGOCTGGAT OGGGOSOCTC TOTOAAGAAC CAATCTGCAT TCTTCCCTGT 105 00 
45 CTGAAOGGAG GTCGCTQTGT GGCCXXTTTAC CAGTGTGACT GCCOGCCTGG C TGGAO GGGQ 10560 
TCTOOCTGTC ATACAGCTGT TTGCCAGTCT CCCTGCTTAA ATGOTGGAAA ATGTOTAAGA 10620 
CCAAACCGAT GTCACTGTCT TTCTTCTTGG ACGGGACATA ACTOTTCCAG GTAA 



Seq ID MOt 430 PgQteln eecnience 
50 Protein Acceaalon #: FGEtrESH predicted 

1 11 21 31 41 51 

ilSJraiAPCCW GLALVSGWAT FQQMSPSRNF SPRLPPBTAP GAPGSIPAPP APGDEAAGSR 60 

55 VKRLGQAPRR RVRLLRELSE RLELVPLVDD SSSVQBVMPR SEUO'VUKLL SDFPWPTAT 120 

RVAIVTF8SK MYWPRVDYI STRRARQHKC ALU^BIPAI SYRGGGTVTK OAFQQAAQIIi 180 

LHARENSTKV VPLITDGYSW GGDPRPIAAS UmSGVEIPT FGIWOGNIRB UJDMASTPKB 240 

EHCTLLH8PE BFBALRRRAL HEDLPSOSFI QDDMVHCSYL C3JEGKDCCDR MGSCKCOTHT 300 

GHPECICBKa YYQKSLQYEC TACP8GTYKP BGSPGGISSC IPCPDENHTS PPGSTSPEDC 360 

60 VCBEGYRASG QTCELVHCPA LKPPEKGYFl ONTOJNHFNA ACOVRCHPQP DLVGSSIILC 420 

LPNGLWSGSB SYCRVRTCPH LRQPKHQHIS CSTREMLYKT TCLVACDBGY RLBGSDKLTC 480 

QGNSQWDGPB PRCVBRHCST FQMPKDVIIS PHNOOKQPAK FGTICYVSCR OGPILSOVKB 540 

MLRCTTSGKW NVGV0AAVC3C DVEAPQIMCP KDIEAKTLEQ QDSANVTWQI PTAKDNSGBK 600 

VSVHVHPAFT PPYLPPIGDV AIVYTATDLS (WOASCIFHI KVIDABPPVI DHCRSPPPVQ 660 

65 VSBiCVHAASW DEPQFSDNSO ABLVITRSHT QGDLPPQGET IVQYTATDPS GNNRTCDIHI 720 

VIKGSPCEIP PTPVNGDPIC TPDNTGVNCT LTCLBGYDPT E GSTDK YYCA YEDGVWKPTY 780 

TTEHPDCAKK RPANHGFKSP EMPYKAARCD DIDLMKKFSE AFBTTLGKMV PSPCSDAEDl 840 

DCRLBEKLTK KyCLEYNYDY EHGPAIOPGO WOAAMRUWS YDDFUrrVQB TAT8IGNAKS 900 

8RZXSSAPL3 DYKIKLIEHI TASVPLPDBR HDTI.BWaiQQ RLLQTLBTIT NKLKR TUJKD 960 

70 PMYSBQLASE ILIADSNSLE TKKASPPC31P GSVLRGRMCV NCPIXSTYYNL EHPTCBSCRI 1020 

GSYQDBEGQL ECKLCPSGMy TBYIHSBNIS DCKAQCKQGT YSYSGLBTCB SCPIXnTQPK 1080 

PGSRSC3^CP ENTSTVKHOA VNISAOCSVPC PEGKPSRSGL MPCHPCPRDY YQPNAGKAFC 1140 

LACPFYGTTP PAGSR8ITBC ST8VWXTIF 6QFGBLBLLN CPSEVFHECP FNPCHKSGTC 1200 

QQLORGYVCL CPI/SYTOLKC ETDXDBC8PL PCUQIGVaa} LVGBPICECP SOVTQQRCBB 1260 

75 KIMECSSSPC UIKGICVDOV AGYRCTCVKQ PVGLHCBTBV NECQSNPCLN NAVGEDQVGG 1320 

PLCKCPPGFL GTROQKNVDB CLSQPCKNaA TCKDGANSFR CLCAAGPTGS HCELMIHEOQ 1380 

SMPCRNQATC VDELMSYSCK OQPGPSGKRC BTEQSTX3PNL DFBVSOIYGY VMLDGMLPSL 1440 

HALTCrmOC SSDOMHYGTP I8YAVDNGSD HTLLLTDYMG HVLYVNORBK ITNCPSVNDO ISOO 

RHHHTAITWT SANGIWKVYI DGRLSDGGAa LSVOLPIPGG GALVLGQBQD KRGEGFSPAE 1S60 

80 SFVGSISQI^J LMDYVLSPQQ VKSLATSCPB BLSKGNVLAW PDPLSGIVGK VKIDSKSIPC 1620 

SDCPRLGGSV PHLRTASEDL KPGSKVNLPC DPGFQLVONP VQYOiNQGQM TQPLPHCBRI 1680 

SCGVPPPLEM GFHSADDPYA GSrVTYQCNN OYYIjLGDSRM FCTDNGSWNO VSPSCLDVDB 1740 

CAVGSDCSEB ASCUVVDOSY ICSCVPPYTG DGKNCABPIK CXAPGNPENG ESSGBIYTVQ 1800 

ASVTFSCX2BG YQLMGVTKIT CLBSOBmiHL ZPYCKAVSCG KPAIPBN6CI BBLAFTFOSK 1860 
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5 

10 

15 

20 
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YSCOTQYSLQ GPSIIECTAS QimRAPPAC HLVFCGSm ^SlRPYYCS 2040 

DGYSLMMSQ LLQJAQOKMV PPBGQDMPRC IWffCTKWS 2160 

STp =SSS SSS k^-kv- a«o 

ESv 

SIgpsaltc i.«gdwdvda psqwho^ !QP«»^ SS^SS "fo 

JS^S^ SSnpSlI CQEDGTOHGS 2700 

S^SS 

VRCMfPPQIA HQVTEOtDYS FMKBVTPHCH BOTMSMK ^T^^" epsCLPCRCS 3000 

SSSSSiSSSISSSSSSSSS^ .... 

PNRCHCI»SSW TGHNCSR 



Seq ID NOi 431 DNA aeouence 
Nucleic Acid Accession #« 
coding sequence t 1..390 



FGENBSH predicted 



1 
I 

ATGAGGTTCA 
TATGTGTCAG 
GAACCATGaC 
CA6TGCTGTT 
TGCACCTTCT 
TTTGTTGTGA 
AGTAAATOTG 



11 
I 

GTGTCTCAGG 
TCTGTCXOCT 
TGTGCCAtSCC 
ACAATGACX5C 
GGCXXTTGCTT 
A6CTGAAGGT 
AAAGAG6CC3 



21 



CATGAG6ACC 
CCTCTTGTGT 
06CACCCAGG 
CATCX3TGTCC 
TGAGCTCTGC 
TCAGGGTGTG 
6ATATGTTAS 



31 
I 

GACTACCCCA 
CCAAGGGAAG 
TGTGGAGACA 
CTGAGOGAGA 
TGTCTTGATT 
AATTCCCRGT 



41 SI 

GGAGTGTGCT OGCTCCTOCT 60 

TCATCGCrCC CXMTGGCTCA 120 

AGATCTACAA CCCCTTGGAG 180 

CCCGCCAATG TGGTCCCCCC 240 

CCmGGCCT CACAAACGAT 300 

GCCACTCATC TCCCATCTCC 360 



8eq ID NOt 432 p^fcein eequence 
protein Accession «: FGENESH predicted 

SKCER6RIC 

Seq ID NO: 433 PKA sequence 

Nucleic Acid Accession #: NMJ)07231.1 

Coding sequence t B9..2017 



60 



65 



70 



75 



80 



11 
I 



TAGGAACA66 GGAOAGTGCA 
GAfiGOQOAGC CAGCC3GW3GG 
GTGCAGG6AG AAGGAGAAAG 
TGAGAATCAG GACOGTGGTA 
ATAOQCAGTG GGATTAGGAA 
AGGCGCCTTC TTGATACCTT 
TCTGGAGTGT TCACTGGGAC 
TCCATTGTTT CAAQGTGTGG 
TXAGAAIGIC ATAAST6CCT 
ACCATGQAAA AATIGTTCTT 
TCACTGTAAT GTGAGTACAG 
CTGQGTAGAC ATCAACAATT 
OCTTCCCAGT GAACAATATT 
QACTGGAGTA ATTOXTTGGT 
AfiCAGCACTA tTTAAAGGAA 
CCCCTATOTG GTCCTACTCA 
AGGCATTTCA TACTATATTG 
ATGGAAAGAT GCTGCCACTC 
TGCTCXATCA TCTTAC AATA 
TTTGACAAAC TGTCTCACTA 
CATGGCCCAT ATATCTGGAA 
ATTCATTOCC TATCCAQAGQ 
ATTTTTTTTC ATGCTTTTAA 
CACAACAACA ATTCAAGATT 
TTTGGGCTGC TGCTTGGTTT 



21 31 

1 I 
CCTGCTACCA GTCAAGCTCA 
AGTGAACCAT GQACAAGTTO 
XGTCGGCTTC ATCAGftGAAT 
ftCTGGTCCAA AAAATOGGAT 
JVIGTGTGGAG ATTTCCATAT 
ATGCAATTAT GTrA GCATTG 
AATTTGCTAG CTTAGGTCCA 
GAATTACAAT GGTCC TGATC 
ATAGTCTTTA CTACATCTTT 
CGTGGTCAGA TAAAAACTGT 
TGAATAAA6Q AATACAAGAG 
TTACCTGCAT CAAOQGCAQT 
GGAATAAAOT GGOQCTCCAA 
ATTTAGCACT TTGTCrXCTT 
TCAAATCGTC TGGCRAGGTG 
TCCTGTTAGT ACG ftGGTG CA 
GAGCCCAQTC AAAT TTTACA 
AGATATTTTA CTCOCTTTCA 
AGTTCAAAAA CAACTGCTTC 
GCGTGTTTGC TGGATTTGCT 
AGGAAGTTTC TCAAGTTGTA 
CTCTAGCCCA ACT CCgg ST 
CTTTGGGTCT OGATTCTCAO 
TATTTCCCAA AGTSATGAA6 
TOTTTCTCCT TGGTCTOBTC 



GCCAOACTGC 
AAAJGC CCGA 
TTCCATGTTQ 
TATCTTCTAT 
CTQACCTACA 
GCrCGT TTAC 
GTTTCAGTTT 
TOCATTTTTG 
GCTTCTTTTC 
AGCAGATCAC 
ATCATGCAAA 
QftAATTTATC 
CG6TCAA6T6 
CTGGCTTGGC 
GTATATTTTA 
ACTCTOGAGG 
AAACTTAAOG 
GTGGCTT6GG 
TCTGATGCCA 
ATTTTTTCTA 
AAAICA GGTT 
GGTCCATTTT 

TrrutTi 'c aA 

AAAATtSUQGG 
TGTGTQACTG 



51 
1 

AAGA6GAG6C 
GTTTCTTCAA 
GIGAAAAtOA 
CTATGATTGG 
GCAATGGTGG 
CTTTGTTCTT 
QQAIQGATTCT 
TGACAATCTA 
AAAGTGAACT 
CAATAOTAAC 
TGAATAAAA6 
AGCCAB66CA 
GAATGAATGA 
TCATAGTTGG 
GAGCTCTTTT 
GT6CTTCAAA 
AAGCTGAGGT 
GTGGCTTAGT 
TTGTGGTTTG 
TATTGGGACA 
TTGATTTGGC 
GGTCCATATT 
TTGAAAOGAT 
TTCCCATAAC 
AGGCTGGAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
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TTACTGQQTT CATCTGATTQ ACCACTTCTG TGCTOGATGO OOCATTTTAA TTGCaOCTAT 
ACTGGAGCTA GTTGGAATCA TCTGGATTTA T0QAC3GGAAC A(3ATTCATTG AQQATACAOA 
AATGATCATT GGAGCAAAOA OOTGGATATT CTGGCTATGG TCGAOAQCTT GCTGC?rrTGT 
AATTAOSCCr ATCCTTTTOA TTGC3UVTATT TATCTGOTCA TTGOTGCAAT TTCATAGACX: 
5 TAATTATQGC GCAATTCXAT AOCCTGACTG GOaAGTTGCT TTAGGCTGCrr GTATGATTOT 
TTTCTGCATT ATTTGGATAC CAArTATQOC TATCATAAAA ATAATTCAGG CTAA AGGAAA 
CATCTTTCAA CGCCTTATAA GTTGCTGCAQ ACGRGCTTCr AACTOGGOTC CATACCTGGA 
AGAACATCXrr GGOGAAAGAT ATAAAQACAT QGTAGATCXrr AAAAAAGAGG CTGACCATQA 
AATACCTACT GTTAGTGGCA OCAGAAAACC QQAATQAGAT CTCATTGAAA AAAATATATG 
10 ATTOTATAAT GTGATTTTTT TTA(5AATAQG GGQAACCTTA TTTATTTOTO TGTTAACTOA 
ATAGQAAAAT GTACATACTA TGTTCATGAT AOTGTGATTT TTTTCACATT TAACCftGGAA 
TGCAATATAA AAATCXGAAT CTCTTAATTC TCAOCCATGT GCTTAT TATA TTTCTTTTTA 
GATTGTCTAT CTGTATAACA CACACACACA CACXTAAQAG TCTCTATTTC ACAATTATAT 
TTTTGTAAAT AGTATATOCA TTTTTAATAC ATTGGAGGCT TTATTTTQAA CTAATTTCTT 
15 AGAGAATAGT TATATTTTCT ATTACACAAG TTTAAAAATA TTATTAACTT GTATTTTCTP 
AATATACAAT CTATCTTTTC CACAAATATG AGTGGOAAAT AAATCAGCAC ATTTGAAAOA 
AAGTOrXAAA ACTGAAQGCC TCACTTAATT AQA AAOGTG A TAAATATATG QACAAATGOA 
CTATACATAC TATAAGAGOA CTOTAGTTIA ATACTTTTTA CCCAAATATG TTTAAAAACA 
TOGTOCATTT QTTACAOCTC ATGTTTTCTA TATGAACTTA GTCATTAATQ TTCTTTATAA 
20 AAAQTQAAAT AAGATGGAAA AATTAGGATC CTACA6CCAG TACQTGATAA ATCTAG AAAA 
TTOAGTTTTG AGTACCTCTT TTCCCATATA CAATCTrCCT TCCTTAGGTA ATTTG6AAGA 
AAACTATGAC CCATTTAATT TCTATTGTGT TTCACCAAAT TCAQTGTTOT TCATTATACC 
TCrCIGAAAT ATAQGTTTAA TTTCAAATAG AATATGQACt TAAATGTTAA TG AGAAACTQ 
OCrTTAA'TCA ATTCTAGCAT TTTATTACTO TAATACAGGG CXGATAGAGT GATTTTGTCT 
25 TATATGAGTC AGTTACTACT TACAGOTGAT AACTT6CATA CTATCGGAAO ATAAAGTr OT 
CAAACTTOTC AAGAATOAGA AAAGCCAAAT TAGAAAATCC TATGTCCTAG TTTCCTTACC 
AAGQATAATT AAATATATCA CTAABAGCTT TATATATTQA TTATATATTO T TGACAA CTG 
GTTTAAOCAT CATAGCCTAT OATOATAAAC ACT6CXTATA TATGTAAATA GCTTTTCATC 
AATTCTTAAA TTTCTTAACC TAGOCTTCRG GGA6CATATO AAACCAAAAT TATATGQAAC 
30 ATTTTCTGTG TOTACATGTA CATGCATTTT TCTAGGOAQA QAGTCOGTAG GTTTATCAOA 
ATATCAAGGA AAACTGTGAC CCAAAOAAOT TTAAGAATCS^ CATACAGTGC TGCTGOCTTT 
TTGTGCTTGG CAAATQAGTG ACAATAQAAG AAATAATTTT TCTTAC3VCAT TTTA AAAOOT 
TTTCTCTTOC TTOTGATTQA AGATGAAAGG ABTAAOAAAT TAAGQCATTT GTTTAATTTA 
TACroOTAAC TTATTTAGG6 GG6AGGGGAC ATGAAOGTAO GTAAATAGGT AGGCCTCTAA 
35 TTGAACCACC TCTCTAAQTT ATGTAOOTAT ATATAAGCTG AAATTCTOTT TGACATTCTG 
AGGGTTTTCT UTri ' CTi TT I CCTTTTTTTT TTTTTTTGGT GGGGGGCTQG GGGTCAGAGT 
CTTGTTCTGT TGOCTQGGCT GOAGTGCAGT GGCATQATCT CAGCTCACTG CAACCTCT6C 
CTTCTGQATT CAAGTGATTC TCCTGCCTCA QCCTCTTGAG TAGCTGGGAC TACAGOTGCC 
OGCCACCACA CCAGCTAATT TTTGTATTTT TAGTAOAGGC GAAGTTTCCX: CATGTTGGCC 
40 AGGCTGGTCT TGAACTCCCO ACCTCAAGTQ ATCTGTCTAC CTOQQCCTCC TAAAGTGCTG 
AGATTACAGG TQTGAGCCAC OQTGCCCGGC CCATTCTAAQ QGTTTTCTTT GAAGACAQGT 
CAAATGCTGT TAGTAAOTTT CAGGAQATTG TTAATTCCTC AGTTATACCA GATTT TATAA 
AATATTTGAG AATAGATGGC TAAC3Utf»G0 TTAGAAATAC TTTTC CTTA A TTTT AATCC A 
CAGTATGTTA OITGCATTCT ACCACTACAT TTTGGTGCTA TTTAAOGTGT GCAATTTTCT 
45 ATAGGTOACT TTTGCAATTC AGGGAAGATT TGGQCATATT AAATGAAAGA ATATCTAATT 
GQQGGAGGTG TGAAGGGAAA GAAATTCTTT TCAAAAGCTG ACCACAAA6A GTAOTTAAAA 
GTTTTTOTCA CTATCTTCAC AAOTGIGTAA AGCACAGATT TCAACAOAOT GCTTGGCATA 
TTGTAQGGTG CTCAATGGTO GTTTTTATTA TTATTACTCA <»TTOraCAO TGQCAAGAAA 
CATCATTCTA CATAATCGAA AACATTTACA TCAAAT0CX3V C TTACTTT AA TOOQAACTTG 
50 GACATAATTT AIGGTATTOT ATTOTAAACC ATTAATGAAA ACTTTTTCAC AOTTGAOTGA 
AATTAAAATC ACTATATCTC 



X560 
1620 
16B0 
1740 
1800 
ISfiO 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
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3180 
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3360 
3420 
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3540 
3600 
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3720 
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3900 
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4020 
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4140 
4200 
4260 
4320 
4380 
4440 
4500 
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Seq ID KOt 434 Protein sequence 
Protein Acceaslon fft np_009162.1 

1 11 21 31 41 

I 1 I I I 

MDKLKCP8FF KCRBKEKVSA 8SEMFBVGSK DBNgPROWS KKSDYLLSMI 
RPPYLTYSNG GGAFIiIPVAI MLALAGLPU PLECSLGQPA SLGPVSVMHI 
MVI,ISIPVTI YYNVIIAYSL YYMPASPQSB LPWK»CSSWS DKNCSRSPIV 
GIQEIIQMNK SVfVDINNFTC INGSBIYQPG QLPSEQYWNK YAUIRSSGMN 
LCLLLAWLIV GAALPKOIKS SGiCWYFTAL FPYWLLILL VRGATLBGAS 
SNPTKIiKEAE VHKDAATQIF YSLSVAHGQL VALSSTOKPK NNCPSDAIW 
AGPAIPSIIiG HMAHISGKBV SQWKSGPDI* APIAYPBAXA QLFGGPFHSI 
LDSQPASIET ITTTIQDLPP KVMKKMRVPI TLGCCLVLFL IXJLVCVTQAG 
CAGHGILIAA ILELVGIIWI YGGNRPIEDT EMMIGAKRWI FWLWWRACHP 
PIWSLVQFHR PNYGAXPYPD WOVALGWO*! VPCIIHIPIM AIIKIIQAKO 
RPASNHGPyb EQBRGERYXD MVDPKXBADH BIPTV8GSRK PB 

Seq 10 VOt 435 DMA sequence 
Nucleic Acid Accession ft: M1872e.l 
Coding sequence t 51.. 1085 



51 

I 

GYAVGLCatVW 
LPLFQGVGIT 
THOJVSTVNK 
ETGVIVWYIA 
KGISYYIGAQ 
CLTNCLTSVP 
LFFFMLLTLG 
lYWVHLIDHF 
VITPILLIAI 
NZFQRIiJSCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



1 11 21 31 

I I 1 1 

GGAGCTCAAO CTCCTCTACA AAGAGGTGGA CAGAGAAGAC 
CCTCAGCCCC TCCCTGCAQA TTGCATGTCC CCXaOAAOOA 
TTCTAACCTT CTGGAACCCav OOa^CCAC TO CCAAGCTCAC 
AT6TCQCAGA GGGQAAGGAG 6TTCTTCTAC TOGCOCACAA 
QTTACAGCTa GTACAAAGGC GAAAGAGTGG ATGGCAACAG 
TAGGAACTCA ACAAGCTACC OCAGGGCCOO CATACAGTGG 
ATGCATCCCT GCPGATOCAO AAOGTCACCC AGAATGACAC 
TCATAAAGTC AOATCTTGTG AATOAAGAAG CAAC XX3GACA 
TCCCCAAGCC CTOCATCTCC AGGAACAACT 0CAAG0C30GT 



41 

1 

AGCAGAGACC 
GGTCCTGCTC 
TATTGAATCC 
OCT G COCCAQ 
TCTAATTGTA 
T0GAGA6ACA 
AGGATTCrAT 
GTTOCATGTA 
OGAGGACAAG 



51 
I 

ATGGGACCCC 
ACAGCCTCAC 
AOGGCATTCA 
AATOGTATTO 
GGATATGTAA 
ATATACCCCA 
ACCCTACAAG 
TACCOGGAGC 
GATGCTOTOO 



60 
120 
180 
240 
300 
360 
420 
480 
540 
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CCtTCACCTO TOMWXTGAG OTC3«5AACA C^C^ ^ 
GCCTCCCGCT MeTCCCA<M CIGCASCI^ 

GGGTAACTTA ACAGAGTQTC ASATCTATCT TGT^J^^-^ tTTAACACAG CCGTGTOTTC 1620 
AGATCCTTTA GTGOWCCCAO TQACTCT^ ^geO 

gSSS SSS SSS»c c^™c« If.; 

ACACAGGAGA TTCCAGTCTA CTTGAGTTAG ^^TA^ tsTMTTATT TCTGTGGTTC 2400 

TTTAC^AGTAACCTGAAC^ 2460 

TGTTTCCTTG TTCCAATTTG ACAAAACCqA CTGTTCri^i CiJeMIRAAT AAAAOCCRAT 2520 
CTATCACTGT ACTTOTAOAa TGGTGCTOCT TTAATTCATA AATCACAAAT AAAflSCCftA* 

TAGCTCTATA ACT 



Seq ID NO: 436 Protein sequence 
Protein Accession #t AAA59907.1 



11 



HOPPSAPPCR LHVPWKEVLL 
NRIGYSWYKG BRVDGNSLIV 
TUQVIKSDI.V KEEATQQPHV 
KGQSLPVSPR MlLSNGMMTIi 
TISP8KANYR PGENLNLSCH 
AHH8AT6UIR TTVTMZTVSG 



21 

1 



31 



TASLLTFWNP PTTAKLTIES 
GYVIGTQQAT PQPAVSGRBT 
YPELPKPSXS SNNSMPVEDK 
TIJiSVKRNDA GSYECEIQNP 
AASNPPAQYS HFINGTFQQS 
SAFVLSAVAT VQXTI6VIAR 



41 51 

TPFNVAEQKE VLLLAHNLPQ 
ZYPNASLItlQ NVTQNDTGPY 
DAVAPTCEPE VQKTTYIiWWV 
ASANRSDPVT LNVLYGPDVP 
TQEIjFIPNIT VNNSGSYMCQ 
VAIiI 



60 
120 

lao 

240 
300 
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65 
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75 

80 



Seq ID HOt 437 Ml* laoucnee 
Nucleic Acid Aecession it ltta7S8.X 
Coding sequencei 1355.. 1657 

b^c^ b= 

=^ ii^ 

(7rrACAKft.xu ^f*™*™)* r^nnnrsnrm CT^TACAGTGG TCOAGAGACA ATATACCCCA 

mmmmmm 

SSkogct ^TCC^ CTOCBGCTOI CCAATGGCAA CATGACCCTC ACTCWCia 
GGATCCIRTO AATGTGARAT «CAOM«XCR OOMSTGra 

rCTCftARQGC CftATTACXBT CCftlGGGQAAft ATCW3SACCI CICCTGCCAC '^f°^tZ 
SSS^^TC SaCTCT TGGITTATCA ATBGGRCGIT CCAGCaATCC MACAftaW 
^SSSoCC «ACM«CT OTGAATAATA OCGOATCCTA TATOTCCXAA OCOCMMCT 

SSiS ACCACAGTOL OSAT«TCAC *«CICrGQA 
;CCTCTCAGC TGTGGCCACC GTOaOCATCA OOATtOaiWI OCWOCC^ f^^I^CT 
TMAOCa^ CTGGTOTATT TTOQATATTP CAOOAAQACT QQCaflATrGO ACCAGACOT 
SSSS SS^CreS ATCCCATTTT ATCCCATOGA ACCACTAMA JCAA^TO 

^JaS^ gaSccctat atoctggaga tggacaacic aaigaaaatt taaaqgoaaa 

GCftAAC3CATG GTGAGAAATT GACGACXTCA CACTAIG6AC AGCTTTTCCC J^^^J^^ 
ctSJcATGA TAAGGCTCrr ACCCCCTTTT AATTTGTCCT ^CTTATGTC 

Jgotctttc gcttggcagq atgatgctot cattagtatt tcacaagaag tagcttca^ 
aSSS agatctatct tgtcaajjcc aaog™ 

AGATCCTTTA GTGCACCCRG TGACTGACAT TAG^TC ^TTAAO^ CQSTGTOrTC 
AAATGTACAG TGGTCCrPTP CAQMTTQQA CTtCTAGACT CACCTGTTCT C^CTCCCTGT 
55^1^^ C^G^ CAATQCCAAA TAATAGRATT GCTCCCTACC AGCTCAACAG 
GG^A^ OT^fiTTTC TCACACTTCT TCTTGAACAT GGCTAAATAC AATOTCTATC 
SSgAA ATTAACAAAT GTGCTQCITG GTTAAAATGG CTACACtCAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
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CTQACTCATT CTTTATTCTA TTTTAOTTOO TTTOTATCTT GCCTAAOGTG OGTAGTCCAA 1920 

CTCTTGGTAT TACCCTCCTA ATAGTCATAC TAOTAGTCAT ACTOCCTGGT GTAOTGTATT 1980 

CTCTAAAAQC TTTAAATGTC TGCATQC»GC CftGCCATCAA ATACTOAATO OTCTCTCTTT 2040 

^ GOCTGGAATT ACAAAACTCA GAGAAAIGTO TCATCAG6AS AACATCATAA GOCATGAAGO 3100 

3 ATAAAAGCCC CAAATGGTOO TAACTQATAA TAGCACTAAT GCTTTAAGAT TTGCTCACAC 3160 

TCTCACCTAO OTGAGCGCAT TGAGCCASTQ GTGCTAAATO CTACATACTC CAACTGAAAT 2220 

0TTAAG6AAO AAGATAGATC CAATTAAAAA AAATTAAAAC CAATTTAAAA AAAAAAAAGA 3280 

ACACAGGAGA TTCCAGTCTA CTTOAGTTAG CATAATACAS AAGTCXOCTC TACTTTAACT 2340 

1 A T TTACAAAAA AGTAACCTGA ACTAATCTOA TGTTAACCAA TOTATTrATT TCTGTGG T TC 3400 

lU xGl'lTC grrO TTCCAATTTG ACAAAACOCA CIOTTCTIOT ATTGTATTQC GCAOGGGGAO 2460 

CTATCACTQT ACTTQTAOAO TGGTGCTGCT TTAATTCA3A AATGACAAAT AAAAOOCAAT 2520 
TAGCTCTATA ACT 

^ . Seq ID NOt 438 Protein sequence 
i«> Protein Accession #t AAA5990B.1 

1 XI 21 31 41 51 

I I I I I I 

MDSPSQDVKT RLLIMIRLLP PFNIiSUMPA SFANQDDAVI SI8QSVASEG NLTEOQIYLV 60 
ZU NPHVLHRIRD PLVHPVTDIS SIFNTAVCSN VQHSF8ELDF 



25 



45 

50 
55 
60 
65 
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Seq ID NOi 439 DNA aequence 
Nucleic Acid Accession #: Mia728.1 
Coding sequencet 2370.. 2501 



1 11 21 31 41 51 

I I 1 I I i 

GOAGCTCAAG CTCCTCTACA AAGAGGTGGA GAGAGAAGAC AOCAOAGACC ATGGGACCCC 60 

CXrrCAGOCCC TOCCTGCAGA TTGCATGTCC CCTGGAAGGA GGTCCTGCTC ACAOCCTCAC 120 

3U TTCTAACCTT CTOGAACCCA CCCACCACTQ CCAAGCTCAC TATT6AATCC AOGCCATTCA IBO 

ATGTOGCAGA GGC3GAAGGAG GTTCTTCTAC TCGCCCACAA CXTCCCCCAG AATCSGTATTG 240 

GTTACAOCTG GTACAAAGQC GAAAQAGTGG ATGGCAACAG TCTAATTGTA GGATATGTAA 300 

TAGGAACTCA ACAAQCTACC CCAGQGCCCG CATACAGTGG T0GA8A6ACA ATATACCCCA 360 

^ ATCCATCCCT GCTGATCCAO AA08TCACCC AOAATGACAC AGQATTCTAT AGCCTACAAO 420 

5 J TCATAAAGTC AGATCTTGTO AAT6AAGAA0 CAACGGGACA GTTCCA'rGTA TACC06GA6C 480 

TGCCCAAOCC CTCCATCTCC AGCAACAACT CCAACCCC6T GGAQOACAAO QATGCTGTGa 540 

CCTTCACCTG TGAACXTTGAO OTTCAGAACA CAACCTACCT GTGQTGGGTA AATGGTCAQA 600 

GCCTCC3CG6T CAGTCCCAGG CTGCAGCTGT CCAATGGCAA CATQAOCCTC ACTCTACTCA 660 

GGGTCAAAAO GAAGGA3X3CA G6ATCCIATG AATGTGAAAT ACAOAAGOCA GGQAGTGCCA 720 

4U ACC3GCAGTGA GCCAGTCACC CTGAATQTCX: TCTATGGCCC AGATOTOOCC ACCATTTCCC 780 

CCTCAAAGGC CAATTACCOT CCAGOGOAAA ATCTGAACCT CTOCTGCCAC GCAGCCTCTA 640 

ACCCACCTGC ACAGTACTCT TGGTTTATCA ATGGGAOGTT CCAGCAATCC ACACAAGAQC 900 

TCTTTATOCC CAACATCACT GTGAATAATA GOGGATCCTA TATOTGCCAA GCCCATAACT 960 

CAGCCACTGG CCTGAATAGQ ACXACAGICA GQAT6ATCAC AGTCTCTGGA AGTGCTCCTG 1020 

TCCTCTCAGC TGTG6CCACC GTCX3GCATCA CGATTGGAGT GCTOGOCAGO GTGOCTCTQA 1060 

TATAOCAQCC CTGGTGTATT TTOGATATTT CAGGAAGACT GGCAGATTGG ACCAQACCCT 1140 

GAATTCTTCT AGCTCCTCCA ATCCCATTTT ATCCCATGGA AOCACTAAAA ACAAGGTCTG 1200 

CTCTGCTOCT GAAGCCCTAI ATGCTGGAGA TGGACAACTC AATGAAAATT TAAAOGQAAA 1260 

ACGCTOIGGC CTGAGGT6T0 T6CCACTCA0 AGACTTCACC TAACTAGAGA CAGTCAAACT 1320 

GCAAAOCATG GTGAGAAATT GAOSACTTCA CACTATQGAC AGCTTITOCC AAGATGTCAA 1380 

AACAA GACTC CTCATCATGA TAAGGCTCTT ACCCCCTTTT AATTTOTCCT TGCTTATGCC 1440 

TQCCTCTTTC GCTTGGCAGQ ATGATGCTGT CATTAGTATT TCACAAGAAG TAQCTTCAaA 1500 

GQQT AACTTA ACAGA6TGTC AGATCTATCT TOTCAATCCC AACGTTTTAC ATAAAATAAG 1560 

AGATGCTTTA GTGCACCCAG TGACTGACAT TA6CAGCATC TTTAACACAG G06T6TGTTC 1620 

AAATSTACAG TGGTCCTTTT C3W3AGTTGGA CTTCTAGACT CACCTGTTCT CACTCCCTQT 1660 

TTTAATTCAA CCCAGCCATG CAATGCX3UVA TAATAGAATT GCTOCCTACC AGCTGAACAG 1740 

GGAGGAGTCT GTGCAGTTTC TGACACTTGT TGTTGAACAT GGCTAAATAC AATGGGTATC 1800 

GCTGAGACTA AOTT QTAGAA ATTAACAAAT GTGCTGCTTO GTTAAAATGG CTACACTCAT 1860 

CTGACTGATT CTTTATTCTA TTTTAGTTOO TTT6TATCTT GGCTAAG6TG GGTAGTCCAA 1920 

CTCTTGGTAT TACCCTCCTA ATAGTCATAC TAGTAGTCAT ACTCCCTQGT GTAGTGTATT 1980 

CTCTAAAAGC TTTAAATGTC TGCATGCRGC CAGCCATCAA ATAGTGAATG OTCTCTCTTT 3040 

GGCTGGAATT ACAAAACTCA QAGAAATGTG TCATCAGGAO AACATCATAA CCCATGAAGG 2100 

ATAAAAGCCC CAAATGGTQG TAACTQATAA TAGCACTAAT GCTTTAAGAT TTGGTCACAC 2160 

TCTCAOCTAO GTGAG08CAT TGAGCCAOTG GIGCTAAATQ CTACATACTC CAACTGAAAT 2220 

GTTAAG6AAG AAGATAGATC CAATTAAAAA AAATTAAAAC CAATTTAAAA AAAAAAAAGA 2260 

ACACAGGAGA TTCCAGTCTA CTTOAOTTAG CATAATACAO AAGTCCCCTC TACTTTAACT 2340 

TTTACAAAAA AGTAACCTGA ACTAATCTGA TGTTAACCAA TGTATTTATT TCTGTGGTTC 2400 

TGTTTGCTTQ TTCCAATTTG ACAAAACOCA CTGTTCTTGT ATTGTATTQC CCAGQGGGAO 2460 

CTATCACT6T ACTTGTAOAO TGGT G CT G CT TTAATTCATA AATCACAAAT AAAAGGCAAT 2520 
TAGCTCTATA ACT 



Seq ID NO: 440 Protein sequence 
Protein Accession #t AAAS9909.1 

1 11 21 31 41 51 

I I I I I I 

NLTMVFISW LFPCSNLTKP TVLVLYCFG6 AITVLVECfCC ENS 



80 Seq ID NOt 441 DNA secmence 

Nucleic Acid Accession «t NM 002381.2 
Coding sequence i 64.. 1524 



11 21 31 41 51 

1128 



wo 03/042661 



AAATCOGAGC CTCGOGTGGG CTCCTGGCCC CC3GA0GGACA CCACCAGGCC CAOGOAGCCC 60 

ACCaiGCCGC 6CCXX3GCCCC OGCGCGCOGC CTCCOGGQAC TCCTCCTGCT GCTCTGGCCG 120 

CT6CTGCTGC TGCCCTCCGC 06CCCCCGAC CCCGTGGCCC GCCCGGQCTT CCGCSAGGCTa 180 

QAGACCOGAG GTCCCGGGGG CAGCCCTGGA C6CCGCXXCT CTCCTGOGGC TCCCGACGGC 240 

GGGCCCGCTT CCGGQACX^G OQAGCCTGGC 0G0C3CCGGC0 GTGCAGGTGT TTMAGAGC 300 

AGACCCTTOG ACCrGGTGTT TATCATT6AT AGTTCTOGTA GOGTAOGGCC CCTGGAATTC 360 

AOCAAAOTGA AAACTTTTGT CTCCCGGATA ATOGACACTC TGGACATTQQ GCCAGCCQAC 420 

ACGOGaOTGG CAGTCGTGAA CTATGCTAGC ACTGTGAAGA TCGAGTTCCA ACTCCAGGCC 480 

TACACAGATA AGCAGTCCCT GAAGCAGGCT GTGGGTCGAA TCACACCCTT GTCAAC31GGC 540 

ACCATGTCAG GCCTAGCCAT CCAQAGAOCSi ATGGAOQAAO OCTTCAC»OT GGAGGCAGGG 600 

GCTCGAGAGC CCTCTTCTAA CATCCCTAAG GTGGCCATCA TTGTTACAGA TGGGAGGCCC 660 

CAGGACCAGG TGAATCAAGT GGCGGCTCGG GCCCAAGCAT CTGGTATTGA GCTCTATGCT 720 

GTGGGCGTGG ACCGGGCAGA CATGGCGTCC CTCAAGATGA TGGCCAGTGA GCCCCTAGAG 780 

GAGCATGTTT TCTACGTGGA GACCTATGOS GTCATTGAGA AACTTTCCTC TAGATTCCAG 840 

GAAACCTTCT GTGCGCTGGA CCCCTGTGTG CTTGGAACAC ACCAGTGCCA GCAGGTCTGC 900 

ATCAGTGATG GQQAAGGCAA GCACCACTGT GAGTGTAGCC AA66ATACAC CTTGAATGCC 960 

GACAA6AAAA OQTGTTCAGC TCTTGATAGG TGTGCTCTTA ACACCXaCGG ATGTGAGCAC 1020 

ATCTGTGTGA ATGACAGAAG TGGCTCTTAT CATTGTGAGT GCTATGAAGG TTATAC CTTG 10 BO 

AATGAAGACa GGAAAACTTG TTCAGCTCAA GATAAATGTG CTTTQGOTAC CCATGGOTOT 1140 

CA6CACATTT GIGTGAATOA CAGAAC316GG TCCCATCATT G TGAATGCTA TGAGGGCTAC 1200 

ACTCTGAATG CAGATAAAAA AACATGTTCA GTOOGTGACA AGTGTGOCCT AGGCTCTCAT 1260 

GGTTGCCAGC ACATTTGTCT GAGTGATGGG GCCGCATCCT ACCACTGTGA TTGCTATCCT 1320 

GQCTACACCT TAAATGAGGA CAAGAAAACA TGTTCAGCCA CTGAGGAAGC ACGAAGACTT 1380 

GTTTCCACTG AAGATGCTTG TGGATGTQAA GCTACACTGG CATTCCAGGA CAAGGTCAGC 1440 

TCGTATCTTC AAAGACTQAA CS«rCAAACTT QATGACATTT TGGAOAAOTT GAAAATAAAT 1500 

GAATAIGGAC AAATACATOG TTAAATTGCT CCAATTTCTC ACCTGAAAAT GTGQACAOCT 1560 

TGGTGTACTT AATACTCATQ CATTCTTTTG CACACCTGTT ATTGCCAATG TTCCTGCTAA 1620 

TAATTTGCCA TTATCTGTAT TAATGCTTGA ATATTACTGG ATAAATTGTA TGAAGATCTT 1680 

CTGCAGAATC AGCATGATTT TTCCAAGGAA ATACATATGC AGATACTTAT TAAGA GCAAA 1740 

CTTTAGTGTC TCTAAGTTAT GACrGTGAAA TGATTOGTAQ 6AAATAGAAT GAAAAGTTTA 1800 

GTGTTTCTTT ATCTACTAAT TGAGC2CATTT AATTTTTAAA TQTTTATATT AGATAACCAT 1860 

ATTCACAATG GAAACTTTAG GTCTAGTTTC TTTTGATAQT ATTTATAATA TAAATCAATC 1920 

TTATTACTGA GAGTGCAAAT TGTACAAGGT ATTTACACAT ACA ACTTC AT ATAACTGAGA 1980 

TGAATGTAAT TTTGAACXGT TTAACACTTT TrGTTTTTTG CTTATTTTGT TG6AGTATTA 2040 

TTGAAGATGT GATC3iATAGA TTOTAATACA CATATCTAAA AATAGTTAAC ACaGATCAAG 2100 

TGAACATTAC ATTGCCaTTT TTAATTCATT CTGaTCTTTO AAAGAAATOT ACTACTAAAO 2160 

AGCACTA6TT GTGAATTTAG GGTGTTAAAC TTTTTACCAA GTACAAAAAT COCAAATTCA 2220 

CTTTATTATT TTGCTTCAGG ATCCAAOTGA CAAAGTTATA TATTTATAAA ATTGCTATAA 2280 

ATCGACAAAA TCTAATGTTG TCTTTTTAAT GTTAQTQATC CACCT6CCTC AGCCTCCCAA 2340 

AGTGCTGGGA TTACAG6CTT GAAAGTCTAA LTiTnTl T A CTTAT ATATT T GMACAT AT 2400 

AATTCTTTTG GCTTTGAAAC TTGCSACTTT GAGAACAAAA CAGTCCTTTA AATTTTGCAC 2460 

TGCTCAATTC TGTTTTTCGT TTGCATTGTC TTTAATATAA TAAAAGTTAT TRCCTTTACA 2520 

TATTATCATO TCTATTTTT6 ATGACTCATC AATTTTOTCT ATTAAAGATA TTTCTTTAAA 2580 
TTAAAAAAAA AAAAAAAAA 



Seq ID HQs 442 Protein sequence 
Protein Accession ft: NP_002372.1 

1 11 21 31 41 51 

ilPRPAPARRIi PGLLUiLHPIi LLLPSAAPDP VARPGFRSUiE TRGPGGSPGR RPSPAAPDGA 60 

PASGTSEPGR ARGAGVCKSR PLDLVPIIDS SRSVRPLEFT KVKTPVSRIl DTLDIGPADT 120 

RVAWNYAST VKIEFQLQAY TDKQSLKQAV GRITPLSTGT MSGIAIQTAM DEAFTVBAGA 180 

REPSSMIPKV AIIVTDGRPQ DQVNBVAARA QASGIELYAV QVDRADMASL KMMASEPLBE 240 

fiVFYVETYOV ZEXLSSRFQE TFCALDPCVL GTHQGQBVCX SDGB8KHECB CSQGYTLNAD 300 

KKTCSALDRC ALWIHGCEHI CVNDRSGSYH CBCYBGYTUJ EDHKTC8AQD KCAMtTHGCX) 360 

HICVMDRTG8 HHCBCYBSYT USADKKTCSV RDKCALGSHO OQBZCVSDG& ASYHOXIYFG 420 

YTLNEDKKTC SATSBARRLV STEDAOGCBA TIAFQDKVSS YLQRUITKLD DXLEKLKINB 480 
YGQIKR 



Seq ID MO: 443 DMA sequence 

Nucleic Acid Accession #t NH_016639.1 

Ooding sequences 40.. 429 

1 11 21 31 41 51 

I i I I i I 

GOGG0GGG06 CAGACA606G OSGGOGCAGG AC3TGCACTA TGGCTOGGGG CTCGCTGCGC 60 

CQGTTGCIGC GGCTCCrC3GT GCTGGGGCTC TGGCTGQ06T TGCTGOGCTC OQTGGCOGGG 120 

GAGCAAGCGC CAGGCACCGC CCCCTGCTCX: GGQG6CAGCT OCTGGAGOGC GGACCTG6AC 180 

. AAGTGCA3GG ACTGCXSGGTC TTGCAGGGOG GGAOC36CACA GOGACTTCTG CXnGGGCTGC 240 

' 6CTGCAGCAC CTCCTGCCCC CTTCOGGCTO CTTTGOCOCA TCCTTQGGGG CGCTCTGAGC 300 

CTGACCTTC6 TGCTGGGGCT GCTTTCTGGC TTTTTGGTCT GGAGACX3ATG COGCAGGAGA 360 

GAQAAQTTCA CCACCCCCAT AGAGGAGACC GGOGGAGAGG GCTGCCCAGC TGTGGCGCTQ 420 

ATCCAGTGAC AATGTGCCCC CTGCCAGCOG GGGCTCGCCC ACTCATCATT CATTCATCCA 480 

TTCTAGA6CC ABTCTCTGGC TGCCA6AGGC GGGGGGAGOC AAGCTCCTCC AACCACAAGG 540 

GGGGIGGGOO GOGGTGAATC ACCTCT6AG0 CCTGGGCCXa GGGTTCAGQG GAACXTTCCA 600 

AGGTGTCTGG TTGCCCT G CC TCTGGCTCCA GAACAGAAAG GGAGCCTCAC GCTGGCTCAC 660 

ACAAAACAGC TGACACXGAC TAAGGAACTG CAGCATITGC ACAGGG6AGG GGGGTGCCCT 720 

CXrrrCCTTAG GACXTOGGGG CCAGGCTGAC TTGGGGGGCA GACTTQACAC TAGGCCCCAC 780 

TCACrCSUSAX GTGCTGAAAT TGCACCACX3G GGGTCA<3CCT GGGGGGTTAG GGACCTATTT 840 

TTAACACTAG GOGCrOGCOC AlCTSUXAGGG CEGGOCCCAA GATACAGACC CCCCCAACTC 900 

COCAAAGGGG GGAGGAGATA TTTATTTTOG OGAGAGTTTG GAGGGGAOGG A6AATTTATT 960 
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AftTAAAAOAA TCTTTAACTT TAAAAAAAAA AMAAAAA 

8eq ID HOi 444 Protein sequence 
Pxotein Accession ftt NP_057723.1 

1 11 21 31 41 51 

I i I I I I 

MARGSLRRLL RLLVIXILHXA UiRSVAOBQA PGTAPCSRGS SHSADUIKCM DCAS CRARP H 60 

SDFOiGCAAA PPAPFRLLNP ZLGGALSXiTP VLGUtSOFIiV HBRCSBREKP TTPIBETGOB 120 

GCPAVALXQ 

8eQ ID NOi 445 DNA sequence 
Nucleic Acid Accession «s AP322916.1 
Coding sequence: SO.. 4300 

X 11 21 31 41 51 

i I I I 1 I 

GCACTCOGCA GCCTTTAAOG TTOGCXSOOOO QGCCAGQCAA GAOTTAQCXa^ TQAAGAGCCT 60 
CAAGTCCCGC CTOAGQAGOC AGGAOSTGCC OOaCCCCQOG TaJTCTQGCG COGGOGCOGC 120 
CAGOGGGCAT GCAGCAGATT GGAATAAATA TGATQACCQA TTGATGAAAO CAGCAGAAAG 180 
6GGGGATQTA GAAAAAGTGA CCTGAATCCT TGCTAAAAAO GQGQTCAATC GAQO CAAACT 240 
AOATGTG6AA GGCAGATCTG TCTTCCATOr TGTGACCTCA AA66GQAATC TTOAaTOTTT 300 
QAATGCCATC CTTATACATG GAGTTGATAT TACAACCAGT GACACTGCAG 0GA6AAATGC 360 
TCTTCACCTG GCTGCTAAGT ATGGACATGC ATTGTGCCTA CAAAAACTTC TACAQTACAA 420 
TTGTCOCftCT QAGCATGGAG ACCIGCAGG6 AAGAACTGCA CTTCAAAAAA AAGCAATGGC 480 
AG A TTQTCCT TCTAOGATAC AGCTOCTTTG TGAOCATGGG GCCTCTGrCA ATGCCAAAGA 540 
TGTAAAAOGO G60ACACCAC TTGTTCTGGC TACTCAGATG A6TA6GCCAA CAATAT6TCA 600 
ACTGCTGATA GATAGAGGAG OGGATGTTAA TTCCAGAGAC AAACAAAACA GAACTGCCCT €60 
CATGCTAGGT TGCOAATATG GTTGCAGASA TGCAQTAGAA GTCTTAATTA AAAATGGTGC 720 
TGATATAAOC TTQCTQGATG 06CTTGGCCA TGATAlGTTCT TACTATGCAA GAATTGGTGA 780 
CAATCIGGAC ATTCTAAOCT TGTTGAAQAC TGOVTCGGAA AATACCAACA AAGGQAOAQA 840 
ACmOGAAG AAAGGACCAT CTTT6CAACA GOGAAATTTQ A OtfaCATO C AAOATOAAGT 900 
AAATGTQAAO TCACATCAGA QGOAGCATCA AAATATTCRO GATTTG GAGA TTGAAAATGA 960 
AOATTTOAAA GAaAGGTTQA QAAAAATTCA GCAAGAACAA AGAATACTTT TGGATAAAQT 1020 
CAATGGTTTA CA6TTAC31QC TGAATGAGQA AGTTAT6GTT GCTQATQATC TGGAAA6GQA 1080 
OAGAGAAAAG CTGAAOTCCC TTTTGOCAOC TAAAO A AAAQ CAACAT6AA0 AAAGCTTAAG 1140 
OACTATTGAfl GCTCTGAAAA ATAGATTTAA ATATTTTGAO AGTGATCATT TAGGATCAGO 1200 
AAGTCATTTC AGTAACOQAA AAGAAGATAT GCTTCTTAAA CAAGOTCAQA TGT ATATG GC 1260 
AGACTCACAG TGTACTTCCC CAGGTATACX: AGCCCATATG CAAAGCAGAT CTATGTTAAG 1320 
AOCTCTGGAA CTATCTTTAC CCAGTCAAAC GTCATACTCT GAAAAtGAAA TTTTAAAGAA 1380 
AOAQTTAOAA 6CAA760QAA CTTTCTOTQA OTCAOCAAAA CAAGACOGAC TGAAGCTGCA 1440 
AAATGAACIG GCACACAAAO TGGCStfSAATG CAAAGCTTTA GCATTAGAAT GTQAAAGGGT 1500 
CAAGGAGGAT TCAGATGAAC AOATAAAGCA ATTAOAAGAT GCATT AAAAG ATQT GCAG AA 1560 
QAGGATGTAT GAGTCAQAAG OTAAAGTTAA ACAAATGCAG ACCCATTTTC TTGCOCTTAA 1620 
AGAACACTTA ACAAGTGAAG CA6CCTCAGG GAATCACAGA CTAACOGAGG AACTGAAGGA 1680 
TCAGTTGAAA GACTTGAAAG TAAAATATGA AGGTUCTTCA GCAGAAGTG6 GGAAATTAAO 1740 
AAACCAAATC AAAC3UUUVTG AGATGATAGT AGAftQAOTTT AAGAGGGATG AAGQCAAGCT 1800 
QATAQAAQAA AATAAGCGAT TACAGAAGGA ACTTAGTATG TGTGAAATGG AGOSAGAGAA 1860 
GAAAGGAAGA AA6GTCACAG AGATX3GAAGG CCA6GCAAAA GAATTGTCAO OQAAGTTGGC 1920 
CCTTTCCATT CCA6CTQAAA AATTTQAAAA CATGAAGAGC TCATTATCAA ATGAAGTGAA 1980 
TCAGAAAOCA AAAAAATTAO TAOAAATOOA AftOAOAACnT GAAAAATCRC TTAGTGAAAT 2040 
TAGAOVOTTA AAGAGAGAAC TTGAGAATGT TAA66GGAAG CTTGCTCAGC AOGTCAAACC 2100 
AGAG6AACAT GAACAGGTTA AGAGCA6ATT AGAACAGAAA TCAGGAGAAC TTGGGAAGAA 2160 
6ATCAGTGAO TTAACATTGA AAAATCAGAC ACTACAAAAG GAAATTGAAA AAOTTTATTT 2220 
GOATAATAAG CTCCTCAAG6 AGCAAGCACA TAACTTAACA ATTGAAATGA AAAATCATTA 2280 
TGTTCCTTTA AAAGTAAGT6 AAGACAT6AA AAAQTCACAT GATGOUOTA TTOATOATCT 2340 
TAATAGAAAG CTTTTAGATG TAACACAAAA ATATACA8AA AAQAAQTTGG AAATGQAGAA 2400 
ATTGCTACTG GAAAATQACA GCTTAAOTAA G6ATGTAAGC OGCCIAGAAA CTGTGTTTGT 2460 
ACCTCCTQAO AAACATQAAA AA6AGATAAT AGCTCTGAAA TCCAATATTG TTGAACTTAA 2520 
GAAACAGCTG TCTGAACTTA AGAAAAAATG TGOTGAAGAC CAGGAQAAAA TACAOGCTCT 2580 
CACATCTGAA AACACTAACT TQAAGAAQAT OATOAOrAAT GAGtATGTGC GA(3TTAAAAC 2640 
CXyvTGAAGAO OTTAAAATQA CACTGAATGA CA06TTA6CC AAAACTAACA GAGAATTATT 2700 
AGATGTGAAO AAAAAATTTG AAGATATAAA TCAGGAATTT GTAAAAATAA AAGATAAOAA 2760 
TGAAATATTA AAAAGAAACC TGGAAAACAC TCAGAACCAA ATAAAAQCTG AGTACATCAO 2820 
CCTGOCAGAG CAOSAGGCAA AGATQAQCTC 6CTAAGTCA6 A6CATGAGAA AGGTGCAGGA 2880 
TAGTAATOCT QAAATCTTGG OCAACTAC3U3 AAAAGGGCAA GAAGA6ATTG T6ACACT6CA 2940 
TGCOGAAATT AAAGCCCAGA AGAAGGAGCT OGACACAATA CAAfiAATGCA TTAAGGTAAA 3000 
ATATGCCCCA ATTGTCAGCT TTOAGQAOTG OQAGAGAAAA TTTAAAGCAA CAGAGAAAGA 3060 
ACTAAAAOAC CAGTTATCAG AGCAGACACA AAAGTATAQT GTCAGTGAAG AAQAAGTCAA 3120 
GAAAAACAAG CAAGAGAATG ACSU^GTTAAA GAAGGAGATT TTTACCXrTTC AGAAA6ATTT 3180 
OAGAGATAAG ACAGTTCTCA TTQAOAAGTC TGATQAAATG 0AAA6A8CAT TAA6CAGAAA 3240 
AACAGACX^AG CTAAACAAAC AOTTAAAAGA CTTOTCACAG AAATACAOGG AAGTAAAGAA 3300 
TOTGAAAGAG AAGCTAQTAO AAGAAAATGC CAAACAGACT TCT6AGATAC TTGCAGTGC3V 3360 
AAATCTTTTG CAAAAACAAC ATGTTCCATT GGAACAGGTT GAGGCTCTGA AAAAATCTCT 3420 
TAATGGCACA ATTGAAAATC TAAAOQAAOA ACTQAAGAGT ATGCAAAQOT GTTAOGAGAA 3480 
AGAOCAGCAG ACAGTOACSCA AACTOCATCA ATTOTTGGAO AATCAAAAGA ACTCTTCTOT 3540 
ACCCCTG G CA 6AGCATTTGC AGATTAAAGA AGCATTTGAG AAAGAAGTTG GAATCATAAA 3600 
AGCCAGCTTG AGAGAAAAGG AAGAAGAAAG CCAAAACAAA ATGGAAQAAG TCTOCAAACT 3660 
TCAGTOGGAG QTTCAGAATA CTAAACAAGC ATTAAAAAAA TTAOAGACTA GAGAGOTAGT 3720 
TOACTTOTCT AAATATAAAO CAACAAAAAO TGATnGGAG ACACAGATTT CTAGC TTAAA 3780 
T6AAAAATT0 GCCAATCTGA ATAGAAAOTA TGAGQAAOTA TQTQAOGAAO TTTTGCATGC 3640 
CAAAAAOAAO OAAAtATCTQ CAAAAQATGA SAAOGAATTA CTOGATTTGA GCATTQAGCA 3900 
AOAAATTAAO aATCAOAAOG AAOGATGTGA TAAGTGCrTA ACAACAATCA CAGAGTTACA 3960 
AAGAAGAATA CAAOAATCTG CTAAACAAAT AGAACCAAAA GATAATAAGA TAACTGAACT 4020 
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PCT/US02/36810 



GCTTAATGAT GTCGAAAQAT TAAAACAGGC ACTCAATGQC 
AAGTGGGAAC CCCACCAW3A GQCAGAGCCA GCTGATTGAC 
ATCTCTGGAG CAACAGCTGG COSATGCTGA CAGACAGCAC 
TC6GACACAC CTTCTTAGTG CTGCACftGGG TCACATGGAT 
GCTCCAGATC ATACAAATGC GGCAGGGQCT TGTGTGCTAG 
TATCTGTTTT ATCTTGCTGG TGCTGAACAT TCT TTGTGCA 
CTTACTGTGC TGGTATAATT AAAATAAAAT ATATTTTGrTT 



CTTTCCCAAC TCACCTACAC 4080 

ACTCT6CAGC AOCAAGTGAA 4140 

CAAGAAGTAA TTGCAATTTA 4200 

QAAGATGrrC AGOAGGCTCT 4260 

CCGTTAGCAC TGACTGCCAG 4320 

ACTCCATGGT CTTTCTGGGC 4380 
CTGGGTGT 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Seq ID NO; 446 Protein sequence 
Protein Accession #: AA649S77.1 



I 

MKSLKSRLRR 
PGKU3VEGRS 
liQyNCPTEHA 
TIOQLLIDRG 
RIGDNIJ3ILT 
lENEDLKERL 
ESLRTIEALK 
SMLRPLELSL 
CEKVKEDSDE 
ELKDQLKDLK 
EREKKGRKVT 
LSBIRQLKRE 
KVYIiDNKLLK 
EMEKLLLEND 
IHALTSENTN 
KDKNEILKRN 
V7LHAEIKAQ 
EEVKKNKQEK 
BVKNVKEKLV 
CYBKEQQTVT 
VSKZiQSEVQM 
VIiHAKKKEIS 
ITELLNDVER 
lAIYRTHLLS 



11 
1 

QDVPGFASSG 
VFHWTSKGN 
DLQGRTALQK 
ABVNSRDKQN 
LLKTASENTM 
RKIQQEQRIL 
NRFKYFESDH 
PSQTSYSENE 
QIKQLEDALK 
VKYEGASAEV 
EMEGQAKEIiS 
LEMVKAKLAQ 
EQAHNLTIEM 
SLSKDVSRLB 
LKKMMSMQYV 
LEMTQNQIKA 
KKBLDTIQEC 
DKLKKEIFTL 
EEHAKQTSBI 
KLHQUiQIQK 
TKQALKKLET 
AKDEKELLHF 
LKQAUK3LSQ 
AAQGHMDE0V 



21 

I 

AAAASAHAAD 
LECIiNAILIH 
KAMADCPSSI 
RTALMLGCEY 
XCOtELWCXGP 
LDKVNGLQK2 
IiGSGSHPSNR 
ILKKELEAMR 
DVQKRMYESB 
GKLRNQIKQN 
AKZiALSIPAE 
HVKPEBHEQV 
KNHYVPLKVS 
TVFVPPBKHB 
PVKTHEEVKM 
EYISLAEHEA 
IKVKYAPIVS 
QKDLRDKTVL 
LAVQNLLQKQ 
XISSVPLABHL 
REWDItSKYK 
SIEQEIKDQK 
LTYTSGNPTK 
QEALLQIIQH 



31 

I 

WNKYDDRLMK 
GVDITTSDTA 
QLLCDHGASV 
GCRDAVEVLI 
SLQQBMLTHM 
LNEEVMVADD 
KEDMIiLKQGQ 
TFCESAKQDR 
GKyXQMgTHF 
EMIVEEFKRD 



41 
1 

AAERGDVEKV 
6RNALRLAAK 
NAKDVKGRTP 
KNGADISLLD 
QDSVNVXSHQ 
LBSEREXLKS 
KYMADSQCTS 
LKLQNEIAHK 
LALKEHLT8E 



51 
I 

TSIIiAKKGVN 
YGHALCIOKL 
LVLATQMSRP 
ALGHDSSYYA 



KSRLEQKSGE 



KEIIAI.KSNX 
TLNDTIAKTM 



FEECERKFKA 
lEKSHEMERA 
BVPLGQVEAL 
QIKSAFBKEV 
ATKSDLETQI 
ERCDK8LTTI 
RQSQLIDTLQ 
RQGLVG 



VSVMEKAKKL 
LGKKITELTL 
IDDLNRKUiD 
VELKKQLSEL 
RELLDVKKKP 
KVQDSNABIL 
TEKELKDQIiS 
LSRKTDELNK 
XKSLKGTIBU 
GlIKASIiREK 
SSUIEKIiANL 
TELQRRXQBS 
HQVKSLEQQti 



LLAAKEKQHB 
PGZPAHKQSR 
VAECKALALE 
AASGNHRLTE 
LQKELSMCEM 



KNQTLQKEIE 
VTQKYTEKKL 
KKKCX3EDQEK 
EDINQEFVKI 
ANYRKGQEEI 
BQTQKYSVSE 
QLKDLSQKYT 
LKEELKSMQR 



HRKYEEVCEB 
AKQZEAKDKK 
ADADRQHQBV 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



Seq ID NOs 447 DNA sequence 
Nucleic Acid Accession #i NM_003020.l 
coding sequence I 29.. 664 



06CTCCT0G6 
TGGGCTACTG 
CCCTGACC6G 
GGGCATTGCC 
CCA6ASCATT 
CCCCAACATC 
GGGGTACCXIA 
AAAGACCGCT 
TCOGGAACAT 
GAAG6GAG6A 
GGATAATGTT 
GTAAAGAGAA 
TGCACXSXGTA 
TACAAAGCAG 
AAATTAGAAT 
TAAAAATTAA 
TGCAGTTTAA 
TTTGATTTTG 
GCTGTACTCA 
GCAAGCATTG 



11 
1 

GCTGCCXxirrc 

TTTTGGCTQG 
GTCTCAGAAG 
AG60C006AG 
GAAG6TGGAO 
GT6GCA6AGT 
GACCCTCCAA 
OACACTQCAO 
GACTATCCAG 
6AGAGAGGAA 
GTTGCAAAGA 
GATGCTAGAC 
AATGGA6TCC 
CIGTATGTAG 
AAGAGCTTTT 
AATGTGAATG 
AATGGTGTCr 
ATTATGTAGT 
AGAGGAGGAG 
GC 



21 
1 

GGTTGACAAT 
CATCTGGATG 
CAGATATCCA 
TGGAATATCC 
CTCATGAAG6 
TGACTGGAGA 
ATCCCTGTCC 
AGTTCAQTCG 
6CTT6G6CAA 
AGGGGAGQAS 
AGTCTOTCCC 
GAAAACCCAC 
CTGTGAATGA 
ATAGTGTATT 

TCAAGAATAA 
GAGGTTGTAC 
TCATCCftGCC 
CTGACACATT 



31 
I 

GGTCTCXyVGG 
GACTCCAGCA 
GAGGCTGCTT 
A6CTCACCAG 
ACTTCASCAT 
CAACATTCCT 
TGTT6GAAAA 
AQAGTTCCAG 
6TGGAACAA6 
TOT CAATCC A 
CCATTTTTCA 
ATTACCTGTT 
CAGCATGTTT 
GTCTTCACAC 
GOTTTTTAAA 
AAAGCAAGAC 
TATTTTQGCC 
CTTGGGCATT 
TCACrTGGCr 



41 
I 

ATGGTCTCTA 
TTTGCTTACA 
CATGGTGTTA 
GCXaVTGAATC 

ttgggtcx:tt 
aaggacttta 

ACAGATGATG 
TTGCACCAGC 
AAACTCCTTT 
TATCTACAAG 
GATGAGGATA 
AGGCCTCAGC 
CTTACATAGA 
OGATGATTCT 
ATGTGAATCT 
TATGAAAGGC 
AAGTCTGTA6 
GTTATACACC 
GCX3TCITAAT 



51 
I 

CCATGCTATC 
GCCCCCGGAC 
TGGAGCAATT 
TTGTGGGCCC 
TTGGCAACAT 
GTGAGGATCA 
GATGTCTAGA 
ATCTCTTT6A 
ACGAGAAGAT 
GACAGAGACT 
AGGATCX^AGA 
ATGGCTTATO 
TAATTATGGA 
GCTTTTTGCT 
GCAATGATCA 
TCAGATTTCT 
AAAGCIGTCA 
AGTAAAGAAG 
AAACAT6AAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



Seq ID NOi 448 Protein sequence 
Protein Accession #: NP_003011.1 

1 11 21 31 41 51 

ilVSRMVSTML LsLLFHIiASG WTPAPAYSPR TPDRVSEADI QRLLHGVMBQ LGIARPRVEY 
PAHOAMNI.VG PQSIEGGAHE GLQHLGPPGCI IPNIVAELTG DNIPKDFSED QGYPDPPMPC 
FVGKTDDGCIi ENTPDTABPS RBFQI£QHLP DPEHDYPOLG KBNKKLLYEK MKGGERRKHR 
SVNPyLQGQR UlNWAKKSV PBPSDEDKDP B 

Seq ID NO; 449 DNA sequence 

Nucleic Acid Accession ft: NM_003816.l 

Coding sequence: 79.. 2538 



€0 
120 
180 



1 11 21 31 41 51 

CGGCAGGGTT GGAAAATGAT GGAAGAQGOG GAGGTOGAGO CGACOGAGIG CTGA GAOGAA 
CCIGOGGAAT COGCOGAQAT GGGGTCTQGC QOGGGCTTTC OCTOGGGGAC CCrTOGTGTC 
CGQTO G TTGC TGTTGCTTOG CCIQOTGGGC CCAGTCCT06 QT00QGCG06 60CAGGCTTT 
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CAACAGACCT CACATCTTTC TTCTTATGAA ATTATAACTC CTTOQA GATT AACTAGAGAA 240 
AGAAGAGAAO CCCCTAGGCC CTATTCAAAA CAAGTATCTT ATOTTATTCA GGCTQRAGQA 300 
AAAGAGCATA TTATTCACTT OQAAAGGAAC AAAGACCTTT TGCCTGAAGA 'rrTTaTGOTT 360 
TATACTTACA ACAAGGAAGG GACTTTAATC ACTQACCATC CCAATATACA GAA TCATTOT 420 
5 CATTATCGGG GCTATGTGGA GGQAGTTCAT AATTCATCCA TT8CTCTTAG OGAC A'tfi"m 480 
OGACTCAGAO GATTGCTGCA TTTAGAGAAT GCOAOTTATG GGATTGAACC OCTGCAGM^ 540 
AGCTCTCATT TTGAGCACAT CATTTATCQA ATOGATGATG TCTACAAAGA GGCTCTGAAA 600 
TGTG6AGTTT CCAACAAGGA TATAGAGAAA GAAACTOCAA AGQATGAAGA GGAAGAGCCT 660 
COCACCATGA CTCAOCTACT TCGAAGAAGA AGAGCTGTCT TGCCACAQAC COGGTATQTO 720 
10 GAGCTGTTCA TTGTCOTAGA CAAGOAAAGG TATOACATOA TGGOAAQAAA TCAGACTGCT 780 
GTGAGAGAAO AGATQATTCT CCTGGCAAAC TACTTGOATA GTAT6TATAT TAT6TTAAAT 840 
ATTOGAATTG TGCTAGTTGG ACTGGAOATT TGGACCAATQ GAAACCTGAT CAACATAGTT 900 
GGGGGTGCTG QTGATGTGCT GGGGAACTTC OTGOUTIGGC 6GGAAAAGTT TCTTATCACA 960 
aSTCGGACSAC ATGACAGTOC ACAGCrAGTT CTAAAGAAAG OTTTTGGTGG AACT6CAGGA 1020 
15 ATGGCATTTO TGGGAACAGT GTGTTCAAGO AGCCAC6CAG GCGGGATTAA TGTGTTTG6A 1080 
CAAATCACTG TGGAGACATT TGCTTCCATT GTTGCTCATG AATTGGGTCA TAATCTTGOA 1140 
ATCAATCAOG ATQATGGGAO AGATTQTTOC TGTGGAGCAA AGAGCTGCAT CATQAA1TCA 1200 
GGAOCRTOGQ GTTCCAC3AAA CTTTA6CAGT TGCAGTGCAG AGGACTTTGA GAAGTTAACT 1260 
TTAAATAAAO GAGQAAACTO OCTTCTTAAT ATTCC3UVAGC CTGATGAAGC CTATAGTGCT 1320 
20 CCCTCCTGTG GTAATAAGTT GGTGGACGCT GGGGAAGAOT GTGACTQTGO TACTCCAAAG 1380 
GAATOTGAAT TGGACCCTTG CTGCGAAGGA AGTAOCTQTA AOCTTAAATC ATTTGCTGAO 1440 
TOTGCATATG GTGACTOTTO TAAAGACTGT CXSGTTCCTTC CAGGAGGTAC TTTATGCOQA 1500 
G6AAAAACGA OTOROTOMA TOTTOCAGAO TACTGCAATG GTTCTTCTCA GTTCTGTCAO 1560 
CCA6ATGTTT TTATTCAGAA TGGATATOCT TOOCAGAATA ACAAAGCCTA TTGCTACAAC 1620 
25 GGCATOTOCC AOTATTATGA T6CTCAATQT C3UU3TCATCT TTGGCTCAAA AGCCAAGGCT 1680 
GCOCCCAAAO ATTGTTTCAT TGAAGTGAAT TCTAAAGGTG ACAOATTTGG CAATTGTGGT 1740 
TTCTCTGGCA ATGAATACAA QAAGTGTGCC ACTGGGAATG CTTTOTaTaG AAAGCTTCAO 1800 
TBTGAGAAIO TACAAGAGAT ACCT6TATTT GQAATTQTGC CTGCTATTAT TCAAAOGCCT 1860 
AGTOSAGGCA CCAAATOTTG 00QTGTG6AT TTCCAGCTAG GATCAGATGT TCCAGATCCT 1920 
30 GGGATGGTTA ACX»AGGCAC AAAATGTGGT GCTGGAAAGA TCTGTAGAAA CTTCCAOTGT 1980 
GTAGATGCTT CTGTTCTGAA TTATGACTOT QATGTTCAGA AAAAGTOTCA TGQACATGQG 2040 
GTATGTAATA GCAATAAGAA TTGTCACTOT QAAAATOGCT GGGCTCCCCX: AAATTGTGAG 2100 
ACEAAAGGAT AOGGAQGAAG TGTGGAGAGT GQACCTACAT ACAATGAAAT GAATACTGCA 2160 
TTOAGGGACG GACTTCTOOT CTTCTTCTTC CTAATTCTTC CCCTTATTGT CTOTGCTATT 2220 
35 TTTATCTTCA TCAAGAGGGA TCAACTGTGG AGAAGCTACT TCAGAAAGAA GAGATCACAA 2280 
ACATATGAGT CAGATGQCAA AAATCAAGCA AACCCTTCTA GACAGCOGGG GAGTGTTOCT 2340 
CQACATGTTT CTCCAGTGAC AGCTCCCAGA GAAGTTCCTA TATATGCAAA CRGATTTGCA 2400 
GTACCAACCT ATGCAGCCAA GCAAGCTCAG CASTTCCCAT CAAGGOCACC TCCAC CAC3U V 2460 
COGAAAGTAT CATCTCAGGG AAACTTAATT GCTGCC30GTC CTQCTOCTGC ACCTCCTTTA 2520 
40 TATAOTTCCC TCACTTQATT TTTTTAACCT TCTTTTTGCA AATGTCTTCA GGQAACTGAQ 2580 
CTAATACTTT TTTTTTTTCT TGATGTTTTC TTGAAAAGCC TTTCTOTTGC AACTATGAAT 2640 
GAAAACAAAA CACXACAAAA CAGACTTCAC TAACACAGAA AAACAGAAAC TGAQ TQTQAQ 2700 
AOTTGIQAAA TACAAGGAAA TGCAOTAAAG OCAGaOAATT TACAATAACA TTTCC GTTTC 2760 
CATCATTGAA TAAGTCTTAT TCAGTCAT06 GTGAOGTTAA TGCACTAATC ATGGATTTTT 2820 
45 TGAACATGTT ATTGC3VGTGA TTCTCAAATT AACTGTATTG GTGTAAGATT TTTGTCATTA 2880 
AGTGTTTAAG TGTTATTCTG AATTTTCTAC CTTAGTTATC ATTAATOTAO TTCCTCATTG 2940 
AACATOTGAT AATCTAATAC CTQTGAAAAC TGACTAATCA GCTGCCAATA ATATCTAATA 3000 
TTTTTCATCA TGCAOQAATT AATAATCATC ATACTCTAQA ATCTTOTCTG TCACTCACTA 3060 
CAT6AATAAG CAAATATTOrr CTTCAAAAGA ATGCACAAGA ACCACAATTA AGATOTCATA 3120 
50 TTATTTTGAA AQTACAAAAT ATACTAAAAQ AGTOTGTGTO TATTCACGCA GTTACTOGCT 3180 
TCCATTTTTA TGACCTTTCA ACTATAGGTA ATAACTCTTA OAQAAATTAA TTTAATATTA 3240 
6AATTTCTAT TATOAATCAT GTGAAAGCAT GACATTOGTT CACAATAGCA CTATTTTAAA 3300 
TAAATTATAA GCTTTAAGQT AG6AAGTATT TAATAGATCT AATCAA ATAT QTTGATTCAT 3360 
GQCTATAATA AAOCAGOAGC AATTATAAAA TCTTCAATCA ATT6AACTTT TACAAAACCA 3420 
55 CTTGAGAATT TCATGAGCAC TTTAAAATCT GAACTTTCAA AGCTTGCTAT TAAATC ATTT 3480 
AGAATGTTTA CATTTACTAA GGTGTGCTGG GTCATOTAAA ATATTAGACA CTAATATTTT 3540 
CATA6AAATT AGGCTGGAGA AAGAAGGAAO AAATGGTTTT CTTAAATACC TACAAAAAAG 3600 
TTACTGTG3T ATCTATQAGT TATCATCTTA GCIGTGTTAA AAAT GAATTT TTACTATGGC 3660 
AGATATGGTA TGGATCGTAA AATTTTAA6C ACTAAAAATT TTTTCATAAC CTTTCATAAT 3720 
60 AAAGTTTAAT AATAGGTTTA TTAACT6AAT TrCATTAOTT TTTTAAAAGT GTTTTTGGTT 3780 
TGTGTATATA TACATATACA AATACAACAT TTACAATAAA TAAAATACTT GAAATTCTCA 3840 
AAAAAAAAAA AAAAAAAAAA AAAAA 

Seq ID NOi 450 Protein gequenee 
65 Protein Accession MP_003 807.1 

1 11 21 31 41 51 

I I.I I I I 

MGS6ARFPSG TLRVRMLLLL GLVGFVLGAA RPGFQQTSHL SSYEIZTPfni LTRERRBAFR 60 

70 PYSKQVSYVI QABGKEHIIH LERNKDLLPB DFWYTWKB OTLITDHPNI QHHCHYRGYV 120 

EGVHNSSIAL SDCFGLRGLL HLBNASYGIB PIXJNSSHPKH IIYRMDDVYX BPLKCXJVSNK 180 

DIBKETARDE EBBPP5MTQL LRRRRAVIjPQ TRYVELPIW DKERYDMMGR NQTAVREEMI 240 

LLAKYLOSMY XMUTZRIVLV GLBIHTNGEIL ZNZVGGA6DV LGNFVQWREK FLtTRRSHDS 300 

AQLVLKKGPO 0TA6MAPV0T VCSRSHAGGZ HVPOQZTVBT PASZVAHEl^ HMIXJMSHDOG 360 

75 RDCSOGAKSC ZMNSGASGSR NFSSC8AEDF EKLTUIKGGII GLLNIPKPDE AYSAPSOaiK 420 

LVDAGEECDC GTPKECBU>P 0CB6STCKLK SFAECAYGDC CKDCRPLPGG TLCRGKTSEC 480 

0VFEYC3IGSS QFGQPOVFZQ NGYPOQNNKA YCYN6M0QYY DAQOQVIFGS KAKAAPIOX:? 540 

ZEVNSKGDRF GNCOFSGMEY KKCATGMALC OKLQCBNVQB ZPVF6ZVPAZ ZQTPSSGTKC 600 

WGVDPQLGSD VPDPGMVNBO TKGGAGKZCR HFQCVDASVL HYDCDVQKKC BOBOVOfSNK 660 

80 HCHCENGWAP PNCETKGYG6 SVDSGPTYNE MNTALRDGLL VFFFLZVPLI VCAZFZFZKR 720 

DQLHRSYFRK KRSQTYESDG KNQANPSRQP GSVPRHVSPV TPPREVPZYA HRFAVFTYAA 780 
KQPQQPPSRP PPPQPKVS5Q <2«LIPARPAP APPLYSSLT 
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Seq ID NOi 451 DWA sequence 

Nucleic Acid Accession «i NM_0166S0.1 

Coding sequence: 196.. 789 



1 11 21 



31 41 51 



Ltttcaata tatocagatg tctcgatata ggaatgaaat tacgtctttg gaaca actta 

SI^OG AGCTTTAAAA ATTAAAAGCa. 
CTGCTGCCAT GACAACCATG CAAGOAATGG AACAGGCCAT OCCAGQaTTG GCCTGGTGTG 
10 ^S^SS GWACATGGC TGTCAT^^^ 

TTCTTOAAGO GAGAACCCAA AGTCCTTGGG GTTGTGCAGA TTCTGACTGC CCTGMGAGC 300 
CTTMC^ SmAACAAT GATGTCTATO GCATCTAATA CTTATGGAAG TAACCCTATT 360 
tSgGTaSc AATTTGGGOO TCftOXAATOT TTATTATTTC AGGATCCTTG 420 
?^TTAG AACTACAAAA GGO^ 
15 ^CMCT CTGTACTGGC TGCATCAGGG ATCTTAATCA ACACATTTAG CTTGGOGTTT S40 
^SS?S SScXZCTTA CTGTAACTAC TATGGCAACT CAAA^^ 600 
ATCTCCATCr TAATGGGTCT GGATGGCATG GTGCTCCTCr TAAGTGTGCT GOAATTCTGC 660 
A??^^ COTCTCTGC CmGQATGT AAAGTGCTCT GTTOTACCCC IGGrGGGGTr 720 
S^SS?^ TgSScAOV TTCTOVCATQ QCAGAAACAG C^^ ^ 
20 GAGGTTTGAG GCCAACAAAA SATCAACAGA CAAATQCTCC AGAAATCTAT GCTGACTGTG 840 
S^^I^ CTCA^G^ AAATTACCAG TATCCAACTT CGATACTGAT AGACGTGTTG 900 
A^S^ SStGTA^ CCAATTATGA ACTGlXrr^ 
^^S^ TctStCT TTCCCTQM 

GAGAGTACTA GGAGTTAAAT TAATAAATAA TGCKPITaVAT GAGGCCACAG GAAAAA 



60 
120 
180 
240 



25 



Seq ro NO J 452 Protein sequence 
Protein Accession «: NP_0S7734.1 



1 11 21 31 41 51 

LviHSHLWK Ilqekplkge I>KVLGWQIL TALMSLSMGI TMMCMASNTY osnpisvhig 60 

S^P^ I^^IAAG IRTTKGLVR6 SIXSMNITSSV LAASGILDIX FS"^™ 120 

pyCNYYGNSIff NCBOTMSILM GUXIHVLLLS VLBFCIAVSI. BAFGCKVLCC TPGGWLILP 180 
SHSHMAETAS PTPLNBV 



35 



40 



Seq ID NO: 453 I»JA sequence 

Nucleic Acid Accession #: NM_002091.1 

Coding sequence t 56.. 503 



60 
120 



1 11 21 31 41 51 

AGTCTCTGCr CTTOCCAGCC iciCCGGOGC GCTOCAAGGQ CTTCCCBTOQ 
OGOCAOiSg CTCC03CTGG TCC 

S??^ SScS 6CGGAGGQAC Ont^^ ^ 

45 Sgggcg gtggggcact taatggggaa aaagaqcaca goo^^ SSS^ III 

T^GAGAGGG AGCCTGAAGC AGCAGCTGAG AGAGTACATC AOOTMOMO ^^^^ 300 

S^TTGCTG QGTCTCRTAG AAGCAAAGGA GAACAGAAAC CACCAGCCAC CTCAAOCCAA 360 

GGOTIGGGC AATCAGCAGC CTTCGTGGGA TTCAGAGGAT AGCAGCAACT TCAAW^ 420 

S^StoG GTAGACTCTC TGCTCCAGGT TCTCAAOyrG AAGGAAGGAA 480 

50 ^^^CTG AA^GCAAT GATAATGATG GCCTCTCTCA AAAGAGAAAA AOMACCCC 540 

Sm^ACTO ^ScTGCAA GCATCAGTTC TACQQATCAT CAACAAGATT TCCTTGTGCA 600 

JJS^SSctS^S^tctttcatccti:^ «J 

CTTCIGGTTT AAACTTGTTT GCTGTGAACA ATTOrOSAAA MMTCWSf iSSSJJSS ill 

TTTTTATATC TAGGCTACCT OTTGQTTAGA TTCAAGGCOC CQAOCTGTTA CCATTCACAA 780 
55 TAAAAGCTTA AACACAT 



60 



65 



70 



Seq ID N0» 454 Protein sequence 
protein Accession #t np_002082.1 

1 11 21 31 41 51 

Lgselplvl lalvloapr gravplpagq qtvltkmypr gshwavghlm gkkstgesss 

^SSSS ISSSS^ ^LWLIEA KENPMHQPPQ PKAWa«3QP8 WDSEDSSNFK 
DVGSRGKVQR IiSAPGSQREG RNPQU3QQ 

Seq ID NOt 455 DHA sequence 

Nucleic Acid Accession #: NM_016522.1 

Coding sequence: 265.. 1299 



60 
120 



1 11 21 31 41 51 

GCGGAAGCAG COAGGAGGQA GCCCCCTTTO 6CCGTCCTCC GTG6AAC0GG TTTTCCGA^ 60 

CTGGCRAAAG COGAGGCTGG ATTTGGGGGA GGAATATTAG ACTCGCaGBA ^TCTOOMOC 120 

TTTTCTCCTC CCCGCGCCTC CCGGTCGCCG CGGGTTCACC GCTCAGTOCC OQCGCTOOCr 180 

75 ^^^^^^^^^^'^J^f^'^^^ III 

TCGGGGAACT TCTGGCTGTC GRGAATOGGG CTCTGTGGGT ACCTGTTCCT GCCCTOGA^ 300 

TGCCTOSTGG TCGTGTCTCT CAGGCTGCTG rrOCTTGTAC CXaCAGmGT ^COTT^ 360 

AGOGGAGATO CCACCTTCCC CAAA6CTATG GACAACGTGA 0GGTC0C3GCA ^G^GMAGC 420 

^^CCTCA QGTGCACTAT TGACAACCGG GTCACCCGGG TGGCCTOGCr AM^COGCAGC 480 

80 ACCATCCrCT ATGCTGGGAA TGACAAGTGG TGCCTGGATC CTOGCGTGGT CCTTCTOMC 540 

AACACCCAAA CGCAGTACA6 CATCGAGATC CAGAACGTGG ATGTGTATGA CGAGOGCOT 600 

TACACCTGCT CGCTGCAGAC AQACAACCAC CCAAAGACCT CTAGGCTCCA CCTCATTGTG 660 

ATTAGCCTCA CCTCCATAGC AACTOGTAGA OCAGAGCCTA CGGTrACTTG GAGACACATC 780 
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TCTOCCAAAO O0GTT6GCTT TGTGAGTGAA GAOQAATACT T06AAATTCA O OQCATCAC C 840 

OGGQAACAGT CAGGG6ACTA G6AOT6CAGT QCCTCCAATQ AOSTGOOOQC QCCOGTGGTA 900 

OOOAOAQTAA AGGTCACOGT GAACTATCCA CCATAOVTTT CAGAAGCCAA GGGTACAGGT 960 

OTCCCOGTG Q GACAAAAGGG GACACTGCRG TGTGAAGCCT CAGCAQTCCC CTCAGCAGAA 1020 

TTCCAGTGGT ACAAGGATGA CAAAAGACTQ ATTGAAGGAA AGAAAGGGGT QAAAOTGGAA 1060 

AACAGACCTT TCCTCTCAAA ACTCATCTTC TTCRAT3TCT CTQAACATQA CTAT GOQAA C 1140 

TACACTT6G8 TGGCCTCCAA CAAGCTGO g C CACACCAATO CCA6CATCAT GCTATTTGGT 1300 

CCAG0OGCO3 TCAGOQAOGT GAGCAACGGC ACGTG6AGGA GGGCAGGCTO CQTCTGGCTG 1360 

CTQCCTCTTC TGGTCTTGCA CCTGCTTCTC AAATTTTOAT OTQAGTGCCA CTTCCCCACC 1320 

CX3GGAAAGGC TGCCXXXaCC ACCACCACCA ACACAACAGC AATGOCAACA COOA CAQCA A 1380 

CCAATCAGAT ATATACAAAT 6AAATTAGAA GAAACACAGC CTCATGGQAC AGAAATTTGA 1440 

GGGAGGGGAA CAAAGAATAC T TT G GGGGGA AAAGAGTTTT AAAAAA6AAA TTGAAAATTG 1500 

CXTTTGCAGAT ATTTAGGTAC AATGGAGTTT TCTTTTCCXaV AACGGGAAGA ACACAGCACA 1560 

CCOGGCTTGO ACCCACTGCA A6CTGCATGG TGCAACCTCT TTGGTGCXAO TGTGG6CAAG 1620 

GGCTCAGCCT CTCTOCCCAC AGACTGCCCC CACGTGGAAC ATTCTGGAGC TGGCC3VTCCC 1680 

AAATTCAATC AOTCCATAGA GACGAACAGA ATGAfiACCTT CCX36CCCAAG GGTGG06CTT 1740 

CCG6CCCAA0 CXTTCGCGCTG 06GGCACTTT GGTAGACTGT GOOUXAOGQ 08TGTGTTGT 1800 
GAAA06TGAA ATAAAAAGAQ CAAAAAA A AA AAAAAAAAA 

Seq ZD KOi 456 Protein sequence 
Protein Acceasion tti MP_057£06.l 

1 11 21 31 41 51 

\ \ \ \ \ ^ 

MGVOGYLPLP WKCLVWSI«R LLPLVPTOVP VRSGDATFPK AMDNVTVRQG BSATLRCTID 60 
NRVTRVAWLN RSTILYAOID KWCLDPRWL liSNTOWSI BIONVDVYDB GPYICSVQTD 120 
NHPKTSRVHL IVQVSPKIVB ISSDISINEG NNISLTCIAT GRPEPTVTHR HISPKAVQFV 180 
SBDBYLEIQG ITREQSGDYB CSASNDVAAP WRRVKVTVN YPPYISEAKO T6VPVGQRGT 240 
LQCBASAVPS AEPQWYKDDK RLIE6KKGVK V&NRPFLSKL IFFNVSBBDY GSnfTCVASNK 300 
LGMTNASIML FGPGAVSEVS NGTSRRAGCV ULLPLLVIiHI* LLKF 

Seq ID MO: 457 DMA sequence 

Kudelc Acid Accession «: NM_012261.1 

Coding sequence t 203 . . 1045 

1 11 21 31 41 51 

I I I I I I 

GATITGCTCT GCCA6CAGCT GTOGGTGCOa CGCTOQACAC CXaGTCCTAO CTAGQCGCTC 60 

ACAGAATAC33 C3GCTCOCTCC CTCCCCXTTTC TCTOTCCCCC GCCTCTCQCT CACCCCGGCC 120 

CACTCXaGOQ GOaACTTTOA GGQATTCCCT CTCTGGCGGC CTCTGCAGCA GCACAGC066 180 

CXrrCATTCGG GGCACTGOGA GTATGGATCT CCAAOGAAGA GGG6TCCXX:A GCAT08AC3US 240 

ACTTOCjAGTT CTCCTGATGT TGTTCCATAC AATGGCTCAA ATCATGGCAQ AACAAGAAGT 300 

GQAAAATCTC TCAGOCCTTT CCACTAACJCC TQAAAAAOAT ATATTTGTGG TGCGGQAAAA 360 

TGGQAGGAOG TGTCTGATGG CAGAOTTTGC A0CX3VAATTT ATTGTACCTT ATGATGTGTG 420 

GGOCAGCAAC TAOGTAGATC TGATCACAGA ACAGGCOGAT ATCGCATTGA CCCGGGOASC 480 

TGAGGTQAAQ GGCCGCTGTG GCCACAQCCA QTOGQAGCTO CAAGTQTTCT GGGTGGATQQ 540 

OGCATATGCA CTCAAAATGC TCTTTGTAAA GGAAAGCCAC AAC31TQTCCA AGGGACCTGA €00 

aaGOACTTGO AOGCTGAGCA AAGT6CAGTT TGTCTAOGAC TCCTOGGAGA AAA OCCaCTT 660 

CAAAGA06CA GTCACTGCTG GGAAGCACAC AGCCAACTOQ CACCACCTCT CTGCCTTOOT 720 

CACCCC06CT GGGAA6TCCT ATGAGTGTCA AGCTCAACAA ACCATTTCAC TQGCCTCTAG 780 

TQATCOSCAO AAQAOGQTCA CCATQATCXT GTCTGOSGTC CACATCCAAC CTTTTGACAT 840 

TATCTCAGAT TTTOTCTTCA GT6AAGAGCA TAAATGC3CCA GTGGATGAGC GGGA6CAACT 900 

GGAAGAAACC T T O OOOCTGA TTTTGGGGCT CATCTTQGGC CTOGTCATCA TCGTAACACT 960 

0SCX3ATTTAC CA08TOCAOC ACAAAATQAC TQCCAACCAG GTGCAGATOC CTCGGGACAO 1020 

ATCCCAOTAT AAGCACATQO GCTA6AGGCC GTTAGGCAGG CACCCCCTAT TCCTGCTCCC 1080 

CCAACTGGAT C3VGGTAGAAC AACAAAAGCA CTTTTOCATC rTQTACAOGA GATACA CCAA 1140 

CATAGCTACA ATCAAACAGG CXTTOGOTATC TQAGOCTTGC TTGGCTTOTO TCCATGCTTA 1200 

AAOCCAOOQA AGGGQGAGAC TCTTTO GQ AT rTGTAGGGTG AAATGGCAAT TA TTCT CTCX: 1260 

ATGCTOOGGA OGAGGGGAGO AGGGTCTCAG ACAGCTTTOQ TGCTCATGGT G GCTTG GCTT 1320 

TGACTCTCCA AAGAGCAATA AATOCCACTT OGAOCTOTAT CTGQCXCCAA AOTT TAQQGA 1380 

TTGAAAACAT GCTTCTTTGA GOAGGAAACC CCTTTAGGTT CAGAAGAATA TGGGGTGCTT 1440 

TGCrCCCTTG QACACAGCTG GCTTATCCTA TACAGTTGTC AATGCACACA GAATACAACC 1500 

TCATOCTOCC TQCAGC3UU3A CGCCTGAAAG TGATTCATGC TTCTQQCTGa CATTCTGCAT 1560 

GTTTAGTCAT TGTCTTG6GA ATOTTTCACT GCTACCCGCA TCCAQCQACT GCAGCACCAQ 1620 

AAAAOGACTA ATGTMCtKT GCAGAOTTGT TTGGACTTCT TCCTGTGCCA GGTOaAQTC 1680 

GGGGGAOCTG AAGAATCAAT CrOTOTOAGT CWIWCA AAATOAAATA AAACAGACTA 1740 
TTCTCTGGC 

Seq ID HOi 458 Protein sequence 
Protein Accession «i NP_036393.l 

1 II 21 31 41 51 

I I i I i I 

HDZXXaRGVPS IDRLRVLUO* FBTMAQZMAE QBVOn^SGLS TNPEKDIPW RENGTTCLMA 60 

EPAAKPIVPY DVWASNYVDL XTBQADIALT RGABVKGRCG HSQSELQVPM VDRAYALKKL 120 

PVKESHNMSK GPEATWRLSK VQPVYDSSBK THFKDAVSAG KHTAMSHHLS ALV TPAM CSY 180 

EGQAQQTISL ASSDPQKTVT KILSAVHIQP PDIISDPVPS BEHKCPVDBR BQItSBTLPLl 240 
LQLILGLVIM VTLAIYBVBH KMTANQVQIP BDSSOYXHMS 

Seq ID NOi 459 PNA sequence 

Nucleic Acid Accession ttt NM_001169.1 

Coding sequence* 85.. 670 

1 11 31 31 41 51 
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120 

IfiO 

240 

300 

360 

430 

480 

540 

600 

660 

720 

7B0 

840 

900 

960 



' =~^^== 

feTGrCCIOG CTCRCCTCTC CCAGACnXM WCMO^ 
GCAGAGGCCC AGAGG^GCCm CKCCTGOT 

S^?^ ATTCTCACrr TGOATAAAT ABTCCftGrGT TTCCITCKr 

25 

Seq IT NO: 460 i>rotein a eouence 
Protein Accesaion «i HP_001160.1 

1 11 21 Y T 

30 I LraamilVSN YBRFVQPCLV B1J/QSM.PIF IGCLSVIBNG 60 

MSGEMMCEP EPGHDKAKBP SVGGiWWraW rnr^mAna. IPWVSQILG 120 

35 VOIAIRCFIG DGKTRLIliKA R 

Seq ID N0» 461 DNA secmence 
nucleic Acid Accession #» 11M_003226.1 
40 Coding sequence: 2.. 226 

50 craATOTcrT aacqaataaa ogtcccatgc tccaccoq 

Seq ID MOt 462 f'*"*^^^" sequence 
Protein Accession #x MP_003217.i 

55 1 11 f f 1^ f 

JLgLVIALLS SSSAEEWGL SANQCAVPAK DRVDCGYPHV TPKECNNRC3C CFDSRIPGVP 6( 
WCPKPLTRKT BCTP 

60 seq ID KOi 463 DMA sequence 

nucleic Acid Accession #: NM_0029M.l 
Oyjlilng sequence X 64.. 408 



1 



11 21 



31 41 51 



^gcacgagccLtctcogcgUcacc^ 

ACTATGAOCC TC^TOCAO CO^^ ,30 
GCXSCTGCTCG CGCIGCTGCT CCTCCTGAOG O OSCCGGGB C JJ*;;^^^^^ rAnwiTAAAfc 240 

^^^^'^'^''^^^^'^^^^'^^^ lol 

70 CXCAAAACGA TTCGTAAACT GCAGGTGTTC CCOSCRG GCC X^tWPCTA 360 

CAMTGftCCA TATTGIGSSC AAR6AATCAC TGQTTMTA6 ^C™™*™ VVi^ crocQG 
^^WkC ■ttTTOT&TTT CttTttTAOV TTCCTTAAAG ^17*0^ ^SSS?^ 
SSl^G GAAMAATOI TTCMTABTG TGCTOTTGAG OOJjG^CC ^^IJJJJ 
^iScTCTT CTCATAAAAT AGGAAATATT TrAGTTCIGT TTT CIT6GGQ 

AGOATGCTAT TXAAOTTOIA CTOIATrafiA AOCTOKW ISSS 
SSSotGC AOAATATAIX TCCTTATTCA GAATirCTAA SSS^^ 
CTMIMMT CrCITCCrAT OSTTTTAOAT ««II0AI8IC «TCrtM»? 
SiSSwC ^n)^ TtGATTTTGT ATOCIATTTT irCACrATM GATGACTATA 
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ATTCTQOTCA CTAAATATAC ACTTTAQATA GATQAAOAAO CCCAAAAACA GATAAATTCC 
TGATTQCTAA TTTACATAGA AATOTATTCT CrTOQTTTTT TftA ATAA AAO CAAAATTAAC 
AATQATCTGT GCTCTGCAAA GTTTTCAAAA TATATTTGAA CAATTTQAAT ATAAATTCAT 
CATTTAGTCC TCAAAATATA TACAGCATTO CTAAGATTTT CAGATATCTA TTGTGGATCT 
TTTAAAGGTT TTGACCATTT TGTTATGAGO AATTATACAT QTATCA CATT C ACTATAT TA 
AAATTGCACT TTTATTTTTT CCl'OTOTgrC ATGTTGCTTT TIGGTACTTO TATTOTCATT 
TGGAGAAACA ATAAAAGATT TCTAAAGCAA AAAAAAAAAA AAAAAAA 

Seq ID NOs 464 Protein sequence 
Protein Acceesion #t Mp_002984.1 

1 U 21 31 41 SI 

1 I 1 I I I 

HSLPSSRAAR VPGPSGSIiCA IiLALLLLLTP PGPLASAGFV SAVLTELRCT CLRVTLRVMP 60 
KTIGKLQVFP AGPQCSKVEV VASLKNGKQV OjOPBAPPUC KVIQKIIiDSG HKKN 

Seq ID KOt 465 DNA sequence 
Mucleic Acid Accession ft: 11M_002038.2 
Coding sequence : 108 500 

1 11 21 31 41 SI 

I I I 1 I ) 

GAACOGTTTA CTOGCTGCra TGCCCATCTA TCAOCAGGCT CCOGGCTQAA QATTGCTTCT €0 

CTTCTCTCCT CCAAGGTCTA GTGAOGGAGC COGOGOGCGO OOCCACCATO CGGCAGAAGG 120 

OGGTATOQCT TTTCTTOTOC TACCTOCTGC TCTTCACTTG CAGTGGGGTG GAGGCAGGTA 180 

AGAAAAAGTG CTOGOAQAGC TCGGACAGOG GCTCOGGGTT CTG6AAG0GC CT6ACCTTCA 240 

TOGCOGTCOG AGGAGGACTC OCAGTCGCCG GGCTQCCOOC OCTGOGCTTC ACCX3G06CCG 300 

GCAT06GGGC CAACT06GTG OCTGCCTOOC T6ATGAGCTG 6TCTG0GATC CTGAATGGGG 360 

GCXSGOQTGCC 06C0GGGG0Q CTAGTGGCCA CXSCTGCAGAG CCTOGGGGCT GOTOGCAGCA 420 

GCGTCQTCAT AGGTAATATT GGTGCCCTGA TQGGCTAOGC CACCXavCAAG TATCTCGATA 480 

GTGAGQAGGA TGAGGAGTAG CXaQCAGCTC CCAGAAOCTC TTCTTCCTTC TTGGCCTAAC 540 

TCTTCCAGTT AGGATCTAOA ACTTTGCCTT TTTTTTTTTT TTTTTTTTTT TTTQAGATGG 600 

GTTCTCACXA TATTGTCCAO GCTAGAGTGC AGTGGCTATT CACAGATGCG AACATAQTAC 660 

ACTCCAGCCT OCAACTOCTA GCCTCAAGTG ATCCT CCTG T CTCAACCTCC CAAGTAGGAT 720 

TACAA6CATG GGOOGACOAT GCCCAOAATC CStfJAACTTTG TCTATCACTC TCCCCAACAA 780 
CCTAGATOTG AAAACAGAAT AAACTTCACC CAGAAAA 

Seq ID MO I 466 Protein sequence 
Protein Accession Ss NP_002029.3 

1 11 21 31 41 51 

HRQKAVSLFL CYUiLFTCSG VEAOKKKCSB 8SDSGSGFHK ALTPMAVG6G LAVAGLPAW 60 
FTOAGIAANS VAASLMSHSA XIUGGGVPAG GLVATLQSU3 AGGSSWIGN ZGALMOyATB 120 
KYLDSEEDBB 

Seq ID NO: 467 DNA sequence 

Nucleic Acid Accession #t NM_003469.2 

Coding sequence! 92.. 1945 

i 11 21 31 41 51 

GAAAOGGCCC GAGAAGCTCO CCGQGABAAC GGQGAaGAAT ATGCTOTGGA OCTCC TCTG C 60 

CATATAAACA AAAAGAGOAA ATCTTTCRAA CATGQCTGAA GCAAAGACGC ACrGGCTTOO 120 

AOCAOCCCTG TCTCTTATCC CTTTAATTTT CCTCATCTCT GGGGCTGAAG CAGCXTCATT 180 

TCAQAQAAAC CAGCTGCTTC AGAAAQAACC AGACCrCAGG TTGGAAAATG TCCAAAAGTT 240 

TCOCAOTCCT 6AAATGATCA GQGCITTQGA OTACATAGAA AACCTCCGAC AACAAGCTCA 300 

TAAGQAAOAA AGCAGOCCAQ ATIATAATCC CTAOCAAGGT GrCTCTGTCC CCCTTCAOCA 360 

AAAAGAAAAT GGOGATGAAA GCCACTTGCC CGAGAOGGAT TCACTGAOTO AAGAAGACTG 420 

6ATGAGAATA ATACT06AAG CTTTGAGACA GGCTGAAAAT GAGCCTCRGT CTGCAOCAAA 480 

AGAAAATAAO COCTATQCCT TGAATTCAGA AAAQAACTTT CCAATGGACA TQAGTGATGA 540 

TTATGAOACA CAGCAGTGGC CAGAAAGAAA GCTTAA6CAC ATGCAATTOC CTCCTATGTA 600 

TQAAGAGAAT TCCAGG6ATA AOCCCTTTAA AOOCACRAAT aAAATAGTGQ AOGAACAATA 660 

TACTCCTCAA A0CCTT6CTA CATTGGAATC TGTCTTCCRA GAC CTQGG GA AACXGACAGG 720 

ACCAAACAAC CAGAAAOGTG AGAGGATGGA TGAGOAGCAA AAACTTTATA 06GATQATGA 780 

AGATGATATC TACAAGGCTA ATAACATTQC CTATOAAOAT GrGGTCQOGO GAGAAQACTG 840 

GAACCCAGTA OAGGAOAAAA TAGAaAOTCA AACCCAGQAA GAGGTGAGAG AC AGCAA AGA 900 

QAATATAGGA AAAAATGAAC AAATCAACQA TGAGAT(»AA CGCTCAGGGC AGCTTQGGAT 960 

CCAGGAA6AA GATCTT06GA AAGAGAGTAA AGAGCAACTC TCAGATGATO TCTCCAAAGT 1020 

AATTCCCTAT TTGAAAAGGT TAGTAAATGC TGCAOaAAGT GGGAGGTTAC AGAATGGGCA 1080 

AAATGGGOAA AGOGCCACCA GGCTTTTTGA GAAACCTCTT GATTCTCAGT CTATTTATCA 1140 

GCXGATTGAA ATCTCAAGGA ATTTACAGAT ACCCCCAGAA GACTTAATTG AGATGCTCAA 1200 

AACIGGGGAO AAGCOGAATO GATGAGTGGA ACOGQAGGGG GAGCTTQAOC TTCCTCTTOA 1260 

CCTAGATGAC ATCTCAGAOa CTGACTTAGA CGATCCAGAC CTGTTCCAAA ATAGGATGCT 1320 

CTCCAAGAGT GGCTACCCTA AAACACCTGG TOOTGCTGGG ACTGAGGCCC TACCAGAOGG 1380 

OCTCACTGTT GAOGATATTT TAAATCTTTT AGGGATGQAO AGTGCA GCAA ATCAGAAAAC 1440 

OTOGTATTTr CCCAATCCAT ATAAOCAGGA GAAAGTTCTG CCAAGGCTCC CTTATGGTGC 1500 

TGGAAGATCT AGATCOAACC A6CTTCCCAA AOCXGGCIGG ATT CCAC ATQ TTGAAAACAG 1560 

ACAQATOQCA TA3XaUUU«X T6AAO0ACAA GGATCAAGAA TTAGOTQAGT ACTTOOCCAG 1620 

GATGCTAGTT AAATACCCTQ AGATCATTAA TTCAAACCAA OTGAAGCGAO TTCCTGGTCA 1680 

AGGCTCATCr GAAGATGACC TGCAGGAAQA GQAACAAATT G AGCAG GCCA TCAAA6AGCA 1740 

TTTQAATCAA GGCAGCTCTC AOGAGACIGA CAAGCTX3GCC OOGGTGAGCA AAAG GTTCCC 1800 

TGTGGOOCOC 00GAAGAAT6 ATGATACCCC AAATAGOCAO TACTGGGATO AAOATCTGTT 1860 

AATGAAAOTO CTG8AATACC TCAATCAAGA AAAGGCAGAA AAGGQAAOGG AGCATATTGC 1920 
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1980 
2040 
2100 
2160 
2220 
2280 
2340 



60 
120 
180 
240 
300 
360 



TAAGAGAGCA ATGGAAAATA TGTAAGCTGC TTTCATTJAT TACCCTAOT ^^ATTOTCC 

AAAAAA2VTAA AGCATTATAA ATATA 

10 Seq ID NO: 468 Protein aeguence 
protein Accession #t IIP_003 460.1 

1 11 " " f f 

V^PERK ^FW^ B^JJ^^ 
^EIVEEQY TPQSIATLES VFQELGKLTa PNHQKREBHD BBQttV^ 
S?^Sw OTV^ESQ tQEBVBDSKB NIOKJEQIUD BHKHSOQLGI QETO^^SK 

25 KAEK6REHXA KRAHENH 

Seq ID KOs 469 DMA sequence 

Nucleic Acid Accession «: HM_00639B.l 

Coding sequence: 19.. 516 

30 , n « 3X |i 

LoCCCXTOT LcAC^T UOC^^ 

35 - 

. mmmmmm i 

M-TATATTGC CCAACTCIAT GTTTCmta TTCIAHWCA ATTAATTAftB 
45 m^Zn SStStGAG ACTW3TAART ARATTMTAA GQCAAAMM AGCATTC 

Seq ID NOt 470 Protein s equence 
Protein Accession #s HP_006389.1 

50 1 n 21 31 41 51 

RSLSSYGIDK EKTIHLTLKV VKPSDEELPL PLVESGDEAK RKLWRRSS SVAOVRAMis 
TKIQIIPBTQ IVTCNGKRLE DQKMMADYGI RKSNLLPLAS YCIGQ 



55 



Seq ID NO: 471 DMA sequence 

Nucleic Acid Accession #: XM_094741.1 

Coding sequence: 1..948 



60 1 11 " f f 

S??S?Sr QGOQGTGCGC GACCCQCQCC TGCACACGCC CATGTACTAC 180 

S^^SS^ TCGCTCT^ TTCGGCCGAA TGCGTCCTCC TGGCGOTQAT ^CTCTGGAC 
TGOSCATCW. ^^^i^**™ n^i.Tfinrsnnnr mrcrtCCCC G06CCTATGT 



360 
420 
4B0 



75 



SM ID NOi 472 groteln s ecwence 
80 Protein Accession «> XP_094741.1 



1 -11 " " « SI 

LwYSMHl LuSFSDWP SMJPVLPALV I«aU.TLTG HSALVUAVR DPRLBTPKW 60 
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FLCRLALVDA GPTTSWPPZ. LANLR6PALW LPRSKCTAQL GASIALOSAE CVLIAVHALD 120 

RAAAVCRPLR YAGLVSPRLC RTIASA8WLS OLTNSVAQTA LLAERPXiCAF RLLDBPZCBL 180 

PALLKXAOQO DGDTTQIQMF AARWXUiLP FAVItASVGA VTOIAVOCMRF SGGRRRAVOT 240 

CG8HLTAVCL FYGSAZYTyL QPAQRYNQAR GKEVSIiFYTV VTPAUIPIilY TUUnaCVKQA 300 
5 ARRLLRSIiGR QQAGQ 



10 



Seq ID NO; 473 DNA sequence 

Ifucleic Acid Accession «: HM_001062.1 

Coding sequence: 76..13B0 



1 11 21 31 41 51 

i I I I I I 

GCTCTCATTA CCTTCTGCCC ATCACTTAAT AAATAOCCRG CCAATTCATC AACATTCrGG €0 

TACACTOTTQ GAGAOATOAa ACAGTCACAC CAOCTOCCCC TAGTGGGGCT CTTACTGTTT 120 

IS TCTTTTATTC CAAGCCAACT AT60GAGATT TGTGAG6TAA GTQAAGAAAA CTACATCGGC 180 

CTAAAAOCTC TOTT6AATAC AATGATCCAO TCAAACTATA ACAGGQGAAC GAjQOOCTGTC 240 

AATGTTOTOT TOTCCCTCAA ACTTOTTOQA ATCCAfiATCC AAAOOCIQAT OCAAAAOATS 300 

ATCCAACAAA TCAAATACAA T6TGAAAAGC AGATTGTCAG ATOTAAOCTC GGGAGAGCTT 360 

GCCTTQATTA TACTGGCTTT GGGAGTATGT CGTAAOGCTG AGOAAAACTT AATATATGAT 420 

20 TACCACCXGA CTGACAAGCT AGAAAATAAA TTOCAAGCAO AAATTGAAAA TATQOAAQCA 480 

CACAATGGCA CTOOOCTQAC TAACIACTAC CAOCTGAOCC TGGAOGTTTT GG0CTTQT8T 540 

CTCrmAATO OOAACTACTC AACCGCOGAA QTTOTCAACC ACTTCACTCC TGAAAATAAA 600 

AACTATTATT TTGGTAGCCA GTTCTCAGTA GATACTGGTG CAATGGCTGT CCTGGCTCTG 660 

ACCTGTGTGA AGAAGAGTCT AATAAATGQO CAOATCAAA0 CAOATGAAGO CAGTTTAAAG 720 

25 AACATCAOTA TTTATACAAA OTCACTOOTA GAAAAGATTC TGTCTGAGAA AAAA6AAAAT 780 

GGTCTCATTG GAAACACATT TAGCAGAGGA GAAGCCATGC AGGCCCTCTT TGTATCATCA 840 

GACTATTATA ATGAAAATGA CTGGAATTGC CAACAAACTC TGAATACAGT GCTCACGGAA 900 

ATTTCTCAAO GAGCATTCAO TAATCCAAAC OCTGCAGCCC AGGTCTTACC TGCCCTGATG 960 

GQAAAGACCT TCTTGGATAT TAACAAAQAC TCTTCTTGCG TCTCTGCTTC AGGTAACTTC 1020 

30 AACATCTCOQ CTGATGAGCC TATAACTGTO ACACCTCCTG ACTCACAATC ATATATCTCC 1080 

GTCAATTACT CT6TGAGAAT CAATOAAACA TATTTGACCA ATQTCACTQT GCTAAA TGGT 1140 

TCTOTCTTCC TCAOTGTGAT GGAGAAAGCC CAGAAAATQA ATGATACTAT ATTTGGTTTC 1200 

ACAATGQAGQ AGCGCTCATQ GGGGCXXTTAT ATCACCTOTA TTCAGGGCCT ATGTGCCAAC 1260 

AATAATGACA GAACCTACTG GGAACTTCTQ AOTGGAQG03 AACCACTGAG CCSUVSOAGCT 1320 

35 GOTAOTTAOQ TT0TCCX3CAA TG6AGAAAAC TTaOAOaTTC GCTGOAGCAA ATAC TAATAA 1380 

GCCCAAACTT TCCTCAGCTG CATAAAATGC ATTTGCAOIG GAGTTCCATG TTTATTGTCC 1440 

TTATGCCTTC TTCTTCATTT ATCCCAGTAC GAGCAGGAGA GTTAATAACC TCOCCTTCTC 1500 
TCTCTACATG TTGAATAAAA GTTGTTGAAA GATTAAC 

40 Seq ID NOx 474 Protein sequence 
Protein Acceeslon #i NP_001053.1 

I 11 21 31 41 51 

.^1 I I I 1 1 

4D MRQSHQLPLV GLLLFSPIPS QLCEICEVSE ENYIRLKPLL NTHIQSimm GTSAVNWLS 60 

LKIiVGIQIQT LMQKMZQQXR YMVKSRLSDV SSGBLALIIL ALGVCEtNAEE MIiIYDYHLTD 120 

KliENKPQAEI ENMBAHNOTP LTNYYQLSLD VliALCLPNGII YSTABWRHF TPEWKMYYPQ 180 

SQPSVDTGAM AVLALTCVKK 8LINGQIKAD BGSLKNISIY TKSLVEKILS EKKENGLIGN 240 

TFST6BAMQA LFVSSDYYNE MDWKOQQTLM TVLTBISQQA FSNPNAAAQV liPALMGKTFL 300 

50 DZNKDSSCVS ASGNFNISAD EPITVTPPDS QSYISVNYSV RIMETYFmV TVUI6SVFLS 360 
VMEKAQIQIND TIFOFTMEER SNGPYITCIQ GZX»NNNDRT YHELX«SGGBP LSQGAGSYW. 420 
RNGENLEVRW SKY 



Seq ID NO: 475 DNA sequence 
55 Nucleic Acid Accession «t NM_004852.1 
Coding sequence i 8 9.. 1546 

X 11 21 31 41 51 

I I ' i 1 I 

OU GQCCCCQCCC GCXXX}GGGCC CTQATGGACT GAATGAAGGC TGCCTACACC 0CCTA T06A T 60 

GCCTCACCAA AGACCTAGAA CGTGOGCCAT GAACCOGGAG CTGACAATGG AAAGTCTGG6 120 

CACTTT6CAC GGCX3CGOGC3G GCGGOGGCAQ TGGOGGGGGC G60SG06GGQ OCGOCOGGGG 180 

GQGGG6CX3GG GQGCX3GG60C ATGAQGAQGA OCTGCTGQCC AGOCCCAGCC CXX3VCCA0GC 240 

^ GOGC0GG6GC COQOGTGOCt OQCTOOGGGG COCTCCCCCQ CCTCCAACOG 06CACCAGGA 300 

65 GCTG6GCA0Q GOGGCAGCGG C6GCAG0GGC GGOGTOKXSC TGOGCCATGG TCACCAGCAT 360 

GGCCrCGATC CTGGAOGGOG GOGACTACGG GCCOGAGCTC TCCATCCOGC TGCA OCftOSC 420 

CATGAGCATG TCCTGCX3ACT OGTCTCOOOC TGGCATGGGC ATGAGCAACA OCTACACCAC 480 

GCTGAGACOG CTCCAGCCGC TGCXaOCCAT CTCCACOGTG TCTGACAAGT TCCACCACXX 540 

TCACCOQCAC CACCATCC6C AOCACCACCA CCACCACCAC CACCA<GCGCC TGTCOOGCAA 600 

70 OGTCAOaSGC AGCTTCACOC TCATGC6CX3A OGAGOGCXaGG CTOCOGGCCA TGAACAACCT 660 

CTACAGTCCC TACAAGGAQA T0CCCX3GCAT GAQCCAGAGC CXGTCCCCX3C TG6CC6GCAC 720 

GCOGCTGGGC AAOGGGCTAG GOGGCCTCCA CAAOGOGCAO CA6AGTCT0C CCAACTAOGG 780 

TCOGCCGGGC CAOGACAAAA TGCTCAGCCC CAACTTOGAC GOGCACCACA CTGCCATGCT 840 

__. GACCC3G0G0T GA6CAACACC T0TCCO6CX3G CCTOGOCACC CC31CCTGCOO CCATQATGTC 900 

75 GCACCTGAAC GOCCTGCACC ACC06GGCCA CACTCAGTCT CAOGGOCOQG TGCTGGCACC 960 

CACTCGOGAO OGGCCACCCT OQTCCTCATC GGGCTOGCAO GTGGCCAGQT GGGGCCA6CT 1020 

G^AAGAAATC AACACCAAAG AGGTGGCCCA GCXSCATCACA GOGQAGCrQA AGOGCTACAO 1080 

TATCCCCCAG GOSATCXTTG CXSCAGAGGGT GCTGTGCCGO TCTCAGGGGA CTCTCTCOGA 1140 

CCTGCTCCQO AATCCAAAAC OGTGGAGTAA ACTCAAATCT GGCAGGGAGA CCTTCOGCAG 1200 

80 GATGTGGAAG TGGCTTCAG6 AGCC06AGTT CCAGOGCATQ TCCGOCTTAC GCCXGGCAOC 1260 

OT6CAAAOQC AAAGAGCAAG AACCAAAjCAA AGACAGGAAC AATTOCCAGA AGAAGTGCOG 1320 

CaoOTOTTC ACTGACCTCC AAOQCOQAAC ACTCTTOGCC ATCTTCAAGO AGAACA AAOQ 1380 

CCOOTCAAAG OAGATGCAGA TCAGCA3TTC CCAGCAGCTO GGGCTGGAGC TCACAACOGT 1440 

CAGCAACTTC TTCATGAAiCSG OOOGGCSGGQ CAGOCTQGAO AAGTGQGAAO AOQATCTGAG 1500 
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raravcrsfieec TCCTCtSTCCA CCTCCAGCAC GTGTACCAAA GCATGATGGA AGGACTCTCA XS60 
OACACCXSSAT TCCTAGCTGG GGCCCTTCAC TGQTG 



5 Seq ID MOj 476 Protein s equence 
protein Accession #s NP_004843.X 



31 41 51 



11 21 

I I 1 1 



10 Lpeltmesl gtlhgarggg sggggggggg gggggpgheq ELLASPSPHH ARRGPRGS^ 

SISJ^S AASRSAMVTS MASILDGGDY RPELSIPbHH 

pri^Smr tltplqplpp istvsdkfhh phphhhphhh hhhhhqflsg nvsgsptlmr 

D^^SS SsP^S J^LSPI^ S^l^ P^^ 

PNFDAHHTAM LTRGEQHI.SR GLGTPPARMM SHLMGLHHPG HTQSHGPVLA Pf^PSSS 
15 SGSOVATSGQ LEEINTKEVA QRITAELKRY SIPQAIFAQR VLCRSQ6TLS ^I^^WS 

^SlSpe ?qrmsalrla ackrkeqepn kdrnnsqi«s 

S^SkeMK RPSKBMQITI SQQLGLELTT VSMFPMNARR RSLEKWQDDL 8TG6SSSTSS 



€0 
120 
180 
240 
300 
360 
420 
480 



TCTKA 



20 Seq ID VOi 477 DNA sequence 

nucleic Acid Accession #s KM_013a71.1 
Coding sequence! 27,. 809 

1 11 21 31 41 SI 

icCGGAGCCA LrTCGCTGQ GQCAGCATGO CGGOGTCQCC GCTGCTCTOG OOQCOQGGQO 
SgcStTTG GTGCTGCTGC TGCTCGGCCT GTTTCGGCOG CC0CCCG06C 

GATCTGAGC 

seq ID NO: 478 Protein sequence 
45 Protein Accession #i NP_037403.l 



60 
120 

180 



1 



11 " ]^ f 



120 



RVKRLBTPAP QVPARRLIiPP 

55 Seq ID NOi 479 DWA sequence 

Nucleic Acid Accession #s NM_002214 
Coding sequence i 681.. 2990 

^^^^^^^^^^^^ 

65 SS^SS^ ««»»CIT TGTTTGGOTT TOATTGT^ 300 

™mCTOM TOIGCMCA SMOCCCCftC CGGCIQiaGA GAAACARAAG CTCTTTTCTT 360 

C^CroCM MCCCTTOC* GMSCCCICTC TCCM5TCGCC G«3^CCCT 420 
SqaSS TCTOGOGGM ACOGOSGORC 
S?^^ S?^^ GCCX3AGOG8T GCOCBGGC^ OC^ 

70 CCGRGCCGOO eGGTCOOCCT GCTAGGCCTG CGGftAAAOJT COTBO»» 6M 

CSaCCCOGASG TOGCCOGGQA G6C0»S0CC OOGTCOQGAR GGCAOCCAGG CGGCGQGCGC 660 

JoenwGGCT OGGCCcr^ ^ 

TCTOCCTGO. AAAOaCCOQ OQMOTCCCO CCTOSTTCCT CIOMCAaOC W5G0IGTTIT 780 

75 CCTGTQCCaB 0TX3CCTTG0G CIGGGTCCAG WVTGTGGATG GTerSTTCTA (WOGATTItt 900 

iSaoSoO M^OAACT QAACGTTero MATTGTTIC CAATTTAATA ACCAAAGGCT 960 

W^^AA ^OATCTQ TGCATGTTAT AATACCCACT OAAAAIGAAA 1020 

KPTTTATOCT GAAASTTCAT CCTCTGAAQA AATATCCIGI GGA TCITTA T TAxu™ii» 11*0 

80 ATCAAT«C3«: AATAATATAO ^AAAJ^ »00 

CTAGAAAAAT OGCATTTTTC TCCOGTGACT TTCGTCTTG6 ATTTGGCTCA TACGTTGAXA i^bu 

AAA^TTC ^TACATT AGCATCCACC COGAAAGGAT TCATAATCAA TGCAGTGACT 1320 

S^^SSaT ACATCCATGT GCTGTCT™ 1380 
J^iSwTT TGAGAAAGCA OTTCATAGAC AGAAGATCTC TGGAAACATA GATACACCAG 



1380 
1440 
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AAGQAGGTTT TGAG6GCATG CTTCAOGCAG CT GT CTGTQft AAOTCATATC CG KIGGO GAA 1500 

AAGAGOCTAA AAGATTGCTO CT GG T G ftTGft CAQATCMIAC GTCTCATCTC GCTCTTGATA 1560 

GCAAATTGCC AOGCATAGTX3 GTGCCCAATG AOGGAAACTG TCATCTGAAA AACAA06TCT 1620 

AOJTCAAATC 6ACAACCATG GAACACCCCT C3VCTAGGCCA ACTTTCAGAO AAATTAATAO 1680 

5 ACAACAACAT TAATGTCATC TTTGCAGTTC AAOOAAAACA ATTTCATTOO TATAAGGATC 1740 

TTCTACGCCT CTIQCCAGQC ACC A TTGCTG GTGAAATAGA ATCAAA60CT OGAAAOCTCA 1800 

ATAATTTGGT AGTGGAAGCC TATCAGAAGC TCATTTCAGA AGTGAAAQTT CAGGT06AAA 1860 

AGCAGGTACA AGGCATCTAT TTTAACATTA CCGCCATCTQ TCCAGATGGG TCCAC5AAA0C 1920 

CAGGCATGGA AGGATGCAGA AACSTOACOA GCAATGATGA AGTrCTTTTC AATGTAACAG 1980 

10 TTACAATGAA AAAATQTGAT GTCACAGQAO GAAAAAACTA TQCAATAATC AAAOCTATTG 2040 

GTTTTAATGA AACOSCTAAA ATTCATATAC ACAGAAACTG CAGCTGTC3U3 T GTGAG GACA 2100 

ACAGAGQAGC TAAAGGAAAG TGTGTAGATG AAACTTTTCT AGATTCCAAG TOTTT0CA6T 2160 

6TGATGAGAA TAAATQTCAT TTTGATGAAO ATCAOTTTTC TTCTQAGAGT TOCAAGTCAC 2220 

ACAAGQATCA OCCTOTTTaC AGTGGTCX3AG GAGTTT6TGT TTGTGGGAAA TOTTCATGTC 2280 

IS ACAAAATTAA 6CTTGGAAAA GTGTATGGAA AATACTGTGA AAAG6ATQAC TTTTCTTGTC 2340 

CATATCACCA TGGAAATCTG TGTOCIOGQC ATGOAOAOTG TGAA6CAGGC AOATOCCAAT 2400 

GCTTCAGTGG CTQGGAACGT OATOGATGOC AGTGCCCTTC A6CA8CAGGC CAGCACTGT6 2460 

TCAATTCAAA GGGCCAAGTG T6CAGTGGAA GAGGCACGTG TGTGTOTGQA AGGTGTGAGT 2520 

0CAG06ATGC CAGGAGCATC GGCXX3CTTCT GTGAACACTG CCCCACCTGT TATACAGCCT 2580 

20 GCAAGGAAAA CTGGAATTQT ATGCAATGCC TTCACCCTCA GAATTTGTCT CAGOCTATAC 2640 

TTGATGAOTO CAAAAGCTCA TOTOCT C TCA TGQAACAACA GCAOTAIGTC GACCAAACTT 2700 

CAGAATGTTT CTCCAGCCCA A6CTACTTGA GAATATTTTT CATCATTTTC ATAGTTACAT 2760 

TCTTGATTGO GTTGCTTAAA GTCCTGATCA TTAOACAGGT GATACTACAA TOQAATAGTA 2820 

ATAAAATTAA OTCCTCATCA GATTAC3U3AO TOTCAGCCTC AAAAAAGOAT AAQTTGATTC 2880 

25 TOCAAAGTGT TTGCACAAGA 6CASTCACCT ACCX3A06TGA GAAGCCTGAA 6AAATAAAAA 2940 

TGGATATCAG CAAATTAAAT GCTCATGAAA CITTCAGGra CAACTTCTAA AAAA AGATT T 3000 

TTAAACACTT AATGGGAAAC TGQAATTGTT AATAATTGCT CCTAAAGATT ATAATTTTAA 3060 

AAGTCACAGG AGGAGACAAA TTGCTCACX3G TCATGCCAGT TGCTGGTTGT ACACTCGAAC 3120 

GAAGACTGAC AAGTATCCTC ATCATGATGT GACTCACATA GCTGCTGACT TTTTCAQAGA 3180 

30 AAAATQTGTC TTACTACT6T TTGAGACXAO TGTOGTTOTA GCACTTTACT OTAATATATA 3240 

ACTTATTTAa ATCAGCATAO AATGTAGATC CTCTaAAOAG CftCTOA TTAC ACTTTACAGG 3300 

TACCTGTTAT CCCTACX5CTT CCCAGAGAGA ACAATGCTGT GAGA6AGTTT AGCATT6TGT 3360 

CACTACRAGG GTACAGTAAT CCCTGC31CTQ GACATGTQAG GAAAAAAATA ATCTGGCAAO 3420 

TATATTCTAA GQTTGCCAAA CACTTCAACA GTTQGTGGTT GAATAGACAA GAACAGCTAO 3480 

35 ATGAATAAAT GATTOITOTT TCACTCTTTC AAGAG6TGAA CAGATACAAC CTTAATCTTA 3540 

AAAGATTATT G ClTATf AAA GTGTGTAGTT TTAT6CATGT GTGTTTATGG TTTGCTTATT 3600 

TTTCCAAGAT GGATACTAAT TGCASGATTC TCTOCTCTTT OOCTTTATGT TrTGTTTTCT 3660 

TTTTTACAGQ ATAAOTTTAT GTATGTCACA QATGACTGGA TTAATTAAGT GCTA AQTTAC 3720 

TACTGCCATA AAAAACTAAT AATACAATGT CACTTTATCA GAATACTAGT TTTAAAAGCT 3780 

40 GAATGTTAA 

Seq ID NOt 480 Protein sequence 
Protein Accession #i lirP^002205 

45 1 11 21 31 41 51 

I ) I I ! I 

MCX3SALAFFT AAFVCLQNDR RQPASFLWAA WVPSLVLGLG QGBDKRCASS NAASCARCLA 60 
LGPEOGWCVQ EDPISGGSRS ERC3JIVSNLI SKGCSVDSIB YPSVHVIIPT SaiBINTQVTP 120 
- OEVSIQLRPG AEANFMUCVH PLKKYPVDLy YLVDVSASMa NKIEKUISVO NDI.SRKMAFF 180 

50 SRDPRLGPGS YVDKTVSPYI SIHPBRIHNQ CSDYNLDCMP PHGYIHVLSL TENXTEFEKA 240 
VKRQXISGKI DTPEGGFDiAM LQAAVCBSHI GWRKEAXRLL LVMTDQTSHL KUDSSJMIV 300 
VPNDGNCaiUC NNVYVK8TTM EHPSLGQLSB KLIDNKINVI FAVQGKQPHH YKDLLPLLPO 360 
TIAGBIESKA ANIjNNLWBA YQKLISEVKV QVBNQVQQIY PNITAICPDG SRKPGMBGCR 420 
NVTSNDBVLF NVTVTMKKCD VTGGKNYAII KPIGFNBTAK IHXHHMCSCQ CEDNRGPKGK 480 

55 CVDBTFU3SK CFQCDENKCH FDBDQF88E8 CKSHKDQPVC SGRGVCVOQK CSCHKIKLGK 540 
VYGKYCBKDD FSCPYHH6NL CAGHGECSAO R0QCP8GHBG DROQCPSAAA QHCVKSXGQfV 600 
CSQR6TCV00 RCECTDPRSX ORFCBKCPTC YTACKamNC KQCLaPHNLS QAXLDQCRTS 660 
GALMEQQHYV DQTSECF88P 6YLRXFFIIF IVTFLIGIiLK V ltXXSq VlLQ UKSNKIXSSS 720 
DYRVSASKXD KLXLQSVCTR AVTYRREKFE EXKKDXSKIAI AHETFRCHF 

60 

Seq ID NOt 481 DNA Bcquence 

Nucleic Acid Accession #t NK_003318.1 

Coding sequence t 1..2574 

65 1 11 21 31 41 51 

I I I I I I 

ATGGAATCOQ AGGATTTAAG TGGCA6AGAA TTGACAATTG ATTOCATAAT 0AACAAA6TQ 60 

AGAGACATTA AAAATAAGTT TAAAAATGAA GACCTTACTG ATQAACTAAG CTTGAATAAA 120 

ATTTCTGCTG ATACTACAGA TAACTOGGGA ACTGTTAACC AAATTATGAT GATQGCAAAC 180 

70 AACCCAGAGG ACTGGTTGA9 TTTGTTGCTC AAACTAGAGA AAAACAGTGT TCOGCTAAOT 240 

QATGCTCTTT TAAATAAATT GATTGGTOOT TACAOTCAAG CAATTGAAGC GCTTCCCCCA 300 

GATAAATATG GCCAAAATGA GAGTTTTGCT AGAATTCAAG TGAGATTTGC TGAATTAAAA 360 

GCTATTCAAG AGCCAGATGA TGCAOGTGAC TACTTTCAAA TGGCCAGAGC AAACTGCAAO 420 

AAATTT6CTT TTOTTCATAT ATCTTTTGCA CAATTTGAAC TGTCACAAGG TAATOTCAAA 480 

75 AAAAGTAAAC AACTTCTTCA AAAAGCTGTA GAACGTG6AG CAGTACCACT AGAAATGCTO 540 

GAAATT6CCC TGCGGAATTT AAACCTCCAA AAAAAGCAGC TGCTTTCAGA GGAGQAAAAO 600 

AAQAATTTAT CAGCATCTAC OQTATTAACT GCCCAAGAAT CATTTTCOGG TTCACXTOOG 660 

CATTTACAGA ATAGGAACAA CAOTTGTGAT TCCAGAGGAC AGACTACTAA AGCCAGGTTT 720 

TTATATG6A0 AGAACAT6CC ACCAC3UISAT GCA6AAATAG GTTA00G6AA TTCATTGAGA 780 

80 CAAACTAACA AAACTAAACA GTCATQCCCA TTTGOAAGAG TCXX3\GTTAA GCTTCTAAAT 840 

AGCCCAGATT GTGATGTGAA GACAGATQAT TCAGTTGTAC CTTGTTTTAT OAAAAGACAA 900 

AOCTCTAGAT CAGAATGCGG AGATTTGGTT GTGCCTGGAT CTAAAOCAAO TGGAAATOAT 960 

TCCtGtOAAT TAAGAAATTT AAAGTCIGTT CAAAATAOTC ATTTCRAGGA ACCICTOGTO 1020 

TCAGATQAAA AGAOTTCTGA ACTTATTATT ACrGATTOUl TAACCCTGAA QAATAAAAOO 1080 



1140 



wo 03/042661 



5 ACATCTAAAT OSITOMKC ^TJi^ TCCTTctSg 

GATTACATQA OCTOTTTMO AATACTTGCC 
•ITOTCAACAC CTTMGGCCA ACCIGCCTGT "CmBWec aaTTOeSTT 
ftCTCCACTTC AARATTTACR GGTTTTAGCA TCTTCTTWG ^aSwTT 
AAAGOAAGAA TTTAITCCAT TTTAAAGttG ^^^m ^AGAMCA 

r^SS OOajOCAO^. 
GTAATGGRGT GTGGAAATAT TQATCTTAAT *GTTOGC™ "^"^ XSSmCAA 
CCATGOQAAC OCAAGAGWA CTO^J^ ^80 

?= = = SES=^ 



2160 
2220 
2280 



TOCAGAGAGA ATGGGAAATC TAAGTCAA^ tit^^SSS TTCAG^T ^ATTAATCAQ 



2400 
2460 



25 IS^wS CTTCATCCIC CMOACTTTT GAWUUUU«A GG« 

Sea ID NO I 482 Protein sequence 
noteln Acce»«lon «t hp_0033O9.i 



30 1 " f f f f 

Lm^ 1™kv i™|0 t™»ih^ 

NPBDWLSLLL KLEKNSVPLS DALLOTOiIGR ^ff^J^ vsKOLIiOKAV ERGAVPLEML 

TSRSECafflLV VPGSKPSaro S^^^ i^HHQIP HARKVKTEQ 

ESSUAKLEE TKBYQBPEVP BSWJKQWQSK BKSBCMWg VKNDPPPAOQ 



45 



Seq ID NOi 483 ™A geouence 
Nucleic Acid Accession «: NM_003667.1 
50 Coding sequence: 1..2651 



60 
120 
180 
240 
300 
360 
420 
480 
S40 
600 
660 
720 
780 
840 



XI 21 



31 41 51 



65 ^A^CT aSSGGGAAA (aVAAJOCrlT GAIGG^ 
TTAAATTACA MAACOTOA TGAATTCTO ACroa^ 

SCO 

75 

OACCTTCATA AOAAAOATGC TOGAATGTTT CAGGCTCAAG ATGAAOCT^ S^ISS^ 1S60 

so ==m=mMs 

TCCCCTCTGT ACATTTCCCC CATTAAACTQ T TAATOG GG ^M^GCTGC ^^^^ 

1141 



wo 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



ATTTTTGCTT 
TCTGTQAAAT 
ATTTT6CTCT 
AAGTATOOOQ 
TACATGGTOO 
ACCAAOCTCT 
6TAAAACACA 
TTGTCCTTCT 
CTTCTGGTaG 
CCTCACTTTA 
AAACACCCAA 
ACTCAAGCCT 
GTGCCATCAC 
CCATOTCTTA 



CAGAATCATC 
ATTCTGCAAA 
GTGCCCTOCT 
CCTCCCCTCT 
CTCTCATCTT 
ACT6CAATTT 
TTGCCCTGTT 
CCTCTTTAAT 
TAGTOCCACT 
AGGAGQATCr 
GCTTGATGTC 
TGGTAACCTT 
CA6CTTATCC 
A 



TGrrmccTO 

ATTTQAAAG6 
GGCCTTGACC 
CTGCCTGCCT 
GCTCAATTCC 
OaACAAQGOA 
6CTCTTCACC 
AAACCTTACA 
TCCTGCATQT 
GQTQAOCCTO 
AATTAACTCT 
TACCASCTCX: 
AGTGACTQAa 



CTTACTCTGO 
AAA6CTCCAT 
ATGGGGGCAG 
TTGCCTTTT6 
CTTTOCTTCC 
GAGCTGGAGA 
AACTGCATCC 
TTTATCAOTC 
CTCAATCCCC 
AOAAAGa\AA 
GATGATGTOO 
AGCATCACTT 
AQCTGOCATC 



CAOGCCrGGA 
TTTCTAOCCT 
TTCCCCTGCT 
GGGAGCCCAO 
TCATOATGAC 
ATATTTGGGA 
TAAACTOOOC 
CTGAAOTAAT 
TTCTCTACAT 
OCTAOGTCTG 
AAAAACA6TC 
ATOAOCTGOC 
TTTCCTCTCT 



608TGGGTTC 
QAAAGTAATC 
GG0TG6CA6C 
CACCATGGGC 
CATTGCCTAC 
CTOCTCTATG 
TQPTOOCTTTC 
TAAGTTTATC 
CTTGTTCAAT 
GAOUUSATCA 
CTCTQACrCA 
TCCCftGTTCC 
GGGATTTGTC 



1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 



Seq ID NO: 484 Protein sequence 
Protein Accession #i NP_0036S8.1 



1 

MDTSRL6VLL 
PSNLSVFTSY 
LQNNQIiRKVP 
AFRSI.SALQA 
UmOtLDEFP 
TOTANLESLT 
EIYEIKVDTP 
LIBLKLT6NH 
DIHKKDAGMP 
MTIAVLALTC 
AHH6AWHENQ 
ILLCALLALT 
TKLYOILDKO 
LLVWPLPAC 
TQALVTFTSS 



11 
I 

SLPVLLQLAT 
LDLSKNNISQ 
TEALQNLRSL 
MTLALNKIHH 
TAIRTIiSNIiK 
LTGAQISSLP 
QQXiLSLRSLN 
ALQSLISSEN 
QAQDERDLED 
NALVTSTVPR 
VOCHVIOFLS 
MAAVPIJiGGS 
DLENIWDCSM 
LNPLLYILFH 
SITYDLPPSS 



21 
I 

0GSSFRS6VL 
IiIiPNPLPSLR 
QSLRLDA2IHI 
XPDYAFONLS 
EIiHFYDKPIQ 
QTVCNQLPNL 
LAHNKIAIIH 
FPBUCVIEMP 
FLliDFBEDLK 
8PLYISPIKL 
IPASBSSVFL 
KYGASFLCLP 
VKHIALLLFT 
PHFKEDLVSX* 
VPSPAYPVTB 



31 
I 

LRGCPTHCHC 
FXjEELRLAGH 
SYVPPSCFSG 

SLWLHLmnr 

FVGR8AFQHL 
QVIALSYNLL 
PNAPSTLP3L 
YAYQCCAFGV 
ALKSVQCSPS 
LIGVIAAVMM 
LTIAALEROP 
LPFGEPSTMG 
NCIUICPVAF 
RKQTYVWTRS 
SCHLSSVAFV 



41 

I 

EPOGRMLLRV 
ALTYIPKGAF 
LHSLRHLWLD 
RIHSLGKKCF 
PBLRTLTUI6 



IKTiDLflSNLL 
CEKAYKI6NQ 
PGPFKFCBHL 
LTQVSSAVLA 
SVXYSAKFET 
YMVALILLHS 
LSPSSLIMLT 
KBPSLNSXNS 
PCL 



51 

I 

DCSDLGL6EI* 
TGIiYSLKVUI 
DNALTEIPVQ 
DQLHSLBTIiD 
ASQXTEFPDIi 
RLQRZDliRBN 
SSFPXTGIiBO 
HNKGDN8GMD 
LDGHLIRIGV 
GVDAFTFGSF 
XAPF8SLKVI 
LCFIiOnZAY 
FI8PBVIKFZ 
raVBXQSCDS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



Seq ID NO I 465 DNA sequence 

nucleic Acid Accession fit NM_005756.1 

Oodlng sequencei 73.. 3117 



I 

AOCCAOC009 
CTOGGGGTCA 
GTTTTACTGA 
TCCCTGOAAG 
GTCAOTTTTG 
AOCTTACTCC 
GCTTCAGGOG 
GCATTTTTTA 
CAACATATAA 
GAGCTCAACA 
GAOGCCCAAA 
TGT6CT6CAA 
TCTGTCAGGA 
CAGGATCCCA 
TCCATCOCAG 
GCTGAGCCTC 
CAACCOCTTT 
CCACAGTCTG 
CCTGTGAAAG 
AG OGCACCT C 
CMOTQTtQC 
GAAATOATCA 
GCTCAAAGAT 
ACTATAAGTC 
TTGAACACAA 
CAAGCTCCTG 
CCA6CTCATG 
TTGTTTCAGG 
GTTGCAAACC 
AACCOOAGOC 
GGCAGAOQAG 
ATCTGTAGCT 



TCAATTTTTC 
TACCXTTCCA 
CTCCTGGACT 
TTTCTTCATT 
TACCTGGCCC 
ATTGTCQOTT 
AACTATGGGC 
ATCAACAACA 
CTGAAOOTCA 



11 
I 

AGGAGGOaAO 
GGATGGTTTT 
CGTTCAAGAT 
AAGATACTGA 
CCCCCTCCTC 
CTTCAAA06A 
TCAAACCCCA 
GAGGTGAGAT 
CGAATGGCAC 
AAACCCTGCA 
GCACAT TAAA 
TAGG06CTTT 
TACCCTGCCC 
TTGTCTGTCT 
TGOTOCCTOO 
CAGATTATTC 
CACCCCAGOC 
AAAOGATCIC 
CCTCATTTTC 
CTGTGCAGAC 
AGATGOAaAA 
ACCAAOrCAO 
TGCTGAA7U3T 
TAACCTCCCC 
CTACCTTTGT 
A6AACA0TAT 
AGATGGAGCT 
ATCCTTCCCr 
TOACaTTCAO 
AGGATGA6TT 
QCTGGTCA6A 
GTAGCCATCT 
CTCAAATGAT 
TGTCAGTGAC 
AAATCCTCAT 
CQTQ8ATTQC 
ATTTTCTCTP 
TTGTCAAAGT 
GGGOOOTACC 
TTOGATCCTA 
ATQCA8TATT 
GCATGTTCAT 



21 
I 

GGGGAOGTGT 
CTCTGTCAOG 
ATTCCTTOTC 
TAATTCCAOT 
CAATGAGGTT 
AACAGAAAAA 
OAGAAATATC 
CATGTTTCAA 
CTTAACTGGA 
AACCCTAAGT 
TTGTACATTC 
G6AAAGM3TA 
TTCCTCCCCA 
TGCTGAOCaT 
GGGCACIGTO 
AOCTGTQACC 
TTCAGCTCCC 
TTCCCCTATG 
CTCTOCCACC 
AGACRTOGTC 
GOCTCXGTCC 
CAGACTCCTT 
AGTGGATGAC 



GGCCCAAQAC 
TGGCACAATT 
AGCTTCX3VGG 
GGAGAAOCTC 
GAACTTQACA 
AACAQTGAGA 
CAATGGCTGC 
AACAAOCTTC 
GGCTCTGA08 
TCTTGTAACC 
CCAGCTGTGT 
TCTQTATAAO 
GGTCTCATTC 
ATTTAATACT 
AGCT6TGQTT 
TQGQAAATTC 
CTACATTAOQ 
'AVl W itCPO 



31 
I 

GCACAQAGGT 
CAGTGTGGCC 
ATCATTTGTC 
TTGTCACX»C 
GAAACAACAA 
ACTAAAATCA 
TGCAATTTGT 
TAIGATAAAG 
GTCCTGTCTC 
QAQACTTACT 
AOUITAAAAC 
AAGATTCX3AC 
GAA6AGTTGG 
GCAOOTGGCC 
CTTTCCCAGG 
CACAATGTTC 
ATAGCTTCCA 
CCCCAAACCC 
GTGTCTGCCC 
AACACCAGCA 
TTGGGCAGCC 
CATTCXXXX3C 

attggcx:tac 

CrQGCTGTGA 
0CT6CAAATC 
ACrCTTCCT T 
GTTCAGTTCA 
TCTCTGATCA 
AGAAAOGTGA 
TGTGTATTTT 
TCTGTCAAAG 
GGC3QTTCTGC 
TTCATTACAT 
TACATAGCTT 
GCTGCTCTGC 
AT6CAAG0CC 
AOTG6ATGG 
TACATCOOAA 
GTQACCATCA 
COCAATGGTT 
GtGGTQGQAT 
OTTCAOCTCT 



41 

I 

TCTCCACTTT 
ATGTTGGCAG 
TTCATGTCGT 
CACCTGCTAA 
GCCTCAATGA 
CTATAGTAAA 
CATCTATTTG 
AAAGCACTGT 
TAAGTGAATT 
TTATAATOTO 
TGAATAATAC 
CAATGGAACA 
QAAAGCTTCA 
CACCATTTTC 
TCCCCAAA6C 
CCTCTCCAAT 
GCCCTGCCAT 
ATGTCTOOGO 
CTGOQAATGT 
GTATTTCTGA 
TGGAGOCTAA 
CTQACATGCT 
AGCTQAACTT 
TCAQAOTQAA 
TTCAGGTTTC 
CATOGCTGAT 
ATTTTTTTGA 
GCTA06TCAT 
CAGTCACATT 
OGGACTTGGO 
ACAGGAGATT 
TGGACCTATC 
ATATTGGTTO 
TTGAAAAGAT 
TTCTGCTGAA 
TCTGCATCTC 
GCCTAGAAGC 
A ATAC ATCCT 
TCCTGACTAT 
GACOGGATGA 
ATTTCTOTQT 
OTGQAATTAA 



51 
I 

GTTTTCTGAA 
AACTGAAGAA 
TCTGGTAACA 
ATTATCTGTT 
TGTTACTTTA 
AACCTTCAAT 
CAATGACTCA 
TCCCCAGAAT 
AAAAOGCTCA 
TGCTACAGCA 
AATGAATGCA 
CTGCTGCXGT 
GTGTQACCTG 
TTCCAGCCAA 

TACCTcrrrr 

AGQQGASATT 
TQACATQCX:C 
CACCCXaCCT 
CAACACTAGC 
TCTTGAQAAC 
CCTCQCAGGA 
GGCCCCTCTG 
TTCAAACACG 
TGCCAQTAGT 
TCTGGAAACC 
GAATAATTTA 
AACACCTGCr 
ATCATCGAGT 
AAAGCAC3VTC 
CAGAAATGOT 
GAAT6AAACC 
TAGGACATCT 
TGGGCTTTCA 
COSQAGGGAT 
CCTOGTCTTC 
AGTGGCTGTA 
ATTCCATATG 
TAAATTCTGC 
ATCCCCAGAT 
CTTCTGCT60 
GATATTTTTQ 
AAAGAAOAAO 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 



1142 



wo 03/042661 



, AAOAAAATGT «GGAAGCAA TG^GCG^ fgfo 

5 oysctcxaa i^rKMA CNBia^ asso 

?^a^GA GGAAT«3GGT CTCTTTTAGT GTTC^^ 

TCATACAGTG CCTTTGAGCA AGTTAGC5ARA AGMGCCCCC aCCCTCTTGG 3900 

TGGGTCATGG TTTGAO^C AGAGTGAGM ACCATAT^ 

ATACACTGCX: GCTTCTCAAA TCCCCA^ SaAATMA TTGCCGTTCT TTAAAAGGCA 4200 

CTTCTCTTAA AAAGGTACAT ATATATOOAA A^AATC^ ZS^Jnrr AQAGCTATAA 4260 

GGGAACTGTC CTACACTGCT ATTGTTQCTA CATGIAivjua AAGTACATCC 4440 

TATACAGGGTCTATCTTGCTTOCTA^^^^ ,500 

TTATTAGGAA CATTTCAAAC CCCTTTTAGT ^^^^mC ^^^^ TCTGTGAGTG 4560 

ATTTCAAGTG AATGTTOSAT CraCW^ ,^20 
'^S CTOACTTGrrC TTTCCAATAT TTCTTTTCTO ATrTATTTAA TTTTCTTGTA TriaiAiA,* 

^ SSSSma atSaat caatgaaata aatttgcagt taaga 



40 

45 

50 

55 

60 

65 

70 

75 

80 



Seq ID NOi 486 Pi"ftt:eln sequence 
Protein Accession ft: NP_00S747,1 



MVPSVRQCGH 
PSSNEVETTS 
QNQHITNGXL 
NACAVIAALE 
SQSIPWPRA 
MPPQSETISS 
ENQVLQMEKA 
NTTISLTSPS 
KLPAHDMELA 
HINPSQDELT 
TSVLPAQMMA 
VFLLDSWIAIj 
FCIVGWGVPA 
FliLNVSMPIV 
VTPMYLPAIF 
QTVNQ6VS6S 



11 
1 

VGRTBEVXiLT 
IjIIDVTIjSLLP 
TGVLSLSELK 
RVKIRPMEHC 
TVLSQVPKAT 
PMPQTHVSGT 
LSLGSLEFNL 
LAUWIHVNA 
SRVQFNFFET 
VRCVFI4DLGR 
LTPITYIGGO 
yKMQGLCISV 
VWTIILTIS 
VLVQLCRIKK 
NTLQ6PP1PI 



21 
I 

FKIFLVXZCL 



RSELNicmrr 

CCSVRIPCPS 
SFABPPDYSP 
PPFVKASFSS 
AOEKIMQVSR 
SSPNTTTPVA 
PAIiFQDPSIiE 



XiSSIFLSVTIi 
AVFLHYFUiV 
PDKYGLGSYG 
KKQLGAQRKT 
PYCVAKEMVR 
TNSTTLLVNN 
GRKAIiRRTSK 



31 

HWLVTSLEB 

Hicanissioi 

LSBTlfFIMCA 
SPESLEKLQC 
VTHKVPSPIG 
PTVSAPANVN 
bmSPPDMLA 
QDPM1LQVSL 
MLSLISYVIS 
GCSVKDSRUY 
VTYIAFEKIR 
SPTWMGLEAF 
KFPNGSPDDF 
SIQDIiRSIAO 
KQWRRYLCCG 



41 



51 



RQSUHFIEQM 



DTDNSSLSPP 
DSAFFRGEIM 
TAEAQSTZHC 
DLQDPIVCLA 
EIQPLSPQPS 
TTSAPPVQTD 
PLAQMiLKW 
ETQAPENSIG 
SSVAiaiTVRN 
ETICTCSHLT 
RDYPSKILIQ 
HMYLALVKVF 
CWINNNAVFY 
I.TPLU3ZTHG 
KbRLAENSDH 
NASTERKGVS 



PAKLSWSFA 
PQYDKESTVP 
TFTIKLNNTM 
DHFBGPPFSS 
APIASSPAID 
rVNTSSISDL 
DDIGLQI^S 
TITLPSSLMN 
XiTIOIVTVTUC 
SFGVLLDL8R 
LCAALLIiLtn. 
MTYlRlOriLK 
ITWGYFCVI 
FAFFAHGPVN 
SKTATHGLKK 
FSVQNGDVCL 



60 
120 
IBO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



Seq ID NOx 487 DMA sequence 

Nucleic Acid Accession ftt Eos sequence 

coding sequences 1..2904 



jVTGQTTTTCT 
TTCAAGATAT 
QATACTGATA 
AAGGAAACAG 
CCCCAGAGAA 
GAGA TCATG T 
G6CA0CTTAA 
ATAAAACTQA 
ATTOGACCAA 
GAGTTGGAAA 
OOTGOaXAC 
TOCCAGGTCC 
AATGTTCCCT 
GCTTCCAGCC 
CAAACCCATG 
TCTGCCCCTG 
AOCAGCAGTA 
GQCAGCCIGG 



11 
I 

CTGTCAGQCA 
TCCTTGTCAT 
ATTCCAGTTT 
AAAAAACIAA 
ATATCTGCAA 
TTCAATATGA 
CTGGAGTCCT 
ATAATACAAT 
TGGAACACTG 
AGCTTCAGTG 
CATTTTCTTC 
CCAAASCTAC 
CTCCAATAGG 
CTGCCATTGA 
TCTCGGGCAC 
GGAATGTC3\A 
TTTCrOATCT 
AGCCIAACCT 



21 



GTGTGGCCAT 
CATTTGTCTT 
GTCACCACCA 
AATCACTATA 
TTT6TC3WPCT 
TAAAC3AAAGC 
GTCTCTAAGT 
GAATGCATGT 
CTG CTGTT CT 
TGAOCTGOa 
CT fiCCAAT CC 
CTCTTTTGCT 
GGAGATTOUV 
CATGCOCOCA 
CCCACCTCCT 
CACTACC3U3C 
TGAGAACCAA 
GGCAGQAOAA 



31 

CrnGGCAGAA 
CATGTCGTTC 
CCTGATGTTA 
GXA2UVAACCT 
ATTTGCAA!IO 
ACTGTTCCCC 
GAATTAAACA 
QCTOTAATAG 
GTCaGGATAC 
QAIOCCATTG 
ATOOCMTGO 
GAGCCTCCAG 
CCCCTTTCAC 
CAGTCZGAAA 
GTGAAASCCT 
GCACCTCCTG 
GTOTTGCAGA 
AIGATCAACC 



41 
I 

CTGAAGAAGT 
TGGTAACATC 
CTTTAAGCTT 
TCAATGCTTC 
ACTCAGCATT 
3U3AATCAACA 
CATTAAATTG 
CTGCTTTGGA 
OCTGCCCTTC 
TCTGTCTTGC 
TGCCTO^GGC 
ATTATTCACC 
CCCAGCCTTC 
CGATCTCTTC 
CATTTTCCTC 
TCCAGACAGA 
TGGAGAAOGC 
AAGTCAQCAG 



51 

TTTACTGACG 
CCTGGAAGAA 
ACTCCCTTCA 
AGG06TCAAA 
TTTTAGAGGT 
TATAACQAAT 
TACATTCACA 
AAGAGTAAAG 
CTGCCCAGAA 
TGACCATCCA 
CACTGTGCTT 
TGTGACCCAC 
AGCTCOCAXA 
CCCTATGCCC 
TCCCACCGTG 
CATCGTCAAC 
TCTGTOCTTG 
ACTCCTTCAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
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wo 03/042661 PCT/US02/36810 



TG0CC3GCCT0 AOITGCTGGC CCXrTCTGGCT CAAAGATtGC TQAAACTAGT GQATGAOVTT 1140 

GGCCIACAGC TGAACTTTTC AAACROGACT ATAW5TCTAA UCTCCCCITC TTTGGCTCTG 1200 

GCTGTtSATCA GAGTGAATGC CAGTAGTTTC AACRCAACTA CCTTTGTGGC CCAAGACCCT 1260 

OCAAATCTTC AOGTTTCTCT GGAAACCCAA GCTCCTQAQA ACAGTATTGG CACAATTACT 1320 

5 CTTCCTTCAT OGCTGATGAA TAATTTACCA GCTCA3X»CA TOOAGCTAGC TTCCAGGGTT 1380 

GAOTTCAATT TTTTTOAAAC ACCTGCTTTO TTTCAGQATC CTTOOCTGGA GAACCTCTCT 1440 

CTGATCAGCT A06TCATATC ATCGAGT Q TT 6CAAACCTGA COSTCAOOAA CTTGACAAOA 1500 

AACX5TGACAG TCACATTAAA GCAC3VTCAAC CXX3AGCCAGG ATGAGTTAAC AGTQAOATGT 1560 

GTATTTTQOa ACTTGGGCAG AAATGOTOOC AOAQQAGGCT G0TC3VGACAA TGGCTGCTCT 1620 

10 GTCAAAOACA G6AGATTGAA TC2AAACCATC TQTAGCTGTA GCCATCTAAC AAGCTT0G6C 1680 

GTrCTGCTGG ACCTATCTAG GACATCTGTG CTGCCT Q CTC AAATGATGGC TCTGAOGTTC 1740 

ATTACATATA VlMUfn'i^lXSG GCTTTCATCA ATTTTTCTGT CAGTGACTCT TGTAACCTAC 1800 

ATAGCTTTTO AAAAQATCOG GAGGGATTAC CCTTOCAAAA TCCTCATCCA GCTOTOTOCT 1860 

GCTCTGCTTC TGCTOAACCT GGTCTTCCTC CTGQACTOC5T GGATTGCTCT GTATAAGATC 1920 

15 CAAGGCCrCT GCATCTCAGT GGCTGTATTT CTTCATTATT TTCTCTTGGT CTCATTCACa 1980 

1GQATQGGCC TAGAAOCATT CCATAT8TAC CTU GC CLTm TCAAAOTATT TAATACTTAC 2040 

ATCOQAAAAT ACATCXHTAA ATTCT6CATT OTOQOTTGGO QGOTACCAGC TGTGGTTGTG 2100 

ACCATCATCC TGACTATATC CCCAGATAAC TATGGGCTTG GATCCTATGG OAAATTCCCC 2160 

AATGGTTCAC CGGATGACTT CTGCTGGATC AAOUVCAATG CAGTATTCTA CATTAOGGTG 2220 

20 6TGGGATATT TCTGTSTOAT ATTTTTGCTG AAOSTCAGCA TOTTCATTGr GGTCCTGGTT 2280 

CM3CTCT0TC GAATTAAAAA GAAQAAOCAA CTGGQAOCCC AOOSAAAAAC CAQTA TTCAA 2340 

GACCTCAG6A GTATOGCTGG CCTTACATTT TTACTGGGAA TAACTTGGGG CTTTGOCTTC 2400 

TTTGCCTGGG GACCAGTTAA CGTGACCTTC ATGTATCTGT TTQCCATCTT TAATACCTTA 2460 

CAAGGATTTT TCATATTCAT CTTTTACTGT OTOOCXaAAO AAAATGTCAG QAAGCAATGG 2520 

25 AG6CGGTATC TTTGTTGTG6 AAAGTTAGGG CTGQCT G AAA ATTCTGACTO GAGTAAAACT 2580 

GCTACTAATG GTTTAAAQAA GCAGACIGTA AACXSUU36AG TGrCCAGCTC TTCAAATTGC 2640 

TTACAGTCAA GC»GTAACTC CACTAACTCC ACCACACTOC TA6TGAATAA TGATTGCTCA 2700 

0TACACX3CAA GCGQGAATGO AAATOCTTCT ACAGAGAGGA ATGGGGTCTC TTTTAGTGTT 2760 

CAGAATGGAG ATGTGTGCCT TCACX3ATTTC ACTGGAAAAC AGCACATGTT TAAOOAQAAO 2820 

30 GAAGATTCCT GCAATGGGAA AGGCOSTATG GCTCTCAOAA GGACT7CAAA 6CGGGQAAGC 2880 
TTACACTTTA TTGAGCAAAT GTGA 

Seq ID NOt 488 Protein sequence 
Protein Accession #i Eos sequence 

1 11 21 31 41 51 

I 1 I I I I 

MVPSVRQOGH VGRTBEVLLT PKIPLVIICL HWIiVTSLBE DTDNSSI.SPP PDVTLSLLPS 60 

NETBKTKITI VKTFNASGVK PQRNICNLSS IQIDSAPPRO EIMFQYDKES TVPQNQHITN 120 

40 GTLTGVLSL8 ELNTLNCTPT IKLNNTMNAC AVIAALERVK IRPMEHCCCS VRIPCPSSPE 180 

ELEKXiQCDLQ DPIVCLADEP RGPPF88SQS IPWPRATVL SQVPKATSFA EPPDYSPVTB 240 

NVPSPIGBIQ PLSPQPSAPI ASSPAZDMPP QSETISSPMP QTHVSQTPPP VKASPSSPTV 300 

SAPANVNTTS APPVQTDIVN TSSISDLEMQ VLQMBKALSL GSLEPNLAGB MINQVSRLLH 360 

SPPDMLAPIA QRLLKWDDI GLQLNPSNTT ISLTSPSLAL AVIRVNASSF NTTTFVAQDP 420 

45 ANLQVSLETQ APENSIGTIT IiPSSLMNNLP AHDMELASRV QFNFFETPAL PODPSLBHiS 480 

LISYVISSSV ANLTVRNLTR NVTVTLKHIN PSQDELTVRC VFWDLGHNGQ RQGHSDMGCS 540 

VKDRRLMBTI CTCSHLTSPG VLLDLSRTSV LPAQMMALTP ITYIGCGLSS IFLSVTLVTY 600 

lAFEKIRRDY PSKILIQLCA ALLLIAILVFL LDSWIALYKM QGLCISVAVF LHYFLLVSPT 660 

WMQLEAFHMY LALVKVPNTY IRKYILKPCI VGWOVPAVW TIILTISPDN YGI/SSYGKPP 720 

50 NGSPDDPCWI NNNAVFYITV VOYPCVIPLL NVSMPIWLV QLCRIKKKKQ I/SAQRKTSIQ 780 

DLRSIAGLTF LLGITWGPAP PAWGPVNVTF MYLPAIFNTIi QGFPIPIFYC VAKENVRKQH B40 

RRYLGOOKLR LAENSDHSKT ATNGLKKQTV NQGVSSSSNS LQS5SNSTNS TTLLVMMXXS 900 

VHASGNtaiAS TBRKQVSFSV QNQDVCLHDF TQXQHMFHBK BDSCHGRGRM ALSSTSKRGS 960 
LHFIBQM 

Seq ID HOs 489 DNA sequence 

Kucleic Acid Accession fti Eos sequence 

coding sequence: 1..2811 

60 1 11 21 31 41 51 

I I I I I I 

ATG G TTTTCT CTGTCAGGCA GTGTGGCCAT GTTGGCAGAA CTGAAGAAGT TTTACTGA03 60 

TTGAAOATAT "TOCTTGTCAT CATTTOTCTT CATGTCOTTC TGGTAACATC CCTGGAAQAA 120 

^ GATACTGATA ATTCCAGTTT GTCACCACCA CCTGAGGTTQ AAACAACAAO CCTCAATGAT 180 

65 GTTACTTTAA GCTTACTCCX: TTCAAAOQAA ACAGGOGTCA AACCCCAGAO AAATA TCTGC 240 

AATTTGTCAT CTATTT6CAA TOACTCAaCA TTTTTTAGAG GTOAOATCAT GTTTCAATAT 300 

QATAAAOAAA QCACTOTXCC CXaOAATCAA CATATAACGA ATGGCACCTT AACTGGAGTC 360 

CTGTCrCTAA GTGAATTAAA AOSCTCAGAG CTCAACAAAA CCCTGCAAAC CCTAAGTGAG 420 

ACTTACTTTA TAAT6TGT6C TACAGCAGAQ GCCCAAAGCA CAT TAAAT TG XACATTCACA 480 

70 ATAAAACTGA ATAATACAAT GAATGCATOT GCrOTAATAO CTGCTTTGGA AAGAGTAAAO 540 

ATTGQAOCAA TGGAACACTG CTOCTOTTCT 6TCAGGATAC CCTGCCCTTC CTCCCCAGAA 600 

QAGTTGGAAA AGCTTCAGTG TGAGCTGCAG QATCCCATTO TCrOTCTTGC TGACCATOCA 660 

GGTGGCCCAC CATTTTCTTC CAGCCAATCC ATCCCACTGO TGCCT06GGC CACTGTGCTT 720 

TGGCAGQTCC CCAAA6CTAC CTCTTTTOCT GAGCCTOCAG ATTATTCACC T0TGACCC31C 780 

75 AATGTTCCCT CTCCAATAGG GGAGATTCAA CCCCTTTCAC CCCAGCCTTC AGCTCOCATA 840 

GCTTCCAGCC CTGCCATTGA CATGCCCCCA CAGTCTGAAA OGATCTCTTC CCCTATGOOC 900 

CAAACCCATG TCTC06GCAC CCCACCTCCT OTGAAAaCCT CATTTTCCTC TCCCACOQTS 960 

TCTGCCCCXO GQAATGTCAA CACTACCAGC GCACCTCCTO TCCAQACAGA CATOGTCAAC 1020 

ACCAGCAGTA TTTCTGATCT TOAGAACCAA GTGTTGCAGA TGGAQAAGGC TCT GTCCTT O 1080 

80 GGCAGCCTGG AGCCTAACCT OGCAGGAGAA A7QATCAACC AAGTCAGCSUS ACTGCTTCAT 1140 

TCCC03CCTO ACATGCTGGC CCCTCTGGCT CAAAGATTGC TGAAAGTAGT GGATGACATT 1200 

GGCCIACAGC TGAACTTTTC AAACACGACT ATAAGTCTAA CCTGCCCTTC TTTGGCTCTG 1260 

GCTGTOATCA GIVGTGAATGC CASTAGTTTC A ACACAA CTA OrmX T S OQ C CCAAOACCCT 1320 

GOkAATCTTC AOaTTTCTCT GGAAACCCAA GCTCCTGAGA ACAGTATTGG CACAATTACT 1360 
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5 
10 
15 
20 
25 
30 
35 
40 
45 



CTTCCTTCAT 
CAGTTCAATT 
CTGATCAGCT 
AA06TGACAG 
GTATTTTGGG 
GTCAAAGACA 
GTTCTGCTGO 
ATTACATATA 
ATAGCTTTTG 
GCTCTOCTTC 
CAAQGCCTCT 
TGGATGG6CC 
ATCCGAAAAT 
ACCATCATCC 
AATGGTTCAC 
6TG6GATATT 
CAGCTCTGTC 
GACCTCAGGA 
TTTGCCTGGG 
CAAGGATTTT 
A6GCG6TATC 
CA6AGGAATG 
GGAAAACAGC 
CTCAGAAGGA 



CGCTGATGAA 
TTTTTGAAAC 
ACGTCATATC 
TCACATTAAA 
ACTTGGGCAG 
GGAGATTGAA 
ACCTATCTAG 
TTGGTTGTGG 
AAAAGATCCG 
TGCTQAACCT 
GCATCTCAGT 
TAGAAGCATT 
ACATCCTTAA 
TGACTATATC 
OGGATGACTT 
TCTGTGTGAT 
GAATTAAAAA 
GTATCGCTGQ 
GACCAGTTAA 
TCATATTCAT 
TTT6TTGTGG 
GGGTCTCTTT 
ACATGTTTAA 
CTTCAAAGCG 



TAATTTACCA GCTCATGACA TGGAGCTAGC TTCCAGGGTT 
AOTGCTTT6 TTTCAGGATC CTTCCCTGGA GAACCTCTCT 
SoTOTT GOU^CCTOA OOGICAGGAA CTTCACAAGA 
GCaStSaC CCX»GCX3«3a ATGAGTTAAC A6TGAGATQT 
AAATGGTGGC AGAGGAGGCT GGTCAGACAA TGGCTGCTCT 
TGAAACCATC TGTACCTGTA GCCATCTAAC AAGCTTOTGC 
GACATCTGTG CTGCCTGCTC AAATGATGGC TCTGAOQTrC 
GCTTTCATCA ATTTTTCTGT OWnGACXCT IGTAAOCTAC 
^S^S OCTTOAAAA TCCTCATCCA GCTGTGTGCT 
^SSc SSSSSS GGATTGCTCT GTATAAGATC 
GGCTGTATTT CTTCATTATT TTCTCTTGGT CTCATTCTjCA 
CCATATGTAC CTGGCCCTTG TCAAAQTATT '^^^^ 
ATTCTGCATT OTCXJOTIGGO GOGTACCAGC TGTGGTTGTC 
CCCAGATAAC TATQGGCTTG GATOCTATGQ GAAATTCCCC 
CTGCTGGATC AACAACAATG CAGTATTCTA CATTAOTGTO 
ATTTTTGCTO AACGTCAGCA TOTTCATTQT GGTCCTGGTT 
GAAGAAGCAA CTQGQAGCCC AQCGAAAAAC CAGTATTCAA 
CCTTACATTT TTACTGG6AA TAACTTGGGG CTTTGCCTTC 
CGTGACCTTC ATCTATCTGT TTGCX:ATCTT TAATACCTTA 
CTTTTACTGT GTGGCCAAAG AAAATOTCAG GAAQCAATG6 
AAAQTTACX5Q CTGGCTGAAA ATTCTGGAAA TGCTTCTACA 
TAQTOTTCAG AATGGAGATG TGTGCCTTCA CGATTTCACT 
SaQAAQGAA GATTCCTGCA ATGGGAAAGO CCClTATOGCr 
GGGAAGCTTA CACrrTTATTQ AGCRAATGTG A 



1440 

1500 

1S60 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 



Seq ID HOi 490 Protieln sequence 
Protein Accession #: Eos sequence 



MVFSVRQCGH 
VTLSLLPSNB 
LSLSEIiKRSB 
IRPMEHCCCS 
SQVPKATSFA 
QTHVSGTPPP 
GSIJSPNLAGE 
AVIRVNASSP 
QPNFFETPAL 
VFWDLGRNGQ 
ITYIGCGLSS 
QGLCISVAVP 
TIILTISPDN 
QLCRXKKKKQ 
QGPPIPIFYC 



11 

I 

VGRTEEVLLT 
TQVKPQRNIC 
imCTLQTLSB 
VRIPCPSSPE 
EPPDYSPVTH 
VKASFSSPTV 
MXNQVSRLLH 
NTTTFVAQDP 
FQDPSLEiniS 
RGGWSDNGCS 
IFI1SVTI.VTY 
LHYFLLVSFT 
YGL6SYGKFP 
LGAQRKTSIQ 
VAXENVRKQH 



21 
I 

FKIPLVIICL 
NLSSIOIDSA 
TYPIMCATAE 
ELEKLQCDLQ 
NVPSPIGEIQ 
SAPANVNTTS 
SPPDMLAPIA 
ANLQVSLETQ 
LISYVISSSV 
VKDRRLMBTI 
lAFEKIRRDY 
HMGLEAFHMY 
NQSFDDFCNX 
OLRSXAGLTF 
RRYLC06KLR 



31 

1 

HWLVTSLEB 
PPRGEIMFQY 
AQSTLNCTPT 
DPIVCLRDHP 
PLSPQPSAPI 
APPVQTDIVN 
QRLLKWDDI 
APENSIGTXT 
AMLTVSNLTR 
CTCSHLTSPG 
PSKIIiIQLCA 
LALVKVFNTY 
HNNAVFYITV 
IiLGITHGFAF 
LAENSGNAST 
HFIBQM 



41 
1 

DTDNSSLSPP 
DKESTVPQNQ 
IKI2INTMNAC 
RGPPPSSSQS 
ASSFAIDMPP 
TSSISDLENQ 
GLQLNPSNTr 
IjPSSLMNNLP 
NVTVTLKHIM 
VLLDLSRTSV 
ALUiLMLVFIi 
IRKYILKPCX 
VGYPCVIFLIi 
FAWGPVNVTF 
ERN6VSPSVQ 



SI 

PBVETTSLND 
HITNGTLT6V 
AVXAALERVK 
IPWPRATVIi 
QSETISSPMP 
VLQMEXALSL 
XSLTSPSIiAIi 
AHDMELASRV 
PSQDELTVRC 
LPAQMMALTF 
IDSWIALYKM 
VGMGVPAVW 
NVSMPIWLV 
MYLFAIPHTL 
NQDVCLHDPT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



SO 

55 

60 

65 

70 

75 

80 



Seq IS NO: 491 PMA aeouence 

Nucleic Acid Accession #! Eos seqaence 

Coding sequence I 1..3045 



11 21 31 «■ f 

LgOIITTCT CTOTCW38<a OTOTGGCttT GTTGGCftGRA CTGAAGAACT r^^^^ 
J?^""rl SStTOTCRT CATTTGTCTT CMGTCOTTC TWJTftACATC CCTGQMOWV 
nS^™ ScA^ CCTOCriUUlT XHTCIOTtOt aOTTTT^ 

aSiTGA AACAACAWSC CTCAftTSlVtO TtPCITlMO CTW^COT 
SSJSo^ SmAAMM TAAAATCACT ATMTARAAA CCrrCRATQC 'TCASGOBTC 
I^SS^ CT^^CTO CAATTTGTCA TCIRTTTOCA ATOACTCAGC ATTTTTTA» 

StOTCACCT TAACrOQACT CCTOTCICTA AOTOAATTAA AAOOCICRGA SCJ^f^ 

SS^?^^ otiaStoa gacttacttt ataatgtgio ciacrgcrga omccamgc 

S^tSc AATAAAACTQ AATAATACAA TGAMeCMG 
S^StSo aSUaSIAAA GATTOGAOCA AIGGAfl^CT GCTG^T^ ^OTCAQ^TA 
COCTQCCCIT CCrCCCCftOA AGACTTOQGA AAGCTTCAGT SIGACCXGW ^^^^^^ 

SaACCATCC ACGTGQCCCA OCAWTTOT OCMOCAATC 

oTocxnasBG ccAcrerocr TTCCxaooic occaaaccta ccicottgc iGjGccrcra 
SS^?^ SStoacLv caatottccc tctccaatao gggagattca M^TTia 

Sktcccat accttccagc cctgccattg aovtgcccoc 
^SScTT OTcSSrecc ccaaacccat OTcrasocA oxsaccTCC toto;*^ 

i^SS SccaCCGT GTCrOCCCCT OCOAAMICA ACACIACCAG CGOCCTOCT 
SISS ^^Sk CACCAGCAOT A'WCTGATC TTmG^ A^ST^ 
CICTGTCCTT GGGCAGCCrc ®GCCTM^ 

aaaraacn oactccttca ttcccogcct oacatgctgo cccctc^ ^^t^ 

CrQAAA<?»a TQGATOACAT TOOCCIACAC CTMACTTIT <^^^ ^^S^ 
ACCTCCCCTT CTTTGGCTCT GOCMMATC A«OTaAATO ^^SSaG 
ACCrrTGIGG CCCAAGACCC TGCAAAICTT CAOGTITCTC TGQAAACX5» A?^TOCTO«to 

S^Sg g^^ac tcttccttca togcxqatga atamto« 

mSmCTM CraCCAGGQT TCAGITCAAT TTTrTTGAAA CACCTOCTTI emfJSSS 

SS^^ TCI<S^ TA^^ 
*iwTnif3Ra Ar-rTG;^CAAQ AAAGBTGACA GTCACATTAA AGCACATCAA uiJ.te«J*v.vj%w 

TCGTCAGACA AIG6CTGCTC TCTCARAGAC AGGftfiATTGA ATGARACCM CTGM^CTOX 
i^^^ CAAGCTTCG6 OGTTCTGCTG QACCTATCTA GGACATCTGT GCTGCCTGCT 

1145 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
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CAAATGMGO CICTGAOGTT CATTACATAT ATTGGTTGTG G6CTTTCATC AATTTTTCTG 1920 

TCAGTGACTC TTCTAACCTA GATAOCTTTT GAAAAGATCC GGAGQOATTA CCCTTCCAAA 1980 

ATCCTCATOC AfiCTCTOTGC TGCTCTGCTT CTGCTGAACC TGGTCTTCCT CCTGGA CTOQ 2040 

TGC3ATTGCTC TGTATAAGAT GCAAGGCCTC TGCATCTC3W3 TGGCXOTATT yCTI'CATTAT 2100 

T'l I CI lir mU TCTCATTCAC ATGGATGGGC CTAGAAGCAT TCCATATOTA CCTCSGCCCTP 2160 

GTCAAA0EAT TTAATACTTA CATCCOAAAA TACATCCTTA AATTCTGCAT TGTCGGTTGO 2220 

GGGOTACCAO CTOTGOTrGT GACCATCATC CPGACTATAT CCCCAGATAA CTATGOGCTT 2280 

GQATCCTATG GQAAATTCCC CAATGGTTCA COSGATGACT TCTGCTGGAT CAACAACAAT 2340 

GCAGTATTCT ACATTACGGT GGTCGGATAT TTCTGTGrGA TATTTTTGCT GAAOSTCAGC 2400 

ATCTTCATTO TGGTCCTGGT TCAGCTCTOT CGAATTAAAA AGAAGAAGCA ACT6GQA6CC 2460 

CAGGQAAAAA CCAGTATTCA A0A0CTCA60 AOTATCGCTG GCCTTACATT TTTACTQGGA 2520 

ATAACTTOGQ OCTTTGCCTT CmtlCUI ' GO GGACCAGTTA ACGTGACCTT CATGTATCTQ 25 BO 

TTTOCCATCT TTAATACCTT ACAAOGATTT TTCATATTCA TCTTTTACTG TGTGGCCAAA 2640 

GAAAATOTCA GGAAGCAATO GA06060TAT CnWriQ TG GAAA0TTA06 6CTGGCTGAA 2700 

AATTCTOACT GSAOTAAAAC TGCTACTAAT GGTrTAAAGA AGCAOACTGT AAAOCAAGGA 2760 

GTGTCCAGCT CTTCAAATTC CTTACAGTCA AGCAGTAACT CXIACTAACTC CACCACACTG 2820 

CTAOTQAATA ATGATTGCTC AGTACAOQCA AGOGGGAATG GAAATOCTTC TACAGAGAGG 2880 

AATGQGGTCT CTTTTAOTGT TCAGAATQOA GATGTGTQCC TTCAOQATTT CACTGGAAAA 2940 

CAGCACATGT TTAACGAGAA GGAAGATTCC TGCAATGGGA AAGG COQTAT GQCTCTCAaA 3000 
AGGACTTCAA AGOGGGGAAG CTTACACTTT ATTGAOCAAA TGTGA 

Seq ID NOt 492 Protein sequence 
Protein Accession #t Eos sequence 

1 11 21 31 41 51 

I I I I i 1 

MVFSVRQOGH VGRTEEVLLT PKIPLVIICL HWLVTSLEE DTONSSLSPP PAKLSWSFA 60 

PSSMEVETT8 LNDVTLSLLP SNETEKTKIT IVKTPNASGV KPQRNICKLS SICKDSAPFR 120 

GEIMFQYDKB STVPQNQHIT NGTLTGVLSL SELKRSBLNK TLQTLSETYP IMCATAEAQS 180 

TLNCTFTIKL NNTMNACSIAI AALERVKIRP MEHOCCSVRI PCPSSPEBLO KLQCDUJDPI 240 

VCLADBPRGP PF6S8QSXPV VPRATVXiSQV PKAT8FABPP DYSPVTHNVP SPIGEIQPIiS 300 

PQPSAPIASS PAIDMPPQSE TISSPMPQTH VSGTPPPVXA SPSSPTVSAP ANVNTTSAPP 360 

VQTDIVNTSS ISDLEKQVLQ MEKAliSLGSL EPNLAGEMIN QVSRLLHSPP DMLAPLAQRL 420 

LKWDDIGIiQ LNPSNTTISL TSPSLAIAVI RVNASSFNTT TPVAQDPANL QV8LBTQAPE 480 

MSIGTITLPS SU4KKLPAHD MELASRVQFN PFETPALPQD PSI*EIILSLIS YVISSSVAML 540 

TVSNLTRHVT VTLKHINPSQ DBLTVRCVFW DU3RKGGBGG WSDNGCSVKD RRLNETICTC 6O0 

SHLTSPGVIA DLSRTSVLPA QMMALTFXTC IGOtSLSSIFL SVTLVTYIAP BKIRRDYPSK 660 

ILIQLCAALI, LLMLVPLLDS WIALYKMQGL CISVAVPLHY PLLV8PTWM0 LEAFHMYLAL 720 

VKVPNTYIRK YILKFCIVGW GVPAWVTII LTISPDNYGL GSYGKPPNGS PDDFCWINNN 780 

AVFYITWGY PCVIFLIiMVS MPIWLVQLC RIKKKKQLGA QRKTSIQDLR SIAGLTFLLO 840 

ITWOFAFFAW OPVBVTFMYL FAIFNTLQGP PIFIPYCWAK EMVRKQHRRY LCOGKLRLAB 900 

NSDWSKTATO aLKKQTVNQG VSSSSN8LQS SSNSTNSTTIi LVHNDCSVHA SGNGMASTBR 960 
MGVSFSVQNG DVCLHDFTGK QHMF19ERBDS GHOKaRMALR RTSKRG8LHF XBQM 

Seq ID KOi 493 DMA eequence 
Nucleic Acid Accession 9: NM_015507 
Coding sequence t 241.. 1902 

1 11 21 31 41 51 

C0GCAGAG6A GCCTOOOCXa CWCTAOCCAG GGOGOCCCCA GOCCCTCCCC AGGCCJGOGAO 60 

O0CCCCT6CC GOGGTCCCTO GCCTCCOCTC OCAGACIGCA GQGACAGCAC COGGTAACTO 120 

CQAGTGGAGC GQAGGACCCG AGCGGCTGAG GAGAGAGQAO GCGGCXSGCTT AOCTGCTAOG 180 

GGGTCCGGCC GGCGCCCTCC CGAGGGOGOC TCAGGAGGAG GAAGGAGGAC COG TGOGAg A 240 

ATOCCTCTOC CCTGGAGCCT TGOGCTCCOQ CTQCTGCTCT C3CTGGGTGGC AGGTOGTTTC 300 

GOGAA06GGO OCAGTGCAAO GCATGACQGQ TTQTTAGCAT GGGCAOSTCA 6CCTGGG6TC 360 

TGTCACTATG GAACTAAACT GGCCTGCTGC TAOGGCtGQA GAAGAAACAO CAAGGGAGTC 420 

TGTGAAGCTA CATGO6AA0C TGGAT6TAA0 TTTGGTOAGT GCGTGGGACC AAACAAATGC 480 

AGATGCTTTC CAGQATACAC OGGGAAAACC TGCAGTCAAG ATGTGAATGA GTG TQGAAT G 540 

AAACCCOQGC CATGCCAACA CAQATGTGTG AATACACAOO 6AAGCTACAA GTGCTTTTGC 600 

CTCAGTOGCCACATacrCAT GGCAOATGCT AOSTOTGIGA ACTCTAGGAC ATGTGCCATG 660 

ATAAACTGTC AOTACAGCTG TGAAOACACA GAAQAAGGGC CACA0T6CCT OTGTC CATCC 720 

TCAGGACTCC GCCTGGCCCC AAATGGAAGA GACIGTCTAO ATATTOATGA ATGTOCCTCT 780 

GGTAAAGTCA TCTGTCCCTA CAATCGAAQA TGTGTGAACA CATTTGGAAO CTACTACTGC 840 

AAATGTCACA TTCGTTTCJQA ACTGCAATAT ATCAGTG6AC GATATGACTG TATAOATATA 900 

AATGAAT6TA CTATGGATAQ OCATA0GT6C AGGCACCATO OCAATTGCTT CAATA CCCAA 960 

GG6TCCTTCA AGTGTAAATO CAAGCftflOGA TATAAAOGCA AX0GACTTO3 GTOTTCTGCT 1020 

ATCCCTGAAA ATTCTGTGAA OGAAOTCCTC AQAGCACCTG GTACCATCAA AGACAQAATC 1080 

AAGAAOTTOC TTGCTCACAA AAACAGCATG AAAAAGAAGG CAAAAATTAA AAATGTTACC 1140 

OCAOAACOCA CCatfSGACTCC TACCOCTAAG GTOAACTTGC AGCCCTTCAA CTATGAAOAG 1200 

ATAOTTTOCA GAOQCGGGAA CTCICATOGA GGXAAAAAAG GOAAXOAAGA QAAAATGAAA 1260 

GAGGGQCTTO AGGATOAOAA AAOAGAAGAG AAAGCCCTQA AGAATGACAT AQAGGAGOGA 1320 

AGGCTGOGAO QAGATGTGTT TTTCCCTAAG GTGAATGAAG CAGGT6AATT CXSQCCTGATT 1380 

CTCGTCCAAA GGAAAGCXSCT AACTTOCAAA CTGGAACATA AAQATTTAAA TAT CTCGG TT 1440 

GACTGCAGCT TCAATCATGO GATCTOIGAC TGGAAACAGO ATAGAQAAGA TGATTTTGAC 1500 

TGGAATGCXO CTGATOGAOA TAATGCTATT QGCTTCIATA TG6CAOTT0C GGCCTTGGCA 1560 

GOTCACAAGA AAGACATTCG COGATTOAAA CTTCTCCTAC CTGAOCTGCA ACCCCAAAGC 1620 

AACTTCTGTT TGCTCTTTGA TTACOGOCTO GC0GGA6ACA AAGTOOGGAA ACTTCGAGTQ 1680 

rrTOTGAAAA ACAGTAACAA TQCCCTOGCA TGGQAGAAGA CCAOQAGTQA GGATG AAAAQ 1740 

TGGAAGACAO GGAAAATTCA OTTGTATCAA GQAACTGATG CTACCAAAAG CATCATTTTT 1800 

GAAGCAOAAC GIGGCAAGGG CAAAAOOQGC QAAATGOCAO TGGATGGCGT CTTGCTTGTT 1860 

TGAOGCTTAT GTGCAGATAO CCTTTTATCI aTGOATQACT GAAtGTTACT ATCTTTATAT 1920 

TTOACTTTOT ATOTCAOTTC CCiWUiii TTGATATTOC ATCATAGGAC CTCTGO CATT 1980 

TTAOAATTAC TAOCTGAAAA ATTGTAATGT AOCAACAGAA ATATTATTGT AAQATGCXTT 2040 
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PCTAJS02/36810 



10 



15 



20 



TCTTGTATAA QATATGCCAA TATTTGCTTT 
TTTCTGAATC TTTCCACATT ATATTATAAA 
CAGTATATCT GATTTGTATA AGT AAGTT GA 
TAGAAAAAAA AOCACASAGA AATG TTTAAC 
TATGACATCA AAQATAGACT TTTGCCTAftO 
TOTATATTTA AATTCTTTGT AATAATAATA 

Seq ID NO: 494 Protein s equence 
Protein Accession it NP^0S6322 



AAATATCATA TCACTGTATC TTCTCAOTCA 
ATATGGAAAT GTCAGTTTAT CTCCCCTCCT 
TOAGCTTCrC TCTACAACAT TTCTAGAAAA 
TCTTTGACTC TTATGATACT TCTTGGAAAC 
TOGCTTAGCT OOGTCTTTCA TACCCAAACT 
TCC3UATCAT CAAAAAAAAA AAAAAAAA 



2100 
2160 
2220 
2280 
2340 



1 
I 

MPLPWSLALP 
CEATCBPGCK 
L&6HMLMPDA 
GKVICPVNRR 
GSPKCKCKQG 
PBPTRTPTPK 
SLRGDVFFPK 
WNPADRDNAI 
FVXNSmtALA 
SGLCFDSLLS 



11 

1 

LLLSWVAGGF 
FGECVGPNKC 
TCVNSRTCAM 
CVNTPGSVYC 
YKGNGLRCSA 
VNLQPPMYEB 
VKBAGEFGIil 
GFYMAVPALA 
WEKTTSEDEK 
VDO 



21 

GNAASARHH6 
RCFPGYTQKT 
INCQYSCEDT 
KCHIGFELQY 
IPEH8VKEVL 



31 
1 

LLASARQPGV 
CSQDVNEC3QM 
EEGPOCLCPS 
ISGRYDCIDI 
RAPGTXiCDRI 



41 

CHYGTKIACC 
KPRPCQHRCV 
SGIiRlAPNGR 
NECTMDSHTC 
KKLLAHKNSM 



LVQRKALTSK 
GHKKDIGRLK 
HKTGKIQLYQ 



LEHKDLHISV 
LIiIiPDLQPQS 
OTDATKSIIP 



DCSFNHGICD 
NFCUiFDYMi 
EABRGKGKI6 



SI 

YGMRRNSKGV 60 

NTHGSYKCFC 120 

DCLDIDECAS 180 

SBHANCFMTQ 240 

KKKAKIKNVT 300 

KALKNDIBER 360 

VtKQDREDDFD 420 

AQDKVGKLRV 480 

BXAVDGVLLV 540 



25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Sea IS KO' nmv Beouence 

^lelo acid A0CM»ion «= nm_003S0S.1 

Coding sequencei 2S9..i3''9 



11 



CTCATTTTCA <»AMaCCTO JAftMMOTA 

ATCmGGM GQOQATCTTC TQAGQMOCA i^A^M TTTTCTACCX: 300 

ATCftGaRATT TGRAGAAAAT G«S^TOTT ^CRTCTWCT ^^JJ^^ ATOTATGRRA 360 

ATGGCCTACA AaTCAOOIT 4gO 

o^^^'^"'**^ '^^^S^ JSSSSS^ ?^aSac AAMTCATOT OOTTCCACCT S40 

ACTTTCCTCr GCAAAeCaTT TOTACOACC ^GO^^*^ amTAAWOA CACTTTTO3Q «00 

TGTOGTAAAC TTreTGRGAA A3TATATTCT GMTGO*^^ ^GTTCCI 660 

ATCCGATGGC CTGftOGAOCT TGRATGTGAC USKmO^ tSSSIS AttMTCCAA ^2f> 

^SlTTG AICCACAC^C AGAATTT«T GGTC^ „0 

mCIGeOAA TTGAOCAGTG «OGCCTCW ^C^CCARl^ ^-——jiq TGCAACTCIQ 900 
TCGAGTTGTG .AAGCCATCGA OCAM*^ 

TTArreATGA TARAATACCT <JATQACWTA J^^S SJ^^ "00 

GCaftOCAAAA AGACATGCAC AOAATOGGCT «QTmiraA ^^^^ AAASCACAAT I860 

CXaUVTCAGTO AAAGTD3AA0 MTACTAOO „20 

ACATCRATGA SAGWSCWGAA SeOGQAO^ GCTM^ C«M^ 
TOTGGTGAAC CIWXSOGCC AGCAOMK JOT 

GOGWffiGSCC AOJCAGGCM TGtATCIfflA jjgO 
AAGAOMATA TTA<W»CAC TGGCCTGOa OfflfiC^ 

TOWftACCRA GCAGCCTCAA AGGTTCCACA TCTCTGCTTO rTCAC°»S i^SmCT 2400 

TACGITCTTC TTTTGCACTI AAAGTTGCAT TOCCTACTOT TA^OT^ M 

TOUUaATAA TAIGACTOIT TTCSOfiRAA ^640 

AAATGTOCAO QTIAAIAATA TTTTTTTAAI AOTQTGGOAO Mf^Bj™ irSSoCTAT 2700 

PP^TTCTM TTAIGAftSAT TCIACTCTTO 6IAA0AGTAT TTTAAOATaT «C»TOCW 2700 

5SS?^Krtcaaga™««xt|^ 

CTATCITTTT AIACATATTT OAAAATAltfK TtM«^ 2880 
ATICAAQTAT TTTXATOVTG CTATTGTCAT MWT^ 
ATTTCIAAGA AAATTCTAAA ATAGTCITCT TIT™^^ 

1147 



wo 03/042661 



AAOCftCTTAC AGTT6CTTAT ATrnTICTT TTAACTTTTG TTTCTTAACA TTTAQAATAT 3300 
TACMTTTGT ATTATACAOT ACCTTTCTCA QACATTTTSI AO 

Seq ID NOs 496 Protein eeauence 
Protein Acceseion NP_003497.1 

1 11 21 31 41 51 

I t I I I I 

HEHFTFLLTC IFLPLLR6US X«FTCEPITVP RGMKKAYNMT FFFMU1GHYD QSIAAVEMBH 60 

FLPXiANLSCS PNIETFLCKA FVPTCIEQIH WPPCRKLCB KVYSDCKKIiI DTPOIRWPBB 120 

XiBGDRLQYCD BTVFVTFDPH TBFLGFQKKT EQVQRDIGFW CPRHLKTSGG CX3YKFLGIDQ 160 

CAPPCEHMYF KSDELEFMCS PIOTVSIFCL CATLFTPLTP LIDVRRFRYP ERPI IYYSVC 240 

YSrVSLMYFI GPIjLGDSTAC NKADBKLELG DTWLGSQMK ACTVLPMLLY FFTMAGTWW 300 

VILTITWPIA AORKMSCKAI EQKAVWPHAV AWGTPGFLTV MLLALNKVEQ DNISGVCFVO 360 

LYDLDASRYF VLLPIiCMrVF VGL8LLLAGI ISLNHVRQVI QHDGRHQEKL ECKFNIRXQVP 420 

SGLYLVPLVT ItLGCYVyBQV MRITWBITWV SDHCRQYHIP CPYQAKAKAR PELALFMIKY 480 

LMTLIVOISA VFHVGSKKTC TBHAOFFKRN RXRDPI8ESR RVLQB8CBFF LKHNSKVKHK 540 

KKHYKPSSHK LKVISKSMOT STOATANHGT SAVAITSHDY LGQETLTEIQ TSPETSMREV 600 

KADQASTPRL RBQDOGEPAS PAASISRLSO EQVDGKGQAO SVSESARSE6 RXSPKSDITD 660 
10LAQSMMU3 VPSSSEPSSL KGSTSLLVHP VS6VRKEQGQ GCHSDT 

Seq XD UOt 497 UNA sequence 
Nucleic Acid Acceasion fts MM_005046 
Coding sequence: 16.. 777 

1 11 21 31 41 51 

I I I I I 1 

GOATTTGOGG GCTCCATGGC AAGATCCXTTT CTCCTGCXICC TGCAGATCCT ACTGCTATCC 60 

TTAGCCTTGG AAACTGCAGG AGAAGAAGCC CAGGGTGACA AGATTATTGA TGGOGCCCCA 120 

TQTGCRAGAG GCTCCCACCC ATGaCAOOTG GCCCTGCTCR GTQGCAATCA GCTCCACTGC 180 

GGAOQOaTOC TQOTCAATGA GOQCTGQOTG CTCACTGOOG GCCACTGCAA GATGAATGAG 240 

TACA003TGC AOCTQGGCAO TGATAOGCTO 00CX3ACAGGA GAGCTCAGAO GATCAAGGCC 300 

TCGAAGTCAT TCCX3CX3VCCC OGGCTACTCC ACACAGACCC ATGTTAATQA CCTCATGCTC 360 

GTGAAGCTCA ATAGCCAGGC CAX3GCTGTCA TCCATGOTGA AGAAAGTCAG GCTGCCXTTCC 420 

CX3C1GCX3AAC CCCCTGGAAC CACCTSTACT GTCTCOGGCT GGGGCACTAC CACGAGCCCA 480 

QATOTGACCT TTCOCTCTOA CCTCATOXGC GTOQATGTCA AGCTCATCTC CCCCCAGQAC 540 

TOCAOGAAGG TTTACAAGGA CTTACTOSAA AATTCCATQC TOTGG6CTG0 CATCCCOGAC 600 

TCCAAGAAAA ACGCCTGOUV TGGTGACTCA GGGGGACOGT TGGTGT6CAG AGGTACCCTO 660 

CAAGQTCTGG TGTCCTGGGG AACTTTCCCT T6CGGCCAAC CCAATGACCX: AGGAGTCTAC 720 

ACTCAAGTGT GCAAGTTCAC CAAGTGGATA AATGACACX:A TGAAAAAGCA TCXsCTAAOQC 780 

CACACTGASr TAATTAACTG TGTGCTTCCA AtiAOAAAATO CAGAOGAGTO AOGAOSCCQA 840 

TGACCTATGA AGTCAAATTT GACTTTACCT TTCCTCAAAO ATATATTTAA ACCICATGCC 900 

CTGTTQATAA ACX3UITCAAA TTG0TAAA6A CCTAAAAOCA AAAGAAATAA AQAAACACAA 960 
AACOCTCAA 

Seq ZD NOt 498 Protein sequence 
Protein Acceasion ftt NP_005037 

1 II 21 31 41 51 

NARSLLLPLQ ZLUiSLALBT IgSEAQGDKI IDGAPCARGS RPWQVALLSQ HQLBOGGVLV 60 
NERHVLTAAH CKMHEXTVHL GSDTLODRRA QRIXASK8FR HPGY8TQTHV HDLMLVKLKS 120 
QARLSSMVKK VRLPSRCEPP OTTCrVSGHO TTTSPDVTFP SDLMCVDVKL ISFQDCTKVY 180 
KDLLENSMLC AGIPDSKKMA CNGDSGGPIiV GRGTLQGLVS HGTFPOGQPN DPGVYTQVGK 240 
PTKWINDTMK KKR 

Seq ID NOt 499 DMA sequence 
Nucleic Acid Accession ft i NM_007196 
coding sequence I 182.. 962 

1 11 21 31 41 SI 

1 I I I I I 

QTTCCCAGAA GCTCCCCAGO CTCTAOTGCA GGAOGAGAAQ GAGGAGQAGC AGGAGGTGGA 60 

GATTCCC3W3T TAAAAGGCTC CAQAATCGTG TAOCAGGCAQ ACAA CTGAA Q TACTOQGGCX: 120 

TCCTCCACTG GGTCCGAATC AGTAGGTGAC CCCGCCCCTG GATTCTGGAA GAOCTCACCA 180 

TGGGAOGCCC CCGAOCTCGT QCQGCCAAOA GQTGOATGTT CCT 0CTC TT6 CTGGGGG6AG 240 

CCTGGGCAGO ACACTOCAGQ GCACAGGAGG ACAAGGTGCT GGGGGGTCAT QAgTOC CAAC 300 

CCCATTC6CA GOCTTGGCAG GCX3GCCTTGT TCCAGGGCCA OCAACTACTC T3TGG0GGTG 360 

TCCTTGTAGG TGOCAACTGG GTCCTTACAG CTGOCCACTO TAAAAAACOG AAATACACAQ 420 

TACGCCTOGG AQACCACAGC CTACAGAATA AAGATGGCCC AGAQCAAOAA ATACCTGTGG 480 

TTCAGTOCAT CCCACACCCC TGCXACRACA 6CAGCGATGT G6AGGACCAC AAOCATGATC 540 

TGATGCTTCT TCAACTGOGT GACCAGGCAT COCT G GGGTC CAAAGIOAAO CCCATCA6CC 600 

TG6CAGATCA TTGCACCCAG CCTGGCCAGA AOTGCACCGT CTCAGGCTGQ GGCACT6TCA 660 

CCAGTCCCCG AQAOAATTTT CCTGACACTC TCAACTGTGC AOAAGTAAAA ATCTTTCCCC 720 

AGAAGAAOTG TQAGQATOCT TACCCGGGGC AGATCACA6A TGGCATOGTC TGTGCAOGCA 780 

GCAGCAAAGG GGCTOACAOB TGCCAGGGOG ATTCTGGAGO OXWCTOGTO TGT 6ATGG TQ 840 

CACTCCAGGG CATCACATCC TGGGGCTCAO AOCCCTOTOG GAOOTOOOAC AAACCXOGOQ 900 

TCXATACCAA CATCTOCCGC TACCIGGACT QGATCAAGAA GA TCATAO OC AOCAAGGGCT 960 
OATTCTAOGA TAAGCACTAG ATCTCCCTTA ATAAACTGAC AACTCTC 

Seq ZD NOt 500 Protein sequence 
Protein Accession #i NP_009127 

1 11 21 31 *1 51 
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VLVQGSHVLT AAHCKKPKYT yMjOTHaO^ 5?^!^ MpiS^ IHCREVKIPP 

WTMlCRVIiD WIKKIIGSKG 

Seq ID NOi 501 DMA Becruence 
Nucleic Acid Accession #: IIM_006103 
10 coding sequence: 29.. 406 

f f T r 

kcCTGOVCC LcCCGGGC 

=S 

CX3GCCTCT0T aSGQACCROT 6Ca^ 420 
20 CCGCAATGGC TGTQBQAAGO TQTCCTGTGT J^i^OII CCMCOCRCC 480 

CASGCIOMC W3T0SGGAQA GAMCTTTCT GOTGGCCCT rKIOCCTTT S46 

TOCCCTCCCC TTTrrCOQOA CTCT6TATTC CCTCTTGOac 
S^^S AAAOTAACOV CTTTCMCAA MAAAMAM AAAA 

25 sen ID HOi S02 Pmteln aeouence 
Protein AccMBion «■ IIP_006094 

VTPNF 

Sea ID NOi 503 mjA sequence 
35 Nucleic Acid Accession #t HM_002407 
Goding sequence t 6S..352 



120 
180 
240 



60 
120 
180 
240 
300 
360 



f r r i' 

CGCCATGAAG CTGCTGATGG TCCTCRTSCT «0™3f^ ScAMTCCXS ACATATCTAT IBO 

TTCTGGCTGC AAACTCCTGG AGCJACATOOT CAQAGGCTAT 240 

ACCrOAAtAC AAABAOCTTC TTCJAGAO^ 300 

GOGQAAATTC AAOCAOieTT TCCTCAACCA ^WCA^ t^^AIT MCmUXX 3«0 

GATGATOCAT ACAGTGTACO ACAGaTTTO OTOT^M ^CIAGAA 430 

j^BCGOGITIO GCTOGAGGG CTAOJ^ " 
jLCCHCrmC TTrCrrGlGT TOTCrmiA TOrOOAAACr OC-iJUWJ™. 

ScaancA ataactaact gcaaaic 



45 



240 



480 



60 



50 Seq 10 HOi S04 pmi-«ln seewence 
Protein Accession ti HP_00a398 

f f l' l' 

KPKQCFUIQS HRTIiKHFGlM MHTVTOSIWC NMKSM 

seq ID WO: 505 DNA_fleguence 
Nucleic Acid Accession ft: NM_01479l.i 
60 Coding sequencei 171.. 2126 

TCCGCCCCTC AC3GTTCTTTT 'CTAA™^ ^SitStJiiT TG^A^GT GGCTTTGCAA 240 

420 
480 
540 
600 
660 

75 AiSiiiS^CAiGCrGTGGOAO^^ «S 

840 
900 
960 
1020 
1080 
1140 
1200 
1260 



65 SSS^S = S^ 

TGGTTCTTCA <W^^J?OCCT JM^S^ gtSgATACT ATCXGCTGTT GCTTATQTGC 
TGTCAGAW3A GGA6ACCCGG e^TCTTOC ^TMAX^ TTTGCXtSTTT QATGAATATC 

" mmmmmm 

^^CiCCAAa TGGCrCTCTC SSSS S^^S 

^Q^GGTGGA CCCAAAGAAA COQATTTCTA t&MMlKl tXIOMma ^CTC^ICA 

SSS 
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ATAAAAATTA TGTGGC3GGGA TTAATAGACT ATGATTGC?ro TQAAQATGAT TTATCAACAG 
GTGCTGCTAC TCCCCQAACA TCACAGTTTA CCAAOTACTQ QACAOAATCA AATGGGGTGO 
AATCTAAATC ATTAACTCCA OCCTTATOCA QAACACXTOC AAA TAAAT TA AAGAACA AAQ 
AAAATGTATA TACTOCTAAG TCTGCTGTAA AGAATGAAGA OTACTTTATO 'XYrOC TQAGC 
CAAAGACTCC AGTTAATAAG AACCAOCATA AGAOAOAAAT ACTCACTAOS CCAAATCGTT 
ACACTACACC CTCAAAAQCT AGAAACCAGT GCCTQAAAGA AACTOCAATT AAAATACCAG 
TAAATTCAAC AOOAACAGAC AAGTTAATGA CAGGTGTCAT TAGCCCTGAG AGGCGOTOCC 
GCTCAGTOGA ATTGGATCTC AACX3UUX:AC ATATGQAGGA GACTC CAAAA AGAAAOGGAO 

ccaaagtgtt tgggagcctt gaaaggggot tggataaoot tatcactqto ctca ccagg a 
gcaaaagoaa gggttctgcc agagaogogc ccagaagact aaagcttcac tataatqtga 
ctacaacxao attagtgaat ocagatcaac tgttgaatga aataatgtct attcttccaa 
agaagcatqt tgactttgta caaaagggtt atacactgaa gtgtcaaaca cagtcagatt 

TTGGGAAAGT GACAATGCAA TTTGAATTAO AAQTGTGCCA GCTTCAAAAA CCCGATGTGG 
TCGGTATCAG QAGOCAGOGQ CTTAAGGGCG ATQCCTGGGT TTACAAAAQA TTAGTGGAAG 
ACATCCTATC TAQCTGCAAG GTATAATTGA TGOATTCTTC CA TCCTG CCQ GATGAOTGTO 
OGTGXGATAC AGCCTACATA AAQACTGTTA TGATOGCTTT QATTTTAAAO TTCATTG6AA 
CTAOCAACTT GTTTCTAAAG AGCTATCTTA AGACCAATAT CTCTTTGTTT TTAA ACAAAA 
QATATTATTT TOTOTATGAA TCTAAATCAA GCCCATCTGT CATTATGTTA CTGTCTTTTT 
TAATCATGTO GTTTTGTATA TTAATAATTG TTGACTTTCT T AGAT TCACT TCCATATOTO 
AATGTAAGCT CTTAACTATG TCTCTTTGTA ATGTGTAATT TCTTrCTGAA ATAAAACCAT 
TTGTGAATAT 

Seq ID NO: 506 Protein sequence 
Protein Accession ttt NP_055606.l 

1 11 21 31 41 51 

I I 1 I I I ' 

MKDYDELLKY YBLHBTIQTG GFAKVKLACH ILTGEMVAIK IMPKN TI/3SD LPRIKTEIEA 60 

LKNLRHQHIC QLYHVLETAK KIFMVLEYCP GGELPDYIIS QDRLSEEETR WFRQIVSAV 120 

AYVHSQGYAH RDLKPEHLLF DBYHKLKLID F6LCAXPKGN KDYKLQTCOG SLAYAAPELI 180 

OGKBYLGSEEA DVWSMGIIiLY VLMC6FLPFD DDHVKALYKK IMRGKYDYPK WLSPSSILLL 240 

QQMLQVDPKK RISMKNLUm PWIMQDYNYP VEWQSKNPPI HLDDDCVTEL SVHHRNNRQT 300 

MEDLISLWQY DHLTATYLLL LAKKARGKPV RLRLSSPSOO QASATPFTDI KSKNWSLEDV 360 

TASDKNYVAG LIDYDWCEDD LSTGAATPRT SQETKYWTES NGVESKSLTP ALCRT PANK L 420 

KNKENVYTPK SAVKNEEYFM FPEPKTPVNK NQHKREILTT PNRYTTPSKA RNQOiKBTPI 480 

KIPVNSTQTD KLMT6VI9PB RRCRSVBIJ>I» HOAHMEBTPK RK6AKVFGSL ERGLDKVITV 540 

LTRSKRKOSA RDGPRRLKLH VHVTTTRLVII PDQLUIBIMS ILPKKHVDFV QKGyTLKOQT 600 
QSDFGKVTMQ FELGV0QIX21C PDWGIBRQR hKBOKtimR LVEDXL83CK V 

Seq ID NO: . 507 DNA sequence 
Nucleic Acid Accesaion fti NN_000582 
Coding sequence i 88 . . 990 

I 11 21 31 41 51 

GCAGAGCACA GCATGGTGGG GACCAGACTC GTCTCAGGOC AGTTGCAGCC TTCTCA6CCA 60 

AACGCCQACC AAGGAAAACT CACTAGCATQ AGAATTGCAQ TGATTTGCTT TTSCCTCCTA 120 

GOCATCACCT OTGCCATACC AOTTAAACAG GCTGATTCTO GAAGTTCTGA GGAAAAGCAG 180 

CTTTACAACA AATACCCAGA TGCTGTXWCC ACATGGCTAA ACCCTGACCC ATCTCAOAAG 240 

CAQAATCTCC TAGCCCCAC3V GACCCTTCCA AGTAAGTCCA AOGAAAGCCA TOACCACATG 300 

GATGATATGG ATOATQAAGA TGATGATOAC CATGTGGACA GCCAGQACIC C ATTG ACIOO 360 

AAOGACTCTG ATGATGTAGA T6ACACTQAT 6ATTCTCACC AGTCTSATGA GTCTCACCAT 420 

TCTGATGAAT CTOATQAACT GGTCACTGAT TTTCCCAOGG ACCTOCCAGC AACCGAAOTT 480 

TTCACTCC31G TTGTCCCCAC AGTAGACACA TATQATOGCC 6AGGTX3ATAO TGTGGTTTAT 540 

GGACTGAGOT CAAAATCTAA GAAGTTTCGC AGACCTGACA TOCAGTACCC TOATGCTACA 600 

GAOGAGGACA TCACCTCACA CATGGAAAGC GAGGAOnOA ATGGT6CATA CAAGGCCATC 660 

CCCGTTGCCC AGGACCTGAA OGCGCCTTCT GATTOQGACA GOOOTGC^SAA GGACAGTTAT 720 

GAAACGAGTC AGCTGOATGA CC3U3AGTGCT QAAACCCACA GCCACAAGCA GTCCAGATTA 780 

TATAAGOGGA AAGCCAATGA TGA6AGCAAT GAGCATTCOG ATGTGATTQA TAOTCAGOAA 840 

CTTTOCAAAG TCAGCOGTGA ATTCCACAGC CATGAATTTC ACAGCCATQA AGATATGCTG 900 

GTTGTAGACC CC3UUUW3TAA GGAAGAAOAT AAACAOCTGA AATTTOGTAT TTCT CATQA A 960 

TTAQATAOTG CATCTTCTGA OGTCAATTAA AAGGAGAAAA AATAOUaTT CTCACTTTGC 1020 

ATTTAGTCAA AAGAAAAAAT GCTTTATAGC AAAATQAAAG AGAACATGAA ATGCTTCTTT 1080 

CTCAGTTTAT TGGTTGAATG TGTATCTATT TGAOTCTOGA AATAACTAAT GTGTTTGATA 1140 

ATTAGTTTAG TTTGTOGCTT CATGQAAACT CCCTGTAAAC TAAA AOCTTC AGGGT TATGT 1200 

CTATCTTCAT TCTATAGAAG AAATGCAAAC TATCACIGTA TTTTAA TATT TOTTATTCTC 1260 

TCATGAATAG AAATTTATGT AGAAGCAAAC AAAATACTTT TAOOCACTTA AAAAQAGAAT 1320 

ATAACATTTT ATOTCACTAT AAT CT TTTG T TTTTTAAOTT AGTGTATATT TTGTTGTGAT 1380 

TATCTTTTTG TGGTGTGAAT AAATCTTTTA TCTTGAATGT AATAAGAATT TGGTGGTG TC 1440 

AATTGCTTAT TTGTTTTCCC A06GTTGTCC AGCAATTAAT AAAACATAAC CTTTTTTACT 1500 
GCCTAAAAAA AAAAAAAAAA AAAA 

8eq ID NO: SOB Protein sequence 
Protein Accession fit NP_000573 

1 11 21 31 41 SI 

i t I I I I 

MRIAVICPCL LGITCAIPVK QADSGSSEEK QLYNKYPDAV ATWLNPDPSQ KQNLLAPQTL 60 
PSKSNESHDH MDDKDDEX3DD DHVDSQDSID SNDSODVDDT DDSUQSDESU HSDESDBLVT 120 
OFPTDLPATB VFTFWPTVD TYDGRGDSW YGLR8KSKKF RRPDIQYPDA TDEDITSHMB 180 
8EBUIGAYKA IPVAQDUfAP SDHDSRGKDS YETSQLDDQS ABTHSHl^SR LYXRKANDBS 240 
NBBSDVIDSQ BLSKVSRBFH 8HEFRSKEDM LWDPKSXSB DRHLKFRX8K BLDSASSEVN 
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Seq ID NO: 509 DMA sequence 
Nucleic Acid Accession «: AB05X390.1 
Coding sequence: 34.. 2457 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



31 



SI 



LcQQCO(K» LcAAAGTT ioQGGC«K« *»GAT«^ 

ACATTTTATG GGAMTGGTC CXSflGAAGACA CRCCCAAMB f^^^^ SSvStg^ 780 
SotSo CQATCATCOT MGATCOAC TCCA«a^ lH 

CC3GAAGGGTG AACAATGCAA TATTGTACCT ^^^OTOB ^WTOTTOX ^jg^ 

TGCCACACCA TCCCATGCTT GCTGTCCCCA TQGTCOGACT ^^^S?^ ACTTGGAGAC 1980 
TGOSGGAAGG GCATGOSAAC CCGACAGCXX3 ATQC^^ ^040 

GTGC3«Ka3AA AAAAGTGCCG CATCCQAAAA TGCCTTOGM^ iJ^Il^I GTCTGAAGGG 2280 
AGGCCCGAQA QAGCO^ 2340 
GAGCAGTTCC C3W3GTTGTAG GATGCGCCCA TG6ACGGCCT GGTCAGAATU ^^^J^^^ 2400 

TTTACCAGCT GCAAAGACAA ^J^TC S^aStcC TGGATTATTT 2S20 

«5GTAOaGT TCCCCAGGGC TOOO^M WrO^^ ^530 

GTACTAAGCT GAAAOITGTC CXirCTGOAG^ 2820 

GACCTACTCC ACATGGAGAG GOU^C^TCT CTOG^ ^^^^ 
GCGGCAGGTA GGAAACATTC ACAGATGAAG AMOGATT 

CCTGTTCAAT GAAA<X:aTTG T^CCC^^^ 3O00 

AAGTCrCCTC AGTCATCAAT AGTTCCTGGG GAAAAACAGA 2™llS»r* n-rrfwCTCAC 3060 

5J?STCA<a CACATACAAT GCTCTOAATA CRCTACSftM 3S00 

tStTCCAAA TACAACATAG TATAGTCCTG AATATSTACT ^^??CT 4020 

^^AAtAAAAA CrCACT«Xn CmCA«[K T1T«^ 

ro 

CTAAfiCTATC TATCTIACTC TCAGCCCATG ATAAAOT^ 

CAAGGACAAO CCACCCTAOT GTCTCATGTT TGTATTTGGT CCCAGTOGG TACATTT™ «8U 
S?€CT^ TTGGAGACTT AAAACCAGGT TAAT^^ J^JJ 
6TTGGATTGT TATTTTT-TGT TTGOU^GGO GAATl^^ 

TAOCAAAGTC TTGITAGGTG GTTTATAGTT CTTTTGGCTA ACAAATCATT TTGGAAATAA 
AGATTTTTTA CTACAAAAAT G 
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Seq 10 HOt 510 Protein sequence 
Protein Accession fi: BftB18461.1 

1 11 21 31 41 51 

I I I I 1 I 

MRLSPAPXiKL SRTPALLAIA I<PIAAAIAF8 DETU3KVPKS BGYCSRILRA Q6TRREGYTE 60 

PSLRVBGDPD FYKPGrSyRV TLSAAPPSYP RGPTLIAX<R£ NRBGDKBEDH AGTFQIIDEB 120 

ETQPMSNC3»V AVTESTFRRR TRIQVPWIAP PAGTGCVILK ASIVQKRIIY PQDEGSLTKK 180 

LCBQDSTPDQ VTOKPILDCC AC0TAK3fRLT PYtaiWSBKTH PK0YPRRANH HSAIIGGSHS 240 

KNYVMIEVGG VASBGVKQVA BLGSPVKMBB BIRQQSDBVL TVIKAKAQWP AWQPLNVRAA 300 

PSABF8VDRT RHtMSFLlMM GPSPDHNVQL SAmLCTXBC GWVQKWQDL IPNDAOTDSG 360 

VryGSPHKPT IPQBKZRPIiT SLDBPOSPFY DPEGOSXTQV ASWIERIAR KGBQQ^IVPD 420 

NVDDIVADLA PBEXDEDDTP ETCIYSITRSP HSACSSSTCD KGKRKRQRML KAQLDLSVPC 4 BO 

PDTQDFQPCM OPGCSDEDGS TCTMSEWITW 8PC8ISCGMG MRSRERYVKQ FPEDGSVCTL 540 

PTBETEKCTV NBEC8PSSCL MTENGENDEC SAT0QM6MKK RKRNIKKNPA DQSMCKAETS 600 

QA8KGMMPBC BTZPCLLSPH 8EHSDCSVTC QRGMRTRQRM LKSLAELGDC NEDLBQVEKC 660 

MLPECPIDCB LTEWSQWSEC HK806K6HVI HTaMXQMEPQ FGOAPCPBTV QRKKCRIRKC 720 

LRNPSIQIOA imEARBSRRfi BQLKEESGGE QPPGCRMRPW TAHSBCTKLC GGGIQERYMT 780 
VKKRFKSSQP TSCKDKKEIR ACNVHPC 

Seq ID HO: 511 DMA sequence 

Nucleic Acid Accession Ot IIM_003108.1 

Coding sequence t 76 . . 1401 



1 11 21 31 41 51 

I I I I I I 

oaOOTQGGAG GGGGAGGGGG ACCTCOGCAC GAGACCCAGC GGCCCX3GGTT GGAGCJOTCCA 60 

GCCCTGCAAC GGATCATCGT GCAGCAGGOG GAOAGCTTGG AAGOGQAQAG CAACCTOCCC 120 

CGGGAG6CGC OXSGACAOGQA GGAGG60QAA TTCATGGCTT GCAGCCGGGT GGCCCTGGAC 180 

GAGA60SAGC GAOACIGOrO CAAGAOGGGQ TOSGGCCACA TCAA6CG6GC GATQAAOGOG 240 

TTCATGGTAT GGTCCAAOAT GGAAOQCAGG AA6ATCATGG AGCAGTCTCC OGACATQGAC 300 

AAC6CCGAGA TCTCCAAGAO GCTGGGCAAG CGCTGQAAAA TGCTGAAQGA CAGOOAQAAO 360 

ATCCOGTTCA TCCOOOAQQC QQAOCGGCTG OGGCTCAAQC ACATGGCX3GA CTACCCCGAC 420 

TACAAGTACC GGCCCGGGAA AAAGCCCAAA ATG6ACCCCT OGGCCAAGGC CAGC6CCAGC 480 

CAGACCCCAG AGAAGAGOSC GGCGG60G6C GGOQGCGGGA GGGOGGGGQO A0GG6G6GQG 540 

6GTGCCAAGA CCTCCAAGGG CTCCA6CAAG AAATQ080GA AGCTCAAOQC CCCOGC^GGCC 600 

GOOGQCGCCA AGGOGGGOQC OQQCAAGGCG GOCCAGTCOQ GGGACTACOG GGG0GC6G6C 660 

QAOQACTACXS TGCTGGGCAG CCTGOSCGTG AGOGGCTCQG GOGGCGGOOQ CGC3GGGCAAQ 720 

ACGGTCAAGT GCGT6TTTCT GGATQAGGAC GAOGACQAOO ACX3A06AOQA CQAOGAQCTO 780 

CAQCTGCAGA TCAAACAOGA QCOGQACXSAG QAGGAOGAGO AACCAC06CA CCAGCAOCTC 840 

CTGCAOCOGC 0GGGGCA6CA GCCQTOQCAG CTGCTGAOAC 6CTACAAGGT OGCCAAAGTa 900 

CC06CCAGCC CTACX5CTGA0 CA6CT0GG0G GAGTCCCCCG AGGGAGC6AS CCTCTAOQAC 960 

GAGGTGOGGG CCGGCGCGAC CTCGQCSCGCC GGGGGCX3GCA GCOQCCTCTA CTACAGCTTC 1020 

AAGAACATCA CCAAGCAGCA COCGCOQGOG CTCQC0CA6C CCaOGCTQTC GCCOQCGTCC 1080 

TCOOQCTOGQ TOTOCAOCTC CTCOXCCaGC AOCAGCXSGCA GCAGCAOCGG CAGCAGOOGC 1140 

GAGGAG6C0G AOGACCTGAT GTTOGACCTG AGCTTGAATT TCTCTCRAAG G008CACAGC 1200 

GCCAOCGAGC A6CAGCTGGG GGG0GG0GCX3 GOGGCCGGGA AOCT QTCOCT GTCXSCTOaTG 1260 

GATAAGQATT TOGATTCGTT CAGCGAGOGC AQCCTGGGCT CCCACTTOGA GTTCCCCQAC 1320 

TACTGCAOQC OGOAGCTGAG OGAOATGATC GCGGGGGACT G6CT6GA0GC GAACTTCTCC 1380 

QACCraOTCr TCACATATTG AAAGQOGCOC GCXGCTOGCT CTTTCrCrCQ GAGQGIGCAO 1440 

AG CJG GGTTC CTTGGGAGGA AOTTQTAGTG QTGATGATQA TGATGATGAT AATGATGATG 1500 

ATQATGGTGG TGTTGATGQT GaOQOTOGTA GGGTGGAGGG GAGAGAAGAA QATGCTGATG 1560 

ATATTGATAA GATGTCGTGA OQCAAAGAAA TTGQAAAACA TGATGAAAAT TTTGQTGQAa 1620 

TTAAAGTGAA AIGAGTAOTT TTTAAACATT TTTCCTGTCC TTTTmOTC C CCCC TCCCT 1680 

TCCTTTATOO TOTCTCAAOG TAGTTQCATA GCIAGTCTGG AGnOTOATT ATTTTGOCAA 1740 

AAAATGTOTT TTT G T A ATTA CTATTTCTTT TTCCTOAAAT T0GTGATT6C AACAAAOQCA 1800 

GAGGGGGOGG CXSCXXSCXMAG GGGAGGTAGG ACXICGCTCOQ GAAGGCGCTG TTTGAAGCTT 1860 

GTOGGTCTTT GAAGTCTGGA AGAOQTCTQC AGAGGACCCT TTTGGCAOCA CAACTGTTAC 1920 

TCTAGGQAGT TGOTGOAGAT ATTTTTTTTT CTTAAGAGAA CTTAAA6AAC TGGMATTTT 1980 
TTTTTAACAA AAAAAGGG 

Seq ID NO: 512 Protein sequence 
Protein Accession «t NP.003099.1 

. 1 11 21 31 41 51 

111''' 

MVQQAESLBA ESNLPREAID TEEGEPMACS PVALDESDPD WCKTASGHIK RPMNAPMVWS 60 

KIERRKZMEQ 8PDMHNAEIS KRLGKRHKML KDSEKIPFIR BAERLRLKHM ADYPDYKYRP 120 

RKKPKMDPSA KPSASQSPER SAAGGGGGSA GGGAGGAKTS KGSSKKOOKL KAPAAAGAKA 180 

GAGKAAQStH) YGGAGDDYVL GSLRVSGSOO GQAGRTVXCV FLDEDDDODD DDDELCMIK 240 

QEPDEEDEEP PHQQLLQPPG QQPSQbXJUiy NVAKVPASPT LSSSABSPBO ASXiYDBYRAO 30O 

ATSGAGGGSR LYY8FKNITK QHPPPLAQPA LSPA8SR8VS TSSSSSSOSS SGS8GBDADD 360 

LMFDLSLKFS QSAHSASEQQ LGGGAAAQNL SLSLVDXDLD SF8BQSU3SK FEPPDYCTPB 420 
L8EMIAGDWL EAHFSDLVFT Y 

Seq ID NOt 513 DMA sequence 

Nucleic Acid Accession #: CAT Cluster 

1 11 21 31 41 51 

1 I I t 1 1 

GGTOQACCTA AATCIGATAA CTGOCTTATT ATGTAATTTA rrGGTGTTAT TATAGTAGAO 60 
ATTGGTAATC TACAGTAAGA TTTTCAGTTA GGATTTGAGA TTATGATAAT AACTA ATAGA 120 
ATATTTCTAA ATTGQAATTA GAAQATTGTr GTATGACAGA QAOTCftGOAC TrOCCATTTG 180 



1152 



wo 03/042661 



PCTAJS02/36810 



OCAAACATCA AAGTCATTGT TIGGTGTGTA 
AAGGATATCT GTTGCTCCCG AATGAAACAA 
CTCTGACAJVT TAATAAAGAC ATCAAA6ATA 
ACTACCAATT TAATAATTAA AACAAGTTCT 
caUVCATAOAC TTTGGATTTT OCRA ATTCOC 
AAAAACCAGA AACCTTTGGA AATATCTGTT 



ATAGTACRAA ATCATCTTGC TTAACAGAGA 
TTTTTCTGAA ATAGAGGQCC CAQAATTGGT 
OCAAAATCAT TTTTATATCT TAGGGCCAAT 
QCTGAGCTCT GAACTTGGCA GAATTGGTGG 
CACATAAAAC AAAlGGGGATC AACTAGATAG 
TAAAAAAAAA AAAAAGTCGA CGCGQGCC 



240 
300 
360 
420 
480 



10 



15 



20 



25 



30 



35 



40 



Seq ID NO: SX4 DMA seottcnce 

Nucleic Acid Accession «: CAT cluster 



11 



SI 



21 31 41 ^ 

LaGCCACAG TGAAACTCAA GAATOrCAGT GATTCCACAT TTAATATCTA CATTTTTGCA 

?S???^AG TATAACATTG AGCTGAT^ ^SS^S 
TACAGQATTC TCTGGGTTQT ATTCCCAGAA GTCTCGAGGT CJ^GGK"^ SSISmt 
Stggcttca CTCTGACTTG TGTGACACAT AAAAATTGTG atgaaatgtc ctatagatot 
SSa^ ctttccaaac tatgaaacag cccagcagca ctgagtt^ 
Sa^tqa acactaaaac tattctaact gcacatagaa ttcgcaag^ 

^TTCTATQ TCTATGAACA GTATGTCTTT TCTATATAAC AGAGAAAATC TTTTTAAGCA 

= ssss ssss; ssss S 
~ =s s=; ssss ?s= 

fjrTTfyrTGGA AOCTCCACCA TTTTAGATAG CTCCCXTCAA AGTCA6CCAT CTTTOBCMxi 
SaSogSg GCAAAATTTG GCTCTGGATG gcttcaagga ttgago^ 
ATTCTTTCftA catogaaagt ggacaoogoc cactcccact cacatccctt 

GGCRGTTTAA ATGCTTTCAA "^-^^^1,^^ n/^t-mnaaA ATTGTAATTC 

GGGCCAOAAC TAGGTCACTG GGCCCGGACC TAACTTCGGA GGGTTGGGGA JJJJ^^Jt.*^ 
S^^^AC CCAAAOTGGA 6AGAAGCCAG ATACTGAGAA ACATCAATAA TCGCTJAC^ 

SS^c tacSttccc TTTGCCTAAA GTGAAAAGAT gagtactttc atcaatttgt 

S^^TC ?^CCCC TCCATCCCTT TAAATGAGGC ATTCTATQAT TTGOJATOGA 

?SJStaag aattttactt aattcaa^ SSt^ S^JS 

nSflTOIQA AAOOAATOCA AAGTCAAATT TTGCATCTTC TTTGCTCAAG SGCCTTTAGA 
S^IS^ ^^TGAT ACAAGGCTGA CAATGACATT ATGATTTAAA TATGWAAAC 

I^^mSS MTGTGAATC AACAAAAAAT tatgttcttp attttmggt tttg^taot 
^SS^ ?^Sta cccctcttgt to^^ 

GATGGCCf AA GACAGCTGTA 6ATGTTTTTA TTTAGCAAAA AAAAAAAAAA AAAAGTCUA*- 
G0G6C060GA AITTAGTAG 



60 
120 
ISO 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1360 
1440 
1500 
1560 
1620 
1680 
1740 
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seq ID NO: 515 DMA sequence 
Nucleic Acid Accession «i NM_012427 
Coding sequence : 43 . . 924 



CTTGTGGTTC 
CGCTGOATOT 

tfr rcTOQcav 

AACCAGGACC 
ATCATCAATG 
AGGCCCAACC 
GCCCACTGCA 
TATGAATCTG 
CACCCTGGOC 
AAAGATGTCA 
GTGTCTGGCT 
TTGAATATCA 
GACi ACCATQT 
GGGCCTGTG6 
GCCC6GC0CA 
6AAAGCATCC 
6CTGCAGQ6A 
ATOTTCATCT 
ATTGGQCTGA 
CX3GGGGTTGC 
TCrCIOCAOC 



11 

I 

CTCTCTACTT 
G6QTGCTCT6 
ACAATQATGT 
TGGGAGCTG6 
GATCCX3ACTG 
AGCTCTACTG 
GGAA6AAAGT 
GGCAGCAGAT 
ACTCXAACGA 
GACCCATCAA 
GGGGGACAAC 
G06TGCTAA6 
TCTGCGCCGG 
TCTGCAATGG 
ACAGACOQGG 
AGGCCAACTC 
CAGCCCTGAC 
CTCCAGCCCC 
COGTGTCTCT 
GTCTCAATCT 
TCTGACXICAA 



21 
I 

GGGGAAATCA 
TGCTCTQATC 
TTCCTGTGAC 
GGCCGGGGAA 
0GATAT6CAC 
CGGGGOGGTG 
TTTCAGAfiTC 
GTTCCAGGGG 
CCTCATGCTC 
OGTCrCCTCT 
CAA6AG0CCC 
TCA6AAAAGG 
TGACAAAGCA 
CTCCCTGCAG 
TGTGTACAiOG 
CIGAOTCATC 
ACTCCTTTCA 
TGACXXCATG 
CTAGTTGAAC 
CCCTGGGGCA 
ATTTAGTCCX: 



31 

GG1GCAG08G 
ACAQCCTTGC 
CAC5CCXTTCTA 
GACX^CCGGGT 
ACGGAOCGGX 
TTGaiGCATC 
CSGTCTOQGCX: 
GTCAAATGCA 
ATCAAACTQA 
CATTGTCCCT 
CAAQTGCACT 
TGGGAGQATG 
GGTAGAGACT 
GGACTOGTGT 
AACCTCTGCA 
CCAGGACTCA 
GAOCCrCATT 
TCTCXnXSGAC 
CCTGQGAACA 
CTTTCATCCT 
AOAAATAAAC 



41 

GCA1GGCTAC 
TTCTGGGGGT 
ACACCGTGCX: 
CGGATGACA3 
GGCAGGCC6C 
CACAOrGGCT 
ACTACTCCCT 
TCCCCCACXX: 
ACAGAA6AAT 
CTGCTGGGAC 
TGCCTAAGGT 
CTTACCOGAG 
CCTGCCAGGG 
GCTGGGGAQA 
AGTTCACCAA 
GCACACOGGC 
CCTTCCCAGA 
TCAGGGTCTG 
ATTTCCAAAA 
CAAGCTCAGG 
TGAGAAGTGG 



SI 

A6CAAGACCC 
CACAGAGCAT 
CTCTGGGAGC 
CAGCAGCCGC 
GCTGTTGCTA 
GCTCACGGCC 
GTCACCAGTT 
TGGCTACTCC 
TCGTCCCACT 
AAAGTGCTTO 
CCTCCAGTGC 
ACAGATAGAT 
TGATTCTGGG 
TTAOOCTTGT 
GTG6ATCCAG 
ATCCCCACCT 
GATGTTGAGA 
CITOCXXXaC 
CTGTCCAOCaG 
GCCCATCCCT 
AAAAAAAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 



8eq 10 NO* 516 Protein seoaence 
Protein Accession it NP_036559 

1 11 21 31 41 51 

iiATARPPWMW Ilcalitall Lttehvlan ndvscdhpsn tvpsgsnqdl ga^g^J^ 

^l^Z SDCDMirrQPW QAALLLRPNQ LYCGAVLVHP ^^/^ 

ysIIpvyesg qqmfqgvksi phpgyshpgh sndlmlikdn ^iRP^^ J^^I 
^SvsoH Stkspqvhp pkvlqcuhs vlsqkrceda ™Qi«^ ^kagsds 

CQCT9GGPW CMGSLQ6LVS W6DYPCRRPH RPGVYTHLCK PTKWIQBTIQ AHS 



60 
120 
180 
240 
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&eq ID HOi 517 DHA sequence 
Nucleic Acid Accession fti iiM_00l7l9 
Coding sequence I 123.. 1418 

1 11 21 31 41 51 

I t I I I I 

GG6C6CAGCG GGGCCC6TCT GCAGCAAiGTG ACGGACG6CC GG6ACX36C0G CCTGCC O CCT 60 

CTGCCftCCTG GGGCX^GTGOG GGCCCGGAGC COGGAGCXXXS GOTAGOGCX3T AOAGCCGGOS 120 

CGATGCAOST GOGCTCACTQ CGAGCTGOGG CXJCOSCACAO CTTCQTOGCXS CTCTGGGCAC 180 

CCCTQTTCCT OCTGOBCTCC GCCCTGQCC6 ACTTCA6CCT GGAGAA06A6 GTGCACTCGA 240 

GCTTCATOCA GC3G6C60CTC OGCAGCCAOG ASCJGGOGGOA QATGCAGG6C 6AGATCCTCT 300 

CCATTTTGGG CTT60C0CAC 06CC0GGGGC 0GC31GCTGCA GGGCAAQCAC AACTCGQCAC 360 

CCATGTTCAT OCTQaAGCTQ TACAAOGGCA TQQOGGTGOA GGAGG0OG6C GG6CCCG608 420 

QCCAGGGCTT CTCCTACCCX: TACAAQGCOO TCTTC3VGTAC CCAOGGCCCC CCTCTGGCCA 480 

GCCraCAAGA TAQCCATTTC CTCAOOGAOQ C06ACATGGT CATGAGCTTC GTCAACCTOO 540 

TGQAACATQA CAAQGAATTC TTOOtfXXaC GCTACCAOCA TGQAGAOTTC OGOTTraATC 600 

TTTGCAAC3AT CCCAOAAOGO CSAABCTOTCA GOQCAOCOQA ATTOCQQATC TACAAOOACT 660 

ACATCOOGQA ACQCTTCGAC AATCSAOACGT TCGGGATCAO OGTTTATCAG GTQCTCCAGG 720 

AGCACTTGGQ CAGGGAATOG GATCTCrrCC TGCTCGACAO COGTACOCTC T6GGCCTOQQ 780 

AGGAGGGCTG 6CTGGTGTTT GACATCACAQ CCAGCAQCAA CCACIGGOTO OTCAATCOGC 840 

GGCACAAOCT GGQCCTOCAG CTCTOGQTGG AQAOGCIOGA TGGOCAGAGC ATCRAOCOCA 900 

AGTTG60GGG CCTGATTGGG OGGCACGGOC CCCAGAACAA GCAOOOCTTC ATGGTOGCTT 960 

TCTTCAAGGC CACGQAGGTC CACTTCCGCA GCATCCGGTC CAGGGGOAGC AAACAGOJCA 1020 

GCCAGAACOQ CTCCAAGAOQ CCCAAGAACC AGGAAGCCCT 6CX3QATGGGC AAOGTGGCAG 1080 

AOAACAQCAO CA0CX3ACCAG AGGCAG6CCT GTAAGAA6CA GGAGCTGTAT GTCAGCTTCC 1140 

GAGAOCTGGG CTOGGAQQAC TGGATCATCX3 CXKXIGAAGG CTA06GG6GC TACIACTGTO 1300 

AGGOGGASIO TGCCTTCCCT CTGAACTCCT ACATGAAOQC CAOCAACCAC QCCAT0QT6C 1260 

AGACXSCTGOT CCACTTCATC AACCOQGAAA OGOTOCCCAA GCCCTGCTGT GCXSCCCAOQC 1320 

AGCTCAATGC CATCTCCGTC CTCTACTTOO ATGACAGCTC CAAOGTCATC CTGAAGAAAT 1380 

ACAGAAACAT G6TGGTCCGG GCXJGTGGCT GGCACTAGCT CCTCOQAQAA TTCAOACOCT 1440 

TTGGGOCCAA GTTTTTCTGO ATCCTGCATT OCTCXSCXTTTG OGCAGGAACC AGCAOACCAA 1500 

CrG CCT l 'TT G TGAGAOCTTC OCCTCCCTAT CCCCAACTTT AAAG6TGTGA GAGTATTAGG 1560 

AAACATGAGC AGCATATGGC TTTTGATCAG TTTTTCAGTG GCAGCATCCA ATGAACAAGA 1620 

TCCTACAAGC TGT6CAGGCA AAACCTAQCA GGAAAAAAAA ACAAOGCATA AAGAAAAATG 1680 

GCGGGGCCAG OTCATTOQCT GGGAAOTCTC AOCCATGCAC GGACTG6TTT GCA6A0GTAA 1740 

TTATGAGGGC CTACCA6CCA OQCCACCCAO CCGIGG6AGG AA GGOO QCCT G6CAAGGGGT 1800 

GGGCACATTO GTGTCTGTGC GAAAOGAAAA TTGACC0G6A AGTTOCTGTA ATAAATQTCA 1860 
CAATAAAAGG AATGAATG 

Geq ID NOi 518 Protein sequence 
Protein Accession #i NP 001710 



MHVRSLRAAA 
XliGLFHRPRP 
LQDSHFLiTDA 
IRERFDNETP 
HNLGIiQI<SVB 
QKRSRIPRNQ 
GECAFPLNSy 
B19HWRAa3C 



11 

1 

PHSFVAIMAP 
ULQGKHNSAP 
DMVMSFVNI«V 
RI8VYQVLQE 
TLDGQSINPK 
BALRMANVAB 
MKATNBAZVQ 
H 



21 
I 

LFLLRSALAD 
MFMLDLYNAM 



HLGRESDIiPL 
LAGLIGRHGP 
N8SSDQRQAC 
TLVHPXNPET 



31 

I 

F8LDNEVHSS 
AVBBOGGPGG 
VBBREFRFDL 
LDSHTLWASE 
QMKQPFMVAF 
KRHBLYVSFR 
VPKPCCAPTQ 



41 

I 

FIHRRIiRSQB 
QOFSYPYKAV 
SKIPE6BAVT 
EGHLVFDITA 
FKATBVHFRS 
DliGWQDWIIA 
UIAXSVZ.YFD 



51 
I 

RREMQRBILS 
FSTQGPPIAS 
AAEFRIYXDY 
TSNHWWNPR 
IRSTGSKQRS 
PBGYAAYYCB 
DSSHVXLKinr 



60 
120 
180 
240 
300 
360 
430 



8eq ID KOi 519 DNA sequence 

Nucleic Acid Accession ft« Eos sequence 

Coding sequencet 264.. 782 



1 
I 

OCCTGCTCCA 
TCATCGCGGG 
TTCCTCAGAC 
TQCOGQTGOC 
AACTTATCAG 
TGATOGCGGT 
TCAGCASGCA 
CCAGGCCCAG 
CAGAGAQAGA 
ATAGCTTGGA 
ACACACAAGT 
AOAACATAAA 
TCTGGTATTT 
QAATTCCAAA 
GGAAATGCCA 
CAAAAAGAAT 
CCTGGTCTGT 
AAAACAG6CC 
TAAAGTATGA 
AAATTTTAAA 
TGACTTCCCT 
AAAATA6CAA 



11 

I 

GTCACACC03 
ACTAATTTTC 
TGAGAACTGT 
ACTACTGAOA 
CAAGQA6CTC 
GGTGTCCCTC 
CATG6CCCAC 
CCCTGGCCAC 
CATCCCAATG 
TAGCTCXTGC 
03TCTTTTCT 
OGAAATCACA 
TGTCAACCCT 
TATTTTTAAT 
TTTTTCCCCC 
GTGGAGAA6A 
ACCCAAAAAA 
AATGCCCCGG 
GAACTATGOA 
AAGGTTGAAT 
TTGAGCTCTT 
OCACCAOCA 



21 
I 

GAAOCZGACT 
CTTAAAATTT 
TTCCAGTATA 
GAGGAQGTGC 
ATCATGCTGA 
TTCCTGCAGG 
AAGAGTQAAC 
CATCATCCAC 
TCTGATTCCC 
AGTTOGCCTC 
GACCCTGGAG 
GATTATQTCA 
GCTCTGTCTG 
GGGGTCCAGT 
rrAAACAAGG 
AAACTGATAA 
GCTGTTOGTT 
CAAGAAAGGT 
GTCCATCAGC 
CAGCTGTTGT 
TAATTATTGG 



31 
I 

GGTCCAOGCA 
AQACTTGCAC 
TACATCAAGT 
CAGGGTGGTT 
CA6AAGTCAT 
CCIGCTTCCT 
AGA TACTQ AA 
CT6CTX3TCAA 
TTTACAGGCA 
CTGOCTGCCA 
AACTAAAAAA 
ATOTCAATGC 
AGCCAOCGGA 
TCTCTATGGA 
CATGGGGCIC 
ATACACAGAG 
CCTCAAAAAC 
TGAGATCAGA 
AGA6ATAGTA 
AGAGTTCTAT 
CAATAAACAA 



41 
1 

CA6CTGAAGC 
AGTAA6GACT 
CACTGAGATC 
CCTGAAAOTG 
GGAGGTCTG6 
CAOCGGCATC 
A8C0Q0CAGT 
AQAOATOAAO 
TGACAGOGAC 
GGCCACAGAG 
T6ACTCCC0Q 
AOAAAGACAC 
ATATGATCAA 
TTCTTACATT 
ACAAGTCTAT 
GTCCrCAAGA 
AAAAACAAGO 
TGTTAG6AAQ 
GTGAAGTCTC 
TTGGCAATCT 
CTTCTTTAAA 



51 

I 

ATGAGGAAAC 
TCAACT6A0C 
TGCAGCACOC 
OCTGAGCCCC 
CATGQCTTAQ 
AACTACCTGC 

CTCCAGonrc 

GAOACTGAOA 

ACACCCTCAG 
GATGTGGATT 
CTQGACZATG 
AAGCCCAGTT 
GTGGCCATGT 
TAATTTGTAG 
GGAGACAGGC 
CCCATGGACT 
CrTGGCTOGO 
AACTTTCA6Q 
TCOCCAGGGA 
CATGGTTAAA 
A6TTTTAAAT 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



8eq ID NOt 520 Protein sequence 
Protein Accession ftt Eos sequence 
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60 
120 



1 11 21 ^1 1^ 

MLTEVMBVWH GLVIAWSLP LQACFLTAIN YLLSRHMAHK SEQILKAA^ Hl^^^fn^ 
5 S^vSwS TQTE8DIPMS DSLYRHDSDT PSDSLDSSCS SMACQATH) VDYIQWFSD 
PGBLKNDSPI. DYENIKEITD YVHVHPBRHK PSFWYPVHPA LSBPABYDQV AM 

Seq ID KO: 521 DNA sequence 
Nucleic Acid Acceasion »t Bos sequence 
10 Coding sequence: 107.. 328 

1 11 21 31 41 51 

CT6CTCTGTC TGAGCCAGCG GAATATGATC AAGTGGCCAT GTGAATTCCA AATMTTTm 
15 MGGGGTCCA GTTCTCTATQ GATTCTTACA TTTAATTTOT AGC3GAAATOC CATTTTT^ 
CCTTAAACAA GGCATGGGGC TCACAAGTCT ATGGAGACAG GCOVftAMfiA ATGTOQAQAA 
rSAAAACTCAT AAATACACAG AGGTCCTCAA GACCCATGGA CTCCTGOTCT GTACCCAAAA 
S^SScQ TTCCtSaAA ACftAAAACAA GGCTTGGCTG GGAAAACAGG CXZAATQCCCC 300 
SSS?SS^^^5^AGAACTTTCAGGTAAA^ 3J0 
20 SSt^ GCAGAGATAG TAGTGAAGTC TCT(XCCAGG GA^ 420 
ATCAGCTGTT GTAGAGTTCT ATTTGGCAAT CTCATGGTTA AATGACTTCC CTTTOMCTC 480 
TTTAATTATT GGCAATAAAC AACTTCTTTA AAAGTTTTAA ATAAAATAGC AACXACCACC 540 



60 
120 
180 
240 



A 



60 



25 seq ID MOs 522 Protein sequence 
protein Accession #: Bos sequence 

1 11 21 31 41 51 

30 MPFFPLKQGM GLTSLWRQAK KNVEKKTDKY TEVLKTHGU. VCTQKSCSPL KNKNKAWLGK 
QANAPARKVB IRC 

Seq ID NOt 523 DMA sequence 
Nucleic Acid Accession #: Bos sequence 
35 Coding sequencet 211.. 1895 

1 11 21 31 41 SI 

Latctgagg GGCGCCCAGT CACTTCCTCC ACGTTCTCGT GCTGGGCGGG AGGAGCGGAT €0 
40 ^^SS^ CTCTCCAGTC CCTATCCACC CAO^^ 120 

fi^^TTAT CTGATAAAAT TCCTGGGTTA ATATTTTTAA AAACG6AGAG TTTTTAAAAA 180 

SiS?? SSSaaaa \Vt 

^^StTC TTTTCTCTTC TTTTTCTACG ATAAATGAAA GCATTTCTTC AAGAAAAAGG 300 

SSSS SSa^ GGATTCTGAT GGCACCATTA CTATAGAGGA GCAGATTGTC 360 
45 wS^AAAGT ACAATGTGAA CTC^^ 

SaGGTAATT GTTTCCCTGA ATGGGATGSA CreATWGTT G6C0CR6AG6 AMAOTGGGG 480 

AAAATATOGQ CTGTTCCATG CCCTCCTTAT ATTTATGACT TCAACCATAA AGaAOTTQCT 540 

55^^ SwaSSaA tGGAACATCG G ^^0 

gSaATTATT CAGACTGCCT TCGCTTTCTG CAGCCAGATA TCAGCATAGG AAAGCAAGAA 660 

50 TtStTGAAC GCCTCTATGT AATGTATACC GTTGGCTACT CGATCrCTTT TGGTTCCTTG 720 

^^^^ASSS^^TGGtTACTTCAOAaGATl^ J 

CACATGCACT TATTTGTGTC TTTCATOCtQ AGftGCTACAA GCAtCTrEOT CAAAGACAGA 840 

SS^GG AGTAAAGGAG CTGGAGTCCC TAATRAT^ |00 
S^TTCcS TTGAGGCAAC TTCTGTGGAC AAATCACAAT ATATCGGGTG CAAGATTGCT 960 

TAOCTGCATA ATCTCATCTT TGXG6CTTTC TTTTC6GACA CCAAATACCT GTGGGGCTTC 1080 
I^CTTCMAG gSSgGOT TCCAGCAGCA 

A?^S^ A?^S?S ^^LvCTT AGTCCTGGAG ACATCAA^ 1200 
gSSgatS T^CAOCTAT TGGQCTGAA^ 

60 SS^^ GACCAATGCA GTTGGGCATG ACACWV^ "20 

AAACTGQCCA AATOGACACT OOTCCIGaTC CrAOTCTTTO QAGTGCATTA CATCQTQTTC 1380 

^^S^SS^CACTGGGCTCGGGIGGGA^TC^ 14J0 
TTCrrCAACT CCTTTCAGGG TTTCTTTGTG TCTATCATCT ACTGCTACTG CA^Q^^ 

GTTCAGGCAG AQGTGAAGAA GATGTGQAGT CGGTGGAATC TCrc^^ 1560 

65 ACACCGCCAT GTGGCAGCCO CAGATGOGGC TCAGTGCTCA CCACCGTGAC GCACAO^ 1620 

Sc^GIXSGC GGCCA6CACA CGCATG^ ««0 

"S^TOCA 6CAGMA6CC T6ACR60CAC ATCACTTIAC CTOGCrATGT CTGGAGTAAC 1740 

aS^cE ACACTCTTTC CACGAGGAGA CCAAGGAW^ 1800 

CAGGGAGATG ATATTCTAAT GGAGAACCCT TCCAGGCCTA TOOAATCTAA CCCW^^ I860 

70 GAAGGATCCC AAGGAGAAAC TGAGGATGTT CTCTGA 

Seq ID NO: S24 Protein sequence 
Protein Accession #: Eos sequence 

75 1 11 21 31 41 51 

MLRSSLSTSl VLFLFSSFST INESISSKKR HRFLBQLDSD GTITIEEQIV LVLKAK\^ 
UIITAQLQEG EGNCFPEWDG LICWPRGTVG KISAVPCPPY lYDFHHKGVA FRHCHPNGTW 
DFMHSUJKTW ANYSDCLRFL QPDISIGKQE FFERLYVlffT VGYSISFGSL AVAIWIGYF 
80 RRLHCTRNYI HMHLFVSFML KATSIPVKDR WHAHI6VKE LESLIMQDDP Q^SIEATSVD 240 
KSQYIGCKIA WKPIYPLAT HVWILVEGL YLHNLIFVAP FSCmCYLWGP II'IGHGFPAA 300 
PTAAHAVARA TLADARCWEL SACTIKKIYQ APILAAIGLN PILFLNTVRV ^fl^TKIHBTOA 360 
VGHDrSKOYR KLAKSTLVLV LVPSVEVIVF VCWHSFTGL G«EIRMHCBL FJ^SFQOPFV 
SIIYCYCHGE VQAEtfKKMWS RHNLSVDWKR TPPCGSRROG SVLTTVTHST SSQSQWAAST 

1155 



60 
120 
180 



420 
480 



wo 03/042661 



PCTAJS02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



RMVLZSGKAA KIASRQPDSH ITLPGWWSN SBQDCLFBSP HEBTXCEDSGR QGDDILKBKP 540 
SRPMBSNPDT E60QGETBDV L 

Seq ID NOt 525 DNA eeguence 
Nucleic Acid Accession #t NM_00S048 
C3oding sequences 143.. 1795 

I 11 21 31 41 51 

I I i I i I 

GGCCGGTOGC COCSGGCCOGA CCACCCCAGC TGG80ST0QT TACTGGOCAC AAGTTTGCTC 60 

TGGGCCAGCC AAGTTG6CAA CrTGGAAGCT TCTOCXSOOQC TCT6GA0GA0 0OTCCCT6CT 120 

TCTTCCTACA GCCOTTGOSG GGATGOCOOQ 0C1QQ0G606 TGGCTCCAOO TCTGGOSTTG IBO 

GCTAATGCTC GGCAGCTGCC TCCTGGCXaO AGCCCAGCTG OATTCTGATO GCACCATTAC 240 

TATAGAGGAG CAGATTGTCC TTGTGCTQAA AGC3QAAAGTA CAATGTOAAC TCA ACATCAC 300 

AGCTCAACTC CAGGAGGGAO AAG6TAATTG TTTCCCTGAA TOaOATGGAC TCATTT6TTG 360 

GCCCAGAGGA ACAGTGQQGA AAATATGQQC TQTTCCATGC GCTOCTTATA T TTAT GACTT 420 

CAACCATAAA GQAOTTGCTT TCOGACACTO TAACGCCAAT GQAACATGGG ATTTTATGCA 480 

CAGCTTAAAT AAAACATGGG OCAATTATTC AOACTGCCTT CQCTTTCTGC AOCCAOATAT 540 

CAGCATAGGA AAGCAAGAAT TCTTTQAACO CCTCTATGTA ATGTATACOQ TTGGCTACTC 600 

CATCTCTTTT GOTTGCTTGO CTOTGGCTAT TCTCATCATT GGTTACTTCA GACGATTGCA 660 

TTGCACTAOG AACTATATOC ACAT6CACTT A TTTGTOTCT TTCAT8CTQA GAG CTACAAO 720 

CATCTTTBTC AAAGACAGAG TAGTCCATGC TCACATA6GA OTAAAOGAGC TGGAQfTOCCT 780 

AATAATGC3W3 CATGAOXAC AAAATTCCAT TOAC3QCAACT TCTGTGOACA AATCACAATA 840 

TATCGGGTGC AAOATTGCTG TTGTGATQTT TATTTACTTC CTGG CTAC AA ATTATTATTQ 900 

GATCCTGQTG GAAGGTCTCT ACXTOCATAA TCTCATCTTT QIGQCTTTCT TTTOGOACAC 960 

CAAATAGCTG TQGOQCTTCA TCTTGATA6G CltaOOGOTTT CCAGCA6CAT TTGTT^AGC 1020 

ATGGOOGTO GCACQAGCAA CTCTGGCTGA TQGQAGGT6C TGGGAAGTTA OTGCTGGA£3A 1080 

CATCAAGTGQ ATTTATCAAO CACCGATCTT AGCAGCTATT GGQCTOAATT TTATTCTOTT 1140 

TCTGAATACO GTTAGAGTTC TA6CTA0CAA AATCTQGGAG ACCAATGCAO TTGG GCAT GA 1200 

CACAAQOAAG CAATACAGGA AACTGGCCAA ATOGACACTG GTCCTQGTCC TAGTCTTTGG 1260 

AOTGCATTAC ATOC5TGTTO0 TATOCCTOCC TCACTCCTTC AC TOGG CTOG aaTGGOAOAT 1320 

CCX^CATGCAC TGTGAGCTCT TCTTOU^CTC CTTTCAGGQT TTCTTTGTGT CTATCATCTA 1380 

CTOCTACTGC AATGOAQAGO TTCAGGCAGA GOTGAAGAAG AT6T6GAGTC GGTGGAATCT 1440 

CTCCOTGGAC TGGAAAAGGA CACCGCCATQ TGGCAGCCGC AGATGOGGCT CAGTGCTCAC 1500 

CACanX3ACG CACAGCACCA 6CAGCCAGTC ACAGGTGGCX3 GCCAGCACAC GCA TGQT GCT 1560 

TATCTCTGGC AAAGCTGCCA AOATGQCCAa CAGAGAOCCT GACAGCCACA TCACTTTACC 1620 

TGGCTATGTC TGGAGTAACT CAGAGCAGGA CTGCCIOCCA CAGTCTTTCC AOSAGQAGAC 1680 

CAAGGAAGAT AGTGGGAGGC AGG6AGATGA TATTCTAATO GAGAAGCCTT CCAGGCCTAT 1740 

GGAATCTAAC CXyVGACSVCTG AAGGATGCCA AGGAGAAACT QAGOATOTTC TC TGAATQ QA 1800 

CATT TG T G GC TGACTTTCAT GG6CTGQT0C AATGOCrGGT TOTOTOAGAG GGCTTGGCTG 1860 

ATACTCCTAT GCTTGAOTTC AAA(36CTGAA AATTCAGTTA AGGTGTTACT TAATAATAGT 1920 

TTTTAGGCTC CATGAATTGO CTCCTGTAAA TACTAACX»C ATOAAAATGC AAOTOTCAAT 1980 

GGAGTAGTTT ATTACCTTCT ATTGGCATCA AGTTTTCCTC TAAATTAATO TATGGTATTT 2040 

GCTCTGTGAT TGTTCATTTT TTTCTGCTAC TTTTOGGTAG AAAAAAOATT CAATTGCTTQ 2100 

GCTQTAGCTT TCTCTCATAT ATATCAGCCT AAATATAATQ AAGATCTTTT AGTGTGTATC 2160 

AT TTT CC TTT TAGAAACTAQ TATTCTCTTA TTTCITACTT TAATGIACTT CTATCACXGC 2220 

ATTTATTTTG CCTGT6CATA GGAGCAATIA GGATCTAAAA AAATATATGQ QAAGATAAAA 2280 

GATCTAAjSAA CAAQTACTTG CTGGAAAATT AOTTGOCTOO ACATTGATAA AATAATGCAT 2340 

TTATAACAAT TACATGTGTT TTTGGGAACA AGQAAAATTT CTCAAAAAAQ AATAT TTCA C 2400 

ACATCCXnrC TTTTGAATGG CCTCTTTGTG ACCAOCCAGA CCTCAGOTCT TCACTCTTTC 2460 

TTCniGTAA ACCAT6TC3VT CnGQAAAGAT TTCCTCAGTT AGTGAOCTTQ TQTCIGCAAA 2520 

TTQATTTTOT TTOTAATGTA TTTTGATAGC AAATCATGCT GCATCTATAT CTTTTTCTTG 2580 

TTTGAGCTQT TACTACAnO TACATGGCAT OTGGQATCAA TTAAAAATTT GTTTTAAAAA 2640 
T 

Seq ID KO: 526 Protein sequence 
Protein Accession «i NP 005039 



MAGLGASLKV 
GNCFPBWDGL 
HYSDCLRFLQ 
MHLFVSFMLR 
VMPIYFIiATO 
LADARCNELS 
LAKSTLVLVL 
QAEVKKMWSR 
lASRQPDSHI 
GOQGETEDVL 



11 
I 

WGHUUiGSCL 
ICHPROTVGK 
PDISIGKQBF 
ATSIFVKDRV 
YYWXIiVEGLY 
AGDIXHXYQA 

vpGvmrivpv 

WNLSVDWKRT 
TLPOYVHSHS 



21 
I 

lARAQXiDSDO 
XSAVPCPPYI 
PERLYVKYTV 
VHAHIGVKBL 
UINXjIFVAFF 
PXIAAIGLNP 
CLPH8FTGL0 
PPOGSRROOS 



31 
I 

TirXEEQIVL 
YDFNHKSVAF 
GYSISFGSIA 
BSLIKQDDPQ 
SDTICyLHQFI 
IIiFUITVByL 
HBIRMHC8LF 
VLTTVTKSTS 



41 

I 

VIiKAKVQCSL 



VAILIIGYFR 
NSXEAT8VDK 
LIGWGFPAAP 
ATKIffBTNAV 
FN8FQGFFV9 
8QSQVAASTR 
QDDILKEKPS 



51 
I 

HITAQLQECS 
FHHSLNKTHA 
RLHCrSNYXH 
SQYIQCKIAV 
VAAHAVARAT 
GBDTRKQYKK 
IXYCYOVGEV 
MVLIS GKAAK 
KPHESNPDTB 
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Seq ID MOt 527 DMA sequence 
Nucleic Acid Accession #: XM_036683 
Coding sequences 38.. 3655 



1 
I 

GCTTTGCCCA 
OATAGCAGCX: 
AATQOTOCAA 
CAGCACAAAT 
GTCAGOGAGG 
AAAAOATTTT 
OGAGTGGCAT 



11 
I 

GTAGTTGGAA 
GCTCTGGTAG 
ATAGATTTAC 
CTA8AAGQAC 
GACGTGrCTT 
CATCTGCX3AC 
GAGACATCTC 



21 
I 

AGTGAACTCG 
AGGTTAGGAC 
OUlTAAAfiAO 
GCTATCTCTC 
GCAACCCTQA 
TAAAO CCCAA 
TGGTOOCTOG 



31 

1 

ACTCGTQATa 
TTCAGCTGAT 
ATATAGAGAG 
CCATACTCTT 
GCAGTTGTTC 
CACTCAACTA 
GAATATAAOC 



41 

I 

GTTCTCCTGT 
GGACAAOCTG 
TAT6AGCT0G 
TCTGGBAGTC 
TTTAACATCA 
GTAGCTCCrS 
GATOCCATTA 



51 
I 

CACTTTGGTT 
GTAATGAAGA 
TGACTCCAOT 




60 
120 
160 
240 
300 
360 
420 
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ACCAGOAAOT CSCTACCiTATA GAATCCGGAA AACAGAGCCT TTOCKSACTA ACTOTOCm 
?^TOQT^ MCOTOGACA TTCCAGGAAC CTCrOTTGCC ATCRGCAACI eTGATGGTCT 
aS^A*^ ATAATBAAGA GIAtTTCATT GAAOCCTTOG AAA0AGC3TAA 

S^^^ Saa^amao gaaooatka TOrreicTAC aacagatcag ctgtagmca 

5 S^A AMACTTCCA CTACAGAGAG TCGGACCTGQ MGGCCTTGA 

Si^T MTOTTTATG GCAACATCCA CCAGCAGCT6 AATGAAACAA laSMBMO 
SSScgS GGaSaAACO ATTACAATAT OGAGGTACTO CTGGGA8TGG WKaCTCTOT 
S^rorilC ^OaAAO AGCAOOTCCA AAACTACCTC CTGRCCCTAA TGAACATTGT 
MTCOCTOGG ABIGCATATA AATGTGGTCC TGGTGCGCAT 
10 AGTCCATCAG CCTCATAOAA AfiGGGAAACC CATCCJCAAG 

OTG^AAT ^GTSTCGCT GGGCGTCCCA ACAGCRAAGA TCT^tCTa 

CATGCAATTX TTTTAACCAO QCARQACTTT GGACCTSCTO OWOMAMG 
ATMGCTOTV BTCACOaOCA TGTOTCATCC AOTGAGAAGT TGTACCCTQA ATCATOAOOA 
IA0TA«3CCCA TOAAAOGGGC CATGIGITGO O^J^^ 
15 1^^^ GTGGIGAIGA GACTGCTATG GGAWTOT« "^^^ 

OOTA^A GCATTCCATC GTTACCACTO GTCCCGATOC *e»8Ta«a ^««*^! 
ATATWCOCT TCCTATGACT OTCTCCTTGA T6ACCCTTTT GATCAT6ATT ««CTMACt 
SmOT CCOTAMCA ATTATTCTAT GGATGAGCAA TeTOGTTTTG A^^W?™! 

SSSSa mo^coo oarrccoAAC cittqaccca tgtaaacagc ■^'^^^lanG 

20 MTOCCTACT TTTGTAAflAC TASAAACGOA CCTCCACrTG AWSGffl^ 

ggamSggt gctataaggq tcattgcato ia»MAATC ci»M«oa 

tili^S OGCAArTGGG GCTCATGGAC TAAATTTOOC TCCWSITCTC OGACaTGTGO 
^^JS^ SmSmA ^aaOTG CAATAATCCC ATGCKCATCA ATCGrCGTCa 
^SS^ W6»SmOCA GCTTTOTAAC ACAGAAGAAT GCCAAAAACA 

sss 

^SnS^TC CATATAGCAT ATGTCTCCC3A GGAGAGTGTG TGAAAGTGGG 

SSS^ SS^T 
-^0 SI^Jw^ TQCOQAACCO TGAAGGGGAC ATTTACCAGA ACTCCCAGGA AGCTTGGGTA 

l^^^C TAGACATGTG TTAATOCAAG ^^^^ 

Sri^TTrzLT iTTCTTGCTA TTAAGAACCA GGCTACAGGC CATTATATTT TAAATCGCAA 
SSSJ SSSSc SS^CAT AGATCTTGGT OTGGAGI^ AITATAACAT 

attSamtc TPCACACCGA TGGACCTTTA catgatcctg ttattgtttt 
35 SaaATG ATACCCGCTC TAGCXarCACA TATAAGTACA TCATCCMGA 

^CAATCA ACAGCAACAA TOTCATC^ ^^^^ 
GTGGGCTTTG AAGAGCTGGT CTCAGTOTTC CAAACCCTGT GOTMAO^TI I™IV™ 
TCMGTAGGA AAAGTGATAA TAAAATGGTC CATOGCAGCT TCT6TGAGGC 
SS^SSS O^OCTA TTAGACGAAT GTGCAATATT CAAGAGTGTA CACATOCACT 
40 S^?^ Si^TGGG AACACTGCAC CAAJ^^ 

TCGCACTGTA CGCTGCCTTC AOCCACTCCT TGATOGCACC AACCGCTCTG TGCACAG^ 
ISSgStc GG^ScGTC CCGAGA6CCXS CCGGCCCTGT AACAGAGTGC CCTG^CT^ 
^^GM^ aSgGACCCT 6GAGT6AGTG TTCAGTGACC TG0GGT6AAQ 

COTGCAGGO CTGGGQACCA CTGTGATGGT GAAAAGCCTG ASTCGGTCAO 
45 SotcaK CTQCCTCCTT GTAATGATGA ACCATGTTTG GGAGACAAGT cov^attctg 

gtgttggcac gatactgctc cataccaggt tataacaagt tmgttgtga 

ScCTGCAGC MGOGCAGTA GCACCCTGCC ACCACCATAC CTTCrAGAAG CTGCTGAAAC 
OTCATCTCTA ACCCTAGTOA CCTCCCTAGA TCTCTAGTGA TGCCM^C 

?S?St totcattcag agacccctgc aaagaagatg tctttgagta gcatctcttc 
50 Sga^ct ^tgcat atgctgcttt caggccaaac actaaacctg ^^^^ 

TTTACGCCAG AGGAGTGCTC AGCAAGCAGG AAGTAAOiWirr GTQAGACT6G T»CC6TACC 
^ACCAAGA GGGTCCACCT CAGITCRGCT TCAOVAATGG CTGCTGCTTC 
SS^S GcSgTC^ CAATAGGTGC TTCTTCTCAG GCAAGAACCT CAAAGAW6A 

^SaaStc attgacaaca gacgtcogac aagatcatoc accttagaaa QAJQ'ejS? 
55 ?^^AAA aqqSagaaa ccagaggaaa acctgqacaa cxttctctctt ctcatggtgc 

SS^^S^CT TTAAAGTC6A AATCTCTATA GATOSTCAGC TCATTTTATC TGT^™GA 

JSSI ^?^ggSc actttctaot tgctttcatc ctccttttgt tctg^tt^ 

SCATTTACC AGAATTCATT GGAAGAAATC ACCAAAQATT ATTACAAAAO MAMJAOT 

^qSaa^S gtgttggtcg ctctctgaag cagaaaaggg actggaacc^ tlSTSS^IS 

60 T^T^CT TTTTGTTTCT TTTAGAAAAG TTACAGTAAA AATTAAAAAG AOJTACCAOT 
^^Sct tSa^AGAA ATTTIGGATA TOOAACAAAG AATTCTTAGA CTTGTATTCC 
?S??A^ TMTMAAM ATTOTATGAG CAAATTTGCA GCTGTrGTGT AAATACTGTA 

11^^ Itcagtatta ttttaagaga tgtgttct^ ^i^i^^^ SSa^ 

ttTTTCTGGA TGTTCTAGGT GCCTGTOGTT GAGTATTGCC rrGTTTGAa^ TTCXAraSST 
65 SmTTtSa AGCAGAfiTAT TACAAAAGAG AAOTTAGAAT TACAGCTACT GJCAATATAA 
a^Sttot TORATCAACA ATOTGATACO TAAATTATAG AAAAAGAAAA gaaacacaaa 
J^SI^ maSg^ cagcttacct attgccttct atacttataa tttaaagg^t 

m^STACACTTGT GGTCACAGGG ATCAAOGAAT AGIJAATA^ ^^5^ 

aagacaaaac tgaaaccctc tttccaggac ctcagtaggc acogttgasg TGrOTTTCT 

70 TTTTGTQTCT GTGIGTTCTT TTTTAATTTT C GCATTGTT G ACAGATAOA ^^OTTAT^ 

tSmgtact gtaataatoo caaaggaaaa agttttggga taacttattt gtatcttggt 

I^^^ AATATCATCA GTCTAGAATT GATATTTOAG TATAGTAGAG CTTTOG^ 
^^^^ ^TCAAGAAA GCATATOTOG ATGGTTGAGA TATTTATTTT ^^TOCTT 

StSttoaa tgttcacaac cacaatgcat ctgactgcaa taatgtgcia maattotg 

75 TCftGTACT^ CCTTGCTCAC AGCAAAGCCA GAAATGCTCT CTCCAGGWG TAQATGTAAA 
^ScSotS ATAGAATTCA GAACTGAAGA TATTTATTAA AAgrTGATTT TTTTTTCTTG 
MAQTATTTT TATGTACTAA ATATTTACAC TAATATCAAT TACATATTTT GGTAAACT^ 

5SS[??ISgcatgctttgtt 

ACAGCCAACT CAAAAGCTAA AACTGAACAA ATTTGATOTT ATGOAACAT CTTOCRTm 
80 ^ACTTGA TATTAACTTG ATGACTTGrT TCCCTTCAAG G*AACATTAA WTCTM^ 
CTCMCTAGC TGTTCAATGA AArTGTGAAT TAGAAACATT TTTAAAAGTT TTTGAAAGAG 
Si^CTG^ CATGAATTAC ATGTACAT6A GAGGA6ATAG TGATATCAGC ATAATGATTT 
?SgCT^ AOCrOAOClO TCTAAAAATA TATTATACAA ACTAAAATGT AGJ^GAATTA 

aStctSaa gcacaoaatg tgcaagaact tttocatttt AATOGTTGTA aactaacagc 
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TTAAACTATT GACTCTATAC CTCTAAAQRA TTGCTGCTAC TTTGTGCRA6 AACTTTGAAG S520 

GTCAAATTAG QCRAATTCCA GATAQTAAAA CAATCCCTAA OOCTTAAGTC TTTTTTTTTT 5580 

CCTAAAAATT OCCATAQAAT AAAATTCTCT CTAGTTTACT TGTGTGTGCA TACATCTCAT 5640 

CCACAG6G0A AGATAAAGAT GOTCACACAA ACAGTTTOCA TAAAGATGTA CATATTCATT 5700 

5 ATACTTCTGA CCTTTGGGCT nvnT l' C T A CTAAGCTAAA AATTCCTTTT TATGAAAC3TO 5760 

TACACTACTO ATGCTBTTTG TTSTACrOAO AGCAGGTAOC AATAAAAATO TTAACAAAAT 5820 
AT 

Seq ZD NO: 528 Protein sequence 
10 Protein Accession i i XP_036663 

X 11 21 31 41 51 

I i I I I 1 

, _ MVLLSLWLIA AALVEVRTSA OGQAGHEBMV QZDXiPZKRYR BlfELVTPVST NZiBSRYZiSRT 60 

15 LSASHKKRSA BDV8SNPEQL PFNZTAFGKD FBLRLKPHTQ LVAFGAWBN HBTSLVFGNZ 120 

TDPINNHQPG SATYRIRKTB PLQINCAYVQ DIVDIPGTSV AISMCDGLAG MIKSDNEEYP 180 

IBPLERGKQM EBEK6RIHW YKKSAVEQAP IDMSKDFHYR BSDLGGU30L OTVYCS^IHQQ 240 

LNEIMRRRRH AQENDYNXEV IjLGVDDSWR FHOKBHVQKY XjLTZjMHIVNB ZYHPBSIiOVH 300 

ZNWLVRMZM LGYAKSISLZ BRQNPSRSLE NVGRMASQQQ RGDUIRSEBH DHAZFLTRQD 360 

20 FGPAOtQGYA PVTGMCHFVR SCTIiNREDGP 88AFWAHBT (SXVLGMEHDG QGMROGDETA 420 

MGSVMAPLVQ AAFHRYHWSR CSGQBIiKRYI HSYDCLLDDP FDHDW PKLPE LPGINYSMDB 480 

QCRPDPOVGY KMCTAPRTFD PCKQLWCSHP DNPYPCKTKK OPPLDGTECA AGKMCYKGHC 540 

MWXMANQQKQ DGNHGSWTKF GSCSRTOQTO VRPRT RQQIH PMPZNGGQDC PGVMP BYQLC 600 

NTEBCQKHFE DFRAQQGQQR NSKFEYQUTK HHNLPYEBFD PKKRGKLYOQ SKBT GDVAXM 660 

25 KQLVHDOTHC SYKDPYSICV RQECVKVQCD KBIGSNKVED KCX3V0QGDNS HCRTVRSTPT 720 

RTPRKLQYLK MFDIPPQARH VLIQBDEASP HILAIKNQAT GHYIUIGKGB EAKSRTPIDI* 780 

GVEWDYNIED DIBSLHTDGP LHDPVIVLII PQENDTRSSL TYKYIIHEDS VPTINSNNVI 840 

QEEU7IFEWA LKSWSQCSKF G6G6FQYTKY GCRRKSDNKM VHR8FCEANK KPKPIRRMOJ 900 

IQSCTOPLWV AEEWEHCTKT CGSSQYQLRT VRCLQPLLDO TNRSVBSKSrC M6DKPBSRRP 960 

30 OroVPCPAQW KTGPWSBCSV TCGBGTEVRQ VLCHAGDHCD GBKPES VRAC QLPPQJDEPC 1020 

LGDKSIFCQM BVLARYCSIP GYNKLCCBSC SKRSSTLPPP YLLEAABTHD DVISNPSDIiP 1080 

RSLVMPTSLV PYHSBTPAKK MSLSSISSVQ OPNAYAAPRP NSKPDGAKLR QRSAQQAGSK 1140 

TVRLVTVPSS PPTKRVHIiSS ASQNAAASPF AASDSIGASS QART8KKD6K XZOKRRPTRS 1200 
STLBR 



35 



Seq ZD NOi 529 DNA sequence 
Nucleic Acid Accession #t NM_002774 
coding sequence: 24 6.. 980 



40 1 11 21 31 41 51 

I 1 I i t I 

AGOaSQACAA AGCCCGATTG TTCCTGGGCC CTTTCCCCAT OGCGCCTGGG CCTGCTCCXX: 60 

AGCCaSGGGC AGGGGCGGGG GCCAGTGTGG TQACACAOOC TGTAGCTGTC TCCCOGGCTO 120 

GCTQGCTOOC TCTCTCCTGG GGACACAGAO GTCGGCAGGC AGCACACAGA GG6A0CTA0Q 180 

45 GGCAGCTGTT CCTTCCCCC3Q ACTCAAQAAT CCCOSGAGGC COGGAGGCCT GCAGCAGQAO 240 

OGGCCATGAA GAAGCTGATG GTGGTGCTGA GTCTGATTGC TGCAGCCTGO GCAGAGGAGC 300 

AOAATAAOTT GGTGCATGaC GGACCCTGCG ACAAGACATC TCACCCCTAC CAAOCTG<XC 360 

TCTACACCTC GGGCCACTTQ CTCTGTGGTG GGGTCCTTAT CCATCCACTO TGGGTOCTCA 420 

CAGCTGCCCA CTGCAAAAAA CCGAATCTTC AGGTCTTCCT GGGGAAGCAT AACCTTGGGC 480 

50 AAAGGGAGA6 TTCCCAGGAG CAGAGTTCTG TTGTCCQGGC TGTQATCCAC CCTOACTATQ 540 

ATQCOOGCAG CCATGACCAO GACATCATGC TOTTGCGCCT GOCAOGCCCA GCCAAACTCT 600 

CTGAACrCAT CCAGOCOCTT CCCCTGGAGA GGGACTGCTC AGCCAACACC ACCAGCTGCC 660 

ACATCCTGGG CTGGGGCAAG ACAGCAGATG GTGATTTCCC TGACACCATC C3U7iaTQCAT 720 

ACATCCACCT GGTOTCCCGT GAGQAOTQTQ AGCATGCCTA OOCIGOCCAO ATCAGGCAGA 780 

55 ACATGTTQTQ TGCTGG6GAT GAGAAGTACO GGAA06ATTC CTGCCAGGGT GATTCTGGG6 840 

GTCO S CTGGT ATGTGGAGAC CAOCTCCGAO GCCTTQT8TC ATQGGGTAAC ATGCCCTGTO 900 

GATCAAAGGA GAAGCX»GGA GTCTACACX3V AOGTCTGCAG ATACAOIAAC TGGATCCAAA 960 

AAACCATTCA GGCCAAOTGA CCCTGACATO TGACaTCTAC CTCCOSACCT ACCACCCCAC 1020 

TQGCTGGTTC CAGAAOGTCT CTCACCTAGA CCTTGCCTCC CCTCCTCTCC TG CCCAG CTC 1080 

60 TOACCXTOAT GCTTAATAAA CX3CAGCGACX3 TQAGGGTCCT GATT CTCC CT GGTTTTACOC 1140 

CAGCTGCATC CTTGCATCAC TGOGGACGAC OTGATGAOTQ AGQACTTGGG TCCTCGQTCT 1200 

TAOCCCCACC ACXAAOAGAA TACAGGAAAA TCCCTTCTAG GCATCTCCTC TCCCCAACOC 1260 

TTCCACAOGT TTGATTTCTT CCTGCAQAGO CCCAGCCACG TGTCTGQAAT CCCAG CTCO S 1320 

CTQCTTACTG TCGGTOTCCX: CTTGGQATOT ACCTTTCTTC ACTGCAOATT TCT CAOC IGT 1380 

65 AAGATGAAGA TAAGQATGAT ACAGTCTCCA TCAGGCA6TG 6CTGTTGQAA AGATTTAAGA 1440 

. TTTCACACCT ATQACATACA TCQGATAGCA OCTGGGOCGC CATOCa^CTCA ATAAA6AAT6 1500 
TATTTT 

Seq ID NO J 530 Protein sequence 
70 Protein Accession #i NP_002765 

1 11 21 31 41 51 

I I I I 1 I 

MKKLMWLSL lAAAWAEEQN KLVHGGPC3)K TSHPYQAALY TSGHLLCGGV LZHPLWVLTA 60 

75 AHCKXPNLgy FLGKKNLRQR E39QEQSSW RAVZHPDYDA ASHDQDZNLL RLARPAKLSB 120 

LIQPLPLERD CSANTTSOIZ LGHGKTADGD PPOTZQCAXZ HLVS RBECBB AYPGQITCZNM 180 

LCAGDEKYGK DS0Q6DSGGP LV08DHLRGL VSNGNZPC6S KBKPGVyTNV CRyTNWZQXT 240 
IQAK 

80 Seq ZD NO: 531 DNA sequence 

Nucleic Acid Accession 0t NNJ)12152 
Coding sequence: 43.. 1104 

1 11 21 31 41 51 
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PCT/US02/36810 



1 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



CTTCTTTAAA TTTCTTTCTA GGATGTTCAC 
GACAAGCACA TGGACTTTTT TTATAATAGG 
GOAACAAAGC TTGTGATTGT TTTGTCTGTT 
TCTAATTCTC TGGTCATCGC GGCAGTGATC 
TACCTGTTG6 CTAATTTAGC TGCTGCCGAT 
ATGTTTAACA CRGGCCCAGT TTCAAAAACT 
GGGCTTCTGG ACAGTAGCTT GACTGCXTCC 
AGGCACATGT CAATCATGAG 6ATGCGG6TC 
CTGCTCATTT TGCTTGTCTG GGCCATC6CC 
TCGAATTGCC TCTGCAACAT CTCIGCXnXSC 
TACCTTQTTT TCTGGACAGT GTCCAACCTC 
CTGCGGATCT ACGTGTAOST CAAQAflGAAA 
TCCATCAGCC GCCGGAG6AC ACCCAT6AAG 
GCX3TTTGTGO TATGCTGOAC CCCGGGCCTG 
AOGCAGTGTG GCGTGCAGCA TGTGAAAAGG 
GTCGTGAACC CCATCATCTA CTCCTACAAG 
ATGATCTGCT GCTTCTCTCA OGAGAAOCCA 
GTCCTCAGCA GGAGTGACAC AQGC3U3CX3U3 
GTCTGCAATA AAAOCACTTC CTAAACTCTG 
GTCTTA6G 

Seq ID NO: 532 Protain aegueace 
Protein Accession #i IIP_036284 

1 11 ?1 

1 I I 

MNECHYDKHM DFPYNRSNTD TVDDWTGTKL 
FHFPFYYLIA NLAAADPPAG lAYVFIMFNT 
LVIAVERHMS IMRMRVHSNL TKKRVTIililL 
PIYSRSYLVF WTVSNIWAPL IMVWYLRIY 
VKTVLGAFW CWTPGLWLIt LDGLNCRQCG 
YGTMKKHICC PSQEMPERRP SRIPSTVLSR 



TTCTTCTCCA 
AGCAACACIG 
GG6ACGTTTT 
AAAAACA6AA 
TTCTTOGCTG 
TTGACTGTCA 
CTCACC3VACT 
CATAGCAACC 
ATTTTTATQG 
TCTTCCCTGQ 
ATGGCCTTCC 
ACCAAOGTCT 
CtAATGAAGA 
GTGGTTCTGC 
TGGTTCCTGC 
GAC6AGGACA 
QAOAGGGGTC 
TACATA6AGG 
GATGCCTCrC 



CAAtGAATGA 
ATACTGTCGA 
TCTGCCTGTT 
AATTTCATTT 
GAATTGCCTA 
ACCGCT6GTT 
TGCTGGTrAT 
TGACCAAAAA 
GGGCGGTCCC 
CCCCCATTTA 
TCATCATGGT 
TGTCTCCXSCA 
CGGTGATQAC 
TCCTCGAOGG 
TGCTGGOSCT 
TGTATGGCAC 
CCTCTC3GCAT 
ATAGTATTAG 
GGCCCACCCA 



GTGTCACTAT 
TGACTGGACA 
TATTTTTTTT 
CCCCTTCTAC 
TGTATTGCTG 
TCTCCGTCAG 
CGCCGTGGAG 
GAGGGTGACA 
CACACTGQGC 
CAGCAG6AGT 
TGTGGTGTAC 
TACAAGTGGG 
TGTCTTAGGG 
CCTGAACTGC 
GCrCAACTCC 
CATGAAGAAG 
CCCCTCO^ 
CCAAGGTGCA 
GGTGATGACT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



r r f 

VIVLCVGTFP CLFIFPSNSL VIAAVIKNRK 
GPVSBCriiTVN RWPLRQGLLD SSLTASLTNL 
LVWAIAIFMG AVPTLGWNCL OJISACSSLA 
VYVKRKmVL SPHTSOSISR RRTPMKtMKT 
VQHVKRWPLL LAtLNSWKP IIYSYKDEDM 
SiyiGSQyiBD SXSQGAVC3IK STS 



60 
120 
180 
240 
300 



Seq ID NO: 533 DNA seouence 
Nucleic Acid Accession #: NM_002821 
Coding sequence: ISO.. 33 62 



1 11 " " " f 

LcTCCCGCC icGGGACXSCC icGGGGTCGG GCTCOSGCIO COOCTOCIGC WOMOOKC 
^^SSgOT GCQTCCGCCT CCTGTGCCCG CCGCGOAGta GTCTGCGOa O8C0OT0OQC 
^S^S-ii ™iX-Pnan rcceCOGCGA TGOOAOCIOC OOGGGGATCC COOQCCAOAC 

^^^^^^^^^^ '^'^'"^ 
^?StCTT C«?CA*CCK3 COGTCCTCCC MGATGCRCT eCMGGOCGC 

S^SSSgr ggt^gct ccawcccoo trcmgtgia ctgociocic omg^gtoc 

SS^S SogSqCGG CCTTTCOCCC AGOGOeCAG CCIQM3CITT GOeCTOTGO 
riS^SSn nra^CMBC ACCTTCCAQT OTOXGGCTOQ GGATGATCTC ACTGGRQARG 

TCAAATGG^T TGAGGCAGGT CCT8TGGT0C 
^^^^ GCTGAGftTO: BOCCACAQAC CO^W CWOGTTSOC 

IcAOTOATaO OCACCCTCGQ CCCACCTACC AATOOnOCa MATaOMOC OCCCTTTCTG 
SacScACA OTCaGCRGCA AGGAGOGOAA CCIGAOGCtC OSKOCCTG 
^^^a. TOOT^CTG TATTCCTGCT GCGCCCRCAG TGCT«TW3C CAOTCTTQCA 
SJSiSrS STraeCTTQ AGCATrQCra atoaragctt tgccaggotg gtgctggcac 

GAGcSgSrG IGQCTCITTO AG0AT6M3AC ICCCATCACT AACCOOlGTC 
SSaS ^cScAGR GCCAC»SieT TTOCCAAOW 8ICTCTGCM CTOROCCRGG 
^^^^ CAAtSaC<3G ATCTACCOCT OCATTCGCCA GGGGCAGAOG GGCCCACCCA 
?ST«ro» MCCACACTT CACCTAGCAG AGMTGAW3A CATGCCGCTA ^nCMO^ 
JmStOTTTM MCTGGCAGC GMGAQCeTG ISRCCTGOCT TCCCCCCAAG GGTCTGCCM 

2?^^^ TCCQGCEGCC CAOCO^ 

ABAAOOOCCA COAOCTGQTO TTOGOCAAtA TTOCIQAAAG TOATOCrOCT GTCTA»CCT 

SacctSct ggtcagogga grcaggatgt caacatcact gtgococto 
^SSagaao ccccraqaca gccagcigga ggagggcaaa ccoMC»cr 

StoCCT GM^GGCC ACACCAAAAC CTACAffTTOT CTOGTACAGA MCCA^^ 

T^racA^ GOACTCAOSO naanaarct touwaaioo gaccttgcgc aicaacaooq 

?^JS^^ ^SS^io^SSS OIAWAGOa CACCCCAGCC 
^^USSC CCOTOTCCAA OTOCIOQAAA AOCTCAAaiT CACACCACW «^MC^ 
^^^T GGAGTrtOAC AAdGAGGCCA CGSTGCCCrG TTCAGCO^ ^SSSS 
^MOCTKr TAAeiGGGAA OGGGCAGAIG GGAGCAGOCT CCCAGAGIGG SIOA«e«m 
^SSS GCCCGOGTSA CICGAGATGA C6CK30CAAC ^^HGa 

^^OToSa oSoOOGCAO GGCCAflATTC SIOCOCATOT CCAeCTCACT OroO»CTTT 
??SSt Sa^Sa CCAGAGOGTA OGACICKSTA CCAGGGCaC 
?^^5cS OGCCCRGGGQ GACCCCAAGC CGCTGAWCA GTG«AAB8C AMM^ 
TOTTOGACOC CACCAAGCT6 GGACCCROGA TOCACATCTT CCAGAATQOC TCCCT^TSA 

mc^tSo oactcmocc octacacctg cattgcaggc m^cagctgct. 
I^^^ ^SSc cccScmS TOsreoACAA gcctgtgccq ^^ag^ 

^S^SSS Ss^TCOC CCCTACAAGA TQATCCABAC CATTCOOTTO TOMTOG^ 

^SS^ Sacatcatt gcogigci«j GOCTCAierr ciacigwm "^SSSSS 

i^MAAQCG GCTGCASASO CAGCCOGAGG OOGAGGAGCC AQAGATOSJA TGCCTCAAOB 
GmScCTTT GCAGAAOaa CAOOCCWaS CAORGATCCA AGAAQAAGIQ CCCTTQAOCA 
SJSSSS ^^«0 S^eWACA AAOGCCACAfl CACAAQTGAT AAGATGCACT 
SSSS COCTGGGGAA GAeiGAGTTT «G^^ 
GGCMGGGC trGGACGAGO OABIGBCAQA OACCCTGGTA CTTGTGAAGA 

1159 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2S20 
2580 
2640 



wo 03/042661 



CCCT6CAGAC GAAGGATGAG CAOOVOCAOC lOQACnOOO OAGGQAOTTG 6AGMT0TTT0 2700 

GGAAGCTGAA CCACGCOUVC tfTGGT GO GGC TOCTGGGGCT GT G OOG GG AG 6CTGA6O0CC 2760 

ACTACATGGT GCTGGAATAT GTGGATCTGG GAGACCTCAA GCAGTTCCTG AGGATTTCCA 2820 

AGAGCAAGQA TGAAAAATTG AAGTCACAOC CCCTCAOCAC CAAGCAGAAG 6TG6CCCTAT 2880 

GCACCCAGGT AGC C CTG G GC ATGGAGGACX: TGTCCAACAA CO G CTTT G TG CATAAGGACT 2940 

TGGCTGGGOQ TAACT OOC TG GTCAGTGCGC AGAGACAAGT GAA68TGTCT GGOCTOGGCC 3000 

TCAGCAAGGA TGTGTACAAC AGTGAGTACT AOCACTTCOG CCAG60CTG0 GT8C9CGCTQC 3060 

GCTGGATGTC CCCOQAQOCC ATCCTGGAGa OTQACTTCTC TACCAAGTCT 6AT0TCTGGQ 3120 

CCTTGGGTGT GCTQATGTGG GAAaTGTTTA CACATGGAGA GATGCCCCAT GGTGGGCAGG 3180 

CAGATGATGA AGTACTGGCA GATTTGCAGG CTGGGAAGGC TAGACTTCCT CAGGCOGAGG 3240 

GCIQCCCTTC CAAACTCTAT 0GGCT6AT6C A606CTGCTG GGCCCTCAGC GCXSkAGQACC 3300 

OQCCCTCCTT CASTGAGATT GGCA606C0C TGGGAGACAO CAOGOTGQAC AGCAAOOOGT 3360 

GA6GAGGGAG CCCGCTCAGG ATGGCCTGGG CAGGGGAGGA CATCTCTAGA GGGAAGCTCA 3420 

CAGCATGATG GGCAAGATCC CTGTCCTCCT GGGCCCTGAG GTGCCCTAGT GCAACAGGCA 3480 

TTGCTGAGGT CTGAGCAGOG CCTGGGCTTT CCTCCTCTTC CTCACGCTGA TCCTTTGGGA 3540 

GGCTGACTTS QAOOCAAACT GGGOGACTAO GGCTTTGAGC TGGOCAGTTT CCCCTQCCAC 3600 

CTCTTCCTCT ATCAGGGACA GTGT6GGTGC CACAGGTAAC OOCAATTTCT GQOCTTCAAC 3660 

TTCTCCCCTT GACCGGGTCC AACTCTQCCA CTCATCTGCC AACTTTGCCT GGGGAGGGCT 3720 

AGOCrTGGGA TOAOCTaOaT TTGTGGGQAG TTCCTTAATA TTCTCAAOTT CTOQQCACAC 3780 

AGG6TTAATQ AOTCTCTTGC CCACTGGTCC ACTT6GG6GT GTAGACCAGG ATTATA6AGG 3840 

ACACAGCAAa TGAGTCCTCC GCACTCTGGG CTTGIGCACA CTGACCXAGA CGCAOGTCTT 3900 

CCCC3VCCCTT CTCroCTTTC CTCATCCTAA GTGCCTGGCA GATGAAG6AG TTTTCAGGAO 3960 

CTTTTGACAC TATATAAACC GCCCTTTTTO TATOCAOCAC GGGCGGCTTT TATATGTAAT 4020 

TGCAGCGTGG GGTGGGTGGO CATGGGAGQT AGGGGTGGGC CCTGGAGATG AOGAGGGT6G 4080 

GCCATCCTTA CCCCACACTT TTATTGTTQT Orm ' m ' OT TTGTTTT6TT ' i"ri"n ' UT ' i"X " i ' 4140 
TOTTTTTQTT TTTACACTCQ CTGCTCTCAA TAAATAAGGC TTTTTTA 

Seq ID MOt 534 Protein sequence 
Protein Accession Us NP_002812 

1 11 21 31 41 51 

I I I I I I 

MGAARGSPAR PRRLPLLSVL LLPIiLGOTQT AIVFXKQPSS QDALQCRRAL LRCEVEAPGP 60 

VHVYWLLDGA PVQDTERRFA QQSSLSFAAV DRLQDSGTFQ CVARDDVT6E EARSANASFN 120 

IKHIEAGPW UCHFASEAEZ QPQTQVTLRC HIDGHPRPTY QWFRDGTPLS DGQSMHTV8S 160 

KBRNLTLRPA GPEHS6LYSC CAHSAFGQAC SSQNFTLSIA DBSFARWLA POOWVARYE 240 

BAHPH0QF8A QPPPSLQWIiF EDBTPITHRS RPPHLRRATV FAHGSLLLTQ VRPRNA3IYR 300 

CIGQGQRGPP IILBATIiHIiA EIBDMPLFEP RVPTAGSBBR VTCX*PPKGLP BPSVWWEHAG 360 

VRLPTHGRVY QKGHELVLAN lAESDAGVYT CHAAKLAGQR RQDVHITVAT VPSWLKKPQD 420 

SQliBEGKPGY IiDOiTQATPK PTWHYRNQM LZSEDSRFEV FKNGTLRINS VEVYDGTinR 480 

CMSSTPAOSI EAQARVQVIiB KIiKFTPPFQP QQCMEFDXBA TVPCSATGRE KPTIKHERAD 540 

GSSIiPBWVTD NAGTLHFARV TRDDAGNYTC ZASKGPQGQI ItAHVQLTVAV FXTFKVEPBR 600 

TTVYQOITAL LQCEAQGDPK PLIQWKGKDR ILDPTKLGPR HHIFQNGSLV IHDVAPBDSG 660 

RYTCIAOfSC NZKHTEAPLY WDKPVPEES BGFGSPPPYK MIQTZGLSVG AAVAyZIAVL 720 

GLMFYCKKRC KAKRI^XQPE GEEPEMECLN GGPLQMGQPS AEIQEEVALT SLGSGPAATN 780 

KRHSTSDKMH FPRSSIdQPIT TLGKSEFGSV FLAKAQGLEB 6VAETLVLVK SLQTKDBQQQ 640 

ZiDFRRELB4F GKLNHANWR LLGLCREAEP HYHVLEYVDL GDLKQFLRIS KSKDBKLK8Q 900 

PliSTKQKVAL CTQVALGMEH LSNNRFVHKD LAARNCLVSA QRQVKV8ALQ LSKDVYNSBY 960 

YKFRQAWVPL RWMSPEAILE GDFSTK8DVH AFGVU4WEVF TUGEMFHGGQ ADDBVLADLQ 1020 
A6KARLPQPE GCPSKZ.YRLK QRCWAI.SPXD RPSFSEIASA L6D8TVDSKP 

Seq ID VtOi 535 DWA sequence 
Nucleic Acid Accession «: im_013952 
Coding sequences 161.. 1357 

1 11 21 31 41 51 

I I I 1 I I 

TTCAGAAGQA GGAGASACAC OGGGCCCAGG GCACCCTCGC GGGOGGGOSG ACX:CAAGCAa 60 

TGAGQGCCTO CAGG0GGCCX3 GCCAGGGCAG CGGCAGGCGC GOCCOGQACC TACXSOGAQQA 120 

AGCCCCGAGC CCTOCXSCGGG CTGCXBVGCGA CTCCCC3GG0G ATGCCTCACA ACTCCATCAG 180 

ATCTGGCCAT GGAGGGCTGA ACCAQCTGGG AGGGG CCTl ' T GTGAATGGCA GAOCTCTGOC 240 

GOAAGTGGTC CX3CCA0CGCA TCOTAGACCT GGCCCACCAG GGTGTAAQGC CCTGOQACAT 300 

CTCTCX3CCAG CTCOGCGTCA GCCATGGCTG CGTCAGCAAG ATCCTTGGCA GGTACTA06A 360 

GACTGGCAGC ATCCGGCCTO GAGTGATAGG GGGCTCC3VAQ CCCAAGGTGG CX3VCCXCCAA 420 

GGTOGTGGAG AAGATTGGGG ACTACAAAOQ CCAGAACCXIT ACCATGTTTO CCTGGGAGA7 480 

CCGACaCCXSG CTCCTOGCTG AGG6CX?rCTG TGACAATGAC ACTGIGCCCA 6TGTCAGCTC 540 

CATTAATAGA ATCATCCX3GA CX^AAGTGCA GCAACCATTC AACCTCCCTA TGGACASCTG 600 

OSTOOOCACC AAGTCCCTGA GTCCXXX3ACA CAOGCTGATC CCCAGCTCAG CTGTAACTCC 660 

CCOSGAOTGA CXXXaUSTOGG ATTCCCTGQG CTCCAOCTAC TCCATCAATG GGCTCCTGGG 720 

CATOSCTCAG CCTGOCAaOG ACAAGAGQAA AATGQATGAC AGTGATCASO ATAOCTGOOG 780 

ACTAAGCATT GACTCACAQA GCAGCAGCAO CGGACCCX^ AAGCACCITC GCAOGOAIGC 840 

CITCAGCCAG CACCACCTC30 AGC06CT0GA GTGCCCATTT GAGC6GCAQC ACTAOOCAOA 900 

QGCCTATGCC TCCCCCAGCX: ACACCAAAGG CXJAGCAGGGC CTCTACCOGC TG OQCT PQCT 960 

CAACAGCACC CTGGAOGAOQ GGAAGGCCAC CCTGACCCCT TCCAACAOGC CACTGGGGOQ 1020 

CAACCTCTCG ACTCACCAGA CCTACCCOGT GQTGGCAGCT COSOCCTTTT OQATC T OCAO 1080 

CAAGTOGGCT COGGGGTCCC GCCCTTCAAT GCCTTTCOCC ATGCIGOCTC GSTQTAOiaO 1140 

CAGTTCAOGO GCCAGGCXXrT CCTCTCAC3QG CQAGAGATOO TOaOGOCCAC GCIGOOCXSGA 1200 

TACCCACCCC ACATCCCCAC CAGCGGACAG GGCAGCTATG CCTCCTCTGC CATOGCAGGC 1260 

ATGGTGGCAG GAAQT6AATA CTCTGGCAAT GCCTATGGCC ACACCCCCTA CTCCTCCTAC 1320 

AGOQAOQCCT GGGGCTTCCC CAACTCCASC TTGCTGAOTT CCCCATATTA TTACAOTTOC 1380 

ACATCAAGGC OQAGTGCAOC GCCCAOCACT GCCAOGGOCT TTGACCATCT GTAGTTGCCA 1440 
TGGGGACAGT G 



1160 



wo 03/042661 



Seq ID N0» 53G Protein sequence 
Protein Accession #: NP_039246 



11 



10 
15 
20 
25 
30 
35 
40 
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60 
65 
70 



MPHNSIRSGH GGUIQI/3GAF 
ILGRYYETGS IRPGVIGGSK 
TVPSVSSIMR IIRTKVQQPF 
SINGLliQIAQ PGSDKRKMDD 
BRQHYPEAYA SPSHTKGEQG 
PPPWICSKSA PGSRPSMPFP 
PPLPSQAWWQ EVNTLAMPMA 



21 

1 

VNGRPLPEW 
PKVATPKWB 
NLPMDSCVAT 
SDQDSCRliSI 
LYPLPLUJST 
MbPPCTGSSR 
TPPTPPTARP 



31 

RQRIVDIAHQ 
KIGDYKRQNP 
KSIiSFGHTLI 



LDDGKATLTP 
ARPSSQGERW 
GASPTPAC 



41 51 

1 1 
GVRPCDISRQ LRVSHGCVSK 
TMFAWEIBDR LIAEGVCDND 
PSSAVTPPES PQSDSI/SSTY 
KHLRTDAFSQ HHLEPLECPF 
SNTPIXSRULS THQTYPWAA 
WOPRCEOTHP TSPPADRAAM 



60 
120 
180 
240 
300 
360 



Seq ID NO: 537 DNA sequence 



nucleic Acid Accession #: 
Coding sequences 11.. 13 63 



HM 003466.1 



11 



GAATTOSQOQ 
AGGGGCCTTT 
GGCCXa^CCAG 
CX3TCAGCAAS 
GGGCTCCAA6 
CC3VGAACCCT 
TGACAATGAC 
GCAACCATTC 
CAGGCIGATC 
CrOCACCTAC 
AATGGATGAC 
GQ6ACCCC6A 
GTGCCCATTT 
GSAGCAGGGC 
CCTGACCCCT 
GGTGGCAGAT 
TAGCTCCACC 
0GGGGTCCG6 
CCAGGCCXXC 
CATCCCCBCC 
AAGT6AATAC 
GOGCTTCCCC 
GAGTGCACCX3 



ATOCCTCACA 
GTGAATGGCA 
GGTGTAAGGC 
ATCXn^TGOGA 
CXXAAGGTGG 
ACCATGTTTG 
ACTGTGCCCA 
AACCTCCCTA 
OCCAGCTCAG 
TCCATCAATG 
AGTQATCAQO 
AAGCACCTTC 
GAGCGGCAGC 
CTCTACCGGC 
TCGAACAC6C 
CCTCACTCAC 

ccrrccTCTT 

CCCTTCAATG 

CTcrcAGoac 

A6CX36ACAGG 
TCTGGCAATQ 
AACTCCAGCT 
CXXa^CCACTQ 



21 
I 

ACTCCATCAG 
GACCTCTGCC 
CCTG06ACAT 
GGTACTACGA 
CCACCCCX»A 
CCTGGGAGAT 
GTGTCAGCTC 
TGGACAGCTG 
CTGTAACTCC 
GGCTCCTGGG 
ATAGCTGCCG 
GCACGGATGC 
ACTACCCAGA 
TGOCCTTGCT 
CACTGGGGCO 

cxrrrcGCCAT 

TATCTAGCTC 
CCTTTCCCCA 
GAGAGATGQT 
GC3M3CTATGC 
CCTATGGCCA 
TGCTGAGTTC 
CCACGGCCTT 



31 
1 

ATCTGQCCAT 
GGAAGT6GTC 
CTCTCGCCAG 
GACTGGCAGC 
GQTGGTGQAG 
CCGAGACCGG 
CATTAATAGA 
CQTGGCCACC 
CCOGGAGTCA 
CATCGCTCAG 
ACTAAGCAOT 
CTTCAGCCAG 
GGCCTATGCC 
CAACAGCACC 
CAACCTCTCX3 
AAA GCAGGAA 
CGCCTTTTTG 
TGCTGCCTCC 
GGGGCCCAC6 
CTCCTCTGCC 
CACCCCCTAC 
CCCATATTAT 
TQACCATCTQ 



41 



GGAOGQCTQA 
G6GCAG0QCA 
CTOOGCGTCA 
ATCCGGCCTQ 
AAGATTGGGG 
CTCCTGGCTG 
ATCATCGGGA 
AAGTCCCTGA 
CCCCAGTCGO 
CCTGGCAGCG 
GACrCACAOA 
CACCACCTCG 
TCCCCCftGCC 
CTGGACGACQ 
ACTCACCAGA 
ACCCC0GAG6 
GATCTGC3U3C 
OTGTAOGGGC 
CTGCCCG6AT 
ATC6CAGGCA 
TOCTCCTACA 
TACAGTTOCA 
TOCfTTGAAGC 



51 
1 

ACCAGCTGGG 
TCGTAGACCT 
GCCATGGTTG 
GAGTGATAGG 
ACTACAAACG 
AGGGCGTCTG 
CCAAAGT6CA 
GTCCC3Q6ACA 
ATTCCCTGGG 
ACAAGAGGAA 
GCAGCAGCAG 
A6COGCPC36A 
ACACCAAAGG 
GGAAGGCCAC 
CCTACCCOGT 
TGTCC3M3TTC 
AAGTCGGCTC 
AGTTCACGGG 
ACCCACCCCA 
TGGTGGCAGG 
GGGAGGCCTG 
CATCAAGGCC 
TT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



seq ID NOt 538 Protein sequent^ 
Protein Accession «: NP_0034S7 



1 

KPHNSIRSGR 
IliGRYYETGS 
TVPSVSSIMR 
SIMGLIiGIAQ 



FH8PFAIKQE 
LSGREMVGPT 
NSSUiSSPYy 



11 
I 

GGLMQLGGAF 
IRPGVIGGSK 
IIRTKVQQPF 
PGSDKRKMDD 
SPSHTKGEQG 
TPEV8SSSST 
LPGYPPBIFT 
YSSTSRPSAP 



21 
1 

VNGRPIiPEW 
PKVATPKWE 
NLPMDSCVAT 
SDQDSCRLSI 
LYPLPLLNST 
PSSLS8SAFL 
SGCySSYASSA 
PTTATAFDBL 



31 
1 

RQRIVDLAHQ 
KIGDYKRQNP 
KSLSP6BTLI 



IJ3DGKATLTP 
DliQQVGSGVP 
lAGKVAGSEY 



41 

I 

GVRPCDISRQ 
TMFAWEIRDR 
PSSAVTPPES 
KHLRTDAFSQ 
SNTPIiGRNLS 
PFNAFPHAAS 
SCaOLYQHTPY 



51 

LRVSH6CVSK 60 

LLAEGVCDND 120 

PQSDSLGSTY 180 

HHLBPIiECPF 240 

THQTYPWAD 300 

VYGQFTQQAL 360 

SSYSEAWRFP 420 



Seq ID NOi 539 DMA segueoce 
nucleic Acid Accession ft: HMJ)06799 
Coding sequence s 19 . . 963 



11 



21 



75 



80 



0C06GGGGAG 
CGG6CT6GAC 
OGACGGGTCA 
TGGCAGGGGA 
CQCTGGGCAC 
GGGTGGATGG 
TACTACACCC 
CCCTATGACA 
CCCATCIGTC 
GGCTGGGGGT 
CAGGTOGCCA 
AAGGACATCr 
TTCSGTGACT 
GTCQTGAGCT 
AGCCACCACT 
CCCTCCTGGC 
TGAGCCTACC 



AGGAGGCCAT 
TCAGGAAGCC 
TCACGTC6C6 
GCCTG06CCT 
TCACGGCGGC 
TCCAGTTTGG 
GTTACTTCGT 
TTGGCTTGGT 
TCCAGGCCTC 
ACATCAAAGA 
TCATAAACAA 
TTGGAGACAT 
CAGGTG6ACC 
GGOGAGTGGG 
TTGAGTGGAT 
OGCTACTCTT 
TGAGCCCATG 
GGTAAXAAAC 



GGG06CGCGC 
GGAGTOGCAG 
GATGGTGGGT 
GTGGOATTCC 
GCACTGCTTT 
CCAGCTGACT 
ATCQAATATC 
QAAGCTC3TCT 
CACATTTGAG 
GGATGAGGCA 
CTCTATGTGC 
G6TTTGTGCT 
CTTG6CCT6T 
CTGTGGTCGQ 
CCAGAAGCTG 
TTTCCCTCTT 
CAGCCTGGG6 
ACATTOCAGT 



31 

I 

GGGGOGCTGC 
GAGGCGGCGC 
GQASAGQAGG 
CAG8TATG0G 
GAAACCTATA 
TCCATGCCAT 
TATCTGAGCC 
GCRCCTGTCA 
TTTGA6AACC 
CTGCCATCTC 
AACCACCTCT 
GGCAATGCCC 
AACAAGAATG 
CCCAATOGGC 
ATGGCCCAGA 
CrCTGGGCTC 
OCACTGCCAA 
TGATGGCIT6 



41 



TGCTGG06CT 
CJGTTATCAGG 
CCGAACTCGG 
GAGTGA6CCT 
GTGACCTTAG 
CCTTCTGQAQ 
CTCGCTACCT 
CCTACACTAA 
GGACAGACTG 
CCCACACCCT 
TCCTGAAGTA 
AAGGCGGGAA 
6ACTGTGGTA 
CCGQTGTCTA 
GTGGCATGTC 
TCCCACTCCT 
GTCAG8CCCT 
CAGGGCATTC 



51 

GCTGCTGQCT 
ACCATOOGGC 
GCGTTGGCCG 
GCTCAGOCAC 
TGATCCCTOC 
CCTGCAGGGC 
GGGGAATTCA 
ACACATCCAG 
CTGGGTGACT 
GGAGGAAGTT 
CAGTTTOOGC 
GGAT6CCT6C 
TCAGATTGGA 
CACCAATATC 
CCAGCCAGAC 
3TC 



GOTTCTCTTC 
TTCAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 



Seq ID HOt 540 Protein eequence 
Protein Accession #> IIP_006790 



1161 



wo 03/042661 



PCTAJS02/36810 



10 

15 

20 

25 

30 

35 

40 

45 
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60 

65 

70 

75 

80 



I H 21 31 41 51 

I I i t I I 

M8ARQALLIA LLLAKAGLRK PB8QEAAPLS GPOGRSVITS RIVGGEDAEL QRHPHQGSLR 60 

LHDSHVOGVS LLSHRWALTA AHCFETYSDL SDPSGWMVQP GQLTSMPSFW SLQAYVTRYP 120 

VSNIYLSPRY LGNSPYDZAI* VKLSAPVTYT KHXQPIGLQA STFEFEKRTD CHVT6K6YIK 18 Q 

EDEALP8PHT lOBVQVAIIN NSMCNKLPUC YSFBXD17GD KVCAGITAQG6 RDACFGOSGO 240 

PLAOIKNGLIf YQIGWSWGV GGGRFNRPGV YTNISRHFEH IQKLMAQS6M SQPDPSWPLL 300 
PPPLUiALPL LGPV 

Seq ID KOt S41 DMA sequence 
Huclelc Acid Accession #i iaM_014344 
coding sequence* 131.. 1444 

1 11 21 31 41 51 

I I I I I I 

QOGGC O GOGA TaGGaGGGAA 6C3QCCGC3AAO CCGGQ6AG0C CACAAACTQC CGOGCCCQCC 60 

TO G COSCCGG GA0CX30GGTO CCTGGGCTOG GCTTGAAGOG G0G6GGGCGC ACOGGCACAG 120 

COGOGGGAGC ATQGtSCAGGA GQATGOGGGG CGOSGCOGCC ACOGCGGGGC TCTGQCTGCT 180 

G60GCXGGGC TOGCrGCTGG 06CTGT6GG0 AGGGCTGCTO CXX3GOG06GA CCGAGCIOCC 240 

O gCCTOCCXa q COGCCOQAAO ACOGACTCOC ACQQCaCCOO GCCOGQAGOO 6CGGC0CCGC 300 

60C0GGGGCT OQCTTCCCTC TGCCCOOOCC OCTG Q OGTOG GAG6CC06CX3 GOGQCTCCCT 360 

GAAAACTTTC GGGGOGCTGC TCACCCTGGC GGCGGQCGCG GAOGGCCCGC CCOGGCAGTC 420 

COQCSAQCXSAO CCCAGC3TG0C AOQTGTCAGC CAOGCAGCCC OGGCOGQAGO AGAG CGCC3G C 480 

GCrrGCAOSGG GGOGTCTTCT GGAGCXX^OGG CCTG6AGGAG CAGGTGCXXC CGGGCTTTTC 540 

GGAGGCCCAG GOGGCGGGOT GGCTGGAGGC G6CTG60G6C GCCGGGATGO TGGCCCTGGA 600 

aCJGOQGGGOT T60GG60GCA GCTGCAAGOQ ACTGGCCCOT TTTGGGQACC 6CACCC6CQC 660 

CTQCOTQCOC TAOGGCATCA ACCOGGAGCA GATTCAGGGC GAGGCCCTGT CTTACTATCT 720 

QGOQOGCCTQ CTGGGCCTCC AGOGCCAOQT GCC6C0QCTG GCACTGGCTC GGOTGOAGGC 780 

TGGGGGOGGQ CA6T6GGCX3C AGGTGCAGOA GOAGCTGCGC GCTGOQCACT QGAC0QA6G6 840 

CAGOOTGQTQ AiOOCTQACAC OCIGGCIQCC CAACCTCAOG GftOGTOGIGO 1GCC0006CC 900 

CTGGCX3CT0Q QAGGAGGGCC GTCTGG6CCC CCTCOS GG AT GC O GGGOOTO AQCTG GCCAA 960 

CCTCAGCCAQ 60GGAGC1X3G TGGACX:TAGT ACAATGGACC GACTTAATCC TTTTCGACTA 1020 

CCTGACGGCC AACTTCOACC GGCTCGTAAG CAACCTCTTC AGCCTGCAGT GGQACCOQOO 1080 

CQTCATOCAG OQTQCCACCA GCAACCTOCA COQOGGTCXXS GG060GGOGC TG6TCTTTCT 1140 

GGACAATQAQ GOQGGCTTGG TGCAOGGCTA COQGOIAGGA OGCATOTGGG ACAAGTATAA 1200 

OGAGCGGCTQ TTQCAQTCAG 'lMi\M M 'L V t'TT C06GBA6006 ACCG0G0G6C GGGTCCTGGA 1260 

OCTGCAGOQC GGACAGQAOQ COGOGGCCGO GCTQCT606C CTCTACOGGC GCCACX3AGCC 1320 

TC3GCTTCCCC GAGCTGGCCO CCCTTGCAGA CCCCCAOGCT CAGCTGCTAC AGOGCXXSCCT 1380 

OQACTTCCrC GCCAAGCACA TTTTGCACTG TAAOGCCAAG TAOGGCOGCC GGTCTGGGAC 1440 

TTAQTGTCAC GGG6AG6AAA AGAGAGAQAT CTQQGQCTGO GGTATGGATG ATGGGGQGAA ISOO 

GOQOQGTOOC CTCTGCCACT GTCAGGGACC AOGGQGCCAA OGGCCACCOG CAAAGGTGTC 1560 

TAAAAACTTC AGCTTTTCAC C3CACCTGCCC CTTTCTTTCA ATCCCACGCT GTTTCCTTTC 1620 

AAAGTTCTGQ GAGGACGAAC TCACOGAOGC GAGAAGTGTA ACATTCTCTC CACCCAGCTT 1680 

ATAAAAGGAT TCTTTACTGT QGCAGCAOGG GGATTGGATC OQAAOAAACT GGCTACIGGG 1740 

QTl'l'QGCCCC OGAOTGGCOG TCCCXGTGG6 AGAIGCACCC CATTCTTGGG COC OOCT CAT 1800 

TCCCTTTCOG AAAAAGGAAA ACTTGC6TTT GA6CX»TTGA GCTAATTCTO CAATTTTCTA 1860 

CCAAACABAG CGCTGGTGGC CCCGGAGCAG GGCTGTQACA rPGGCTGGTQ GAGCXXJCTTC 1920 

CTGTGTTCTC CCTTTGTTCC AG0GC0GCX5A TGGTOAQATC ACTQTTCCAA GCAGGGOOAC 1980 

GGCTOGOGAT AGQACAAAGA GAGCAGGACC TCCAGACTCT GGGGAGCCCT GGAGACCTTO 2040 

ACAATTTGCC TGACTCATTC CTQACCICTT OTCATTTTGO 0CT6AAG6CT ACAAATTCAG 2100 

GOTCAOCrCrr ATGCACTAAG TCAAATAATG AATTTCTTGC TCC CTCTO QC AAC OGAO CAA 2160 

AATTTTGACA ACGATGATGT TCACCAQAAG QAAAAAAAAA TCAGTTTTAT GCACTTTATT 2220 

TTGTTTTGAT TTTCATTTTT TATTAAGAAA AAATTTTATT TTACAGAATT TACCTTCTCT 2280 

GTATATATGT GCATAAAGTG TGGTGTAAAT ATACTAAACA AACTTATATT TCAATAAAAG 2340 
GGAGTTTAAA ATTTAAAAAA AAAAAAA 

6eq ZD NOt 542 Protein sequence 
Protein Acceselon ftt HP_0SS1S9 



1 
I 

MGRKMRGAAA 
RPFLPPPLAW 
GVFHSRGIiEB 
YGINPBQIQQ 
SLTRWLFNLT 
NPDRLVSNLF 
LQSVCVFRER 
AKHILKCKAK 



11 
I 

TAOLWIiLALG 
DARGGSIiXTF 
QVPPGFSEAQ 
EAIiSYYIiARL 
DVWPAPWRS 
SliQHDPRVKQ 
TARHVLEliBR 
YGRR80T 



21 
I 

SLLALWGGLL 
RALLTLAAGA 
AAAHLEAARG 
LGLQRHVPPL 

RATSUUIRGP 
GQDAAARLLR 



31 
I 

PPRTELPASR 
DGPPRQSRSB 
ARMVALBRGG 
ALARVBARGA 
AGGELANLSQ 
GGALVFU3NB 
LYRRHEFRFP 



41 

I 

PPBDRIiPRRP 
PRWHV8ARQP 



QHAQVQEBLR 
AELVDLVQOT 
AGLVBGYRVA 
BLAALADPfiA 



SI 

I 

ARSGGFAPAP 
RPEBSAAVHG 
FADG7RACVR 
AAHHTBQSW 
DLILPDYLTA 

QMDicnaBni 

QLLQRRLDFL 



60 
120 
180 
240 
300 
360 
420 



Seq ZD HOi 543 DNA sequence 

KUeleic Acid Accession »t XM_007652.4 

Ooding sequence: 1..1290 



1 
1 

ATGGCOGGCT 
CTGTTTTTAA 
TCTCGGTTCA 
OCTGTTAAOO 
TTACCTTTOA 
CA6AGA6A6A 
TACTXGCTTT 



11 
I 

CTGGOGOGTG 
ATGACACCAG 
ACAAACTTOQ 
O O GOOCACCC 
CCAACAGTCA 
TACTGAAGCA 
TCATOATTGO 



21 
I 

GAAGOQCCrC 
OGCCTTTGAC 
AGTTGTGaTQ 
GACCCTCCAO 
GCTGAOTTTO 
GAGAAAGQTO 
AGAACTTOTA 



31 
I 

AAATCTATGC 
TTCTOGGATG 
GCCGATGACX3 
GC0QAO8AT0 
AAGGTOGACr 
AAAQOCAGGT 
QGTGQATACA 



41 

1 

TAAGGAAGGA 
AGGOGGGGGA 
GTT COQAA GC 
Al'fOCTTACT 
OCTGTOACAA 
TQAGCATTGC 
TT6CAAATA0 



51 
I 

TGATGOGCCG 
GGAGGGGCTT 
GOOGGAAAGG 
GGAOCAAGAC 
CTGCAGCAAA 
TGCGGTTCTO 
OCTAGCAATC 



60 
120 
180 
240 
300 
360 
420 



1162 



wo 03/042661 



PCT/US02/36810 



ATQACA6ATG 
TTGTG6CTAT 
GTTTTGTCAO 
GAAGCTGTGC 
S ACQGCAGCTG 
CACOGTCACT 
GAAOnAACC 
GATTTGGTAC 
TACAAGATT6 
10 TTTCX3AATCA 
6TAGACTATA 
AATATCTGGT 
GQAAOTTCAT 

15 TGTGCAAATT 



CACTTCATAT 
CATCAAAATC 
CTATGATTAG 
AAAGAACTAT 
TTGGAGTTGC 
CCCATTCCCA 
ATGGGCAGGA 
AGA6TGTTGG 
CTGATCCCAT 
TATGGGATAC 
TCAAAGAAGC 
CTCTCACTTC 
CTAAATGGGA 
ATA6ATGTAC 
GTCAGAGTTC 



GTTAACTGAC 
ACCAACCAAA 
TGTGCTGTTG 
CCATAT6AAC 
AGTTAATGTA 
CTCCCTGCCT 
TAGCCTGGCA 
T6T6CTAATA 
CTGTAC3VTAC 
AGTAGTTATA 
CTTGATGAAA 
AGGAAAATCr 
GGAAOTACAG 
TATTCAGCTT 
TAGTCCCTGA 



CTAAGCX3CCA 
AGATTCACCT 
6TGTATATAC 
TATGAAATAA 
ATAATGGGGT 
TCAAATTCCC 
GTGAGAGCTG 
GCTGCATACA 
GTATTTTCAT 
ATACTAGAAG 
ATAGAAGAT6 
ACTGCCATA6 
TCCAAAOCAA 
CAGAGTTAGA 



TCATACTCftC 
TTGGATTTC3^ 
TTATGGGATT 
ATGGAGATAT 
TTCTGTT6AA 
CTACCAGAGG 
CATTTGTACA 
TCATACGATT 
TACTTGTGGC 
GTGTGCCAAO 
TATATTGAGT 
TTCACKTACA 
ACCATTTATT 
GGCAAGAAGT 



CCTGCTTGCT 

TC6CTTAGAG 
CCTCTTATAT 
AATGCTCATC 
CCAGTCTGGT 
TTCIGGGTGT 
TGCTTTGGGA 
CAAGCCAGAA 
TTTTACAACA 
CCATTTGAAT 
0GAA6ATTTA 
6CTAATTCCT 
ATTGAACACA 
GGACAGAACr 



480 

540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



Seq ID NO: 544 Protein sequence 
Protein Accession XP_007€52«l 



20 

25 

30 

35 

40 

45 

50 

55 



11 
I 

XSMLRKDDAP 
ADDDSXJJX2I> 
GGYIANSLAI 
VYILMGPLLY 
SNSPTR6SGC 
VPSLLVAPTT 
TAZVBZQLIP 



1 

I 

KAGSGAHKRL 
PVNOAEPTLQ 
YUjFMIGELV 
VLSAMISVLI* 
HRHSHSHSLP 
YKIADPICTY 
NIHSLTSOKS 
CftNGQSSSP 

Seq ID NO: 545 DNA sequence 
Nucleic Acid Accession #: AB03776S.1 
Coding sequence I 1..2478 



31 

I 

PSDBAGDEGL 
KVDSCDNCSK 
LSAIIXiTLIiA 
YEINGDIMLI 
VRAAFVHAL6 
PRIIWDTWI ILBQVPSHU* 
SKANBLLLNT 



21 

1 

LFLNDTSAFD 
LPLTNSQLSL 
tVIDALBMLTD 
EAVQRTIHMN 



11 



21 



60 
65 
70 
75 
80 



ATGTTTTCOG GCTTCAATGT 
TACATGGCAA CAGTAA ACTC 
CAACCAGGAA AAGCCTCTTT 
TTTCTTGAAG AACTGAATGA 
AAGGTTAATT GTGTCAAA6A 
AAAQCATATT TATTCAAGGG 
GATGTGlUaO CCKIT6TG6C 
ATTACCRACC TG6AAGACCT 
ATATTCTCAT ATGTAAGAGC 
TTTGTGTATG GGACTACATA 
ATTGGCrCTG AGGATGTGGA 
GACTTGAOCC AOCAATGTAG 
CAOCTGTTTA TTAAQACAAT 
CAAGTTTCAA CTGTCCATCT 
GCTACTTATG AAGCTGATAG 
GCAGGAGTTC TACTCTTGTT 
GIGGTCTTCA AAAGAGCAGA 
GATTTAATAA tATCTCATGT 
GACAATGACA TGGAAGGTCC 
TTCAGAOATA GGAAGAGAAA 
TTTAATGCAA CAGTGATGGC 
GTATCCATGO CATTTTT6CA 
ACTATGCTTC TTACTAGAAT 
GTTACT6AAT TTCCTATCAT 
G6AATGTTAG GAACCGAAGA 
GTGAATATAA CATCX3ATCX3V 
CTCATCTT6T ATTCTACTGT 
AAAGARGATT TTA GTGAA GC 
TCTGAAGAAG ATGTTTTGCT 
CTIGCCAGAC ACACAGAAGG 
GACATAGTTC AAATAATAAC 
AATCTTCCCA GTTATTTCAG 
GTAAATCCTC AGTATAAAAA 
TTTACTCCAT GCTGGTTAAA 
TATTTTGATC CTCTGCCTCC 
CAAGTATTTG CATTTCCTTC 
AAGAAATTAG AAGCAGGACT 
CCTCCTCTTC CAGCTTATQA 
ACTAGGAAAG TTCCC3\AGTG 
CATGAAGATA AATOGGCAOT 
AATAGAAQTA ATTGOTTTAA 
TGCTC3VAAAG TGAACTAA 



CTTTAGAGTT 
TTTACCAQAA 
AGCTTATTTT 
GGCTGTTAGA 
AGAAATATCA 
C3iACATATTG 
CCATGTTCTC 
TCAGAACATA 
CATTGGAATA 
CCAATTTGTC 
ATATGCACAT 
AAGAACACTA 
GAAAGCACCT 
CCAACTGGGC 
AAGAACTGCA 
AAGGGACTCT 
AGAGGGAOTT 
G6AAAATAAT 
AGATATAGAT 
ATTA0CTTT6 
TTCTGACAGC 
ATCCTATATT 
AAACTGTGCA 
AAAGATGTAC 
TCXCCTAAAA 
AGAAGCAGAA 
GTCAGTATTG 
AGGAAACTAC 
ACTGTCAACX: 
CAAAATAGA6 
AGATGCACIA 
ACTTCRGAAA 
AGCAATATTG 
TCIAAAQAAT 
U CTi tX' i ' ClT 
A6A0CAGGCT 
AGAAAATCAT 
TTTTCTAAGT 
TA1GAAAGAA 
CAGAAAAGAA 
AGAAGCAGAA 



31 
1 

GGGATCTCTT 
CTQAQTCCTC 
TGTCAAGCTG 
CCTCTGCAGG 
AQATACTGTG 
CTCAC3AQAAT 
TTTGCTCTTC 
GAAAATGCTC 
CCAGAGCACA 
TTAAC CACAG 
CTCTACTTTT 
ATGGAACAGC 
CTGTTGACTG 
TTACCACTGG 
GAAIGGGTTG 
TTGGMGTGA 
CCASTGGAAT 
ATGCACATTG 
GTTCASGATG 
GAACTXACAG 
ATA6TACFCT 
GATGTGGCAO 
GATTGGTCTQ 
AAGAAAGGCG 
TTTATCCAGC 
GAATATTTAA 
GGACTATTTA 
CTAAAAGGAT 
AAATA1GCIG 
A6CATCCCAC 
CTGGAAATGT 
CCATTATTGA 
ACACTGGTAA 
ACTCCAGTGO 
CntiTlTllSG 
ATAATTGAAG 
ATCACAATTT 
ATQATAGATG 
ACAGATGTGC 
C06ATIGAAA 
AAATCATTTA 



41 
I 

SRFNKLRVW 
QREZLKQRKV 
LWLSSKSPTK 
TAAVGVAVNV 
DLVQSV6VI.I 
VDYIKBALMK 
FGMyRCTIQL 



41 



51 

ADD6SEAPER 60 

KARLTIAAVL 120 

RFTPGFHRLE 180 

IM6FLLKQSG 240 

AAYZIRFXPS 300 

IGDVYSVEDL 360 

QSYRQBVDRT 420 



51 

rrOTCATAAT OTGCATTTTT 60 
AGAAATATTT TAGTACATTG 120 
ATTCCCCAAG AACATCTGTA 180 
ACTATGGAAT TTCAGTTGCC 240 
GAAAAGAAAA 6QATTT6ATG 300 
TCCCTACTGA CACCTTGTTT 360 
TTTTTAGTGA AGTGAAATAT 420 
TGAAAGGAAA AGCAAATATT 480 
GAGCA6TCAT GGAAGCOQCT 540 
AAATT6CCCT TTTGGAAAflr 600 
TTCATT6TAA ACTASTCTTG 660 
CATTGACTAC ACTGAACATT 720 
AAGTTGCTGA AGATCCTCAA 780 
TTTTTATTGT TAGCCAACAG 840 
CTTGQCGTCT TCTGG6AAAA 900 
ACATTCCTCA AOATGCTAAT 960 
TTTTGGTATT ACATGATGTT 1020 
AGGAAATACA AGAAGATGAA 1080 
AXGAAGTGGC AGAAACTGTT 1140 
TOGAACTAAC AGAAGAAACA 1200 
TCTATGCTGO TTGGCAAGCA 1260 
TTAAACTGAA AGGCACATCT 1320 
ATGTATGTAC TAAGCAAAAT 1380 
AGAACCCAGT ATCTTATGCT 1440 
TCAACAGGAT TTCATATCCA 1500 
GTGGGGAATT ATATAAAGAC 1560 
GTCCAACCAT GAAAACAGCA 1620 
ATGTTATCAC TCGAATTTAT 1680 
CAAGTCTTCC AGCCCTGCTG 1740 
TAGCTACCAC ACATGCACAA 1800 
TTGCG6AAAT CACTGTGGAA 1860 
TTTTGTTCAG TGATGGCACT 1920 
AGCAGAAATA CTTGGATTCA 1980 
GQAGAGGAAT CTTGAGGGCA 2040 
IGAATCTGCA TTCAGGTGGC 2100 
AAAACCTTGT ATTGTGGCTG 2160 
TACCTGCTCA AGAA TGGAA A 2220 
CCGCAACATC TCAACGTGQC 2280 
AGGAGAATGA TAAGGAACAA 2340 
CTCTGA6AAX AAAGCATTGG 2400 
GACGTGATAA AOASTTAGGA 2460 



Seq ID NO: 546 Protein sequence 
Protein Accession #: BAA92582.1 



11 
I 



21 
i 



31 
I 



51 



1163 



wo 03/042661 PCT/US02/36810 



NFSQFMVFRV 0I8PVZKCXP YKPTVNSIiPB LSPQKYFSTl* QFGXASXAYF CQADSPRTSV 60 

FLBBLNBAVR PLQDVGX8VA KVNCVKBBZ8 RYOSKBKDLM KAYLFKGMIL LREFPTDTLP 120 

DVNAIVAHVL FALLPSBVKY ITNLEDLC^I ENALKOKANI IFSYVRAI6I PBURAVMBAA IBO 

FVYGTTYQFV LTTBIAI«LBS IGSEDVEYAH LYPFHCKLVL DLTQQCRRTL MBQPLTTLNI 240 

S HLFZKTMKAP LLTEVAOIPQ QVSTVHLQL6 LPLVPXV8QQ ATYBADRRTA EWVAWRLLGK 300 

AGVLLLLSDS LBVNIPOOAN WFKRABBSV PVBFLVUDV DLZXSHVENN MHIEBIQBDB 360 

OHDKBQPDID VQDDBVAETV F8DRXRKLPL ELTVBLTEET FHATVMASDS ZVLFYAGRQA 430 

VSMAFLQSYI DVAVKLKGTS TMLLTRINCA DKSDVCTKQN VTEFPIIKMY KKGENPVSYA 480 

QSWTEDhLK FIQUIRXSYP VNITSIQBAE BYLSQELYXD LILYS5VSVL GIiFSPTMKTA 540 

10 KEDFSEAGNY LK6YVITGIY SEEDVLLLST KYAASLPALL UVRHTBGKIB SIPLASTHAQ 600 

DIVQIITDAL liBNPPBZTVE NIiPSYPRLQK PLLII1F8DGT VNPQYKKAIL TLVKQKYLD8 660 

FTPCHLNXiXN TFVQRGZLRA YFDPLPFLPL LVLVNLHSGG QVFAFPSDQA XXBENZiVUf];. 720 

RKLBA6UBBIH ZTZLPAQEWK PPX.PAYDFI.S KZDAAT9QBG TRKVPKOCKB TCrVOEKDXEQ 780 
BS3XSAVRKB PZETLRZXHW HRSNHFKBAB KSFRRDKELG C8ICVI7 



15 

20 



45 
50 



65 
70 



Seq ZD NOt 547 DMA sequence 
Nucleic Acid Acceaslon 81 NM_033 102.1 
Coding sequence 1 1..1662 



11 21 31 41 51 

I 1 I -I I I 

ATGGTGCAQA G6CTC3TGGGT GAGCCSGCCTG CT6CGGCACC GGAAAGGCCA GCTCTT6CTG 60 

GTCAAOCTGC TAACCTTTGG CCTGGAGGTG TGTrTGGOCG CA06CATCAC CTATOTG003 120 

CCTCTGCTQC TGGAAGTGGG GGTAGAGGAG AAGTTCATGA OCATGGTGCT GGGCATTOGT 180 

25 CCAGT6CTGG GCCTGGTCTO TGTCCCX3CTC CTAGGCTCAG GCAGTGACCA CTGGOOTQGA 240 

OGCTATQGCC GGGGCOQOCC CTTCATCIGQ GCACTGTGCT TGQGCATCCT GCTQAOCCTC 300 

TTTCTCATCC CAAG66CCX30 CTGQCTAflCA OGQCTGCTOT QCGCXSGATCC CAQGCCCCTG 360 

GAGCTGQCAC TGCTCATCCT GGX3CGTG0GG CTGCTGGACT TCTGTGGCCA GGTGTGCTTC 420 

ACTCCACTGQ AGGCCCTGCT CTCTGACCTC TTCCGGGACC CGGACCACTG TOSCCAGGCC 480 

30 TACTCTGTCT ATOCCTTCAT QATCA6TCTT GGGGGCTGCC TG66CTACCT CCTOCCTQCC 540 

ATTGACTGGa ACACCAGTQC GCTGGOCCCC TA0CYG06CA CCXAGGAG6A GT6CCTCTTT 600 

GGCCTGCTCA CCCTCATCTT CCTCACCT6C GTAGCAGCCA CACTGCTG6T GGCTGAGGAO 660 

OCAGOGCTGG GCXXX:aCGGA GCCA6CA6AA GGGCTGTCGG CCCCCTCCTT GTOGCCCCAC 720 

_ TQCTGTCCAT GCCGGGCXTCXS CTTGGCTTTC CGGAACCTGG GCX3CCCTGCT TCCCCGGCTQ 780 

35 CACCAGCTQT GCTGCOGCAT GCCCCGCACC CTGOSCCGGC TCTTaSTGGC TGAGCTGTGC 840 

AOCTGCSKrOQ CACTCATGAC CTTCACGCTG TTTTACACGG ATTTCGrGGG' OGAGGGGCTO 900 

TACCAGGGCQ TGGCCAOAGC T6AGCCS66GC ACOGAGGCCC GGAGACACTA TQATQAAGGC 960 

OTTCGGATGG GCAGCXTPGCG 6CTGTT0CTG CAGTGCX3CCA TCKXCTGGT CTT C TCTCTQ 1020 

GTCATGGACC GGCTGGTGCA GC36ATTOGGC ACTCGAGCAG TCTATTTGGC CAGTGTGGCA 1080 

40 GCTTTCCCTG TGGCTGCOGG T6CCACAT6C CTGTCCCACA GT6TG6006T GGTGACAGCT 1140 

TGAaOOSCXX TCACOGGOTT OiOCTTCTCA GCCCTGCAGA TGCTGGOCTA CACACTG60C 1200 

TCGCTCTACC ACOSOGAGAA GCAOGTOTTC CIGCCCAAAT ACOOAGGGGA CACIGGAGGT 1260 

GCTAGCAOTG AGGACAGCCT GATGACCAGC TTCXnGCCAG GOCCTAAGCJC TGGAGCTCCC 1320 

TTCOCTAATG QACACX3TGGG TGCTGQAGGC AGTGGCCTGC TCCCACCTCC ACCOGOGCTC 1380 

TGOGXaOGCCT CTGCCTGTGA TGTCTCOQTA GGTQTGGTGO TOGOTGAOCX: CACOQAlCXSCC 1440 

AGQGTGGTTC CX3GGCCX3GGG CATCT G CCTG GACCTC6GCA TGCIGGATAG TCGCTTCCTG 1500 

CTGTGGCAGG TGGCCCCATC GCTGTTTATG GGCTCCATT6 TCCAGCTCAG CCAGTCTGTC 1560 

ACTOCXTTATA TGGTGTCTGC 08CAGGCCT0 GGTCTQCITOQ CCATrTACTT TGCTACACAO 1620 
GTAGTATTTQ ACMGA60QA CTTQQCCAAA TACTCAGGGT OA 



Seq ZD NOt 546 Protein sequence 
Protein Accession ft: NP 149093.1 



-.^ 1 11 21 31 41 51 

55 I I I I 1 I 

MVQRLWVSRL ZiRRRKAQLUi VNZtLTFGLEV CXAAOZTYVP PLLLEVOVEB KFNTKVLQZG 60 

PVLGLVCVPL LGSASDHWRG RYGRRRPFZH ALSLGZLLSL PLZPRA6WLA GLLCPDPRPL 120 

ELALLILGVG LUJPOGQVCF TPLEALLSDL FRDPDHCRQA YSVYAFMISL GGCLGYLLPA 180 

ZDWDTSALAP YLOTQEECLF GLLTLZFLTC VAATLLVAEE AALGPTEPAE 0L9APSLSPH 240 

60 CCPCRARLAF RMLGALLPRL HQliCCRMPRT LRRLFVAELC SWMAUfTFTL FyTDFVGEGL 300 

YQOVPRABPO TBARRHYDEG VRMGSLGXiFL QCAZSLVFSIi VMDRLVQRF6 TRAVYLASVA 360 

AFPVAAGATC LSHSVAWTA 8AALT0FTFS ALQZXiPYTIA SLYHRBXQfVF LPKYRaDTOa 420 

AS8ED8LMT8 FLPGPKPGAP PPNGHVQAGG 66LLPPPPAL OGASACDVSV RWVGEPTBA 480 

RWPGRGICL DLAZZiDSAFL LSQVAPSLFM GSZVQLSQSV TAYMVSAAGL QLVAZYFATQ 540 
WFDKSDLAK YSA 



Seq ZD NO: 549 DMA sequence 

Nucleic Acid Accession #1 Eos sequence 

Coding sequences 1..1389 



1 11 21 31 41 51 

I i I I I I 

ATOGGCTACC AOAGGCAGGA GCCTGTOVTC C06CCGCAGA GAGATTTAGA TGACAGAGAA 60 

ACCCTTGTTT CTGAACATGA GTATAAACAG AAAACCTOTC AGTCTGCTGC TCl'TT'l IAAT 120 

75 GTTGTCAACT 0QATTATAG6 ATCTGGTATA ATAG6ATTGC CTTATTCAAT GAAGCAA6CT 180 

GGOTTTOCTT TGGQAATATT GCTTTTATTC TGGGnTCAT ATGTTAOGGA CTTTTCCCIT 240 

GTTTTATTGA TAAAAGGAGO G6CCCTCTCT GGAACAGATA CCTACCAGTC TTTG QTCAAT 300 

AAAACTTTOG GCTTTCCAGO GTATCTGCTC CTCTCTGTTC TTCAGTTTTT GTATCCTTTT 360 

ATAGCAATGA TAAGTTACAA TATAATAGCT OOAGATACTT TX5AGCAAAGT TTTTCAAAGA 420 

80 ATCCCACGAG TTGATCCTGA AAACQtOTTT A TT GG TC G CC ACTTCATTAT TGQACTTTOC 480 

ACAGTTACCT TTACTCTGOC TTTATCCTT O TACOQAAATA TAGCAAAGCT TGGAAACOTC 540 

TCCCTCATCT CTACAG6TTT AACAACTCTG ATrCITGGAA TTGTAATGGC AA6G0CAATT 600 

TC A CT GQ OTC CACACATAGC AAAAACAOAA QAOOCTTaQa TATTT6CAAA QGCCAATQCC 660 

ATTCAA6CQ0 TOQGGGTTAT GTCTTTTOCA TTTATTT6CC AOCATAACTC CTTCTTAGTT 720 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TACAGTTCTC 
GTGATTTCTG 
TTCl^CCCAAG 
AGATTTTGTT 
GAGGTAATT6 
ACAGTGATGG 
GTTCTAGAAC 
TGTTATCTGA 
ATGCTTOCCA 
CAAGACTGCA 
AATACCTCAG 
TTTCAATGA 



TAGAAGAACC 
TATTTATCTG 
GGGACTTATT 
ATGGTGTCAC 
CCAATGTGTT 
TCATCACTGT 
TCAATGGTGT 
AACTGTCT6A 
TTGGTGCI6T 
CCCATGOGCA 
AGTCTCATGT 



CACA6TAGCT 
TATATTCTTT 
TGftAA ATTAC 
TGTCATTTTG 
TTTTGGTGGG 
AGCCACGCTT 
GCTCTGTGCA 
A6AACCAAQG 
GGTQATGGTT 
GQAAATGTTC 
TCA6CAGACA 



AAOTGQTCCC 
6CTACATGTG 
TGCAGAAATG 
ACATACCCTA 
AATCTTTCAT 
GTGTCATTGC 
ACTCCCCTCA 
ACACACTCCO 
TTTGGATTCG 
TACTGCTTTC 
ACACAACTTT 



QCCTTATCCA 
GATACTTGAC 
ATGACCTGGT 
TGGAATGCTT 
CGGTTTTCCA 

TTTTTATCAT 
ATAAGATTAT 
TCATGGCTAT 
CTGACAATTT 
CTACTTTAAA 



TATCSTCCATC 
ATTTACTGGC 
AACATTTGQA 
TQT6ACAAGA 
CATTGTTGTA 
CCTCGGGATA 
TCCATCAGCX: 
QTCTTGTGTC 
TACAAATACT 
CTCrCTCACA 
TATTAGTATC 



780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



Seq ID MOt 550 Protein gequence 
Protein Accession #i Eos sequence 



1 
1 

MQYQRQEFVI 
GFPLGILLLP 
lAMISYNIIA 
8LISTGLTTL 
YSSIiBEPTVA 
RFCYQVTVIl* 
VLBUIGVI£A 
QDCTBGQEMF 



11 

i 

PPQRDLDDRE 
WVSWTDFSIj 
6DTI.SICVPQR 
ILGIVMAHAI 
KNSRLIHMSI 
TYPMBCFVTR 
TPLIFIIPSA 
YCFPDNFSIiT 



21 
I 

TLVSEHEYKE 
VLLIKGGALS 
IPGVDPENVF 
SLGPHIPKTE 
VISVFICIFF 
BVIANVFFGG 
CYLXLSEEPR 
NT8ESHVQQT 



31 

I 

KTCQSAAIiFN 
GTDTYQSLVN 
I6SHFXIGLS 
DAWVFAKPMA 
ATC6YLTFTG 
NLSSVFHIW 
TH8DKIMSCV 
7QLSTLNXSI 



41 

1 

WNSIIGSGI 
KTFGFPGYIiL 
TVTPTliPLSL 
IQAVGVMSFA 
FTQGDLFENY 
TVMVITVATL 
MLPIGAWMV 



51 

I 

IGLPYSMKQA 
LSVLQPLYPF 
YBNIAKLGKy 
FICHHNSFLV 
CRNDDLVTPG 
VSLLIDCLGI 
FGFVMAITKT 



60 
120 
180 
240 
300 
360 
420 



6eq ID KO: 551 DMA sequence 

Nucleic Acid Accession fft Bos sequence 

Coding sequence t 1 . . 12 84 



ATGGGCTACC 
AA6CAAGCTG 
TTTTCCCTTG 
TTGGTCAATA 
TATCCTTTTA 
TTTCAAA6AA 
GGACTTTCCA 
GGAAAGGTCT 
AGGGCAATTT 
CCCAATGCCA 
TTCTTAGTTT 
ATGTCCATCG 
TTTACTGGCT 
ACATTTGGAA 
Q TqACRAG AG 
ATTQTTGTAA 
CTOSGGATAG 
CCATCAGCCT 
TCTTGTGTCA 
ACAAATACTC 
TCTCTCACAA 
ATTAQTATCT 



11 
I 

AOAGGCAGGA 
GGTTTCCTTT 
TTTTATTGAT 
AAACTTTCGG 
TAGCAATOAT 
TCCCAGOAGT 
CAGTTACCTT 
CXCTCATCTC 
CACTGGGTCC 
TICAA6CGGT 
ACAGTTCTCT 
TGATTTCTGT 
TCACCX3VAGG 
GATTTTGTTA 
AGGTAATTGC 
CAGTQATGGT 
TTCTAGAACT 
GTTATCTGAA 
TGCTTCCCAT 
AAGACTGCAC 
ATACCTCAGA 
TTCAACrCGA 



21 



31 



41 



51 



GCCTGTCATC 
GGGAATATTG 
AAAAGGAGGG 
CTTTCCAGGG 
AAGTTACAAT 
TGATCCTGAA 
TACTCTGra: 
TACAGGTTTA 
ACACATACCA 
C6GGGTTATG 
AGAA6AACCC 
ATTTATCTGT 
OGACTTATTT 
TGGTGTCACT 
CAATGTGTTT 
CATCACTGTA 
CAATGGTGTG 
ACTGTCTGAA 
TGGTGCTGTQ 
CCATGG6CAG 
GTCTCATQTT 
GTAA 



CCGCOOCAGA 
CTTTTATTCT 
GC0CTCTCT6 
TATCTGCTCC 
ATAATAGCTG 
AAOGTGTTTA 
TTATCCTTGT 
ACAACTCIGA 
AAAACAGAAG 
TCTTTTGCAT 
ACAGTAGCTA 
ATATTCTTTG 
GRAA ATTAC T 
GTCATTTTGA 
TTTGQTGGGA 
GCCACX3CTTQ 
CTCTGTGCAA 
OftACCAAGGA 
GTQATGGTTT 
GAAATGTTCT 
CAGCA6AGAA 



GAGGATPGCC 
GGGTTTCATA 
GAACAGATAC 
TCTCTGTTCT 
GAGATACTTT 
TTGGTCGCCA 
ACGGAAATAT 
TTCTTGGAAT 
ACGCTTGGGT 
TTATTTGCCA 
AGTGGTCCCG 
CTACATGTGQ 
6CAGAAATGA 
CATAOCCTAT 
ATCTTTCATC 
TGTCATTGCr 
CTCCXXTCAT 
CACACTCOSA 
tTXSGATTOGT 
ACTGCTTTGC 
CACAACTTTC 



TTATTCRATG 
TQTTACAGAC 
CTAGCABTCT 
TCAQTTTTTG 
GAGCAAAGTT 
CTTCATTATT 
AGCAAAGCTT 
TGTAAIGGCA 
ATTTGCAAAG 
CCATAACTCC 
CCTTATCCAT 
ATACTTGACA 
TGACCTGGTA 
GGAATGCTTT 
GGTTTTCCAC 
GATTGATTGC 
TTTTATCATT 
TAAGATTATQ 
CAtOQCTATT 
TQACAATTTC 
TACTTTAAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



Seq ID KO: 552 Protein sequence 
Protein Accession #: Eos sequence 

1 11 21 31 

I ) I i 

MGYQRQEPVI PPQRGLPYSM KQAGPPLQII* tLFWVSYVTD 
LVNKTFGFPG YLLLSVLQFL YPFIAMISYN IIA6DTLSKV 
GIiSTVTFTLP LSLYRNIAKL GKVSLISTGL TTLILGIVMA 
PHAIQAVGVM SFAPICHHNS FLVYSSUSEP TVAKWSRLIH 
FTQFTQGDLF ENYCRNDDLV TFGRFCYGVT VIIiTYPMBCP 
IWTVMVITV ATLVSXJUU3C LGIVLBLHGV LCATPLIPII 
SCVnCiPIOAV VMVFOFVMAI TOTQDCTHGQ BMFYCFPDMF 
X8IFQLE 

Seq ID NO: 553 DMA sequence 

Nucleic Acid Accession #» Bos sequence 

Coding sequence: 1..1203 

1 11 21 31 

1 I I I 

ATGGGCTACC AGAGGCAOGA GCCTGTCATC CGOCCQCAGT 
AAAGGAGGGG CCCTCTCTGG AACAGATACC TACCAGTCTT 
TTTCCAGGGT ATCTGCTCCT CTCTGTTCTT CAGTTTTTGT 
AGTTACAATA TAATA6CTGG AGATACTTTG AGCAAAGTTT 
QITCCTGAAA ACGTOTTTAT TGGTCGCCAC TTCRTT ATTG 
ACTCTGCCTT TArCCTTGTA CCGAAATATA 6CAAAGCTT0 
ACAGGTTTAA CRACTCTGAT TCTTGGAATT GTAATGGCAA 
CACATAGCAA AAACAGAA6A C6CTTGQGTA TTT6CAAAGC 



41 
I 

FSIiVUiinOG 
FQRIPGVDPB 
RAISL6PHIP 
MSIVISVFIC 
VTRBVIANVP 
PSACYLKLSE 

SLTNTSBSSV QOTTQIiSTUl 



51 
I 

ALSGTDTYQS 
NVFIGRHFIl 
KTBDAWVFAK 
IFFATCGYLT 
FGGNLSSVFH 



60 
120 
180 
240 
300 
360 
420 



41 51 
I 1 

TTTCCCTTQT TTTATTGATA 60 

TGGTCAATAA AACTTTCGGC 120 

ATCCTTTTAT AGCAATGATA 180 

TTCAAAGAAT CCCAQQAGTT 240 

GACITTOCAC AGTTACCTTT 300 

GAAAGGTCTC CCTCATCTCT 360 

GGX3CAATTTC ACTGGGTCCA 420 

CCAATGCCAT TCAAGG6GTC 480 
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GGGGTTATGT CTTTTGCATT TATTTGCCAC CATAACTCCT TCTTACrTTTA CAGTTCTCTA 540 

GAAGAACCCA CAGTAGCTAA QTGGTCCOGC CTTATCCATA TGTCCATCGT GATTTCTQTA 600 

TTTATCTGTA T A TTC ITTO C TACATGTGGA TACTTGACAT TTACTGGCTT CACQC AAGGQ 660 

GACTTATTTQ AAAATTACTG GAGAAATGAT GACCTGQTAA CATTTGGAAO ATTTTGTTAT 720 

GQTGTCACTO TCATTTTOAC AXACGCTAT6 GAAT6CTTT0 TGACAAOAGA GGTAATT6CC 760 

AATGTGTTTT TTGGTGGOAA TCTTTCATCG GTTTTCCAC3V TTGTTGTAAC AGTGATGGTC 840 

ATCACTQTAG CCAOOCTTGT OTCATTGCTG ATTGATTGCX: TCGGCy^TAGT TCTAOAACTC 900 

AATGGTGT6C TCTGTGCAAC TCCCCTCATT TTTATCATTC CATCAGCXnO TTATCTOAAA 960 

CTOTCTQAAO AAGCAAOQAC ACACTCGQAT AAGATTATGT CmUGTCAT GCTTGCCATT 1020 

GG TGCTGTS G TGATGGTTTT TGGATTOGTC ATGGCIMTA CAAATACTCA AGACTGCACC 1080 

CATOGGCAGG AAATGTTCTA ClXid ' TTCX;! ' QACAATTTCT CTCTCACAAA TAGCTCAGAO 1140 

TCrCATGTTC AGCAGACAAC ACAACTTTCT ACTTTAAATA TTAGTATGTT TCAACTGQAa 1200 
TAA 



8eq ID NOt SS4 Protein aequence 
Protein Accession #t Bos sequence 



1 11 21 31 41 51 

I i 1.1 1 I 

MGYQRQBPVI PPQFSLVLLZ KOGALSGTDT YQSLVMKTFO FPGYLLIiSVL QFLYPPIAMI 60 

SYNIIAGDTL SKVFQRIPGV DPENVFIQRH FIIQLSTVTF TLPLSLYRNI AKLQKVSLIS 120 

TGLTTLILGI VHARAISLGP HIPKTEDAWV FAKPNAIQAV GVMSFAFICH HNSPLVYSSL 180 

EEPTVAKWSR LIHMSIVISV FICIFFATCO YLTFTGFTQG DLFBNYCRND DLVTFGRFCY 240 

GVTVILTyPM BCFVTREVIA NVFFQONLSS VFHIWTWMV ZTVATLVSLL IDGbGIVLEL 300 

N6VI.CATPLX FIIPSACYLK LSEEPRTHSD KIMSCVMLPI GAWKVFQFV MAXTHTQDCT 360 
HGQEMFYCFP DNPSLTNTSB SHVQQTTQLS TUTZSXFQLB 



6eq ID NO: 555 DWA sequence 

Nucleic Acid Accession #t Eos sequence 

Coding sequences 1..1140 



1 11 21 31 41 51 

I I I 1 I I 

ATGQGCTACC AQAQGCAGGA GCCTGTCATC CCOCCGCAGG TCAATAAAAC TTTOOGCTTT 60 

CCAGGGTATC TGCTCCTCTC TGTTCTTCAG TTTTTGTATC CTTTTATAGC AATGATAAQT 120 

TACAATATAA TAGCXGGAGA TACTTTQAGC AAAGTTTTTC AAAGAATCCC AGGAGTTGAT 180 

CCTGARAACX3 TGTTTATTGG TCGCCACTTC ATTATTGGAC TTTCCACAQT TACCTTTACT 240 

CTGCCTTTAT CXTTOTACOO AAATATAOCA AAGCTTGGAA AGGTCTCCCT CATCTCTACA 300 

G0TTTAAC2WI CTCT6ATTCT TGGAATTGTA ATGGCAAGGG CAATTTCACT GGOTCCACAC 360 

ATACCAAAAA CAGAA6ACGC TTGOGTATTT GCAAAGCCCA ATGOCATTCA AGOGGTCGGG 420 

GTTATGTCTT TTGCATTTAT TTGCCACCAT AACTCCTTCT TAGTTTACAO TTCTCTAGAA 480 

GAACCCAGAO TROCTAAGTG GTCCCGCCTT ATCCATATGT CCATCGTGAT TTCTGTATTT 540 

ATCTGTATAT TCTTTGCTAC ATGTGGATAC TTGACATTTA CTGGCTTCAC CCAAGG GGAC 600 

TTATTTGAAA ATTACTGCRa AAATGATGAC CTGGTAACAT TTGQAAGATT TTGTTATGGT 660 

GTCACTGTCA TTTTGACATA CCCTATGGAA T6CTTTQTGA CAAQAQAGOT AATTGCCAAT 720 

GrGTrrrriG GTGGGAATCT TTCATCXSGrC TTCCACATTG TTGTAACAGT GATGGTCATC 780 

ACTGTAGCCA CGCTTGTGTC ATTGCTGATT GATTGOCTOO GGATAGTTCT AGAACTCAAT 840 

GQTQTGCTCT QTGCAACTCC CCTCATTTTT ATCATTCCAT CAGCCTGTTA TCTGAAACTG 900 

TCTQAAOAAC CAAGGACACA CTCCX5ATAAG ATTATGTCTT GTOTCATGCT TCCCATTGGT 960 

GCTGTGOTGA TGOTTTTTGG ATTOGTCATG GCTATTACAA ATACTCAAGA CTOCAC CCAT 1020 

GG6CAGGAAA T6TTCXACTO CTTTOCTXSAC AATTTCTCTC TCAC AAATA C CTCAOAOTCT lOBO 
CATGTTCAGC AQACAACACA ACTTTCTACT TTAAATATTA GTATCTTTG^ ACTaaAOTAA 



Seq ID NOt 556 Protein sequence 
Protein Accession St Eos sequence 

1 11 21 31 41 51 

111)11 

MGYQRQBPVI PPQVNKTFOF PGYLLLSVLQ FLYPPIAMI8 YNIIACH)TLS KVPQRIPGVD 60 
PENVFIGRHF IIGLSTVTFT LPLSLYRNIA KLGKVSLIST GLTTLIL61V MARAISLGPH 120 
IPKTEDAHVF AXPNAIQAVG VMSFAFZCHB NSFLVYSSLB EPTVAKHSRL ZKKSIVISVF 180 
ICIFFATOSY LTFTOFTQOD LPEMYCRMDD LVTFGRFCYG VTVILTYPMB CFVTRBVIAN 240 
VPFGOOLSSV FHIWTVHVI TVATLVSLLI DCSiGIVLELN GVLCATPLIF ZIP8ACYLKL 300 
8EEPRTHSDK IMSCVMLPIG AWMVFGFVM AXTNTQDCTB GQEKFYCPPD NFSLTMTSES 360 
HVQQTTQIiST LNISIFQLE 

Seq ZD NOi 557 IgPl sequence 
Nucleic Acid Accession «i XM_05718a.l 
Coding sequence i 769.. 4269 

1 11 21 31 41 51 

I t I I ) I 

ATGGGATT6C CTCTCCXrTCT CACTCTOQQC TTCTGTCCCA CTCTTATCTT AGTGTCAaTC 60 

CTCXXXX3UU3 TCTOTGTCCC TCTCTCTCCC CTAAATCTCT GGCCCCTCCT TTCTQAGTTC 120 

CTGOCCTTCC CCCAATTCTT TGGTTTTTGC ATCCCCCTCT GCOCCTTGCC TCAOTCAAQT 180 

CTGCCCTQTO TGTCTCTCTC COCCCGGCCC GGAOCTCTGC ACCCOCCAGO TCGCTOTCCC 240 

TCTOTCCOCT TATOOOGOCC TGGGACCOGC CCTCTCCXX» CCTOCCX3CTT TGQCGTCTCC 300 

AAGACTCCCC GCCCCCCAGA CCTCGCCCOS CCCCAGGCTA GGCTGGAAAG TGGAGGATCC 360 

GGTTTGCTCr GGOOGGGTCT GGAAGCAGAQ COGGOGQAGG 6AG0GCCGGQ GCCCTGGGCT 420 

GCAGGAG6TT GGGGOGGCOG GGGCAGCATG GTGG7GCCGG AGAAGGAOCA GAGCTGGATC 480 

OCCAAOATCT TCAAGAAGAA GACCTGCAOG AOGTTCATAG TTQACTCCAC AGATC COGQQ 540 

GATG6G61CT OGCTCTATTO GCCAOGCTGT TCTCAAACTC CTGGGCTCAA QCAGTCCTTC 600 

TGOCTTQACC TCOCAAAGTG CTTGGATTGT GGCCAGCGGT CCrTGAAGTT TTQCTCA6AA 660 

GAOCAAACTT TCTGOGAAOT AGCTGCAGGT GTTGGAAGTA GCTGCAGGGG AACTAGGGOA 720 
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PCTAJS02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TTCAAGGATG QAGCTGAAAT GGGTGAACXSa ACAAAGTOGG TAAACT^T GGAGGATSCC 
TTCGGC3GCAG CCXSTGGTGAC CGTGTGGGAC AGCGATGCAC ACACCAOGGA GflAGCCCACC 
GATGCCTAOG GAQAGCTGGA CTTCACGGGG GCCGGCCGCA AGCACAGCAA TTTCCTCCGG 
CTCTCTGACC OAACGGATCC AGCTGCAGTr TATAGTCTGG TCACACX3CAC ATGGGGCTTC 
CGTGCCCCGA ACCTGGTGGT GTCAGTGCTG GGGQ6ATCGG GGGGCCCCGT CCTCCACTjCC 
TGGCTGCAGG ACCTGCTGCG TCGTGGGCTG GTGOQGGCTG CCCAGAGCAC J^GftGOTGG 
ATTGTCACTG GGGGTCTGCA CA06GGCATC GGCOSGCATG TTGGTGTGGC TGTACGGGAC 
CATCAGATOG CCAGCACTGG GGGCACCAAG GTGGTGGCCA TGGGTGTGGC CCCCTGGGGT 
OTGGTCCGGA ATAGAGACAC CCTCATCAAC CCCAAGGQCT CGTTCCCIGC GAGGTACOGG 
TGGCGCGGTG ACCCGGAGGA CGGGGTCCAG TTTCCCCTGG ACTACAACTA CTOSSSSIS 
TTCCTGGTGG ACGACGGCAC ACAOGGCTGC CTGGGGGGC6 AGAAOXSCTT COBCTTGGGC 
CTGGAGTCCT ACATCTCACA GCAGAAGACG GGCGTG6GA6 GGACTGGAAT TQACATCCCT 
OTCCTGCTCC TCCTOATTGA TGGTOATGAG AAGATGTTGA C6CGAATAGA GAACGCCACC 
CAGGCTCAGC TCCCATGTCT CCTC6TGGCT GGCTCAGGGG GAGCTGCXMA CTGCCTGGOG 
6AGAC0CTCG AAGACACTCT GGCCCCAGGG AGTGGGGGAG CCAQGCAAGG CGAAGTCOGA 
GATCGAATCA GGCGTTTCTT TCCCAAAGQQ QACCTTQAGG TCCTGCAGGC CXftOOTGGAG 
AGGATTATGA CCCOGAAGQA GCTCCTQACA GTCIATTCTT CTGAGMG6 GTCTGAGGM^ 
TTOQAGACCA TAOTTTTOAA GGCCCTTCTG AAGGCCTGTG GGAGCTCGGA GGCCTCAGCC 
TACCTGGAIG AGCTGC3QTTT GGCTGTGGCT TGGAACOGCG TGGACATTGC CCAQAGTQAA 
CTCTTTCGGG GGGACATCCA ATGGCGGTCC TTCO^TCTOS AAGCTTCOTT CATOGAOGTC 
CTGCTGAATG ACCGGCCTGA GTTCGTGC6C TTGCTCATTT CCCaOGGOCT CAGCCT6G6C 
CACTTCCT6A CCCCGATGCG CCTGGCCCAA CTCTACAGCG CGGCGOCCTC CAACTCGCTC 
ATCGGCAACC TTTTGGACCA GGCGTCCCAC AGCGCAGGCA CCAAAGCCCC AGCCCTAAAA 
GGGGGAOCIG CGGAGCTCCO GCCCCCTGAC GTGGGGCATG TGCTGAGQAT GCTGCTGGGG 
AAGATGTGCG CGC0GAG6TA CCCCTCCGGG GGCX3CCTGGG ACCCTCACCC AGGCCAGG6C 
TTCGGGGAGA GCATGTATCT GCTCTOGGAC AftGGCCACCI CG COGCTCT C GCIGGATGCT 
GQCCTCGGOC AGGCX:CCCT6 GAGCGACCTG CrrCTTTGGG CACTOTTCCT GAA^GGCA 
CAGATGGCCA TGTACTTCTG GGAGATGGGT TCCAATGCAG TTTCCTCAGC TCTTGGGG^ 
TGTTTGCTGC TCCGGGT6AT GGCACGCCTG GAGCCTGAC6 CTGAGGAGGC AGCAOSGAGG 
AAAGACCTQG CX5TTCAAGTT TGAGGOQATQ GQCGTTGACC TCTTTGOCGA ^raCTATOGC 
AGCAGTGAGG TGAGGGCTGC CCGCCTCCTC CTCCGTCXSCT GCOOGCTCTO QOG^SS^ 
ACTTGCCTCC AGCTGGCCAT GCAAGCTGAC GCCOSTGCCT TCTTTGCCCA QQATGQOTTA 
CAGTCTCTGC TGACACAGAA GTGGTGGGQA GATATGGCCA GCACTACACC CATCTGGGCC 
CTGOTTCTOO CCTTCTTTTQ CCCTCCACTC ATCTACACCC GCCTCATCAC CTTCAGGAAA 
TCAGAAGAGG AGCCCACACG GGAGGAGCTA GAGTTTGACA TGGATAGTGT ^AATGGG 
GAAGGGCCTG TCGGGAOGGC GGACCCAGCC GAGAAGACGC CGCTQQSGGT CCCGCGCCAG 
TCGGGCCGTC CGGGTTCCTG CGGGGGCCGC TGCGGGOGGC GCOGOTGCCT AOGCCGCTGQ 
TTCCACTTCT QGGGCGCGCC GQTGACCATC TTCATGGGCA ACGTCGTCAG CTACCTGCTG 
TTCCTOCTGC TTTTCTCGCG GGTGCTGCTC GTGGATTTCC AGCCGGCGCC 6CCCGGCTCC 
CTGGAGCTGC TGCTCTATTT CTGGGCTTTC ACGCTGCTGT GCGAGGAACT C50GCCAGGGC 
CTX5AG0GGAQ GCX3GGGGCAG CCTOQCCAGC GGGGGC30CC30 GGCCMGOOl TOCCTCACTQ 
AGCCAGCGCC TGCGCCTCTA CCTCGCOOAC AGCTGGAACX: AGTGCGACCT AGT^CTCTC 
ACCTGCTTCC TCCTGGGCGT GGGCTGCCGG CTGACCCCGG GTTTGTACCA CCTGG6CCGC 
ACTGTCCTCr GCATCGACTT CATGGTTTTC ACGGTGCG6C TGCTTCACAT CTTCACGGTC 
AACAAACAGC TGGGGCCCAA GATOGTCATC GTGAGCaAGA TQATGAAGGA COTGTTCTTC 
TTCCTCTTCr TCCTCGGCST GT6GCT0GTA GOCTATGGCO TGGOCACO^ O^GCTCCTG 
AGGCCACGGG ACAGTGACTT CCCAAGTATC CTGOGCCGCG TCTTCTACCG TOCCTAOCTG 
CAQATCTTOG GGCAGATTCC CCAGGAGGAC ATCOACGTGG CCCTCATQGA GCACAGCMlC 
TGCTCGTCQQ AGCCCGGCTT CTGGGCACAC CCTCCTGGGO CCCaGGCGGG C^CTGOSTC 
TCCCAGTATG CCAACTGGCT GGTGGTGCTG CTCCTCGTCA TCrrcCTGCr CGTGGCXaAC 
ATCXrrGCTGG TCAACTTGCT CATTGCCATG TTCAGTTACA CATTCGGCAA ASTACTGG^ 
AACAGCGATC TCTACTGGAA GGOGCAGCGT TACCGCCTCA TOCGGQAATT CXacrCTOSO 
CCOGCGCTGG CCCCGCCCTT TATCGTCATC TCCCACTTGC GCCTCCTGCT CAGGO^TTG 
T6CAGGCGAC CXX:GGAGCCC CCAGCCX3TCC TCCCCGGCCC TOGAGCATTT CCGGGTTTAC 
CTTTCTAAGG AAQCOGAGCG GAAGCTGCXA AC6TGGGAAT CX3 QTGCATA A GQAGAACTTT 
CTGCTGGCAC GC6CTAGGGA CAA0CS3GGAG A6CSACTCC0 AGOOTCTGAA GOSCACCTCC 
CAGAAGCTGG ACTTGGCACT GAAACAGCTG GGACACATCC GOGAGIACm ACAGOGCCTG 
AAAGTGCTGG A6CGGGAGGT CCAGCAGTGT AGCCGCGTCC TGGGGTG6GT GGCCGAGGCC 
CTQAGOCQCT CTGCCTTGCT GCCCCCAGGT GGGCOQCCAC CCCCTGACCT GCOXMGTCC 
AAAGACTGAG CCCTGCTGGC GGACTTCAAG GAGAAGCCCC CACAGGGGAT TTTGCTCCTA 
GAGTAAGGCT CATCTGGGCC TCGGCCOCCG CACCIQGTGG CCTTGTCCTT GAQGTGAGCC 
CCATCTCCAT CTGGQOCACT OTCAGSAOCA CCTTTQGGAG TOTCATCCTT ACAAAOTlGA 
GCATGCCCGG CTCCTCCCAQ AACCACTCCC AGCCTGGGAG GATCAAQ6CC TGGATCCOSG 

GCCCrrATCC atctggaggc tgcagggtcc ttggggtaac agggaccaca gacccctcac 

CACTCACAOA TTCCTCACftC TGGGOAAATA AAGCCATTTC AGAGQAAAAA AAAAAAAAAA 
AAAAAAAAAA AAAAAAAAAA A 



780 
840 
900 
960 
1020 
1080 
X140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 



Seq ID NO: 558 Protein sequence 
Protein Accession #t XP_0571Ba.l 

1 11 21 31 

I I I I 
MEDAFQAAW TVWDSDAHTT EKPTDAYGEL DFTQAGRKHS 
TWGFRAPNLV VSVLGGSGGP VLQTWLQDLL RRGLVRAAQS 
AVRDHQMAST GGTKWAMGV APWGWFNRD TLINPKGSFP 
ySAFFZiVIHX3 1HGCLGGEK& FRLRIjESYIS QQKTGVGGTG 
ENATOAQUPG UiVAOSGGAA DCLAETLEDT LAPGSGGASQ 
AQVERIKTRK ELLTVYSSED GSEEFETIVL KALVKACGSS 
AQSELFRGDX QWRSPHLEAS LMDAUJIDRP EFVRIiLISHG 
SHSLZHNUUD QASHSAGTKA PALKGGAAEL RPPDVGHVLR 
PGQGFGESHY ULSDKAT8PL SmAOIflQAP HSDLLLWALL 
AIX^ACXiUAV MAXILEPDABB AARRKDZiAFK FEO«3VDLFG 
H6DATCLQLA MQADARAFFA QD6VQSLLTQ KHflGDMASTT 
ADPAEKTPL6 



41 
I 

NFLRIiSDRlD 
TGAKIVTGGL 
ARYRHRCT>PB 
IDIPVLLLLI 
GEARDRIRRP 
EA^YLDBIiR 
LSLGHFLTPM 
MLL6KMCAPR 
IN!tAC91AMyF 
ECYRSSSVRA 
PIHALVLAFF 
VPRQS6RFGC 



51 
I 

PAAVYSIiVTR 
HT6IGRHVGV 
DGVQFPLDYM 
DGDEKMLTRI 
FPKGDLEVLQ 
lAVAWNRVDI 
RLAQI.YSAAP 
YPSGGAHDPH 
WEMGSNAVSS 
ASLLLRKCPL 
CFPZiIYTRLX 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
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PCTAJS02/36810 



10 



20 



40 



55 



80 



LRRWFHFWGA FVTIFM6NW SYLLFLLLPS RVLLVDFQPA PPGSLELLLY FWAPTLLC8B 780 

LRQGLSGGOO SLASGGPGPO RASLSQRLRL YLADSWNQCD LVALTCFLLO VGCRIiTPGLY 640 

HL6RTVLCID FNVPTVRLLH ZFTVNKQLOF KIVIVSKMKK DVFFFLFFLG VWLVAYGVAT 900 

B6LLRPRDSD FPSILRRVFY RPYLQZFOQZ FQBDKDVALH EBSNC8SBPG FWARPFGAQA 960 

GTCVSQYANW LWLLLVIFL LVANILLVNL LZAHFSYTFG KVQQISDLYH KAQRYRLIRE 1020 

FBSRPALAPP FZVISHLRLL LRQLCRRFRS FQPSSPALEH FRVYLSKBAB RKLLTWBSVH 1080 

KENFLLARAR DKRBSDSERL KRTSQKVDIA LXQIiGHIREY BQRLRVLERE VQQCSRVLSW 1140 
VAEAXjSRSAIi LPFGGFPPPD LFOSKD 

8eq ZD NOi 559 DWA secnience 

Nucleic Acid Acceaaioa «t nm_0068S3.i 

Coding sequence 1 26.. 674 



^ ^ 1 11 21 31 41 51 

15 I I I I I 1 

AGQAATCTOC GCTCGGGTTC 06CAGATGCA GAGGTTGAGG TGGCTGOGGQ ACTCGAAGTC 60 

ATOOOQCAGA GGTCTCACAG CAGCCAAGGA ACCTGG66CC CGCTCCTCCC CCCTCCAGGC 120 

CATOAOQATT CTGCAGTTAA TCCTGCTTGC TCIGGCAACA QGGCTTQTAO GGG6AGA6AC 180 

CAOGATCATC AAOGGGTTCG AGTGCAAGOC TCACTCCCAO GOCTGGC3U3Q CAQ C CCT Q T T 240 

0GAGAA0AC3G GGGCTACTCT GTGGGGCGAC 6CTCAT06CX: CX^AOATGGC TCCTOACAGC 300 

AGCCCACIGC CTCAAGCCCC GCTACATAGT TCACCTGGGG CAGCACAACC TCCAGAAGGA 360 

GGAGGGCTGT GAQCAOACCC GGACAGCCAC TGAGTCCTTC CCCCACCCOG GCTTCAACAA 420 

CAGCCTCCGC AACAAAGACC AC0GCAAT6A CATCAT6CTQ GTGAAGATGG CAT06CCAGT 460 

CTOCATCACC TGG6CTGTGC GACCCCTCAC CCTCTOCTCA OQCTGTOTCA CT6CTG6CAC 540 

25 CAOCTGCCTC ATTTC066CT GOGGCAfiCAC GTGCAOOCCX: CAOTTAOGOC TGCCTCACAC 600 

CTTGCGATGC GCCAACATCA CCATCATTGA GCACCAOAAG TOTGAGAAOa CCTACCCOGG 660 

CAACATCACA GACACCATGG TGTGTGCCAG OGTGCAGGAA GGGGGCAAGG ACTCCTGCCA 720 

GGGTGACTCC GGGGGGCCTC TGGTCTGTAA 0C3VGTGTCTT CAAOGCATTA TCTCCTGGG6 780 

GCAGGATC08 TGIOOGATCA CCOGAAAGOC TG3TOTCTAC AGOAAAGTCT GCAAATATGT 840 

30 GGACTGGATC CAGGAGAGGA TGAAOAACAA TTAGACTOQA CCCACCCACC ACA6CGCATC 900 

ACCXrrCCATT TCCACTTGGT GTTTGGTTCX: TGTTCACTCT GTTAATAAGA AACCCTAAGC 960 

CAAGACCXrrC TACX3AACATT CTTTGGGCCr CCTGGACTAC AGGAGATGCT GTCACTTAAT 1020 

AATCAACCTG GGGTTOGAAA TCAGrTQAGAC CTGGATTCAA ATTCTGCCTT GAAATATT6T 1060 

GACTCIGGGA ATGACAACAC CTGQTTTQTT CTCTGTTQTA TCCCCAGCCC CAAAGACA6C 1140 
35 TCCTGGCCAT ATATCAAGGT TTCAATAAAT ATTIGCIAAA TGAGTQ 



Seq ZD KO: S60 Protein se<Tuence 
Protein AcceBsion #t KP 006844.1 



1 11 21 31 41 51 

11)1)1 

MRZLQLILLA LATGLVGGET RZZKGPECKP HSQPWQAALF BKTRLIjOGAT LIAPRNLLTA 60 

AHOiKFRYZV HLGQHNLQKE BQCEQTRTAT ESFPHPGFNN SLPNKDHRND ZMIiVKNASPV 120 

SITWAVRPLT LSSRCVTA6T 8CLZSGWGST SSPQIiRLPHT LRCANZTZZB HQXCEMAYPG 180 

45 NITDTMVCA8 VQEGGKDSOQ GDSGGPLVCK QSLQGZZSH6 QDPCAZTRKP GVYTKVCRYV 240 
DHZQBTMKNN 

Seq ZD NO: 561 DWA eequence 
_ Nucleic Acid Accession «i AY046419.1 
50 Coding sequence: 1..1743 

1 11 21 31 41 51 
I ) 'I I ) I 

ATGTTTACCT TCCTGTCATC TGTCACTGCT GCTGTCAGTG GCGTCCTGOT GGOTTATQAA 60 

CTTGGGATCA TCTCTGGGGC TCTTCTTCAG ATCAAAACCT TATTAGCCCT GAGCT6CCAT 120 

GAGCAGGAAA TGGTTGTGAG CTCOCTOOTC ArTGGAGCCC TCCTTGCCTC ACTCACOGGA 180 

GGG6T0CTGA TAGACAGATA TGGAAGAAOG ACAQCAATCA TCTTGTCATC CTGCCTGCTT 240 

6GACT0GGAA GCTTAGTCTT GATCCTCAGT TTATCCTACA OQOTTCTTAT AQTGGGAOOC 300 

ATTGCCATAG GGGTTTCCAT CTOCCTCTCT TCCATTGCCA CTTGTGTTTA CATOGCAGAQ 360 

60 ATTGCTCCTC AACACAGAAG AGGCCTTCTT GTGTCACTGA ATGAGCTGAT GATTOTCATC 420 

GGCATTCTTT CTGCCTATAT TTCAAATTAC GCATTTGCXA ATGTTTTCCA TGGCTGGAAG 480 

TACATGTTTG GTCTTGTGAT TCCCTTGGQA GTTTTGCAAG CAATTGCAAT GTATTTTCTT 540 

CCrCCAAGCC CTOGGTTTCT OGTGATGAAA GGACAA6AGG GAGCTQCTAQ CAAGGTTCrr 600 

GGAAGGTTAA GAGCACTCTC AGATACAACT GAGGAACTCA CTGTGATCAA ATGOGCCIG 660 

65 AAAGATGAAT ATCAGTACAQ TTTTrCGGAT CTGTTTCGTT C3UUIRGAC3UV CATGOSGACC 720 

OGAATAATGA TAGGACTAAC ACTAGTATTT TTTGTAC3W\A TCACTGGCCA ACCAAACATA 780 

TTGTTCTATa CATCAACTGT TTTGAAGTCA GTTGGATTTC AAAOCAATGA GGCAGCTAGC 840 

CTCQCCTCCA CTGGGGTTGG AGTCGTCAAG OTGATTAGCA CCATOOCTGC GACTCTTCTT 900 

GTAQACCATG TOGGCAGCAA AACATTCCTC TGCATTGGCT C5CTCTGTGAT GGCAGCTTOG 960 

70 riGGTGACCA TGGGCATCXn' AAATCTCAAC ATCCACATOA ACTTCACCCA TATCTGCAGA 1020 

AOCCACAATT CTATCAACCA GTCCTTGQAT GAGTCTOTGA TTTATGGACC AGGAAACXTTG 1080 

TCAACCAACA ACAATACTCT CAGAGAOCAC TTCAAAGGGA TTTCTTCCCA TAGCAGAAGC 1X40 

TCACTCATGC CCCTGAGAAA TGATGTGGAT AAGAGAGGGQ AGAOGACCTC AGCATCCTTG 1200 

CTAAATGCTG GATTAAGCCA CACTGAATAC CAGATAGTCA CAGACCCTGG GGAOGTOCX» 1260 

75 GCTTTTTTGA AATGGCTOTC CTTAGCC3VGC riX;CnX3 TTT ATGTTGCTGC TTTTTCAATT 1320 

GGTCTAGGAC CAATGCCCPG GCTGGTGCTC AGOGAQATCT TTCCTGGTGO GATCAGAGGA 1380 

G6A6CCATGG CTTTAACTTC TAGCATGAAC TGGGGCATCA ATCTCCTCAT CTOGCTGACA 1440 

TTTTTGACTG TAACTGATCT TATTGGGCTG CCATGGGTGT GCTTTAXATA TACAATCATG 1500 

AGTCTAGCAT CCCTGCTTTT TGTTGTTATG TTTATACCTG AQACAAAOOO ATQCTCTTTG 1560 

GAACAAATAT CAATGGAGCT AGCAAAAGTG AACTAT6T6A AAAACAACAT TTGTTTTATG 1620 

AGTCATCACC AAGAAGAATT AGTQCCAAAA CAGCCTCAAA AAAGAAAACC CCAGGA6CAG 1680 

CTCTTGGAGT GTAACAAOCt OrOTGGTAGO GGCCAATOCA OGCAGCTTTC TCCAOAOAGC 1740 
TAA 
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Seq ID NO; 562 Protein s equence 
Protein Accession II: AAL02327.1 

1 11 21 31 



41 51 
1 I 



MFTFLSSVTA AVSGLLVGYB lA,ii=,i.m.*Arf *^"™;^„rr ;r7™Ti5I.S SIATCVYIAB 
rvTTnRvrRR TAIILSSCLL GLGSliVLILS LSYTVLIVGR lAIGVSlSLS SIATWX^ho 

^vi?^ "^EE 

^S^S ^miM STASLLFWH P1PETKGC8I, EQISMBL«» HYVBMICFM 
15 SHHQEELVPK QPQKHKPQEQ liEOnCLCSH GQSSQLSPBT 



20 



Seq ID NO: 563 DNA sequence 

nucleic Acid Accession #: XM_059466.l 

Coding sequences 1..894 

1 XI ax » Y f 

I _ [ l^^^^r^n Lrrrrrmrc TCAQCCTGTG CTCCCTGGGQ 60 



cSbGATTGC ACftGCIAAAO TCTOOCMAO SCICCMGGT Alt» 



30 



Seq ID NOt 564 nmtgln sequence 
40 Protein Aeoossion «= XP_0594S6.1 

1 IX " 3X 41 SI 

Lprm-vtm. Lulsmslg Ilvtmftdh hybtdprbhk escersrma w 



60 



UQIDEDIDTL ILKQIAQRCT AiK.Xttir&«ir* oTevnTxrPT.P 
iSSvAVtLC GCIVATVSPP WEESLTQHVA GLLFLMTOIF CTISLCTYAA SISYDl^P 
lS!^sJ«5v ^GYSWSIFC AWCSI/5PIVA AGGLCIAYPP ISRTKIAQLK SGRDSTV 

50 Seq ID NO: 565 DNA sequence 

Nucleic Acid Accession »* Eos sequence 
Coding sequence: 1..3315 

1 n 21 |i *^ f 

iTGTCCTTTC OaOtaOCCRO OCTCSGCMO *8Q»ltf»GAA GGWVTGRCAC JCTGORmGC 

60 ^is^sssssssssi^ 

emOMMA CTGQGGAAGR MGGGAAGIR TMMOICIQ 360 
Si^O» WVTCOTTAC GWKTOCIQA «» 
IScCCAACC TGOTCATTTC TCTCACCGGG GGOGCCMfift ACTTOGCCCT ^fO^SS ill 

^^S^ tSt^gccxs GcraTCTAC MCGascRGT ccAAHoeioc iMfflajCTC 840 

65 ^^^^^ 2^SiTQ0 CCTOATQAAO TACATCOGGG AGOTOOIWO MMMOWC 600 

MO^OW 8IT«0M» OMTJmXJTG OCCATTGOCA TAGCMCTia GO^TOGTC 660 

i^SSoM mSoCTOCT CABQMfflTSC QATGCTGAGG GCTATTTTTT RGCCCaCTM 720 

$S?Sc^ M^CTS TAIATCCIGG ACAACAAOCA CACACATTIO 780 

S^^^SISTCA.GGAa«CXX3«:lOT«AM«^ |J» 

70 CTAMQARai ATATCrCIOA GOGCACTATT CRMaTTCCA ACWMOWO CM^TOTC 900 

M-HJTOTeTT nCCCCAAGG ASOTGGAAAA GAGACTTTOA AAGCCATCAA TACCIC»TC 960 
^ISSSSSSSSGGTGGAAGGCrCGOGW 

A^CTGGIGG AGGTGOAGQA TGCXCTGACA TCTTCT8CC0 TCAAOGAGRA 6CTG8TQ0GC 1080 
Sii^ gSoGGTOTC CCGOCnGCCr GW^^ 

75 SSSgSK TTCIcSaTO WCTCACCT^ 

SSSSSto T^SmOC avTCICCIAC GCMTATAO. AAGCCT^ 1«0 

SSSSaSaSSqAATGOGCAGCTO AAGCTTCTQCTGQ^^ 1«0 

ATCAGATTTT CACCAATGAC OGCOGMG^ "J" 

GTCATGTTTA CGGCTCTCAT AAAGGACAGA COCAASTTTG TCOGCCTCrr IKTOaAaRT IMO 

80 ^^^^ ™CGGAABTT TCTCACCCAI GATSrOCra CT^^ 1|»0 

TTCASCROBC TIBTGTACC6 GAATCTOCAG ATCGCCAAGA ATTOCTATAA TGATOOOCTC 1560 

SSSo tSg^CT OGTTGOGAAC TTCOGAAGAG GCTTCC^ GG^^ 1620 

I^^^^ A^^GGA CATAGAACrC CAOGAOOTOT CKCT^^ 1^^^^ 
CT^AOOT TClicA-rCTG GGCCAITCIT CABAATAAGA AeGAACTCTC CAAAOTCAlt 1740 
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TOQGAGCAGA CCAGGOQCTG CACTCTG601 GCCCTGGGAG GCA6CAAGCT TCTGAAGACT IBOO 

CTGGCCAAAG TGAAGAAGGA OITCAATGCT GCTGGGQAQT OOQAGQAOCT GG CTAATQ AG 1660 

TAOQAGACCC QG6CTGTT6A QCTGTTCACT GAQTGTTACA GCAGOQATGA AGACTTGGCA X920 

GAACAOCTGC TGGTCTATTC CTGTOAAGCT TGGGGTGGAA OCAACTGTCT G QAgC TGOOS 1980 

GTGGAGGCCA CAGACCAGCA TTTCATCGCC CAGCCTGGGQ TCCAGAATTT TCTTTCTAAG 2040 

CAATGGTATO GAlQAGATTTC COQAGACACC AAGAACTGOA AOATTATCCT 6TGTCTGTTT 2100 

ATTATAOCCT TG6TGGGCT0 TUUL T TOTA TCATTTAGGA AGAAACCTGT OGACAAGCAC 2160 

AAGAAGCTGC TTTCGTACTA TCTGGOOTTC TTCACCTCCC CCTTC3GTGGT CTTCTCCTGa 2220 

AATGTGGTCT TCTACATCGC CTAXXTCCT G CTGTTTGCCT ACGT GCTG CT C ATQQA TTTC 2280 

CATTOGGTGC CACACCCCCC CGAGCTGGTC CTGrACTOCJC TGGTCTTTGT CaCTTCTOT 2340 

GATGAAGTOA GACAGTOGTA OGTAAATOQO GTQAATTATT TTACTGACCT GTGGAATGTrG 2400 

ATOOACAOOC TOQGGCTTTT TTACTtX3lTA GCAOGAATTO TATTTCCSaCT CX aCTCT TCT 2460 

AATAAAAGCT CTTTGTATTC TGGACX3AGTC ATTTTCTGTC TGGACTACAT TATTTTCACT 2520 

CTAAQATTGA .TCCACATTTT TACTGTAAOC AGAAACTTAO GACCCAAOAT TATAATGCrO 2580 

CAOAGQATGC TCATOSATGT OTTCTTCTTC CTGTXCCTCT TTGCGGTQTO 6ATGGTGGCC 2640 

'rrruGOgit s G ccaggcaagg gatccttago cagaatqagc aoogctogag gtggatattc 2700 

GGTTOGGTCA TCTAQGAGCC CTACCTGGCC ATGTTOGGCC AGOTGCOCAO TQACGT66AT 2760 

GGTACCAC3GT ATGACTTTOC CCACTQCACC TTCACTOaOA ATGAGTCCAA GCCACTCSTQT 2820 

6TGGA6CTGG ATOAGCACAA CCTGCCCCGG TTCCCOGAOT GGATCAOCAT CCCCCTGGTO 2880 

1X3CATCTACA TGTTATCCAC CAACATCCXQ CTGGTCAAiCC TQCTGGTCXjC CATQTTTGGC 2940 

TACAGGOTGO GGACOGTCCA GGAGAACAAT GAOCAOOTCT GGAAGTTCCA GAGGTACTTC 3O00 

CTGOTOCAOO AOTACTGCAG CC3CCTCAAT ATCCOCTTCC CCTTCATCXST CTTCGCTTAC 3060 

TTCTACATGG TGGTCAAGAA GTGCTTCAA6 TGTTGCTGCA AG6AGAAAAA CATGGAGTCT 3120 

TCTGTCTGCT GTTTCAAAAA TOAAGACAAT GAOACTCTOO CATGaOAGOQ TGTCATOAAO 3180 

GAAAACTACC TTOTCAAGAT CAACACAAAA GGCAAOGACA CCTCAGAGGA AATGAG6CAT 3240 

CQATTTAOAC AACTQGATAC AAAGCTTAAT 6ATCTCAAG6 OTCTTCXGAA AGAGATTGCT 3300 
AATAAAATGA AATOA 

Seq ID NO: 566 Protein sequence 
Protein Accesaion #: Eos sequence 

1 11 21 31 41 51 

11(111 

MSFHAARLSM RNRRNDTLDS TRTLYSSASR STDLSYSBSD LVNPIQANPK KRECVFFTKD 60 

SKATENVCKC GYAQSQHMGG TQINQSEKWN YXKKTKEFPT DAFQDIQFET I/jKKGKYIRIi 120 

SayiDABIIiY ELLTQRWBLK TPNIiVISVTG 6AXNPALKPR KRXXFSXOiiy lAQSKGANIL 180 

TGGTHYGLMK YIGEWRDOT ISRSSBBtrXV AIGIAAWGMV SNSDTLXRNC DABGYPLAQY 240 

LMDDPTRDPL YILtJNmiTHL LLVDNGCHGH FTVBAKLBNQ LEKYISERTX QDSNYGQKIP 300 

IVCFAQGGGK ETLKAINTSI KNKIPCWVE GSGQIADVIA SLVEVEDALT SSAVKEKLVR 360 

PLPRTV8RLP GEETBSWIKH LKEILECSHL ItTVIKKEEAG DGIV8NAZSY ALYKAF8T8B 420 

QDXDMHNGQL XLLLBNNQLD XiAMDBXFTND RRHESADLQB VMFTALZKDR PKFVRLFLB7 480 

GLNXiRXFLTH SVLTBLFSNH PSTLVYRNLQ ZAKNSYNDAL LTFVWKLVAN FRRGFRKEDR 540 

K6RDEMDIEL HDV8PITRHP LQAIiFIHAIL QNKKBLSKVI WBQTR6CTLA AL6ASKLLKT 600 

IjAKVKNDIHA AGBSEEIiANE YBTRAVBLFT BCYSSDEDLA BQLLVYSCEA WGGSMCLEIiA 660 

VEATDQHFIA QPGVQHFLSK QWYGBISRDT KNWKIXLCLP XIPLVG06FV SPRKKFVDIOl 720 

KKLUTYYVAF FTSPFWFSW NWFYIAFLL LFAYVUMDF HSVPHPPELV LYSLVFVLFC 7S0 

DBVRQHYVNG VNYFTDIiHNV MDTLQLFYFX AGXVFRUISS NXSSLYSStV IFCLDYXXFT 840 

LRLIHIPTVS RNLGPKIIMb QRMLIDVPPP LPLFAVWMVA FGVARQGILR QNEQ RWRWIF 900 

RSVaYEPYLA MPGQVPSDVD GTTYDPAHCT FTGHBSKPLC VELDEHNLPR PPEWITIPLV 960 

CIYMLSTNXL LVNIiIiVAMPO YTVOTVQENN DQVWKPQRYP LVQEYCSRLH IPFPPIVFAY 1020 

FYKWKKCFX CCCKBKNMBS 8VCX7XKBD1I BTLAMEGVMK ENYIjVKIMTK ANDTSEBMRH 1080 
RFRQUyTKLN DLKGLLKBXA KKXK 

Seq ID NO: 567 DNA sequence 

Nucleic Acid Accession «i NM_006911.1 

Coding sequences 1..S58 



1 11 21 31 41 51 

111)11 

ATGGCTCGOC ' iWiX-TWi T OCAOCTGCTA 6AATTCTGTT TACTACTGAA CCAATTTTCC 60 

AGAGCAGTOG OGGCCAAATG GAAG6A06AT GTTATTAAAT TATGGGGOGQ OQAATTAOTT 120 

CGOSOGCAGA TTGCCATTTG OGGCATGAGC AC5CXGGAGCA AAAGGTCTCT GAGCCAGGAA 180 

QATGCrCCTC AGACACCTAG A0C3\GTGGCA GAAATTGTAC CATCCTTCAT CAACAAAGAT 240 

ACAGAAACXA TAATTATCAT GTTGGAATTC ATIGCTAATT TGCCACCX3GA GCTGAAGGCA 300 

GCCCTATCIG AGAGGCAAGC ATCATTACCA GAGCXACAGC AGTATOTAOC TGCAT7AAAG 360 

GATTCCAATC TTAGCTTTGA AGAATTTAAG AAACTTATTC GCAATAGGCA AAGTGAAGCC 420 

QCAGACAGC3V ATCCTTCAGA ATTAAAATAC TTAGGCTTGG ATACTCATTC TCAAAAAAAG 480 

AGACGACCCT ACGTGGCACT GTTTGAGAAA TGTTGCCTAA TTQGTTGTAC CAAAAGGTCT 540 
CTTGCTAAAT ATTQCTGA 

Seq ID HOt 568 Protein sequence 
Protein Accession 0: NP_008842.1 

1 11 21 31 41 51 

I 1 I I.I I 

MPRLFLPHLL BPCLLUIQPS RAVAAKHKDD VXKLOBRBLV KAQIAXGGKS THS2CRSLSQB 50 

DAPQTPRPVA BZVPSFIMKD TSTIZIMLBF ZAMLPPELKA ALSBRQPSLP BLQQY VPAL K 120 

DSNLSFBBFK KLIRHRQSBA ADSNPSBUCY liOLDTHGQRK RRPYVALFBR CCLIGCTKRS 180 

LAKYC 

Seq ID NOt 569 DNA sequence 

Nucleic Acid Accession »t »4_036453.1 
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Coding sequences 1..397B 

1 11 21 31 41 SI 

1 1 1 i I I 

5 ATGCTGCCCG TGTACCAGGA GGTGAAGCCC AACCCGCTGC iWSGACGCGAA CCTCTGCTCA 
CGCX3TGTTCT TCTGGTGGCT CAATCCCTTG TTTAAAATTG GCCATAAAOG GAGATTAGAG 
GAAQATGATA TGTATTCAGT 6CTGCCAGAA GACCGCTCAC AGCACCTTGG AGAGGAOTTQ 
CAAGGGTTCT QGGATAAAGA AGTTTTAAGA GCTGAGAATG ACGCACAGAA GCCTTCTTTA 
ACAA6AGCAA TCATAAAGT6 TrACTGGAAA TCTTATTTAG TTTTGGGAAT TTTTACGTTA 
10 ATTGAGGAAA GTGCCAAAGT AATCCAGCCC ATATTTTTGG GAAAAATTAT TAATTATTTT 
GAAAATTATG ATCCCATGGA TTCTGTGGCT TTGAACACAG GGTAOSCCTA TOCCAOOTTG 
CTGACTTTTT GCACGCTCAT TTTGGCTATA CTGCATCACT TATATTTTTA TCACGTTCM 
TGTGCTGGGA TGAGGTTACG AOTAOCCATG TGCCATATGA TTTATCGOAA GGCACTTCGT 
CTTA6TAACA TGQCCATGGG GAAGACAACC ACAGGCCAfiA TAQTCAATCT GCTGTCCAAT 
15 GATGTGAACA AGTTTGATCA GGTGACAGTG TTCTTACACT TCCTGTGGGC AGGACCACTG 
CAGGCGATCG CAGTQACTGC CCTACTCTGG ATGGAGATAG OAATATCQPTG CCTT6CT00S 
ATGGCAGTTC TAATCATTCT CCTGCCCTTG CAAAGCTGTT TTGGGAAGTT GTTCTCATCA 
CTOAGGRGTA AAACTGCAAC TTTCACGGAT GCCAGGATCA GGACX31TGAA TGAAGTTATA 
ACTGGTATAA GGATAATAAA AATGTACGCC TGGGAAAA6T CATTTTCAAA TCTTATTACC 
20 AATTTGAGAA AGAAG6AGAT TTCCAAGATT CTGAGAAGTT CCTGCCTCAG ^^^^^ 
TTGGCTTCXST TTTTCAGTGC AAGCAAAATC ATCGTGTTTa TGAOCTTCAC CACCTASI2 
CTCCTCGGCA GTOTGATCAC AGCCAGCOGC GTGTTCGTGG CAGTGACGCT GTATGGGGCT 
GTGCOOCrQA OGOTTACCCT CTTCTTCCCC TCAGCCATTG AGAGGGTGTC AGAGGCAATC 
GMAGCATCC GAA6AATCCA GACCTTTTTQ CTACTTQATG AGATATCACA GCX3CAACCQT 
25 CAGCTGCCGT CAGATGGTAA AAA6AT6GTG CATGTGCRGG ATTTTACTGC TTTTTGGGMr 
AAGGCATCAQ AQACXXCAAC TCTACAAGGC CTTTCCTTTA CTGTCAGACC TGGOQAATTO 
TTAGCTGTGG TCX3GCCCCGT GGQAQCAGGG AAGTCATCAC TOTTAAGTGC OGTGCTCGGG 
GAATTQGCCC CAAGTCACGG GCTGGTCAGC GTGCATGGAA GAATTGCCTA TGTGTCXCAG 
CAGCOCrGGO OtSTTCTCGGG AACTCTGAGG AGTAATATTT TATTTGGGAA GAAATAOGAA 
30 AAGGAACGAT ATGAAAAAGT CATAAAGGCT TOTGCTCrOA AAAAGGAX^ ^CMCT^ 
GAGGATGGTG ATCTGACTGT GATAGGAGAT OaGGGAACCA CGCTGAGTGG AOGGMAAA 
GCACGGGTAA ACCTTGCAAG AGCAGTGTAT CAAGATGCTC ACATCTATCT CCTGGACGAT 
CCTCTCAOTG CAGTAGATGC GGAAGTTAGC AGACACTTGT TCGAACTGTG TATTTGTCAA 
ATTTTGCATG AGAAQATCAC AATTTTAGTG ACTCATCAGT TGCAGTACCT CAAAGCTGCA 
35 AGTCAGATTC TGATATTGAA AGATGGTAAA ATGGTGCAGA AGGGGACTTA CACTQAGTTC 
CTAAAATCTG GTATAGATTT TGGCTCCCTT TTAAAGAAGG ATAATGA^ 
CCTCCAGTTC CAGGAACTCC OICACTAAGG AATCGTACCT TCTCAGAGTC TTOGOTTTGG 
TCTCAACAAT CTTCTAGACC CTCCTTGAAA GATGGTGCTC TGGAGAGCCA AOATACAGAG 
AATGTCCCAfi TTACACTATC AGACGAGAAC CGTTCTGAAG GAAAAGTTGG TTTTCAGGOC 
40 TATAAGAATT ACTTCAGAGC TCGTCCTCaC TGGATTGTCT TCATTTTCCT TATTCTCCTA 

CTATCTGCTT CAAGATTGGT GGCTTTOWrA CTGGGCA^ 
AAACAAAGTA TGCTAAATGT CACTGTAAAT GGAGGRGGAA A3GTAACCGA ^fj^S™ 
CXTAACTGGT ACTTAGGAAT TTATTCAGGT TTAACTGTA6 CTACCGTTCT TTTTGGCATA 
6CAAGATCTC TATTGGTATT CTACGTCCTT GTTAACTCTT CACAAACTTT GOjCAACAAA 
45 ATGTTT6AGT CAATTCTGAA AGCTCCGGTA TTATTCTTTO ATAQAAAT^ AATA^GAAGA 
ATTTPAAATC GTTTCTCCAA AGACATTGGA CRCXTGGATO ATTTOaraCC 
TTAGATTTCA TCCAOAC3VTT GCTACAAGTG iSTTGOTGrGG TCTCTG TGGC TGTGGCOGTG 
ATTOCTTGGA TCGCAATACC CTTGGTTCCC CTTGGAATCA TTTTCATTTT TCTTOGGCGA 
TATTTTTTGG AAACGTCAAG AGATCTGAAG CGCCTGGAAT CTACaVACTOG GAGTCCAGTC 
50 TTTTCCCACr TGTCATCTTC TCTCCAGGGG CTCTGGACCA TCGGGGCATA CAAAGCA^ 
GAQAGGTCTC AGGAACTGTT TGAIGCaCAC CAG6ATTTAC ATTCAGAGGC TTgSTTCTTG 
TTTTTGACAA CGTCCX3GCTQ OTTCGCCGTC CSSTCTQaATO CCATCTOTGC CATGTTTGTC 
ATCATCGTTG CCTTTGGGTC CCTGATTCTG GCAAAAACTC TGGATGCCGG GCAGGTTG6T 
TTGQCACTGT CCTATGCCCt CACGCTCATG GGGATCTTTC AGTGGTGTGT TCGACAAAGT 
55 GCTGAAGTTG AGAATATGAT GATCTCAQTA GAAAGGGTCA TTGAATACAC AGACCTTGAA 
AAAGAAGCAC CrTGOGAATA TCAGAAAOQC OCAOCAOCAG CCTGGCCCCA TGAAGGAGTG 
ATAATCTTTG ACAATGTGAA CTTCATGTAC AGTCCAGGTG GGCCTCTGGT ACTGAA6CAT 
CTGACAGCAC TCATTAAATC ACAAOAAAAG GTTGGCATTG TQGGAAGAAC OGgAGCTGGA 
AAAAGTTCCC TCATCTCAGC CCTTTTTAGA TTGTCAGAAC CCGAAGGTAA AATTXGQATT 
60 GATAAGATCT TGACAACTGA AATTGGACTT CACGATTTAA GGAAGAAAAT GTCAATOlTA 
CCTCaGGAAC Cim-m'GTT CACIGGAACA ATGfiGGAAAA ACCTGGATCC CTTTAATGAG 
CACACGGATG AG6AACTGTG GAATGCXTTTA CAAGAGOTAC AACTTAAAGA AACCATTGAA 
GATCTTCCTG GTAAAATGGA TACTGAATTA GCAGAATCAG GATCXAATTT TAGTGTTGQA 
CAAAQACAAC TGGTGTGCCT TGCC3\GGGCA ATTCTCAGGA AAAATCAGAT ATTGATTATT 
65 GATGAAGOGA OGGCAAATCT GGATCC3UVGA ACTGATQACT TAATACAAAA AAAAATOOGO 
6AGAAATTTG CXX3VCTGCAC 0GT6CTAACC ATTGCACACA GATTGAACAC CATTATTGAC 
AGCGACAAGA TAATGGTTTT ABATTCAGGA AQACTGAAAG AATATGATGA GCCGTATGTT 
TTCCTGCAAA ATAAAGAQAG CCTATTTTAC AAGATGGTGC AACAACTGGQ CAAGGCA6AA 
GCCGCTGCCC TCACTGAAAC AGCAAAACAG GTATACTTCA AAA6AAATTA TOCSWaTATT 
70 GGTCACACTO ACCACATGGT TACAAACACT TCCAATGQAC AGCCCTGGAC CTTAACTATT 
TTGGA6ACAG C31CTGTGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2620 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 



Seq ID NO: 570 Protein sequence 
75 protein Accession #: XP_03 6453.1 

I 11 21 31 41 SI 

MLPVYQEVKP LlQDANLCS RVFFWWUIPL PKIGHKRRLE EDDMySVIJE DRSQHL^ 60 

80 QGFWDKEVLR AENDAQKPSL TRAIIKCXWK SYLVLGIPTL IBBSAKVIQP J^"^ "J 

BWYDPMDSVA UITAYAYATV LTPCTLILAI LHHLYFTOVQ CAGMRLRVAM CHMIYRKALR 180 

IMttMGKTP TGQIVNLLSN DVNKFDQVTV PLHFLWAGPL QAIAVTALLW MEIGISCLAG 240 

MAVLIItUPL QSCFGKLFSS LRSKTATPTD ARIRTMIIBVI TGIRIIKMYA WEKSPSNLIT 300 

HLRKKBISKl LRSSCLRGMN LASPPSASKI IVPVTPTTYV LLSSVITASR VFVAVTLTCA 360 
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PCTAJS02/36810 



VRLTVTLPFP 8AZERVSBAZ VSXRRIQTFL LU^BZSQRNR QLPSDGXKKV HVQD PTAFWD 
KA8BTPTLQO LSFTVRFGBL LAWGFVGAO KSSLLSAVU; BIAPSHGLVS V HGRI AYVSQ 
QPWVFSGTLR SNILFGKKYE KERYEKVIKA CALKKDLQLL BDCTLTVIGD R6TTLSGGQK 
ARVNLARAVY QDADIYLUJD PLSAVUABVS RHLFELCIOQ ILHEKITILV THQIX)Y1*KAA 
5 8QZLILRDGK MVQKCTYTBP LKSGIDFGSL LKKDMBESEQ PPVPOTPTtR NRTP8BSSVM 
SQQSSRPSLK DOALESQDTS NVPVTL9BEN RSEQKVOFQA YXIiyFRAlQAH NZVFZPLILL 
NTAAQVAYVL QOHHI*SYHAN KQSMLNVTVN 6GGNVTEKLD UMYUQITSO LTVATVLFGX 
ARSLLVFYVL VNSSQTLHNK MFBSILKAFV LPFDRMPIGR ILHRFSKDIG HLODLLPLTF 
LDFIQTLLQV VOWSVAVAV IPWIAIPLVP LGIIPIFLRR YFLBTSRDVK RLESTTRSPV 

10 FSHLSSSLQG liWTIRAYKAB EROQELFDAH QDUISBAHFI. FLTTSRWFAV RU3AICAMFV 
XIVAFGSLZIi AKTLDAGQVO LALSYALTLM GNFQNCVRQ8 AEVBNMMISV BRVIEyiDLB 
XEAPHCYQKR PPPANPHEGV IIFDNVNFMY SFGGFLVLKR LTALIK^g VGXVGRTGAG 
KSSLISALFR LSBPEGKIWI DKILTTEIGL HDLRKKMSII PQBPVLFTOT MRKSIjDPPNB 
HTDEELWNAL QBVQLKETIE DLPCUWDTBIi AESGSNFSVG QRQI.VCLARA ILRKNQIItll 

15 DEATANVDPR TDBLIQKKIR EKFAHCTVLT lAHRLNTIID SDKIMVLDSO RLKBYDEPYV 
LLQNRESLFY KKVQQLGKAB AAALTBTAKQ VyFKRMYFBZ GHTDHKVTNT SMGQPSTLTZ 
FETAL 

Seq ID NO J 571 DNA sequence 
20 nucleic Acid Accession «< AF07I20 
Coding sequence t 116 . . 4093 

1 11 21 31 41 SI 

I I I • I ^ 

25 OOACAOGCXST GGCGGCCQGA GCCCCAGCAT CCCTGCTTGA GGTCCaGGAG CGGAGCCCX3C 60 

GGCCAC06CC 6CCTGATCAG CGOGACOGOa GCCGGOGCCX: GCCC08CXX30 GCAA0AT6CT 120 

GCCCGTGTAC CAGGAGGTGA AGCCCAACCC GCTOCAOGAC GOGAACS^TCT GCTCAOGCOT 180 

GTTCTTCTGG TGGCTCAATC CCTTGTTTAA AATTGGCCAT AAACGQAGAT TAQAGGAAGA 240 

TOATATGTAT TCAGTGCTGC CAGAAGACOG CTCACAGCAC CTTGOAGAGG AQTTGCAAGG 300 

30 GTTCTGGGAT AAAGAAGTTT TAAGAGCTGA GAATG AOGC A CAQR AflCCTT CTTTA ACAAG 360 

AGCAATCATA AAGTOTTACT GGAAATCTTA TTTAOITTTO GQAATTTTTA OSTTAA TTQA 420 

GGAAAGTGCX: AAAGTAATCC AGCCCATATT TTTGGGAAAA ATTATTAATT ATTTTOAAAA 480 

TTATGATCCC ATGGATTCTG TGGCTTTGAA CACA6G6TAC GOCTATGCCA OQGTGCTGAC S40 

TTTTTGCAOG CTCATTTTGG CTATACTGCA TCACTTATAT TTTTATCACG TTCAGTGTGC 600 

35 TQOGATOAGG TTACQAQTAO CCATGTGCCA TATGATTTAT OGGAAGGCAC TTCGTCTTAO 660 

TAACATGGCC ATGGGGAAGA CaACCACAGG CCAGATAGTC AATCTGCIGT CCftATGATGT 720 

GAACAAGTTT GATCAGGTGA CAGTCTTCTT ACACTTCCTO TQGGCAGGAC CACTGCAGGC 780 

QATOGCAGTO ACTGCCCTAC TCTGGATGGA GATAGGAATA TCGTGCCTTG CTGGGATGGC 840 

AQTTCTAATC ATTCTCCTGC CCTTGCAAAG CTGTTTTGGQ AAGTTGTTCT CATCACTGAO 900 

40 GAGTAAAACT GCAACTTTCA OGGATGCCAG GATCAGGACC ATGAATGAAQ TTATAACTGO 960 

TATAAGGATA ATAAAAATGT ACGCCTGGGA AAAOTCATTT TCAAATCTTA TTACCAATTT 1020 

GAGAAA6AAQ GAGATTTCCA AGATTCTGAO AAGTTCCTGC CTCAGGGG6A TGAATTTGQC 1080 

TTCX3TTTTTC AGTGCAAGCA AAATCATCOT GTTTGTGACC TTCACX3VCCT ACX3TGCTCCT 1140 

CGGCAGTGTO ATCACAGCCA GCCGOGTGTT CGTGGCROTG ACGCTGTATQ GGGCTGTGOO 1200 

45 GCTGACGGTT AOCCTCTTCT TCCCCTCAGC CATTGAGAGG GTQTCftGAGG C AATOGT CAG 1260 

CATCCQAAGA ATCCAGACCT TTTTGCTACT TGATGAGATA TCAC ftGOGCA ACOGTCAGCT 1320 

GCCGTCAGAT GGTAAAAAGA TGGTGCATGT GCSMSGATTTT ACTGCTTTTT G GQATAAG GC 1380 

ATCAGAGAOC CCAACTCTAC AAGGCCTTTC CTTTACTOTC AGACXHWCO AATTOTTAGC 1440 

TOTQ Q TOQQC CCCQTOOaAQ CAGGGAAGTC ATCACTOTTA AQTGCCX5TGC TCGGGGAATT 1500 

50 OOOCCCAAGT CACGGGCTQG TCAG06TGCA TGGAAGAATT GCCTATGTGT CTCAGCAGGC 1560 

CTGGGTGTTC TCGGGAACTC TGAGGAQTAA TATTTTATTT GGGAAGAAAT ATQAA AAOQA 1620 

AGQATATOAA AAAGTCATAA AOQCTTQTGC TCTQAAAAAG GATTTACAGC TOTTOGAGGA 1680 

TGGTGATCTG ACTGTGATAG GAGATOGGGG AACXyVOGCTG AGTGGAGGGC A6AAAGCAGG 1740 

06TAAACCTT 6CAAGAGCAG TGTATCAAGA TGCTGACATC TATCTCCTGO AOBATC CTCT 1800 

55 CAGTGCAGTA 6ATGCXX5AAG TTAGCAGACA CTTGTTOQAA CTGTGTATTT OTCRAATTTT 1860 

GCATQAQAAG ATCACAATTT TAQTGACTCA TCAGTTGCAG TACCTCAAAO CTGCAAGTCA 1920 

QATTCIGATA TTGAAAGATG GTAAAATGGT GCAGAAGGGG ACTTACACT6 AGTTCCTAAA 1980 

ATCIGGTATA QATTTTGGCT CCCTTTTAAA GAAGGATAAT QAQGAAAGTa AACAACCTCC 2040 

AGTTCCAGGA ACTCCCACAC TAAGGAATOG TACCTTCTCA OAOTCTTCGO TTTGGTCTCA 2100 

60 ACAATCTTCT AGACCCTCCT TGAAAGATGG TGCTCTGGAG AGCCAAGATA GAOAGAATGT 2160 

CCCA6TTACA CTATCAGAGG AGAACCGTTC TGAAGGAAAA GTTQGTrrTC AGQOCXWIAA 2220 

GAATTACTTC AGAGCTGGTG CTCACTGOAT TQTCTTCATT TTCCTTATTC TCCTAAACAC 2280 

TGCAGCrCAO GTTOCCTATG TGCTTCAAGA TTGGTGGCTT TCATACTGGG CAAACAAACA 2340 

AAGTAIGCTA AATGTCACXG TAAATGGAGG AGGAAATGTA ACOGAGAAGC TAGATCTTAA 2400 

65 CTGGTACTTA GGAATTTATT CAGGTTTAAC TGTAGCTACC G TTCTT TTTO GCATAGCAAO 2460 

ATCTCTATTG GTATTCTACG TOCTTGTTAA CTCTTCACAA ACTTTGCACA ACAAAA TGTT 2520 

TOAOTCAATT CIGAAAGCTC OGGTATTATT CTTTGATAGA AATCCAATAO GAAGAATTTT 2580 

AAATCGTTTC TCCAAAOACA TTGGACACrT GGATGATTTG CTGCOGCTGA OQTTT TTAGA 2640 

TTXCATCCAQ ACATTGCTAC AAGIGGTTGG TGTQGTCTCr G TGGCTG TGO C0C5TGATTOC 2700 

70 TTGGATOQCA ATACCCTTQO TTCCCX:TTGG AATCATTTTC ATTTTTCTTC GG OGATATTT 2760 

TTTGGAAAOG TCAAGAGATO TCAAGOGCCT GGAATCTACA ACTOSGAGTC CW3TBTTTTC 2820 

CGACTTGTCA TCTTCTCTCC AGGGGCTCTG GACCATCCQO GCAT ACAAAQ CAQAAOftGAO 2880 

GTGTCAGGAA CTGTTTGATG CACACGAGOA TTTACATTCA GAOGCriGOT TCTT6TTTTT 2940 

GACAAOGTCC CGCTGGTTCG CCGTCOSTCr GGATGCCATC TGTGCXIATGT TTX3TCATCAT 3000 

75 CGTTGCCTTT GGGTCCCTCA TTCTGGCAAA AACTCTOQAT GCX3GGGCAG G TTGGTTTGOC 3060 

ACTGTCCTAT GCCCTCACGC TCATGGOGAT GTTTCAOTGO TQZGTTOQAC AAAGT6CTGA 3120 

AGTTGAGAAT ATGATGATCT CAGTAGAAAG GOTCATTGAA TACACAQACC TTSAAAAAOA 3180 

AOCACCTTGG GAATATCAGA AACGCCCACC ACCAGCCTGG CCCOVTGAAG GAGTGATAAT 3240 

CTTTGACAAT GTGAACTTCA TGTACAGTCC AGGTGGGCCT CTGGTACTGA AGCATCTQAC 3300 

80 AGC3VCTCATT AAATCACAAG AAAAGGTTGO CATTGTGOGA AGAAC0GGA6 CTGGAAAAAG 3360 

TTCCCTCATC TCAGCCCTTT TTAGATTQTC AOJkACOOGAA GOTAAAATTT GQATTQATAA 3420 

GATCTTGACA ACTGAAATTG GACTTCAOQA TTTAAGOAAG AAAATGTCAA TCATACCTCA 3480 

QGAACCraTT TTOTTCACTG GAACaUWGAO GAAAAACXTO GATOOCTTTA AGGAGCACftC 3540 

GGATGAGGAA CT6TG6AATG CCTTACAAGA GGTACAACTT AAAGAAAOCA TTGAAGATCT 3600 

1172 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TCCTGOTAAA 
ACAA,CTGGTQ 
AGGGAGGGCA 
ATTTGCCCAC 
CAAGATAATO 
6CAAAATAAA 
TGCXrCTCACT 
CACT6ACCAC 
QACAi3CACT0 
TTTGGACIAT 
C3UUGATGCTA 



ATGGATACTG 
TGCCTTGCCA 
AAT6TGQATC 
TGCACCGTGC 
6TTTTAGATT 
GAGAGCCTAT 
GAAACAGCAA 
ATGGTTACAA 
TGAATGCAAC 
GTAAAGCACA 
GTTCA1TTGA 



AATTAGCAGA 
GGGCAATTCT 
CAA6AACTGA 
TAACCATTGC 
CAGGAAGACT 
TTTACAAGAT 
AACAGGTATA 
ACACTTCCAA 
CAAAATGTCA 
TTGTACTTTT 
ATATTTCTCC 



ATCAGGATCC 
CAGGAAAAAT 
TGAGTTAATA 
ACACAGATTG 
GAAAGAATAT 
G6TGCAACAA 
CTTCAAAAGA 
TGGACAGCCC 
AGTCC GTTC C 
TTTTACTTTG 
C 



AATTTTAGT6 
CA6ATATTQA 
CAAAAAAAAA 
AACACCATTA 
GATGAGC06T 
CTGGGCAAGG 
AATTATCCAC 
TCGACCTTAA 
GAAGGCATTT 
6CAACAAATA 



TTGGACAAAO 
TTATT6ATGA 
TCCGGGAGAA 
TTGACAGCGA 
ATGTTTTGCT 
CAGAA6C0GC 
ATATTG6TCA 
CTATTTTCGA 
TCCACTAGTT 
TTTATACATA 



3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 



Seq ID MOt 572 Protein sequence 
Protein Accession #: AAC27076.1 



1 11 21 

1 1 1 

MLPVYQEVKP MPLQDA»ICS BVPFWWLNPL 
QGPVIDKEVLR AEHDAQKPSL TRAIIKCYWK 
EKYTPMDSVA liNTAYAYATV LTFCTLIIAI 
LSNMAMGKTT TGQIVNLLSN DVNKFDQVTV 
MAVLIILIiPL QSCFGKLFSS LRSKTATPTD 
KLRXKBI8KI LRSSdiRGMM LASFFSASKI 
VRLTVTLPFP SAIERVSEAI VSIRRIQTPL 
KASBTPTLQG LSFTVRPGEL LAWGPVGAG 
QPWVPSGTIiR SNILFGKKYE KERYEKVIKA 
ARVNIiARAVY QDADIYLLDD PLSAVDAEVS 
SQILIIiKDGK MVQKGTYTEP LKSGIDFGSI. 
SQQSSfiPSLK DGALBSQDTE NVPVTLSBEN 
NTAAQVAYVL QDWWLSYWAN KQSMUJVTVN 
ARSLLVFYVL VNSSQTLHMK MFESILKAPV 
LDFIQTLLQV VGWSVAVAV IPWIAIPLVP 
PSHIiSSSLQO LWriRAYKAE ERCQELFDAH 
IIVAFGSLIL AKTIiDAGQVa lALSYALTLM 
KEAPWBYQKR PPPAWPHBGV IIFDNVNFMY 
KSSLISALFR LSEPEGKIWI DKILTTEICIi 
HTDEELWNAIj QEVQLKETIB DIiPGKMDTEt 
DEATANVDPR TDBLIQKKIR EKPAHCTVLT 
LLQNKESIiFY KMVQQLGKAB AAALTETAKQ 
FETAL 



31 

1 

FKIGHKRRIiE 
SYLVLGIFTL 
LHHLYFYHVQ 
PLHFLHAGPL 
ARZRTraTEVI 
IVFVTFTTYV 
LIjDEISQRNR 
KSSLLSAVIiG 
CALKKDLQLL 
RHLFELC1CX3 



R8EGKVGFQA 
GGGNVTEKLD 
LPPDSNPZ6R 
L6I1P1PLRR 
QDLHSBANPIi 
GMFQWCVRQS 
SP66PLVLKH 
HDLRKKKSII 



lAKRLNTIJD 
VYFKRNYPHI 



41 
I 

EDDMYSVLPE 
IBESAKVIQP 
CAGMRLRVAM 
QAIAVTALI.W 
TGIRIIKKYA 
LLGSVITASR 
QLPSDGKKMV 
ELAPSHGLVS 
EDGDLTVIGD 
ILHBKITIIA7 
PPVPGTPTIiR 
YKNYFRAGAH 
LNWYUSIYSG 
ILNRFSKDIG 
YPLETSRDVK 
PLTTSRWFAV 
AEVENMMISV 
LTALIKSQBK 
PQEPVIiFTGT 
QRQLVOARA 
SPKIMV tPSQ 
(HTIOHMVTNT 



51 
1 

DRSQHI/3EEL 
IFLGKIINYF 
CHMIYRKALR 
MEI0ISCLA6 
WEKSP8KLIT 
VFVAVTLYGA 
HVQDFTAFWD 
VHGRIAYVSQ 
RiGTTLSGGQK 
TOQLQYLKAA 
NRTFSESSVW 
WIVFIFIiILL 
LTVATVLFQI 
HLDDLLPLTP 
RLESTTRSPV 
RLDAICAMFV 
ERVIEYTDLB 
V0IV6RTGAG 



ILRKNQILII 
RLKEXSEPYV 
SNGQPSTLTI 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



Seq ID NO: 573 DMA sequence 

Nucleic Acid Accession #t Eos sequence 

^;y>H^t1g sequence t 1..1365 



11 



ATGGAATCAA 
OGCATAAAT6 
TTTGCCAAAT 
AGAAATCCTA 
GATGCTCTCA 
CTGTGGGAGC 
AGGATAAACC 
TTQATTGTCA 
GCCAGCOGGC 
CTTGCCCGCC 
ATTGAAAATT 
AGCTTGGCCA 
AGAAACCAAC 
ATAGTTGCCA 
CAACTTTATT 
TGTAGAAAAC 
CTCTGCTTAC 
GTTCATGCAA 
. ATCTCCTTTG 
TCAGTGAGCA 
GTCGCTCTGC 
QAAGAGTACT 
ATTGTAATTC 



TCTCTATGAT 
6TATCAAA6A 
CCTTGACCAT 
AGTTTGCTTC 
CAAAAACAAA 
TGAGACATCT 
AGTACCCAGA 
AAGGATTTAA 
AGGTTTATAT 
AGTTGAATTT 
TACXXOTACG 
CATTTTTTTT 
AGAGTGACTT 
TTACTTTGCT 
AOGGCACCAA 
AGCTTGGATT 
CGATGAGAAG 
ATATTGAAAA 
GCATAAT6AG 
ATGCTTTAAA 
TCATAAGTAC 
ACAGATTTTA 
TGGATCTTTT 



21 
1 

GGGAAGCCCT 
TGCAAGGAAG 
TOGACTTATT 
TGAATTTTTT 
TATAATATTT 
GCTTGTGGGT 
ATCCAATGCT 
TGTTGTCTCA 
ATGCAGCAAC 
CATTCCCATT 
ACTCTTTACT 
CCTTTATTCX: 
TTACAAAATT 
CTCCCTAGTA 
QTATA GQAGA 
ACTAAGTTTT 
GTCAGAOAGA 
CTCTTQGAAT 
CCTTGGCTTA 
CTGGAGASAA 
TTTCCATQTT 
TACACCACCA 
GCAGCTTTGC 



31 

1 

AAGAGCCTTA 
6TCACTGTAG 
AQAT GOGGCT 
GCTCATGTGG 
GTTGCTATAC 
AAAATCCTGA 
GAATATTTGG 
GCTTGG6CAC 
AATATTCAAG 
GACTTGGGAT 
CTCTGGAGA6 
TTTGTCA6AG 

cctatagaga 
tacx:to gcag 

TTTCCAOCTT 
TTCTTGGCTA 
TATTTGTTTC 
GAG6AAGAAG 
CTTT CCCTC C 
TTCAGTTTTA 
TTAATTTATG 
AACTTTGTTC 
AGATAOCCAG 



41 

1 

GTGAAACTTG 
GTGTGATTGG 
ATCATGTGGT 
TAGATGTCAC 
ACAGASAACA 
TTGATGTGAG 
CTTCATTATT 
TTCAGTTAGG 
OQOGACAACA 
CCTTATCATC 
GGCCAGTG6T 
ATGTQATTCA 
TTGTQAATAA 

ercircTGGc 

GGTTG6AAAC 
TQGTCCATQT 
TCAACATGGC 
TTTGGAGAAT 
TGGCAOTCAC 
TTCAGTCTAC 
GATGGAAAOS 
TTGCTCTTGT 
ACT6A 



51 
1 

TTTACCTAAT 
AA6TGGAQAT 
CATAGGAAGT 
TCATCATGAA 
TTATACCTOC 
CAATAACATG 
CCCAGATTCT 
ACCTAAGGAT 
GGTTATTGAA 
AGCCAGAGAG 
GGTAGCTATA 
TCCATATGCT 
AACCTTACCT 
AGCTGCTTAT 
CTGGTTACAG 
TCGCTACAGC 
TTATCAGCAG 
TGAAATGTAT 
TTCTATCCCT 
ACTTGGATAT 
AGCTTTTGA6 
TTTGOOCTCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



Seq ID KOs 574 Protein seouence 
Protein Accession #s Eos sequence 



1 
I 

MESISMMOSP 
BNPKFASEFF 
RINQYPESMA 
LARQUIPIPI 
RHQQSDFYXI 
CRKQU3LLSF 
ISFGIHSXiSL 
BBYYRFYTPP 



11 
I 

KSLSSTCLFH 
PHWDVTEHE 
EYIiASLPPDS 
DL6SLSSARE 
PIBIVNKTLP 
FPAKVHVAYS 
LSLLAVTSIP 
MFVLALVLPS 



21 
I 

GIMGIKDARK 
DALTKENIIP 
LIVKGFNWS 
lENLPLRLFT 
IVAITI1I1SI.V 
LCLPMRRSBR 
SVSHAUaHRB 
IVILDLLQLC 



31 
I 

VTV6VIGSSD 
VAIHRERYT8 
AHALQLGPKD 
LWRGPVWAI 
YLAGLLAAAY 
YIiFUIHAYQQ 
FSFIQSTLGY 
RYFD 



41 
I 

FAKSLTIRLI 
UIDLRELLVG 
ASRQVYICSN 
SIiATFFFLYS 
QLYYGTKYHR 
VBAMIEMSWN 
VALLISTFHV 



51 
1 

ROQYHWIGS 60 

KILIDVSMMM 120 

HIQARQGfVIE ISO 

FVRDVIHPYA 240 

PPPWLETWLQ 300 

EEEVWRIEMY 360 

lilYGHKRAFB 420 
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Seq ZD MOi 5*75 DNA sequence 

Nucleic Acid Accession «i NM_001873.l 

Coding sequence I 3 . .1721 *~ 

1 11 21 31 41 51 

i I I i 1 I 

AAATGGCGTO CCOSTCTCTC CGCCGOCCCC CTGCCTOOCA OTOGTTTCTC CTOCAGCTCC 60 

CCTGOGCrcC OCGGOCAQTA OTGCAOCCOCS TGOAOCOGCG GCTTTGCXXG TCTCCTCTGG 120 

QTGGOCXXAa TGOQOQGGCT GACACTCATT CAGOGQGGGA AGGTQAGG06 AlGTAGAGGCT 180 

GGTGOGGAAC TTCCOGCCCC CA6CAGGG0C GG0GG6CTAA GGCCAGG6CC GGQCAGACftA 240 

AAGAGGGGGC COGCXaTAGGA AGGCACSQGCC O608G0GO06 GAGGQCAOaS ATGGC0G06C 300 

GAGGGGGCAO OGCGCTQCTQ GCTCTGTGOG GGGCACIGOC TGCCTGCGGO TGGCTCCTGG 360 

GOGCOGAAGC CCAGGAGCCC GGGG0GCC06 CGOCX3G6CAT GAGGOGGOGC CGGOGGCTGC 420 

AGCAAGAGGA OGGCATCTCC TTGGAGTACC ACGQCTACOC 0GAGCTG06C GAGGCX3CT0G 4B0 

TOTCOGTOT Q OCTGCAGTQC ACX38CCATCA OCAGQATTTA CAC3QGTGGG0 06CAGCTTC8 540 

AGQQCC3QQQA QCTCCrGQTC ATOGAGCTGT COGACAACXX; TGGOGTCCAT GAGOCTGSTG 600 

AGCCTGAATT TAAATACATT GGGAATATGC ATGGGAATGA GGCTGTTGGA CQAGAACTGC 660 

TCATTTTCTT GGCCCAGTAC CTATGCAAOJ AATACCAQAA GQOGAACGAG ACAATTOTCA 720 

ACCTGATCCA CAQTACCCGC ATTCACATCA TOOCTTCCCT GAACCCAGAT GGCTTTGAQA 780 

AGGCAGOQTC TCAGOCTGOT GAACTCAAGG ACTGGITTGT G6GTG6AAGC AATGOCCAOO 840 

QAATA6ATCT GAAOOGQAAC TTTCCAGACC TGGATAGGAT AGTGTA0GT6 AATQAGAAAO 900 

AAGGTGGTCC AAATAATCAT CTCTTQAAAA ATATGAAGAA AATTQTGGAT CAAAAC ACAA 960 

AOCTTOCTCC TGAGACCAAO GCTGTCATTC ATTGGATTAT GGATATTCCT TTTQTGCTTT 1020 

CTGGCAATCT CCATGGA66A GACCTTGTG6 CXSVATTATCC ATATGATGAQ AG60GGA0TQ 1080 

GTAGTGCrCA CGAATACAGC TCCTCCCiCAG ATQACQCCAT TTTOCAAAOC nGGCCOGGG 1140 

CATACTCTTC TTTCAACCGG GCCATGTCTG A0CCCAAT06 GOCACCATGT 06CAAGAATG 1200 

ATGATQACAQ CAGCTTTGTA GATGGAACCA CCAAOGGTGG TOCTTGGTAC AGGGTACCTG 1260 

GAGGGATGCA AGACTTCAAT TACXTTTAOCA GCAACTGTTT TGAGATCACC OTGGAOCTTA 1320 

GCTGTGAGAA GTTCXXIACCT QAAGAOACTC TGAAGACCTA CIG GGAGGAT AACAA AAAC T 1380 

OCCTCATTAG CTACCTTGAO CA8ATACACC GAGGAGTTAA AGGATTTGTC GGAGACCTTC 1440 

AAGGTAACCC AATTGCGAAT GCCAOCATCT C0GTGGAAG6 AATAGACCAC GATGTTACAT 1500 

CCGCAAAGGA TGGTGATTAC TQGAGATTGC TTATACCTGO AAACTATAAA CTTACAGCCT 1560 

CAOCTCCAGO CTATCTGGCa'ATAACAAAQA AAGTGGCAGT TCCTTACAGC CCTGCTGCTG 1620 

GGGT7GATTT T6AACTGGAG TCATTTTCT6 AAAGGAAAGA AGAGGA6AAO GAA6AATTQA 1680 

TGGAATGGTQ GAAAATGATG TCAGAAACTT TAAATTTTTA A AAAGGCTTC TAG TTACCTG 1740 

CTTTAAATCr ATCTATATAA TGTAQTATGA TGTAATOTGQ TCTTTTTTTT AQATTTTGTG 1800 

CAGTTAATAC TTAACATTGA TTTATTTTTT AATCATTTAA ATATTAATCA ACTTTCCTTA 1860 

AAATAAATAG CCTCTTAGGT AAAAATATAA GAACTTGATA TATTTCATTC TCT TATATA Q 1920 

TATTGATTTT CCTACCTATA TTACACAAAA AAGTATAQAA AA6ATTTAAG TAATTTTGCC 1980 

ATCCTAGGCT TAAATGCAAT ATTCCIGOTA TTATTTACAA TGCAGAATTT TTTGAGTAAT 2040 

TCTAGCTTTC AAAAATTAOT OAAOTTCTTT TACTGTAATT GGT6ACAATO TCACATAATG 2100 

AATGCTATTG AAAAGGTTAA CAGATACAGC TOGGABTTGT GAGCACTCTA CTQCAAGACT 2160 

TAAATAGTTC AGTATAAATT ifiXJ tf r mTT TCTTOTOCTQ ACTAACTATA AGCATGATCT 2220 

TGTTAATOCA TTTTTQATGQ GAA6AAAAGG TACAT6TTTA CAAAGAGGTT TTATGAAAAG 2280 

AATAAAAATT GACTTCTTOC TTGTACATAT AGGAGCAATA CTATTATATT ATGTAGTGGO 2340 

TTAACACTAC TTAAAAGTTT AGGGTTTTCT CTTGGTTGTA GAGIGGCCCA GAATTOCATT 2400 
CTQAATGAAT AAAGGTTAAA AAAAAATCOC CAGTGAAAAA AAA 

Seq ID NO: 576 Protein sequence 
Protein Accession fti NP_001864.1 

1 11 21 31 41 51 

I 1 I I I I 

MAQRGGSALL ALCX3AI<AACX3 HUiOABAQBP GAPAA6MSRR RRLQQEDGZS FEYHRYPELR 60 

EALVSVWLQC TAISRIYTVQ RSFBQRSLLV IBIiSDHPGWH EFGEPBFKYI GNHH6NEAVG 120 

RBLIiIPLAQy LCNEYQKGNB TIVMLIHSTR IHINPSLNPD GPBKAASQPO SLKDt9FVGRS 180 

NAQGIDIiNRN FPDLDRIVYV NEKEGGPHNH LLKNMKKIVD QNTKLAPBTK AVIHWIMDIP 240 

FVLSANLHGG DLVAMYPYDB TRSGSAHEYS 88PDDAIFQS LARAYSSFHP AMSDPMRPPC 300 

RKNDDDSSFV DGTTNGGAWY SVPOGMQDFN YLSSHCFBIT VELSCEKFPP EETIiiCTYHED 360 

NKNSLISYLE QIHRGVKQFV BDLQGNPZAM ATZSVBQIDH OVTSAKDGDy mULlVGSm 420 
LTASAFGYLA ITKKVAVPYS PAAOVDFELE SFSBRKEEBK BSLMEHmCMN 8ETLNP 

Seq ID NOt 577 DNA sequence 

Nucleic Acid Accession f^t Eos sequence 

Coding sequence! 1..933 

1 11 31 31 41 51 

1 I I I I I 

AT6TGGAGCA ATGGAOGGTG CATCCOGGGC G0CTGGCA6T GTGAOGGGCT GCCTGACTGC 60 

TTOQAGAAGA GTGATGAGAA GGAOIGCOOC AAGQCTAAOT CGAAATOTBG OCO aAOC TTC 120 

•ri'CCCCTQTG CCAGOGGCAT 0CATT6CATC ATTQ6TC6CT TOOSQTGCAA TGGGTTTQAG 180 

GACTGTCCCJG ATGGCAGC3GA TGAAGAGAAC TGCACAGCAA ACOCTCTGCT TTGCTCCACC 240 

GCCCGCTACC ACTGCAAGAA OGGCCTCTGT ATTGACRAGA GCTTCATCTG CGATGQACAG 300 

AATAACT6TC AAGACAACAG TQATGAGGAA AGCTGTGAAA OTTCTCAAOA ACCOQGCAGT 360 

OGGCAQOTGT TTGTQACTTC AQAGAACCAA CTTGTQTATT ACCCCAGCAT CAOCTATGCC 420 

ATCATOGGCA GCTCCGTCAT Tin O TGCTG GTGGTGGCCC T6CT6GCACT GGTCTTGCAC 480 

CACX»GOGGA AGOGGAACAA CCTCATSAOQ CTGCCOOTGC ACCGGCTOCA OCACCCTGTO 540 

CTGCTGTCCC GCCTGGTGGT CXJIGGACCAC CCCCACCACT GCAACQTCAC CTACAACGTC 600 

AATAATGGCA TCCAOTATGT GGCCAGCCAG 6GGGA6CAGA ATGOGTCGGA AGTAG6CTCC 660 

CCACCCTCCT ACTCCQAGQC CTTGCTGGAC CAGAOGCCTO 00TG8TATGA CCTTCCTOCA 720 

C06CCCTACT CTTCTGACAC GGAATCTCTG AACCAAOOGG AOCtGGCCCC CIACCOCTCC 780 

C6GTOCQ6QA GTGOCAACAG TQCCAGCTCC CAG6CAGCCA GCAGCCTOCT OAGCGTOGAA 840 

GACACCAQGC ACA6CC0GG0 GCAGCCTG Q C COGCAGGAGO GCACTGCTGA OOC C AGGQAC 900 
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PCTAJS02/36810 



TCTGAOCCCA QOCAGQGCAC TOAAGAAGTA TAA 

Seq ID NOs 578 Protein sequence 
Protein Accession ffi Eos sequence 

1 11 21 31 41 51 

MCSNGRCIPG AWQCD6LPDC EDKSDBKBCP KAKSKOGPTP PPCASGIHCI IGRPRCNGFE 

Sc^^E^ ctSSSLcST ARYHCKNGLC IDKSFICDC5Q NMCQDNSDEE fCESSQEPGS 120 

10 GQVFVTSENQ LVYYPSITYA IIGSSVIFVL WALLALVLH HQRKRNNLMT J^PVHRLQHPV 180 

SsRLWLDH PHHCNVTYNV NKGIQYVASQ AEQNASEVGS PPSYSEALLD QMWJYDLPP 240 

PPYSSDTESL NQADbPPYRS RSGSANSASS QAASSLLSVE DTSHSPGQPG PQEGTAEPRD 300 



60 



60 



15 Seq ID NO: 579 DNA sequence 

Nucleic Acid Accession #: AP179274.1 
Coding sequence: 1..1125 

1 11 21 31 " ?^ 

00 I 1 I I 1 ' 

ATGGTGCTGT GGGAGTCCCC GCGGCAGTGC AGCAGCTGGA CACTTTGOGA GGGCTTTTGC 

?^COGT OVTGCTACTC ATOGTAGCCC GC^^ " J 

ScCCTACCT CCTTAAOTQA CTGCCAAACO CCCACCXWCT GGAATTGCTC TGGTTATGAT 180 

S^^AGAAA S^OTCTT CCTCT6TGAC ACCAACACCT GTAAATTTGA TGGGGAATGT 240 

25 GAGaSctGT GACTTGCGTC TCTCAGTTCA A(^ 300 

CCTGtSgTG GCTCCAATGG GGAGAGCTAC CAGAAT^^ 360 

TgSaACAGC AGAGTGAGAT ACTTGTGGTG TCAQAAGGAT CATGTGCCAC ^TGCAGGA 420 

TCAGGATCTG GAGATGGAGT CCATGAAQGC TCTGGAGAAA CTAGTCAAAA GGAGACAT^ 480 

l^^^ TTTG^T TGQTGCASAA TOTQACQAAQ ATGCCGAGGA TGTCTGGTGT 540 

30 S^St^ TCAAACCAAC TTO^^ 

TCTTATGATA ATGCATQCCA AATCAAAGAA 6CATCGTGTC AGAAACAGGA GAAAATTGAA 660 

otS^CTT SoSATO TCAAGATAAC ACAACTACAA CTACTAAGTC TOAAGATGGG 720 

SSmgSa ^CA^A T0CAC3A0AAT GCTAACAAAT TAGAAGAAAQ TGCCAGAOAA • 780 

S^^S^SS^a^wcaatggcttctgcatgovt^ 8« 

35 TCTMOATA TCO^CC ATCTTOCAGG TGTGATGCTG GTTATACXGG ACAACACTGT 900 
SSISIS ^^^S^TGT TCTATACGIT 

TTAATGQCM CTOTGATTGO AACAATTCAG ATTGOT "20 
TACAGTTCAG ACAATACAAC AAGAGCX3TCC AOQAGOTTAA TCTGA 



40 



Seq ID NO: 580 Protein sequence 
Protein Accession »i NP_057276.2 



60 
120 
180 
240 
300 
360 



1 11 21 31 41 51 

45 I 1 1 1 1 ^ 

IWLWESPRQC SSWTLCEX3FC WLLLLPVMLL IVARPVKLAA FPTSLSDCQT PTGraCSCTD 
DRENDLPLCD TNTCKPDGEC LRIOTTVTCV CQFKCNNDYV PVOGSNGESY WECT^QAA 
CKQQSBILW SEGSCATDAO SQSaDGVHBO S6ETSQKETS TCDICQFGAE CDEDJCTVWC 
vSlDCSQTM FNPLCASDGK SYDHAOQIKB ASOQKQBKIB VMSLGROQDN 
50 HYARTDYAEN ANKLEESARE HHIPCPEHYH GPC«HGKCEH SIN^S^ C^™^ 
RKKDYSVLYV VPGPVRFQYV LIAAVIGIIQ lAVICVWLC ITRKCPRSMR IHRQKQNTCH 
YSSDNTTRAS TRLX 

Seq ID NO: 581 DNA sequence 
55 Nucleic Add Accession »i S78203.1 
Coding sequence: 1..2190 

1 11 21 31 |1 SI 

60 ATGAATCCTT TCCAGAAAAA TGAGTCCAA6 GAAACTCTTT TTTCACCT6T CT^J^ 

QAGQTACCAC CTCQACCACC TAGCCCTCCA AAQAAGCCAT CXCOOACAAT CtGTOGCTCC 120 

^Src^C TQaSqC CTTCATTOTQ GTGAATGAAT TCTGCGAfiCG CTTTTCCTAT 180 

^SS^ AAGCIGTGCT GATCCTGTAT TTCCTGTATT TCCTGCJ^ 240 

ACCTCCACAT CTATATACCA TGCCTTCAGC AGCCTCTGTT ATTTTACTCC MCCTGGGA 300 

65 ScMTO CTGACrCGTO GnGGGAAAA TTCAAGACAA TCATCTATCT CTCOTGGTG 360 

TATGTGCTTG GCCATGTGAT CAAGTCCTTG GGTGCCTTAC CaATAC IGGG AC3GAMGTC 420 

GTACACACAG TCCTATCATT GATOGGCCTG AGTCTAATAG CTTTOGGCaC AGGAGGCATC 480 

AAACCCTOTO TOGCAGCTTT TGGTQGAC3AC CAGTTTGAAG AAAAACATGC AGAGGAACGG 540 

ACTASATACT TCTCAGTCTT CTACCTGTCC ATCAATGCAG GGAGCTTCAT TTCTACATTT 600 

70 ATCACACCCA TGCTGAGAGG AGATGTGCAA TCTTTEGGAG AAGACTGCTA TGCATTGGCT 660 

TTTGGACTTC CAGGACTGCT CATGGTAATT GCACTTGTTQ TOTTTOCAAT GG^jftGCAAA 720 

ATATACAATA AACCACCCCC TGAAGGAAAC ATAGTGGCTC AAGTTTTCAA ATGTATCTGG 780 
TTTCCTATTT OCAATCOTTT CAAGAACCGT TCTGGAGACA TTCCAAAGOG ACAGCACTGG 840 
CTAGACTGGO CAGCTGAGAA ATATCCAAAG CAGCTCATTA TGGATGTAAA GGCACTGACC 900 
75 AGGGTACTAT TCCTTTATAT CCCATTGCCC ATGTTCTQGQ CTCTTTTGGA TCAGCAGGGT 960 

TCACGATGGA CTTTGCAAGC CATCAGGATG AATAGGAATT TGGGGTTTTT T6TGCTTC AG 1020 

CCGGACCAGA TGCAGGTTCT AAATCCCTTT CTGGTTCTTA TCTTCATCCC GTTOTTTaAC 1080 

TTTCTCATTT ATOSrCTGGT CTCCAAGTGT GGAATTAACT TCTCATCACT TAQGAAAATO 1140 

GCTGTTGGTA TCATCCTAGC GTGCCTGGCA TTTGCAGTTC CGGCAGCTGT AGAGATAAAA 1200 

80 ATAAATGAAA TCGCCXX^WSC CCAGTCAGGT CCCCAG6AG6 TTTTCCTACA AGTCTTGAAT 1260 

CTGGCAGATG ATGAGGTGAA GGTGACA(?rG GTGGGAAATG AAAACAATTC TCTGTTOATA 1320 

GAGTCCATCA AATCCTTTCA GAAAACAOCA CACTATTOCA AACTOCACCT GAAAACAAAA 1380 

AQCCRGGATT TTCACTTCCA CCTGAAATAT CACAATTTGT CTCTCTACAC TGAGCATTCT 1440 

GTGCftGGftGA AflAACTOGTA CASXCTTGTC ATTOGTOAAG ATQGGAACAG TATCTCCAGC 1500 
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ATXSA TGGTA A AGGATACAGA AAGCAAAACA ACCAATGOGA TGACAACOGT GAGOTTTGTT 1S60 

AACACTTTGC ATAAAQATGT CAACATCTCC CTGAGTACAQ ATACCTCTCT CAAT GT T GO T 1620 

GAAOACTATO GTOTCTCltSC TTATAGAACT GTGCAAAOAfl GAGAATAOOC TGCAGTGCAC 1680 

TQTAOAACAO AAGATAAOAA C lTn - ClCiXS AATTTGGGTC TTCTAGACTT TCGTGCAaCA 1740 

TATCTOTTTO TTATTACTAA TAACACCAAT GAGGGTCTTC AOGCCIGQAA GATTGAAGAC 1800 

ATTCCAGCCA ACAAAATOTC C A TTGOQTGG CAGCTACCAC AATATGCCCT GOTTACAGCT 1860 

GGGGAGGTCA TOTTCTCTGT CACAGGTCTT 6AGTTTTCTT ATTCTCAGGC TCCCTCTAGC 1920 

^QAAATCTG TGCT CCAGG C AGCTTGGCTA TTGACAATTG CACTTGGOAA TATCAT OOTQ 19B0 

CTTGTT8T60 GACAOTTCAG T06CCTGGTA CA6TGQGC0G AATTCATTTT 6TTTTCCTGC 2040 

CTCCTGCT6Q TGATCTOOCT GATCTTCTOC ATCAIOGGCT ACTACTATGT TCCTGTAAAO 2100 

ACAGA6GATA TGO G GGGTOC AGCAGATAAO CACATTCCTC ACATGOUSGG GAACATOATC 2160 
AAACIAGA6A OCAAGAAGAC AAAACTCTGA 



Seq ID NOi 582 Protein seauence 
Protein Accession #t AAB34388.1 



1 11 21 31 41 51 

I I 1 I I I 

MNPFQKN6SX ETLPSPV8IE BVPPRPP8PP XKPSPTIOGS NYPLSZAFIV VNEFCBRFSY 60 

YGMKAVLXLY PLVPLHMMED TSTSIYHAPS SLCYFTPILG AAIADSWLGK FKrilYliSLV 120 

YVLGHVIKSL GALPILOOOV VHTVLSLIGI* SLIALGTQGI KPCVAAFGGD QFEEKHAKEH 180 

TRYPSVFYLS INAGSLI8TP ITPMLRGDVQ CFGEDCYALA FGVPOLLMVI ALWPAMQSK 240 

lYKKPPPEQN IVAQVPKCIW PAI6X3RFKNR S(a>IPKRQHH LDWAAEKYPK QLIhODVKALT 300 

RVLPLYIPLP MFWALItDQQG SRWTLQAXRH NRNLGFPVLQ PDQMC2VLNPP LVLXPIPLPD 360 

FVZYIILVSKC GZNFSSLRKM AV6MILACLA FAVAAAVBIX INENAPAQSQ PQBVFLQVLN 420 

LADDBVKVTV VGNENHSLLI B8I1CBFQKTP HYSKLHLKTK 8QDFHFHLKY HNLSLYTEHS 480 

VQEKNWYSLV IRED6NSISS MMVKDTESKT TlK9frTVRFV NTLHKDVNI8 LSTDTSLNVG 540 

mYGVSAYRT VQRGEYPAVB CRTBDXNPSIi NLGLLDFGAA YLFVimmf QGLQAHKIED 600 

ZPAHKHSIAH QLPQYALVTA GBVMPSVTGL EFSYSOAPSS KKSVLQAANL LTIAVGNIXV 660 

LWAQFSOLV QHABPZLFSC LLLVZCLIP8 IHGYYYVPVK TEDMRGPADK BIPHIQGNMI 720 
KLBTKKTKL 



Seq ID NOt 563 DHA eeguence 

Nucleic Acid Accession «t 1IM_032642.1 

C3oding sequence 1 184.. 1263 ~ 



1 11 31 31 41 51 

I I 1 I ! I 

QACCATTAGC AGGCACOCAG GC CTOTCy iT GGCTOXZAAA CGGTGOCCCC CAATGTAGCC 60 

TAOTTTGAAC CTAGQAACT6 CAGGACCAGA GAGATTCCAC TGGAGCCTGA TGGAOQGGTG 120 

ACAGAGGGAA CCCTACTCTG QAAACTGTCA GTCCCAOGGC ACTGGGGAGG GCTGAGGCCQ 180 

ACCATGCCCA GCCTGCT6CT GCTOTTCACG GCTOCTCTGC TGTCCAQCTO GGCTCAGCTT 240 

CTQACAGACG CCAACTCCTG GTGGTCATTA GCTTTQAACC CGGTGCAGAG ACCOGAGATG 300 

TTTATCATOO OTGOCCRGCC CGTGTGCAGT CAGCTTCCCG GGCTCTCCCC TGGCCAGAGQ 360 

AAGCTGTQCC AATTGTACCA GOAGCACATO GCCTACATAG GGGAGGGAGC CAAGACTGGC 420 

ATCAAGGAAT GCCAGCACCA QTTCCGGCAQ CGQCGGTGGA ATTGCAGCAC AGOSGACAAC 480 

GCATCTGTCT TTGGGAGAGT CATGCAGATA GGCAGCCXSAG AQACCGCCTT CAGCCAOQOQ 540 

GTGAG06CCX3 CGGQCOTGGT CAACGCCATC AGCCGGGCXTT GCCGOQAGGG CX3AGCTCTCC 600 

ACCTGOGGCT GCA6CGQQAC OGCGCGGOCC AAGGACCTGC CXXX3GGACTQ GCTGTGGGGC 660 

GGCIGTGGGG ACAACGTGGA GTACX3GCTAC OGCTTOaCCA AGGAGTTTOT GGATGCCaSG 720 

GAGCGAGAQA AGAACTTTGC CAAAGGATCA GAGGAGCAGG GCCGGGTGCT CATQAACCTO 760 

CAAAACAAOG AGGCCGGTCO CAGGGCT6TG TATAAGATGG CAGAOGTAGC CTGCAAATGC 840 

CAOGGOGTCT CX3GGGTCCTG CAGCCTCAAQ ACCTGCTGGC TQCAGCXGGC CQAOTTCOGC 900 

AAGGTCGGGG ACOGGCTGAA GGAGAAGTAC 6ACAG06CX3G CCGCCAT60S CGTCACCa3C 960 

ARGGGCCGGC TGGAGCTGGT CAACAGCCGC TTCACCX3VGC CCACCCOGGA GGACCTGGTC 1020 

TATGTGGACC CCAGCOCOSA CTACTGCCTG CGCAACX3AGA GCAC3GOGCTC CXTTGOGCAOO 1080 

CAGGGCCX5CC TCTGCAACAA GACCTCGGAG GOCATGOATQ GCTGTGAGCT CyVTGTGCTGC 1140 

GGGGOTGOCT ACAACCAGTT CAAGAGC3GTG CAGGTGQAGC GCTGCCACTG CAAGTTCCAC 1200 

T66T6CTGCT TOGTCAOOTG TAAGAAOTGC AOGGAGATCX? TGGACCAGTA CATCTGTAAA 1260 

TAGCCGQGAG GGCCTGCTCC OGGC C CCCCC TGCACTCTGC CTCAGAAAGG TCTATATTAT 1320 

ATAAATCTAT ATAAATCTAT TTTATATTTG TATAAGTAAA TG G GTGGG TO CTATAGAATQ 1380 

GA AAGA TGAA AATGGAAAGO AAOAOCrTAT TTAAQAGACG CTGGAOATCr CTGAGGAGTG 1440 

GACTTTGCTG GTTCTCTCCT CTTGGTGGGT GGGAGACAGG GCTTTTTCTC TCCCTCTGGC ISOO 

GAGQACTCTC AGGATGTAG6 6ACTTG6AAA TATTTACTGT CTGTCCACCA CX3GCCTGGAG 1560 

GAGGGAGGTT GTGGTTQGAT GGAGGAQATG ATCTTGTCTG GAAGTCTAGA GTCTTTGTT G 1620 

GTTAGAGGAC TGCCTGTGAT OCTGGCCACT A6G0CAAGAG GCXXTTATGAA GGTGG06GGA 1680 

ACTCAOCTTC AACCTOGATG TCTTCAGGGT CTTGrCCAGA AT3TACAT00 GTTCCGTAAG 1740 

AGGCCTGGTG CTCTCTTACT CTTTCATCCA OGTGCACTTa TGOGGCATCT GCAGrTTACA 1800 

GGAAOGGCTC CTTCCCTAAA ATGAGAAOTC CAAGGTCATC TCTGGCCCAG TGACCACAGA 1860 

GAGATCTGCA CCTCXX33GAC TTCAGQCXTO OCTTTCCAGC QAGAATTCTT CATCCTCC31C 1920 

08TTCACTA0 CTCCTACCTG AAGAGGAAAG GG660CATTT GACCTGACAT GTCAQGAAAO 1980 

CC CTAA ACTO AATQTTTGOG OCTGGGCTGC AGAAGCCAGG GTGCATGACC AGGCTGCGTG 2040 

GAOSTTATAC TGTCTTCCCC CACXXXXX3GQ 6AGGGGAA6C TTGAGCTGCT GCTGTCACTC 2100 

CTGCACCGAG GGAGGCCTCA CAAACCACAG GAGGCTGCAA CX3GGTCAGGC TGGOGGGCCC 2160 

GG08TGGTCA TCATCTCTGC COCAGGTGTA OGGTTTCrCT CTGACATTAA ATGCCCTTCA 2220 
TGGAAAAAAA AAAAAGAAAA AAAAAAAAAA AA 



Seq ID NO I 584 Protein sequence 
Protein Accession Si NP_116031.1 

1 11 21 31 41 51 

1 I I 1 i I 

KPSLXiLLPTA ALLSSWAQXiL TDANSWWSLA UIPVQRPEMP IZGAQPVCSQ LP6LSPGQRK 60 

LOOLYQEBMA YIGEGAKTGI REOQBQPRQR RNHCSTAD21A 6VFGRVMQIG SRBTAP1HAV 130 
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8AA6WMAIS RACRBQBL8T CQC8RTARFK DLFRDHLWGO OGpMVEYGint FAXEFVDARE IBO 

REKHFAKGSE BQQRVLMHLQ NNEAGRRAVY KMADVACKCK GVS6SCSLKT CHIXlIiAEFRK 240 

VaORLKEKYD SAAMIRVTRK 6RLELVHSRF TQPTPEDLVY VDPSPDYOiR HESTGSUSTQ 300 
^ GRLOncrSEG MD6CBLMCCG RGYHQFKSVQ VERCHCKEHH CCFVRCKKCI EIVDQYICK 

Seq ID NOi 585 DMA sequence 

Nucleic Add Accession ft: Eos sequence 

Coding sequence: 1..1479 

10 1 11 21 31 41 51 

ATGGCTTTGA ACTCAfiGGTC AOCACCAGCT ATTQGACCTT ACTATGAAAA CCATGOATAC 60 

CAACCGGAAA ACCCCTATCC CGCACAGCCC ACTGTGGTCC CCACTGTCTA CGAGGTGCAT 120 

CCGGCTCAGT ACTACCCGTC CCCX3GTGCCC CAGTAOGCCC CQAGGGTCCT GACGCAGGCT 180 

15 TCCAACCCCO TCGTCTGCAC GCAGCCCAAA TCCCX»TCCO GQACAGTCTO CACCTCAAAG 240 

ACTAAOAMO CACTOTOCAT CACCTTGAC3C CXQGGGACCT TCCTOOTGOG AGCTGCGCTG 300 

6CC3GCTGGCC TACTCTGGAA OTTCATGGGC AOCARGXGCT CCAACTCTQG GATAGAGTGC 360 

GACTCCTCAG GTACCTGCAT CAACCCCTCT AACTGGTGTG ATGGCX3TGTC ACACTGCCCC 420 

GGCXMGGAGG ACGAGAATOG GTGTGTTCGC CTCTACGGAC CAAACTTCAT CCTTCAGGTG 480 

20 TACTCATCTC AQAGGAAGTC CTQGCACCCT GTGTGCCAAfi A06ACTGGAA CGAGAACTAC 540 

GGGCGGGGGG CCTOCAGQGA CATGG6CTAT AAOAATAATT TTTACTCTAO CCAAGGAATA 600 

GTGQATGACA GCGGATCCAC CAGCTTTATG AAACTGSAACA CAAOTGCOGG CA ATGT CGAT 660 

ATCTATAAAA AACTGTACCA CAGTGATGCC TGTTCTTCAA AAGCAGTGGT TTCTTTACGC 720 

TGTATAGCCT GCGGGGTCAA CTTGAACTCA AGCGGCCAGA GCAGGATCGT GGGCGGOSAG 780 

25 AGCGCX3CTCC CGGGGGCCTG GCCCTGGCAG GTCAGCCTGC AOGTCCfiGAA CGTCCACGTG 840 

TCCGQAGGCI CCATCATCAC CCCC6A6TGG ATOGTGACAG CCXSCCCftCTG CGTGGAAAAA 900 

CCTCTTAACA ATCCATGGCa TTGOAOGGCA TTTGOGGGGA TTTTGAGACA ATCTTTCATG 960 

TTCTATGGAG CCXMATACCA AGTAGAAAAA QTGATTTCTC ATOCAA ATTA TGACTCCAAG 1020 

ACCAAGAACA ATGACATTGC GCTGATGAAG CTGCAGAAGC CTCTQACTTT CAACQACCTA 1080 

30 GTGAAACCAG TOTGTCTGCC CAACCCAGGC ATGATGCTGC AGCCAQAACA GCTCTGCTGG 1140 

ATTTCCGQGT GQOGGGCCAC CGAGGAflAAA GOOAAQACCT CAGAAGTGCT 6AACGCTGCC 1200 

AAGGTGCTTC TCATTGAGAC ACAGAGATGC AACAGCASAT ATGTCTATQA CAACCTGATC 1260 

ACACCAGCCA TGATCTGTGC CGGCTTCCTG CAGGGGAAOG TCGATTCTTG CCAGGGTGAC 1320 

AGTGGAGGGC CTCTGGTCAC TTCGAAQAAC AATATCTGGT GGCTGATAGG GGATACAAGC 1380 

35 TGGGGTTCTG GCTGTGCCAA AGCTTACAGA CCAGGAOTGT ACGGGAATGT GATGGTATTC 1440 
AOGQACTGGA TTTATGGACA AATCAGGGCA GA06GCTAA 



Seq ID NO: 586 Protein sequence 
Protein Accession »t Eos sequence 

40 

1 11 21 31 41 SI 

MALNSOSPPA IGPYYENHGY QPEaTPYPAQP TWPTVYEVH PAQYYPSPVP QYAPRVLTQA 60 

SNPWCTQPK SPSGTVCTSK TKKALCITLT LGTPLVGAAL AAGLLWKPMG SKCSNSOIEC 120 

45 DSSGTCINPS NWCDGVSHCP QGEDENRCVR LYGPNFILQV YSSQRKSWHP VCQDDWNEMY 180 

GRAACRDHGY KHNPYSSQGI VDDSGSTSFM KUITSAGSVD lYKKLYHSDA CSSKAWSLR 240 

CIACOVNIUS SRQSRIVG6E SALPGAWPWQ VSLHVCNVHV OGGSIITPBW IVTAAHCVEK 300 

PLMNPWHWTA PAQILRQSPM FYGAGTQVBK VISHPNVDSK TKNNDIALMK liQKPLTFNDL 360 

VKPVCLPNPG MMLQPEQLCW ISQWGATEEK GKTSEVLNAA KVLLIETQRC KSRYVYDNLI 420 

50 TPAMICAGPL QGNVDSCXJGD SG6PLVTSKN NIWWLIODTS WGSGCAKAYR PGVYOJVMVF 480 
TDNIYRQHRA DG 



Seq ID NOs 587 DNA sequence 
Nucleic Acid Accession #t NM_005656.1 
55 coding sequence: 57.. 153 5 

1 11 21 31 41 51 

I I 1 I I 1 

GTCATATTGA ACATTCCAOA TACCTATCAT TACTOGATGC TCTTGATAAC AGCAAGArrGG 60 

60 CTTTGAACTC AGGGTCACCA CCAGCTATTG GACCTTACTA TGAAAACCAT GGATAOCAAC 120 

OGOAAAACCC CTATCCC3GCA CAGCCCACTG TGGTCCCCAC TGTCTACGAO GTGCATCCGQ 180 

CTCAGTACTA CC06TCCCCC GTGCCCCA6T ACGCCCCGAG GGTCCTGACG CAGGCTTCCA 240 

ACCCCGTCGT CTGCACGCRG CCCAAATOCC CATCCGGQAC ACTGTGCACC TCAAAGACTA 300 

AGAAAGCACT GTGCATCACC TTGACCCTGG GGACCTTOCT CXSTOOQAQCT GCQCTGGCCG 360 

65 CTGGCCTACT CTGQAAGTTC ATGGGCAGCA A6TGCTCCAA CTCTOGGATA GAGTGOGACT 420 

CCTCAGGTAC CTGCATCAAC CCCTCTAACT GQTGTGATGG OGTGTC ACAC TGCCCCGGCG 480 

OGQAGGAC6A GAATCGGTGT GTTCGOCTCT ACGGACCAAA CTTCATCCTT CAGATGTACT 540 

CATCTCAGAO GAAOTCCTGG CACCCTGTGr GGCAA6ACGA CTGGAAGGAQ AACTAa3GGC 600 

GGGCGGCCTG CAGGGACATQ GGCTATAAGA ATAATTTTTA CTCTAQCCAA GQAATAGTOa 660 

70 ATGACAGCGG ATCCACCAGC TTTATGAAAC TGAACACAAO TGCOGOCAAT GTOGA TATCT 720 

ATAAAAAACT GTACCACAGT GATGCCTGTT CTTCAAAAGC AOTOTTTTCT TTACGCTGTT 780 

TAGCCTGCGQ GGTCAACTTG AACTCAAGCC GCCAGAGCAG GATOGTGGGC GGTGAQAGCG 840 

CGCTCCCGGG GGCCTGGCCC TGGCAGGTCA GCCTGCACGT CCAGAAOGTC CACGTGTGCG 900 

GAGGCTCCAT CATCACCCCC GAGTGGATC8 TOACAGCOQC CCACTGGGTG GAAAAACCTC 960 

75 TTAACAATCC ATGGCATTGG ACGGCATTTG CGQGGATTTT GAOACAATCT TTCATGTTCT 1020 

ATCGAGCCGG ATACCAAGTA CAAAAAGTOA TTTCTCATCC AAATTATGAC TCCAAGACCA 1080 

AGAACRATGA CATTGCGCTG ATGAAGCTGC AGAAGCCTCT GACTTTCAAC GACCTAGTGA 1140 

AACCAGTGT6 TCTGGCCAAC CCAG6CATQA TGCTGCAGCC A6AACA6CTC TGCTGGATTT 1200 

CG6GSXGGGS G60CAC0SA8 GAOAAAaaOA AGACCTCAGA A8TGCTGAAC GCIGGCAAQO 1260 

80 TGCTTCTCAr TGAGACACAG AGATGCAACA GCASATAT6T CTATGACAAC CT6ATCACAC 1320 

CAGCCAT6AT CTGT6C0GGC TTCCTGCAQG GGAACGTOGA TTCTTGCCAG GGTGACAGTG 1380 

GAGGGCCTCT GGTCACTTCG AACAACAATA TCTGGTGGCT GATAGGGGAT ACAAGCTGGG 1440 

GTI'CTG G LTG TGCCAAAGCT TACAGACCA6 GAGTGTAOGG GAATGTGATG GTATTCAOGG 1500 

ACTQGATTTA TCQACAAATG AAGGCAAAOS OGTAATGCAC ATGGTCTTCG TCCTTGACGT 1560 
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GGTTTTACAJV GAAAACAATO CGGCTGGrTT t UC l' KX X X X i TGCAIQATTT ACTCTTAGAG 1620 

ATGATTCAiGA GGTCACTTCA TTTTTATTAA ACAaTGAACT TOTCTGOCIT TOGCACTCTC 1680 

TGCCATACTG TGCAGGCTGC AGTGGCTCCC CTOCCCAGCC TCCTCTCCCT AACCCCTTGT 1740 

COGCAAOQGG TGATGGCCGG Clt3GTTGTGQ GCACTCGOGG TCAATTGTGG AAG GAAGAG G 1800 

GITGGAGGCT GCCCCCATTG AGATCTTCCT GCTGAGTCCT TTCCAGQGOC CAATTTTGGA 1860 

T6AGCATG6A GCT6TCACTT CTGAGCTGCT GGAT6ACTTG AGATGAAAAA QGAGAGACAT 1920 

GGAAAGGQAO ACAGCCAGGT OQCACCTQCA G0G6CT6CCC TCTGGGOOCA LTiXa3 ^^'3^0TG 1980 

TCCCCAGCCT ACTTCACAAG GGGATTTTGC TGATGGOTTC TTAOAGCCTT AGCAGCCCTO 2040 

GATGGTGGCC AGAAATAAAG GGACCAGCCX: TTCATGGGTG GTGAaSTGGT AGTCACTTGT 2100 

AAGGGGAACA GAAACATTTT T6TTCTTATG GGGTGAGAAT AtAGACAOTG COCTTGGTGC 2160 

GAGGQAAGCA ATTGAAAAOO AACTTOGCCT GA6CACTGCT GGrOCAGQTC TGCAOCTGCA 2220 

C A TT O GGT GG GGCTOCTGOa AGGGAGACTC AGCCTTCCTC CTGATOCTCC CTGAOXTGC 2280 

TCCTAGCACC CTOGAGAOTO AATGCCCCTT GGTCCCTGGC AGGGOGCCAA GTrTGGCACC 2340 

AT6T0GGCCT CTTCAGGCCT GATAGTCATT GGAAATTQAO QTCCATQQQO GAAATCAAGO 2400 

ATGCTGAGTT TAAGGTACAC TOTTTCCATG TTATOTTTCT ACACATTGAT GGTOGTGACC 2460 
CTQAGTTCAA AGGCATCTT 

Seq ID NOt 5B8 Protein sequence 
Protein Accession «: NP_005647.1 

1 11 21 31 41 51 

MALNSGSPPA IGPYYENHGY QPEMPYPAQP TWPTVyBVH PAQYYPSPVP QYAPRVLTQA 60 
SNPWCTQPK 8PSGTVCT8K TKKALCITLT LQTFLVGAAL AAGLLWKFKG SKCSNSGIEC 120 
DSSGTCINPS NNCDGVSHCP GGEDENRCVR LYGPNFILQM YSSQRKSWHP VOQDDHNENY 180 
GRAACRDMGY KHNFY88QGI VSDSGSTSFM KWTSAGNVD lYKKLYKSDA C88KAWSUI 240 
CtAGGVNLNS 8RQSRIV0GE 6ALPGAHFHQ VSLHVQNVHV 08GSIITPEH XVTAARCVEK 300 
PLNNPWHVTTA FAGILRQSFM FYQAGYQVQK VISHPNYDSK TKNNDIALMK KJKPLTFNDL 360 
VKPVCLPNPQ MMLQPEQLCW ISOWGATBBK GKTSEVIiNAA KVLLIETQRC NSRYVYDMLI 420 
TPAMICAGPL QGNVDSCQGO SGGPLVTSNN NIWWIiIGDTS WQSGCAKAYR PGVYGNVMVF 480 
TDHIYRQMKA NG 

Seq ID NO: 5B9 DMA aecfuence 

Nucleic Acid Accession #i MM_001 935.1 

Coding sequence i 1..2301 

1 11 21 31 41 51 

1 I 1 • i 1 i 

ATGAABACAC CGTGGAAGAT TCTTCTGGQA CTGCTGGGTG CTGCTGCGCT TGTCACCATC 60 

ATCACOOTGC COOTGOTTCT GCT6AACAAA GGCACAGATG ATGCTACA6C TGACAGTOGC 120 

AAAACTTACA CTCTAACTGA TTACTTAAAA AATACTTATA GACIGAAOTT ATACTCCTTA 180 

AGATGQATTT CAGATCATGA ATATCTCTAC AAACAAGAAA ATAATATCTT QOTAT TCAAT 240 

GCTOAATATQ GAAACAGCTC AGTTTTCTTQ QAGAACAeTA CATTTGATGA GTTTGGACAT 300 

TCTATCAATQ ATTATTCAAT ATCTCCTGAT GGGCAGTTTA TTCTCTTAGA ATACAACTAC 360 

GTGAAGCAAT GGAGGCATTC CTACACAGCT TCATATGACA TTTATGATTT AAATAAAAQG 420 

CAGCTGATTA CAGAAGAGAO GATTCCAAAC AACAGACAGT GGGTCACATG GTCACCAGTG 480 

GGTCATAAAT TG6CATATGT TT6GAACAAT GACATTTATG TTAAAATTGA ACCAAATTTA 540 

CCAAGTTACA GAATCACATQ GAOGGGGAAA GAAGATATAA TATATAATGG AATAACTGAC 600 

TGGGTTTATQ AAGAGGAAGT CTTCAGTGCC TACTCTGCTC TOTGGTGGTC TCCAAAOGGC 660 

ACTTTTTTAG CATAT6CCCA ATTTAAOGAC ACAGAAGTCC CACTTATTGA ATACTCCTTC 720 

TACTCIGATQ AGTCACTGCA GTAGGCAAA6 ACTGTACGGG TTCCA3AT0C AAAGGCAG6A 780 

GCTGTGAATC CAACTGTAAA UT ' l ' Cm ' GTl GTAAATACAG ACTCTCTCAG CTCAGTCACC 840 

AATGCAACTT CCATACAAAT CACTGCTCCT OCTTCTATGT TGATAOGGQA TCACTACTTG 900 

TOTGATOTOA CATGGGCAAC ACAAGAAAGA ATTTCTTTGC AGTGGCTCAG GACGATTCAQ 960 

AACTATTOGG TCATGGATAT riGTGACTAT GATGAATCCA GTGGAAGATG GAACTGCTTA 1020 

GTGGC31CX3GC AACACATTGA AATGAQTACT ACXGGCXGGO TTQGAAGATT TAGGCCTTCA 1080 

GAACCTCATT TTACCCTTGA TGGTAATAOC TTCTACABGA TCATOUXSAA TOAAGAAGGT 1140 

TACAGACACA TTTGCTATTT CCAAATAGAT AAAAAAGACT GCACATTTAT TACAAAAGGC 1200 

ACCTGG6AAG TCATCGGGAT AGAAGCTCTA ACX3\QTQATT ATCTATACTA CATTAGTAAT 1260 

GAATATAAAG GAATOCCAGG AGGAAGGAAT CTTTATAAAA TCCAACTTAG TGACTATAC A 1320 

AAAGTGAOVT GCCTCAGTTG TGAOCXOAAT OOGQAAAGGT GTCAOTACTA TTCTGTGTCA 1380 

TTCAGTAAAG AGGOGAAGTA TTATCAGCTG AGAT6TTG00 GTOCTGGTCr GCOCCTCTAT 1440 

ACTCTACACA GCaGCGTGAA TGATAAAGOG CTGAGAGTOC TGGAAGACAA TT CAGC XTTG 1500 

GATAAAATGC T6CAGAATGT CCAQATGCCC TCCAAAAAAC TGGACTTCAT TATTTT6AAT 1560 

GAAACAAAAT TTTGGTATCA GATGATCTTG CCTCCTCATT TTGATAAATC CAAGAAATAT 1620 

CCTCTACTAT TAGATGT6TA TGCAGGCCCA TGTAOTCAAA AAGGAGACAC TOTCTTCAGA 1680 

CTOAACXGGO OCACTTAOCT T0CAA6CACA GAAAACATTA TAGTAGCTAQ CTTTGATGGC 1740 

AGAGGAAGTG GTTACCAAGG AGATAAGATC ATGCATGCAA TCAACAGAAO ACTGGGAACA 1800 

TTTGAAGTPG AAGATCAAAT TGAAGCAGCC AGACAATTTT CAAAAATGGG ATTTGTGGAC 1860 

AACAAAOGAA TTQCAATTTG GGGCIG6TCA TATGGAGG6T AOOTAAOCTC AATQQT CCTO 1920 

GGAT0GG6AA tfiUUUtfiXI'rr CAAGTGTGGA AIAGCC3GTGG C60CTGTATC COSOTO GGAO 1980 

TACTATGACT CAGTOTACAC AGAAOGTTAC ATGGGTCTCC CAACTC CAGA A GACA AOCTT 2040 

GACCATTACA GAAATTCAAC AGTCATGAGC AGAGCTGAAA ATTTTAAACA AGTTGAGTAC 210O 

CTCCTTATTC ATGGAACAGC AGATQATAAC GTTCACTTTC AGCAGTCAGC TCAGATCTCC 2160 

AAAGCCCTGG TOGATGTTGG A0T6GATTTC CAGGCAATOT GGTATACTGA TOAAGACCAT 2220 

GGAATAGCTA GGAGCACAGC ACAGOVACAT ATATATACOC ACATGAGCCA CTTCATAAAA 2280 
CAATGTTTCT CTTTACCTTA Q 

Seq ID NO: 590 Protein sequence 
Protein Accession «i NP_001926.1 

1 11 21 31 41 51 

I I I I I I 

MKTPITKIIiLG XiLGAAALVTI ITVPWliLlIK GTDDATADSR KTmTDyiiK NTYRLKXiYSIi 60 
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120 
180 
240 
300 



540 
600 
660 
720 



BMTfiQHEYLY KOEMNILVPN AEYGMSSVFL ENSTFDEFGH SIHDYSISPD GQPILLEYNY 
^^ISI ^S?^ QLITEERIPN NTQWVTWSPV GHKIAYVHNN DIYVKIEPNI. 
IS^^K SvYEEEVPSA YSALKWSPNG TFIAYAQEND TEVPLIEYSP 

ySSSyPK ?^V^pSg WmPTVKPFV VNTDSLSSVT HATSIQITAP ASMLIGDHYL 
5 NYSvSlCDY DESSGRWNCL VARQHIEMST TGWVGRFRPS 360 

ySiCTPQID KKDCTFITKG TWEVIGIEAL TSDYLYYISN 420 
^^^^qS^ KVTCLSCEI.. PERCQYYS^^ «° 
TmSSVNDKG LRVLEDNSAL DKMUJNVQMP SKKtOFIILK ™FWY^L J^J^ 
PLLLDVYAGP CSQKADTVFR LNWATYLAST EMIIVASPDG RGSGYQGDKI "HAINRRLGT 
10 ^TOQlEaA RQPSKMGFVD NKRIAIWGHS YGGYVTSMVL GSGSGVFKC» JKWAPVSRHE 

mS^eioti. dhyrustvms raenfkqvey llihgtaddh vhfqqsaqis 

KALVDVGVDF QAMWYTDEDH GIASSTAHQH lYTHMSHFXK QCFSLP 

Seq ID NOs 591 DMA Bequence 
15 Kudolc Acid Accession «i NM_016077.1 
Coding sequences 128.. 667 

X IX n " «i f 

90 irBPTTMIG ATTCTTOfcTC OGGAACTTTG TCACCCAGGA ACCCOOOAAQ ASGTWSCTCft SO 

S^^S^ aotS^ ttgocagaa oamqoaagg coogagtgm saaaggagot lao 

SS^^ recSS CenWTTAT OOAATMTra GCTCATCCa 180 

?S?S^?GTT mS^TCCTT GTGGCATOM OCWWOCIOa AKXaTOOAG TAieCITTOQ 240 

^^^SmA 0QMCAA6AC A«aCACM« ACtCBUWUTO AA0CMU3CAT 300 

OS ^^^^ ^^^t A^GAT^T TCTTGTOSTT OGAAAKSVCT TAAAGATOGG 3S0 

ii»/^nKr»aTvaT rrmAAATGC TCAAACAATG GGAATACTGT GGCX»GCOCA AW»iwawa ■•ow 

^^S^^S^S^ATTGCATTATItK3« |« 

r^TTGTAAGT TTAATTCAAG ATGCTGGACO TACTCAOATT GCACXaGGCT CTCAAACTOT 600 

30 S^SS^C CAGCAGACCT AATI^CAAA GTCAC^ "0 

SS^^CTG SStTGATA TGACAACAAC CCCr^ «J 

GAT^AaS ACAAAAGCTO AATTTCTTCA CCCAACTTAA ATGTTCTTGA GATGAAAATA 780 
AAACCTATTC CXATGtTCTA AAAAAA 

35 Seq ID NO: 592 Protein sequence 
Protein Accession »i MP_057l6l.l 

11 21 31 41 51 

40 LsKSLVMEY LAHPSTLGLA VGVACGMCLG WSLRVCFGML PKSKTSKraX DnffiSEASIIiG 60 

^SSZ^vvSkdSS!gkgio^aaqcshaavsaykq^^ 

pdS^mIl ahakmlgltv sliqdagrtq iapgsqtvlg iopgpadlid kvtghlkly 

Seq ID KO: 593 DNA sequence ^ . 

45 nucleic Acid Accession #> FGENBSH predicted 
Goding sequence: l..ie96 



1 XI 21 31 41 51 

50 ATGOGCIGCOG TGCCGCTGCC CGCCCCGCTC CTGCCQCTGC TGCTCCTCGC ^CTCCT^ 60 

gctccogcog cccxscGCcao cagagccgag TCCX3TCTCCG cgccgtggcc aau^ocoaM lao 

^SSS OGGCC^ III 

GCGGCGGGOG GCAGOSGCAG CXOCAGCTCC AACAOCAGXO OCGACGOCTT GGTCT^CCGC 240 

MTTcStcC TCCTCOGOGA CCTACCCACC CTCRAGGCAG CCGTGATCGT GGCGTTCGCC 300 

55 ?cSca?Sc CTGCCTG^ 360 

AaS^^ GCAAGTATGA TATCATCACC ACTCCAGCAG AGOQAQTOSA AATOSCGOA 420 

CTAA^AG ^TGATGA AGATGAGGAC TCCAOWSTAT T06ACATCAA ATACAfiAGTG 480 

TOTTqSgG CTGCACXGAO AOSTCAGCTO CXAGGQTGCC AGAOGCTACT GACACTTCCT 540 

S^SS St^OT OGACATTCAC CTTCCA6CAA GATGCaCTGO AAGGCCTGAT 600 

60 ^^S^ ^SgtAA AACCTGTrrC CCAGCCTGGT «J 

TCAOCTOCAA CCTGGGGTGT GAAGGACTGG ACCTGGAAGC CCTCTTGOBT C^^^^^ ^JO 

SaAcSaAA CGAACGTTAT GTATAAAACC CCAGCTCCAT C3GTG0GT0TC AGGCATCTOC 780 

?^SSSJ^SS^IScTOGTTTCCACGTCACCACAATGGA^^ 840 
TTTOGgStC CCTTTAAA6T GCCCCCTACT TCTACTCCCX: ATGGTTTTCG ACaUVCTGC^ 900 

S^GTGCT TGCCACTGGT CCTGGCAGAA ATGGCX^ "JJ 

CCTTGGTGGC ACTTCAGOGC CACAGGCTCT CCAATAAAAA COCTTTACAC ACaAACXATG 1080 

M«rAew5A CTAAGQTTCT CCAGGGTAGC TCTTTCTCCA AACAGCTQOG CTGQAAQCCA 1200 

70 SS?^ AGGCTT^ "60 

aSStcCTG TCAGGTTGGC TO^^ "?! 

SotTTTGG TTTTGAAGAT TCn^^ 

75 GTCCTTGC6T CATTTGAGCA GAGCCCACAA AAGGCAGCTG CTGCCCAOGG GGAGCCTGTC 1560 

SSS^ SaSS ATTGACCAGA CACACA^ 1«0 

Sg^CTGC AGAGUVTTCC AGATACCCAA GGCCAGGAAG GCC^ "BO 
S^JSSg GAGACTTGGA TGGGGTGGCA AATTT^ 

^5^^ GOCAGAAfiAT G6TCCTGATC TCTGAGGAAG GGCCACCTAG 1800 

80 TCI^^OC TCACAGGTTC CCATCACTTC TCCAGCXATT "SO 
TOOCCCCGAC AGCCCCTGTT TCTGTCCWaG C3CCTGA 



Seq ZD 130: 594 Protein sequence 
Protein Accession ft: FGQiBSH predicted 
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1 11 21 31 41 51 

I I I I I t 

MKAVPLPAPL LPLLLIALXA APAARASRAB SVSAPWPEPB RESRPPPGPG PGNrTRFGSO 60 

AAGGSGSSSS NSSGDALVTR ISZLLBDLPT LKAAVIVAFA FTTLLIACUi LRVFRSGKRZi 120 

KKTRKYDIIT TPAERVEMAP LNEBDOEDED STVFDIKYRV SLPAALRRQL PGOQTLLTVP 180 

VPPPPILDID LPARCSGRPD GGIRPGKTCP PAWWHPVESM SAATH6VKDW TWKPSCVGGV 240 

BTECINVMYKT PAPSCVSGIC SDCSIWQARFH VTTNELLZiPP PQHPFKVPPT STPHGFRQLQ 300 

LNUfBKU>SS AIiRSKTRAPS ARCLPLVLAE MAAAB8DLRI PNMBF8AXGS PIBCrbTIOTM 360 

STUSLDVFCG AOQRCTTFCBD RAVTKVLQ68 SPSXQLRWKP ALES6PPBHL RLLRBCPPLS 420 

THPVRLAR8D AR0QA8LTGR BVPRRFRQSL HGGGSAiGTAT CLLVLKILLR RHPHLDLFYK 480 

IdiPCCAVEH LRKAKRS9VT VLASFBQSPQ KAAAAHGEPV KRGPSGQLTR HTCPGWGITH 540 

AmjQTIPDTQ GQBGPREDVT RPG6DLD6VA NFYLSEBGFQ DGR0QKMVU1 SEBGPPSLTO 600 
CBRLT6SHHF SSHSKSHSFL SPRQPIiFLSR P 

Seq ID NO: 59S DMA sequence 

Nucleic Acid Accession #t NM_021614.1 

Coding sequence I 1..1740 

1 11 21 31 41 51 

I I I I I I 

ATGA6CAGCT GCAGGTACAA OGGGGGOGTC ATGCGGCCGC TCAGCAACTT GAGCSOQTCC SO 

OQGOGGAACC TGCAOQAOAT OQACTCAGAO G06CA6CCCC TGCAfiOOCXX OSOG TCTOT C 120 

GGAGQAGX3TG GOGGGGGGTC CTCCG08TCT GCAGC0GCT6 COGOOGOCGC 08CIGTTT0G 160 

TCCTCAQCCC CX3GAGAT0GT GGTOTCTAAO CCOQASCACh ACAACTCCAA CAACCIGGC9S 240 

CTCTATGGAA CCGGCGGOGQ AGGCAGCACT GGAGGAGGOQ GCGGGG6TGG OQGGAGOGGG 300 

CACG6CAGCA GCAGTGGCAC CAAGTCCAGC AAAAAGAAAA ACCAGAACAT CGGCTACAAG 360 

CTG6GCCACC 660QG6CCCT GTTCGAAAAG 06CAAGOGGC TCAGCX3ACTA 0606CTCATC 420 

TT0Q6CAT67 TOQGCATGGT GGTGATGGTC AT0QAGAOC3G AGCIGTOGTG CXSGG6CCTAG 480 

6ACAA66CGT CGCTGTATTC CTTAGCTCTG AAATGCCTTA TGAOTCTCTC CAOGATCATC 540 

CTGCTCGGTC TGATCATOQT GTACCAC6CC AGGGAAATAC AGTTGTTCAT GGTGGACAAT 600 

GGAGCAGATG ACTGGAGAAT AGCCATGACT TATQAOCGTA TTTTCTTCAT CTGCTTGGAA 660 

ATACTG6TGT GTGCTATTCA TCCCATACCT GG6AATTATA CATTCACATG GAOGGCCGQO 720 

CTTGCCTTCT CCTATGCCCC ATCCACAACC ACOGCtGATO TOGATATTAT TTTATCTATA 7 BO 

CCAATGTTCT TAAQACTCTA TCTQATTGCC AGAGTCATGC TTTTACATAe C3UUICTTTTC 840 

ACTQATQCCT CCTCTAGAAQ CATTGGAGCA CTTAATAAGA TAAACTTCAA TACACGTTTT 900 

QTTATGAAGA CTTTAATGAC TATATGCCCA GQAACTOTAC TCTTGQTTTT TAGTATCTCA 960 

TTATGGATAA TTGCOGCATG GACTGTCOSA GCTTGTGAAA GGTACCATGA TCAACAGGAT 1020 

GTTACTAGCA ACTTCCTTGG AfiaSATGTGG TTGATATCAA TAACTTTTCT CTOCATTGGT 1080 

TATGOTGACA TGGTACCTAA CACATACTGT GGAAAAGGAO TCT6CTTACT TACTGGAATT 1140 

ATGGGTGCTG 6TTGCACA0C CXTQGTGGTA GCTQTAOTGG CAAGQAAGCT A6AACTTACC 1200 

AAA6CAQAAA AACACGTQCA CAATTTCATG ATGGATACTC AGCTGACXAA AAGA6TAAAA 1260 

AATGCAGCTO CCAATGTACT CAGGGAAACA TGGCTAATTT ACAAAAATAC AAAGCTAGTG 1320 

AAAAAGATAO ATCATGCAAA AGTAAGAAAA CATCAACX3AA AATTCCTGCA AGCTATTCAT 1380 

CAATTAAGAA GTGTAAAAAT GGAGCAOAGG AAACTGAATG ACCAAOCAAA CACTTTGQTO 1440 

GACTTGGCAA AQACCCAGAA CATCATGTAT GATATGATTT CTGACTTAAA OGAAAOGAGT 1500 

GAAGACrrCG AGAAGAGGAT TGTTACCCTG GAAACAAAAC TAGAGACTTT GATTGGTAGC 1560 

ATCCACGCCC TOCCrOOGCT CATAAGCCAG ACCATCAGGC AGCAGCAGAG AGATTTCATT 1620 

GAGGCTCAGA TGGAGAGCTA CGACAAGCAC GTCACTTACft ATGCTGAGOG GTCCOOGTOC 1680 
TCXrrCCAGGA GGOGGOSOTC CTCTTCCACA GCACCACCAA CTTCATCAGA GAGTAGCTAG 

8eq ID NO: 596 Protein sequence 
Protein Accession #i MP_067627.1 

1 11 21 31 41 51 

I I I I I I 

KSSCKYN6GV MRPLSNIiSAS RRNLHEMDSB AQPLQPPASV GGGGQASSPS AAAAAAAAVS 60 

8SAPBIWSK PEHMNSNNLA LYGTGGGGST GGGGGGGGSO HGSSSGTK8S KKKNQNIGYK 120 

LGHRRAIiFEK RiOlLSDYALI FGMFGIWMV XETEL8NQAY DKASLYSLAL XCLISLSTIZ 180 

LLGLIIVYHA RBIQLFMVDN GADDWRIAMT YERIPPICLB ILVCAIHPIP 6WYTPTMTAR 240 

XiAFSYAPSTT TADVDIILSI PMFLRLYLIA RVMLLHSKLF TDASSRSIGA LNKINPNTRF 300 

VMXTLNTICP GTVLLVFSIS IiWIIAAHTVR ACERYHDQQO VTSNFLGAMW LI8ZTPLSIG 360 

YGDMVPNTYC GKGVCILTGI MGAGCTALW AWARKLELT KAEKHVHNFM MDTQLTKRVK 420 

NAAANVLRET HLIYKNTKLV KKIDKAKVRK HQRKFLQAIR QLRSVKMBQR KUIDQANTLV 480 

DLAKTQNIMY DMI8DLNKR8 EDFEKRXVTL ETKLBTLIGS ZHALPGI.ISQ TIRQQQRDPI 540 
EAQMESYDKR VTYNAER8RS SSRRRRS8ST APPTSSESS 

Seq ID NO: 597 DNA sequence 

Nucleic Acid Accession «i NM_016029.1 

Coding sequence: 228.. 1097 

1 11 21 31 41 51 

11)111 

CTGCGATCCC GCAGGGCAGC GACGOGACTC TGGTGCGQQC ar i v n t- 'rit: CCCCOOAOCT 60 

GGGOGTGCGC GGCGGCAATG AACTGGGAGC T6CTGCTGTG GCTGCTGGTQ CTGTGCG06C 120 

TGCTCCTGCT CTTGOTOCAG CTGCTGOQCT TCCTOAOaQC TQAOOOOGAC CTGACX3CTAC 180 

TATGGGC06A GTGGCAGGQA OQAOGCCCAO AATGGGAGCT GACTGATATO aTOGTQTGGG 240 

TGACTGGAGC CTCGAGTGGA AT7GGTGAGG AOCTOGCTTA GCAGTTOTCT AAACTAGGAG 300 

TTTCTCTTGT GCTGTCAGCC AGAAGAGTGC ATQAGCTGGA AAOGGTGAAA AGAAOATQCC 360 

TAQAGAATGG CAATTTAAAA GAAAAAGATA TACrPGTTIT GCCCCTTGAC CTGACOGACA 420 

CTGGTTCOCA TGAAGOSGCT ACCAAAGCTG TTCTCCAGGA GTTTGGTAGA ATCGACATTC 480 

TGGTCAACAA TGOTGGAATQ TCCCAGOGTT CTCTGTGCAT GGATACCAGC TTGGATGTCT 540 

AGAQAAACCT AATAGAGCTT AACTACITAO GQAOOOTQTC CTTGACAAAA TGTGTTCIX^: 600 

CTCACATGAT 0GA6AGGAAG CAftOOAAAQA TTGTTACTGr GAATA6CATC CTG G GT A TCA 660 
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TATCTGTACC TCTTTCCATT GGATACTGTG CTAGCAAGCA TGCTCTCOGG GGTTTTTTTA 720 

ATGGCCTTOG AACAGAACTT GCCACATACC CAGGTATAAT AGTTTCTAAC ATTTGCCCAS 780 

GAOCTOTGCA ATCAAATAtT GTGGAGAATT CCCTAGCTGG AGAAGTCACA AAGACTATAG 840 

GCAATAATGG AGACCAGTCC CACAAGATGA CAACCAGTCG TTGTQTGCGG CTGATGTTAA 900 

5 TCAGCATGGC CAATGATTTG AAAGAAGTTT GGATCTCAGA ACAACCTTTC TTGTTAGTAA 960 

CATATTTGTG GCAATACATG (XAACCTGGG CCTGGTGGAT AACCAA CRAO ATGGG GftAGA 1020 

AAAGGATT6A GAACTTTAAO AGTGGTGTGQ ATGCAGACTC TTCTTATTTT AAAATCTTTA 1080 

AGACftAAACA TGACTGAAAA GAGCACCTGT ACTTTTCAAG CCACTGGAGG QAGAA ATGQA 1140 

AAACATGAAA ACAGCAATCP TCTTATGCTT CTGAATAATC AAAGACTAAT TTGTGATTTT 1200 

10 ACTTTTTAAT AGATATGACT TTGCTTCCAA CATGGAATGA AATAAAAAAT AAATAATAAA 1260 
AGATTGCCAT GAATCTTOCA AA 



15 



Seq ID NO* 598 Protein sequence 
Protein Accession #i 1IP_057113.1 



1 11 21 31 41 51 

I I I i I I 

MNKBLLLWLL VIiCALLIiLV QLLRPUiADO DLTLLWAEWQ GRRPEMELTD MWHVTGASS 60 

GIGEBLAYQL SlOiGVSLVLS ARRVHBLERV KRRCLENGNL KEKDILVLPI* DLTDTGSHEA 120 

20 ATKAVLQEFG RIDILVNNGG MSQRSIiCMDT SLDVYRKLIE UJYLGTVSLT KCVLPHMIER 180 

KQGKIVTVNS ILOIISVPLS IGYCASKHAL RGPENGLRTE LATYPGIIVS MICPGPVQSM 240 

IVBMSLAGBV TKTIGNNGDQ SHKMTTSRCV RLMLISMAND LKEVWISBQP FIiLVTYLWQV 300 
MPTWAWWITO KMQKKRIEMF KSGVDADSSY PKIPKTKHD 

25 Seq ID NO I 599 DMA sequence 

Nucleic Acid Accession ft: NM_000793.2 
Coding sequence: 401.. 1222 

1 11 21 31 41 51 

30 I I I 1 1 I 

GCCTGCAGAG AGAGGCACTT TGCACCACAG ACAGATAGCA AGAAGGGAAA QACAQAQAGT 60 
GAGAAAAAAG AQQAGTCAGT CQCTCCTGGG GAAGGGAGAG AGTGAGACTG GGAGAAAGAG 120 
AAGCRCftGAA AGTGTGTGTA AAACGGAGTA AAGAAAGAAA AAAAAAAAAC TACCCTTAAA 180 
GCACATTTAA AAAAAAAAAA CTCTGGCAAT TCAAGAAAGA AACAGGCTAC QTTTAAAGAG 240 
35 CATAGAQACA ATQAAAGGCT AAAGAAAATT TTAAAATCTC TGCCACAOTC TCATAGGTGC 300 
TTGGAAATGA AAGTAGAACT GCCTQTCTTT AAOGGACTCT QACAGAGAGG GT6AAGGG6A 360 
ACCAGAGCGC ACAAGGGAAC TGACTCAGGA GGCAGAGAAG ATGGGCATOC TCAGC30TAGA 420 
CTTGCTGATC ACACTGCAAA TTCTGCCAGT TTTTTTCTCC AACTGCCTCT TCCTGGCTCT 480 
CTATOACTCG GTCATTCTGC TCAAQCACOT GGTGCTGCrG TTGAGCCX5CT CCAAGTCCAC 540 
40 TCGCGGAGAG TGGCGGCGCA TGCTQACCTC AGAGGQACTO OG CTGOG TCT QGAAGAGCTT 600 
CCTCCTCGAT GCCTACAAAC AGGTGAAATT GGGXGAGGAT GCCCCCAATT CCftOTGTGGT €60 
GCATOTCTCC AGTACAGAAG GAGGTGACAA CAGTGGCAAT OSTACCCAGG AQAAGATAGC 720 
TQAGGGAGCC ACATGCCACC TTCTTGACTT TGCCAGCCCT GAGCGCCCAC TAGTGGTCAA 780 
CTTTGGCTCA GCCACTTGAC CTCCTTTCAC GAGCCAGCTG CCAGCCTTCC GCAAACTGGT 840 
45 GGAAGAQTTC TCCTCAGTGG CTGACTTCCT GCTG6TCTAC ATTQATOAGG CTCATCCATC 900 
AGATOGCTGG GCGATACCGG GGGACTCCTC TTTGTCTTTT GRGOTGAASA AGCACXMAA 960 
COMXSAAGAT CGATGTGCAG CAGCCCA6CA QCTTCTGQAG CGTTTCTCCT TCCCGCXX3CA 1020 
GTGCCGAGTT GTGGCTGACC GCATGGACAA TAACQCCAAC ATASCTTACG GGGTAGCCTT 1080 
TGAACGTGTG TCCATTGTGC AGAGACAGAA AATTGCTTAT CTGGGAGGAA AGGGCCCXTTT 1140 
50 CTCCTAC3UIC CTTCAAQAAG TCCGGCATTQ GCTGGAQAAO AATTT CAGCA A6AGATGAAA 1200 
GAAAACTAGA TTAGCTGGTT AAAQGTATGA TTATAAQAGA GCTTATTQTT TTAAAAAGTT 1260 
ATATAAAGGC AAGGAAATTA AGAACTGAAT CCATATTTCA ACAGA60CXT ATTGGC TTAC 1320 
TGAAAGACAG OAGTTTATCT ATCGGAAGAA CATGAATCTC TAACAGCTCC ATACTTCTTT 1380 
CACTACTCAA ATG6CATTGG GCIGAGTAAG TAACCATATC ACCTCTCTTC TTAGTAAAAA 1440 
55 GOCCTATGTG AAAAGATCCC AAGATGGAGA GGAAGAAACX5 CTAATTCAGC ATGTQTTCAT 1500 
TCTGCATT6A GAAGGAACTG ATACATCTGA TGCAT6CTTT GAGAC3CAGAA GAAAAGACTT 1560 
ACCTGAATAA TTACTACATT AGGGAAGCTA CTGTCTAC6T TAAGATAAAG GGTATTGCCT 1620 
TGGCTCTATT TGGCATGGAT GGAGCCCAGT TQQAAAATTC OCAAATATTA CAACAAGTCX: 1680 
^ TTQAACCCAG GCXZATGTGGT TAGACGTTGG TGTTAAGGrT AGACCTTATG TTAGAGTCAT 1740 

60 TTCTGATQTT CCAOCTTCTA GCCAT6TAGT GCTCTOWSTC T TCATA CCX3C A6AAATTATT 1800 
GGTATATTTG TAGATACOGA GAATGATCGC TCAGTCTGAO AaOTTAGAAT GATC^TCTGT I860 
AATCTGAGGG TTAATTTCTA GGC3«3GTG6A GAGAGTGGTA AA AAAG AAAT 6AAATT0ACA 1920 
AGCTAGGAAA GAGGAGGCAG AAAGATTTGG AAAATTCACA GAGTTTCACC CTTAA6CTGT 1980 
AGAGAGTGGG TCACATTTGT TAGCCACGQA AACATAGAAA CATAC31CAAG GCCAGAAAAA 2040 
65 GAAGAAGGAG CTCAACTAAA AGTGGCaTAQ AGAATACACA TATAAAAACA ATATATTTGT 2100 
CATATGCTOC TAGAOAGGAG AAAGGGSIGA TTGAAA6AAA AAAAAATACT TAAATATTTG 2160 
TAATTGTGAG GGGTTTCTTT TGGAAATAAT TACTTTTGAA CCATGTATGT GGTATGTATA 2220 
TTTTCAGTGG GTTAATTATA CCCCATGATA CCTATTAAAG GAAAACCAGT GGGTCTGGTG 2280 
QTGCTGGTCr TTTCCTCXX:C ATTCCTACAA TTTCTATGTG GCCC3UW3TCA TTCCTAATCT 2340 
70 TGOTCTCTAT AGCAGTGTTC TCTCTGAATG CTGAGCTGAA GAAATTATAC QTACATACAC 2400 
ACATACATAC ATACATACAA ATAXATGTAT ATATATTCTC AGCIGCTGC6 OGAGGTAGGT 2460 
ACX3VTGGCCA TTCAGCACAG OCTTGATTTC CTCCCAAA6T AGGIGA6CIA TAGTGAAGAA 2520 
TAGGTGCAAA CAAACAA6CT TACTTCCATT GCAAAATAGA AGAAGAGGAA GTTAGAGATA 2580 
ATTCTGATCA ATCATTTTGG AGGCTTTGTT ATAAGGCAAC CCCOGGTATA TCATGGAATT 2640 
75 TGCATTGACA TTTGAATTTG QACTTGQATC TTOCCTTGGT CCCATTAGCT GAGGTTTA6T 2700 
AATCTAAAGT CCCTAIAGTA TATQATTATA ATOCTATTTT AAAAAATAXA TATAIAAAAT 2760 
ATTTTTTTCT TTTTAAAATA GACACTATAG TTTTACCCAT AA GTAATAT T TAAAGATTAT 2820 
AGCTCCCAAA AGAATGGACC AACX!ACTTTC GTATCATAAT TTCTTTTTGG TA AATATGAG 2880 
ACTATTATGA AATCATAGTA TATGATTGTA TTTAAAGGTA CAATCAAAGG ATCTTTTGTC 2940 
80 CATTCCATTA ATAACTGAAT AAAAAATAAA TAAAATGGAT AGAAAAAAAC TAAAGTTGAA 3000 
AATACATTCT TAAACTAOTT GTCTGAAATG AGAAAAGAGT GAGAACTAGG TOTGCAAGAA 3060 
GCAAA06TAT TTTATTTTAT TTTTTAAATG G6AGCAACAT ATCASTCGTG TCACCAGCTG 3120 
GTATATTGTG TAAATATTAA AGCTCCATTG GGACTGATTT TTCAIG6CAA CATCAOCTTT 3180 
CTAATGTTCT AAATTCTATA AAAACCACCC ACAAAGAAAC AAAGCAAATT TCATTATCTA 3240 
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ATGACTTGCT GGAAAATCAT ATTGAGAATA ATTATTTGAO ATTOCTCAOT TQTTA ACTTC 3300 
TACATTCAAO GGCTTATCTC TGCCOCCATT QATTTTTAAC CTCAAAATGO TGTGAGATTT 3360 
ACTGTOOAAC CCTAAAQCAO TAAAATAAAA AAOCTGGTTG CavGCACATTC ACACTGTTGT 3420 
CCTTAAAATT CCC C nTl " £ T CTCrATGTAC GATAAAGTAA CAGTATGTCA GATAAGCCGO 3480 
TGGGGQGATO AGATTAGGCT GAGGCAGT6C TAOTCAACTG GGGOAAAAOG ATGATG QAAA 3540 
AATCAOCCAO TT6TGCTATA tTTTTAAAGA AOQAaOTOOT TTATQTQTGC AGACA ATTCT 3600 
CCCIGAGOTT AGCCCAATGG AGAAATGAAG CAGAGGAAGG AAACATAGAA AGACAT6GGC 3660 
TATCAGGGAG QAAQ A T G TTC AATAGAACAT GCAAGAATTT CTGGAAGAAA GGCTOTGOAA 3720 
GGGOCAATOG AGAAAATGAA TGGACAAAGC TCAGGAATCC CTACGCTATG TAOAATOTTC 3780 
TTGGTGTTAT CAGGGTTAAO CGCTOTAATT ATGTAACCTA TTTATOQCAA CATGAATTTT 3840 
TATGATTTCT TGTQATQTAT TCTTTTATGA AATTAACAAG AACTCA7TAT TTTGAGGTAG 3900 
AG6AAAATCA ATGCTTTATC TGATAT6CTQ AGAAATTATT AGATTGCCAA TACTCATGTG 3960 
CGTTTOVTGT GTTTTATAAQ GTTTGTTCCT TTQAAGAATT GTAGTTCTTA QTCCCACAOG 4020 
GAAATGTGTA TCTATTTATA TATC3^TA0TA TAAATCTATG ATATATTTAT ATCATATATA 4080 
AAAGTCTGAO TTCTCTTTCT TAGTCCCTAA TCATGTTTCT CCCATAGGCT GTGTTTACAT 4140 
06AGCTATG6 GTTTAGCCTT TTAAGCTTCA TTAfiCTTGTC TATTATTQAA ATAGTTTGCA 4200 
AGAAATTTTA GATATTATCA TAACATCTGQ GTCTACTCAA ACACTXATTQ TTTQAAAQAC 4260 
TTATGTCTTG GACCTATCAA AAACTGACTT TATTTATTOC TTAGTGAAAA TACTAGT6GG 4320 
ATCAACAATG ATTTTCTTQA ATGGGCATGA ATGQAGATGC COGCACAGTA ATOTAGAAAT 4380 
GTTTCATACA GCTATTAAAA TGTAACTGAC CTCCTTASAQ GCA GATTAgT AACTOTTCCT 4440 
ACTTTGTATA GCTAAOTGAC AGTCACTTAA CTTACATOAC VrV CriTm GACATTGGOT 4500 
CTCTOOTCCT GTOTCTTCAC CTCATTTATA OCAOaTCTOC TTOATTTTTO OTAOTATCAA 4560 
CTTCCCAGTG AT Cm i'T C AG TTAAGTTCTT CTCCOGTTAA CCAGGAAGTG CTTATTCTCT 4620 
CATCACAGTG GGAAGAATAG CCTATTQTCT TTCATTTTGC CTGAGTOTAT TTTACTATTT 4680 
GGGCrCTGAA ATAAAAATTA TGAAATATGG TGAQGTCACA T0TT6QTGCT GCCTTGCTGC 4740 
ATAAAATTCT A06AG06CAG GTTAGGAGAC AGTTATGTAT GGGCTTTaaO GAAAATTCAA 4800 
AGGGTGGGAT TACAAG6QTG TTCCTCAGGC ATGCCCCTAT GGGCCCTATG TOGAAGCAAG 4860 
AAGAATTGAC TGATTTACAQ GACTTCTCTT TATGTCAATC TTAAGAGGAT GGATQAATCT 4920 
OaACATTTGT TCCACCCX3AC CTCTGACTGA TGGTTTCGAA AATAACTTTA ATTAGOATCA 4980 
TATGACCATT GAAAAAGGAA AAATGTAGAC TCTGACTTCC 6TCCCACTGA AGOATTAATG 5040 
AAAAGCTTTA CTAGCATTTA GAGCTTTTCA GAACATCCCC ACIGTCAXGT GTCTCAGCAO 5100 
TGGAGACTGC AAGTAAGOCT TTTAATTTTA OGAGGTTTTT TTTTTTTTTT TTTTTTCCCC 5160 
TAAATGGTAT GGCCAAAAOT CAOAGTTAAA ATATATATAQ TTAGATTCCA ACITCCTCCT 5220 
TCACTCTAAA AATAGAATCC AAACCCACTC TTCATATATG CTTCCAGAAT GGGGCTTAAQ 5280 
TACCAATCTC TGCTTTGCAA TGG6CACAAT CTTQQTCATQ TCCTGAGGCT CTCTAAQAAA 5340 
AOAOAOGATC TAGQATOOaA OAGCTAOAAA GTTGCTAACT G6GAA0AACA AGGCCCTGAG 5400 
GGGTTGGTCT ACCAATCTGO GAAGATTTGA AAACAAACTT CTCGCAACTG AAGGAAGGCT 5460 
GAAGGCTGCT QCAAGTCATT GAGTGACTTT AGGATGAOCA AAACATTGGO CCACTTCCTA 5520 
ATGCCCTATO TGTATAGTAC CAGAAGCAAG GTCTCAaACT TAACAGACCC AGCTCTGTTC 5580 
CAAGGTOAGT CTGAACCAAT AGAAAGCAAA CATGTGCAGA TATCCAAACA AGACTGCTCA 5640 
T6CAAGT0GG GGCTGGCTAC CCGTCTTAGO CAOCAACAGC AGAGCTGCAG GGAGCTTATT 5700 
CAATATTTAC TGAGACTTCQ AAGACCCAGC AGATQTTTAA TGAAOTCACT ATTTTGGCTC 5760 
AAACCXrrCCA CTTCTCCCCC TCCOCrCAAA AAGCXaVACAG OTAAACACAT AAAT6AAAGA 5820 
AACCCACAOA AGGGOATGQG AAATAAAGAA AATTCTCTCA AGACTTCTCC AGGCCCATGT 5880 
CACTGGTCAG OGTGGTTTTT ATGTGTATTA GGATTGGGGG ATGTGAAGAA ATA AGTATCX: 5940 
AOTACTTTAT AACCAAA6CA ATTAAATGAT ATTGGGGTAG GGAATOTTGG GCAGTTTTGT 6000 
TTAflTTTTGC CATCACATTG TCACCCAOAC CTCACCTAGC CCCAAGTAAT 06GGC6CCCC 6060 
GAAGAGGGAQ AGAGAGATGT GCCAGAGTTG ACCCAGTGTG CGGATGATAA CTACTGAOGA 6120 
AAGAGTCATC GACCTCAGTT AGTGGTTGGA TGTAGTCACA TTAGTTTGOC TCTCCCCATC 6180 
TTTGTCTCCC TGGCAAGGAG AATATGOGGG ACATOAIQCT AAGAGCXXTTG GGTAAAT9TG 6240 
GTOAGAATGC AOGOGIGCAT ATOCIACACA TATGT6CTTC TC3W3TT6CAG AAAATGAACT 6300 
GCTTTGGGAG ATTATCAGTA GAAAGAGTGT TATCATATTG GTGCTGA6TG CIATGIGTGC 6360 
TTATACAATT TGrrCIT GTA TTITAATAAA CTTTGAATAA AAGAATAAAA AAAAAAAAAA 6420 
AAAAAAAAA 

Seq ID NOi 600 Protein sequence 
Protein Accession 0t NP_000784.2 

1 11 21 31 41 51 

I I I I I I 

MOILSVDLLI TLQZLFVFFS HCLFXALYDS VXLLKBWZiL LSRS2CSTR6E HHRMLTSEGL 60 

RCVWKSFLLD AYKQVKLGED APKSSWHVS 8TEGGDN8GN GTQEKIAEQA TCBLIiDFASP 120 

ERFLWHFGS ATUPPPTSQL PAFRKLVEEF SSVADFLLVY IDEAHPSDOH AZPGDSSbSF 180 

EVKKKQKQED RCAAAQQIiLE RF8LFPQCRV VADRMDNIZAN ZAYGVAFEBV dVQRQKXAY 240 
LGGKGPFSYN LQEVRHHLEK NFSKRUKKTR LAG 

Seq ID NOt 601 DMA aeguence 

Nucleic Acid Accession «t NN_005233.1 

Coding sequence: 101.. 3052 



1 
I 

CCATGGATGG 
ATGGAGATAT 
CCTCCTCCTT 
GAATGAAOTC 
TCCATCACAT 
TTACCAGGTG 
CCCCAGGAAC 
TAC3CATTCCA 
TGATQATGAT 
AGCTQATGAA 
GAXTAOAGAA 
TGCTTGTGTT 



11 
I 

TAACTTCTCC 
GCTCCTCTCA 
CTCAOCTGCT 
AATCTACTQQ 
GGGTGG6AAG 
TGCAATGTCA 
TCAGCTCAGA 
TTGGTTTTAO 
CATGOGGTQA 
AOTTTOXTC 
GTAGGTCCTG 
GCCTTGGTGT 



21 
1 

AGCAATCAGA 
CTGCCCTCTG 
CrOTTCrOQA 
ATTCAA AAAC 
AGATCAGTGO 
TGGACCACAG 
AGATTTATGr 
GAACTTGCAA 
AATTTOSAOA 
AAATQGATCT 
TCAACAAGAA 
CrOTQAGAGT 



31 
I 

GOGCrOCCCC 
CACCAGCAAC 
GAGCTT0G6G 
AATTCAAGOG 
TGT6GATGAA 
TCAAAACAAT 
OGAGCTCAAG 
GGA6ACATTC 
GGATCAOTTT 
TGQ0QAC09T 
GGGATTTTAT 
ATACTTCAAA 



41 

I 

TCACATCAGT 
ATGGATTGTC 
GAACT6ATTC 
GAGCIGGGCT 
CATTACACAC 
TGGCTOAGAA 
TTCACTCTAC 
AACCTGTACT 
ACAAAGATTO 
ATTCTGAAGC 
TTG6CATTTC 
AAOTGCCCAT 



51 
I 

6GCATGCTTC 
AGCTCTCCAT 
OGCAGCCTTC 
OQATCTCrTA 
GCATCAGGAC 
CAAACTGGQT 
GAGACTGCAA 
ACATGGAGTC 
ACA0CATT6C 
TCAACACTQA 
AA6AlX?rTGG 
TTACAGIGAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
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GAATCTGGCT ATGTTTCCAG ACACGGTACC CATGGACTCC CftGTOCCTGG TGGAQGTTAG 
AGGGTCTTGT GTCAACAATT CTAAGGAGGA AGATCCTtXA AGGATOTACT GCAGTACAGA 
AGGCGAATGG CTT6TACCCA TTGGCAAGTG TTCCTGCAAT GCTGGCTATG AAGAAAQAG6 
TTTTATGTQC CAAGCTTGTC GACCAGGTTT CTACAAGGCA TTGGATGGTA ATATGAAGTG 
5 TGCTAAGTGC CCGCCTCACA GTTCTACTCA GGAAGATGGT TCAATGAACT GCAGGTGTGA 
GAATAATTAC TTCCGGGCAG ACAAAGACCC TCCATCCATG GCntS tACCC OACCTCCAIC 
TTCACCAAGA AATCTTATCT CTAATATAAA C3QAQACCTCA GTTATCCTGQ ACTGQAQTTO 
GCCCCTGGAC ACAGGAGGCC GGAAAQAT6T TACCTTCAAC ATCATATGTA AAAAATGTGQ 
6TGGAATATA AAACAGTGTG AGCCAT6CAG CCCAAATGTC CGCTTCCTCC CTCGACAGTT 
10 TGGACTCACX: AACACCACGG TGACAGTGAC AGACCTTCTG GCACATACTA A CTACA CCTT 
TGAGATTGAT GCCGTTAATG GGGTGTCAGA GCTQAflCTCC OCACCAAOAC AOTTTOCIGC 
GQTCRGCATC ACAACTAATC AGGCTGCTCC ATCACCTOTC CTGACGATTA AGAAACSATOS 
GACCTCC3VCA AATAGCATCT CTTTGTCCTG GCAAGAACCT GAACATCCTA ATGGGATCAT 
ATTG6ACTAC GAGGTCAAAT ACTATGAAAA GCAGGAACAA GAAACAAGTT ATACCATTCT 
15 GAGGGCAAQA GGCACAAATG TTACCATCAG TAGCCTCAAG CCTGACACTA TAT ACGTATT 
CCAAATCX^A GCC06AACAG COGCTGGATA TGGQACGAAC AGCOGCAAGT TTGM5TTTGA 
AACTAGTCCA GACTCTTTCT CCATCTCTGO TGAAAGTAGC CAAGTGGTCA TGATCGCCAT 
TTCAOGGQCA GTAGCAATTA TTCTCCTCAC TGTTGTC31TC TATGrTTTQA TTGGGAGGrT 
CTOTOGCTAT AAGTC3U\AAC ATQGGGCAQA TGAAAAAAGA CTTCATTTTG GCAATGGGCA 
20 TTTAAAACTT CCAGGTCTCA GGACTTAT6T TGACCCACAT ACATATGAA6 ACCCTACCCA 
AGCTGTTCAT GAGTTTGCCA AGGAATTGGA T6CCACCAAC ATATCCATTG ATAAAGTTGT 
MGAGCAGGT GAATTTGGAG AGGTGTGCAQ TGGTOQCTTA AAACTTCCTT CAAAAAAA6A 
GATTTCRGTO GCCATTAAAA CCCTGAAAOT TGQCTACACA 6AAAAGCA6A GGAGAGACTT 
CCTGGGAGAA GCAAGCATTA TGGGACAGTT TGACCACCCC AATATCATTC GACTGGAAGG 
25 AGTTGTTACC AAAAGTAAGC CAGTTATGAT TGTCACAOAA TACATGQflOA ATGGTTCCTT 
GGATAGTTTC CTACGTAAAC AOGATOOCCA GTTTACT8TC ATTCftGCTAO TOGOQATQCT 
TCGAGGGATA GCATCTGGCA TGAAGTACCT GTCAOACATG GGCTATGTTC ACCGAGACCT 
CGCTGCTCGG AACATCTTGA TCS^CAGTAA CTTGGTGTGT AAGGTTTCTG ATTTCGGACT 
TT0GC6TGTC CTOQAGGATQ ACCCAOAAGC TQCTTATACA ACAAGAGGAG GGAAGATCCC 
30 AATCAGGTGG ACATCACCAG AAGCTATAGC CTACOGCAAG TTCACX3TCAG CX»GCGATGT 
ATGGAGTTAT GGGATTGTTC TCTGGGAOGT GATCTCTTAT GGAGAGAGAC CATACTGGGA 
GATGTCCAAT CAGQATGTAA TTAAAGCTGT A6ATGAGG6C TATCGACTGC CACCCOCXaT 
GQACTGCCCA GCTGCCTTGT ATCAGCTGAT QCTGQACTGC TGGCAGAAAG ACAGGAACAA 
CAGACCCAA6 TTTGAGCAGA TTGTTAGTAT TCTGGACAAG CTTATCCG6A ATCCCGGCAG 
35 CCTGAAGATC ATCACCAGTQ CAGCCGCAAG GCCATCAAAC CTTCTTCrGG ACCAAAGCAA 
TGTQGATATC TCTACCTTCC GCACAACAGO TOACTGOCTT AATGGTOTCC GGACAGCACA 
CTGCAAaOAA ATCTTCACGG GCGTGGAOTA CAGTTCTTGT GACACAATAO CCAAGATTTC 
CACAGATCAC ATGAAAAAGG TTGGTGTCAC OGTGGTTGGG CCACAGAAGA A6ATCATCAG 
TAGCATTAAA GCTCTAGAAA CGCAATCAAA GAATGGCCCA GTTCCOGTGT AAA6CACGAC 
40 QaAAOTaCIT CTOGACQGAA GTGQTQGCTG TGQAAGGCGT CAAGTCATCC TGCAGACAGA 
CAATAATTCT G6A6ATACTG GTGQAAGTT 



780 
840 
900 
960 
1020 
1080 
1140 
1200 
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Saq ID HO: 602 Protein seauence 
Protein Accession fti NP_005224.1 



1 11 21 31 

I I I I 

HDGQLSZLLL LSCSVLDSFG ELIPQPSNEV NLUJSKTIQG 
HYTPIRTYQV OIVMDHSQNK WLRTNWVPRN SAQKIYVELK 
NLYYMESDDD HGVKFREHQP TKIDTIAADE SFTQWJIX3DR 
LAPQDVGACV ALVSVRVYPK KCPPTVKMIiA MPPDTVPMDS 
RMYCSTE6EW LVPIGKCSCN AGYEERGPMC QACRPGFYKA 
SMNCRCENNY FRADKDPPSM ACTRPPSSPR MVISMINBTS 
IICKKCGWNI KQCEPCSPNV RFLPRQFGLT HTTVTVTDLIi 
PPRQPAAVSI TTNQAAPSPV LTIKKDRTSR MSISLSWQEP 
ET8YTILRAR GTNVTISSLK PDTIYVFQIR ARTAAOYOTN 
QWMIAISAA VAIILLTWI YVLIGRFCSSY KSKH6ADBKR 
TYEDPTQAVH EFAKELDATN ISIDKWGAG BPGEVCSGRIi 
ERQRRDPLGE ASIMGQPDHP NI1RLE6WT KSKP\miVTE 
IQLVCTILRGI ASGMKYLSDM GYVHRDLAAR NILINSNLVC 
TRGGBQPIRW TSPBAIAYRK PTSASDVWSY QIVIWEVHSY 
YRLPPPMDCP AALYQLMLDC MQKDRNNRPK FBQIVSILDK 
LLLDQSNVDI STFRTTGDWL 1I6VRTAHCK& IFIGVEYSSC 
PQKXIZ8SXK AIiETQSKNGP VPV 

Seq ID NO: 603 PHA secmence 

Nucleic Acid Accession #: HM_005727.l 

Coding sequence: 122.. 847 



41 

I 

ELGWISYPSH 
FTLRDCNSIP 
XLKLNTBIRE 
QSLVBVRGSC 
UDCTJMKCAKC 
VILDWSWPIiD 
AHTNYTPEID 
EH PHGIILD Y 
8RKFEFETSP 
UIPQIGHLKL 
KIiPSKKEISV 
YMEMGSLDSP 
KVSDPGLSSV 



51 

I- 

GWEBZSGVDB 
LVLGTCKETF 
V6PVNKKGFY 



TGGRKDVTFK 
AVMGVSELSS 
EVKYYEKQEQ 



LIRNP6SLKX 
DTIAKJ8TDD 



PGliRTWDPH 
AIKTLKVGYT 
LRKHDAQPTV 
LEDDPEAAYT 
QDVXKAVDBG 
XTSAAARPSH 
MKKyOVTWG 



1 
I 

GCCAGGOSTC 
TGGAGCCTCA 
CATGCAGTGC 
6TGTG6TGCA 
GAAQATCTTC 
CATCGCAGCC 
TGAGAGCAAG 
GGTTGCAGCT 
6CTGGTAGT6 
GAAGACCAOC 
CTCACCCTAC 
CAACACAGCC 
CTTCAATCAG 



11 
1 

CCTCTGCCT3 
GCA6TTCCCT 
TTCAGCTTOV 
GCCCTGTTGG 
GGQOCACTQT 
GGGGTTGTG6 
TGTGCCCTCG 
GCTGTGGTCXS 
CCT6CCATCA 
ATGAAAGG6C 
TTCAAAGAGA 
AATGAAAOCT 
CTTTT6TAT6 



21 
I 

GCCACTCAOT 
CTTTCAGAAC 
TTAAGACCAT 
CAGTGGGCAT 
CGTGCAOTGC 
TCTTTGCTCT 
TGACGTTCTT 
CCTTGGTGTA 
ACAAAGATTA 
TCAAGTGCTG 
ACAGTGOCTT 
GCAOCAAGCA 
ACAT0G6AAC 



31 
I 

GOCAACACCC 
TCACTGCCAA 
GATGATCCTC 
CTGGGTGTCA 
GATGGAGTTT 
TGGTTTCCT6 
CTTCATOCTC 
CACC3«aATG 
TOGTTCOCAG 
TGGCTTCACC 
TCCCGCATTC 
AAAOGCTCAC 
TAATGCSGTC 



41 
I 

GGGAGCTGTT 
GAGCCCTGAA 
TTCAATTTGC 
ATOGATGGGG 
GTCAACX3TG6 
GGCTGCTATG 
CTCCTCATCT 
GCTGAGCACT 
GAAGACTTCA 
AACTATACGG 
TGTTGCAAT6 
GACCAAAAAG 
AC0CTGG6TG 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 



51 
I 

CAGGAGCCAC 
TCATCTTTCT 
CATCCTTTCT 
GCTACTTGCT 
GTGCTAA6AC 
TCATT6CTGA 
TCCTQACGTT 
CTCAAGIGTG 
ATTTT6AGGA 
ACAAG6TCAC 
TASAGQOTTG 
GTGTGGCAGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
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TGOAATTCGO GGCCT0GA6C TGGCTGCCAT GATTGTGTCC ATOTATCTGT ACTOCAATCT 840 

ACAATAAGTC CACTTCTGCC TCTGCCACTA CTGCTGCCAC ATOGGAACTG TGAAOAGGCA 900 

CCCTGGCAAG CAGCAGTGAT TGGGGGAGGG GACAGOATCT AACAAT6TCA CTTGGGCCAO 960 

AKTGGACCTQ CCCTTTCIGC TOCACSACTT^ GGGCTAGATA GGOACO^CTC CTTTTAG6G0 1020 

ATQOCTGACT TTCCTTCCAT T GG TG O OTGQ ATGGGTOGOO GGCATTCCAO AGCCTCTAAO 1080 

GTAGCCAOTT CTGTTGCCXav TTCCCCCAGT CTATTAAACC CTTQATATGC CCCCTAGGCC 1140 

TAQTGGTGAT CCCAGTGCTC TACTGGGGGA TC5AC5AGAAAG GCATTTTATA GCCTGGGCAT 1200 

AAGTQAAATC AGCAGAGCCT CTGGGTOQAT GTGTAGAAGG CACTTCAAAA T6CATAAACC 1260 
TOTTAGAATG TTAAAAAA 

8eq ZD KO: 604 Protein sequence 
Protein Accession «t NP 005718.1 



^. 1 11 21 31 41 51 

IS i I I I I I 

MQCPSPIiCTM MILPNLLIPL OGAALLAVQI MVSIDGASPL KIPGPLSSSA MQFVNVGYPL 60 
lAAOWVPAL GFUSOTGAICr ESKCALVTPF PILLLZFZAB VAAAWALVY TTMAEHFLTL 120 
LWPAIKRDY GSQBDPTQVW NTTHKGIiKCC GFTNYTDFED SPYPKEMSAF PPFCOnSNVT 180 
NTAXIBTCTEQ KARDQKVEGC FNQLLyDIRT NAVTVGGVAA GIGGLBLAAM lYSKyiiYCNL 240 
Q 



Seq ID NO: 605 DMA sequence 

Nucleic Acid Accession #t im_000729.2 

Coding sequence: ~* 

1 11 21 31 41 51 

I I I I I I 

GGCTCAQCTG CCGGGCTGCT CXX3GTTGGAA AGGCCAAGCC AOCTGCCGTC CTAATCCAAA 60 
AGCCATGAAC AGOGGOGTGT GCCTGTGOGT GCTGATGGOQ GTACTGGCGG CTGGCGCCCT 120 
GA06CAGC0G GTGGCTCCCG CA6ATCC06C GGGCTGCGGG CTGCAGOGGG OVGAGGAGGC 180 
GCCCOGTAGG CAGCTGAGGG TATGGCAQAG AACGGATGGC GAGTCCGGAG OGCACCTGGO 240 
OGCCXnXSCTG GCAAGATACA TCCAGCAGGC CCGGAAAGCT CCTTCTGQAC OAATGTCCAT 300 
CGTTAAGAAC CTGCAGAACX: TGGACCCCAO CCACAG6ATA AGTGACCGGG ACTACATGGG 360 
CTGGATGGAT TTTGGCGGTC GCAGTGCOGA GGAGTATGAG TACCCCTCCT AGAGGACCCA 420 
GCC6CCATCA GCCCA ACGGA AOCAACCTCC CAACCCAGAG GAGGCA6AAT AAGACAACAA 480 
TCACACTGAT AACTCATTGT CTGTG6A6TT TGACAtTQAA TOTATCTATT TATTAA6TTC 540 
TCAATGT6AA AATTGTOTCT 0TAA8ATTQT CCAGTGCAAC CACACAGGCT CAOCACAAOT 600 
TOnXSCAAACT GAAGACAAAA CTGTTTTCTT CATCTGTOAC TCCTGrrCTO AAAAT8TT0T 660 
TATGCTATTA AAOTGATTTC ATTCTGOC 

Seq ID NO I 606 Protein sequence 
Protein Accession «t NP 000720.1 



1 11 21 31 41 51 

45 I i I I I I 

MNS6VCLCVL MAVLAAGAIiT QFVPPADPAO SGLQRAEBAP RRQLRVSQRT 0GBSRAKU3A 60 
LZARYIOQAR KAP86RM8IV KNLQNLDFSH RZSDSDYMGW MDFGRRSA^ YBYPS 



Seq ID NO: 607 DNA sequence 

Nucleic Acid Accession #: NM_001423.1 

Coding sequences 219.. 692 ~ 

1 11 21 31 41 51 

I I I I I I 

AGCACTCTCC A6CCTCTCAC GGCAAAATTA CACACCCCAG TACACCAGCA GAG6AAACTT 60 

ATAACCTGOQ OASGCOGGTC CTTCOCCTCA GTGGGGTCAC ATACTTCGAG AAQAGGGGAC 120 

CAGGGCTQCT GCCAGCACCT GCCACTCAOA OGGCCTCtOT OQCTGGQACC CrTCAGAACT 180 

CTCrrrGCTC ACAAGTTACC AAAAAAAAAA GAGCCAACAT GTTGGTATTG CTGGCTGGTA 240 

TCTTTGTGOT CCACATOGCT ACTGTTATTA TGCTATTTGT TAGCACCATT GCCAATGTCT 300 

GGTTGGTTTC CAATACGGTA GATQCATCAG TAG6TCTTTG QAAAAACTOT ACCAACATTA 360 

GCTGCA0T6A CAGCCTGTCA TATGCCAGXa AAGAT6CCCT CAA6ACAGTG CAGGCCTTCA 420 

TGATTCTCTC TATCATCTTC TGTBTCATTa OCCTCCTOOT CTTOGTGTTC CAGCTCTTCA 480 

CCATGGAGAA GGGAAACC60 TTCTTCCTCT CAGGGGCCAC CACACTGGTG 7GCTG6CTGT 540 

GCATTCTTOT GGGG6TGTCC ATCTACACTA OTCATTATGC QAATOGTGAT GGAAOGCAGT 600 

ATCACCAOGG CTATTCCTAC ATCCTGGGCT G6ATCTGCTT CTGCTTCAGC TTCATCATCG 660 

GajrrCTCIA TCTGGTCCTG AGAAAGAAAT AAGGCOGGAC GAGTTCATGG GGATCTG G GG 720 

GGTGGGGAG6 AGGAAGCOGT TGAATCIQGG AOGGAAGTCQ AGQTTGCIOT ACAGGAAAAA 780 

COQAGATA6G GGAGGGGGGA GGGGGAAGCA AAGGGGGGAG GTCAAATCCC AAACCATTAC 840 

T6AGGGGATT CTCTACTGCC AAGCCCCTGC CCTGGGGAGA AAGTAQTTGQ CTAGTACTTT 900 

GATOCTCCCT T6ATGGG0TC CAGAGAGCCT CCCTGCAGCC AGCAGACTTO GCCTCCAGCT 960 

GTTCTTA8TQ ACACACACTQ TCTQGGGCOC CATCAGCTGC CAGAACACCA OOCOCACTTC 1020 

TGGGTCATGC ACTGAGGTCC ACA6ACCTAC TGCACTGA6T TAAAATAGC8 OTACAAGTTC 1080 

TOQCAAGAOC AGATACTGTC TTTGTGCTGA ATACGCTAAG CCTGGAAGCC ATCCTGCCCT 1140 

TCTQACCCAA AGCAAAACAT CACATTCCAG TCTGAAGTGC CTACTGGGGG GCTTTGQCCT 1200 

GTGAGCCATT GTCCCTCTTT GGAACAGATA TTTAGCTCTO TGGAATTCAG TOACAAAATO 1260 

GGAGQAGGAA AOAGAGTTTO TAAGGTCAT6 CTG6TGGGTT AGCTAAAOCA AGAAOGAGAC 1320 

CTTTTCACAA TGGAAAACCT GG6G6ATGGT CAGAGCCCA6 TGGAGACCTC ACACACOGCT 1380 

GTCOCTCATG GAGACCTCAT GCCATGGTCr TTGCTAQGCC TCTTQCTQAA AOCCAAGGCA 1440 

GCrCTTCTGG AGTTTCTCTA AAGTCACTAQ TQAACAATTC GGTGGTAAAA GTACCACACA 1500 

AACTATGOGA TCCAAGG66C A6TCTTGCAA CAGTX3CCATG TTAGGGTTAT GTTTTTAGGA 1560 

TTCOCCTCAA TQCAOTGAGT OTTTCTTTTA AOTATACAAC AGGAGAQAGA TOQACATGGC 1620 

TCATTGTAGC ACAATCCTAT TACTCTTOCT CTAACATTTT TGA06AAGTT TrGTCTAATT 1680 

ATCAATATTG AOGATCAGGG CTCCTAGGCT CAGTGGTAGC TCTGGCTTAG ACACCACCTG 1740 

QAOZOATCAC CICTTGGOQA OCCIGCCTAT GOCACTTCAC AGOTOAOGCA TGGCAATTCT 1800 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



G6AAGCT6AT 
. CTATATAATT 
GCATTCCCAG 
TCTTTTCTTT 
CTGTCTGCTG 
TAAGCAGGCA 
GGGOTTTTTT 
TGAGACATCT 
TCCTTTTTGG 
ATTCTATTTC 
CTAGGCTGAG 
TGATTTCATT 
CAGACATATC 
ACCATGTATT 
ATTACTCTGG 
ATACTATAAT 
TTCTGATTCC 



TAAAACACAC 
GTGAAGTATT 
GAAAATACGA 
AAAATAAAAA 
CCGCAGGAGC 
TTGCTTTGCC 
GGGAAGACGT 
TGCCTACTTT 
GGAGTTGTTA 
TCTATGTTTA 
GTTAGAGAGA 
ATCACATGAT 
CAAAGG6AAT 
CCCTTATCTT 
TGGATTGTTC 
TGTAAATATT 
CTTCAAAAAA 



ATAAACCAAA 
AA6CCTACCG 
AAATCGCATO 
AGCAAAAACT 
ACCTCTATAC 
CTGGAGCAQC 
TTTCTTTATC 
TCTTTATTAG 
TGCCATGATT 
TTCTAGTTAA 
TTGGCCAGCA 
TATAGAAGGC 
ACT CaCATTT 
TTACTTTTTT 
TAQTACTQTA 
TTGATACAAA 
AAAAAA 



ACCAAACRAC 
TATTTCAGCC 
AOATAAATAA 
CTTQTGGTAC 
AGGACrrAGA 
TATTTTAAGC 
GCCCTGAGAA 

CTTTcrccrc 

TTTGGTATTT 

GGAAAT6TTG 
AAAACTGTGG 
TGTCTTAGTG 
TGTTAA6AA0 
TCTOTOACAT 
TTGGGCTTCT 
TGTTTATAAC 



AGGCCCTTGG 
ATQATAAGAA 
AAATATAGGT 
CTAGTCAGAT 
AGTAGTATGT 
CATCTCAGAT 
GATCTACCCX: 
ATCCATTTCT 
ATGTAAAAGO 
AGGGCAAGCC 
GAAGATGAAC 
CAAAAAACAT 
TTGAACTATG 
TTATGTCTCA 
TCGTTAATAG 
TCTAGGGATA 



GTGAAAGOTG 
CAGAGTGCCT 
GATGGGCAGA 
GGTAGACGAQ 
TATTCCTGGT 
TCTGTCTAAA 
AGGGAGAATC 
TTTATACCTT 
ATTATTACTA 
ACGAAATTAC 
TTTGTCATTA 
ACTTACATTT 
ACTQQAGTAA 
TQTAATTTGC 
ATTATTTCAT 
TAAAAACAGA 



1860 

1920 

19S0 

2040 

2100 

2160 

2220 

22B0 

2340 

2400 

2460 

2520 

25S0 

2640 

2700 

2760 



Seq ID NO: 60S Protein sequence 
protein Accession ft: NP_001414.1 



41 



51 



1 " r 1^ I ' 

LvLLAGIFV VHIATVIMLP VSTIANVWLV SNTVDASVGL WKWCTNISCS 
SorVQAFHIL SIIFCVIALI. VFVPQLPTME KGNRPPLSGA TTLVCWLCIL VGVSIYTSHY 
AHRDGTQYHH OYSYIUSMIC PCFSPIIGVL YLVLRKK 

Seq ID HOt 609 DWA gequence 

Nucleic Acid Accession lit im.004961.2 

Coding sequences 5 5.. 1575 

bs^ ~ ^ 

=s| 

^ScC «GW«CCICI CBCATCCTOA AOVCTATOT ^^^^ 
oirJiriiir -imsoOCTOQ C».TTGG»fl»0 AAOCCCftCTO TQGTCACTOT TQAORTCGCC 
SSSCCTA GACATGGAAT A^C^ CAT^ 
TO^iGRCCT GGTACGACGA ACGCCTCTGT TACAACXaVCA CCTTTGAGTC TCraGTTCTG 
IS^^^ TGGIGAGCCA GCTATGGATC CCGGACACCT TTTTTAGQAA ^TTCTAAGftGG 
iS^S^GC mSgatSc CATQCCCAAC CAQATGGTCC GCATCTACAA ggatggcwg 
SS^SS S^G^ GAOTATTGAT GCCGGATGCT CACTCCACAT GCTCAGATTT 

TTCTCTAGCT TTTCCTATCC J^A^^ 
A^TCTACA AGTGGGAAAA TTTCAAGCrT GAAATCAAT6 AGAA^C CXO^^ 
^SftCTTTG MTTTACAGG AGTGAGCAAC AAAACTGAAA TAATCACAAC 
SStSSgQ TCMGftOSAT TTTCTTCAAT GTGAGCAGGC GGTTTGGCXA TGTTGCCTTT 
SSISI^ tSotcto Stgaccacg ATGCTCTCCT GGQTTTCCTT TTQOATCAAG 

ctSS Sctcta ggqatcacct ctqttctg^ SiSJS 

TTTCTCGTAA GAATTTCCCG CX3TGTCTCCT ATATCACA6C CTT^OTTC 
S^ScS TCTGCTTCGT CTTCTGCTTC TGCGCTCTGT T«3AGTTTGC TCTOCTCAAC 
J^^CT JSaoSgac AAAAGCCCAT GCTTCTCCTA AACTCCGCCA tcctogtatc 
USSS^TO ^^CcS TACCCOTQCA CGTTCCCGAG CX:TGTGCCa3 CCAACATCAG 
?ScACr GAGGGAAGTG ATGGAGA«a GCGCCOOTCT 
I^CCCCC TAGCCCAGGT AGCCCIGROG OTQOOOQgfi CCTCTOCTCC 
AAGCTGGOCT GCTGTQAGTG OTGCAAGCGT TTTAAOAAGT ACTTCXGCAT ©^^COSAT. 

oScCTOTCA GCAGGGCCGC CTCTCCATCC ATGTCTACaS CCTGGJ^ 
TTOmrcS AGTGACTTTC TTCrTCTTCA A^^^TOCl^A CTGGOTQTT 
TgJc™^ TGTAGGTACC AGCTGOTACC CTGTGGGGCA ACCTCTCCAfi TXC^CAGGA 
^CTCCAAGCC CCTTCCCAAQ OGAGTTGGGQ GAAAGCftGCA OaGCAGC ftg <»GCGA^ 
^^<^ ^S^SScC CCAAACAGAA GCTTGCAGRG GGTTTGTCTT TGCTGCOCCT 

i^JiiiiSc tScccattc actgagtctt ctcagcagac catttcaaat tattaataaa 

CO^TGCT CAGTGT^ 

IS^tSt caqctcccta aaaccatgcc taagtacagg cggattagct ^cttocaac 

ACCAGACAAT TACTGCATTT TT^GAA^ S^Si^ 
CTTTOQGCCC AGTTCTGGCC TCAGCCTCAA AOTGCACCGA CTAGTTWrT GCCT^ACCT 
S^SCAT TAAGATQCTG GGCAOCAGTA TAACAGGAGG AAGAGATCCC TCTCCTTTGG 
TmSStT ATGTTCrCAG rTCTCTCTCC CTGCTACCCC TTTCTCTGCA GATAGAXAGA 

JStSStt atccctttm gaagaggggg gqgcagcaag agagcctatt tgggacagca 

SS?^ t'cSS^ TGACATCXCC CTCTCCmC TQGC^ TTTC^C 
ACTACCAATT CAATGCCCTT CATOCAATOG GTATCTATTT ^^^l 

tactccctgc tttatatgcx: agcctcttcc ttctctttga cccctgtcac tottctcta 

ACTTTCCCAG TQACTTCCCC TAGCCCTGAC CCACGCACTA GGCCTTGGTG ACTTCCTGGG 
ScCAaSaAC TAAGGAAACT CQGCTTTOCA ACftGGCATTA CTCGCCATTO ATTGGTGOa 

aSS^gca cactgtcgga gwctatcac ttgcttgacc octocsacc^ ^ccagtc 

^^ATA CCCGGGGCAC TCTAACCATC ACAATCAM^C AM^OJAATTC 
GXATGGCACT GGAACTTTGG CAAAGCACTT TTGRCAAGTT G TGTCTG ATT ^AGCTTOT 

gatagccttg tgacatcttt agggcaqgat tcttatcccc attttgcaga tctaa^ot 

SStcS TrrCTGTGGG ACTGTGGATC TCACTG^ 

ACCTTCTAaA CCACATOATA GOGCTMACA GCTCAGXTCA CCATQATT CT CTTCTCTa\C 
CTCTCCTGGC ACACCAOTGQ CftAQGCCCAO AATGQOaACC TCTCTTTAGC TCAAmCTG 
GGCCIGAGGT GCTCAGACTG CCCCCAACAT CAAATCTCTC CTGGCTGTAG TJACCCAGTG 
6AATGAATTT G6ACATGC0C CAATGCTTCT ATATOCEAAO TGAAAXCTGT CTCTGTAATT 

1185 
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120 



60 
120 
180 
240 
300 
360 
420 
4B0 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
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2220 
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2400 
2460 
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2700 
2760 
2820 
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2940 
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TGTTQGCXSaO TGGATAOGGT GGGGTCTGCA TCTACTTTTT GTGACCATCft TCTGAAATQO 3120 
6GAAATATGT AAATAAATAT ATCA6CAAAG CAAAAAGAAA AAAAAAAA 

Seq ID NOi 610 Protein aequence 
5 Protein Accession ft: NP_004952.1 

1 11 21 31 41 51 

i I I t i I 

t4LSKVLPVLL GZLLILQSRV E6PQTESKNE ASSRDWYGP QPQPLENQLL SEBTKSTSTE 60 

10 TGSRVGKLPE ASRILNTZI«S NYDHKLRPGI GEKPTWTVE IAVN8LQPLS ILDMBYTZDZ 120 

ZPSOXWYDER LCraOTPBSIi VZMGNWSQL NIPDTPFRHS KRTHEHBZTM PNQMVRZYXD 180 

OKVLYTIRMT IDAGCSUWL RFFMDSHSCP LSF8SPSYPB KEMIYKHaiP KLEINBKNSW 240 

KLFQFDPTCV SNKTBIITTP VGDFMVWTIP FNVSRRFGW AP®IYVPSSV TTMLSWSFW 300 

IKTESAPART SLGITSVLTM TTLGTPSRKN FPRVSVITAL DFYIAICPVF CFCALLEPAV 360 

15 IHFLimOTK ARASPKLRHP RINSRAHART RARSRACARQ HQEAFVOQIV TTG6SDGEER 420 

PSCSAQQPP9 P6SPBGPRSL CSRLACCEWC KRFXKyPCKV POGB0ST1«QQ GRLCIHVYRL 480 
DNYSRWFPV TFFFFNVLYW LVCLNL 

Seq ID NOi 611 DNA sequence 
20 Nucleic Acid Accession fti NM_021984.1 
coding sequence : 572 . . 1753 

1 11 21 31 41 51 

or I I 1 I I I 

/3 6CCA6AGGGT GAGC060GAC CTCOSO6CA0 GTGOTOGOSC OGQTCTCOGC GGAAATGTTG 60 

TCCAAAGTTC TTCCAOTGCT CCTAQGCATC TTATTGATOC TGCAGTGQAO AACATGTATA 120 

CAGAGAAGT6 CTCAAATCAT AAOTOTACAO CTGATGAOTT GTCAAAAAAT GAOCACAOGQ 180 

GTGTAAAGAA AGCCAAATCA AG6AGCGGAA T6TGACCAG0 ACCTCAGAAQ CCCCCTTTGT 240 

CACTGCCTCC CAGCAAAC3GC AGCACTATCC GGACTTCTAA CACCATCGGG TCGAGGGACC 300 

30 TCAOACTOAA TCAAAGAATX3 AAOCCTCTTC COQTGATGTT OTCTATOOCC COCRfiCCCCA 360 

G OCTCT GG AA AATCAGCTOC TCTCTGAGGA AACAAA6TCA ACTQAaACTG AGACTGOQAa 420 

CAGAGTTCGC AAACTGCCAG AAGCCTCTOG CATCCTGAAC ACTATCCTGA GTAATTATQA 480 

CCACAAACTG 0GCCCTX3GCA TTQGAGAOAA GCCCACPGTG GTCACTGTTQ AGATCTCOST 540 

CAACAGCCTT GGTCCTCTCT CTATCCTAGA CATGGAATAC ACCATTGACA TCATCTTCTC 600 

35 CCAGACCTGG TACGAOGAAC GCCTCT6TTA CSU^CGACACC TTTGAGTCTC TTGTTCTGAA 660 

TOOCAATOTG GT6A6CCAGC TATGGATCCC GGACAOCITT TTTAG6AATT CTAAGAOQAC 720 

GCACQAOCAT OAOATCACCA TGCCCAACCA OAT6QT006C ATCTACAAG8 ATG6CAAGGT 780 

GTTGTACACA ATTAGGATGA CCATTGATGC OGQATGCTCA CTCCACATGC TCAGATTTCC 840 

AATGGATTCT CACTCTTGCC CTCTATCTTT CTCTAGCTTT TCCTATCCTG AGAATGAGAT 900 

40 GATCTACAAO TGGGAAAATT TCAAGCTTGA AATCAATGAO AA6AACTCX:T GGAAGCTCTT 960 

CCAOTTQQAT TTTACAGQAO TGAGCAACAA AACTGAAATA ATCACAAOCC CAOTTGOTaA 1020 

CTTCATGQTC ATQAOCSITTT TCTTCAATGT GAGCAOGOGO TTTG6CTAT0 TTGCCTTTCA 1080 

AAACTATGTC CXTTTCTTCCXS T6ACCA0GAT GCTCTCCTGG GTTTCCTTTT GGATCAAGAC 1140 

AQAOTCTOCT CCAGCGOGGA CCTCTCTAGG GATCACCTCT GTTCTGACCA TGACCAOSTT 1200 

45 GGGCACCTTT TCTOGTAAOA ATTTCG030S TGTGTCCTAT ATCACAGCCT TGGATTTCTA 1260 

TATGGCCATC T6CTT0GTCT TCTQCTTCTG GGCTCTOTTO GAaTTTQCTQ TGCTCAACTT 1320 

CCTQATCTAC AACCAGACAA AAGCCCATGC TTCTCCTAAA CTCCGGCATC CTCGTATCAA 1380 

TAGCOOTQCC CATGCCOGTA CCOGTGCACG TTCCOGAGCC TCTGCCOQCC AACATCAfiGA 1440 

AGCTTTTGTQ TGCCAGATTG TCACCACTGA GGGAAGIGAT GGAGAGGAGC QCXOGTCTTO 1500 

50 CTCA6CCCA0 CAGOXCCTA GOOCAOGTAG CCCTGAGGGT CCC06CAGCC TCTGCTCCAA 1560 

QCTGGCCTGC TGTGAGTGGT GCAA6G6TT7 TAAGAAGTAC TTCT6CATGG TCGCGQATTO 1620 

TGAOGGCAGT ACCTGGCAGC AOGOCOGCCT CTGCATCCAT GTCIAG060C TGQATAACTA 1680 

CTCGA0A6TT GTTTTCCC3W3 TGACTTTCTT CTTCTTCAAT GTGCTCTACT GGCrTGTTrQ 1740 

CCTTAACTTG TAGGTACCAG CTGGTACCCT GTGGGQCAAC CTCTCCAGTT CCXX3VGGAGQ 1800 

55 TCCAAGCCCX: TEGCCAAQGQ AOTTGGGGGA AAGCAGCAQC AGCAOCAGQA Q0QACTAGA6 1860 

rtTTTCCTGC CCCATTCCOC AAACAGAAGC TT0CA6AG00 ' mtiivmu CTOCCCXaCT 1920 

CCCCTACCTG GCCCATTCAC T6AGTTTTCT CAGCAGACCA TTTCAAATTA TTAATAAATG 1980 

GQCCACCTCC CTCTTCTTCA AGGAGCATCC GTGATGCTCA OTGTTCAAAA CCACAGCCAC 2040 

TTAOTGATCA OCTCCCTAAA ACCATGCCTA AGTACAGGCG OATTAGCTAT CTTCCAACAA 2100 

60 TGCTGACCAC CAGACAATTA CTGCATTTTT CCAGAAGCCC ACTATTG O CT TTGCAGTGCT 2160 

TT0G6CCCAG TTCTGGCCIC A60CTCAAA0 TGGAGOGACT AGTT6CTTGC CTATAGCTGG 2220 

CACCTGATTA AGATGCTGGQ CAGCAOTATA ACAGGAGGAA GAGATCCCTC TCCTTTGGTC 2280 

AGATTATTAT GTTCTCAGTT CTCTCTCCCT GCTACCCCTT TCTCTGCAGA TAGATAGACA 2340 

CTGGCATTAT CCCTTTAGGA AGAGGGGGGG GCAGCAA6A0 AGCXTTATTTG GGACAGCATT 2400 

65 CCTCTCTCTC TG C TGCTGTG ACATCTOOCT CTCCTTGCTO GCTCCATCTT TOGTCTGCAC 2460 

TAGCAATTCA ATGGOCTTCA TCCAATQ60T ATCTATTTTT OXOIQTQATT ATAGIAACTA 2520 

CTOOCTGCTT TATAT6CCAC OCTC i TOCTT CTCTTTGACC C3CTGTGACTC TTTCTGTAAC 2580 

TTTCCCAGTG ACTTCXrCCTA QOOCTGACCC AGGCACTAGG CCTTGGTQAC TTCCTGGGGC 2640 

CAAGAAACTA AGGAAACTOO GCTTTGCAAC AGGCATTACT GGCCATTGAT TGGTGCCCAC 2700 

70 CCAOGGCACA CTGTGGGAGT TCTATCACTT GCTTQACCCC TGGACCCATA AACCAGTCCA 2760 

CTGTTATAOC OGGGGCACTC TAAOCATCAC AATCAATCAA TCAAATTOCC TTAAATTTGT 2820 

ATGGCACTGO AACTTTG6CA AAGCACTTTT GACAAGTTGT GTCTGATTGG A6CTTCATQA 2880 

TAGCCTTGTQ ACATCTTTAO GGCAGGATTC TTATCCCCAT TTTGCAGATG AAAAOCCTQA 2940 

GTCACAGATT TCTGTGGGAC TOTGGATCTC ACTGGAAGCT ATCCAAGAGC CCACTGTCAC 3000 

75 CTTCTAGACC ACATGATAQG GCTAGACAGC TCAGTTCACC ATGATTCTCT TCTGTCACCT 3060 

Cr O CI G GCAC ACCAQTGGCA AOGCCCAQAA 7G6G6ACCTC TCTTTAGCTC AATTTCTGOG 3120 

CCTGAGGTGC TCAGACTGCC CCCAAGATCA AATCTCTCCT GQCIQTAGTA AOCC AO TOOA 3180 

ATGAATTTGG ACATGCCCCA ATOCTTCTAT ATOCTAAGTQ AAATCTGTGT Clt»fAATTTO 3240 

TTGGGOGGTG GATAGGQTGO GCrTCTCCATC TACrTTTTGT CACCATCATC TGAAATGGGG 3300 
80 AAATATGTAA ATAAATATAT CAGCAAAGC 

Seq ZD MOt 613 Protein sequence 
Protein Accession «i NP 068819.1 
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MBYTIDZIFS 
MVRIYKDGKV 
INBKNSHKLF 
LSWVSFWIKT 
ALXiEFAVUTF 
GSD6EERPSC 
CZHVYRUINY 



11 
I 

QTWYDERLCY 
LYTIRMTIDA 
QLDFTGVSNK 
ESAPARTSIiG 
LIYNQTKAHA 
SAiQQPFSPGS 
SRWFPVTPP 



21 31 41 51 

lilt 
NDTPESLVLN GNWSQLWIP DTFPRNSKRT HEHEITMPNQ 
QCSLHMLRFP MDSHSCPLSF SSFSYPEHEM lYKWENFKLE 
TBIITTPVGD FMVMTIPFNV SRRFGYVAFQ NYVPSSVTTM 
ITSVLTHTTL GTPSRKMPPR VSlflTAIiDPlf lAICPVFCPC 
SPKLRHPRIM SRAHRRTRAR SRACARQHQE AFVCQIVTTE 
PB6PRSM3K LACCEKCKHF KKYPOWPDC BGSTWQQARL 

PFNViiyHLVC un* 



60 
120 
180 
240 
300 
360 



Seq ID NO: 613 DNA eequence 
Kucleic Acid Accession #! NM_021987.1 
Cbding sequence; 572.. 1657 



11 



21 31 41 51 

,,1111 

GCCAGAGCGT GAGCCGCGAC CTOOGOQCAQ QTOQTCQOGC C6GTCTCCGC GGAAATOTTG 
TCCAAAGTTC TTCCAGTCCT CCTAGGCATC TTATTGATCC TCCAGTCGAG AACATOTATA 
CA6AGAAGTG CTCAAATCAT AAQTOTACAG CTGATGAGTT GTCAAAAAAT GACX aCAGC G 
GTGTAAAGAA AGCCAAATCA AGGACCCX3AA TGTGAGCAGG ACCTCAGAAG CCCCCTTTGT 
CACTGCCTCC CAGCAAAGGC AGCACTATCC GGACTTCTAA CACCAT0GG6 TGOAGG^^ 
TCAGACTOAA TCAAAGAATG AAGCCTCTTC CCGTGATGTT GTCTATGGCC COCAGCCXX3^ 
GCCTCTGGAA AATCAGCTCC TCTCTGAGGA AACAAAGTCA ACTGAGACTG AGACTGGGAG 
CAGAGTTC6C AAACTGCCAG AAGCCTCTCG CATCCTGAAC ACTATCCTGA QTAATTATGA 
CCa^CAAACTG CGCCCTGGCA TTQGA6AGAA GCCCACTGTG GTOlCTGTTG AGATCTCCGT 
CAACAGCCTT GGTCCTCTCT CTATCCTAQA CATGGAATRC AOCATTaACA TCATCTTCTC 
CCAGACCTGG AATTCTAAGA GGACCCAOSA GCATGAGATC ACCATCOCCA AOCAGATGGT 
CGGCATCTAC AAGGATGGCA AGGTGTTGTA CACAATTAGG ATGACCATTG ATGC CGGATG 
CTCACTCCAC ATGCTCAGAT TTCCAATGGA TTCTCACTCT TGCCCTCTAT CTTTCTCTAG 
CmTCCTAT CCTGA6AATG AGATGATCTA CAAGTGGGAA AATTTCAAGC TTGAAATCAA 
TGA6AAGAAC TCCTGGAAGC TCTTCCAGTT TOATTTTACA G GABTQ MCA ACAAAAGTQA 
AATAATCACA ACCCCAGTT6 GTGACTTCAT GGTCATGAOS ATTTTCTTCA ATGTOftGCAG 
GCGGTTTGGC TATGTTGCCT TTCAAAACTA TGTCCCTTCT ' TCCGTGACCA CGATGCTCTC 
CTGGGTTTCC TTTTGGATCA AGACAGAGTC TGCTCCAGCC CGGACCTCTC TAGGGATCAC 
CrCTGTTCTG ACCATGACCA CGTTGGGCAC CTTTTCTCGT AAGAATTTCX: OGCGTGTCXC 
CTATATCACA GCCTTGGATT TCTAIATOGC CATCTGCTTC GTCTTCTGCT TCTGCGCTCT 
GTTGGAGTTT QCTQTGCTCA ACTTCCTGAT CTACAACCAG ACftAAA GCCC ATGCTTCTCC 
TAAACTCCGC CATCCTCGTA TCAATAGCOG TOCCCATGCC CXITACGCXSTG CACGTTCCCG 
AGCCTQTGCC CGCCAACATC AGGAAGCTTT TGTGTGCCAG ATTGTCACCA CTGAGGGAAG 
TGATQGA6AG GAGCGCCXCT CTTGCTCAGC CCAGCaCCCX CCTAGCCCAG GTAGCCCTGA 
GGGTCCCCX3C AGCCTCIGCT CCAAGCTGGC CTGCTOTGAG TGGXGCAAGC GTTTTAAGAA 
6TACTTCTGC ATGQTCX3C06 ATTGTGAGGO CAOTACCTGG CAOCAGQQGC OCXTTCTGCAT 
CCATGTCTAC CGCCTGGATA ACTACT06AG AGTTGTTTTC CCAGTGACTT TCTTCTTCTT 
CAATGTGCTC TACTGGCTTQ TTTGCCTTAA CTTGTAGGTA CCaGCTGGTA CCCTGTGGGG 
CAACCTCTCC AGTTCCCCAG GAGGTCXaAO CCCCTTQCCA AGGGAGTTGG GGGAAAGCAG 
CAGCAGCAGC AGGAfiCQACT A6AGTTTTTC CIGCOCCATT CCCCAAACRQ AAGCTTGCAG 
AGGGTTTGTC TTTGCTGCCC CTCTCCCCTA CXTTGCOCCAT TCACIGAGTT TTCTOVGCAG 
ACCATTTCAA ATTATTAATA AATGGGCCAC CTCCX^CTrC TTCAAGGAGC ATCCX3T6ATG 
CTCAGTGTTC AAAACX3VCAG CCACTTAGTQ ATCAGCTCCC TAAAACCATG OCTAA GTACA 
G6CGQATTAG CTATCTTCCA ACAAT6CTGA 0CACX3VGACA ATTACTGCAT TTTTCCAGAA 
GCCCACTATT GCCTTTCCftG TaCTTTaSQC OCaGTTCTGO OCTCAQOCTC AAAOTGCACC 
GACTAGTTGC TTGCCTATAC CTOGCACXTTC ATTAAQAT6C TOQGCftGCSWS TATAACAGGA 
GGRAGAGATC CCTCTCCTTT GGTCAGATTA TTATGTTCTC A6TTCTCTCT CCCTGCTACX: 
CCTTTCTCTG CAGATAGATA GACACTGGCA TTATCCCTTT AGGAAGAGGG GGGGGCROCA 
AGAGAGCCTA TOKSGQACAO CATTCCTCTC TCTCTGCTGC TGTGAC3^TCT CCCTCTCCTT 
GCIGGCTCCA TCTTTOOTCT GCACXAiCCAA TTCAATaCCC TTCATCCAAT GGGTATCTAT 
TTTTGTGTGT GATTATAGTA ACTACTOXT GCTTTATATG CCACCCTCTT CCTTCTCTTT 
GACCCCTGTO ACTCTTTCTG TAACTTTCCC AGTCACTTCC CCTAGCCCTG ACXaGGOWTT 
AGGCCTTGGT GACTTCCTGG GGCCAAQAAA CTAAGGAAAC TCGGCTTTGC AACAGGCATT 
ACTCGCCATT GATTGGTCCC CACCCAGGGC ACACTGTCGG AGTTCIATCA CTTGCTTGAC 
OCCTOQAOOC ATAAAOCACfT CCACTGTTAT ACXXGGGGCA CTCTAACCAT CACAATCAAT 
CAATCAAATT O UCTT A AATT TOTATGGCAC TaOAACTTTQ GCAAAGCACr TTTGACAAGT 
TGTGTCTGAT TGGAGCTTCA TGATAGCCTT GTGACATCTT TAGGGCAGGA TTCTTATCXX: 
CATmGCAG ATGAAAACCC TGAGTCACA6 ATTTCTGTGG GACTGTGGAT CTCACTGOAA 
GCTATCCAAG AGCCCACTGT CACCTTCTAO ACCACATGAT AGGGCTAGAC AGCTCAGTrC 
ACCATGATTC TCTTCTGTCA CCTCIGCIOO C»C3^0CROTG GCAAGGCCCA GAATGGCGAC 
CTCTCTTTAG CTCAATTTCT GGGCCTGRGG TGCTCaCACT GCCCCCaVAGA TCAAATCTCT 
CCTGGCTGTA GTAACCCAOT GGAATGAATT TGGACATGCC CX3ATGCTTC TATAT QCTAA 
GTGAAATCTG TGTCTQTAAT TTGTrGGOGQ GTGGATAGGG TGGGGTCTCC ATCTACTTTT 
TGTCAOCATC ATCTGAAATG GGGAAATATG TAAATAAATA TATCAQCAAA GC 



60 

120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
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2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 



Seq ID MO: 614 Protein sequence 
Protein Accession #: NP_06B822.1 

75 1 11 21 31 41 51 

1 1 I 1 I I 

MECTIDIIFS QTWNSKRTHB HBITMPNQMV RIYKDGKVLY TIRMTIDAGC SLHMUIFPMD 60 

SHSCPIiSPSS PSYPENEMIY KHENFKLBIN EKNSWKIiFQF DFTGVSNKTB IITTPVGDEK 120 

VMTIFFNVSR RPGYVAPQNY VPSSVTTMLS WVSFWIKTES APARTSW3IT 8VLTMTIU3T 180 

80 FSRKNPPRVS YITAIJ3FYIA ICFVFCFCAL IJSFAVLNPLI YHQTTIfflHASP KLRHFRIHSR 240 

AHARTRARSR ACARQHQEAF VOQIVTTBGS DGEERPSCSA QQPPSPGSPB GPRSLCSKLA 300 

CCEMCKRPKK YPCMVPDCBO STWQQGRI.C1 HVYRtDKYSR WPPVTFPPP HVLYHLVCUI 360 
L 
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Seq ID NO: 61S UNA Bequi«ce 

Nucleic Acid Accession «i NN_021990.1 

Coding sequence: 1309.. 2490 ~ 

Si 11 21 31 41 51 

1 i I I I I 

GOCftGAGOCT GAGCCGOGAC CTCOGOGCAG GTGGT06CGC GG0TCTC06C 06AAATGTTG 60 

TCCAAAGTTC TTCCAGTOCT CCTAGGCATC TTATTOATCC TCCAGTCGA6 AACATGTATA 120 

CAGAGAAGTO CTCAAATCAT AAOTGTACAO CTGATGA6TT GTCAAAAAAT GACCACAGOG 180 

10 GT6TAAAGAA AGCCAAATCA AGQACC06AA TGTGAGCAGO ACCTCAQAAO CCCCCTTTGT 240 

CACT60CTCC CAOCAAAGGC AGCACTATCC GGACTTCTAA CAOCATGQGT GAGTTTCATA 300 

CCTTQOCAOA TGGCCTTTAA CATTTTTOTT TAATTCRATT ATTCTTACTA ATCTTCTTCT 360 

TTTTCnOGC TOTGQTGCAT GQCTGTQGAO CTCAOGOTGa ACTCCTGTTG 6GCA6CCAGT 420 

TCCTGGATGQ CTGTCTGTOG GTOOAGaACT CCTOCCTTTC CTOTTTAGAC ACCCACAAAG 480 

15 GCTGCTCTTT AGCCTCCTTC CCTTCATCCC CTTGOCCTGC GCCCAGTGCA A08AGTATTA 540 

CACMCGAAC AAAAOOGCAA AATATTCCCA GftATTTTCTO tfltXTiVrat S GQAGAGGOOO 600 

CTCTG6CTTT TCCTCTCAGC CCT6GCCCTC TQGCTOCTGC TGACTCCTG6 TTGGTGCTGQ 660 

TCAGGCTGAC TAGA6GCCAA GG06ACCAAC ACTAGGCAAA CGOGGOCAGC OCTCAOACAT 720 

AAATOCCXrrC TTCATTTCAC GTGTAACATT CTTTTAAAAT CTAGGTCTTQ GTTTTGTTGA 780 

2U TTTTTTCTTA AATAAAAGAO TGATCATAAA AOAGGGACAQ CATAQAAAGT CCCCAAA6A6 640 

CAGCAAGGTT TTAAA6AAAT 7CACAAGGCT AATCTQTCAC TGTCTTATAA TTTQCTATTA 900 

CCAGTCACAA TTTAACTAG6 I T r T G T GT T G AAAACTTGTT 1TGGTT1X 3C T TCTQTCCXaUV 960 

QAOQCACTAG CTGGGOCCCC TACAGAGTGC AGGGCAGAGC TTCATTTTTC GTTTGAATQT 1020 

TCTAGGGTOG AGGQACCTCA QACTGAATCA AAQAATQAAG CCTCTTCCCG TGATGTTGTC 1080 

25 TAT66CCCCC AGCCCCAGCC TCTGGAAAAT CAGCTOCTCT CTQAGQAAAC AAAGTCAAGT 1140 

GAOACTGAQA CTG6GAGCAG A8TTGGCAAA CTGOCAGAAG CCTCTC3QCAT OCTGAACACT 1200 

ATOCTGAGTA ATTATGACCA CAAACIGOGC GCTGGCATTG GAGASAAGCC CACT6TGGTC 1260 

ACTGTTGAGA TCTCCGTCAA CAGCCTTGOT CCTCTCTCTA TCCTA6ACAT QGAATACACC 1320 

ATTGACATCA TCTTCTCCCA GACXTTOGTAC GAOQAACGCC TCTGTTACAA CGACACCTTT 1380 

30 GAQTCrCTTG TTCTQAATGG CAATGTGGT6 AGCCAGGTAT GGATCCCGGA CAC X TTT T T T 1440 

AGGAATTCTA AGAGGACCCA CGAOCATGAS ATCACCATGC CCAACCAGAT GOTCOGCATC 1500 

TACAA6GAT6 GCAAGGTGTT GTACACAATT AGGATGACCA TT6ATGC06G ATGCTCACTC 1560 

CACAT6CTCA GATTTCCAAT GGATTCTCAC TCTTGCCCTC TATCTTTCTC TAGCTTTTCC 1620 

TATCCTGAGA ATQAGATOAT CTACAAGTGG GAAAATTTCA AGCTTGAAAT CAATQAQAAG 1680 

35 AACTCCTGGA AGCTCTTCCA GTTTGATrTT ACAQGAOTGA GCAACAAAAC TGAAATAATC 1740 

ACAACCGCA6 TTGGTQACTT CATGGTCATG AOGATTTTCT TCAATGTGAG CAGOOQOTTT 1600 

GGCTATGTTG CCTTTCAAAA CT A TOrCCCT TCTTGCX3TGA CCA06ATGCT CTCCTGGGTT 1860 

TCCTTTTGGA TCAAGACAQA QTCTGCTCCA GCCOSGACCT CTCTAGGGAT CACCTCIGTT 1920 

CTGACCATGA CCACGTTGGG CACCTTTTCT OGTAAGAATT TCCXX3CGTGT CTCCTATATC 1980 

40 A<»GCCTTGG ATTTCTATAT OGCCATCTGC TTOGTCTTCT GCTTCTGCGC TCTGTTGQAG 2040 

TTTGCTGTGC TCAACTTOCT GATCTACAAC CAQACAAAAQ CCCAT6CTTC TCCTAAACIC 2100 

OQCCATCCTC GTATCAATAO COGTOCCCAT GCCOQTACCC GTGCAOGTTC CGGAOCCTGT 2160 

6CCCX3CCAAC ATCA6GAA6C TTTTGTGT6C CASATTGTCA CCACXGAGGG AAGTQATGQA 2220 

GAGGAGC6CC CGTCTTGCTC AGCCCAGCAG CCCCCTAGCC CAGGTAGCCC TGAGGQTCCX: 2280 

45 CXSCAGCCTCT GCTCCAA6CT GGCCTGCTGT GAGTGGTGCA AGOG TTTTAA GAAGTACTTC 2340 

TGCAIGGTCC C06ATTGTGA GGGCAOTACC TGGGA6CAGG GOOOCCTCTG CATCCATGTC 2400 

TACOGCXITGG ATAACTACTC GAGAGTTGTT TTCCCA6TGA CTTTCTTCTT CTTGAAT6TG 2460 

CTCTACTGGC TTGTTTGOCT TAACTT6TAG GTACCAGCTG GTACCCTGTO GGGCAACCTC 2520 

_ TCCAGTTCCC CAGGAGGXCC AAGCCCCTTO CX3^A6GGAGT TGGGG6AAA0 CAGCAGCAGC 2580 

50 AGCAGGAGCX3 ACTA6A6TTT TTCCT6CCCC ATTCCGCAAA CAGAA6CTTG GAGAQGGTTT 2640 

tf rcm i K J IG CCCCTCTCOC CTACCIG6CC CATTCACT6A GTTTTCTCAG CA6ACGATTT 2700 

CAAATTATTA ATAAATGGGC CACCTCCCTC TTCTTCAAG6 AGGATOCXvIG ATGCTCAGTG 2760 

rrCAAAAOCA CAGCCACTTA GTGATCAGCT CCCTAAAACC ATOGCTAAGT ACAGOOGGAT 2820 

TAGCTATCTT CCAACAATGC TGAOCACCAG ACAATTACTG CATTTTTCCA QAAGCCCACT 2880 

55 ATTGCCTTTO CAOTGCTTTC GGCCCAGTTC TGG0CTCA6C CTCAAAQTGC ACOGACTAGT 2940 

TGCTTGGCrA TAOCTGQCAC CTCATTAAGA TGCTOGGCAG CAGTATAACA 66AOQAAGA0 3000 

ATCCCTCTCC TTTGGTCAGA TTATTATGTT CTCAGTTCTC TCTCCCTGCT ACCCCTTTCT 3060 

CTGO^TAG ATAGACACTG GCATTATCCC TTTAGGAAGA GOGGGGGOCA GCAAGAGAGC 3120 

CTATTTGGQA CAGCATTCCT CTCTCTCTGC TGCTGTGACA TCTCCCTCTC CTTGCTGGCT 3180 

oO ccATcrrras tctgcactac caattcaatg cccttcatcc aatgggtatc tatttttgtg 3240 

TGTOATTATA GTAACTACTC CCTGCTTTAT ATGCCACCCT CTTCCITCTC TTTGAOOOCT 3300 

GTGACTCTTT CTGTAACTTT OOCAGTGACT TCCCCTAGCC CTGACCAGGC ACTAGGGCTT 3360 

GGTGACTTCC TGGGGCCAAO AAACTAAG6A AACTGGGCTT TGCAACAGQC ATTACT06CC 3420 

ATTGATTGGT GCCCACCCAG GGCACACTGT CGGAGTTCTA TCACTTOCTT GACCCCTGGA 3480 

65 CCCATAAACC A6TCCACTGT TATACGOGGG GCACTCTAAC CATCACAATC AATCAATCAA 3540 

ATTGCCTTAA ATTTGTAIGG GACTOGAACT TTGGCAAAGC ACTTTTGACn AGlTGIGICr 3600 

GATTGGAGCT TCATGATAGC CTTGTQACAT CTTTAGGGCA GGATTCTTAT OCCOITTTTG 3660 

CAGATGAAAA CCCTGAGTCA CAGATTTCTG TGGGACTGT6 GATCTCACTO GAAGCTATCC 3720 

„ AAGAQCCCAC TOTCACCTTC TAGACCACAT GATAGGGCTA GACAGCTCAQ TTCACCATGA 3780 

70 TTCTCTTCrO TCACCTCIGC T9GCACACCA GTGGCAAGGC CCA6AATGGC GAOCTCTCTT 3840 

TAOCTCAATT TCTGGGOCIQ AGGTGCTCAG ACTGCCCCCA AOATGAAATC TCTGCIOQCr 3900 

GTAQTAAOCC AGTGOAATGA ATTTGGACAT GCCCCAAT6C TTCTATATGC TAAGTOAAAT 3960 

CTGTGTCTGT AATTTGTTOQ GGGGTGGATA G66T6GGGTC TCCATCTACT TTTTGTCACC 4020 
ATCATCTGAA AIGGGGAAAT ATQTAAATAA ATATATCAGC AAAGC 

Seq ID NO: 616 Protein sequence 
Protein Accession #1 MP_068830.i 

1 11 21 31 41 51 

80 1 1 I I I I 

KByriDXlFS QTWYDERLCY NDTFESLVtN GNW8QUHIP DTPFRNSKRT SWSmSUQ 60 

MVRXYKDGKV LYTIRMTIDA GCSLHMUIPP KDSBSCPLSF SSFSYPEHEN lYKHENFKLB 120 

INEKNSHKLP QFDFT6VSNK TBIITTPVGD FHVMTZFFNV SRKFGyVAFQ NYVPSSVTTM 180 

LSHV8FWIKT BSAPARTSLO ITSVLTNTTL GTFSRXNPPR VSYITALDFY XAICFVPCPC 240 
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ALLBFAVLKIF IiIYNQTXAIUl SPKLRHPRIN SRAHARTRAR SRACARQEiQB AFVOQIVTTB 300 

6SD0EERPSC 8AQQPPSPGS PE6PRSLCSK LACCEHCKRF KK!rFCMVFDC E6STHQQGRL 360 
CIHVYRLDNY SRWFPVTFF PPNVLYWLVC LNL 

Seq ID NO: 617 DNA aequence 

Nucleic Acid Accession #: NM_004B64.1 

Coding sequence: 26.. 952 

1 11 21 31 41 SI 

I I I I 1 I 

0G6AACGA00 OCAACCTGCA CA6GCATGCC GGGGCAAGAA CTCAGGAOSG TGAATG6CTC €0 

TCAGATGCTC CTGGTGTTGC TGGTQCTCTC GTGGCTGCCG CATGGGGGCG CCCTGTCTCT 120 

GGCCGAGGCG AGCC6CGCAA GTTTCCCGGG ACCCTCAGAG TTGCACTCOG AAGACTCCAG 180 

ATTCaSAGAG TTGCGGAAAC GCTACGAGGA CCTGCTAACC AGGCTGCGGG CCAACCAGAG 240 

CTGGGAAGAT TCQAACACCO ACCTCGTCCC GGCXXXTTGCA GTCCGGATAC TCACQCCAGA 300 

AGTGGGGCTG GQATCC66CG 6CCACCT6CA CCTGGGTATC TCTGGG6C06 CCCTTCCCGA 360 

GGGGCTCCCC GAGGCCTCCC QCCTTCACCG GGCTCTGTTC OGGCTGTCCC G6AGGGG6TC 420 

AAGGTCXyrGO GAOSTGACAC GACCGCTGCX3 GCGTCAGCTC AOCCTTGCAA GACCCXrAAGC 480 

GCCCGCGCTG CACCTGCGAC TGTOQCCQCC GCOGTOGCAG TOGGACCAAC TGCTGQCAGA S40 

ATCTTCGTCC GCACGGCCCC AGCTGGAGTT GCACTTOCXSG CCGCAAGCOG CCAGGGGGCG 600 

CCGCAGAOGG CGTGG60SCA AOGGGGAOGA CTGTGOQCTG OGGOCGGGGC GTT6CTGCGG 660 

TCTGCACACG GTCGG06CGT C6CTGGAAGA CCTGG6CTG6 GCC6ATTGGG TGCTGTOGCC 720 

ACGGGAGGTG CAAGTGACCA TGTGCATOQG CG0GTG0CCX3 AGCCAGTTCC GQGCGGCAAA 780 

CATGCACX3CQ CAGATCAAGA C6AGCCTGCA CCGCCTGAAG CCCQACAOGG AGCCAGCXSCC 840 

CTGCT6CGTG CCCGCCA6CT AC3UVTCCCAT GGTGCXCATT CAAAAGACOG ACACCGGGGT 900 

GT06CTCCAG ACCTATGATO ACTTGTTAGC GAAAGhCTGC CACTOCATAT GAGCASTCCT 960 

QGTCCTTCCA CT6TGCACCT GCGGQGGOGA GGCOAOCTCA OTTOTCCTSC CXTTCTGaAAT 1020 

GGGCTCAAGG TTCCTGAGAC ACCOGATTCC TGCCCAAACA GCTGTATTTA TATAAGTCTG 1080 

TTATTTATTA TTAATTTATT GGGOTGACCT TCTTGGGGAC TCGGGGGCTG GTCTGATGGA 1140 

ACTGTGTATT TATTTAAAAC TCTGGTGATA AAAATAAAGC TGTCTGAACT GTTAAAAAAA 1200 
AAAA 

Seq ID NOt 618 Protein sequence 
Protein Accession «x NP_00485S.l 

1 . 11 21 31 41 51 

I I I I 1 I 

MPGQELRTVN 6SQMLLVLLV LSWLPHGGAL SLAEASRASP PGPSELHSBD SRFRELRKRY 60 

EDLLTRLRAN QSWEDSNTDL VPAPAVRILT PEVRLGSGGH IMLRISRAAL PEGLPEASRL 120 

HRALFRLSPT ASRSWDVTRP LRRQLSLARP QAPALHLRLS PPPSQSDQLL AESSSARPQL 180 

BIiHLRPQAAR GRRRARARNG DDCPLGPGRC CRLHTVRASL EDLGWADWVL SPREVQVTMC 240 

IGACPSQFRA ANMHAQIKTS LKRIiKPDTEP APGCVPASYN PMVLXQKXDT GVSLQTYDDL 300 

LAKDCHCI 

Seq ID NO: 619 DNA sequence 

NUcIeic Acid Accession #3 NM_003979.2 

coding sequence: 254.. 1357 

1 11 21 31 41 51 

I I 1 I I 1 

ATAACAGCAT GAAGIGCGGT G6AACTGGAA TAOOGSXGTC CTCTCCCTCa ACC CTCC CCC 60 

TCCTTGTCCC TCTOCTCACC CCTCGCTOGT TCCCTCCCTC GGGCGAOaQC CGCCTTTATA 120 

ACAACT6CTC AGAGTG06AO GGOGGGATAG CTGTCCAAGG TCTCOCCCAG CACTQAGGAQ IBO 

CTCX3CCTQCT GCCCTCTTGC GOGCGGGAAG CAQCACCAAG TTCACGGCCA ACGCCTTGGC 240 

ACTAGGGTCC AOAATGOCTA CAACAGTCCC TGATGGTTGC CGCAATGGCC TGAAATCCAA 300 

GTACTACAGA CTTTCTOATA AOOCXGAAGC TTGQGGCATC GTCCTAGAAA CGGTQGCCAC 360 

AGCOGGGQTT GTGACCTOGG TGGCCTTCAT GCTCACTCTC COGATOCTCG TCTGCAAGGT 420 

GCAGGACTCC AACAGGCGAA AAATGCTGCC TACTCAOTTT CTCTTCCTCC TGGGTGTGTT 480 

GGGCATCTTT GGCCTCACCT TOGCCTTCAT CATOGGACTG GACGGGAGCA CAGGGCCCAC 540 

ACOCTTCTTC CTCTTTG G GA TCCTCTTTTC CATCTQCTTC TCCTGCCTGC TGGCTCATGC 600 

TCTCAGTCTO ACCAAGCTGS TOCGGGGGAQ GAAOOCOCTT TCCCTGTTGG TGATTCTGGG 660 

TCTGGCOGTO GGCTTCAQCC TAGTCCAGGA TGTTATCSCT ATTGAATATA TTGTCCTGAC 720 

CATGAATAG6 ACCAACGTCA ATGTCTTTTC TQAGCTTTCC GCTCCTCGTC GCAATGAAQA 780 

CTTTGTCCTC CTGCTCRCCT AOGrrCCTCTT CTTGATGGOQ CTGACCTTCC TGATGTCCTC 840 

CrrCACCTTC TGTGGTTCCT TCAGGGGCTG GAAGAGACAT GGGGCCCACA TCTACCTCAC 900 

GATGCTCCTC TCCATTGCCA TCTGGGTGQC CTGGATCACC CTGCTCATGC TTCCTGACTT 960 

TQACCGCAGQ T6GGATGACA CCATCCTCAG CTCCGCCTTG GCTGCCAATG GCTGGGTGTT 1020 

CCTGTTGGCT TAT6TTAGTC CaGAGTTTTG GCTGCTCACA AAGCAACGAA ACCCCATGGA 1080 

TTATCCTGTT GAGQATGCTT TCTGTAAACC TCAACTOGTG AAGAAGAGCT ATGGTGTGGA 1140 

GAACAGAGCC TACTCTCAAG AOGAAATCAC TGAAGGTTTT GAAGAGACAG GGGACACX3CT 1200 

CIATGCOOCC XATTCCACAC ATTTTCAGCT GCAGAAOCAG CCTCCCCAAA AGGAATTCTC 1260 

CATCCCACG6 GCCCAG6CTT GGCCGAGGCG TTACAAAGAC TATGAAGTAA AGAAAGAGGG 1320 

CAGCTAACTC TGTCCTGAAG AGTGGGACAA ATGCAGCOGG GCQGCAGATC TAGCGGGAQC 1380 

TCAAAGGGAT GTGGGCGAAA TCTTGAGTCT TCTGAGAAAA CTGTACAAGA CACTACGGGA 1440 

ACAGTTTGCC TCCCTCCCAG CCTCAACCAC AATTCTTCCA TGCTGGGGCT GATGTGGGCT 1500 

AGTAAGACTC CAGTTCTTA6 AGGOQCTGTA GTATTTTTTT TTTTTTGTCT CATCCTTTGG 1S60 

ATACTTCTPT TAAGTGGGAG TCTCAGGCAA CTCAAGTTTA GACCCTTACT CTTTrrGTTT 1620 

GTTTTTTGAA ACAGGATCTT GCTCTGTCAC CCAGGCTTGA OTGCAOTGGT GCGATCACAG 1680 

COCAGTGCAG CCTC6ACCAC CTQTGCTCAA GCAATCCTCC CATCTCCATC TCCCAAAGTG 1740 
CTGG6ATGAC AGGOGTGAGC CACAGCTCCC AGCCTAGGCC CTTAATCTTG CTGTTATTTT 1800 
CCATGGACTA AAGGTCTGGT CATCTGAGCT CACQCXG6CT CACACAGCTC TAQGGGCCTG 1860 
CTCCTCTAAC TCACAGTGGG TTTTGTGAGG CTCTGTGGCC CAGAGCAOAC CTGCATATCT 1920 
GASCAAAAAT AGCAAAAGOC TCTCTCAGCC GAdGGGCTG AATCTACACT GGAAGCCAAC 1980 
TTGCIGGCAC CCCO S CTC C C CAACCCTTCT TGGCTGGG1A GGAGAGGCTA AAGATCACCC 2040 
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TAAATTTACT CUTCTCTCTA tflX i CA' U OCIC AOiTTOGEQCC TCAGCAOCTC CXXAGCAOOl 2100 
ATTCftCWSGT CACCCCTCTC TTCTTGCACT GTCCCCWVAC ITSCTGTCAA TTCC50AGATC 2160 
TAATCTCCCC CTAOGCTCTO CCAGGAATTC TTTCAGACCT CACTAGCACA AGCCOGGTTG 2220 
CrcCTTGTCA GGAGAATTTG TAGATCATTC TCACTTCAAA TTCCTOGOGC TGATACTTCT 2280 
CTCATCTTGC ACCCCAACCT CTGTAAATAO ATTTACOGCA TTTAOGGCTG CATTCTQTAA 2340 
OTGG6ATGG TCTOCTAATO GAGGAGTGTT CRTTQTATAA TAAGTTATTC AOCTGAGTAT -2400 
QCAATAAAOA TGTGGTG G CC ACTCTTTCAT GOIOGTGGCA GOMAAAAA AAAAAA 

Seq ID NO: 620 Protein sequence 
Protein Accession #: KP_003970.1 

1 11 21 31 41 51 

I ) 1 1.1 I 

MATTVPDGCR NGLKSKYYRL CDKAEAWQIV LETVATAGW TSVAFMLTLP ILVC3CVQDSN 60 

SRKMLPTQPL FL1.0VLQIFQ LTFAFZIOIiD QSTGPTRFFL F6ILPSICFS CLLAHAVSLT 120 

KLVRGRXPLS LLVXIiOLAVO FSLVQDVZAX BYIVLTMNRT NVNVF8ELSA FRfiMEDPVLL 180 

LTYVLPLMAL TFU4SSFTFC 6SFTGWKRHG AHZYLTHLLS ZAIWVANZTL ZMLFDFDRRH 240 

DDTZLSSAIA ANCWVPLIiAY VSPBFNLLTK QRNPMDYPVB DAFCKPQLVK KSYQVBNRAY 300 
SQEBZTQ6FE BTGDTLyAPY STHFQLQNQP PQKBFSZPRA BANPSFYKDY BVKKEOS 

Seq ZD NO I 621 DNA sequence 
Nucleic Acid Accession fit NM_002423.2 
Codii^ sequence t 4B . . B51 

1 11 21 31 41 51 

i I I I I 1 

ACCRAATCRA CCRTAGGTCC AAGAACAATT 6TCTCTGGAC 0GCA6CTAT0 CQACTCACOO 60 

TGCTGTGT6C TGTGTGCCTO CTGGCTC3GCA GCXTTGGCCXrr QGOGCTGCCT CASGAGGGGG 120 

GAOGCATGAG TQAGCTACAO TGGOAACAGQ CTCAGGACTA TCTCAAQAGA TTTTATCTCT IBO 

ATGACTCAGA AACAAAAAAT GCXAACAGTT TAGAAGCCAA ACTCAAGGAO ATGCAAAAAT 240 

TCTTTG6CCT ACCTATAACT GGAATGTTAA ACTOOGQOQT CATAGAAAIA ATGCAOAAOC 300 

CCA6ATOTGG AOTGCCAGAT GTrGGAOAAT ACTCACTATT TGCAAATAOC CCAAAATGOA 360 

CTTCCAAAGT GGTCACXTTAC AGQATCQTAT CATATACTCG AGACTTACCX3 CATATTACAG 420 

TGGATCGATT AGTGTCAAAG GCTTTAAACA TGTGGOGCAA AGAGATCCXX: CTGCATTTCA 480 

GGAAA6TTGT ATGG6GAACT GCTOACATGA TOATTOGCTT TG06CX3AGQA GCTCATGOGQ 540 

ACTCCTACOC ATTTGATGQO CGAGGAAACA OQCTGGCTCA TGCCTTT60Q CCTGGGACAG 600 

GTCTOGGAGG AGATGCTCAC TT06ATGAGG ATGAACXXTTG GAGOGATGGT A6CAGTCTA6 660 

GGATTAACTT CCTGTATGCT 6CAACTCATO AACTTGGCCA TTCTTTOGGT ATGGGACATT 720 

CCTCTGATCC TAATGCAOTO ATOTATCCAA CCTATGGAAA TGOAQATCCC CAAAATTTTA 780 

AACTTTCCCA GGATGATATT AAAG6CATTC AGAAACTATA T6GAAA6A6A AGTAATTCAA 840 

GAAAGAAATA GAAACTTCAO GCAQAACATC CATTCATTCA TTCATTGQAT TGTATATCKr 900 

T0TT6CACAA TCAOAATTGA TAAGCACTGT TCCTCCACTC CATTTASCAA TTATGTGAGC 960 

CTTTTTTATT GCAOTTGaTT TTTQAATOTC TTTCACTCCT TTTATTGOTT AAACTGCTTT 1020 

ATGGTGTGAC TCTGTCTTAT TCCATCTATQ AGCTTTGTCA GTGCGOSTAG ATGTCAATAA 1080 
ATOTTACATA CACAAATAAA TAAAATGTTT ATTOCATGGT AAATTTA 

Seq ID NOs 622 Protein sequence 
Protein Accession #t NP_002414.l 

1 11 21 31 41 51 

I I I 1 I I 

MRLTVLCAVC IiLFQSLALPL PQEAGGMSEL QWBQAQDYLK RFYLYDSETK NANSLEAKLR 60 

EMQKPFGLPI TGMLNSRVIB IMQKPROQVP DVABYSLFPM SPKWTSKWT YRIVSYTRDL 120 

PHITVDRLVS KALMMW6KEX PLHFRKWHG TADIMIGFAR GAHOTSYPFD GPGNTLAHAP 180 

APGTGI^GGDA HFDEDERWTD OSSLOINFLY AATHEUSISL GMSilSSDPNA VMYPTYGN6D 240 
PQNFKLSQDD ZKOZOKLYOK RSNSRKR 

Seq ID NO I 623 DNA sequence 

Nucleic Acid Accession NM_031457,1 

Coding sequencei 204.. 956 

1 11 21 31 41 51 

11)111 

AAACAGGAAA TAAATACGAA TGAAACTGAG CTCTAAGCAG CATGTAACCT GGCXTTGCATC 60 

QUSGAAATAO AOQACTTCGO ATCCTTCTAA CX:CTACCACC CAACTG6CCC CAGTACATTC 120 

. ATTCTCTCAO GAAAAAAAAC AA8GTCCGCA CAGCAAA6AA AASGAATAGG ATCAAOAGAT 180 

ACQTGGCT6C TG6CAGA6CA AGCATGAATT CXSATGACTTC AGCAGTTC06 GTGGCCAATT 240 

CTGTGTTGGT GOTGGCACCC CACAATGGTT ATCCTGTGAC CCCAGGAATT ATGTCTCACG 300 

TOCCCXTCTA TCCAAACAOC CAflCOQCAAO TC3CACCTAGT TCCTOGGAAC CCACJCTAOTT 360 

TGGTGTCGAA TGTGAATGGG CAGCCTGTGC AQAAAOCTCT GAAAGAAGQC AAAACCTTGQ 420 

GGGCCATCCA GATCATCATT GGCCTGGCTC ACATOGGCCT GQGCTOCATC ATGGOGAOGO 480 

TTCTOGTAGG GGAATACCTG TCTATTTCAT TCTAOOGAGG CTTTCOCTTC TGGGGAGGCT 540 

TGTGGTTTAT CATTTCAGOA TCTCTCTCXX3 TGGCAGCAGA AAATCAOCCA TATTCTTATT 600 

GCXrrGCTGTC TGGCAGTTTO GQCTTGAACA TCX3TCAGTGC AATCTGCTCT GCAGTTGGAG 660 

TCATACTCTT CATCACAGAT CTAAGTATTC CCXJ^CCCATA TQCCTACCOC GACTATTATC 720 

CTTAOGCCTG GGOrXSTGAAC CCTGGAATGO OQATTTCTGG CQTGCTGCTG OTCTTCZGCC 780 

TCCTGGAGTT TGGCATOGCA TGCGCATCTT CCCACTTTGG CTGCCAGTTQ GrTCTGCTOTC 840 

AATCAAGCAA TGTGAGTGTC ATCTATCCAA ACATCTATGC AGCAAACCCA GTQATCACCC 900 

CAGAACCG6T GACCTCACGA CCAAGTTATT CCAGTQAGAT CCAAGCAAAT AAGTAAGGCT 960 

ACAGATTCTG GAAGCATCTT TCACTGGGAC CAAAAQAAGT CCTCCTCCCT TTCTOOSCTT 1020 

CCATAACCCA GGTCGTTCCT QTTCTGACAG CTQAGGAAAC GTCTCTCCCA CTGTTTGTAC 1080 

TCTCACCTTC ATTCTTCAAT TCAGTCTAGG AAACCATGCT GTTTCTCTAT CAAGAABAAO 1140 

ACAOAOATTT TAAACAGATG TTAAOCAAOA OaOACICCCT AGGQCACATG CA7CACCACA 1200 

TATGTGG G CA TGCAGCCTCT GGGGCCTTGO CACACACACA TTGGTGTGCT CTGCTGCATG 1260 
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TGAGCTTGT6 GGTTAGAGQA ACAAATATCT AGACATTCAA TCTTCACXCT TTCAATTQTO 1320 
CATTCATTTA ATAAATAC3AT ACTGAGCATT CAAAAAAAAA AAAAAAAAA 



Seq ID NO: 624 Protein sequence 
5 Protein Accession #: NP_113 645.1 

1 11 21 31 41 51 

I I I I I 1 

WNSMTSAVPV AMSVLWAPH NGYPVTPGIM SHVPLYPNSQ PQVHLVPGNP PSLVSNVNC3Q 60 
10 PVQKALKBGK TLGAIQIIIG LAHIGLGSIM ATVLVGEYLS ISFYGGPPFW GGLWFIISGS 120 
LSVAAENQPY SYCLLSGSLG LNIVSAICSA VGVILFITOL SIPHPYAYPD YYPYAWGVHP 180 
GMAISGVLLV FCLLEFGIAC ASSHFGOQLV COQSSNVSVI VPNIYAANPV ITPEPVTSPP 240 
SYS8EXQANK 

15 Seq ID NO: 625 DNA sequence 

Nucleic Acid Accession #s NM_005221.3 
Coding sequence: 1..870 

1 11 21 31 *1 51 

20 I I I I I 1 

ATCACAGGAG TGTTTGACAG AAGGGTCCCC A6CATCCGAT CCG60GACTT CCAAOCTOGG 60 

TTCCAGACOT CC6CAGCTAT QCACCATCCO TCTCAGGAAT CQCCAACTTT GCCC3GAGTCT 120 

TCAGCTACCG ATTCTGACTA CTACAGCCCT ACGGGGGGAG CCCCGCACGG CTACTGCTCT 180 

CCTACCTCGG CTTCCTATGO CAAAGCTCTC AACCCCTACC AGTATCAGTA TCACGGOSTG 240 

25 AACGGCPOCG CCGGGAQCTA CXXa«3CCAAA GCTTAT6CCXS ACTATAGCTA CGCTAGCTCC 300 

TACCACCAGT ACGGCGGCOC CTACAACXX3C OTCCCAAGOT GCACCAAGCA OCCAGAGAAA 360 

GAAGTGACCX3 AGCCCGAGGT GAGAATGGT6 AATG6CAAAC CAAMAAAGT TC3OTAAAC0C 420 

AGGACTATTT ATTCCA6CTT TCAGCTGGCC GCATTACAGA GAAGGTTTCA GAA6ACTCAG 480 

TACCTCGCCT TGCCGGAACG OOCXXSftQCTO QCX3GCCTCGC TGGGATTGAC ACAAACACAG 540 

30 GTGAAAATCT GGTTTCAGAA CAAAAGATCC AAGATCAAfiA AGATCATOAA AAACXSGOGAQ 600 

ATGCCCCCX3G AGCACAGTCC CAGCTCCAOC GACCCAATOQ CGTGTAACTC GC06CAGTCT 660 

CCAGCQQTOT GGGAGCCCCA GGGCTCGTCC CGCTCGCTCA G0CMX3^00C TCATGCCCAC 720 

CCTCCGACCT CCAACCAQTC CCCAQC3GTCC AGCTACCTGO AGAACTCTGC ATOCTGGTAC 780 

ACAAfflGCAG CCAGCTCAAT CAATTCCCAC CTGCCOCOQC OGGOCTCCTT ACAGCACCGQ 840 

35 CTGGCGCTGG CCTCCGGGAC ACTCTATTAG 



Seq ID NO: 626 Protein sequence 
Protein Accession #t NP_005212.1 

40 1 11 21 31 41 51 

HTGVFDRRVP SIRSGDE^AP FQTSAAMHHP SQESPTLPBS SATOSDYYSP TGGAPflOYCS 60 

PTSASYGKAL NPYQYQYHGV NGSAGSYPAK AYADYSYASS YHQYGGAYNR VPSATNQPEK 120 

EVTEPEVRMV NGKPKKVRKP RTIYSSFQLA ALQRRFQKTQ YIALPERAEL AASLGLTQTQ 180 

45 ViCIHFQNKRS KIKKIMKNGB MPPEHSPSSS DPMACMSPQS PAVWEPQGSS RSLSHHPHAH 240 
PPTSNQSPAS SYLENSASWY T8AAS8XMSH LPPFGSLQHP LALA8GTLY 



Seq ID NOs 627 DNA sequence 
Nucleic Acid Accession #; NM_014420 
50 Coding sequence: lia..792 

1 11 21 31 41 SI 

GCACGAQAGA CGAOGTGCTG AGCTGCCAGC TTAGTGGAAG CTCTGCTCTG GGTGGAGAGC 60 

55 AGCCTCGCTT TGGTGAOGCA CAGIGCTGGO ACCCTCCAGQ AQCCCOGGQA TTOAAGGATG 120 

OTGGCGGCOG TCCTGCTGGQ 6CTGAGCTGG CTCTGCTCTC CCCrGGOAGC TCTGGrCCTG 180 

GACTTCAACA ACATCAGGAfi CTCTGCTGAC CTGCATGGG6 CCOGGAAGGG CTCACAGTGC 240 

CTGTCTGACA CGGACTGCAA TACCAGAAAG TTCTOCCTCC AGCCCCGOGA TGAGAAGCCG 300 

TTCTGTGCTA CATGTOGTGG GTTGOGGAGG AQGTGCCAGC QAGATGCCAT QTOCTGCCCT 360 

60 GQGACACTCT GTGTCAACGA T G TTTGTACT AC6ATGGAAG ATGCAAOCCC AATATTAGAA 420 

AGGCAGCTTG ATOAGCAAGA TQGCACACAT GCAGAAGGAA CAACTGG6CA GOCAGTCCAG 480 

GAAAACCAAC CCAAAAGGAA GCCAAOTATT AAGAAATCAC AftOGCAGOAA GGGACAAGAG 540 

GGAGAAAGTT GTCTGAGAAC TTTTGACTGT GGCCCTGGAC TTTGCTGTGC TCGTCATTTT 600 

TGGACGAAAA TTTGTAAGCC AGTCCTTTTG GAGGGACAGG TCTGCTCCAG AAGAGGGCAT 660 

65 AAAGACACT6 CTCRAGCTCC AOAAATCTTC CAOCGTTGOQ ACTGTQGCCC TGGACTACTG 720 

TGTCQAAGCC AATTGAlOCftG CRATOGGCWJ CRTGCTOGAT TAAGftOTATQ CCAAAAAATA 780 

GAAAABCTAT AAATATTTCA AAATAAAGAA GAATCCACAT TGCAAAAAAA AAAAAAAAAA 840 
• A 

70 Seq ID NO: 628 Protein sequence 
Protein Accession #s !IP_0S5235 

1 11 21 31 41 51 

I I 1 ' ^ ' 

75 MVAAVLLGIiS WLCSPLGALV UDPNNIRSSA DLHGARKGSQ CLSDIDOiTR K FCmPRDBK 

PFCATCRGLR RROQRDAMCC PGTI*CVHDVC TTMHJATPIL ERQU)BQDGT HftBSTTGHPV 

QENQPXRiCPS IKKSQGRK6Q BGBSCLRTFD 0SPC3LCCARR FWTKICKPVIi LEGQVCSSRO 

HKDTAQAPBI PQRCDOGPGIi IiCRSQLTSNR QHARLKTOQK IBKIi 

80 Seq ID NO: 629 DMA sequence 

Nucleic Acid Accession #: KM_002448.1 
Coding sequence: 241.. 1134 

1 11 21 31 41 51 



60 
120 
180 
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GCXSGGAGTGC TCCCX3GGAAC TCTGCCTGCQ OGQOGGCAGC GACOQOAGGC CAOQCOCAGC 60 

A0GC06GAGC TGOeXTTGCT Q GGGAGGC3G00 GOAOGOGOOC GCGGGAGGGT CCOCCXSSGCC 120 

AGGCOXOGG CCXTTCGCAGA GGCCX3GC0GC GCTCCCRGCC CGCCOGGAGC CCATOCOCQQ 180 

CGGCTOOCCA OTOCTQOGQC AGAAGGGGGO GCCOGQCTCT GCATGGCCOC OGCTOCTQAC 240 

ATGACTTCTT TGCCACTCGQ TGTCAAAGTQ GAGGACTOOO OCTTOOQCAA GCOGGCOGQO 300 

GGAG60GCGG GOCAOGCCCC CAGC6C06CC G0GGCCAO80 CAGCQ30CAT OGG060GGAC 360 

GAGGAGGGGG CCAAGCCCAA AGTGTCCCCT TOGCTCCTGC CCTTCAGOGT GGAGGO GCTC 420 

ATCOCOGACC ACAGGAAGCC GGGGGCCAAG GAGAGCQOCC TGQOQCCCTC CQAGGGOrrG 480 

CAGGCGGCGG GTGGCTCGGC GCAGCCACTQ GQGGTCCX3GC CgGQQTOOCT GGQAGCCCCX3 540 

GACSGOBOCCT CTTCGCCX5CG GCOGCTOGGC akTTTCTOGO TGGGGQ6ACT CCTCAAG CTQ 600 

GCAQAAQATQ OOCTOGTCAA AGCOQAGAGC CC06AGAAGC OOGAGAGGAC CCGGTG6ATG 660 

CAOAQCOCGC OCTTCTCCOC GCOGCOGGCC AGGOSGCTGA GCCCCCCAGC CTGCAOCCTC 720 

G6CAAACACA AGAOSAACOG TAAGCOGCGO AOGCCCTTCA CCACXX3CGCA QCT GCTCGO Q 780 

CTGOAGOQCA AGTTC06CCA GAAQCAGTAC CTOTCCATOQ C0GAG0606C GGAGTTCTOC 840 

AGCTOOCrCA GCCTCACTGA GACX3CAGGTG AAGATATGGT TCCAGAACCG CGGGGCCAAO 900 

GCAAAGAGAC TACAAGAGGC AGAGCTGGAG AAGCTGAAGA TGGCCGCCAA GCCCATGCTG 960 

CCACOGGCTG OCTT0G6OCT CTCCTTCCCT CTOGGOCSGOC COGCAGCTQT. AOOGGCCX30G 1020 

GCGGQTGC CT GOCTCTAOGQ TQCCTCXGGC CCCTTCCAGC 60GCCX3CGCT GCCTGTGGOG 1080 

OCOOTCQGAC TCTACAGGGC CCATGTGGGC TACAGCATGT ACCACCTGAC ATAGAQ GOTC 1140 

CCAGGTCCCC ACCTGTGGGC CAGCOGATTC CTCCAGOCXTT GOTGCTGTAC OCC OQAQ QTO 1200 

CrCCOCTGCr GGGCACGGCC AGCOGCCTTC CCTTTAACCC TCACACTGCT CCAGTTTCAC 1260 

CTCTTT OC TC CCTOAGTTCA CTCTOCX5AAG TCTGATCCCT GCX»AAAAGT GGCTGGAAGA 1320 

OTCCCTTAaX ACTCTTCTAG CSITTTAGATC TACACTCTOQ AGTTAAAGAT GGGGAAACTO 1380 

AGGGC3VQAGA GGTTAACAGA TTTATCTAQQ GTCXXX3W3CA GAATTQACAO TTGAACAGAQ 1440 

CTAGAGQCXyv TGTCTCCTGC ATAGCTTTTC CCTGTCCTGA CACCAGQCAA 6AAAAG0GCA 1500 

GAQAAATOGG TGTCTQACGA TTTTGGAAAT GAGAACAATC TGAAAAAAAA AAAAAAAAAA 1560 

AAAAAAAAAA OAAAAGAGAA AAAAAAGACT AGCCA6CCA9 QAAGATGAAT CCTAOCTTCT 1620 

TCCATTGGAA AATTTAA6AC AAGTTCAACA ACAAAACATT TOCTCTGGGG GGCA6GGAAA 1680 
ACACAGATGT OTTGCAAA6G TAGGTTGAAG GGA 

Seq ID NOs 630 Protein sequence 
Protein Acceesion #: NP_002439.1 

1 11 21 31 41 51 

1 I I 1 1 I 

KTSLPLGVKy EDSAFGKPAQ OGAGQAPSAA AATAAAMGAD EEGAKPKVSP SLLPPSVEAL 60 
HADHRKPOAK ESALAP8B6V QAAG6SAQPL GVPPGSLGAP DAPSSPRPLG HFSVGOLLKI> 120 
PBDALVKAB8 PEZCPERTPKM Q8PRPSPPPA RRLSPPACTL RXHKTHRKPR TPFTTAQLLA 180 
X4ERKFRQKQy LSIAERAEFS SSLSLTSTQV KIWFQMRSAK AKRLQEAELG KLKMAAKPML 240 
PPAAPSLSPP LGGPAAVAAA AOASLYGASG PPQRAALPVA PVGLYTAHVO YSKSfHLT 

8eq ID NO: 631 OHA sequence 

Nucleic Acid Accession ffi NH_002557.1 

Coding sequence: 13.. 2 04 9 

I 11 21 31 41 51 

I I I I I 1 

CAGAGGATTO AGATGTOGAA GCTQTTOCTG T6GGTTGGGC TGGTTCTTGT GCTGAAACAC 60 

CACGATGGTG CTGCCCATAA ACTOGTGTGT TATTTCACCA ACTGOGCACA CyvOTCGGCCA 120 

GGCCCTGCCT CGATCTTGCC CCATOACCTO QAOCXJCTTTC TCTGCACCX3V CCTQATATTT 180 

GCCTTTGCXrr CAATGAACAA CAATCAGATT GTTGCTAAGG ATCTOCAGOA TGAGAAAATT 240 

CTCTACCCAO AGTTCAACAA ACTAAAGGAG AGGAACAGAG AGCTQAAAAC ACTAC TGTCC 300 

ATOOGOGGGT GGAA C TTT GO CACCTCAAGA TTCACCACTA TGTTGTCCAC ATTTGCCAAC 360 

OQTGAAAAGT TTATTQCTTC AGTTATATCC CTTCTGAGGA CACATQACTT TGATG GTCTT 420 

GACCTTTTCT TCTTATATCC TGGACTAAGA GGCAGCCOCA TGCATGACOG GTGGACTTTT 480 

CTCTTCTTAA TTGAAGAGCT CCTGTTTGCX: TTCCGQAAGO AGGCACTGCT CACCATGCXX: 540 

CC6AGGCTGC TGCTGTCTG C TGCTOTTTCT GGGGTGCCAC ACATCGTCCA AACATCCTAT 600 

GATOTGOOCT TTCTAGGAAO ACTCCTGGAT TTCATCAATO TCTTGTCTTA TGACTTACAT 660 

GGAAGTTGGG AAAGGTTCAC AGQACATAAT AGCCCCCTCT TCTCTCTGCC TGAAGACCCC 720 

AAATCTTCGQ CATATGCTAT QAATTATTGG AGAAAQCTTO GGGCACCCTC AGAGAAGCTC 780 

ATCATGOOOA TCCCXaCCTA TGGACGTACC TTTOGCCTCC TCAAAQCCTC TAAGAATG6G 840 

TTGCAOOCCA GAGCXSATOSO ACCAGCATCT GCAGGGAAGT ACACCAAGCA AGAAGGCTTC 900 

TTGGCTTATT TTGAGATTTG TTCCTTTGTC TGGGGAGGGA AOAAOCACTO GATTGATTAC 960 

CAGTATGTCC OOTATGCCAA C3UVGGGGAAA GAGTGGGTTG GCTATGACAA TGCCATCAGC 1020 

TTCAGTTACA AGQCATGGTT TATAAGGCGA GAGCyVTTTTG GGGGOGCCAT GGTOTGGACA 1080 

TTGGACATGG ATGAOGTCAO GGGCAOGTTC TOIGGCAClG GCtXTlTl^CCC CCTT QTCTA C 1140 

GTATTGAATG ATATGCTGGT GOOGGCTGAO TTCAGTTCAA CTTCTTTAOC ACAATTTTGG 1200 

CTOTCATCTO CTOTQAATTC TTCAAOCACT 6ACCCTGAAA GGCTGGCTGT GA0C3W:GGCA 1260 

TCGACCACTQ ATAGTAAGAT TTTGCCCCCA GGAGGAGAGG CTGGGGTCAC TGAGATCCAC 1320 

GGAAAGTGTG AAAATATGAC TATAACCCCT AGAGOTACAA CTQTGACCCC TACAAAGGAA 1380 

ACIGTATCCC TTOGAAAGCA CACTOTAOCT CTAGGAGAOA AGACTGAGAT CACTGGGGCA 1440 

AXOAOCATGA CTTCTGTGGO TCATC A OTO C ATGACOOCTG GAGA6AAGGC GCTOAOOCCT 1500 

GTGGOTCATC AATCTGTGAC CACTGGACAG AAGACCXTQA OCTCTQTGGO TTATCAGTCT 1560 

GTOACCCCTG QGGAAAAGAC CCTGACOCCT GTGGQTCATC AGTC TQTQ AC CCCTOTGAGT 1620 

CATCAGTCTQ TGA6CCCTG0 AGGAAOGACT ATGACCXXTO TCCATTTTCA GACTGAGACX: 1680 

CTTAGACAGA ATACAGTGGC COCTAGAAGG AAGGCTGTGG CCCGTGAAAA GGTGACTGTC 1740 

OOCTCCAGAA ACATATCAGT CACCOCTGAA GGGGAOACTA TGOCTTTAAO AGGGGAGAAT 1600 

TTOACrrCTG AGGTGGGCAC TGACGCCAOG ATOOQTAACT TOOGTCTTCA GATGGAAGCT 1860 

GAAAACAGGA TGATGCTGTC CTCCAGCCXr GTCATCCAGC TCOOGGAACA AACTCCTCTA 1920 

' GCTTTTGACA ACOGCTTTGT TCCCATCTAT GGAAACCATT CCTCTOTCAA CTCAOTAACC 1980 

CCTCAAACAA GTCCTCTTTC TCTAAAAAAA QAAATCCCAG AAAAC TCTGC TGTGGAT6AA 2040 

OAAGCCTAAO aXXri^TOGT GTCAGAAAOC AGGOAAAACC CTTOTCTTTT CTTCTAAOTO 2100 

ACATGTTGGA AGCCTTCTCA TCCOGGGGCA AAGCAGQCAT CAAAACCAGA ATAG6CCAAT 2160 
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CrCTTTTCCA TTAAATAAAC TGTAAACACA AGAAOCCA. 



Seq ZD MOi 632 Protein sequence 
^ Protein Accession #: NP_002S48.1 

1 11 21 31 41 51 

I I I I I 1 

MWKLLLHVGL VLVLKHHDGA AHKLVCYFTN WAHSRPGPAS ILPHDLDPPL CTHL1PAFA9 60 

MNNNQIVAKD LODEKILYPE FNKLKERNRE LKTLLSIGGW NPGTSRFTTM LSTFANREKF 120 

10 lASVISLLRT HDFDGIiDLFP LYPOLRGSPM HDRWTFLFLI BELLFAFRKE ALLTMRPRLIi 180 

LSAAVSGVPH IVQTSYDVRF U6RLLDFINV LSYDLHGSWB RFTGHHSPLF SLPEDPKSSA 240 

YAMNYWRKLG APSEKLIMGI PTYGRTFRLL KASKNGLQAR AIGPASPGIOf TKQBGFLAYF 300 

EZCSFVH6AK KHWIDYQYVP YANKGKEWVG YDNAISFSYK AWPIRREHFG GAMVWT LDMD 360 

JJVRGTF0GT6 PFPLVYVLND ILVRAEFSST SIiPQPWLSSA VNSSSTDPER lAVTTAWTTD 420 

15 SKILPPGGEA GVTEIHGKCE NMTITPRGTT VTPTKETVSL GKHTVALGBK TEITGAMTMT 480 

SVGHQSMTPG EKALTPVGHQ SVTTGQKTLT SVGYQSVTP6 EKTLTPVGHQ SVTPVSHQSV 540 

SPGGTTMTPV HFQTETLRQH TVAPRRKAVA REKVTVPSRN ISVTPEGQTM PUK3EHLTSB 600 

VGTHPRMGNL GLQMEABIRM MLSSSPVIQL PEQTFZAFDN RFVPIY6KHS SVNSVTPQTS 660 
PLSLKKBIPB NSAVDEBA 

20 

Seq ID NO: 633 DMA sequence 

Nucleic Acid Accession #: NM_003e8S.l 

Coding sequence: 98.. 1021 

25 1 11 21 31 41 51 

1)1)11 

AAACTCaWSAA TTTTOGOGGQ CTCGGTGAGC GGTTTTATCC CTCCXSGOOGG CAQGCTGGGC 60 

QCAGG6QGG8 AOCCCCCGCC CGGCGCGCAG CAQCACCATG GGCACGGTGC TGTCCCTGTC 120 

TCCXaGCTAC OGGAAGGCCA CGCTGTTTGA GGATGGCGCG GCCACCX3TQG GCCACTATAC 180 

30 GGCCQTACAG AACAGCAAGA AC6CCAAGGA CAAGAACCTG AAGCGOCACT CCATCATCTC 240 

CGT6CTGCCT TGGAAGAGAA TCX5TGGCX3GT GTCX3GCX»Aa AAGAAGAACT CCAAGAAGGT 300 

GCA6CCTAAC AGCAGCTACC AGAACAACAT CACQCACCTC AACaWTOAQA ACCTGAAGAA 360 

OTGOCTOTOQ TGCGCCAACC TGTCCAOlTT CGCCCAGCCC CCACOQQCCC AGCCGCCTGC 420 

ACCCCCGQGC AGCCAGCTCT OGGGTTCCCA GACOGGGGGC TCCTCCTCAG TCAAGAAAGC 480 

35 CCCrCACCCT GCCGTC3VCCT CCGCAGGQAC GCCCAAACGG GTCATOGTCC AGGCGTCCAC 540 

CAGTGAGCTG CTTCGCTGCC TGGGTGAGTT TCTCTGCCQC GGGTOCTAOC GCCTGAAGCA 600 

CCTGTCXXXX: ACGGACCCCG TGCTCTGGCT GCGCAGCGTO GAC0GCTC6C TGCTTCTGCA 660 

GGGCTOGCAG GACCAGGGCT TCATCACGCC GGCCAACGTG GTCTTCCTCT ACATGCTCTG 720 

CAGQQATGTT ATCTCCTCCG AGOTQGGCrC GGATCACGAG CTCCAGGCOG TCCTGCTGAC 780 

40 ATGCCTGTAC CTCTCCTACT CCTAC31TGGG CAACGAGATC TOCTACCCQC TCAAGCCCTT 840 

CCTOGTGGAG AGCTGCAAGG AGGCCTTTTG GGACOOTTGC CTCTCTGTCA TCAACCTCAT 900 

GAGCTCAAAG ATQCTGCAGA TAAATGCCGA CCXACACTAC TTGACACAGQ TCTTCTCOta 960 

CCTGAAGAAC GAGAG0G6CC AGGAQSACAA OAAGOOaCTC CXCCTA9GCC TGGATOQGTO 1020 

AGCACTOTAG CCTGCX3TCAT GGCTCAAGGA TTOVATGCAT TTTTAAOAAT TTATTATTAA 1080 

45 ATCA6TTTTG TGTACAG 



Seq ID NOs 634 Protein sequence 
Protein Accession #i NP_003876.1 

50 1 11 21 

I I I 

MGTVLSLSPS YRKATLFEDG AATVGHYTAV 
KKKNSKKVQP NSSYQMNITH LNNENLKKSL 
GSSSVKKAPH PAVTSAGTPK RVIVQASTSB 
55 VDRSLLLQGH QDQGFITPAN WFLYMLCRD 
ISYPLKPFLV BSCKBAFHDR CLSVIMIiHSS 
LLLGLDR 



31 41 51 

I I I 

QKSKMAKDKN LKRHSXISVL PHKRIVAVSA 60 

SCANLSTFAQ PPPAQPPAPP ASQLSGSQTO 120 

LLRCLGEPLC RRCYRLKHLS PTDPVLWLRS 180 

VX8SEV6SDK ELQAVLLTCL YLSYSYMGNE 240 

KMLQIKADPH YFTQVPSDUC NESGQEDKKR 300 
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gltfCsipfcHisiii A33 (transmembrane) 
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matrix metaOoprotdnase 1 (inteisSSa) 
mamx metaiioprotetnase i (inteisiiQai 
sohits carrier fardly 7, (caBonic amkio 
Thrombospondn 1 

bihlUn, beta A (acQvin A, acSvfn AB a 
cartilage oQgomeiic matrix protein (pso 
hypothetical protein BO014245 
trefoO foctor 1 (txaast cancer, estroge 
Adlican 

Homo sapiens cONA RJ1 1041 lis. done PL 

KIAA1886 protein 

secreted fnzzlecMelated protein 4 

matrix metanoprotdnasa 1 1 (stromely^ 

TrBnsmeml)rane piotease, serine 3 

tfsnscripBon factor APj alpha 

smaD inducifals cytoUns sutifBR^y A (Cy 

cadtierin 17. U cadherin (Hver-faitesGn 

^B3 

caudai ^ype bomeo IxK transcftpSon foct 
suppresdon of tumorigarid^ 14 (ooIor 
Predicted gene: Eos doned; secreted w/V 
Predicted gene: Eos doned; secreted w/V 
3UTR of: dead ringer (DnisQpti0a)-rke 
ESTs, WeaMy similar to S69890 mitogen I 
achaetD«cule ONnpIfix (DrasophOa) homd 
hypotheOcal prot^ FU20315 
nudear factor (erythroldKlerivad 
EphB2 

c^ target JP01 

spondln 2, extracellular matrix protein 
transmembrane protease, serine 4 
sdute canter fsivA)/ 7 (caSortic an^o 
IcaSDveinIO 

Homo 8^»ens, Similar to RIKEN cDNA 2010 

regenerating gene type IV 

Kypothetica! pnMi. XP.0S1860 (KIAA119 

putative 6 protein^oupied receptor 

prominin (mouseHdee 1 

mudn 13. epilheSai transmembrane 

eptregdin 

serine/lhreontne Idnase 15 

cysteine knot superfiannBy 1,8MPantagon 

putaSveGPCR 

InteriaukinS 

ATPase, Class I. type 8B, member 1 

sema dom^ immunogtotHiQn domain (Ig), 

ubiqoffifl canfar ptotsbi E2C 

ER01 (S. oeravlstaeHOce 

r^nolc add receptor rasponder (tazaro 

smaB {nductUe cytddne subfamily B (Cy 

ESTs. \AteaUy simOar to S72462 hypotheti 

mannoss iBoeplor, C^fpe 1 

ESTs 

hypotheQcalprotainFU23049 
hypothetical protdn FU23049 
smaS faidudbte cytokine subfamly A (Gy 
Homo sapiens cONA FU40427 lis 
HUMPSPBA Human pubnonaiy 8ur1iactan(«so 

Homo sapiens secretogkjbln, family 3A. m 
Novel FGENESH predictBd cadherin repeal 
Novel FGENESH predk^ted cadherin rejeat 
Komo sapiens gap funcSon protdn. alpha 
protocadherbi 17 

natural klller oel gioup 7 sequence 

granutydn 

small Indudbte cytokine AS (RANTES) 
Homo sapiens up^egdated tqr BC&CWS (LO 
Homo saltans tryptophanyl4RNA synllietai 
dealtMssodated pn^ Unase 1 



SeqIONa 

SeqlDNo.C1&C217 

SeqlDNaC2&C218 

SeqIOIfo.C3&C219 

SeqtONaC4&C220 

SeqlDNo.CS&C221 

Seq!DMo.C5&C222 

SeqlOfto.C7&C223 

Seq[DNaC8&C224 

SeqDNaC9&C225 

SeqDNaC10&C226 

SeqtDNo.C11&C227 

SeqlONo.C12 

SeqlONaC13&C228 

SeqtDNo.C14&C229 

SeqlONaC1S8iC230 
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SeqlDNaC16&C233 

SeqlDNo.C19&C234 

SeqlDNaC20&C235 

SeqIDNaC21&C236 

SeqlDNo.C22&C237 

SeqiDNo.C23&C238 

SeqiDNo. C24&C239 
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SeqlDNaC26&C241 

SeqlDNaC27&C242 

SeqlDHaC28&C243 

SeqlDNaC29&C244 
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SeqlDNo.C31&C246 

SeqlONaC32&C247 

SeqlDrto.C33&C248 

SeqlDNaC34&C249 

SeqlDNaC35&C250 

Seq{DNaC36&C251 

SeqiDNaC37&C252 

SeqlONaC38&C253 

SeqlDNo.C39&C254 

SeqlDNo.C40&C255 

SeqtONo.C41&C2S6 

Seq(DNaC42&C257 

SeqlDNaC43&C258 

SeqtONaC44&C2S9 

SeqlONaC45&C260 

SeqtONaC46&C261 

SeqlONo.C47&C282 
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SeqlDNaC49&C264 

SeqlDNaCS0&C265 

SeqlDNaC51&C266 

SeqlON&CS2&C%7 

SeqlDNaC53&C268 

SeqlDNaC54&C269 

8eqlONaC55&C270 

SeqlONaC56&C271 

SeqtDNoiC57&C272 
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SeqlDNaO65&C280 
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SeqlDNo.C68&C283 
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457819 
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407720 
418543 
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415817 
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415817 
415817 
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409420 
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4G3790 
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BE382756 

AF104032 
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BE001Sg6 
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449101 
429263 
421474 
421753 
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426761 
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HS.S8561 

Hs.38002 

Hs.85962 

Hs.82226 

Hs.78867 

Hs.78887 

Hs.78867 

Hs.78867 

Hs.78867 

Hs.76867 

Hs.78867 

H8.7B867 



446672 
453102 
428513 



457489 
432874 
445891 
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404682 
429547 
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432596 
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448844 
428392 
448030 
422109 
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426322 



U47732 
TB3911 
AJ224741 
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H10233 
N30714 
S73265 
Z45051 
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AU076718 
U67058 
AA319146 
AK001058 
J0S066 



Hs.2699 glypican 1 

Hs.29352 tumor necrosis factor, a!pha4nduced pro 
Hs.1 99087 v-e»WJ2 avian eryfcrablaslfc lettefflla v 
Hs 63287 carbonic anhydrase IX 
HS.B5838 sohrte carrier family 16 (monocartjoxync 
H8.1 18787 transforming growth factor, beta^nduced 
Hs.241551 chloride channel, caldum activated, fam 
Hs!l69S matrix melalloprolemase 1 2 {macrophage 
Hs.1695 m*ix melanoprotelnase 12 (macrophage 

Hs.271580 uroplaWn IB 

Hs.2877 cadherin 3, type 1 . P-cadherin (placenta 
Hs,187958 solute carrier family 6 (neurotransrrulte 
Hs.169902 solute carrier family 2 (fadlitated glu 
Hsll84601 solute canter family 7 (cationlc amino 
Hs.198249 gac) Jundlon protein, tieta 5 (oonnexin 3 
Hs.1690 heparin^indlng growth factor binding pr 
Hs.35406 RJ20522 Hypothetical protein FU20522 
Hs.151738 mabixmetaBoproleinase9(getafinasfiB 
H8.85266 integrin,bBta4 

G pratebKoupled receptor 87 
tmmunogiobulln superfamay, member 9 
hyaluronan synthase 3 
glycoprot^ (transmembrane) nntb 
protein tyrosine phosphatase, receptor-l 
protein tyrosine phosphatase, receptor-t 
protein tyrosine phosphatase, receptor^ 
protein ^rrosine phosphatase, receplor4 
protein lyroslrw phosphatase, receptor-l 
protein tyrosine phosphatase, receptor-l 
prateh ^rosine phosphatase, receptor4 
fis.fooof protein tyrosine phosphatase, receptor-t 
Hs.1086e0 ATP-l«nding cassette, sulMamayC(CFTR 
Hs.108660 ATP-blndlng cassette. sul>-famliy C (CFTR 
Hs.54451 laninin. gamma 2 (rifeein (lOOkD). kBfini 
Hs.7327 daudinl 

H5.47860 neurotrophic tyrosine Idnase, receptor, 
Hs.47860 neurotrophic tyrosine Idnase. receptor, 
Hs.47860 neurotrophic tyrosine Idnase, receptor, 
Hs^88467 hypothetedprotelnXPJJ98151{leucine- 
Hs.77274 plasminogen acOvator, urokinase 
Hs.75478 ATPase. Oass Vi. ^e HB 
Hs.35861 Ras4nduced senescence 1 (RIS1) 
Hs 2301 6 G protein-coupled receptor 
Hs.198396 ATP-binding cassette, sut)*n*y A (ABa 
Hs.104637 sotutecarrierfamByltelutamatelia© 
Hs,107911 ATP4)inding cassette. sulMiamlly B (MDW 
Hs 45743 adenosine A2b receptor 
Hs.172089 PORiMIN Proonoosls receptor inducing me 
Hs^12680 tumor necrosis factor receptor superlami 
Hs.27323 ESTs. WeaMy similar to 178885 serinefth 
Hs.271986 fntegrin,aIpha2(CD49B,alpha28uhiiri 
Hs.162282 potassium channel TASM; potassium chan 
Hs,16382 pyrimldinergfc receptor P2Y.GiH0telnc 
Hs.31664 frizzled (Drosophila) homolog 10 
Hs.1846g7 plexInCI 
Hs^868 InterieiAin 7 receptor 
Hs.184604 pancreatic polypepfide 
Hs.127179 ciypficgene 
Hs.279651 melanoma inhibitory acMy 
Hs.199460 DPCR1 protein 
Hs.199460 DPCR1 protein 

ortholog of mouse pdydomato protein 
FGE^^ESH predicted novel secreted protein 
FGENESH predictfid novd CUMomam conte 
FGENESH predicted novel CU&^tomain oonta 
FGENESH predictod novd CUB<tom*iconla 
transmemfafane 4 superfamay membe r 3 
transraemhrane 4 superfanily member 4 
Hs.278461 matriEn3 

Hs.334762 ^ I bensmembrane protein Fn14 
Hs.2281 chromogranlnB(secretogr3nln1) 
Hs.177164 FGENESH predicted novel ceBsurface pr 
Hs.177164 FGENESH predfcled novel ceil surface pr 
Hs.2265 secretory grarade, neuroendocrine prog^ 
Hs.325960 membr9neflpaniing4Klomains,MWaraayA 
gastrin-reteasing peptide 
similar to S68401 (cattle} gltucose Indue 
tr^ factor 3 fntesHnaO 
Hs.164021 sm^indudbfecytoklnesubfamilyB(Cy 
Hs.1 542M Human proteinase acBvated reoeptor-2 mR 
secretograribi It (chromogranln C) 
adisbit^rbvaB and meteBoprotease w 
traiscobdairin I (viteroto B1 2 Undfaig pr 
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HsJ22920 
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SeqlDNo.C73&C288 
SeqtONo.C74&C289 
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SeqlDNo.C104&C319 
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SeqlDNo.C107&C322 
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SeqlDNaC110&C325 
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SeqlDNo,C112&C327 
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SeqiDNo.C114&C329 
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SeqlDNo.ai6&C331 
.SeqlDNo.C117&C332 
SeqlDNo.C118&C333 
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SeqtDNaC120&C335 
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SeqiD No. C122&C337 
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SeqlDNo.C125&C340 
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Seq(DNo.C128&C343 
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SeqlDNo.C130&C345 
SeqiD No. C131&C346 
SeqlDNo.C132&C347 
Seq(DNo.C133&C348 
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SeqlDNaC135&C350 
SeqlDNaC136&C3S1 
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S6qlDNo.C138&C353 
SeqlDNo.C139&C354 
SeqDNo.C140&C3S5 
$eqlDNo.C141&C356 
SeqiD No. C142&C357 
SeqtDNo.C143&C358 
- SeqlDNo.C144&C359 
SeqlDNo.C145&C360 
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SeqlDNo.C'152&C367 
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SeqlDNaC154&C369 
8eqIDNo.C1S5&G370 
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415992 


C05837 
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452955 
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424339 


BE2S7148 
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425263 
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421537 
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427715 
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409041 


AB033025 


HS.500B1 



sRiaB Indudbie cytoUne subfamily A {Of 
QtaitvftB neufoendocrins peplidd procu 
potsssKim channel, subfamily K. nomber 1 
poSasshim voltage^alad chauwl, IsIhbI 
FAT hBnor suppressor (DrosophB^homoto 
tiansmembrane 4 supeifanOy member 1 
sdute canier family 4, sodium bicartxm 
ESTs 

plasminogen acQvabr. umkinase recepto 
hypotheilcd pnMi DKFZp564D0462 
decay aooelerab'ng factor for comptemeflt 
G protdfrcoupled ceoeptor 49 
G protdivooupted receptor 49 
frizzled (DrosopNIs) homolOQ 6 
secreted phosphoprotein 1 (csleoponlln, 
PTK7 pn^n tyrosine Idnase? 
ieutemla bihibitory liactor (chofinereic 
leudno-rich repeatontdlning G piolrin 
sohiie canfer family 39 ^tnclrsnsport 
G proteh-oQUpIed receptor 27 (GPf^T) (S 
smoothened (Drosophila) homolog 
b ansme n t ran e receptor Unc5H2 mRNA 
wlngtess-^ MMW integration site fami 
ATP*blnding cassette, subtly C (CFTR 
wtngless4ype MMTV integraOon site fami 
bizzled Prosophia] tuimolog 8 
secreted frizzled-related protein 2 (str 
Glaudln3 

sb( transmenduane epithel^ antigen of 

C038enl^en(p45) 

ESTs 

KIAA1324 protein 
atpha-melliy1acyl-CQA racemase 
Homo sapiens similar to EcNnoidin (LOCI 
KIAA0918 protein 
detodinase. iodothyronine, type 11 
cab'umfcalmodulin-dependent protein Un 
EpHheTd calcium chamtei 2, CaT-iike A 
f=XYD domaliKontalnIng ton transport rag 
FXYD domaliHxmtalnIng ion transport reg 
gamma-anhiobiityric add (GABA) A recepto 
gamma^'nobu^ acid (GABA) A recepto 
gamma^'nobutyric acid (GABA) A recepto 
gamma«mlnobutyric add (GABA) A recepto 
ERGLproldn: ERGK>53^ prataln 
ESTs 

prostate cancer assodated protein 7 
hypothetica] protein aJ13593 
hypotheOcal protein FU13593 
potassluni IntBrniedlsteftnisI conductance 
NG22pn)tdn 
AIM*1 protain 

transmamfarane 7 BuperfBn% msmbar 2 

endogtycan 

B(X2-interacting kfller (apopbsis-induc 
neural proEferation, differentiaQon an 
EptiBO 

K1AA1181 protein 

tvepsln (transmembrane protease, serine 1 
phosphoTipase A2. grot;^ IIA (fdatetets. 
prostato diffiBrenfiafion fador 
ESTs 

Hypottetlcal piKM. XPJDSISSO (NAA1 19 



SeqlDNaC156&C371 
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SeqIONo.C174&C389 
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SeqlDNo.C167&C402 

SeqlDNo.C188&C403 
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SeqlDNaC1S0&C405 
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SeqiDNo.C193&C408 
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SeqtDNo.C203&C418 
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SeqlON&C210&C425 
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SeqlDNaC212&C427 
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Ptey: Unique Eos probeset identifier nunter 
CAT number Gene duster number 
Accession: Genbank accession numb^ 

Pkey CAT Number Aooesston 

414991 1785138l1 D78831 C17B98D78663 

TABI£79C 



PtcQy: Unique numtier conespondlng to an Eos preliesst 

Refc Sequence source. llie7digIlnumbeislnthisoduninanGenbanl(ldenffiier(6i)numbeis. "DuntiamlelaL'refmtolhopubBcslBonenGtledTheO^ 

sequence of tuiman chromosome 22.* Dunham Letd., Nature (1999) 402:489495. 
StroKl: Indicates DNAsb^ from wtttdtexons were predicted. 
Ntjiositton: indicates nudeotideposUtons of predictBdexons. 



Pkey 



RBf 



Strand 



NLposffioo 
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404682 9797231 Minus 40977-41150 

404287 2326514 Rus 53134-53281 

404287 2326514 Rus 5313443281 

404287 2326514 Rus 53134-53281 
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T^BO: 

Seq ID NO: CI DMA Sequence 
Nucleic Acid Accession tfi IIM_005B14 
!> Coding sequence! 345.* 1304 

1 11 31 31 41 51 

I I I I I I 

CTACCCCTTT GTGAGCAGTC TAOGACTTTO TACACCTGTT AAGTAGGGAG AAGGCAGGGO 60 

lU AGGTGQCTQQ TTTAA6GGGA ACTTQAGGGA AGTAGGGAAO ACTCCTCTTG GGACCTTTG6 120 

AGTAOGTGAC ACATGAGCOC AGCSOOCAOCT CACCX60CAA TCCAGCTGAG GAGCTCACCT 180 

GCCAATCCAG CTGAGGCTGG OCAGAGQTQG aTOAOMGAG GGAAAATTOC ASGGACCTOC 240 

AGTTGGGCCA GGCCAGAAGC TGCTGTAGCT TTAACCAtSAC AGCTCAOACC TOTCrGGACQ 300 

CTGCCAOTQA CAGGTTA6GT TTAGOGCAGA GAAGAAGCAA GACCATGGTG G6GAAGATGT 360 

1 J GGCCT6TQTT 6TGGACACTC TGnGCAGTCA GQOTGACCQT GGATGCCATC TCT6TGGAAA 420 

CTOOGCAOQA C36TTCTTC6G OCTT06CAOO OAAAQAOIGT CACCCTQCCC TQCACCTAOC 480 

ACACTTCCAC CTCCAGTCGA GAOGGACTTA TTCAAT6GGA TAAGCTCCTC CTCACTCATA 540 

OGGAAAOGQT GOTCATCTGG CGGTTTTCAA ACAAAAACTA CATCCATGGT GAGCTTTATA 600 

AGAATCGCGT CAGCATATCC AACAATGCT6 AGCAGTCCQA TGCCTCCATC ACCATTGATC 660 

20 A6CTGACCAT GGCTGACAAC GGCACCTACX3 AGTGTTCTGT CTC6CTGAIG TCAQACCTOG 720 

AGGGCAACAC CAAGTCAGQT GTCOQCCIGT TGGTCCTOOT GCCAOCCTCC AAACCA6AAT 780 

GCGGCATCQA GG6AQAGACC ATAATTGGGA ACAACATCCA 6CTGACCTQC CAATCAAAGG 840 

AGGGCTCACC AACCCCTCAG TACAGCTGGA AGAG6TACAA CATCCTOAAT CAGQAGCAGC 900 

CCCTCGCCCA GCCAGCCTCA GGTCAGCCTG TCTCCCTGAA GAATATCTCC ACA3ACACAT 960 

25 06GGTTACTA CATCTGTACC TCCAGCAAT6 AGGAG6GGAC GCAGTTCTGC AACATCAGG6 1020 

TG6CCGTCAG ATCTCCCTCC ATQAACGTGG CCCrST A TGT GGOCATCGCQ OTOQ G OOTGG 1080 

TTQCAGCCCT CATTATCATT G6CATCATCA TCTACTGCTG CTGCTOCO GA GGGAAGGAGQ 1140 

AGAACACTGA AGACAAOGAG GATGCAAOGC GGAACCGGGA AGCCTATGAO GAGOCACCAG 1200 . 

A6CA6CTAA6 AGAACTTTCC AGAGAGASGG AGGAGQA6GA TGACTACACSQ CAAGAAGAGC 1260 

30 AGAGGAGCAC TGGGCGTGAA TCC00G6ACC ACCTCSACCA 6TGACAGG0C AOCAGCAGAO 1320 

GGCGGGGGAG GAA GGgT TAG GGGTTCATTC TCOCQCTTCC TGGCCTCCCT TCTCCTTTCT 1380 

AAGCCCTGTT CTCCTGTCCC TCCATCCCAG ACATTGATGO GGACATTTCT TCOCCAGTGT 1440 

CAGCTGTGGG 6AACATG0CT GQCCTQGTAA GGGGOTCCCT QTGCTGATCC TGCTGACCTC 1500 

ACTGTCCTQT GAAGTAACCC CTCCTGGCTQ TGACACCTGQ TGCGGGCCTO GCCCTCACTC 1560 

35 AAGACCAQOC TGCAGGCTCC ACTTCGCTCO TAGTTGGCAG GAGCTCCTGO AAGCACAGCG 1620 

CT6AGCAT66 OGGGCTCCCA CTCAGAACTC TCCAGG6AG0 CSGATGCCAGC CTTGGGGGGT 1680 

GGGG6CTGTC CTGCTCACCT GTGTGOCCAG CACCTGQAGO GGCACCAGGT GGAGGGTTTG 1740 

CACTCCACAC ATCTTTCTTG AATGAATGAA AQAATAAOTG AGTATGCTTG GGCCCTGCAT IBOO 

^ TGGCCTGGOC TCCAGCTCCC ACTCCCTTTC CAACCTCACT TCCCGTAGCT GCCAGTATGT 1860 

40 TCCAAACOCT CCTGGGAAGG CCACCTCCCA CTCCTUCrUC ACAGGCCCTG GGGAGCTTTT 1920 

GCCCACACAC TTTCCATCTC TGCC TGTCAA TATOOT AOCT OT CCCT OCAO GCCCA TCTCA 1980 

AATCAGAAGG ATTTCTCTAA CCCTATGCTA ATTGTCCACA TACGTGGAAA CAATCCT6TT 2040 

ACTCTGTCCG ACGTCCAATC ATGGGCCACA AGGCACAGTC TTCTGAGCQA GTGCTCTCAC 2100 

TGTATTAGAG CGCCAOCTCC TTGGGGCA(3G GCCTGGOCCT CATGGCTTTT GCTTTCCCTG 2160 

45 AAGCCCTAGT AGCTGG06CC CATCCTAGTQ G6CACTTAA6 CTTAATTGGO GAAACTGCTT 2220 

TGATTOGTTG TGCCTTCCCT TCTCTGGTCT CC TTGAGATG ATCGTAGACA CAGGGATGAT 2280 

TCCCACCGAA ACCCAGQTAT TCATTCAGTO AGTTAAACAC GAATTGATTT AAAGT6AACA 2340 

CACACAAGGG AGCTTGCTTO CAGATGGTCT GAQTTCTTGT GTCCTGOTAA TTCCTCTCCA 2400 

GGCCAOAATA ATTGGCATGT CTCCTCAACC CACATGGGGT TCCTGQTTGT TCCTQCATCC 2460 

50 OGATACCTCA GGCCTGGCOC TGGCCAGCCC ATTTGGGCTG TGGTTTTCTG GXGGGGCTGT 2520 

CCTQCTGOOC TOCCACAOOC YCCrJClW TQTCQAGCAT TTCTTCTACT CTTGAGAGCT 2580 

CAGGCAGC6T TAGG6CTQCT TAGGTCTCAT GGACGAOrGG CTGGTCTCAC CCAACTGCAO 2640 

TTTACTATTO CTATCTTTTC TGGATGATCA GAAAAATAAT TCCATAAATC TATTOTCTAC 2700 

^_ TTQOGATTTT TTAAAAAATG TATATTTTTA TATATATTGT TAAATCCTTT GCTTCATTOC 2760 

55 AAATGCTTTC AGTAATAATA AAATT6TGG0 TGG 2793 

Seq ID NO: C2 DNA Se^ience 

Nucleic Acid Accession #i Eoa sequence 

Coding sequence x 1 . . 3150 

OO 

1 11 21 31 41 51 

111)11 

ATGGGGAGCC GGACGCCAGA GTCCCCTCTC CAC6CC6TGC AGCTG06CT0 GGQCCCCCGG 60 

^ CQCCGACCCC OGCTSSTGCC GCTGCTGTTO COXXTSSTGC CGCCGOCACC CAGGGTX^GGG 120 

55 GGCTTCAACT TAGAOGOGGA GGCCCCAGCA GTACTCTCQO GGG0CCCG6G CTGCTTGTTC 180 

GGATTCTCAG TG6AGTTTTA GOGGCOGGGA ACAQAOGGGG TCAGTGTGCT GQTGGQAGCA 240 

CCCAAGGCTA ATAOCAGCCA GCCAGGAGTG CTGCAGGGTG GIGCTCOTA CCTCTGTCCT 300 

TGGGGTGCCA GCCCCACACA QTGCACCCCC ATTGAATTTQ ACAGCAAAGQ CTCTCGGCTC 360 

CTGGAGTCCT CACTOTCCAG CTCAGAGGGA GAGOAGCCTO TOOAOTACAA OTCCTTGCAG 420 

70 TGQTTOGGGG CAACAGTTGG AGCCCATGGC TCCTCCATCT TGGCATGCQC TCCACIGTAC 480 

AOCTGGOGCA CAGAGAAOaA GCCACTQAGC GAOCCGQTGO QCAGCTGCTA CCTCTCCACA 540 

GATAACTTCA OCOGAATTCT GGAGTATGCA COCTGCOQCT CAGATTTCAG CTGGGCAGCA 600 

GOACAGGGTT ACTGCCAAGG AGGCTTCAOT GCOQAOTTCA CCAAQACTGG COGTGTGOTT 660 

TTAGGTOQAC CAGGAAGCTA TTTCrGGCAA GGCCAGATCC T6TCTGCCAC TCAOGAGCAO 720 

75 ATTGCAOAAT CTTATTACCC CGAGTACCTO ATCAACCTGO TTCAGGGGCA GCTGCAGACT 780 

06CCAGGGCA GTTCCATCTA tGATGACAGC TAGCTA09AT ACTCTGTGGC TGTTGGTGAA 840 

TTCAOTGOtG ATGACACAGA AGACTTTOTT OCTGGTOTGC CCAAAGOOAA CCTCACTTAC 900 

CGCTATGTCA CCATCCTTAA TGGCTCAGAC ATTOGATCCC TCTACAACTT CTCAOGGGAA 960 

CAQATGGCCT CCTACTTTGO CTATGCAGTG GCOGCCACAG AOOTCAATGG GGACGGGCTG 1020 

oO Q ATOACTT QC TGGTGGGGGC ACCCCTGCTC ATGGATCOGA CCOCTGACGO GOQGCCTCAG 1080 

GAGGTGQQCA GGGTCTAOQT CIACCTGCA6 CACCCAGCOO GCATAGAGCC CAOOCCCACC 1140 

CTTACXCTCA CXGOOCATOA T8AOTTTG6C OGATTTGGCA OCTGCTTQAC CO COCTGGGO 1200 

GAOCTOGACC AGGATGOCTA CAATOATOTG GOCATOQaOG CTCCCTTTQ6 TOGGGAGACC 1260 

CAGCAOQQAG TAGTGTTTGT ATTTOCTOOO GGCCCAOGAG GGCTGG6CTC TAAGOCTTGC 1320 
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CAGGTTCTGC AGCCCCTGTG GGCAGCCAGC CACACCCCAG ACTTCTTTGG CTC TGCC CTT 
OGAiGGAGGCC GAGACCTGGA TQOCAATGGA TATCCTQATC TGATTGTGGG GTCCTTTGGT 
GTGQACAAGG CTOTGGTATA CAG6GGG0GC CCCATOQTQT COGCTAGTGC CTCCCTCACC 
ATCTTCCCGG CCATGTTCAA CCCS^QAGGAG CGBAGCT6CA GCTTA6AGGG 6AACCCTQT0 
GCCTGCATCA ACCTTAGCTT CTGCCTCAAT GCTTCTOaAA AACACGTTGC TGACTCCATT 
GGTTTCACAG TGGAACTTCA GCTGGACTGG CAGAAGCAGA AGGGAGGGQT ACGGCGGGCA 
CTGTTCCTGG CCTCCAGGCA GGCAACCXTTG ACCCAGACCC TGCTCATCCa GAAT6GG6CT 
GGAGAGGATT GCAGAGA6AT GAAGATCTAC CTCftGGAAOG AGTCACMTT TOGAQACAAA 
CTCTGGCGGA TTCACATCGC TCTCAACTTC TCCTTGGACC GCCAAGCCCC A6TGGACA6C 
CAOGGCCTCA GGCCAGCCCT ACATTATCAO AGCAAGAGOC GGATAGAGOA CAAGGCTCAG 
ATCTTGCTGG ACTGTGGAGA AGACAACATC TGTGTGCCTG ACCTGCA6CT GQAAGTCTTT 
GQGGAGCAGA ACCATGT6TA CCTGGGTGAC AA6AATGCCC TGAACCTCAC TTTCCATGCC 
CAOAATGTGG GTOAGGOTGO OOCCTATOAO GCTGAaCTTC GGOTCACGQC CCXTCCAGAO 
GCTGAGTACT CAG6ACTC6T CAlSACACCCA GG6AACTTCT CCAOCCIGAO CTQTGACTAC 
TTTGCCX3TQA ACCAQAGCCG CCTGCTGGTG TGTGACCTGG GCAACCCCAT GAAGGCAGGA 
GCCAGTCTGT GGGGTGQCCT TCGOTTTACA GTCCCTCATC TCCGGGACAC TAAGAAAACC 
ATCCAGTTTG ACTTCCAGAT CXTTCAGCAAG AATCTCAACA ACTCGCAAAG CGACGTGGTT 
TC3CTTTCGGC TCTCGQIGGA GGCTCAGGCC CAGGTCAOOC TGAAGGGTQT CTCCAAGCCT 
GAGGCAGTGC TATTCCCAOT AAGOGACTGG CATCCCOSAG ACCAGCCTCA GAAG6AGGAG 
GACCTGGGAC CTGCTGTCCA CCRTOTCTAT GAGCTCATCA ACCAAGGCCC CAGCTCCATT 
AGCCAGGGTG TGCTGGAACT CAGCTGTCCC CAGGCTCTGG AAGGTCAGCA GCTCCTATAT 
GTGACCAQAO TTAOGQGACT CAACTGCACC ACCAATCACX: CCATTAACCC AAAGGGCXrXG 
GAG T T GG ATC CCGAOQOTTC OCXGCACCAC CAOCAAAAAC GGGAAG CTCC AAGCOGCAGC 
TCTGCTTOCT CGGGACCTCA GATOCTGAAA TGOOOGGAGG CTGAQTGTTT CAGGCTGCX3C 
TGTGAGCTOQ GQCCCCTGCA CCAACAAGA6 AGCCAAAGTC TGCAGTTGCA TTTCOGAGTC 
TGGGCCAA6A CTTTCTTGCA GCX3GGAGCAC CAOCCATTTA GCXTTGCACTG TGAGGCTGTG 
TACAAAGCCC TGAAGATGCC CTACCGAATC CXGCCTOOOC AQCT6CCGCA AAAAGAGCGT 
CAGQTGOCCA CAOCTGTOCA ATGQACCAAG GCAGAAQGCA GCTATGGCGT CCCACTGTGQ 
ATCATCATCC TAOCCATCCT GTTTGGCCTC CTQGTCCTAO GTCTACTCAT CTACATCCTC 
TACAAGCTTG GATTCTTCAA ACGCTCCCTC OCATATGGCA COQCCATGGA AAAAGCTCAG 
CTCAAGCCTC CRGCCACCTC TGATGCCTQA 

Seq ID NO: DNA Sequence 
Ifacleic Acijd Accession ft: NM_002421.2 
Coding sequence; i.,i4io 

1 11 21 31 41 SI 

I 1 I I i i 

ATGCACAQCT TTCCTCCACT GCT6CTGCTG CTOTTCTGGG GTGTGGTGTC ACACAGCTTC 60 

CCAGCGACTC TAGAAACACA AGAOCAAGAT GTGGACTTAG TCCAGAAATA CCTGGAAAAA 120 

TACTACAACC TGAAGAATGA TGGGAGGCAA GTTGAAAAGC GGAGAAATAG TGQCCCAGTG 180 

GTTGAAAAAT TGAAGCAAAT 6CAGGAATTC TTTGGGCTGA AAGTGACTGG GAAACCAGAT 240 

GCTGAAACCC TQAAOOTGAT 6AAOCAOOC3C AGATGTCQAO TOCCT6ATGT GGCTCAGTTT 300 

GTCCTCACTG AGGGGAACCC TCGCTGQGAG C3UUVCACATC TOACCTACAG GATTGAAAAT 360 

TACAOGCCAG ATTTGCCAAG AGCAGATGTG GACCATGCCA TTGAGAAAGC CTTCCAACTC 420 

TGGAGTAATG TCACACCTCT QACATTCACC AAGGTCTCTG AGGGTC3UVGC AGACATCATG 480 

ATATCn-TTG TCAGGGGAGA TCATCGGGAC AACTCTCCTT TTGATGGACC TGGAGGAAAT 540 

CTTGCTCATG CTTTTCAACC AGGCCCAGGT ATTGGAQGGG AIGCTCATTT TQATGAAGAT 600 

GAAAOOTQGA CCAACAATTT CAQAOAQTAC AACTTACATC GTGTTGC66C TCATGAACTC 660 

GGCCATTCTC TTOGACTCTC CCATTCTACT QAIATCX3GGG CTTTGAT6TA CCCTAGCTAC 720 

ACCTTCAGTG GTGATGTTCA GCTAGCTCA6 GATGACATTO ATGQCATCXyV AGCXavTATAT 780 

GGAOGTTCCX: AAAATCXTCGT CCAGCCCATC GGCCCACAAA CCCCSUU^AGC ATGTGACAGT 840 

AAGCTAAOCT TTOATOCTAT AACTAOQATT OQGGGAGAAG TGATGTTCTT TAAAGACAGA 900 

TTCTACATCC GCACAAATOC CTTCTACOGG GAAOTTGAGC TCAATTTCAT TTCTGTTTTC 960 

TGGCCACAAC TGCCAAATGG GCTTGAAGCT GCTTACGAAT TTGCCGACAG AGATGAAGTC 1020 

OGGTTTTTCA AAGGQAATAA OTACTGGQCT GTTCAGGGAC AGAATGTGCT ACAOGGATAC 1080 

CXX^AGGACA TCTACAGCTC CTTTGGCTTC CCTAQAACTG TQAAGCATAT CGATGCTGCT 1140 

CTTTCT6AGG AAAACACTG6 AAAAAOCTAC TTCTTTGTTG CTAACAAATA CTG QAGGT AT 1200 

GATGAATATA AAOGATCTAT GGATCCAGGT TATOCCS^AAA TG ATAGC ACA TGACTTTCCT 1260 

GGAATTCGCC ACAAAGTTGA TGCAGTTTTC ATGAAAGATO GATTT TTCTA TTTCTTTCAT 1320 

GGAACAAGAC AATACAAATT T6ATCCTAAA ACX3AAGAGAA TTTTGftCTCT OCAiSAAAGCT 1380 

AATAGCTGGT TCAACTGCAQ GAAAAATTA6 1410 

Seq ID N0< C4 DNA Sequence 

Nucleic Acid Accession #t Bos sequence 

Coding sequence t 1 . . 1410 

1 11 21 31 41 51 

I I I I I I 

ATGCACAGCT TTCCTCCACT GCTGCTGCTG CTOTTCTGGG GTGTGGTGTC ACACAG CTTC 60 

CCAGOGACTC TAGAAACACA AGAGCAAGAT GTGGACTTAG TCCAGAAATA CCTQQAAAAA 120 

TACTACAACC TGAAGAATGA TGGGAGGCAA GTTGAAAAGC GGAGAAATAG TGGCCCAGTG 180 

GTTGAAAAAT TGAAGCAAAT GGAOOAATTC TTTGGGCTGA AAGTGACTGG GAAACC AGAT 240 

6CTGAAA0CC TGAAGOTGAT OAAGCAflCCC AGATGTGGAG TGCCTGATGT GGCTCAGTTT 300 

GTCCTCACTG AGGGGAACCC TCGCTGG6AG CAAACACATC TGACCTACAG GATTGAAAAT 360 

TACAOGCCAG ATTTGCCAAG AGCAGATGTG GACCATGCCA TTGAGAAAGC CTTCCAACTC 420 

TGGAGTAATG TCACACCTCT QACATTCACC AAGGTCTCTG AGGGTCAAGC AGACATCATG 480 

ATATCTTTTG TCAGGGGAGA TCATCGGGAC AACTCTCCTT TTGATGGACC TGGAGGAAAT 540 

CT T GCTCATG CTTTTCAACC AGGCCCAGGT ATTGGAGGGG ATGCTCATTT TGATGAAGAT 600 

GAAAGGT6GA CCAACAATTT CA6AGAGTAC AACTTACATC GTGTTGCGGC TCATGCCCTC 660 

GGCCATTCTC TTGQACTCTC CCATTCTACT GATATCGGGG CTTTGATGTA OOCTAOCTAC 720 

ACCTTCAGTG GTGATGTTCA GCTAGCTCAG GATGACATTG ATGGCATOCA AGCCATATAT 780 

GGAOGTTCCC AAAATCCTOT CCAGCCCATC GGCCCACAAA CCCCAAAAGC ATGTGACAGT 840 

AAGCTAACCT TTGATGCTAT AACIAC6ATT GGGGGA8AAG TGATGTTCTT TAAAGACAOA 900 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



TTCTACATGC 
TGGCCACAAC 

OGGTrnrcA 

CCCAAGGACA 
CTTTCTQAGO 
GATCAATATA 
QGAATTGGCC 



AATAOCTGGT 



GCACAAATCC 
TGCCAAATGG 
AAOGGAATAA 
TCTACAOCTC 
AAAACACTGG 
AACGATCTAT 
ACAAAGTTGA 
AATACAAATT 
TCftACTGCAG 



CTTCTACCCG 
GCTTGAAGCT 
GTACTGGGCT 
CTTTGGCTTC 
AAAAACCTAC 
GGATCCAGGT 
TGCAGTTTTC 
TOATCCTAAA 
GAAAAATTA6 



QAAGTTGAGIC 
GCTTACGAAT 
GTTCAGGGAC 
CCTAQAACTG 

TTcrrroTTG 

TATCCCAAAA 
ATGAAAGATG 
AOQAAQAOAIV 



TQUWTTTCAT 
TTGCOGACAG 
AGAATGTGCT 
TQAAGCATAT 
CTAACAAATA 
TGATAGCI\CA 
GATTTTTCTA 
TTTTGACTCr 



rrc i tyr m t : 

AGATGAAGTG 
ACACGQATAC 
OQATGCTGCT 
CTGOAGGTAT 
TQACmCCT 
TTTCTTTCAT 
CCAGAAAiGCT 



960 

1020 

X080 

1140 

1200 

1260 

1320 

1380 

1410 



Seq ID N0< C5 D2IA Sequence 

Nucleic Acid Accession «: NM_014331.2 

Coding sequence i 1..1506 " 



11 



21 



31 41 51 

I I I I I i 

ATGGTCAGAA AGCCT6TTGT OTGCACCATC TCCAAAGGAG GTTACCTGCA GGGAAATGTT 
AACOGGAOGC TGCCTTGCCT GGGCAACAAO GA6CCACCIG G6CAGGAGAA AGTGCAGCTG 
AAGAOGAAAO TCftCTTT A CT OAOGGOAjSTC TOCATTATCA TTGGCACCAT CATTG6AGCA 
GGAATCTTCA TCTCTCCTAA GGGOGTGCTC C31GAACAOG6 GOVSOGTGGG CATGTCTCTG 
ACCATCTGGA OGGTGTGTGG GGTOCTGTCA CTATTTGGAG CTTPGTCTTA TGCTQAATTG 
6GAACAACTA TAAAOAAATC TGGAGGTCAT TACACATATA TTTTGGAAGT CTTTGGTCCA 
TTACCAGCTT TTGTAOGAGT CTGOGTGGAA CTCCTCATAA TACGC CCTGC AGCTACTOCT 
GTGATATOCC TGGCATTTGG A06CTACATT CTGGAACCAT TTTTTATTCA ATGTGAAATC 
CCTQAACTTO OGATCAAQCT CATTACAGCT GTGGQCATAA CTGTA6TGAT QOTCCTAAAT 
A6CAT6AGT0 TCAGCIGQAG CGCCOGGATC CAOATTTTCT TAACCTTTTO CAAOCTCACA 
GCAATTCTGA TAATTATAGT CCCTG6AGTT AT6CAGCTAA TTAAAGGTCA AACX3CAQAAC 
TTTAAAOAGQ GQTTTTGAGG AAGA8ATTCA AOTATTACGC GGTT6CCACT GGCTTTrTAT 
TATGGAATGT ATOCATATGC TGGCTGGTTT TACXITCAACT TTGTTACTGA AQAAOTAGAA 
AAOCCTQAAA AAACCATTCC CCTTGCAATA TGTATATCCA TG6CCATTGT CACCATTGGC 
TAT6TQCTGA CAAATGTGGC CTACTTTACG ACCATTAATG CTGAGGAGCT GCTGCTTTCA 
AATGCAGTGG CAGTGACCTT TTCTQAGOGO CTACTGGGAA ATTTCTCATr AOCAGTTCOG 
ATCTTTOTTG CCCTCTOCTG CTTTGQCTCC AT6AACQGTG GTGT6TTTGC T6TCTCCAGG 
TTATTCTATO TTGOSTCTCG AGAGGOTGAC CTTCCAGAAA TCCTCTCCAT GATTCATGTC 
OGCAAQCACA CTCCTCTACC AGCTGTTATT GTTTTQCACC CTTTGACAAT GATAATGCTC 
TTCTCTGGAG ACCTOQACAG TCTTTTGAAT TTCCTCAGTT TT6CCAGGT6 GCTTTTTATT 
GGGCTGGCAG TTGCTGGGCT GATTTATCTT OQATACAAAT GCCCAGATAT GCATOGTCCT 
TTCAAGGT6C CACT6TTCAT CCCM3CTTTO TTTTOCTTCA CATGGCTCTT CATGGTTGCC 
CTTTCCCTCT ATTCGGACCC ATTTAOTACA GGGATTOOCT XOQTCATGAC TCiaACTOQA 
GTCCCTGOGT ATTATCTCTT TATTATATGQ GACAAGAAAC OCAGGTGGTT TAGAATAATO 
TCAGAGAAAA TAACCAGAAC ATTACAAATA ATACTGGAAO TTGTACCAGA AGAAGATAAG 
TTATGAACTA ATGGACTTQA QATCTTGQCA ATCIGCCCAA G60GAGACAC AAAATAOGGA 
TTTTTACTTC ATTTTCTQAA AOTCTAjQAOA AT7ACAACTT T0G1GATAAA CAAAAGGAOT 
CA6TTATTTT TATTCATATA TTTTA6CATA TTGQAACTAA TnCTAAGAA ATTTAGTTAT 
AACTCTATQT AGTTATAGAA AGTGAATATG CAGTTATTCT ATGAGTCGCA CAATTCTTGA 
GTCTCTQATA CCTACCTATT GOQGTTAGGA GAAAAGACTA GACAATTACT ATGTGGTCAT 
TCTCTACAAC ATATGTTA6C AOGGCAAAGA ACCTTCAAAT TGAAGACTGA GATTTTTCTG 
TATATATGOO TTTTGTAAAG ATGGTTTTAC ACACTACAGA TGTCTATACT GTGAAAAGTO 
TTTTCAA7TC TGAAAAAA A Q CATAGATCAT GATTATG6CA AAOAGQAGAG AAAGAAATTT 
ATTTTACATT GACATTGCAT TGCTTCCCCT TAGATACCAA TTTAGATAAC AAACACTCAT 
GCTTTAATGG ATTATACCXA GAGCACTTTG AACAAAQGTC AGTGGGGATT GTTGAATACA 
TTAAAGAAGA GTTTCTAGGQ GCTACTGTTT ATOAGACACA TCCAQGA6TT ATGTTTAAGT 
AAAAATCCTT GAGftATTTAT TATGTCftGAT GTTTTTTCAT TCATTATCAO GAAGTTTTA6 
TTATCTGTCA Tl ITTTTITT TCACATCAGT TTGATCAGGA AAGTGTATAA CACATCTTAG 
AGCAAGAaTT AGTTIGGTAT TAAATCCTCA TTAGAACAAC CACCTGTTTC ACTAATAACT 
TACCCCTGAT GAGTCTATCT AAACATATOC ATTTTAAGCC TTCAAATTAC ATTATCAACA 
TGAQAGAAAT AACCAACAAA GAAGATGTTC AAAATAATAG TCCCATATCT GTAATCATAT 
CTACATQCAA TGTTAGTAAT TCTGAAGTTT TTTAAATTTA TGGCXATTTT TACAC6ATGA 
TGAATTTTGA CA0TTTGT6C ATTTTCTTTA TACATTTTAT ATTCTTCTOT TAAAATATCT 
CTTCAGATGA AACTGTCCA6 ATTAATTAGG AAAAGGCATA TATTAACATA AAAATTGCAA 
AAQAAATGTC GCTGTAAATA AGATTTACAA CTGATGTTTC TAGAAAATTT CCACTTCTAT 
ATCTAGGCTT TGTCAGTAAT TTGCACACCT TAATTATCAT TCAACTTGCA AAA6AGACAA 
CTOATAAOAA QAAAATT6AA ATGA6AATCT GTQGATAA6T GTTTOTOTTC AGAAGATGTT 
GTTTTGCCAO TATTAGAAAA TACIGTGAGC 0G66CATGGT GGCTTACATC TOTAATCCCA 
GCACTTTGGO AGGCTQAGGG GGlXSGATCAC CTGA66T0GG GAGTTCTAGA CCAGCCTGAC 
CAAC3VTGGAG AAACCCCATC TCTACTAAAA ATACAAAATT AOCTGGGCAT GOTGGCACAT 
6CTG6TAATC TC3U3CTATTG AGGAGGCTGA GGCAG6AGAA TTGCTTQAAC COGGGAGGCG 
OAGGTIGCAG TOAQOCAAGA TTGCAOCACT GTACIOCAGC CIGGQTGACA AAGTCAGACT 
CCATCTCCAA AAAAAAAAAA AAAA 



Seq IB NO: C6 DNA Sequence 

Nucleic Acid Accession «: NM_003246.1 

Coding sequence t 113 . . 3634 




GCCAACCXGA 
GCAQAAAA06 



41 51 

I I 

OCCTGGOCAC OGCTCCOGGC 
ACAOCTOCAC CATQGGOCTQ 
GCACCAACOG CATTCCAGAG 
CCGGGGCOGC CCGCAAGGGG 
CAGCTTTCOO CATOOAGGAT 
ACCTGGTGGA TGCTGTGGQG 
TGAAGAAGAC CXXSGGGCAOO 



60 

120 

160 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1330 

13B0 

1440 

1500 

1560 

1620 

1680 

1740 

1600 

1660 

1920 

1980 

2040 

2100 

2160 

3220 

3260 

2340 

2400 

2460 

3520 

2580 

2640 

2700 

2760 

2820 

2680 

2940 

3000 

3060 

3130 

3144 



€0 

130 

160 

240 

300 

360 

420 



1200 
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CTGCTCGCCC TGGAGGGGAA W3ACCACTCT GGCCAGOTCT TCAGCGTGGT GTCCAATGGC 

SSS^SaScTC TCCTGGCAAC OGGCCAGTGG AAGAGCATCA COCTGITT^ S^^^TC 
AGGGCCCAGC TGTACATCGA CTGTGAAAAG ATG^TG CTGAGTTGGA CGTCCCC^C 
CAAAGCGTCT TCACCAGAGA CCTGOCCAGC ATCGCCAGRC TCX3GCATCGC AAAGGGGGGC 
^?GACA ATTTCCAGGG GGTQCTQCAG AATGTGAGOT TTCTCTTTGG AAC^^ 
GAAGACATCC TCAGGAACAA AGGCTGCTCC AGCTCTACCA GTCTCCTCCT CACCCTTG^ 
AACAAOGTGQ TGAATGGTTC CAGCCCTGCC ATCCGCACTA ACTACATTGG CCTlCAAGACA 

JJgSacttcc aagccatctq cggcatctcc tgtgatgagc tgtccagcat gotcctggaa 

CT^GGGCC TGCgSot^T TGTGACCAC36 CTGCaOQACA GCATCCGCAA AS^^ACTGAA 
SS^SaAG AgSgGOCAA TGAGCT6AGG CGGCCTCCCC ^J^l^^ ^^Tc^ 
?AGTACA6AA ATAACX3AGGA ATGGACKyTT GATAGCTGCA CTCAGTGTCA ^CTC^ 
TCAGTTACCA TCTGC3VAAAA GGTGTCCTGC CCCATCATQC CCTGCTCCAA TGCCAaGTT 

StgatqgS aatgctgtcc tcgctgttgg cccagcgact ctgcggacga tggctggtct 
S^?^ ^toacctc ctottctacg agctgtggca atggaattca gcagcgcggc 

^^^^ StJ^tSa CAACCGAIGT GAfiGGCTCCT CGGTCCAGAC ACX3GACCTGC 

SSttcagg agtgtcacaa aagatttaaa caggatggtg gctggagcca ctggtcccco 

TGctStCTT GTTCraTQAC ATCTGGTQAT GGTGTGATCA CAAGGATCCS3 GCTCTGttAC 
Sc^^ TGGGAAACCC TGTGAAGGCXJ AAGOGOGGGA GAOCAftJfiCC 

tgcaagaaao aoocctgccc catcaatgga ggctggggtc cttcgtcacc atoqoacatc 

TC^raC^ OTGTGGAGG AGGGGTACAG AAACOTAGTC GTCTCTGCAA CAACCCOG^ 

SSgcaa^ CTGCGTTGGT gatgtaacag aaaacc^ 

GAGQACTOTC GAATTGATGG ATGCCTGTCC AATCCCTGCT TTCCCX3GC0T ^^^^ 
SSSScto Sggcagctg GAAATGTGQT GCTTGTCCCC CTGGTTACRG tggmatggc 
^SSS Sg^ttqa tgagtgcaaa gaagtgcctg atgcctgctt c^colcaat 

^^SS OTTCTOAGAA CACGGACCCC GGCTACRACT GCCTGCCCTG CCCCCCAOGC 
^?^C^ CA^CCCTT CGGCCAGG6T GTCGAACATG CCACGGCCAA CM^^ 
tcSSScCC CTAACCCCT6 CACGGATGGG ACCCACGACT GCAACAAGAA CGCOAOT^ 
SSaOTQG GCCACTATAG CGACCCCATQ TACCGCTGCG AGTGCAA6CC TGGCTACGCr 
gSaGGACACA GACCIGGATG GCTGGCCCAA r<j^^^^^^ 
GT^C^ C^TGCQAC TTACCACTGC AAAAAG6ATA ATTGCCCCAA CCTTCCCAAC 
^CTA^ CAAGGATGGA ATOXKSTGATO CCTGTGAT^ TSSS^^S 
I^^^AAA TTCCAGATCA CAGGGACAAC TGTCCATTCC ATTACAACCC AGCTCflGlM 

Stcwa gagatgatgt gggagacogc tgtgacaact gtccctacaa oca^coa 
^Smgcag acacagacaa caatggqqaa ggagaogcct gtgctgcaga c^tgga 

GaSgtATCC TCAATGAAOS GGACAACTGC C3VGTACGTCT ACAATGTGGA CCAGAGAGAC 
^^T^ ^^^^rZ AGATCAGTGT GACAATTGCC CCTTGGAACA »ATCCGQAT 

SgaScaga ccgcattgga gatacctgto acw^tca 

QMGATGGCCACCAGAACAA TCTGGACAAC TGTCCCTATO TGOCaATGC CAAOMQCT 
ScSt^CA AAOATGGCAA GGGAGATGCC TGTGACC3VC0 ATGATGACAA CGATGG^TT 

SggaSaSg caoactcgtg cccaatcccg accagaagga ctctgacggc 

SSgGT^ SS^TGCCrc CAAAGATGAT TTTGACCATG MMTOTGCC AfiACATOGAT 
rJSrCTOTC CTGAGAATGT TGACATCAGT GftGACCGATT TCC5GCCGATT CCAOATGATT 
^^J^S SS^S^ SiScCAAAAT GACCCIAACT GGGTTGTAOG OCATCAGGCT 

SJSactS tco^t caactgtgat cctggactoo ctqtaggtta tqatgact^ 

JS^GTCQ ACrraGTGG CACCrTCTTC ATCAACACCG AAAGGGAC3GA TGACTATGCT 
SSSSSS TTG^ACCA OTCCAGCAGC COCTTTTATG TTGTGATGTG GAAGCAAGTC 

^SS^S aSgggacac caaccccaoo aoqgctcago oatactoqgo cctttctgtc 

Sa^TAA ACTCCACCAC AGGGCCTG6C GAGCACCT6C GGAACGCCCT GTGGC^ 
gSaMACCC CTGGCCAGGT GCGCACCCTG TGGCATGACC CTCGTCACAT 'fSCTGG^ 
SSt^CG CCTACAGATG GCGTCTC3W3C CACAGGCCAA AGACGGGTTT CATTAQAOTG 
^GATOTATG AAGGQAAGAA AATCATGGCT GACTCAGGAC CCATCTATGA JW^CCIAT 
^SG^GTA GACTAGGGTT GrTXtSTCTTC TCTCAAQAAA VSffrcmCTT CTCTGACCTG 
AAfl^ACGAAT GTAGAGATCC CTAATCATCA AATTGTTQAT T<aMig>CTG ATCATAAACC 
aStgCTMGTA TTGCACCTTC TGGAACTATG GGCTT6RGAA AACCCCCAGG ATCACTTCTC 
1^^^ TGCTTGCATC AGTGTGGACT CXn^AGAACXST GCQACCTGOC 
^SSSSS StttS AAAACAGACT CATCAGCATT cagoctccaa tgaax^ 
ATOTCCAAG CATATMACA ATTCCTTTGa TTTCCTTTTG AAAAAC^TC TACTTOOTC 
^TGGGAAG GTGCOCATTC CACTCTGCCr TTGTCACAfflV OCAGGGTGCT ATTOlGftfiOC 
CATCTCT 

Seq ID NO: C7 IWA Sequence 

Nucleic Acid Accesfiion #: 1IMJ)02192 

Coding sequence! 86. .136$ 



480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
3967 



1 



TCCACACACA 
AATCACAACA 
AAGTTGCTGG 
ccccgactgt 
AQ^GATGGTG 
C36ATGTCACC 
GGGCAAAGTC 
AATGAATGAA 
CAGGAAGACG 
TGCAGAAGTC 
CATOCGCCTC 
OGAGGAAGTO 
C30CTCGGAAG 
CCAGGGCAAG 
CAGCTTGGTT 
GGG0G6A0GT 
CCTCATGCTG 



11 
I 

CAAAAAACCT 
ACTTTTGCra 
ATTATAGTGA 
COGTCCTGTG 
GAGGCGQTCA 
CAGCOGGTAC 
GGGGAISAAGG 
CTTATGGAGC 
CTGCACTTOG 
TGGCTCTTCC 
TTGCAGCASC 
GGCTTAAAGO 
AGCACX3X3GC 
AGCTCCCTGG 
CTCCTGGGCA 
GAAGGTGGGO 
CAG6CC0QQC 



21 
I 

GOGC38TGAGG 
CCAG0AT6CC 
GGAQTTCXXX: 

cx3Ctggcx:gc 
agaagcacat 

CCAAGGCGGC 
GQTAT6TGGA 
AGACCTOGGA 
AGATTTCCAA 
TAAAASTCCX: 
AGAAGCACCr 
GGGAGAGGAG 
ATGTCTTOCC 
ACX3TT0GGAT 
AGAAGAA6AA 
CAGQ^GCAGA 
AGTCTGAAGA 



31 



GGG6AGGAAA 
CTTGCmGG 
CACCCCAGQA 
CCTC0CAAA6 
TTTAAACATG 
GCTTCTGAAC 
GATAGAGGAT 
GATCATCAG6 
GGAAG6CAGT 
CAAGGCCAAC 
GCAGGGCAGC 
TGAACTGTTG 
TGT CTCCAG C 
TGCCTGTGAG 
6AAAGAAGA6 
T6AGGAAAA6 
CCACCCTCAT 



41 

I 

AGCAGGGCCT 
CTGAGAGGAT 
TCG6AGGGGC 
GATGTACCCA 
CTGCACTTGA 
G06ATCAGAA 
GACATTG6AA 
TTTGCOGAGT 
GAGCTGTC3U3 
AGGACCAG6A 
TTGGACACAG 
CTCTCTGAAA 
AGCATCCAGC 
CAQIGCCAGG 
GAGGGG6AAG 
GAGCAGTOGC 
0GCGG6O8TC 



51 



TTAAAAAGGC 
TTCT6TTGGC 
ACAGGGGGGC 
ACrCTCAGGC 
AGAAGAGACC 
AGCTTCATGT 
GGAGGGCAGA 
CAGGAACAGC 
TGOrGGAGGO 
CCAAAGTCAC 
GGGAAGAGGC' 
AAGTAGTAGA 
GGTTGCIG6A 
A6AGTG6C3GC 
GQAAAAA6AA 
AChfiACCTTT 
GGOQGQGCTT 



60 

120 

180 

240 

300 

360 

420 

480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 



1201 



wo 03/042661 



PCT/US02/36810 



OGAOTGTOAT GCCAAGGTCA ACATCTGCT6 TAAGAAACAO TTCTTTOTCA GTTTCAAGGA lOBO 

CAT06GCTGQ AATQACTGGA TCMT G CTOC CTCTGGCTAT CUTGOCMCT JICTQCSQAGGG 1140 

TC5AGTX5CCOO AGCCATATAO CAOOCAOGTC OGGGTCCTCA CTGTCCnt:!: ACTOUVCAGT 1200 

CATCAACCAC TACCGCATOC GGGGCCATAO CCOCTTTQCC AACCTCAAAT 0C5TGCTGTGT 1260 

J GCCCACCAAO CTOAGACCCA TGTCCATGTT GTACTATQAT GATGOTCAAA ACATCATCAA 1320 

AAAGGACATT CAOAACATGA TOQTGGAGGA OTGTG O GTGC TCATASAGTr OOCCAOCCCA 1380 

QOQG GAAAGG GAOCAAGAOT TGrCCAQAOA A6ACA0TG6C AAAATGAAGA AATTTTTAAO 1440 

(mrCTGAGT TAACCAGAAA AATAGAAATT AAAAACAAAA CAAAACAAAA AAAAAAACAA 1500 

AAAAAAACAA AACTAAATTA AAAACAAACC TC5ATGAAACA GATOAAACAG ATGAAGGAAG 1560 

iU ATGT GGAAAT CTTAGCCTGC CTTAGCCAGG GCTCAGA6AT GAAGCAGTGA AOAGACAGAT 1620 

T GGGAGGGA A AGQGAGAATG GTaTAGGCTT TATTTCTTCT GAAATCACAC TGATQACATC 1680 

AeiTOTTTAA AOSGGGTATT GTOCTI T OO.' CCCTTQAG8T TOOCTTXnGA GCTTOAATCA 1740 

A CCAAT CTQA TCT6CAOTAG TGTGQACTAG AACAACCCAA AXAGCATCTA GAAAGCCATQ 1800 

AGTTTGAAAa GGCCCATCAC AOQCACTTTC CTAOCCTAAT 1840 



15 
20 
25 
30 
35 
40 
45 



60 
65 
70 
75 
80 



Seq ID NO I C8 SNA Sequence 

Huclelc Acid Accession ii MM_000095.1 

Coding sequence: 26.. 22 99 ~ 



1 11 21 31 41 51 

I I I I I I 

CAOCACCCAO CTCCCOGCCA CC6CCATGGT CCCOGACACC GCXrTGOGTTC TTCTGCTCAC 60 

CCTGGCTGCC CT0QGC606T CCGGACAGGG CCAGAGCCOO TTGQGCTCAa ACCTGGGCCC 120 

GCAGATGCTT CGGQAACTOC AG6AAAGCAA OGGGG06CTG CAGGACQTGC GGGACTGGCT 180 

GOGGCAGCRO GTCAGGGA6A TCAOGTTOCT GAAAAACAOO GTGATGGAOT GTGAOQOGTG 240 

OGGGATGCAO CAOTCAGTAC GCACOGGCCT ACCCAGOGTG 0Q6CCCCT6C TCCACTGOSC 300 

GCCOGGCTTC TOCTTCCCOQ GCXTOGOCTG CATCCAGAOS 6AGAG0G00Q GCOOCTGOGQ 360 

CCCCTGCCCC GCGGGCTTCA CGGQCAAOGQ CTCGCACTQC ACCGAC3GTCA AC6AGTGCAA 420 

COCCCACCCC TQCTTCCCCC GAGTCCX3CTG TATCAACACC AGCCOGGGGT TCCGCTGCGA 460 

GGCTTGCCOQ GOQQGGTACA 6CGQGC30CAC CCACCAGGGC GTGGOQCTGG CTTTOQCCAA 540 

GQCCAACAAG CAGGTTTGCA G6GAGATCAA GQAGTGTGAG ACCGGGGAAC ATAACTGCX3T 600 

CCCCAACTCC GTGTGCATCA ACAOCOGGGG CTCCTTCCAG TGOQGCCCGT GCCAGCCCQO 660 

CTTCGTQGGC GACCAGGCGT COGQCTGOCa GCGCGGCQCA CAQOQCTTCT GCCCOSAOGO 720 

CTCGCCCAGC QAOIGCCAOO A6CATGCAGA CTG06TCCTA GAGGG06ATQ GCTOOCX36TC 780 

OTGOGTGTGT G6CGTTGGCT GQGCGGGCAA OQGGATCCTC TOTGGTOGOG ACACTQAOCT 840 

AGAOGGCTTC COGGAOGAGA AG C TGOO C TQ CCCGGAGCGO CAOTGOOGTA AGGACAACTG 900 

C0T6ACTQTQ CXX»ACTCAQ GGCAGGAGGA TGTG6ACCGC GATOGCATCG GAQACX3CCTG 960 

CQATCCGGAT GCOGACOGQO AOGGGGTCCX: CAATGAAAAG GACAACTGCC OGCTOGTGCO 1020 

GAACCCAGAC CAGCGCAACA GQGAaSAGGA CAAGTGGGGC GAT60GTGCX3 ACAACTGCOQ 1080 

OTCCCAOAAO AA06ACQA0C AAAAGGACAC AGACCAGOAC GGCCGGGGCXS ATGGGTGOGA 1140 

GGACGACATC GAGGGCX3ACC GQATGOSCAA CCAGGCOGAC AACTG0C9CTA GGGTACCCAA 1200 

CTCAGACXy«3 AAGGACAQTG ATOaCGATGG TATAGGG6AT GCCTGT6ACA ACTGTCOCCA 1260 

QAAGAQCAAC COGGATCAGG CGOATGrOOA CCACGACTTT GTGGGAGATQ CTTGTGACAO 1320 

CGATCAAGAC CA0GATG6AG AOGGACATCA GQACTCTCXK3 GACAACT6TC CCA066TGCC 1360 

TAACAGTGCC CAGQAGQACT CAGAGCAG6A TGGCCAGGGT GATGCCTQ08 AGGACXSAGQA 1440 

GGACAATGAC GGAGTCCCTO ACAGTOOGGA CAACTGC06C CTGGTGOCTA ACCCOOGCCA 1500 

GGAGGAOGCXS GACAGGGACG GCGTX3G00QA CGTOTQCCAG GAOGACTTTG ATGCAGACAA 1S60 

_ GGTGGTAOAC AAOATCXSAOG TGTGTCOSGA GAACGCTGAA QTCAC3QCTCA COOACTTCAG 1620 

3U GGCCTTCCAG ACAOTOGTGC TGGACC06QA GGGTGA060G CAGATTGACC CCAACTGGGT 1680 

GQTGCTCAAC CAGGGAAGG6 AGATOGTGCA GACAATGAAC AGGGACCCAO GOCIGGCTOT 1740 

GGOTTACACT GOCTTCAATG GC6TGGACTT CX»GGGCAOG TTCCATOXGA ACAOGGTCAC 1600 

GGATGACGAC TATOCGGGCT TCATCTTTGG CTACCAGGAC AOCTCX3U3CT TCTAOGTGGT 1860 

_ . CATGTGGAAG CAGATGGA6C AAA03TATT0 GCAGGCXSAAC CCCTTCOGTG CTGTQGCOGA 1920 

Dj OCCTGGCATC CAACTCAAGG CTGTGAAGTC TTCCACAGGC CCXX3GGGAAC A6CTG0GGAA 1960 

CQCTCTOTGO CATACAGQAG ACACAGAGTC OCAGGIGGOO CTGCTGTGQA AGQACOOQOO 3040 

AAACGTGGGT TG6AAG0ACA AGAAGTGCTA TGGTrGGTTC CTGCAGCACC GGCCCCAAGT 2100 

GGGCTACATC AGGGTGOGAT TCTATGAOGG CCCTOAGCTG GTGGCOQACA GC3UV0QTGGT 2160 

CTTGGACACA ACCATGCGGG GTGGCOOCCT GGQOGTCTTC TGCTTCTCCC AGGAGAACAT 2220 

CATCTQGGCC AACCTGCGTT ACCGCTGCAA TGACACCATC CCAGAGGACT ATOAGACCCSk 2260 

TCAGCTGOSG CAAGCCXAOG GACCAGGGia AOQACCOQCC GOATQACMSC CAGCCTC310C 3340 

GGQGCTG6AT GGGGGCTCTQ CACCCA600C AAGGGQTGGC OGTCCTGAGG GGGAA6T6A0 2400 

AAGGGCTCAG AGAGOACAAA ATAAAGTQTG TGT6CAGGG 2439 



Seq ID NOt C9 DMA Sequence 

Nucleic Acid Accession #: XH_057014 

Coding sequence t 143.. 874 

1 11 31 31 41 51 

I I I I I t 

GGGAGGGAGA GA06CGCG06 GGTQAAAOOC GCATTOATGC A0CCT6CGGC GGCCTCGGAO 60 

CGOGGCX3QA0 CCAGACGCTG ACCACGTTCC TCTCCTCGGT CTCCTCOQCC TCCAGCTCOG 120 

06CTGCCCGG CA6C0GGGAG CCATGCOACC CCAGGGCCCC GCCGCCTCCC COCAGOGGCT 180 

CCGGGGCCTC CTOCTGCTCC TOCTQCIQCA GCTQCCG6GG GGGTCGAGCO CCrCTGAOAT 240 

CCCCAAGGGG AAOCAAAAGG 0SCA6CT00G GCAGAGOGAG GTGGTQGACC TGTATAATGG 300 

AATGTGCTTA CAAGGGCCAO CAGGAGTGCC TOGTGGAGAC GGGAGCCCTG GGGCCAATGG 360 

CATTCCGGGT ACACCTGGGA TCCCAGGTCG GGATGGATTC AAAGGAGAAA AGGGGQAATQ 430 

TCTGAGGGAA AGCTTTGAGG AGTCCTGGAC ACCCAACTAC AAGCAST6TT CATGGAGTTC 460 

ATTGAATTAT GGCATAGATC TTGGGAAAAT TGCiGQAOTGT ACATTTACAA AOATGCGTT C 540 

AAATA GTGCT CTAAGAOTTT TOTTCAGTGa CTCACTTGOG CTAAAATGCA OAAATOCATG 600 

CTOTCAGGGT TG GTAT TTCA CATTCAATGG AGCTQAATOT TCAGGAOCTC TTCCGATTGA 660 

A6CTATAATT TATTTGGAOC AAG6AA6C0C TGAAATQAAT TCAACAATTA ATATTCATGO 720 

1202 



wo 03/042661 



PCTAJS02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



CACTTCTTCT 
CTGGGTTGGC 
TTCTCGCATC 
TTTTTTTATT 
CKTCTGAAX6 
TTTAAATCTA 
TGGTTAGAAT 
GGTCTTTTGT 
T6TACAATTT 
CAACCTTAAA. 



GTGQAAGQAC 
ACTTGTTCAG 
ATTATTGAAG 
ATGCCTTGGA 
AAAA6CAAA0 
6CATTATTCA 
ACTTTCTTCA 
TTTTTCTCTT 
GTAAATGTTA 
AAAAAAAAAA 



'riTGTGAAGG 
ATTACCCRAA 
AACTACCAAA 
ATQGTTCACT 
CTAAATATOT 
TTTTGCTTCA 
TAGTCACATT 
AGTATAGCAT 
AGAATTTTTT 
AAAA 



AATTGQTGCT 
AGGAGATGCT 
ATAAATGCTT 
TAAATGACAT 
TTACAQACCA 
ATCAAAAGTG 
CTCTCAACCT 
TTTTAAAAAA 
TTATATCTOT 



GGATTAGTGG 
TCTACTGGAT 
TAATTTTCAT 
TTTAAATAAG 
AAGTGTGATT 
GTTTCAATAT 
ATAATTTGGA 
ATATAAAAGC 
TAAATAAAAA 



ATGTTGCTAT 
G6AATTCAGT 
TTGCTAOCTC 
TTTATGTATA 
TCACACTGTT 
TTTTTTTAGT 
ATATT6TTGT 
TACCAATCTT 
TTATTTOCRA 



780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1284 



51 
I 

TGGA6AACAA 60 

C08AGGCCCA 120 

CTGGTOTCAC 180 

GGGTCCCCTG 240 

TTTAGACACT 300 

ATTAGTCCCA 360 

TOCCTGGGCT 420 

AATTAAAAGA 480 

AAAAAAAAAA 540 



Seq ID NO: CIO DNA Sequence 
Nucleic Acid Accession #s NMj003225 
Coding sequence; 41. '.2 95 

1 11 21 31 41 

I I 1 i 1 

ATCCCTGACT CGGGGTCGCC TTTGGAGCAG AGAG6AGGCA ATGGCCACCA 
GGIQATCTQC GCCCTGGTCC TGGTOTCCAT GCTGGCCCTC GGCA CCCT6G 
OACACSAGACO TOTACAOTOG CX»CC06TGA AAGACAGAAT TQTGGTTTTC 
GCCCTCCCRG TCTGCAAATA AGGGCTGCT6 TTTC6AC6AC ACCOTTCGTG 
GTGCTTCTAT CCTAATACCA TCGACGTCCC TCCA6AAGAG GAGTGT6AAT 
TCTGCAGGGA TCTGCCTGCA TCCTQACGGQ QTGCCGTCCC CAGCACGGIQ 
GAGCTOGGCT GCCACCTCCA CCGGACACCT CAGACACXSCT TCTGCAOCTa 
CACStf^CACAG ATTGACTGCT CTGACTTTGA CTACTCAAAA TTGGCCTAAA 
OATOQATATT AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 

Seq ID NOt Cll DNA Sequence 

Nucleic Acid Accession #t NM_015419.1 

Coding sequence: 1..B487 

1 11 21 31 41 51 

ATGCCCAAGC GCGCGCACTG GGGGGCCCTC TCOGTGGTGC TQATOCTGCT TTGGGGCCAT 
COGCGAGTGG OGCTGGCCTO CCCGCATCCT TGTGCCTGCT ACGTCCCCAQ 06AGGTCCAC 
TOCACOTTCC GATCCCTQQC TTCOQTCCCC GCTGGCATTG CTAGACACGT GGAAAGAATC 
AATTTGGGGT TTAATAGCAT ACAGGCCCTO TCAGAAACCT CATTTGCAGG ACTGACCAAG 
TTGGAGCTAC TTATGATTCA CGQCAATGAG ATOOCAAGCA TCCCOGATGG AGCTTTAAGA 
GACCTCAGCT CTCTTCAGGT TTTCAAGTTC AGCTACAACA AGCIGAGAGT GATCACAGQA 
CAGACCCTCC AGGGTCTCTC TAACTTAATG AGGCTGCACA TTGACCACAA CAAGATCGAG 
TTTATCCACC CTCAAGCTTT CAACGGCTTA ACGTCTCTGA GGCTACTCCA TTTCGAAGGA 
AATCTCCTCC ACCAGCTGCA CCCCAGCACC TTCTCCACGT TCACATTTTT GGATTATTTC 
AGACTCTCCA CCATAAGGCA CCTCTACTTA GCAGAGAACA TGGTTAGAAC TCTTCCTGOC 
AGCATGCTTC GGAACATGCC GCTTCTGGAG AATCTTTACT TGCAGGQAAA TCOGTGSACC 
TOCSATTOTQ AGATGAGATG GTTTTTGQAA TGGQATGCAA AATCCAGAGG AATTCTGAAG 
TGTAAAAAGG ACAAAGCTTA TGAAGGOQGT CAaTTGTGTO CAATGTGCTT CAGTCCAAAG 
AA6TTCTACA AACATGAGAT ACACAAGCTG AAG6ACATGA CTTGTCTGAA GCCTTCAATA 
GAGTCCCCTC TQAGACAGAA CAGGAGCftGG AOTATTGAaO AGGAGCAAQA ACAGGAAGAG 
GATGGTGGCA GCCAGCTCAT CCTGGAGAAA TTOCAACTGC CCCAGTGGAG CATCTCTTTC 
AATATGACCG AC6AGCA0GG GAACATGGTG AACTTGGTCT GTGACATCAA GAAACCAATQ 
GATGTOTACA AGATTCACTT GAACCAAACG GATCCTCOVS ATATTGACAT AAATGCAACA 
GTTGOCTTGG ACTTTGAGTQ TCCAAXGACC OGAGAAAACT ATGAAAAGCT ATGGAAATTG 
ATAGCATACT ACAGTGAAGT TCC0G16AAG CTACACAGAO AOCTC ATGC T CAGCAAA6AC 
CCCAGAGTCA GCTACCAGTA CAGGCAGGAT GCTGATGAGG AAGCTCTTTA CTACACACGT 
GTOAQAGCCC AGATTCTTGC AGAACCAGAA TGGGTCATGC AGCCATCCAT AGATATCCAG 
CTGAACOGAC GTCAGAGTAC GGCCAAGAAG GTGCTACTTT CCTACTACAC CCAGTATTCT 
CAAACAATAT CCACCAAA6A TACAAGGCAG GCTCGGGGCA GAAOCTGGGT AATGATTGAQ 
CCTAGIGGAG CTOTGCAAAG AGATCAOACT GTCCIGGAAO GGGGTCCATO OCAGTTGAGC 
TGCAACGTGA AAGCTTCTQA ©U3TCCATCT ATCTTCTQOO TQCTTCCAGA TQGCTCCATC 
CTGAAAGCGC CCATGGATGA CCCAGACAGC AAGTTCTCCA TTCTCAGCAO TGGCTGGCTO 
AGGATCAAGT CCATGGAGCC ATCTGACTCA GGCTTGTACC AGTGCATTGC TCAAGTGAGG 
GATGAAATGG ACCGCATGGT ATATAGGGTA CTTGTGCAOT CTCCCTCCAC TCAGCCA6CC 
GAGAAAGACA CAGTOACAAT TGGCAAGAAC CCAGaOGAOT GSQIOACATT OCCTTGCAAT 
GCTTTAGCAA TACCOGAAGC 0CACCTTA6C TGGATTCTTC CAAACAGAAG GATAATTAAT 
GATTTGGCTA ACACATCACA TQTATACATG T1GCCAAAT6 GAACTCTTTC CATCCCAAAG 
GTCCAAGTCA GTQATAGTGG TTACTACAGA TOTGTGGCTG TCAACCAGCA AGGGGCAGAC 
CaTTTTAOGG TGGGAATCAC AGTGACCAAG AAAGGGTCTG GCTTGCCATC CAAAAGAGGC 
AGAOGCCCAG 6TGCAAA0GC TCTTTOCAGA GTCAGA6AAG ACATCGTGGA GGAT6AA6GG 
GGCTCGGGCA TGGQAGATGA AQAGAACACT TCAAGQAGAC TTCTGCATCC AAAGGACCAA 
GAGGTGTTCC TCAAAACAAA GGATQATGCC AICAATG6AG ACAAGAAAQC C AAGA AAGGG 
AGAAGAAAGC TGAAACTCTG GAAGCATTCG GAAAAAGAAC CAGAGACCAA TGTTGCAGAA 
GGTC6CAGAG TOTTTGAATC TA6ACGAAGG ATAAACATGG CAAACAAACA GATTAATCOG 
GAOCGCTOQO CTSATATPTT AGCCAAAOTC CGTGGGAAAA ATCTCCCTAA GGGCACAGAA 
GTACCCCOGT TGATTAAAAC CACAAGTCCT CCATOCTTGA GCCTAGAAGT CACACCACCT 
TTTCCTGCTG TTTCTCCCCC CTCAGCATCT CCTGTGCAGA CAGTAACCAG TGCTGAAGAA 
TCCTCAGCAa ATOTACCTCT ACTTGGTGAA GAAGAGCACG TTTTGGGTAC CATTTCCWa 
GCCAGCATGG GGCTAGAACA CAACCACAAT GGAGTTATTC TTGTTGAACC TGAAGTAACA 
AGCACACCTC T06AGGAAGT TGTTGATGAC CTTTCTGAGA A6ACTGAGGA GATAACTTCC 
ACTGAAGGAG ACCTQAAGGO GACA0CA6CC CCTACACTTA TATCTGAGCC TTATGAACCA 
TCrCCTACrC TQCACACATT AGACACAGTC TATGAAAAGC CCACCCATGA AGAGACQGCA 
ACAGAGGGTT GGTCTGCAGC AGATGTrGGA TOGTCACCAG AGCCCACATC CAGTG AGTAT 
GAGCCTCCAT TGGATGCTGT CTCCTTGGCT GAGTCTGAGC CCATGCAAIA CTTTGAGCCA 
GATTTGGAGA CTAAGTCACA ACCAGATQAO GATAAGATGA AAGAAGACAC CTTTGCACAC 
CTTACTOCAA COCOCACCAT CTGGOTTAAT GACTCCAOTA CATCACAGTT ATTTGAOGAT 
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TCTACTATAG QGGAACCAGG TGTCOCAGOC CAATCACATC TACAAOGACT GACAOACAAC 3120 
ATCCACCTTQ TGAAAAGTAO TCTAAGCACT CAAGACACCT TACTGATTAA AAAOGGTATO 3180 
AAAGAGATGT CTCAGACACT ACAGGGAGQA AATATGCTAO AGQQAQACCC CACACACTCC 3240 
AGAAGTTCTG AGAGTGACGG CCAACAOAGC AAATCCATCA CTTTOCCTGA CTCCACACTO 3300 
5 G6TATAATQA 6CAGTATGTC TOCASTTAAO AAfiCCTGCGG AAACC ACAGT T GGTAC CCTC 3360 
CTAGACAAAO ACACCACAAC ACTAACAACA ACACCMGGC AAAAAOTTBC TQ QjrCAT CC 3420 
ACCATGAGCA CTCACCCTTC TOGAAGGAGA GCCAAGQGGA GAAQQAOATT AOGCOOCAAC 3480 
AAATTCCGCC ACCGGCACAA GCAAACCCCA CCCACAACTT TTOCCCCATC AGAOACTTTT 354 0 
TCTACrCAAC CAACTCAAGC ACCTGACATT AAGATTTCAA GTCAAGTGGA GAGTTCTCTQ 3600 
10 GTTOCTACAa CTTGOOTGOA TAACACAGTT AATAOCGCCA AACAOTTGGA AATGGABAAG 3660 
AATGCAGAAC CCACATCCAA GGGAACACCA OGGAGAAAAC AC8QGAAQAG GOCAAACAAA 3720 
CATOGATATA CCCCTTCTAC AOTGAQCTCA AOAGOQTCOQ GATCCAAGOC CAOCCCTTCT 3780 
CCAfiAAAATA AACATAGAAA CATTQTTACT CCCRGTTCAQ AAACTATACT TTTQCCTAGA 3840 
ACTGTTTCTC TGAAAACTGA GGGCCCTTAT GATTCCTTAQ ATTACATGAC AACCACCAQA 3900 
15 AAAATATATT CATCTTACCC TAAAGTCCAA GAGACACTTC CAGTCACATA TAAACCCACA 3960 
TCA6ATGGAA AAGAAATTAA GGATQATOTT 6CCACAAAT0 TTGACAAACA TAAAAGIGAC 4020 
ATTTTAGTCA CTGGTGAATC AATTACTAAT GCX»TACCAA CTTCT06CTC CTTGGTCTCC 4080 
ACTATGGGAG AATTTAAGGA AQAATCCTCT CCTGTAGGCT TTCCAGGAAC TCCAACCTOO 4140 
AATOCCTCAA GGA06GCCCA GOCTGGGAGG CTACAGACAQ ACATACCTOT TACCACTTCT 4200 
20 GGQQAAAATC TTACAGACCC TCCCCTTCTT AAAGAGCTTQ AGGATGTGGA TTTCACTTCC 4260 
GAGTTTTraT CCTCTTTGAC AGTCTCCACA CCATTTCACC AGGAAGAAGC TGGTTCTTCC 4320 
ACAACTCTCT CAAGCATAAA AGTGGAGGTG GCTTCARGTC AGGCAGAAAC CACCAOCCTT 4380 
GATCAAGATC ATCTTQAAAC CACTOTGGCT ATTCTCCTTT CTGAAACTAQ ACCACAGRAT 4440 
^_ CACACCCCTA CTGCTGCCXX3 GATGAAGGAO CCAGCATCCT C3GTCCCCATC CACAATTCTC 4500 
25 ATGTCTTTGO GACAAACCAC CACCACTAAG CCAGCACTTC CCAGTCCAAO AATATCXCAA 4560 
GCATCTAGAG ATTCCAAGGA AAATGTTTTC TTQAATTATQ TGGGGAATCC AGAAACAlQAA 4620 
GCAACCCCAG TCAACAATGA AGGAACACAO CATATGTCAG GGCCAAATGA ATTATCAACA 4660 
CCCTCTTCOG ACCGGGATGC ATTTAACTTG TCTACAAAGC TGGAATTGGA AAA6CAA0TA 4740 
TTT6GTAGTA GGAGTCTACC AOSTGGCCCA GATAGCCAAC GCCAGGATGG AAGAGTTCAT 4B00 
30 GCTTCTCATC AACTAAOCAG AGTCCCTGCC AAACCCATCC TAOCAACAGC AACA6TGAGG 4860 
CTACCTOAAA TGTCCACACA AAGCGCTTCC AGATACTTTG TAACTTCGCA OTCACCTOGT 4920 
CACTGGACCA ACAAACX3GGA AATAACTACA TATCCTTCTG GGGCTTTGCC AGAGAACAAA 4980 
CAGTTTACAA CTCCAAGATT ATCAAGTACA ACAATTCCTC TCCCATTGCA CATQTCCAAA 5040 
CXXAGGATTC CTAGTAAGTT TACTGACOGA AGAACTGACC AATTCAATGG TTACTCCAAA 5100 
35 GTOTTTGGAA ATAACAACAT CCCTQAGGCA AGAAACCCAG TTGGAAAGCC TCCCAGTCCA 5160 
AGAATTCCTC ATTATTCCAA TGGAAGACTC CCTTTCTTTA CCAACAAQAC TCTTTCTTTT 5220 
CCACAQTTGG GAGTCACCCG QAGACCCCAO ATAOCCACTT CTCCTGCCCC AGTAATGAOA 5280 
GAGAGAAAAO TTATTOCAGO TTCCTACAAC AGGATACATT CXXATAGCAC CTTCCATCTG 5340 
GACTTTGGGC CTCOSGCACC TOt3GTTGTT6 CACACTCCGC AGACX^VOGGG ATCA CCCTCA 5400 
40 ACTAACTTAC AGAATATCCC TATGGTCTCr TCCACCCAGA GTTCTATCTC CTTTATAACA 5460 
TCTTCTGTCC AGTCCTCAGG AAGCTTCCAC CAGAGCAOCT CAAAGTTCTT TGCAOGAGGA 5S20 
CCTCCTGCAT CCAAATTCTG GTCTCTTGGG GAAAAGOCCC AAATCCTCAC CAAGTCCCCA 5580 
CAOACTGTGT CCX3TCAC0GC TGAOACAGAC ACrGTGTTCC CXTTCTGAGGC AACAGGAAAA 5640 
OT^AAGOCTT TGGTTACTTG GACAAAGGTT TCCACAGGAO CTCTTATGAC TCOGAATACC 5700 
45 AGGATACAAC GOTTTOAQQT TCTCAAOAAC GGTACCTTAG TGATAGGGAA GGTTCAAGTA 5760 
CAAGATOGAG QCCAOTATAT GTGCAC06CC AGCAACCTGC AOQGCCTGGA CAGGATGGTG 5820 
GTCTTGCTTT CGGTCACOGT GCAGC»ACCT CAAATCCTAQ CCTCCCACTA CCAGGAOOTC 5880 
ACTGTCTACC TaOGAGACAC CATTGCAATG GAGTGTCTGG CCAAAGGGAC CCCAGCCCCC 5940 
CAAATTTCCT GGATCTTCCC TGACAGGAGG GTGTGGCAAA CTGTGTCCCC CGTOGAGAGC 6000 
50 CX3CATCACCC TGCA06AAAA CC3GQACCCTT TCCATCAAGG AGGOGTCCTT CTCAGACAGA 6060 
GGOGTCTATA AGTGOGTGGC CAGCAATGCA GCXJOGQGOQG ACAGCCTGGC CATCCGCCTG 6120 
CAOGTGGOGO CACTGCCCCC OOTTATCCAC CAGGAQAAGC TGGAGAACAT CTCGCTGCCC 6180 
OOGGGGCICA GCATTCACAT TCACTGCACT GOCAAGGCTG 06CCCCTGCC CAGCGTGOK: 6240 
TGG6TGCT0G GGGAC3QGTAC CCAGATOOGC CCCTCXK!AGT TGCTCXA06G QAACTTGTTT 6300 
55 GTTTTCCCCA AOQGGACGCT CTACATCOQC AACCTCGOGC CCAAGGACAO CX3GG0GCTAT 6360 
GAaTGC30T0G CXXKrCAACCT GGTAGGCTCC GCGCGCAGGA OGGTGCAGCT GAA06TGCAG 6420 
CGTGCAGCAO CX»A0GOGO0 CATCACGGGC ACCTCCCOGC GGAGGAOGGA OGTCAQQTAC 6480 
GGAGQAACGC TCAAaCTGGA CTGCAGGGCX: TOGGGGGACC 0CTGG00SCX3 CATCXTTCIGG 6540 
AGQCT0003T CCAAQAGGAT GATOQAOOCG CTCTTCAGTT TTGATAQCAG AATCAAGGTG 6600 
60 TTTGOCAATO GGACCCTGGT GGTGAAATCA GTGAOGGACA AAGATGCCGG AGATTACCTG 6660 
TGCGTAGCTC GAAATAAGGT TGGTGATGAC TAO3TG0TGC TCAAAGTGQA TOTQOTGATG 6720 
AAA0CX3G0CA AGATTGAACA CAAGGAGGAG AACJOACCACA AAGTCTTCTA CGGGGGTGAC 6780 
CT6AAAGTG0 ACTOXaTGGC CACOGGGCTT CCCAATCCOG AGATCTCCTQ QAGCCTCCCA 6840 
6ACX3G6AGTC TGGTGAACTC CTTCATGCAG TCX^TGACA GOGGTGGAOG CACCAAGOGC 6900 
65 TATGTCOTCT TCAACAATGQ GACACTCTAC TTTAAC6AAG TGGGGATGAG GGAGGAAGGA 6960 
GACTACACCT GCTTTOCTGA AAATCAOOTC GGGAAOGAOG AGATGAGAGT CAGAGTCAAG 7020 
GTGGTGACAG OGCCOGCCAC CATOOGGAAC AAGACTTACT TGGCGGTTCA GGTGCOCTAT 7080 
GGAGAOGIGG TCACrGTAGC CTGTGAOGCC AAAGGAGAAC CCATGCCCAA GGTGACTrGG 7140 
TTGTCCCX3UI CCAAC2AAGGT GATGC!CCACC TCCTCTGAGA AGTATCAGAT ATACCAAGAT 7200 
70 GGCACTCTCC TTATTCAQAA AGCCCAG06T TCTGACAGCG GCAACTACAC CTGOCTGGTC 7260 
AGGAACAGCG OGGGAGAGGA TAGGAAGACG GTGTGGATTC AOGTOUIOGT CCAGCXavOCC 7320 
AAGATCAAOJ GTAACCXXAA CCCCATCAOC ACOGTGCGGG AGATASCAOC C3QGGG GCACT 7380 
OQaAAACIGA TTGACTGCAA AGCTGAAOGC ATCOCCACCC OGAGGGTGTT ATGGGCTTTT 7440 
CCaSAGGGTG TGGTTCTGCC AGCTCCATAC TATGGAAACC GGATCACTGT CCATGGCAAC 7500 
75 GGTTGOCTQG ACATCAGGAG TTTGAGGAAG AGOQACTCCG TCCAGCTGOT ATOCATGGCA 7560 
CGCAAOGAGG GAGGGGAGGC GAGGTTQATC GTGCAOCTCA CTOTCCTOGA GCCCATGGAG 7620 
AAACCCATCT TCCAOGACCX: GATCAGOOAO AAOATCAOGG CCATGGOOGO CCACACCATC 7680 
AGGCTCAACT GCTCTGCOGC GGOGACOCOG ACAOCCAGCC TGGTGTQGGT CCTTCCCAAT 7740 
GGGACOGATC TGCAGAOTOO ACAGCAGCTG CAGCGCTTCT ACCACAAGGC TGAOGGCATG 7800 
80 CTAC3VCATTA GOOGTCTCTC CTCGGTGGAC GCTGGGGCCT ACOGCTGCGT GGCCOGCAAT 7860 
GCCGCTGGCC ACAOGGAQAG OCTGGTCTCC CTOAAGGTGG GACTGAAQCC AOAAGCAAAC 7920 
AAGCAGTATC ATAACCTGGT CAGCATCATG AATGGTGAGA CCCTGAAGCT CCCCTGCAOC 7980 
GCTCC0G6GG CTGGGCAGGO AOQTTTCTCC TGGAOQCTCC CCAATGQCAT OCATCIQQ AQ 8040 
GGCCCOCAAA 0CCTGGGAO6 GQTTTCTCTT CTOGACAATG GCACCCTCAC GGTTCGTQAO 8100 
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GCCTOSGTGT TTGACAGGGG TACCTATGTA TGCAGGATOG AGACGGAGTA CGGCCCTTCS3 8160 

GTCACCAGCA TCCCCGTGAT TGTGATCGCC TATCCTCCCC GGATCACCAG CGAGCCCACC 8220 

CCGGTCATCT ACACCCGGCC CGGGAACACC GTGAAACTGA ACTGCATGGC TATGGGGATT 8280 

CCCAAAGCTG ACRTCAOGTG GGAGTTACOG GATAAGTC6C ATCTGAAGGC AGGGGTTCAG 8340 

GCTCGTCTGT ATGGAAACAQ ATTTCTTCAC OXCAGOaAT CACTOACCAT CXRGCATGOC 8400 

ACACAGAGAG ATGCCGGCTT CTACAAGTGC ATGGCAAAAA ACATTCTOGG CAGTGACTOC 8460 

AAAACAACTT ACATCCACGT CTTCTGAAAT GTGGATTCCA GAATGATTGC TTAGGAACTG 8S20 

ACAACAAAQC GGGGTTTGTA AGGGAAGCCA GGTTGGGGAA TAGGAGCTCT TAAATAATGT 8580 

GTCACAGTOC ATGGTGGCCT CTGGTOGGTP TCAAGTTGAG GTTGATCTTG ATCTACAATT 8640 

GTTGGGAAAA GGAAGCAATG CAGACAOGAS AAOGAOQGCT CAGOCXTGCT GAQACACTTT 8700 

Crrrr G'X^TT TACATCATQC CAGGGOCTTC ATTCAGGGTG TCTGTGCTCT GACTGCAATT 8760 

TTTCTTCTTT TGCAAATGCC ACTOGACTGC CTTCATAAGC GTCCATAGGA TATCTGAGGA 8820 

ACATTCATCa^ AAAATAAGCC ATAGACATGA ACAACACCTC ACTACCCCAT TGAAGAOGCA 88B0 

TCACCTAGTT AACCTGCTGC AGTTTTTACA TGATAGACTT TGTTCCAQAT TGACAAGTCA 8940 

TCTTTCAOTT ATTTCCrCTO TCACTTCAAA ACTCCAGCTT GCCCAATAAG GATTTAOAAC 9000 

CAGAOTGACT OATATATATA TATATATTTT AATTCAGAGT TACATACATA C AGCTAC CAT 9060 

TTTATATGAA AAAAGAAJWV CATTTCTTCC TGQAACTCAC TTTTTATATA ATGTTTTATA 9120 

TATATATTTT TTCCTTTCAA ATCAGACGAT GAGACTAGAA GGAGAAATAC TTTCTGTCTT 9180 

ATTAAAATTA ATAAATTATT GGTCTTTACA AGACTTGGAT ACATTACAGC AGACATGGAA 9240 

ATATAATTTT AAAAAATTTC TCTCCAAOCT CCXTCAAATT CAGTCACX3^C TGTTATATTA 9300 

CCTTCrOCAG GAACXXTCCA GTGGQGAAG6 CTGCX3ATATT AGATTTCCTT GTATGCAAAG 9360 

TTTTTGTTGA AAGCTGTGCT CAGAGGAGGT GAGAGGAGAG GAAGGAGAAA ACTGCATCAT 9420 

AACTTTACAG AATTOAATCT AGAGTCTTCC CCGAAAAGCC CAGAAACTTC TCTGCAGTAT 9480 

CTGGCTTGTC CATCTGGTCT AAGQTGQCTG CTTCTTCGCC AGOCAT GAGT CAGTTTGTGC 9540 

CCATGAATAA TACACGACCT GTTATTTCCA TGACTGCTTT ACTGTATTTT TAAGGTCAAT 9600 

ATACTGTACA TTTGATAATA AAATAATATT CTCCCAAAAA AAAAA 96A5 



Seq ID NO: C12 DKA Sequence 
Nucleic Acid Accession ft: AK0ai903 
Coding sequences none 

1 11 21 31 41 51 

TATCATGCAT GTGGGAAfiGT GQGTGTGGTG AGAAAAGTTT TAAGGCAAQA GTAGATGGCC 60 

ATGTTCAACT TTACAAAATT TCTTOQAAAA CTGGCAGTAT TTTGAACTGC ATCTTCTTTG 120 

GTACCGGAAC CTGCAGAAAC AGTGTGAGAA ATTAAGTCCT GGTTCACTGC GCAGTAGCAA 180 

AGATGGTCAA GGCCATGGAA AAAQCAGAAA TTTACCAAGA AAGCTGATAC CCATQTATAG 240 

TTCCXACTCA TCTCAAATAC ATCT6CTATC TTTTTAAGCT AAGTCCTAGA CATATCGGGG 300 

ATAACATGGG GGTTGATTAG TOACCACAGT TATCAGAAGC AGAGAAATGT AATTCCATAT 360 

TTTATTTGAA ACTTATTCCA TATTTTAATT G6ATATT6AG TGATTGGGTT ATCAAACACC 420 

CACAAACTTT AATTTTGTTA AATTTATATG GCTTTOAAAT AGAAQ TATAA GTTGCTACCA 480 

TTTTTTGATA ACATTGAAAG ATAGTATrTT ACCATCTTTA ATCRTCTTGG A AAATA CAAO 540 

TCCTGTQAAC AACCACTCTT TCACCTAGCA GCATGAGGCC AAAAGTAAAG 6CTTTAAATT 600 

ATAACATATG GOATTCTTAG TAGTATQTTT TTTTCTTGAA ACTCAGTGGC TCTATCTAAC 660 

CTTACTATCT CCTCACrCTT TCTCTAAGAC TAAACTCTAG GCTCTTAAAA ATCTGCCCAC 720 

ACCAATCTTA GAAGCTCTGA AAAGAATTTG TCTTTAAATA TCTTTTAATA QTAACAT6TA 780 

TTTTATGGAC CAAATTGACA TTTTCGACTA TTTTTTCCAA AAAAGTCa^GG TGAATTTCAO B40 

CACACTGAGT TGGGAATTTC TTATCCCAGA AQACCAACX3^ ATTTCATATT TATTTAAGAX 900 

TGATTCCATA CTCC6TTTTC AAGGAGAATC (3CTGCAGTCT CCTTAAAGGT AGAACAAATA 960 

CTTTCTATTT TTTTTTTCAC CATTGTGGGA TTGGACTTTA A6AGGTGACT CTAAAAAAAC 1020 

AGAGAACAAA TATGTCTCAG TTQTATTAAO CAOGGACCXA TATTATCATA TTCACTTAAA 1080 

AAAATGATTT CCTGTGCACC TTTTQGCAAC TTCICTTTTC AATOTAOGGA AAAACTTAOT 1140 

CACXXTQAAA ACCCACAAAA TAAATAAAAC TTGTAGATGT GGGCRGMflO TTTGGGGGTQ 1200 

GACATTGTAT GTGTTTAAAT TAAACCCTGT ATCACTGAGA AGCTGTTGTA TGGGTCAGAG 1260 

AAAATGAATO CTTAGAAGCT GTTCACATCT TCAAGAGCAQ AAGCAAACCA CATGTCTCAG 1320 

CTATATTATT ATTTATTTTT TATGCATAAA GTGAATCATT TCTTCTGTAT T AATTT CCAA 1380 

AGGGTTTTAC CCTCTATTTA AATGCTTTGA AAAACAGTGC ATTGACAATO G GTIGATATT 1440 

TTTCTTTAAA AGAAAAATAT AATTATGAAA OCCAAGATAA TCTGAAGCCT GTTTTA TTTT 1500 

AAAACTTTTT ATGTTCTGTG GTTGATGTTG TTTQTTTGTT TGTTTCTATT TT GTTGG TTT 1560 
TTTACTTTGT TTTTTGTTTT GTTTTGTTTT GTTTTGCATA CTACATGCA6 TTCTTTAACC 1620 
AATCTCTGTT TGGCTAATGT AATTAAAQTT GTTAATTTAT ATGAGTGC AT TTCAACTATG 1680 
TCAATGGTTT CTTAATATTT AXTGTGTAGA AOTACTQGTA ATTTTTTXAT TTACftAXATG 1740 
TTTAAAGAGA TAACaiGTTTG ATATOTTTTC ATGTGTTTAT AQCaCAASTT ATTTA aTfCT 1800 
ATGGCATTCC AGCGGATATT 'n' GUTOT TT U CGAGGCAIGC AGTCAATATT TTOXACAfiTT 1860 
AGTGGACAGT ATTCAGCAAC aCXTTQATAQC TTCTTTGGCC TTATGTTAAA TAAAAAGACC 1920 
TGTTTGGGAT GT ^^^^ 



Seq ZD NO: C13 Protein Sequence 
Nucleic Acid Accession #: Eos sequence 
Coding sequence t 1..5001 

1 11 21 31 41 51 

I I I I 1 i 

ATGCCAGGCA CAAAACTAAC CCX3AACAGGC GCCCCAGCAG ACTACAGAGT GATATTGAAG 60 

ACCTCTCAAG AGGAOQAATT GGATQTACCT GACGACATCA GCGTCOGGGT T ATGTCAT CT 120 

CAGTCIGTGC TlGTGTCCTG GGTGSATCCT OTTCTOQAAA AACAOAAQAA AGTTGTTGCA 180 

TCAAGACAGT ACAOCGTGCG CTATOGAGRO AAGGGGGAAT TGGCCRGOTO GQATTATAAQ 240 

CAGATCGCTA ACAGGOGTGT GCTQATTGAG AACCT6ATTC CA6ACACTGT GTATGAATTT 300 

GCAGTCCGTA TTTCACAGGG TGAAAGAGAT GQCAAATGQA GTACGTCaUST CTTCCAAAGA 360 

ACACCAGAAT CTGCCCCTAC CACAGCTCCT GAAAACTTQA AC3GTCTGGCC AOTCAATGGC 420 

AAAGCXACAO TTOrOGCTOC ATCTTGGGAT GCXSCTAIXAG AGACTGAGGG GAAAGT6AAA 480 

GTCTGTCTGC TQ6ACACAG0 A CIGIT TT CA (j m XSC r OCr TCC3«CCATC T6CCAAATCA 540 
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TTTCAGAATA CATTCTTTCA TAOGCCCGGO CTCTCAAACC ATTTGGAGCA AAGTCCCTCA 600 

CCTATCCTGG AGACACTACT TCTGCCCTGO TOGATGGTCT GCAGCCTGGG GAA06CTATC 660 

TTTTC AAAAT COOGOCCACA AACAGQAGAG GCCIGGGACC TCA CTCCAA A GC CTf C A TTG 720 

TGGCTAT60C AACAAQAA3G CAGCTGTACC CAGAAGGATT TCAGTTGTCT AGCTTACCTO 780 

ATG6ATATCC AAACCAAACA AGTTAATAAA GATOCACAAC TGGAAGGGAG TGTTTTTGOA 840 

CCATGTTTTC TTTTCTACTT OCTCACATTT ATGCTGGATA TTGOOQGCTT TTOCTTCATT 900 

ATQTGCTATQ AAGACCCAKN IXn T lt l' lV i' TTGACAG6CA ATTCTTTAAA ATCTGTTGCA 960 

GOCAGTAAGG OSGATGTTCA GGAGAACAGG OA66ACAATQ GQAAACCOQA AAAACXZTGAG 1020 

GCrrCCTCAC CTTCTCCCAO AGCTGCAGCT TCCrCCGAAC ACCCCTCTOT GCCTGCTTCT 1080 

CCXX3VAGGGA GAAATGCCAA GGACCTTCTT CTTGACTTGA AGAACAAAAT ATTGGCTAAT 1140 

GGTQGGGG6C CCOGAAAACC GCAGCTTOQC GCCAAGAAGG CAGAGGAGCT GGATCTTCAQ 1200 

TOQACAQAAA TCACTGQGGA G6AQQAGCT0 GGTTCCC6G6 AGQACTOGCC CATGTGAGOC 1260 

TCAGAGACCC AA6ACCAGAA ACXSGAOCCTO AGGGCG0C3VA GTAGACAOQO CCACTOOOTO 1320 

G rn VC lXXXXi GCAGGACTGC AGTGAGGGCC OGGATGCCAG CGCTGOCCCG AAGGGAAOGC 1380 

GTAGATAAGC CTGOCTTTTC CCTGQCCACXS CAGCCCC6CC CAGC3GGCBCC CCCCT0CX3CT 1440 

TOGQCCTCTC CTGCCCACXav CXKX3TCCACC CAQGGCACCT CTCATCGTCC TTCCCTGCCT 1500 

GCCAGCrrrGA ATGACAAOGA CTIGQTGGAC TCAGAOGAAG ATQAGOGOGC TGTGGGCTCX: 1560 

CTCCAOCCCA AGGGCGCCTT OGCCCAGCCC CX36GCA6CCC TGTGOCOCAO COGOCAGTCC 1620 

COGTCCAGOQ TTCTCOSOGA CAGAAGCTCT GTGCACCCGG GOQCAAAGCC AGCCIOG006 1680 

6CG0GGAGGA CCCCXXATTC AOGGQCOGCA GAGGAAOATT CCAGTGCCTC A6C0CCACGC 1740 

TCAAGACTTT CTCCACCCCA TGQGQQATCA TCTCGGCTGC TGCCCACCCA GCCACACCIG 1800 

AOCTCTCCAC TTTCXSkAGGG CXSGQAAGGAT GGTGAGGAGG CCCCAGCCAC CAACTCXIAAT 1860 

GOQCCAT CAC GGTCCACCAT GTCCTOCTCC OTCTCTTCTC ATCTCTCOT C CAGGAGGCAG 1920 

GTCTCT6A66 GAGOOGAGGC TTCT6ATGGT GAAA6CCACG GTGACGGOQA TAGGQAAGAC 1980 

GGGOOAAGGC AGGGGGAGGC CAOGGCCCAG ACX3CTGCGGG CXXX^GCCTGC CTCTGGACAC 2040 

TTCCATTTGC TCAGACACAA ACCCTTTGCT GCCAAOGGGA GGTCTCCAAG CAGGTTCAGC 2100 

ATT6GGCG66 GACCTOGGCT GCAGCCCTCC AGCTCCCCAC AGTOQACTGT GCXXTGCCGA 2160 

GCCCACCCCA GGSTTGGCTC TCACTCTGAT TCOCACCCTA AGCTTAGCTC AGGTATCCAT 2220 

GOAQAOGAGG AGQATGAOAA GC06CTTCXT 6CCACG6TTG TCAATGACCA GGTGCCTTCC 2280 

TCCTCCAGGC AGCCCATCTC CCGGQGCTGG 6AGGACTTAA GGAOAAGCCC GCAQAGAGGG 2340 

GCCAGCCTGC ATaSGAAGGA ACXX:ATCCX». GAGAACCCCA AATCCACAGG GOCAGATACA 2400 

CATCCTGAGG 6CAAGTACTC CTCCCTGGCC TCCAA6GCTC AGGATGTTCA ACAGAGCACA 2460 

GACGGGGACA OQGAGGGTCA TTCTCXX»AA GCACSUSCCAG GGTCCACAGA C06GCAGGCX3 2520 

TCCCCT6CTC GTCCTCCCX3C AGCA06GTCA CAGCAGCATC CCAGTGTTCC CAGAAGGATG 25 80 

ACACCOGGCC GGGCCXrCAGA ACAGCAGCCC CCTCCTCXXX3 TCGCCAOGTC CCAGCACCAC 2640 

CCX3GQACCXX: AGAGCAGAGA C6CGGGT0GG TCACCTTCCC AGCCCAG6CT CTCACTGACC 2700 

CAGGC06GGC GGCCCOGCOC GAOGTOQCAG GGOOGCTGCC ACTCCTCCTC GGACCCTTAC 2760 

ACQGGGAGCT CCAGAGGGAT GCTCCCCAOQ GOOCTGCAGA AOCAOQAOIA GGAXGCCCAO 2620 

GGCAGCTAGG AOGAOQACAO CACAGAAGTC GAOGCCCAGG ATGtGOGGGC CCC0606CAC 2880 

GCOQCGCX306 CCAAQGAGGC AGCTGCXTTGC CTTCCCAAGC ACCAGCAGGT GGAGTCTCCC 2940 

ACAQG06CA6 GGGCAGGTGG OGACCACAGQ TGCCAG0GCX3 QACATGCX3GC CTCCCCCGCC 3000 

AGGCCCAGCC GACC06GGGG CCCGCAGTCC OGOGCCOSGG TGCXXZAGCAG GGCAGOOCCO 3060 

GGQAAOTOGG AGCCTCCTTC CAAGGQGCOC CTGTCCTOCA AGTCGCAGCA GT0G6TCTCA 3120 

GCOQAGGACXS AGGAGGAGGA GGACG0C3GGG TTTTTTAAAG OGGGGAAAGA AGACCTTCTG 3180 

TCTTCCTCTG TGCCAAAGTQ GCXXTTCTTCC TCCACTCCCA GGGGCGGCAA AQACOCOGAT 3240 

GGGAGCCTCG CCAAGGAAGA GAGGGAGCCT GCCATOGCGC TTGCCCCTCG COGAOGGAOC 3300 

CTGGCTCXrrG TGAAGOGACC TCTCCCCCCA CCTCGAGGCA GCTCCCCCA6 GGCCTCCCAC 3360 

GTCGCTTGCC GAO06COS0C TGQCAGOQCT GCGACOOTGA GCGGGQTOGC GGGCACCCAC 3420 

CCCTGGCGGC GGTACACCAC GOQGGCCCCV CCTGGCCACT TCTCCACCAC CCOGATGCTG 3480 

TCCTTGOOCC AGAGGATGAT GCATGCCAGA TTCCGTAACC CTCTCTCCX30 ACAGCXTTGCC 3540 

AGACCCTCTT ACAQACAAGG TTATAATGOC AGACCAAATG TAGAAGGGAA AGTCCTTOCT 3600 

GGTAGTAATG GAAAAC06AA TGGACAGAGA ATTATCAATG QCCCTCAAGG AACAAAGTGG 3660 

GTTGTGGACC TTGATCGTGG GTTAGTATTG AATGCAGAAG QAAGGTACCT OCAAGATTOW 3720 

CATGGAAATC CTCTTCGGAT TAAACTAGGA GGAGATGGTC GAACCATTGT AGATCICGAA 3780 

GGGACCCCC6 TGGTGAGTCC TQAOQGCCTC CCACTCTTTG GGCAGGGGCX3 ACATGGCACA 3840 

CCTCTG6CCA ATGCOCAAGA TAAGCCAATT TTGAGTCTTG GAGGAAAGCC GCTGGTGGGC 3900 

TTGGAGGTCA TCAAAAAAAC CACCCATCCC CCTACX».CrA CCATGCAGCC CAOCACTACT 3960 

ACX3AC6CCCC TGCCTACCAC TACAACCCOO AG6CCCACCA CTGCCACCAC CATGCAGGGC 4020 

ACCACTACTA OGAOSCCCCT GCCTACCACT ACAC08AGQC CCACCACTGC CAOGAGGOOC 4080 

06CA0GACCA CCAGGGGTCC AACAACCACA GTCOGAACCA CTAOGOGGAC AAGCACCACC 4140 

ACCACCCCCA AAOCCACCAC TCCCATCCCC ACCT6TCCCC CTGGGACCTT GGAAOGGCAC 4200 

GACGATGATG GCAACCTGAT AATGAGCTCC AATG66ATCC CAGAGT6CTA OQCTQAAGAA 4260 

GATGAGTTCT CAGGCTTGGA GACtGACACT GCAGTACCTA OGGAAGAGGC CTAOOTTATA 4320 

TATOAXGAAG ATTATGAATT T8AGAGGTCA AG6CCACCAA CCACCACTGA OCCTTOGACC 4380 

ACTGCTACCA CACCX3AGGGT GATCCCAGAG GAAGGOGCCA TCAOTTCCTT TCCTQAAGAA 4440 

GAATTTGATC TX36CTGGAAG GAAACGATTT GTTGCTCCTT ACGTGACGTA CCTAAATAAA 4500 

GACCCATCAG CCCCGTGCTC TCTGACTGAT GCACTGGATC ACTTCCAAGT GGACAGCCTG 4560 

GATGAAATCA TCCXXSUVTGA CCTQAAGAAG AGTGATCTGC CTCCCX3U3CA TGCTCCCC3GC 4620 

AACATCACOG TGGTG6CC0T GGAAGGTTGC CACTCATTTG TCATTOTGGA TTGGGACAAA 4680 

GCCACCCXZAG GAGATTTGGT CACRGGTTAT TTGGTTTACA GTGCATCCTA TGAAGATTTC 4740 

ATCAGQAACA AGTTTTCCAC TCAAOCTTCA TCAGTAACTC ACTTGCXXyVT TGAGAACCTA 4800 

AAGCCCAACA CGAGGTATTA TTTTAAAGTG CAAGCACAAA ATCCTCATGG CTAOGGACCT 4860 

ATCAGCCXrrr CGGTCTCATT TOTCACCXSAA TCAGATAATC CTCTGCTTQT TOTGAGGCCC 4920 

CCAGGaXTTG AGCTATCTGG ATGCCATTOG CTTTCAAACA TGATCCCAGC TACAOGGACT 4980 

GCCATOGAOG GCAATATGTG AA6GGCAOGT OGTATCXSAAA GTT06TGGGA Gl ' iWi ' Cn ' T 5040 

GTAATTCACT GAGGTATAAA ATCTACCTGA 61GACAACCT GAAAGATACA TTCTACAGCA 5100 

TTGGAGACAG CTGGGGAAGA GGTOAAGACC ATTGCCAATT TGTGQATTCA CA CCriX SATG 5160 

GAAGAACAGQ GCXTTCAGTCC TATGTAGAAG OCCTCCCTAC TATTCAAOGC TACTAT060C 5220 

AGTATOGTCA GGAGCCXX7TC AGGTTTGQGA ACATOGGCTT OGGAACCCCC TACTACTATG 5280 

TGGGCTGGTA OGAGTGTGGG GTCTGCATCC CTGGAAAGTG GTAATCACAG GACCX?TCATG 5340 

CTGCAAGCTT GCCCTGGOCA GCCCCACCAA CTAAGT06CA CTAGGGGCTG 7GAGCAAAGA 5400 

CAGCCAGCAT GCTCAGCCCC GCTGCCCTAG GTGCCAGGAA GOTCACAGAT GGACACTGGC 5460 

CATTCTGGTC ATCTCAGTCT QGAACTCAGT CCCACTTCTT OGCCTGGACA ATOAACAGGA 5520 

TTCAGTTTTG CT G TTAACTT TGCTTCTCTA CTTTTTTTPG TTTOTTTOTA ATAOCACATC 5560 
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CCAGAGACAT CAGAAACCAG CAACTGATTC AGTGTGATTT CCCAGACTTT TTAGGCATGA 
AATT0C3GACA CTTCAGTATT TOCAGGAATA 6CATATGCAC GCTGTTCTrG CTTCATGGAA 
TGCTACATGC TTTCTGTTTT TCTCATTTTG GATTTCTCCA AAACTAACTG AATTTAAGCT 
TCAOGTCXXT TTCTATGCAG TAGAAAQGAA TTATTAAAAA CACCACCAAA GAAAATAAAT 
5 ATATCCTACT TCAAATTTAC TCTATGGACT TACCO^CTGC TA6AATAAAT GTATC3UVATC 
TTATTTGTAA ATTCTCAATT TTGATATATA TATGTATATA TGCATATACA TATCCACACT 
TGTCTGCAAG AATATT6ATT AAAATTGCTA AATTTQTACT TGTTCACCAA AAAAAAAAAA 
AAAAAAA 

10 Seq ID KO: C14 DNA Sequence 

Nucleic Acid Accession #: NM_003014 
Coding sequences 238.. 1278 

1 11 21 31 41 SI 

GGCGGOTTCG CGCCCCGAAG GCTGAGAGCT GGCX3CTGCTC GTGCCCTGTG TGCCAGACGG 60 

0GGAGCTCCX3 C6GCCGGACC CCGOGGCCXX: QCrTTGCTGC 06ACTGGAGT TTGGGGGAAG 120 

AAACTCTCCT OOGCCXKaGA AGATTTCXTC CTCX3GG0AAO GOACRGOQAA AGATQAGGGT 180 

GGCAGSAAGA GAAGGCGCTT TCTGTCTGCC GGGGTCGCAO COOQAGAGGG OWSTGCCATG 240 

20 TTCCTCrCCA TCCTAGTGGC GCTGTGCCTG TGGCTGCACC TGGOGCTGGG COTGCGOGQC 300 

GC6CCCTGCG AGGCGGTGCG CATCCCTATQ TGCCGGCACA TGCCCTGGAA CATCACGCGG 360 

ATCCCCAACX: ACCTGCACCA CAGCACGCAG GAOAACGCCA TCCTGGCCAT CGAGCAGTAC 420 

GAQQAGCXGO TOOACQTGAA CTGCftGOGOC GTGCTGCGCT TCTTCTTCTG TGCCATGTAC 480 

GCGCCCATTT GCACCCTG6A GTTCCTGCAC 6ACCCTATCA A6CC3GTGCAA GTCGGTGTGC 540 

25 CAACGCGCGC GCGACGACTG CGAGCCCCTC ATQAAOATGT ACAACCACAG CTGGCC06AA 600 

AGCCTGGCCT GCGACGAGCT GCCTGTCTAT GACOCTGGCG TaTGCATTTC GCCTGAAGCC 660 

ATCGTCACGG ACCTCCXX3GA GGATGTTAAG TGGATW3ACA TCACACCA6A CATGATGGTA 720 

CAGGAAAGGC CTCTTGATGT TOACCGTAAA OOCCTAAGCC OC36ATOGGTG CAAGTGTAAA 780 

AAGGTGAAGC CAACTTTG6C AACGTATCTC AGCAAAAACT ACAGCTATOT TATTCATGCC 840 

30 AAAATAAAAQ CTGTGCAGAG GAGTGGCTGC AATGAG6TCA CAACGGTQGT GGATGTAAAA 900 

GAGATCTTCA AGTCCTCATC ACCCATCCCT C6AACTCAAG TCCCGCTCAT TACAAATTCT 960 

TCTTGCCAGT GTCCACACAT CCTGCCCCAT CAAGATGTTC TCATCATGTG TTACGAGTGG 1020 

CQTTCAAGGA TGATGCTTCT TGAAAATTOC rtAGTTGAAA AATOaAOAGA TCAGCTTAGT 1080 

AAAAGATCCA TACAGTGGGA AGRGAGGCTO CAGGAACAGC GGAGAACAGT TCAGGACAAG 1140 

35 AAGAAAACAG CCX3GGCGCAC CAGTCGTAGT AATCCCCCCA AACCAAAGGG AAAGCCTCCT 1200 

GCTCCCAAAC CAGCCAGTCC CAAGAAGAAC ATTAAAACTA GGAGTGCCCA GAAGAGAACA 1260 

AACCCGAAAA GAOT6TGAGC TAACTA6TTT CCAAAGCGGA 6ACTTCC0AC TTCCTTACAG 1320 

GATGA06CTG G6CATTO0CT QOOACAGCCT ATGTAAGGCC ATCTOCCCCT TGCCCTAACA 1380 

ACTCACTGCA OTGCTCTTCA TAGACACATC TTOCftGCATT TTTCTTAAGG CTATGCTTCA 1440 

40 GTTTrrCTTT GTAAGCCATC ACAAGCCATA GTGGTAGGTT T6CCCTTTGG TACAGAAGGT 1500 

6AGTTAAAGC TGGTGGAAAA GGCTTATTGC ATTGCATTCA GAGTAACCTG TOTGCATACT 1560 

CTAGAAGAGT AGGQAAAATA ATGCTTGTTA Ca^TTCGAO: TAATATGTGC ATT GTAAAA T 1620 

AAATGCCATA TTTCAAAC^A AACACGTAAT TTTTTTACAO TATGTTTTAT TACCTTTTGA 1680 

TATCXOTTOT TGCAATGTTA GTOAT6TTTT AAAATOTGAT 6AAAATATAA TOmTTAAQ 1740 

45 AAGGAACAGT AQTGGAATGA ATGTTAAAAG ATCTTTATGT GTTTATGGTC TGCAGAAGQA 1800 

TTTTTGTGAT GAAAGGGGAT TTTTTQAAAA ATTAGAGAAG TAGCATATGG AAAATTATAA 1860 

TGTGTTTTTT TACX»ATGAC rrCAGTTTCT GTTTTTAGCT AOAAACTTAA AAA CAAAAA T 1920 

AATAATAAAG AAAAATAAAT AAAAAGGAGA G6CA6ACAAT OTCTGGATTC CTGTTTTTTG 1980 

GTTACCT6AT TTCCATGATC ATGATGCTTC TTGTCAACAC CCTCTTAAGC AGCACCAGAA 2040 

50 ACAGTGAGTT TGTCTGTAOC ATTAGGAOTT AGGTACTAAT TAGTTGGCTA AT6CTCAAGT 2100 

ATTTTATACC CACAAGAGAG GTATGTCACT CATCTTACTT CXX»GGACAT CCACCCT6AG 2160 

AATAATTTGA CAAGCTTAAA AATGGCCTTC ATGTGAGTGC CAAATTTTGT TTTTCTTCAT 2220 

TTAAATATTT TCTTTCOCTA AATACATCIG AGftGGAGTTA AATATAAATG TACAGAGAGG 2280 

AAAGTTGftST TCJCACCTCTO AAATGA6AAT TACTTCACAO TTGGGATACT TTAATCAGAA 2340 

55 AAAAAGAACT TATTTGCAGC ATTTTATCAA CAAATTTCAT AATTGTGQAC AATTGGAGGC 2400 

ATTTATTTTA AAAAACAATT TTATTGGCCT TTTGCTAAC3V CAGTAAGCAT GTATTTTATA 2460 

AGGCATTCAA TAAATGCACA ACGCCCAAAG QAAATAAAAT CCTATCTAAT CCTAC TCTCC 2520 

ACTACSWaOA GGTAATCRCT ATTAGTAITT TGGCATATTA TTCTCCAGQT GTTTGCTTAT 2580 

GCACTTATAA AATOATTTSA ACAAATAAAA CTAGQAACCT GTATACATGT GTTTCATAAC 2640 

60 CTGCCTCCTT TGCTTGGCCC TTTATTGAQA TAAGTTTTCC TGTCAAGAAA GCAGAAACCA 2700 

TCTCATTTCT AACAGCTGTC TTATATTCCA TAGTATGC31T TACTCAACAA ACTGTTGTGC 2760 

TATTGGATAC TTAGGTGGTT TCTTCACTGA CAATACTGAA TAAACATCTC ACOGQAATTC 2820 



5640 
5700 
5760 
5820 
5880 
5940 
6000 
6007 



Seq ID KOt CIS DMA Sequence 
65 Nucleic Acid Accessica #3 NM_005940 
Coding sequence : 23 . . 1489 

1 11 21 31 41 51 

70 AAGCCCAGCA GCCCOGGGGC GGATGGCTCC GGCCGCCTGG CTCXX3CAG00 CGGCOGOOOQ 60 

CGCCCTCCTG CCCXXX3AT6C TGCTGCTGCT GCTCCAGCGG CCGCC6CTGC TG00C 06QGC 120 

TCTGCCGCCG GAOGTCCACC ACCTCCATGC C3GAGAGGAGQ GQGCXZACAGC CCTGGCATGC 180 

AGCCCTGCCC A0TA6CC0GG CACCIGCCXX: TGCCACGCAG GAAGCCCCCC GGCCTGCCAO 240 

CAQCCTCAGG CCTCCCCOCT OTG6CGTGCC CGACCCATCT GATGGGCTGA GTGCCC6CAA 300 

75 COBACAGAAG AGGTTCGTGC TTTCTGGOGQ GOGCTGGGAG AAGACGGACC TCACCTACAG 360 

GATCCTTOGG TTCCCATGGC AGTTGGT6CA GGAGCAGGTO G6GCAGACQA TOGCAGAGGC 420 

CCTAAAGGTA TGQAGCQATG TGACGCCACT CACCTTTACT GAGGTQCAOS AGGOCOGTGC 480 

TGACATCATG ATCGACTTCG CCAGGTACTG GCATGGGGAC GACCTGCCGT TTGATGGGCC 540 

TGGGGGCATC CTGGCCCATQ CCTTCTTCCC CAAGACTCAC CGAQAAGSSG ATGTCCACTT GOO 

80 OGACTATGAT GAGACCTGGA CTATCGGGGA TGACCAGGGC ACAGACCTQC TGCAGGTQGC 660 

AGCCCATGAA TTTGGCCACG TGCTGGGGCT QCAOCftCACA ACAGCAGGCA AGQCCCTQAT 720 

GTCOGCCTTC TACACCTTTC GCTAOCCACT OAOTCTCROC CCAGATGACT GCAGGQGOGT 780 

TCAACACCZA TAX06CCAGC CCTG6CCCAC T6TCA0CTCC AGQACCCCA6 OOCTGGGCCC 840 

' CCRGGCTOGO ATAGACRCCA ATGA6ATTQC ACOGCIGGAG CCAGAC6CCC CSCCAOATGC 900 
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CTG TQACqCC TOCTTTGACXS OGGTCTCCAC CATCCGAGGC GAGCTCTTTT TCTTCAAAOC 960 

CSGGCrrTGTQ TG6C96CCTCC GTGGGGOGCA 6CTQCA6CCC GGCTAGCCAG CATXX3G0CTC 1020 

TOGGCACrOG CA0G6ACTGC CCAGCCCT6T GQA08CTGCC TTOQAiGQATG CCCAOGGOOl 1080 

CATTTGGTTC TTOCAAGCTG CTCAGTACTG GGTGTAOQAC GGTGAAAAGC CAGTCCTGOO 1140 

J CaXOaurC CTCACGQAGC TGOGCCTGGT GAGGTTOCCXS GTCCATCCTG CCTTGGTCTG 1200 

GCGTCCCX5AG AAQAACAAGA TCXACTTCTT COGAGGCAGG GACTACTQGC GTTTCCACCC 1260 

CAGCACOCGG OGTGTAGAOV GTGCOGTGCC COGGAGGOCC ACTGACTGGA GAGGGGT60C 1320 

CTCTQAGATC GAOGCTGCCT TOCAGGATGC TGATGGCTAT GCCTACTTOC TG0GCGG006 1380 

CCTCTACTGG AAGTTTQACC CIGTGAAGGT GAAGQCTCTQ GAA06CTTCC CCOGTCTOGT 1440 

10 GGOTCCTGAC TTCTTTQGCT GTGCCGAOCX: TGCCAACACT TTCCTCTGAC CATGGCTTGG ISOO 

ATGCOCTCAG GG6TGCTGAC CCCTGCCAGG CCAC33AATAT CAGGCTAQAO ACCCATGGCC 1560 

ATCTTTGTOO CTGTGG6CAC CAGGCATGGG ACTGA6CCCA TGTCTCCTGC AOGGGQATGG 1620 

GOTQOGGTAC AAOCAOCATG ACAACTQ0C6 OGAOGGCCAC GCAGGTGGTO GTCACCTGCC 1680 

AOaSACTGTC TCAGACTOGG CAGGQAOGCT TTOGCATGAC TTAAGAGGAA GGGCAGTCTT 1740 

15 G0QACXX3GCT ATGCAGGTCC TGGCAAACCT GGCTQOOCTG TCTCATCCCT OTCCXTrCAGG 1800 

GTAGCACCAT GGCAGGACTG GGGGAACTGG AGTGTOCTTG CTGTATCCCT GTTGTGAGGT 1860 

TCCTTCCAGG GGCTGGCACT GAA6CAAGGG TGCTGGGGCC CCATGGCCTT CAGCCCTGGC 1920 

T6AGCAACTG GGCTGTAOOQ GAGGOCCACT TOCXQAOGTC AGGTCTTOaT AGGTGGCIGC 1980 

ATCTGTCTGC CTTCTGGCTO ACAATCCTGO AAATCIGTTC TCCAGAATCC A6GCCAAAAA 2040 

ZU OTTCACAGTC AAATGGGGAG GGGTATTCTT CATGOVGGAO ACCCCAGGCC CTGOAGGCTG 2100 

CAACATACCT CAATCCPGTC CCAGGCOQGA TCCTOCTGAA GCCCTTTTOG CAGCACTGCT 2160 

ATCCTCCAAA GCCATTGTAA ATGTGTOTAC AQTOTOTATA AAOCTTCTTC TTCTTTTTTT 2220 

TTTTTAAACT GAGGATTGTC ATTAAACAGA mmiTrilTl ' 2260 

25 Seq ID KOt CI 6 DNA Sequence 

Nucleic Acid Accession #} NM_024022 
Codlxig sequencet 202.. 1563 ~ 

1 11 21 31 41 SI 

30 I I I I I I 

ACOGGGCACC GGACX3GCTCX3 GGTACTTTOO TTCTTAATTA GGTCATGCCC GTGTGAQCCA 60 

GGAAAGGGCT GTOTTTATGQ GAAGCX»GTA ACACTOTGOC CTACTATCTC TTCGGTGGTO 120 

CCATCTACAT TTTTGGGACT GGGGAATTAT GAOGTAGAGG TGQAOGOGOA GCXXSOATGTC 180 

AGAGGTCCTO AAATAGTCAC CATGGGGGAA AATGATCOGC CTGCT6TTGA AGCCCCCTTC 240 

35 TCATTCCGAT CGCTTTTTGG CCTTQATQAT TTGAAAATAA GTCCTGTTGC ACCAGATGCA 300 

OATGCTGTTQ CTGCACAGAT CXrTGTCACTQ CTGCCATTGA AGTTTTTTCC AATCATCGTC 360 

ATTGGGATCA TT6CATT6AT ATTAGCACTG GCCATTG6TC TGGGCATCCA CTTCGACTGC 420 

TCAGGGAAGT ACAGATGTGG CTGATGCITT AAGTGTATCX3 AGCT6ATA6C TC3GATGTOAC 480 

GGAGTCTOGG ATTGCAAAOA OGGGOAGGAC GAQTACXX3CT GT6TCXX3GGT GGGTGGTCA6 540 

40 AATGCOCSTGC TCCAGGTGTT CACAGCTGCT TCOTQQAAGA CCATGTQCTC OGATQACTGG 600 

AAGGGTCACT ACX3CAAATQT TGCCTGTGCC CAACTGGGTT TCCCAAGCTA TGTQAGTTCA 660 

GATAACCTCA GAGTGAGCTC GCTGOAGGGG CAGTTCC3GGG AGGAGTTTGT GTCCATCGAT 720 

CACCTCTTGC CAGATGACAA GGTOACTGCA TTACACCACT CAGTATATGT GAGGGAGGGA 780 

TOTGCCTCTG GCCACGTGGT TACCTTGCAG TGCACAGCCT GTGOTCATAG AAGOGQCTAC 840 

45 AGCTCAOQCA TOGTGGGTGG AAACATGTCC TTGCTCTCGC AGTGGCCCTG GCAGGCCAQC 900 

CTTCAGTTCC A6G0CTACCA CCTGT60GGG GGCTCTGTCA TCAOGCCCCT GTGGATCATC 960 

ACTGCTGCAC ACTGTGTTTA TGACTTGTAC CTCCa^AOT CATGGACXZAT CCAGGTGGGT 102O 

CTAGTTTOCC TGTTGGACAA TCCAGCCCCA TCCCACTTGO TGGAQAAGAT TQTCTACCAC 1080 

AGCAAGTACA AGCCAAAiSAG GCTGGGCAAT GACAT06CCC TTATGAAGCT GGCCGGGCCA 1140 

50 CTCACGTTC3V ATGAAATGAT CCAOCCTOTG TGCCTGCCCA ACTCTQAAGA GAACTTCX:CC 1200 

GATGQAAAAQ T6TGCTGGAC GTCAGGATGG GGGGCCAGAG AGGATGQAGG TGAGGCCTCC 1260 

CCTQTCXrrGA ACCACGCGGC CGTCCCTTTG ATTTCCAACA AGATCTOCAA CXACAQGGAC 1320 

GTGTACGGTG GCATCATCTC CCX:CTCCATQ CTCTGOGCXSG GCTACXTTGAC GGGTGGCX3TG 1380 

GACA6CTGGC AGGGGGACAG CGGGGGGCCC CTGGTGTGTC AAGAGAGGAO GCTGT6GAA0 1440 

55 TTAGTGGGA3 CGACCAGCTT TGGCATC6GC TGOGCAGACG TGAACAAGCC TGGGGTQTAC 1500 

ACCCGTGTCA OCTCCTTCCT GGACTGGATC CACGA6CAGA TGGAGAGAGA CCTAAAAACC 1560 

TGAAGAGGAA GGGQACAAGT AGCCACCTGA QTTCCT6AG0 T6ATGAAGAC AGCCOGATCC 1620 

TCCOCIGGAC TCCCGTGTAG GAACCTGCAC AOSAGCAGAC ACCCTTGGAG CTCTGAGTTC 1680 

^ CGGCACCAOT AGCAGGCCG6 AAAGAGGCAC CCTTCCATCT GATTCCAGCA CAACCTTCAA 1740 

OO GCTGCTTTTT GTrT T riXJiT TTTTTQAGQT GGAGTCTCGC TCTQTTGCCC AGGCTGQAGT 1800 

GCAGTCGOGA AATCCCTGCT CACTGCAGCC TCCOCTTCCC TGOTTCAAOC GATTCTCTTG 1860 

CCTCAGCTTC CCCAGTAGCT GGGACCACAO GTGCCC6CCA CCACACCCAA CTAATTTTTG 1920 

TATTTTTAGT AGAQACAGGG TTTCACCATG TTGGCCAGGC TGCTCTCAAA CCCCXGACCT 1980 

CAAATGATGT GCCTGCTTCA GCCTCTOACA OTGCrGGGAT TACAGGCATO GGCCACCACG 2040 

05 CCTAGCCTCA CX3CTCCTTTC TGATCTTCAC TAAGAACAAA AGAAGCAGCA ACTTCCAAGQ 2100 

GOOGCCTTTC CCACTOGTCC ATCTGOTTTT CTCTCCAGGQ GTCTTGCAAA ATTCCT6A09 2160 

AGATAAGCAG TTATGTGACC TCAOGTGCAA AGCCACCAAC AGCCACTCAO AAAAGA06CA 2220 

CCAOCCCAGA AGTGCAGAAC TGCAGTCACT GGAOGTTTTC ATCTCTAGGG ACCAGAACCA 2280 

_^ AACCCACCCT TTCTACTTCC AAGACTTATT TTCACATGTG GGGAGGTTAA TCTA6GAAT0 2340 

70 ACTCQTTTAA GQOCXATTTT CAT6ATTTCT TT6TAGCATT TGGTGCTTGA OGTATTATIO 2400 

TCCTTTGATT CCAAATAATA ■ i\31TltX.11 ' C CCTCAAAAAA AAAAAAAAAA AAAAAAAAAA 2460 

AAAAA 2465 



75 
80 



8eq ID KO: CI 7 DNA Sequence 
Nucleic Acid Accession tf t NM_003220 
Coding sequence: 63.. 1376 " 

1 11 21 31 41 51 

I I I I I I 

GAATTCOGGC TCTCTGGGTa AGAGACGOAO AOGGQCATAT CCGTTCAOGC OQATOCATGA 60 

AAAT6CTTTG GAAATTGAOO GATAATATCA AGTACOAGGA CTOCGAGGAC OGTCAOOAOG 120 

GCACCAGCAA CGGGACGGCA CX3GTT6CCCC AGCTGGGCAC TGTAGGTCAA TCTCCCTACA 180 

CGAGCGCCCC GCOOCTGTCC CACACCCCCA ATGCOGACTT CCAGCCCCCA TACTTCCCCC 240 

CACCCTACCA GCCTATCTAC CCCCAGTOGC AAGATCCTTA CTCCCACGTC AACGACCCCT 300 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



ACAGCCTGAA 
G6CAGAGCCA 
GCCTGGATCC 
TCAGCrCAGG 
G6CATGTAGA 
TGTCCCTGTC 
TCTTCGGCGG 
TCCTCAGCTC 
CACCCX3AGTG 
ATG6A0GAAG 
6AC!GTAAA6C 
TAGCCAGGGA 
TTCTCAACCG 
CTACAAAACA 
GGAACrCAOQ 
ACCTCATCTC 
ACTATCTCAC 
GCCACACGGA 
CTCCTCCC6C 
GTQACAGCTC 
GGG6GCQG0Q 
AGTGGQGCAG 
TGTGCCCCGG 



CCCCCTGOVC 
GGAQTCTGGG 
TCGCAGGGAC 
ACTG6GAGAC 
AGACCC6GGT 
CAAGTCCAAC 
CGTGGTGAAC 
CACCTCGAAG 
TCrCAACGCG 
ATCTTTAAGA 
TGCCAA06TT 
CTfTGGGTAC 
AC3VACATTCC 
GATAT6CAAA 
GCCCAACCCC 
CCAG66CTTC 
CGAGGCCCTC 
CAACAACGCC 

ccoGCCCxrrc 

GGGGATCA6C 
CCGCTGCGCT 
CCTCTCG6AC 
GAATTC 



GCCCA6CC6C 
CTCCTGCACA 
TACAGGCGGC 
CTCTCGATCC 
ATTAACATCC 
AGCAATGCCX5 
CCCAACGAAS 
TACAAGGTCA 
TCGCTGCTGG 
QAAAAACT6G 
ACCCTGCTCA 
GTGTGOGAAA 
GATCCCAATG 
6A6TTCAC0G 
ATGCTGGAGC 
G6CA6CCCC6 
AAGGCCATGG 
AAAAGCAGTG 
CXaOGCCTCA 
AACCCTTCCT 
TGGGTCCCCC 
TCTOCACCCG 



AGCC6CAGCA 
C6CACCGGGG 
ACGAGGACCT 
ACTCCTTACC 
CAGATCAAAC 
TCTCOGCCAT 
TCTTCTGTTC 
CGGTGGCX3GA 
GOGGAGTGCT 
ACAAAATAGG 
CATCACTAGT 
CCGAATTTCC 
AGCAAGTGAC 
ACCTGCTGGC 
CCGGCATCCA 
CX3GTGTGTGC 
ACAAAATGTA 
ACAAAGAGGA 
CCAGCCCCCC 
GCTGCTGCTA 
OGAGTCTCCG 
CCTCGACCTC 



CCCAGGCTGG 
GCTGCCTCAC 

TCAOGCCATC 
TGTAATTAAG 
CCCTATTAAC 
AGTTCG06GT 
AGTGCA0GG6 
CCGGAGGGCG 
ATTAAATCTG 
AGAGGGAGAA 
TGCCAAA6CA 
AAGAAAAAAC 
TCAGGACOGA 
GAQCTGCTTG 
OGCGGTCACG 
CCTCAGCAAC 
GAA6CACAGA 
GC6CGCCCAC 

ctgctgctgc 
ggactgccct 
ccx:acccx3Ct 



CCCGGCCAGA 
CAGCTGTCGG 
CCACAOOCGC 
GAGGAGGTCC 
AAAGGCCCC6 
AAGGACAACC 
CX3CCTCT0QC 
GGGCTCTCAC 
AAGTCTAAAA 
CCTGCAGGGA 
GCTQTCCACC 
GTAGCTGAAT 
ATGCTCCTQO 
TCTCCCCTGO 
ACCCACTTCA 
GCXXrrGCAGA 
AACCCCAACA 
AAOTGAaGCT 
CCTCCX3GGG6 
TGCTGCXX3CC 
CTGGACTGTC 
CCCACACCCC 



360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1636 



8eq ID MO: C18 DNA Sequence 
Mucleic Acid Accession #: »M_0029B8 
Godlzig sequence : 71 . . 340 



1 11 21 31 

111 
CCX3QCACGAG AGaAOTTOTO AGTTTCCAAG 
GCCCAGCATC ATGAAQGQCC TTGCAGCTGC 
CTGCTCCTGT GCACAAGTTG GTACCAACAA 
GCAGATTCCA CAAAAGTTCA TAGTTGACTA 
AOOTOTCATC CTOCTAACCA AGAGAGGCOQ 
GGTCCAGAAA TACATCAGOG ACCT6AAGCT 
GCCCAGTGAA CTTGGTGGGC CXSGGAGGGA 
CCACXXITGGA GGCCACCTCT TCTAAGAGTC 
CTTTAATCTT AQTTTATGCA TCATATTTCA 
ATTAT6AAAT TAGTATTTTC TCTGACATCT 
TTCCCTTCAA CTCTTGGTAC ATTCAATGCA 
CAGACATTGT GCCATATGTA TCAAATGACA 
ACCTTTTAAT ATATTGGCAG TACTTATTAT 
AAAAAAAAAA AAAAAAAAAA AAA 



41 

I 



CCCCAGCTCA CTCTGACCAC 
CCTCCTTGTC CTCGTCTGCA 
AGAGCTCTGG TQGCTGGTCT 
TTCTGAAACC A6CCCCCAQT 
GCAGATCTGT GCXGACCCCA 
GAATGCCTGA GGGGCCTGGA 
ACRGGAGCCT GAGCC3W36GC 
CCATCTGCTA TGCCCAGCCA 
TTTTGAAATT GATTTCTATT 
CATGACATTG TCTTTATCAT 
TGGATCAATC AGTGTGATTA 
AATCTTTATT GAATGGTTTT 
ATAAAAGGTA AA(XAGCMrT 



51 
1 

TTCTCTGCCT 
CCATGQCCCT 
ATACCTCCTO 
6CCCCAAGCC 
ATAAGAA6TG 
AGCTGCGAGG 
AATGGCCCTG 
CATTAACTAA 
OTTQAGCTGC 
CCTTTCCCCT 
GCTTTCTCAG 
GCTCAGCACC 
CFCACT8TGA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

803 



Seq ID NOi C19 DMA Sequence 
Nucleic Acid Accession ft: NM_004063 
Coding sequence: 121.. 2619 



1 11 21 31 41 51 

AGGGAGTGTT CCCGGGGGAG ATACTCCA6T C6TAGCAAGA GTCTCGACCA CT6AATGGAA 
GAAAAGQACT TTTAACCACC ATTTTGTGAC TTACAGAAAG QA ATTTG AAT AAAGAAAACT 
ATGATACTTC AGGCCCATCT TCACTCXXTTO TGTCTTCTTA TGCTTTATTT GGCAACTGGA 
TATGGCXSiAG AGGGGAAGTT TAGTGGACCC CTGAAACCCA TGACATTTTC TATTT ATGAA 
GGOCAAOAAC CGAGTCAAAT TATATTCCRG TTTAAGGCXZA ATCCTOCTGC TGTGACTTTT 
GAACTAACTG GGGAGACAOA CAACATATTT GTGATAOAAC GGGAG GGAC T TCTGTATTAC 
AACAGAGCCT TGGACAGGGA AACAAGATCT ACTCACAATC. TCCRGGTTGC AOCCXOTOAC 
GCTAATGGAA TTATAGTGGA GGGTCCAGTC CCTATCACCA TAGAAGTGAA GGACATCAAC 
GACAATGGAC CCAGOTTTCT CCAGTCAAAG TAC6AAGGCT CAGTAAGGCA GAACTCTCGC 
CCAGOAAAeC CCTTCTTGTA TGTCAATGCC ACAGACCTGG ATGATCOGGC CACTC CTaAT 
GGCCAGCTTT ATTACCAGAT TGTCATCCAG CTTCCCATGA TCAACAATGT CATGTACTTT 
CAOATCAACA ACAAAACGGG AGCXS^TCTCT CTTAC5CCSAG AGGGATCTC& GGAATTGAAT 
CCTGCTAAGA ATCCTTCCTA TAATCTGQTQ ATCTCAOTGA AGQACATGGG AG6CCAGAOT 
GAGAATTCCT TCAGTGATAC CACATCTGTG GATATCATAG TGACAGAGAA TATTTGGAAA 
GCACCAAAAC CIGTGGAGAT GGTGGAAAAC TCAACTGATC CTCACCCX:AT CAAAATCACT 
CAGGTCOGOT GGAATGATCC CGGTOCACAA TATTCCTTAQ TTGACAAAGA GAAGCT GCCA 
AGATTCCCAT TTTCAATTGA CC3W3GAAOaA GATATTTAOO TGACTCAOCC CTTQGACOOA 
GAAGAAAAGG ATGCATATGT TTTTTATOCA GTTGCAAAGQ ATGAGTACGG AAAACCACTT 
TCATATCCGC TGOAAATTCA TGTAAAAGTT AAAGATATTA ATGATAATOC ACCTACATGT 
CCXSTCACXaG TAACX33TATT TGAGGTCCAG GAGAATGAAC GACTGGGTAA CAGTATCGGG 
ACCCTTACTG CACATGACAG GGATGAAGAA AATACT6CCA ACAOTTTTCT AAACTACAGG 
ATTGTCGAGC AAACTCCCAA ACTTCOCATG 6ATGGACTCT TCCTAATOCA AACCTATGCT 
GGAATGTTAC AGTTAGCTAA ACAGTCCTTG AAGAAGCAAG ATACTCCXCA GTAGAACTTA 
AOGATAGAGG TGTCTGACAA AGATTTCAAG ACCCTTTGTT TTGTGCAAAT CAAOGTTATT 
QATATCAATG ATC3VGATCCC CATCTTTGAA AAATCAGATT ATGGAAACCT GACTCTTGCT 
GAAGACACAA ACATTGGGTC CACX3VTCrrA AOCATCCAGG CCACTGATGC TGATGAGCCA 
TTTAC3XSGGA GTTCTAAAAT TCIGTATOUT ATCATAAAGB GAGACAGTGA GQ6A0GCCTG 
GGGGTTGACA CA6ATCCCCA TACC3UICACC OOATATOTCA TAATTAAAAA GCCTCTTOAT 
TTTGAAACAG CAGCTGTTTC CAACATTGTG TTCAAAGCAG AAAATCCTGA GCCTCTAGTG 
TTTGQTGTGA AGTACRATGC AAGTTCrTTr GCC3VAGTTCA aSCTTATTGT GACAGATGTG 
AATGAA6CAC CTCAATTTTC OCAACAOGTA TTCCAAOCQA AAGTCAGTGA GGATGTAGCT 
ATAGGCACTA AAGTGGGCAA IGXOACTGCC AAQQATCCAO AAGGTCTGGA C^TAA GCTAT 
TCACTt3AGGG GAOACACAAO AGGTTGGCTT AAAATTGACC AOSTGACTGO TSAfiATCTTT 

1209 
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5 
10 
15 
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35 
40 
45 
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75 
80 



AGTGTQGCTC 
GAAGTAGGGG 
AATGACAACC 
AGTGCAGCIG 
CCOCATTTTA 
ATCAATGOTA 
GTOQTCTTGA 
OCAGTTACAT 
GGGATACCCA 
ATAATTTTAO 
AOTQCTCAAG 
TTTATATAGC 
TQCATTATAA 
TTTTTTGAGG 
TCACTGCAAC 
TGGGTTTACA 
OTTTOGCCAT 
OTCTCCCAAT 
ACATTA6AGA 
CTTGT G TTr i ' 
TATCAAGGAG 
CTGATTCCAT 
CATTTGIXZAG 
TTTTGCCTTA 
ATOTTGCTCT 
CAAACACAAC 
ACTACCTGCC 
GGTTATTATA 
A6AATAAACA 



CATTGGACAG 
GGTCTTCCTT 
CTCCCAGGCr 
GAAGTCTCAT 
CATTTTCCCT 
CTCATGCCOG 
TC0C3CATCAA 
TCTOCAOTTO 
CT0TGG6CAT 
CAGTTGTGTT 
CATCTGAAOT 
AAGT6CTATT 
TTTTTTAAAC 
TGGAQTCTTO 
CTCOGCCTCC 
GGCACCCACC 
TTG6CCAG0C 
ACAG6CATQA 
GATTTTTCAT 
TCCCTTTT6G 
ATATATCAGT 

cxrrGTxsTCCC 

AGAAGAAAAA 
GTATTAACAG 

TTGGCTGAAA 
CTACTCTGCA 
ATGCATACAT 
TATTTAACAT 
CTGGTTGTAG 



AGAAGCOGQA 
GAGCTCTGTG 
AGCCAAOGAC 
TTTOQAGOCT 
06GCAGTGGA 
ACTGTCTACC 
TQATGGGGGT 
TQTQGAAOGA 
GGCAOTTOOT 
TATCOGCATA 
C3U\ACCTCTG 
TCAGCAACAA 
AGATATTCOC 
CTCTGTCGCC 
TGQGTTCACA 
ACCATGCCCA 
TGGTCTT6AA 
ACCACI6CAC 
TT1TCCATQA 
GGCAAOACAO 
GTTGTCTCAT 
CTTCATCCTT 
CX3T6AGQACT 
AAATGTTTCT 
TTCTTCAACT 
AACCTTGGTA 
GCTG06CAT6 
GTGGAAGAAA 
TCAGTTTTOT 



ACTCCATATC 
TCAGAGTTCC 
TACACX36GCT 
ACTOATGATG 
AGCTTACAAA 
AGGCACACAG 
OGGCCACCCT 
ASTTGTTTCC 
ATACT3CTGA 
AAGAAGGATA 
AGAAGCTGAA 
CCATCTCATC 
TCTTOTCCTT 
CA66CTGGAG 
TGATTCTCCT 
GCTAATTTTT 
CTCCTGAOGT 
CCACCTACTT 
CATTTTTOCI 
ACTGATTAAA 
AGAACTQCCT 
GACTCCTTTG 
CAGGA AAAAT 
GT6TCATTAA 
TGGAAATGAC 
AAGGAACCAG 
TTTTCTTCAT 
ACAAQACATO 
TT6TTAA 



OGGTACAAOT 
ACCTGATCCT 

ATCAGCACTT 
A06ACTGQGA 
A6TTTGAGGA 
TGGAAGGCAT 

CCACCCTTCT 

AAGGCAAA6A 
TTTGAAAA6G 
CTATTACTTT 
TAATATTTOC 
TACAOTGGTG 
GCCTCAGCTT 
GTATTTTTAA 
CAAGTGATCT 
AGATATTTCA 
CTCT6CAAAT 
TATTCTGTAC 
GGATTCCATT 
QTATTTCACT 
AAATAAATAA 
GCATCnTAA 
ACAGACGCAC 
TCAGCTGGCC 
TCGTATQTTA 
AAAAGAGTOG 



GGTGGCCACA 
TATGGATQTG 
CCATOOCCTC 
ATTT0GGG6T 
AGTTTCCAAA 
6AGGGAGTAT 
TGTTTCTTTA 
T^C CAGACT 
GOTGATTGGT 
TAATGTTGAA 
AATGTTTGAA 
TCATCTAAOG 
TAAATATTTC 
TGATCCCAGC 
CCTAAGTAGC 
TAGAGACGGG 
QCCTOCCTTO 
TGTGCTATAG 
GGCTTAGCTA 
ATTTTTTCTT 
TATGTTTTTT 
GAATTTCAAA 
AAGAACAGOC 
TCAATGTGAC 
AGAAGGT6TT 
AGATTTCCTC 
QTAAA6TTTT 
TGACAAATCA 



Seq ID NO; C20 ONA Sequence 
Nucleic Acid Accession ft: NM_004443 
Coding sequences 28.. 3024 



1 

I 

GGCTCGGCTC 
COG006COOQ 
CCOGOOOGCT 
TTGGOGTGGA 
ATGAATGGCA 
CTTOGCAOGG 
ACTGTG0QT6 
CTCTTCTACT 
AACCCCTACXi 
GGCCX3TQTCA 
GGCTTCCAG6 
TGT6CATCCA 
ACCTOGCTGO 
CTCAAGCTCT 
GCCACOGGCC 
TACAAGGCGA 
TCCCCA6C0G 
GCGGACAGTG 
GAAACXrrCAC 
CtGTACAATG 
TGTGATGACA 
ATCAGCCATC 
TOGGGCAAGA 
GCCCOGTCTG 
TCCTGGGCAC 
GASAAQA6CG 
GGQCTTOGQC 
GGGCA6TACA 
CAGCTCCAGG 
GTGGCT6T00 
GAGTACAOGQ 
TTTACCTAOG 
TGCGTCAAGA 
CTGAAACAGC 
ACC6AGAGGC 
C OOATA TAA 
QAGPTTCATOQ 
GTCATCCAQC 
ATGAACTATG 
TGCAAA6TCT 
TACAOCAOTT 
TATOGGAAGT 
ATGAOCTATG 
QA6CAGGATT 
CTOQACTGCT 
CTGQACAA6C 
ATOTCACAGC 



11 
I 

CTAGAGCTGC 
GGCTTCTGCC 
GCCX3GG0QCT 
CATCTCATCC 
TCCGCACATA 
GGTTCATCTO 
ACTGCAACAO 
ACGAGGCTGA 
TGAAAGTGGA 
ACACCAAGGT 
ACCAG6G0GC 
CCACCGCAG6 
TCATTGCTCC 
ACTGCAACGG 
ATGAGCCAlSC 
AGCAGGGAOA 
CCAGCATGTO 
CCTGTACCaC 
TGATCCT06A 
TCATCTGCAA 
AOQTGGAGTT 
T6CTGGCCCA 
GCCCTCTGCC 
AAGTGGOCAC 
OCCC3\GAG0G 
AGGGCATOOC 
CTGAOOCCOG 
GCOGCCCTGC 
AGCAGCTTCC 
TGQTCATOGC 
AGAAGCTOGA 
AGGACCCTAA 
TCGAGGAGGT 
CTGGCOGCOG 
A6CGG0GG0A 
TCOGGCTOGA 
AAAACTGOGC 
TGGTGGGCAT 
TGCACCGCX3A 
CAGACTTTGG 
COCTGGGOQG 
TCACTTCTGC 
QAGAGCGACC 
ACCGGCTGCC 
GGGTGOGOGA 
TCATCCGCAA 
CCCTCCTGGA 



21 
I 

CA06GCCATG 
GCT6CT00CT 
6GAAGAGACC 
AGAAAOTGGG 
CCAGGTGTGT 
GOGGGQaOAT 
CATOCGCAAC 
CA6CQAT6T6 
CACX3VTTGCA 
GGGGAGCTTT 
CTGCATGTGG 
CTTCGCACTC 
TGGCACCTGC 
CXSATQGGGAG 
TGCCAAGQAO 
OGGGOCCTGC 
GACCTGCCAC 
03TGCCATCT 
GTGGAGTGAG 
GAAGTGCXZAT 
TOTGCCTOGG 
CA0606CTAC 
GCCTOGTTAT 
ACTACGCCTG 
OCCCAAOQGA 
CTCCACAGTG 
CTATGTGGTC 
CGAGTTTQAO 
CCTCATCGTG 
TATGGTCTGC 
GCAOTACATT 
TGAQGCTGTT 
GATCGGAGCT 
AGAGGTGTTT 
CTTCCTAAOC 
GGGOGTGGTC 
CCTGGACTCC 
GTTGOGGGGC 
CCTGGCTGCT 
CCTCTCCOGC 
6AAGATCCCC 
TAGTGATGTC 
CTACTGGOAC 
ACCRCCCATQ 
COQGAACCTC 
TGCTQGCAGC 
COQCAOGOTC 



31 
I 

GGCAGAGCOC 
C0GCTX5CTGC 
CTCATGGACA 
TGGGAAGAGG 
AATGT60GOG 
GTGCAGCGQG 
ATCCCOQGCT 
GCCTCAGCCT 
CCGGATGAGA 
GGGGCACTTT 
CTCATCTCCX3 
TTCCCOGAGA 
ATCCCTAACM 
TGGATGGTGC 
TCCCAGTGGC 
CTCCCAXGTC 
AATAACTTCT 
CCACCCOQAQ 
CCCOGGGACC 
GGG6CZCGAG 
CA OCTG GGOC 
ACCTTTGAGG 
GCGGCOGTGA 
CACAGCAGCT 
GTCATOCTGG 
ACCA6CCAGA 
CAGGT0CGT6 
ACCACAAGTO 
GGCTCC3QCTA 
CrCAGGAAGC 
GCrCCTGGAA 
OGGGAGTTTQ 
GGGGAATTTG 
GTGGCCATCA 
GAGGCCTCCA 
AGCAAAAGTC 
TTCCTC06GC 
ATTGCTGCCG 
03CAACATCC 
TTCCT06AG0 
ATG06CTGGA 
TGQAGCTAOG 
ATGAGCAACC 
GACTGTCCCA 
AG6CCCAAAT 
CTCAAGGTCA 
CCAGATTACA 



41 

I 

QCC0GC06CC 
TGCTGCCGCT 
CAAAATGG6T 
TQAOTGGCTA 
AGTGAAGCCA 
TCTAOGTGGA 
CCTTGCAAGGA 
CCTCCOCCTT 
GCTTCTOQCO 
CCAAGGCTGG 
TGOGOBCCTT 
CCCTCACTQG 
CC6T6GA6GT 
CTGTGGGTGC 
GCCCCTGTCC 
COOOCAACAfi 
AC06TGGAGA 
GTGTGATCTC 
TGGGTGGCGO 
GG6CCTCA6C 
TGACOG AOOG 
TGCAOGOGGT 
ATATCACC3VC 
CA6GCAGCAG 
ACTAOSAGAT 
TQAACTOOQT 
CCOGCACAGT 
A6AGAGGCTC 
CAGCTGOOCT 
AGGGACAOGG 
TGAAGOTTTA 
CCAAOGAGAT 
aOQAAGTGTG 
AGAOGCTGAA 
TCATGGGTCA 
GQCCAGTTAT 
TCAAOQATGQ 
GCATGAAGTA 
TTGTCAAC3«5 
ATGACCCCTC 
CTQCCCCAGA 
GAATTGTCAT 
AGGATGTCAT 
CAGCACTGCA 
TCTCCCAGAT 
TTGC CACO GC 
CAACCTTCAC 



2040 
2100 
2160 
2220 
2280 
2340 
2400 
3460 
2520 
2580 
2640 
2700 
3760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3430 
3480 
3540 
3600 
3660 
3697 



51 
I 

GCGQCOCITOO 
6CTGCTGCT0 
AACATCTGAG 
GGATGAGGCC 
GAACAACTG6 
GCTCAAdTTC 
GACCTTCAAC 
CTGGATGGAG 
GCTGGATQCC 
CTTCTACCTQ 
CTACAAGAAG 
GGOQGAGCOC 
GTOGGTGCCA 
CTGCACCTGT 
CCCTGGGAGC 
COOTACCAOC 

CTCXjGAcrcr 

GAATGTOAAT 
GGAT6ACCTC 
CTGCrCAOGC 
OOQGOTCCAC 
CAACX3GTGTC 
AAACCAGGCT 
CCTCACCCTA 
GAAGTACTTT 
OCAOCTGQAC 
AGCTG6CTAT 
TGGGGCCCAG 
TGTCrrCXSTO 
CTCT6ATTCX3 
TATTGACCCT 
GGAOGTGTCC 
C0GTGGTO6A 
GGTGGGCTAC 
GTTTGATCAC 
GATCCTCACT 
GCA0TTCAC3Q 
CCTGTCCGAG 
CAACCTGGTC 
GGATCCTACC 
GGCCATA6CC 
GTGGGAOGTC 
CAATGCCGTO 
CCAOCTCATO 
TGTCAATACC 
TCAGTCTGGC 
QACAGTTOQT 
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1210 



wo 03/042661 



GATTOGCTGG ATGCCATCAA GATOGGGCQG 
GCATCTTTTG ACCTGGTGGC CCAGATGACG 
CTGGCCQGCC ACCAGAAQAA GATCCTGAGC 
CAGACGCTGC CTGtGCAGGT C TGACA CCGG 
5 GATGCCAAGC AGCX3GGCTG6 ACTTTCGGAC 
TQTGGCCCAG AAGCTGQAAQ TTTGGGAAAQ 
TCCCTCCCCA QGAAQTGCGC CCCAAACCTC 
TGATGACCCC TCCCCAAGCC CCTCAGGGCC 
CCACAACCTC ACACTTGTCT GTi'Cl'TCAGT 

10 TAA0CC6GGG TTCCACAGGG CCCAGCCCTG 
AGCAGTCCCT CCCTCAGOAA CTGOAGGAGG 
CCATCCTGAA GCCAGCTTGC ACCTCCAGTT 
CCCTGTCCCC ACCCCCGCCC TTGGTGCTGT 
AGTTGCCCTT TGCCCCCCAG AGACTGACTC 

15 TaTOTGTGTG TGTGOGOQOa O QOQ0 6CGTQ 
GCATGGGTGA GOSTGTRAAA GCTTGGCCCT 
AGCM3AATAA AG6CAATAA6 ATGAA 



TACAAGGAGA GCTTCGTCAG TGCX3GGGTTT 2 880 

GCAGAAGACC TGCTCCGTAT tGGGQTCACC 2940 

AGTATCCAGG ACATQCGGCT GCACATGAAC 3000 

CTCCCAC6Q0 GACCCTGAGG ACCX3TGCAGG 3060 

TCTTGGACTT TTGGATGCCT GGCCTTAGGC 3120 

GCCCAAGCTG GGACTTCTCC AlGGCCrGTQT 3180 

TTCATATTGA AGATGGATTA GGAGAGQGGG 3240 

CAGACCTTCC TGCTCTCCAS CAGGGGATCC 3300 

GCTGGAGGTC CTGGCAGGGT CftQGCTGGGG 3360 

GCAGGGGTCr GGCCCCCCAG GTAGGCGGAG 3420 

GGACTCCAGG AATGGGGAAA TGTGACACCA 3480 

TQCACAGGGA TTTGTCCTGG GGGCTGAGGG 3540 

CATAAAAGG6 CAQGCAG6GG CAOGC TGftGQ 3600 

TCAGAGCX3VG AGATGGGATG TOTGAGTOTO 3660 

TOTOTOKSCA C3GCACrGG0C TGCACAGAGA 3720 

OTOCCCTACA ATGG6GCCA0 CTGGGCCGAC 3780 

3805 
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Seq ID NOt C21 DNA Sequence 
nucleic Acid Accession #s HMJ)01804 
Coding sequences 82.. 879 



11 



1 

AGGrGAGCGG 
6CGGGGGACC 
TACCCCGGCC 
GCCCCGCCCC 
GCCCCOGCGC 
GCCXSCCTACG 
CCCCCTCCAG 
CA6CCCCTCG 
GA6TGGATGC 
AAGQACAAGT 
CATTACA6CC 
ACT6AACGGC 
AAQAA6AAAC 
ACCCCAGCCG 
TOCTCTCCAA 
CGGGGGACCT 
CCGAGTCrCA 
CCCCTTGGCC 
TAGACCTCTG 
AAGCCXXAAA 
TACGTTCAQA 
ATGGAGCTGA 
AACTCACACC 
GCCCTTCCCA 
CACTQGGTTA 
GGAGGCCCTG 
CAGGCIGCGC 
CS^GAGCTOGA 
TTTTTCTTCT 



21 



31 



TTGCTCGTCG 
CCGCGGCX3VC 
CAGCCAGGCC 
OGGCGCCCXX 
CCCCGACGGC 
GCCCGGGCCC 
ACTTTAGCCC 
GGGGCCOGGG 
GGCGCAGOGT 
ACCGOSTGGT 
QTTACATCAC 
AGGTGAAGAT 
AGCAGCAGCA 
GGCCATCCCT 
TGCCTQTGAA 
GGGGACTCGG 
GCCCTGACCT 
CATCGTOTGC 
G6GGATAAGG 
TGGTTGGGGG 
GGTGCAGCTG 
AAAAGATGGA 
TGOCTCTTCr 
GGCTGGATAC 
CAOAATCACA 
GGAGGAGAGA 
ATCAGG6CCC 
CAQGTGTTGT 
CTTTTCAAA 



TCGGGQCGGC 
CATGTATGT6 
AGCCAGCCTC 
GCA6TACCCC 
CTGG6GGGCG 
CGCGGCCCCT 
GGTGCCGGC6 
CACACC3GTCC 
GGCX3GCCGGA 
CTACACCGAC 
AATCCGGCGG 
CTGGTTCCAA 
ACA6CCCCCA 
GGGGGGCCTG 
AGAGGAGTTT 
GTGCTGGGAQ 
TCTGGGACAT 
AGTAAGGCTQ 
GAGTCCAGGG 

aggggcx:tag 

GAGGCCT6TG 
ATGCTTGCAG 
GCAGCXrrCAC 
TAAGCACAAA 
GOCCTCATGA 
AGGGGGCAOA 
AGGGAGOCCC 
ATATAGAGTG 



CGGCAGCGGC 
G6CTAT0TGC 
66CCTGG6CC 
GACTTCTCCA 
CCCTTCCCTG 
GCOGCCAGCC 
CCCCCTGGGC 
TGSGCXX3GA0 
G6CGGCG6T0 
CACCAACGCC 
AAATCAGAGC 
AACCGGCGGQ 
CAGCCGOOSA 
TGTCCX3VGCA 
CTQCCATAGC 
TGTGGCTCCT 
GGTGGACAGT 
TTGGATAAAG 
TO6AT6ATCT 
ACAAGGCrCC 
TGGGGACCAC 
AGCAT GACC T 
CTCTAGCTGC 
QOCCATAOCA 
TCATTCTCAG 
GTCTTCCCTA 
CAQAGGACTT 
GAATCTCTTG 



41 

1 

GGCTCCAGGG 
TG6ACAAGQA 
0G6GAAACTA 
GCTACTCTCA 
OGCCCAAGGA 
CAGCTTCXSCT 
COGGCCOGGG 
C3QCAGAG6GC 
GCA6CX3GTAA 
TGGAGCTGGA 
TGGCTGCXyVA 
GAAAGGAGOG 
TGGGOCACGA 
AOICCAGCCT 
CCCATGCCCA 
GTGGGCCCAG 
CACCTATCCA 
ACCTTCCAGC 
CAATCTCCCG 
AGQCCCCACC 
ACTQATCCTG 
GAGGAGGGAG 
CCCCATCATA 
CTGGGCTCTG 
TGAGGGCTCT 
CCAGGTTTCT 
TATTCGGACC 
6ATGCAGCTT 



51 



CCCAGCATGC 
TTCGCCC6TG 
OGGCCCCCCG 
CXJTGGAGCCG 
CGACTGGGCC 
GGCATTCGGG 
CCTCCTGGOQ 
6ACGCCCTAC 
GACTCGGACC 
GAAGGAGTTT 
TCTGGGGCTC 
CAAAGTGAAC 
CATCACGGCC 
CCTGGCCACC 
GCCTGTGOGC 
GAGGTCTGGT 
CCCTCTGCAT 
TCCTGTQTTC 
TGGGCATCTC 
TCCTCCTCCA 
GAGAAAAG60 
GAAC6TGGTC 
AGG6CACTGA 
ATGGCTGCTC 
GGATaX3A6AS 
ACACCOCOGC 
AA6CAGAGCT 
CAAGAATAAA 



60 
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Seq ID NO: €22 DNA Sequence 
Nucleic Acid Accession #i NM_021978 
Coding sequence t 36.. 3 603 



11 



GACGCCTGTG 
GOGOAGGGGG 
TGAATGQCTT 
65 AGCATGGCCC 
TGCTGGGGAT 
TCITCAATGG 
ACTCCACTGA 
GGGGAGTCCC 
70 GCAGCGTCAT 
CCGA GCGCGT 
AGTCCTTTGT 
CGCAGGACAA 
CCAOQCCCGG 
75 GGGGGGACGC 
ACGAGCGGGG 
CCCTGGTGCA 
AGAACGTOCT 
CCACCTTCTT 
80 GGACATTCAA 
ACATTGAGGT 
AGCCCX36CGT 
ACXGCQGASA 
TCCACTCAQA 



AGACCCGOGA 
CCCOAAGGAC 
GGA6GAAGGC 
GGGGCGCTGG 
OGGCTTCCTG 
CTACATGAG6 
GTTTGTAAGC 
ATTCCTGGGC 
CGCCTACTAC 
CATGGCCGAG 
G6TCACCTCA 
CAGCTGCAGC 
CITCCCTGAC 
06ACTCAGTG 
CAGCGACCTG 
GTTGTGTGGC 
GCTCATCACA 
CCAGCTOCCT 
CA6CCCCTAC 

GCCTQOGGQC 
jGAGGTCCCAG 
TCAGTCCTAC 



21 
I 

GCGGCCTCX5G 
TTOGGCGCGG 
GTGGASTTCC 
GTGGTGCTGG 
GTGTGGCATT 
ATCACAAATG 
CTGGCCAGCA 
CCCTACCACA 
TGGTCTGAGT 
GAGCGCGTAG 
GTGQTGGCTT 
TTTGGCCTGC 
AGCCCCTACC 
CTGAGCCTCA 
GTGAGGGIGT 
ACCTACCCTC 
CTGATAACCA 
A66ATGAQCA 
TACCCAGGCC 
CAGCATGTGA 
ACCTGCOCCA 
TTOQTOGTCA 
ACCGACAC08 



31 
I 

GGACCATGGG 
GACTCAAGTA 
TGCCAGTCAA 
CAGCOQTGCT 
TGCAQTACOG 
AGAATTTT6T 
AG6TGAAGGA 
AGGAGTCGGC 
TCftSCATCCC 
TCAT6CTGCC 
TCCOCACGGA 
ACGCCCGCGG 
CCGCTCATGC 
CCTTCOGCAO 
ACAACACCCT 
CCTCCTACAA 
ACACTGAGOG 
GCTGTGGAGG 
ACTACCCACC 
AS6TGGGCTT 
AG6ACTA0GT 
GCAGCAACAG 
GCTTCTTACC 



41 

1 

GAGG6AT0GG 
CAACTCCOGQ 
CAACGTCAAG 
GATGGGCXrrC 
G6AOQT80GT 
GGATCCCTAC 
CGCGCTGAA6 
T6TGA0GGCC 
GCA6CACCT0 
CCOGOGGGCG 
CTCCAAAACA 
TGTGGAGCTG 
CCGCTGCCAG 
CTTTGACCTT 
GAGOCCCATG 
CCTGACCTTC 
GOGGCATCCC 
OOGCTTACGT 
CAACATT6AC 
CAAAXTCTTC 
G6AGATCAAT 
CAAC3UU3ATC 
TGAATACCTC 



51 
1 

GCC0GCAA60 
CACGAGAAAG 
AAGGTGGAAA 
CTCTTGGTCr 
GTOCAGAAOG 
GAGAACIOCA 
CTGCTGTACA 
TTCAGOGAGG 
GTGGAQGAGG 
C36CTGCCTGA 
GTAGAQAGQA 
ATGOGCTTCA 
TGGGCCCTGC 
GO6TCCTG0G 
GAGCCCCACG 
CACTCCTCCC 
GGCTTTGAGG 
AAAGCCCAGG 
TGCACATGGA 
TACCTGCTGG 
GGGGAGAAAT 
ACAGTTCGCT 
TOCTAOGACT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

13 BO 
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5 

10 

15 

20 

25 

30 
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45 

50 

55 

60 

65 

70 

75 

80 



CCAGTGACCC ATGCCGGQGG CAGTTCAOGT GCOGOVCGGG GGGGTGTATC O0GAA6QAGC 1440 

TQOQCTGTGA TGGCTGGQCC GACTGCACG6 ACCACA6CGA TGAGCTCAAC TGCAGTT6C36 IS 00 

ACG COBGC OV CCAGTTCACO TGCMOMVCA AGTTCTGCAA QOCCCTCTTC TGG6TCT6GS 1560 

ACAGTGTGAA GGACTGOOGA GACAACAGOG A0GAGCAGG6 GTGCAGTTGT COGGCCCAQA 1620 

CCTTCAfiGTG TTCCAATGGG AAGT6CCTCT G6AAAAGCCA GCAGTGCAA7 GGGAAGGAOO 1680 

ACTGTGGGGA CXSGGTCOOAC GAGGCCTCCT GCCCCAAGGT OAAOOTOOTC ACTTGTACCA 1740 

AACACACCTA CXX;CTGCCTC AATOGGCTCT GCTTGAGCAA 666CAACCCT GAGTGTGAOQ 1800 

GGAAG6AGGA CTGTAGOGAC 06CTCA6ATO AGAAGGACTG OQACTGTGGO CTGOGGTCRT 1660 

TCACXSAGACA 66CT0GTGTT GTTGGOGGCA 0GGATGGG6A TGAGGGCXSAO TGGCCCTGGC 1920 

AGGTAAGCCT GCATQCTCTG GGCCAGGGCC ACATCTOOGG TGCTTCCCTC ATCTCTCCCA 1980 

ACTGGCTGGT CTCTGCCGCA CACTGCTACA TOGATQACAO AGGATTCAGO TACTCAOACC 2040 

CCACXSCAGTG GA06GCCTTC CTGGGCTTGC AOGACCAGAG CCAGCGCAGC GCCCCTGGGG 2100 

TQCAGGAGOG CAOGCTCAAG GGGATCATCT C0CAC3CCCTT CTTCAATGAC TTCACCTTOS 2160 

ACTATGACAT 0606CTGCTQ 6A6CT66A0A AA00Q6CA6A GTACAGCTCC ATGOTGOGQC 2220 

CCATCTGCCT GCOGGAOGCC TCCCATGTCT TCOCTGCOGO CAAGGCCATC TOOOTCAOOQ 2280 

GCTGGGGACA CACCCAGTAT GGAGGCACTG GOQGQCTGAT CCTGCAAAAG GGTGAGATCC 2340 

GCGTCATCAA CCAGACCACC TG06A6AACC TCCTGOOGCA GCA6ATCAGG COSGGCATGA 2400 

TGT6CGTGGG CTTCCTCAGC GQCG60GT6G ACTGCXGCCA GOQTQAITOC GOGOQAOCOC 2460 

TGTCC3U3C6T GGAGG06GAT 6GG066ATCT TCCAGGCOGG TGTGGTGAGC TQGGQAGACX3 2520 

OCIGCSSCTCA GAGGAACAAG CCAGGCGTGT ACACAA06CT CCCTCTGTTT CGGGACTGGA 2580 

TCAAA6A0AA CACTGGGGTA TA60GGCCGG GGCCACCCAA ATGTGTACAC CTGGGGGGCC 2640 

ACCCATOGTC CACCCCAOTG TeCAOSCCTO CA6GCTGGAG ACTG6AC00C TOACTGCACC 2700 

A6GGG00CCA GAACATACAC TQTGAACTCA ATCTCCAOGO CTCCAAATCT GCCTAGAAAA 2760 

CCTCTGGCTT CCTCAGCCTC CAAAOTGOAG CTGGGAGQTA GAAGG66AG6 ACACTGGTGG 2820 

TTCTACTGAC CCAACTGGGG 6CAAA6GTTT GAAGACACAQ CCTCCCC06C CAOCCCCAAG 2880 

CTGGGCOSAG GCGCGTTTGT ' GTATATCTGC CTCCXXTGTC TGTAAGGA6C AG0GGQAA09 2940 

6A6CTT0QGA GCCTCXTCAG TQAA6GTGGT GGGGCTGCCG GATCTG6GCT GTGGGGCCCT 3000 

TGGGCCS^OGC TCTTGAGGAA GCCCAOQCTC OQAGGACCCr GGAAAACAOA COaQTCTGAG 3060 

ACTGAAAATG GTTTACOVGC TCC3CAGGTGA CTTCAGTOTG TGTATTGTGT AAATGAOTAA 3120 

AACATTTTAT TTCTTTTTAA AAAAAAAAA 3149 

Seq ID NO: C23 DNA Sequence 

Nucleic Acid Accession H^i Eos sequence 

Goding sequence* 1..2268 

1 11 21 31 41 51 

I I I 1 I I 

ATQCCCGCTT TCCIGTTQCT GGAAGCGQTC T Q TGTTTTCC TGTTTTCXAG A6T6CX3CCCA 60 

TCTCTCCCTC TCCAGGAAGT CCATGTAAGC AAAGAAAGCA T0GG6AAGAT TTCAGCTGCC 120 

AGCAAAATGA TGTGGTGCTC GGCTGCAGT6 GACATCATGT TrCTGTTAGA TGGQTCTAAC 180 

AGOQTOGGGA AAGGGAGCT7 TGAAAGGTCC AAGCACTTTG CCATCACAGT CTGTGAOGGT 240 

CTGGACATCA GCCCGGAGAO GGTCAGAGTG GGAOCATTCX: A6TTCA6TTC CACTCCTCA7 300 

CTGGAATTCC CCTTGGATTC ATTTTCAACC GAACAGQAAO TQAAOGCAAO AATCAAOAGG 360 

ATG6TTTTCA AAGGAGGGG6 CA06GAGA00 GAACTTGCTC TGAAATACCT TCT6CACAGA 420 

GG6TTGCCT0 GAGGCAGAAA TGCTTCTGTG CC3CCAGATCC TCATCATCGT CACTGATGGG 480 

AAGTCXXAGG GGGATGTGGC ACTGGCATGC AAGCAGCIGA AGGAAAGGGG TGTCACTGT6 540 
TTTGCIGTGO G6GTCAGGTT TGCCAGGTGG 6AGGAGCTGC ATGCACTGGC CAG06AGCCT 600 

ASAGGGC31QC AC0T6CT G TT GGCTGAGCAO 0TGGAG6ATG CCACCAAC3QG CCTCTTCAGC 660 

ACOCTCAGGA GCTGGGCCAT CTGCTCCA6C GCCAG6CCAG ACTGCAGGGT C6A6GCTCAC 720 
CCCTGTGAGC ACAGGACGCT GQAQATGOTC CGGGAGTTCG CTGGCAATGC CCCATGCTGQ 780 
AQAGGATOGC GGCGGACCCT TGCG6TGCTG GCTGCACACT GTCCCTTCTA CAGCTGGAAG 840 
AGAOTaTTCX; TAACCCACGC TGCCACCTGC TACAGGACCA CXTGCCCAGG CCCCIGTGAC 900 
T06CAG0CCT OCCAGAATOQ AG6CACAT0T OTTGCAGAAO QACTGGACQG CTAGCAGTGC 960 
CTCTGGCSOGC TG6CCTTTGG AG6GGAGGCT AACTGTGCGC TGAAGCT6AG CCTGQAATGC 1020 
AGGGTOGACC TCCTCTTCCT 6CTGGACAGC TCTGCGGGCA CCACTCTGGA OQQCTTCCTQ 1080 
06GGCCAAAG TCTT06TGAA GCGGTTTGTG OGGGCCXTTGC TGAGCQAGGA CTCTCGGGCC 1140 
OGAGTQGGT G TGGCCACATA CAGCAGGGAG CTGCTGGTGO OGGTGOCIGT GGGGGAGIAC 1200 
CAfiGATGTGC CTG ACCTO QT CTGGAQCCTC GATGGCATTC CCrTCCSlXIG TQGCCGCACC 1260 
CTQA0GG6CA OTQCCTTGOG 6CAGG0G6CA GAG06TGGCT T06GGA6G6C CACCAGGACA 1320 
GGCCAG6ACC GGCCAOGTAG AGTGGTGGTT TTGCTCACTG AGTCACACTC OGAGGATGAG 1360 
GTTGGGGGCC CAGCG06TCA CGCAAGGGOG OSAGAGCTGC TCCTGCTGQG TGTAGaCAOT 1440 
GAGGCOOTOC GGGCAGAGCT GGAGGA6ATC ACA66CAGCC CAAAGOITGT GATGGTCTAC 1500 
TGGGATOCTC AGGATCTGTT CAAGCAAATC CCTQAOCTGC ASGGQAAGCT GTGCAGCCGG 1560 
CAG0GGGCA6 GGTGCOGGAC ACAAGCCCTO GAOCTGGTCT TGATQTTGGA CAOCTGTGGC 1620 
TCAGTAGGGC CCGAGAATTT TGCTCAGATG CASAGCTTTG TGAQAAGCTG TGCCCTCCAG 16B0 
TTTGAGGTGA ACCCTGACGT GACACAGQTC GGCCTGGTGG TGTATGGCAG CX^lGGTGCAQ 1740 
ACTGCCTT06 GGCTGGACAC CAAACCCACC CGGGCTG06A TGCTQOGGGC CATTAGCCAG IBOO 
GCCCCCTACC TAG6TGGGGT GG6CTCA6CC GGCACOGCCC TGCTQCACAT CtATGACAAA 1860 
QTGATGACC6 TCCAGAGGG6 TGCG0G6CCT GGTGTOOCCA AAGCTGTGGT GGTGCTCACA 1920 
GGCGGGAGAG GCXK:A6AGGA TQCAGCCJGTT CCTGCCCAGA AGCTGAGGAA CAATGGCATC 1980 
TCT6TCTTGG TOGTGGGOGT GGGGGCTGTC CTAAGTGA6G GTCTGCGGAG GCTTGCAG6T 2040 
CCCOGGGATT CCCTGATCCA OGTGGCAGCT TA06<XGACC TGCGGTACCA CCAGGA08TG 2100 
CTCATTQAGT GGCTGTGTGG AGAAQCCAAG OGGCCAGTCA ACCTCTGCAA ACCCAGCXXG 2160 
TGCATGAATG AGGGCAGCTG CGTCCTGCAG AATX3GGAGCT ACCGCTGCAA GTGTCGGGAT 2220 
GGCTGGGAGG GCCCCCACTG GGAQAAOOQA TTCTT6A6AC GCCCCTGA 2268 

Seq ID NOi C24 CNA Sequence 

Nucleic Acid Accession #: Bos sequence 

Coding sequence: 1..2424 

1 11 21 31 41 51 

I I I I I I 

ATQCCCCCTT TCCTGTTGCT GGAGGCOOTC I Vmr r mx; TGTTTTCCAO AdTQOCOCXA 60 
TCTCTCCCTC TCCAGGAAGT CCATGTAAGC AAAGAAAGCA TGGOOAAOAT TTCAGCTGCC 120 
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10 

15 

20 

25 

30 
35 
40 
45 



^^^^^^^^ ^C^-^ C-<^CCT^ 

SS^G^ ^RCCCT TGOGOreCrG GCIGCRCACT OTCCCTrCTA CAGCTG^ 
il»r?r»rpc T(3CCACCTGC TACAQOACSA CCTOCCCAQO O0CCW5IGAC 

?^^OTWOG MGQOAGOCT AACIGTGCCC TQAAGCTGAO CCTGGflMTC 
S^SS iSiSTOCT GCTQGftCAGC tPCIQOQGGCA OCRCTCTGGA CGGCPTCCTG 
S^S^ ?StStGAA GCGOTTTOro CGOGCCOTOC TOAOOfflGGA CTCT^SCC 

SSS^ 5S^C SSSS 

CTGROaSGOV liiJSiSrT? TTOCTCACTO ASTCftCACTC OGRGGATGRG 

S^?^ S^^^S^ ^SlGCTOGO TOTA^ 

AOVGGCRGCC CMMCATGT aj^MJ^ 
SSlSSSr aerMCTOTT CAACCRAATC CCTQAGCTOC ASOOaRADCT GTOCMSCOGO 

SSSSS?£a TCaSoaOG TGCCCQGCCT GGTffTCCCCA AAGCTGTGGT GGTGCTCACA 

SSStCCA CGTGGCAGCr tWBOOGACC TOMGW^ J^^S 
=^ 

SnrJ^v-Irrr CGAGAACOGT GAGTGGAGCT CTTGCTCTGT ATGTGTGAGC 

CGTACCCCTC CC3W3CAACTA CAGAOAAGQC CTGOGCACTG AAATGOTGCC TACCTri^,iw 
AATGTCTGTG CCCCAGGTCC TTAG 

Seq ID KOs C2S DMA Sequence 

Hucleic Acid Acceoaion #: XM_097386,3 

Oodiag sequencei 142.. 795 



180 

340 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2424 
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75 



80 



1 11 21 

111) 
CTCGCAGAAC CACCTGGACT CTGTCCGTGT CTGTCCCCCG 
G6GACCCCCG TCCCACGCCT GOQCCCCGCXS OCGOGGGAftfi 
CTACCrCAGG TCTGACTTTT OATGCCAAAA TCTGAQCOCC 
TCOGOTGCAC CAGGGTCTGC AGCA6CCACT GGGGCCTGGC 
CXSGGACCCC TGGGGCCCCC GTGCACCTGC CCACCTCGGA 
GGGTOGAGGG CTGGGTCXrrC TCCCTCGGGC TGCGTGTGTG 
GTOTCTGTGQ 6C6ATCMGGC CTOCCQGCXW TCG6TGQACC 
TTQA6CCTGC TOTTAACTOC GATGATTGTA GGGACAGGCG 
C6AGGCTGGG TCCCGGCCXSi GGAGAAGGAA GTCGCTGAAG 
QQRAATGGGA GGCGGTT6CA GAGGGTCTAT GGQGCCCGGT 
CCOIOTCTGC AGASGCTCCT CCCTGCCTCA GGTGGCCCC3G 
TCTCCTGCCA COGOCrorOQ OTGGGGOTTT AAATTCGGTG 
CAGCACCrCC CCTTATGCRO ACTGGGAOGO GGTOGGGCAG 
CTOGATGGGT TCTAGTrCAC TTGGGACOGT GGGGCCTGQC 
CACAGTCAAG GCCAACGGGG GCTCCCCCTG CTCTGAGATG 
GGAACCTTCC GTGGGACCOG TAAGTGGCTQ TCCAGAAAGG 
ACGGQQGGCA GCIQGGGTOG TTGTTAAGGG TCAC6CATCT 
TCTTATCATG TTTTACCCAC CTOSTCCCTT TTTTCCCCRA 
CCTTGGCAAA TCTAAACTCA GCCTTTCATT CATGACSTGT 
GTTTGTCAGA C3SGOGTGGQA ACCACGCCTG AAACTCAGCST 
AACTTAAAAA AATTTTTAAA AAACATAAAA CTACTCTCTA 
GTCTOGCCCr GGCOtJCGGCA GQ(3TGGC3CTG TAACRATTTC 
GTATTAAAAO GAAAAAA 

Seq ID NOi C26 DNA Sequence 

Nucleic Acid Acceaeion #: Boa aequence 

Coding sequences 95.. 2128 



41 



51 



GCCTCCAGGG 
OGCXTTGCTGC 
TGGGGTGCCT 
TGCCTGCTQC 
GCCTGGGGAG 
TGTCGGGAAT 
TGGATTCTAA 
GGGTGGGTGG 
GCAGTGGCXA 
CCTGOATACT 
TTCAACCOCA 
TGGCTTTCTG 
TCCCCTCAGC 
TG06TACTGA 
nOGGAGAAA 
OGGGAGGGTG 
GTACAGTTGA 
TTGTGCrTTT 
GAAATTTCAG 
AATAOOAGGA 
GCTCTG6CT0 
AGTTTT06CA 



CTCCTCTOCC 
CTATCTCTGT 
CTCCCCCGCC 
ATCTQGCGGC 
GGGCSOGRQCIV 

eciia o GTqrc 

CTCASAGGAC 
GGGGTG6G0G 
TGCTOGCOGT 
CGXK3UQGAAG 
GC06TC3COCA 
GGGTGCAGCT 
CA0GAG6ACC 
GTGGGTGCCC 
GGGGGCTTCI 
GGCAOGGGGC 
ATTT CCTTTC 
GCATTTTTTT 
TTTCTCTGGA 
AAAAAAAAAA 
OGCCCAGCCT 
GAACATTGAG 



60 

120 

180 

240 

300 

360 

420 

480 

540 

60O 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1337 



1 

1 

GGGGTAGTTT 
CICCTGGAAA 
TGCTTCCTGO 
CACACTGAQA 
GATCAATATA 
GCTTCTQAAA 
CTTCAGCGCT 
GCGAGTCAGC 



11 
I 

GTAGGGACGC 
GGAGAGACAC 
GAGCTTGTGG 
GTATCTGQA6 
TCCCAAOACT 
ACCCACTOSA 
CAOCATAAAA 
TTCTC3tf5CT6 



21 
I 

AGCTCTCCAC 
CAGCATTT6C 
TCCGCX3TTGA 
AGCTTCATGX 
GGTCM3ACTT 
CCCTG6ACAA 
TGCTGOQCCT 
TGGTTTTTAA 



31 

GTGG60QACT 
CACAATGCTG 
CCATCCCAAT 
TGGAGGAGTG 
TGCTCTTTOQ 
ATATGGGGTC 
TOQTCTGOOG 
AGCTGTCAST 



41 51 

GCGAG6CTGG AGGCTACGGG 60 

TCATCCACTG ACTTTACATT 120 

GAAGAGCAGC AGAAAGAGGT 180 

AIGCTCAAGT TAGTRGAACA 240 

TCGGAACAGA AGCATTGCTG 300 

CA6GCASATG CAAAQCTTCT 360 

AATTTGAA6A TGGTGAGGTT 420 

6ATA3CTGCA AAATOCTBAA 480 
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PCTAJS02/36810 



5 



15 
20 
25 



TATTAGAAGA TCAOAAGAGC TntXTnt/lT AAAGCXaSTCT GGTGACTATT TTAAOAAGAA 540 

GAAGAAAAAA GACAAAAATA ATAAGGAACC CATAATTQAA GATATTCTAA AOCTOGAGAG 600 

TTCTCCAACA GCTTCAGGTT CATCAGTAAG TCCTGGTTTA TACAGTAAAA CCATGACOCX: 660 

TA TATA TQAC CCCATCAATG GAACACCAGC ATCATCCACC ATGACTTGGT TCASTQACAO 720 

CCCTTTGACG GAACAAAACT OCAQCATCCT COCATTCAGC CAACCCCCCC AGTCCCCAGA 780 

AGCACTTGCG GATATGTACC AGCCTCGGTC TCTGQTTGAT AAAGCCAAGC TCAATGCAGG 840 

TTGQCTAGAC TCCTCACGCT COCTTATGGA ACAAGGCATC CAAGAGGATG AGCAGCTGCT 900 

CTTAOOATTT AAATATTATT CTTTCTTCGA CTTGAATCCT AAATATGATQ CTOTOOOAAT 960 

AAACXIAACTC TATGAOCAAO CCAOQTOQGC CATTCTCTTA GAAGAAATTG ATTGCAGAOA 1020 

iU GGAAC3AAAT0 TTGATCTTTG CASCTCTACA OTACCACATT AGCAAACTGT OGTTOTCTGC 1080 

TGAAACAC3V0 GATTTTGCAG GCXSAGTCGGA GGTTQATGAA ATAGAAQCGG CGCTTTCTAA X140 

TTTGGAAOTA ACCCTAGAAG CTGGAAAAGC GGACAOCCTT TTGGAGGACA TTACTGATAT 1200 

CCCTAAACTT GCAGATAATC TCAAATTATT TAGGCGCAAG AAGTTACTAC CAAAAGCTTT 1260 

CAAACAATAT TGGTTTATCT TTAAAGACAC ATCCATASCA TACTTTAAAA ATAAGGAACT 1320 

TGAACAAG<5A OAACCACTAG AAAAACTAAA TCTTAGAGGC TGOGAAGTrO TGCCOQATGT 1380 

AAATGTAGCA GQAAGAAAAT TTQOAATCAA GTTACTAATC CCTGTTGCOG ATGGTATOAA 1440 

TGAAATQTAT TTGAGATGTG AOCATOAOAA TCAATAOOCC CAATGOATGG CTGCCTGCAT 1500 

GVmU CATOG AAGGGCAAAA OCATQOCAGA CAGCTOCTAC CAOOCAGAGO TCCTCAAOIT 1560 

CCTTTCATTT CTGAGGATQA AAAAGAGGAA CTCT6GATCT CAGGTGGCTT OGAGTCTCOA 1620 

AAACATGGAT ATGAACCCAO AATOTTTTGr OTCACCACGG TGTGCAAAAA GACACAAATC 1680 

CAAACAGCTG GCOGCCCGGA TCXTOSAGGC GCACCAGAAC QTGGCCCAGA TGCCCCTGGT 1740 

COAAGCCAAO CTGOGGTTCA TCCAGGOGTG GCAGTCACTG CCTGAGTTTO GCCTCACCTA 1800 

CTACCTTGTC AGATTTAAAG GAAGCAAAAA AGATGACATT CTGGGAGTTT CATATAACAG 1660 

GTTGATTAAA ATTGATGCAG OCAOOQGGAT TCCAGTGACA ACATGGAGAT TCACAAATAT 1920 

CAAA CAGTGG AATGTAAACT GGGAAACCOG GCAGGTGGTC ATCX3AGTTTG ACCAAAA08T 1980 

CTTTACXacr TTCACCTGOC TGAGTGCAGA TTGCAAGATT GTGCACOAQT AGATTGGOGQ 2040 

CTACATTTTC TTGTCCACXX: GCTCC3UM3GA CCAGAATGAA ACACT06ATO AGGACTTGTT 2100 

CCACAAATTG ACCGGOGGTC AGGATTGAAA CAAGCACGOO TGCTOGGCTC ACACCAAOIA 2160 

GGCAAGCCAA AGGCXKXXXT CCCCAGAGOG ATCCCTAAOO TGCCCAGCAT GTAGATTCTO 2220 

3\) GACTAACAGA CAACATACAT TCACCGCTGG TCACCCAGAT CCTCATTCAA ACCC3^CT0CT 2280 

GGCACATCCC TTTCCTTACT TTGCCCTOTG CTACCAQCCA CGOAAGGAGC CTCTCTTGTT 2340 

TTTTCTATAA AATGGGTAGG CAGGAGAAAA GCAGGTGCXX TAAGATTGCT CTAAGGCCCA 2400 

GCATGTGGTT ACAGTTCTCT GACTTGCAGA ACCTGCCAGG TGTATGGCTA CAAGTTATGC 2460 

T06TGCTGAT CT6TCTCATT ACTAAGTGAA TQGAGAAGAC AGAAAG6TAA AAATCACGTG 2520 

TAGCAAGAAC AACTCTTATT TCACAAACTC AGGTATGAAA OGAAACGCCT GTCCTTCATG 2580 

QAACTGCTTT TAGCTCCTGT CTTTTCAAAA TGGCAGAGGG AGTTCCTACA CACACTTTTT 2640 

CCCTGGAG6C CAA6GTCTAG GGGTAGAAAG GGGAGGGGTG GG6CTACCAG GTAGCAGTTG 2700 

ACAACCCAAG GTCAGAGOAG TGGCCCTCAG T6TCATCTGT CCACAGIGAT AOCTGCCAAG 2760 

ATGACCACTO ACGCAC3VTCT GGTCTTAQTC ATTGGTCTOC TCAGATTTCT GGG60CACCT 2620 

4U GCAAQCCCCA TTCCATTCCT ACAGATCTCT CAGCCACCTG TAAGTCCTTT GTGAAGATGT 2880 

GGGTQACACA OQGGGACAGa AAAACCCATT TCTCAACCCA OATCCATGTC TCCACTQCTT 2940 

CTACTCTGGG TTGGGATTCA GGAAGACAGG CACAQTCCTC TCTOTTCATA GAAACACCTG 3000 

CCAOTGTCAA GQATTOCAGT CAGGTGTCTA TCCCAACTGQ TCAGGGAGAG AAGOGCAGAC 3060 

^. CC ATTC TCAA AGACCACCAT GTCCAAGOTC TGACAGCTCX: CCACTGGCia CCOOCACAGQ 3120 

4 J GQCTTTAGGC TGGTCTGGGT CATGGGGAAG OGTCCCTCTT ATCGCTGGTC TGTOTTCTCC 3180 

TGGATTTGGT ATCTATGTTG GTACGACTCC TGGCCTTTTA TCTAAAGGAC TTTGGCTrrT 3240 

GTAAATCACA AGCCAATAAT AQACTTTTTT CTCCCCCTCT GTTTTTTGCT GTGTCATCTC 3300 

T6CCTTGAGA CIGOCT TQAG ACAGTGCTTG CCTTGAGAGA GTGAGCCAAT TAACAGCTGC 3360 

CTGAATTGTC ATTTTCCATT TTGOTTTGIT AGAGGTGG6A GGGGTGGGTT TTGA6AAGGT 3420 

jU CAAAAGCAAT ACCAGAAQTA AAGGGAAATA TCAGACAATA TTTTATTATT TTTTCATAGA 3480 

TGTTCTOCCA CACAAAQAAC TTGGGGTGTA AGGATAAGGC AAAAGCTCCA ATCCX^ITTTT 3540 

TCAGTTCTCC TAOGATGCAC CCCTCAGGGA GCCTGGCCAG AGTTCCGAGG CCCGTOAGCG 3600 

TCAGCTGTTG CTTTATTTTC CATCAAAOOC CTCTGAGAAO TGAGACCTCA GCftATTCOQG 3660 

QAGCCACATA GAGACAGACT TGGCAAGGGA CXXCCTGOTT C7GAG0CAGT AOCIGCCATC 3720 

TGGAAATTCC TCTTTTAGCC TCTCCTTAGA GGTGAATGTO AATGAAGCCT COC3VGGCACC 3780 

OGCTGAATTT CTGAGGOCTT GCTTAAAGCT CAQAAGTGGT TTAGGCATTT GOAAAATCTG 3840 

GTTCACATCA TAAAGAACTT GATTTGAAAT GTTTTCTATA GAAACAAGTG CTAAGTGTAC 3900 

OGTATTATAC TTQATQTTGG TCATTTCTCA GTCCTATTTC TOVGTTCTAT TATTTTAOAA 3960 

CCTAOTCAGT TCTTTAAGAT TATAACTGGT CCTACATTAA AATAAIGCTT CTOGATGTCA 4020 

GATTTTACCT GTTTGCTOCT GAGAACATCT CTGCCTAATT TACCAAAGCC AGACCTTCAG 4080 

TTCAACATGC TTCCTTAGCT TTTCATAGTT GTCTQACATT TCCATGAAAA C3UUU5QAACC 4140 

AACTTTGTTT TAACCAAACT rrg r r i XS G Tr ACAGTTTTCA GGG0AGO6TT TCTTCCATGA 4200 

CACACAGCAA CATOOCAAAO AAATAAACAA OT0T6ACAAA AAAAAAAAAA AACAAAOCTA 4260 

AATGCTACTO TTCCAAAGAG CAACTTGATG GTTTTTTTTA ATACIOAOTQ €3UUkAGGTCA 4320 

CCCAAATTCC TATOATGAAA TTTTAAATTA ATGGGCACCT TTCAACATCA ' XYmCXTCX.T 4380 

TATCTACACT TGATTCAGAA ATCTOCATTT TTTATTCTTT TATATGACTT TTAAGTAAAA 4440 

GATTTATATG GATTTQAAAA AAAAAAAAAA A 4471 
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Seq ZD NO: €27 Protein Sequence 
Protein Accession #: NP 005161.1 



1 11 21 31 41 51 

I I I I I I 

^. MDGGTLPRSA PPAPFVFVGC AABRItPASPE LUtCSRRRRP ATABTGGGAA AVARRNERER 60 

/D NRVKLVNLQF QALRQRVFHG GASXXLSRVB TLRSAVBYIR ALQRUAEHD AVSMALAGGL 120 

RPQAVRPSAP ROPPQTTPVA ASPSRA88SP GRGGS6BPGS PRSAYSSDDS GCBGALSPAB 180 

RBLLDFSSWL GOV 193 

Seq ZD MO I C28 DKA Sequence 
oU Nucleic Acid Accession «t km 017763 



Coding sequence! 169.. 2520 

11 21 31 41 



I 
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AAGCATAART GTTCTTTTOC ««rTTOTC SgGTRGCAT GACTGGTGGC 180 

TAGTOORAOC MTATSTOM OTT^^ 240 

CMsaociGC AGCTGGCIGC CCTCTGGCCC ^GCTOTOR ci^MOIOC ABOMSRACAG 300 

5 TTTGGAOGCA CaGGACTOGT ACIGGCAGCR S^SSS GAMCTaCT 360 

;^MGCTSITA TCAQROTGAT OCCOT^ MG^^ 

„SSAAG0TG TGTTTGCTeG WSTOCIWA M?*CTC^ TGSATTCMC 480 

Tcccaccac TerACCWsro cratgccrbt J^^c actggctagc 540 

AGCRTCGTCA AGCTOGRGAG TCCTCGRCGG GCCCCCCGCC CCTOCCTOlu 
10 iS^SSS t««0<»m5A GOGAGO^ MTOC^ 

0ORGCT8CI6 CKaGCAOCT GOGCAKOG «GOSGCT« ^^^^^ GGCOCATQW 720 

AGGftTTGAGC TGMGGSSCK «CBOOTO0 tGCGCWCCG CTGCOGCCCC 840 

, , GTGOT6GGCA CCATCTTTOT OMCTTOTG 6CTtMG^ ^WCMCMS CCMCTOGCC 900 
15 CGCCACAGCA GGCCGGRTCC GCTTCRGCAG MAjraKCT CTCAGOQAOC 960 

AISCTGCAQCT CftOCCXICTOT GTGTGCCATC TGTCToeAWd '^^J;*^ rrfMrTACAT 1080 

CAGCATCGGA CTTGCCCCCT CTGCGTGTTC ^^ftraCAQ CATTCGCCAG 1200 

CATCCCGC3CC ATGCCCACTA CCACCTCCCT CCCAGGAGCC AGGCATCGGC 1320 

GCMrZ<SaCS!C GGCCCOCACG ACCTGGTC^ TJCCT^ S^SgGAGA GCAGCAOCOC 1380 

CCrCGGCATC AOCGCTTCCC CAGAGCTGCA CATC^GG ^"^^^ CX3VATCCACC 1440 

CTGGCAGGAG CCCRGCACCC CTATGCACAA GQCTGQ^ T^gSgT 1500 

25 ?^CACC CTGCIGCTTG CCCAGTG^ CT^^ 1560 

GGATCTGGAG AA^a™ C^GA^ 1620 

QACTOCAGCT CAGGGCCCTG TaVTGGCTCT rr^rrTCrCT AAGCAGTOAC 1680 

^ TTWACCCCC TaGTGTACTO 08°^^ S^^^^ icA^GGGA AACCCAGGIT 1800 
30 AGTGTCACXrr CTOGGCCTCG WOTTOSM iS»*MS« GTTCCW3TGG 1860 

TCCAOCCATO TCCAWACW COSCCMOOT ^SScC TATTCCTOGG 1920 

ACACRGCCCC MCCAGAGCC ACCTTCTOCT ^"^^ ^COT» GOCAOCCCCt 2040 
gScCTTCXKS GGa3GCT(3C TAACC^ TS^ae^ ^5^^^ 

35 GGCCXMTTG ACGCCTCCAO aaCTS«?H i!^^ GMCTCCCTC C6AGCCCACC 2160 

TCCaGCCTCT CTGCCCGACA «CACA»GO ^^^^ TCCCCATTAC 2220 

CCreOCrCTC OGCCCCAOGA 3eCAACTGTO i^SwTCTG TOOACCTCCA 2280 

MCCCCAOTG TGGCATATCC TTGGTCCCCA OTACTCAAA TTCACAfiCCA 2340 

GeCCTGGACA AOAGGCIG« ACC^^ «^ 2400 

40 GXGTGGITGT GCCTGACTCC "^^^ ^TTATCXXSCA CTGCrAGGTG 2460 

TCTGAATGGA GTrCTGACAC OS^^ ^^^^ TOMTOAACA GGCTOISTGA 2S20 

CIQTOGGCOC AGCCTGGCTC ^^^5 aTOtTTGOOC CCTACCTGGC 2S80 

OATOXTCAGO CCTAOCTCCA ACCAA^GTO Sc^TCTT TTTGCOGTAC 2640 

ACAGAGTCCT GCTCCTOG^ ^^^^ TCAGRGGGIG CCQTTTCCrO 2700 

45 TTCCTAGAAO CACTOSM« SSfSSS CMOAATCC ATGTCCAfiCC 2760 

OTIGAAGQC TGAGTTTTTG 2820 

AGGCMCCAG CTGCTGCCTG TGGCX3TGTGT ^^^^'^ /wiJ-meTOC TTCTCCAAOC 2880 
JiiGCAGAAA GCTAGCIATO GGTAGCO^ TCTT^ 

^ CCIACTTGGT TTCCCTCACC CaAGCCTCA WJ^MAW M^BI«« tTCGCCCCTC 3000 

""=*''°^ <MG^^ "?? 

A66ACCAGTA GCATAGOTGA OCCCTGBOCR msOTTCCT CrOOGOGTTQ 3180 

^AGTGTG GA^TTCrOTC OTGAGG^ ^J^^ 3240 

AQAAIAAGAA TAOTGOOaAO GOAAAAACTC CTOCTOMB ^^^t^ GQATGQAAIO 3300 

ftMaTAQAAA AOOCAeAAIT ^^^^^ M^AAAGCA AAGTGTGACC 3420 

SGTTTTOICT TAGAGCAAGQ A^GMJU^ AG^ACAG 6CCAGGGACC 3480 

CTTGGGTTTG GACAGCCCAO '^GCCOSCI 000^^ St^^CAAQA OCTQAIGGGC 3540 

CACRBGAGAfi TGGATTAGAG CACAAGICTG «CCTa^IO» ^SSSiXw' CMHSCATTAT 3600 

TCCCTCAGTT AGTGGGGAGA CTAG^TCTO T^TTGCTA ATATATTTAT 3780 

AGACAGACGC TTGAATCA6G CACEATOITA AOAAATATAT TIiaix^x4^ ^^^^ 
CCACAAAAAA AAAAAAAAAA AA 

65 



Seq ID NOi C29 Protein S^x^mm 
Protein Accession «t llP_0042ao.2 



70 



75 



80 



21 
1 

LHEAIIjLCPN 
IiTSQDLLYDL 



1 11 

MMSSAHYHVN FSQAISQDVN 
TLPGTIILTGP LSPVDNBMiai 
PDSDSGLSUJ SSHNNTSVIK 
LCHLDQSDSD PHGDLTFQHV 
LSRDBQRAKA LHIPFSVDEI 
CRKRKLDIIL NLEDDVOHfl 
RFVHPNmAL QCIBDGSILI 

Seq ID HQs C30 DNA Sequence 
Nucleic Acid Accession ft: NM_004442 
Coding aequencei 19.. 2982 



PHNHTYHLQP 
VGMPVDSFNS 
AXKETLKRBQ 
VPKELVAStH 



31 

NTFRHDPTAR 
DIHIFDEIHIi 
GAIGYCTDHE 
TAPESTSEPP 
MLSRYYLTDL 
AQCNKAIinM 
KKBTQKGKSK 



41 51 

TSQSQBPPLQ LHSHTTHPBQ 
MSLATEDNFD PIDVSQLFDB 
SSSHHDLEGA VCGVYPEPSK 
PWPGKSQKIR SRYLBDTDRH 
QVSLIBDIHR RGKNKVAAQN 
KQKLBDXilHD IFSRLRDDQG 



60 

120 

180 

240 

300 

360 

400 



11 



21 



31 



51 
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I I I I I I 

GCCCCGGQAA GOGCAG CCAT GGCTCTGGGG AGGCTOQOGG 00GG6CT0CT GCTGCTGC!OG 60 

CTGCTC6CGG GOSTGGAAflA AAOGCTAATQ GACTOCftCTA CAG06ACTGC TGA6CTGQ0C 120 

- TGGATGGTGC A'ltXTCCATC AGGGT6G6AA GAGGTGASTS GCTACGATC2A GAACATGAAC 160 

5 AGGATCCOCA 0CTACX:A0GT GT6CAA0GT6 TTTGAOTCAA GCCAOAACAA CT6GCTACGG 340 

ACXyKAGTTTA TCCGGOGCCG TGGCGCCCAC OGCATOCAOG TGGAGATQAA GTTTTOGQTG 300 

CGTGACTGCA GCAGCATCCC CA6CGTGCCT G6CTCCT6CA AGGAGACCTT CAACCTCTAT 360 

TACTAT6AGG CTGACTTTGA CTOSGCCACX: AAGAC3CTT0C CCAACTG6AT GGAGAATCCA 430 

T66GTGAAG0 TGGATACCAT TGCAGCCGAC GAGAGCTTCT CCCftGGTGGA CCTGGGTGGC 480 

10 CGCX3TCATGA AAATCAACAC OQAGGTGCGG AGCTTOGQAC CTGTGTCCOO CAGOGGCTTC 540 

TACCTGGCCT TCCAGGACTA TGGOGGCTGC ATGTCCCTCA TCCCXX5TGO0 TGTCTTCTAC 600 

CX3CAAGTGCC CCGGCATCAT CCA6AATGGC GCCATCTTCX: AG6AAACCCT 6T0GGG06CT 660 

GAGAOCACAT OGCTGGTGOC TGCCOBGGQC AGCTGCATOO OCAATGGGGA AGAGQTGQAT 730 

GTAOCCATCA AGCTCTACTO TAAOQGGGAC GGC3QAGIQGG T60T0C0CAT OGGGOOCTGC 780 

15 AT0T6CAAAG CAG6CTTCGA GGCOQTTOAG AATGGCACXX3 TCTGCOGAGG TTGTCCATCT 840 

GGGACTTTCA AGGCCAACCA AGGGGATGAG GCCTGTACCC ACTGTCCCAT CAACAGGOGG 900 

ACCACTTCTO AAGGGGCCAC CAACrOTGTC TGC06CAATQ GCTACTACAG A6CAGACCTG 960 

GACOOCCTGQ ACAT6CCCT6 CACAAOCATC CCCTCCX30QC CCCAGQCTQT GATTTOCAOT 1030 

GTCAAT6AGA CCTCCCTCAT 6CTGGAGTQG AGCCCTCCCC G06ACTCOQO A66008AGA6 1080 

20 GACCTOSTCT ACAACATCAT CTGCAAGAGC TGTGGCTOGG GCOGGGGTGC CTGCACCCGC 1140 

TGCGGGGACA ATGTACAOTA OGCACCAOGC CAGCTAGOCC T6AC0GAGCC AC6CATTTAC 1300 

ATCAGTGACC TGCTGGCCCA CACCCAGTAC ACX:TTCGAGA TCCAGGCTGT GAAOGOGQTT 1260 

ACTGAOCAGA GCOCCTTCTC GGCTCAGTTC GCCTCIGIGA ACATCACCAC CAACCAGGCA 1330 

GCTGCATOGO CAOTGTCCAT CSVTGCATCAO GTQAGC06CA COGTGGACAG CATTACGCTG 1380 

25 TOGTGGTCCC AGCCA6ACCA GCCCAATGGC GTGATCCTGG ACTATGAGCT GCAGTACTAT 1440 

GAGAA6GAGC TCAGTGAGTA CAAOGCCACA GCCATAAAAA GCOXACCAA CACGGTCACC 1500 

GTGCAGGQCC TCAAAGCOGG CX3CCATCTAT GTCT7CCAGG TGOSGGGAOQ CAGCX3TGGCA 1560 

GGCTAOGGGC GCTACA60GQ CAAGAT6TAC TTCCM3ACCA TGACAGAAGC GOAOTAGCAG 1630 

^ ACAAGCATGC AGGAGAAGTT GCCACTCATC ATOSGCTCCT OGGCOGCTGG CCTOGTCTTC 1680 

30 CTCATTGCTG TGQTTGTCAT OGCCATCGTO TGTAACAGAA GACGGGGGTT TGAGCXTPGCT 1740 

GACTCGGAGT ACACGGACAA GCTGCAACAC TACACX:AGTG GCCACATGAC CCCAOGCATG 1800 

AAGATCTACA TOGATCCTTT CACCTAGGAG GACCCCAACG AGGCAGTGOG GGAOTTTGCC 1860 

AAGQAAATTO ACATCTCCTG TOTCAAAATT GA6CAGGTQA TC86AGCAG6 GGAGnTGGC 1920 

^ GAGGTCTGCA OTGGCCACCT GAAGCTGGCA GGCAAGAGAG AGATCmGT GGCCATCAA6 1980 

35 ACGCTCAAGT CX3GGCTACAC GGAGAAGCAG O6C06GGACT TCCTGAG06A AGCX7CCATC 2040 

ATGGGCCAGT TCX3ACCATCC CAACGTCATC CACXITGGAGG GTGTOQTGAC CAAGAGCACA 2100 

CCTGTGATGA TCATCACC6A GTTCATGGAG AATGGCTCCC TGGACTCCTT TCTCOGGCAA 2160 

AAGGATGGGC AGTTCACAGT CATCCAGCTG QTGGOCATOC TTGGGGGCAT 0GCAGCTG6C 2320 

ATGAAGTACC TGGCAGACAT GAACTAT6TT CACOGTGACC T0GCTQCGCX3 CAACATCCTC 2280 

40 GTCAACAGCA ACCTGGTCTG CAAGGTGTOQ GACTTTGGGC TCTCAOGCTT TCTAGAGGAC 2340 

GATACXirrCAO ACCCCACCTA CACCAGTGCC CTGGGGGGAA AGATCCCCAT CCGCTGGACA 2400 

GCCCGGGAAG CCATCCA6TA CGGGAAOTTC ACCTCX3GCCA GTGATGTGTQ GAGCTACGGC 2460 

ATTGTCATOT OGGAGGTGAT GTCCTATGGG GA0006CCCT ACTQGGACAT GACCAAOCAO 3530 

GATGTAATCA AT6CCATTGA GCAGGACTAT 066CTGCCAC CGCCCATG6A CTGCC06A6C 3580 

45 GCCXrTGCACC AACTCATGCT GGACTGTT6G CAGAAGGACC GCAACCACCG GCCCAAOTTC 3640 

GGCCAAATTG TCAACACGCT AGACAAGATG ATCGGCAATC CCAACAGCCT CAAAGCCATG 2700 

GGGGGGCTCT CCTCTGGCAT CAACCTGGCG CTGCTGGACC GCA06ATCCC GGACTACACC 2760 

AOCTTTAACA C00XGQACX3A GXGGCTGGA6 GGCATCAAGA TGGGGCACFTA CAAG6AGAGC 2820 

_ TTOGCCAATG CXXIGCTTCAC CTCCTTTGAC GTCGIGTCTC AGATGATGAT GGAGQACATT 2880 

50 CTCOGGGTTG GGCTCACTTT GGCTGGCCAC CAGAAAAAAA TCXTTQAACAQ TATCCAGGTG 2940 

ATGCGGGOGC AGATGAACCA GATTCAGTCT GTGGAGGTrT GACATTCACC TGCCTOGGCT 3000 

CACCTCTTCC TCCAAGCCCC GCCCCCTCTG CCCCAOGTGG OGGCCCTCCT GGTGCTCTAT 3060 

CCACTGCAaS GOCAGCCACT OSOGABOAGG CGAGGOGOCA OGGGAAGAAC CAAGOQQTGC 3120 

^ . CAGCCAC3QAG AOGTCACCAA GAAAACAT6C AACTCAAA06 AGGGAAAAAA AAA6GGAATQ 3180 

55 GGAAAAAAGA AAACAGATCC TGGGAGGGGG OGGGAAATAC AAGGAATATT TTTTAAAGAG 3240 

6ATTCTCATA AGGAAAGCAA TQACTQTTCr TGOGQGGGAT AAAAAA6GGC TTGGGAGATT 3300 

CATGOGATGT GTCCAATC3GG A6ACAAAA0C AGTTTCTCTC CAACTCCCTC T6GGAAGGT6 3360 

AOCTGQGCAG AGCCAAC3AAA CACmCAGA AAAACAAATG T6AAGGQGA0 AGACAOGaaC 3420 

GG<XCTTGGC TCCIGTCCCT GCPOCTOCTC TAGGCCTCAC TCAACAACCA AGCSGOCTGGA 3480 

50 GGAOGGGACA GAT6GACAQA CAOCCACCXTr GAGAACCCCT CTGGGAAAAT CTATTCCTGC 3540 

CACCACTGGG CAAACAGAAG AATTTTTCTG TCTTTGGAGA GTATTTTAGA AACTOCAATG 3600 

AAAGACACTG TTTCTCCTGT TOGCTCACAG GGCTGAAAGG GGCTTT7GTC CTCCTX3GGTC 3660 

AOGGAQAAGG 0GGG6ACGCC AGAAAGGTCA GCCTTCCTGA GG ATGOQCAA COOCAGG TCT 3720 

GCA6CTCCAG GTACATATCA OGOGCACAGC CTGGCAGCCT GGOOCTOCTO QTGCCCACTC 3780 
65 COGCCAGCOC CTGCCTCGAQ GACTQATACT GCRGTGACTG COSTOVGCTC 0GACTGCCX3C 3840 
TGAGAAGGGT TGATCCTGCA TCTGGQTTTO TTTACAGCAA TTCCTGGACT OGGGGGTATT 3900 
TT6GTCACAG GGTGGTTTrG 6TTTAGGGGG I T Wmm T 6GGTT0TTTT TTQTTTTTTO 3960 
GTTrrTTTTA ATQACAATGA AGTGACACTT TQACATTTCC TAOCTTITQA GQACTTGATC 4020 
CTTCTCCAGG AAGAAGGTGC TTTCTGCTTA CT6ACTTAG6 GAATACAOCSV AOGGOGANAT 4080 
70 TTTATATGCA CATTTCTGGA TTTTTTTATA OGGTTTTCAT TGACACTCTT CCCTCCTCOC 4140 
ACCTGCCACC AGGCCTCACC AAAQCCCACT GCCATGGGGC CATCTGGGCX: ATTCAGAGAC 4200 
TGGAGTGAGA TTTGGGTGTG GAGGGGGAGG OGCCAAGGTG GAGGAGCTTC CCACTGCAGG 4260 
ACIGTTQATO AAAGGQACAG ATTQAGGAGG AAGTGGGCTC TQAOGCTGCA 006CTGGAAS 4330 
TCXrrtGCXXA CTTCOCACTC TOCTGCCCCA ATCTATCTAG TACTTCCCAG GCAAATAGGC 4380 
75 CCCTTTGAOO CTCCTGAGTG CCCTCAGATG GTCAAAACCC AGTTTTCCCT CTGGGAGCCT 4440 
AAACCAGOCT GCATOGGAGG CCAGGACCXX3 GATCATTC3VC TGTGATACCC TOCXXTCCAG 4500 
AGGGTGOGCT CAGAGACAOG GGCAAGCATO UfltrrraXT TCCCTGGAGA GAAAGTGTQT 4560 
GATTTCrCTC CCAOCTCCTT CCCOCCACCA OAGCTTTGCT QQQGCTAAAO GTCTTGQCCA 4630 
TGGGGACOCX: CTCAGTCTAO QQATCTGGCC ACAGACTCCC TCCTOTGAAC CAACACaflAC 4680 
oO ACCCAAGCAG AGCAATCAGT TAGT6AATT6 GAATTCCCCA AGTCTTTGCT ATTGTGAATA 4740 
GTGCTGCAAT AAACATAOGT GTGCATGTST CTTTATAOTA GAATGATCTA TAATCCTCTG 4800 
QGTATQTACC CAGTAATGGG ATTGCTGGGT CAAAT8GTTT TTCTGGTTCT AGATCCTTGA 4860 
GGAATTOCCA CACTGTCTTT CACAATGOTT GAACTAATTT ACACTCCTAC CAACAOIGTA 4930 
AAAOTCTTCC TOTTTCTOCA CATCCPCTOC AGCATCTOTT GTTTOCTGAC TTTTTAAT6A 4980 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TTGCCATTCT 
TGACCAGTOA 
TGAGAAGTGT 
TAAACTTAAT 
ACAAAGCX3TC 
GCTGAAAATG 
GA6AACTTCT 
CCCAAAGATA 
TTGAAATGAA 
GGAAGCCCAT 
GGGGACCAAT 
GCAAACTAA6 
GAGATTTTGT 
AAAAGAAAAA 
ATGAAGAAAC 
AGATTCACAC 
AC6CAGACTG 
CCATCTCACG 



AACTGGTGTG 
AQATGAGCTT 
CTOTTCATAA 
C3AAATAAAGC 
CAAGAAATAT 
ACAGGGAGAA 
CCAACCTAGC 
TTTCTCGAGA 
GGAAAAAATG 
CAGACTAACA 
ATTCAACATT 
CTTCATAAGC 
CACCACCAGG 
CTGGTQCCAO 
CGTGTCAACT 
ATAACAATAT 
GCAftATTGGT 
TGCAAAOACA 



AGATGGTATC 
TTTTTCATAT 
CCTTCACCAA 
ATGAAGACAA 
GGGACTATGT 
TQAAACC3UW5 
AAGACAGACC 
AGAGCAACCC 
CTAAGGGCAG 
GCAGATCTCT 
CACAAAGAAA 
AAAGGAGAAA 
CCTGCCTTAC 
CCACTGCAAA 
AATG6GCAAA 
TAACCTTATA 
TAAAQAQTCA 
CACATAGQCT 



TCATTGTGGG 
GTTTGTTGGC 
TTTTTGATGA 
GATTAQAA6A 
GACAAQAACA 
TTGGAAAACA 
AAOGTTCAAA 
GAAGACACAT 
CCAGAGAGAA 
CTGCA6AAAC 
AGAATTTTCA 
TAAAATCCTT 
AAGACATCCT 
AAATACCAAA 
AXAACCAGCT 
TCTAAATQGG 
ASACTCATTO 
CAGAOTAAAA 



TTTGATTTGC 
CACATGTTTG 
GGTTGTTTGT 
AAAAGA ATGA 
AACTTAOGTT 
CTCTTCAGGA 
TTCAOGAAAT 
AATTGTCAGA 
AGGTCAGGTT 
CCTACAACCT 
ATCCaGAATT 
TACAGACAAG 
GAAGGAAGCA 
TTGTAGAGAC 
AGTATCATAA 
CTAAATCCCC 
GTGTGCXX3TA 
QGGATACAGG 



ATTTCTCTAA 
TTGTTTCTTT 
TCTTTTCTTG 
AAAGGAACAA 
TGACTG6T6T 
TATTATCCAG 
ACAGAGAACA 
TTCACX»AGG 
ACTCACAAAA 
AGAAGAGAGT 
TCATATCCAG 
CAAATCXrrGG 
CTAAATATGG 
CATTGACACT 
T6ACAGGATC 
CAATTAAAAG 
TTCAG6A6AC 
GGAATTC 



5040 

5100 

5160 

5220 

5280 

5340 

5400 

5460 

5520 

5580 

5640 

5700 

5760 

5820 

5880 

5940 

6000 

6057 



Seq ID NOx C31 DNA Sequence 
Nucleic Acid Accession «i im_031942.1 
Coding sequences 145.. 12 60 



CCX33AGCCCC 
T6CTCCTCCT 
CXX5ATCTGGG 
GTAAAGAAGA 
TCCTCTGATG 
TCAGTTOGGQ 
GC6ATGAAGT 
CA6CCCTCAG 
AATTTTTTGG 
ATGTCTGAAT 
GACTCACAAT 
GCTGAACGGA 
GCTCTACCCA 
ACCGTGGATG 
GTGACCCITC 
GTCTGCAGCA 
TGC06TCAQA 
OGAGGCCAGT 
CTGCTGGATC 
OGGCAGGGAG 
TTTG6GAATG 
TATCTGGAAA 
TTTTTTCACT 
AATCAAGTTA 
TACACTTT6C 
TCTATTTCCA 
TATGAAAOCA 
GAAACACAAT 
CXTGTTTACA 
TCAAG6CACA 
CTCTCAATCC 
CTCCTAATTT 
AAGGTTGGTG 
ATGAGTAAGC 
TTATTTCAGT 
TTGATATTAA 
CAAGGTTCAA 
GTAACTTTTA 
CTGTGTCAGT 
AAGTGTTTGT 
GATGCATAAT 
TATACAAAAG 



11 
I 

GCCCCTC06G 
GCTGTGGGAC 
CACCCGCCAC 
ACTTAAA6AA 
ACAGTTGT6A 
AAGGCTGTAO 
TTCCAGCGCG 
AGAATTCTGT 
AGAAAAGGGC 
TAGAAAGCTT 
CAAGGAGACC 
GAGCTCGTCC 
TGGAGGAGGA 
GCTACATGAA 
CXKTftTATAAT 
ATTCTCGAGA 
AQACTATTOA 
TCTGTGGCCC 
C6AACTGGCA 
ATGGAC3GGIG 
TGCATGCCTA 
ATTTGCTGCC 
GAAACCTGAG 
ATCTTAGCAG 
CCTCiCTGGAa 
AMCTCCTCT 
TATTTTATTT 
AATAGTATTA 
CAAAAAGGAG 
AAAGTCTTAA 
CATGTATTGC 
CTTCTGCCCX3 
GGCAATGTAA 
TQATTTGAAT 
TCACATGTAA 
AAACTAGTCT 
GTTTAGATTT 
GCAGTTTQTT 
ATTCCCCCTC 
ATGTCCAATT 
TGGACCTTGA 
TTTATTTTAA 



21 

I 

GCCOGGGTOG 
CGCTGACCGC 
CAGCATGGAC 
ATTCAGATAT 
CAGCTTTGCT 
GACCOGCAGC 
GAGTACCAGG 
GACTGATTCC 
TTTAAATATA 
CCXrrQGCTOQ 
GOQAAGGGGT 
TCTTACCAGG 
GGAGGAAGAG 
TGAAGATGAC 
TGGGCCAGTG 
GAA6ATATAT 
TAOCAAAACA 
CIGCCTTCGA 
TTCCCCGCCT 
TGOGACTGGO 
CTTGAAAAGC 
TGCCTTCTAC 
TTAAAAATCT 
ACATGTGTTT 
TTTCTTCTCT 
CCAACCGCTT 
ACTTGGTGTT 
ACTAACTAGA 
TATGATTTAO 
AACCATGTGG 
QCTTATGTTA 
AAGG6TAAGT 
TACTTAATTA 
TTTCA6TATA 
GGTATTGCAA 
GTGGTTCTTT 
TAAGCACTTT 
ftACCIGAC AT 
CTCTTTGCAT 
TACTTGCATA 
ATOGATAAGT 
TAATAAAATQ 



41 



31 
1 

GCG06CCCAG 
GCGGCTGCTC 
QCTCGCCQCG 
GTGAAGTTGA 
TCTGATAATT 
CAGTGCAGGC 
GGAGCAACCA 
AACTCCGATT 
AAGCAAAACA 
TTCCGTGGAA 
ACATTCCCGG 
TCAAGGTCCC 
GATAAGTACA 
CTGCCCAGAA 
QAAGAAATTA 
AACCGTTCAC 
AACTGCAQAA 
AACGGTTATG 
TGTOSAGGAA 
GTCXrTTGTGT 
CTGAAACAG6 
TTCXCAAATC 
TGACGATCAG 
CTG6AGCATC 
GCTCCCAACX: 
AGTTTCTGAA 
GAAATAGCCC 
TCXATTQAAT 
CACTCATAGT 
AAAAATTAGG 
CAAGTTGTTG 
G6T6GGTCCA 
AAA TAATQ AT 
AAACTTTAGT 
ATAAATTCTT 
OCAQTTTCTT 
TATAACAATG 
CTCTGGCAGT 
TAATCAA6GT 
TGTAAACCAT 
6TAAATACA6 
TTTGTTCTAA 



51 



CCTQCCAGCC 
CX3CTCTCCCC 
TGCCGCAGAA 
TTTCXaiTGGA 
TTGCAAACAC 
ACTCTGGACC 
ACAAAAAAGC 
CAGAAQATGA 
AAGCAATGCT 
GACATCCCCT 
GTGTTGCTTC 
GGATCCTCOG 
TGTTGGTQAO 
GCCGTCGCTC 
CAGAGGAGQA 
TGGGCrCTAC 
ACCCAGACTG 
GIQAAOAGGT 
TCTGCAACTO 
ATTTAGCCAA 
AATTTGAAAT 
TTTCTTQTAA 
CCZGTTTCAT 
ACAlGAAGGTA 

cxxarcTCAT 

TTTCTTTTAA 
TCATAAAACC 
TTCAGAGAAG 
AGTtGAAATT 
TAATTATTGC 
TCACAGTTGA 
GCTTACA06A 
QQAAGAOCTA 
ATAATTGIAS 
GGACAATTTT 
GTAAATTTAT 
ATAAGTGCCT 
CTAGTTTCTG 
ATTTGGTAGA 
TGCTGTGCXaV 
CTTTTGATCT 
AAAAAAAAAA 



GQOCTGCTQC 
GCTCCAA6GG 
ASATCTGAGA 
AACXn'OGTCA 
GAGGCTGC3W3 
TCTCAGGGT6 
AGAGTCCG6C 
AAGSK^TG 
T6CAAAACTC 
C0C3\GGCTCC 
CAGGAGAAAC 
GTCCCTTGAC 
AAAQAC3GAA0 
CAGATCATCC 
GTTGGAGAAC 
TTGTCATCAA 
CTGGGGOGTT 
CAGG6ATGCT 
CAGTTTCTGC 
ATATCATGGC 
GCAAGCATAA 
AAGTTTCCAA 
AM3AAAGT0C 
TATTGCTAGT 
AGCATCCCCC 
ATTACAGTTT 
TAAGCACTTO 
A6CCITCTAA 
TTTAATAGAA 
AGATTGATGT 
GACTTAATTT 
TCATAATTCA 
TCTGGAGATT 
TTTGCAAAQT 
GTATGGAAAC 
AAACXaGGCA 
TTTTGGAGAT 
GGCAGGTTTC 
GGTGGAATCT 
TTCAATGTTT 
GTAAIGCTTT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2510 



Seq ID NOt C32 DHA Sequence 

NUcleic Acid Accession #t NM_01244S.1 

Coding sequence: 27 6.. 1271 



GC3VCGAGGGA 
GCGGCAGCCC 
TCTCGCTGGA 
G6CC0GOGGC 
GCTGCCGGCC 
CCCTGGGCAA 
TTGGGGGAGA 
GCAAGTGGAG 
GGTCTTC6CT 
AGGTCAGTAA 



11 
I 

AGAGGGTGAT 
CCX5CCGCCCC 
GGCCA6GCGG 
GCOGGCCTOS 
GCGCTCCC6C 
GGCCCTCTGC 
GTCCATCTGT 
CCA6A0GGCC 
GCTGGGG6CC 
OGGGCIGCGC 



21 
1 

COGACCOGGG 
CGCAGCCCCT 
tGCAGCATGS 
GQCTTAAATA 
TGCTCCTGCC 
GCTCTCCTCC 
TCCGCCAGAG 
TTCCCCAAGC 
G06CAXAGCT 
GACTTTGOGQ 



31 
I 

GAAGGTCGCT 
TCTCCTCCTT 
AAGACAGGAG 
GGAGCTCOGG 
GG6T6ATGGA 
TGGCCACTCT 
CCCOG GCCAA 
AGTACCCCCT 
COGACTACAQ 
AGGGCGGC6A 



41 

I 

GGGCAGGGCG 
TCTCCCAOGT 
GAACTGGAGC 
GCrCTGGCTG 
AAACCCCA6C 
GGGOGCOQCC 
ATACA6CATC 
GTTGOGGOQC 
CATGTGGAOG 
GGCCIGG6C6 



51 
I 

AGTTGGCS^AA 
CCTATCTGOC 
CTCATTGGCC 
GGACCOGACC 
CCX3GC0GCCG 
GGCCAOCCTC 
ACCTTCA0G6 
CCTGGGGAGT 
AAOAAGCAQT 
CTGAT6AAG6 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 
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10 



AGRTOGAGQC GGGGGGOGAG GGGCTGCAGA GOQTGCACGC GGTGTTTTOG G0GCXXX5C0Q 660 

TCC CCAGC GG CACXXGGCAG AGGTCGGOQO AGCTQGAGGT GCAGOSCAGG OVCTCQCTOG 720 

TCTCXTrrTCT GGTGCGCATC GTCCCCAGCC CCQACTGGTT C0TGGGCX5TG GACAGCCTGG 780 

AOCTOTGOGA OGGGGACCGT TGGCGGGAAC AGGOGGCGCT GGACCTGTAC CCCTAOSAGO 840 

000GGACX3GA CAGCX3GCTTC ACCTTCTCCT CCXXCMJCTt CX;CCACCATC COGCAGGACA 900 

CGGTGACOGA GATAAOGTCC TOCTCTCC CA GCCACCCGGC CAACTCCTTC TACTACCOGC 960 

OGCTGAAGGC CCTGCCTCCC ATG6CCAGGG TGACACTGGT GOGQCTGOQA CA6AGCCCCA 1020 

OGGCCTTCAT CCCTCCCGCC CCAGTCCTGC CCAOCAGGGA CAAT6AGATT GTA6ACAGGB 1080 

CCrCAGTTCC AGAAAOGCCG CTGGACTG06 AGGTCTCCCT GTG6T0GTCC TGQGGACTGT 1140 

GOSGAGGCXV^ CTGTOQQAGG CTCGGGACCA AGAQCAGGAC TOGCTAOGTC OG GG TCC A GC 1200 

C06GCAACAA CX3GGAGCCCC TOCCCCGAGC TOGAAGAAGA GOCTOAOTQC GTOCCTGATA 1260 

ACTGOGTCTA AGACCAGAGC CCXXSCAGOCC CTGGGGCCCC OGGAGCCATQ GQGTQTOGGO 1320 

OGCTCCTOTQ CAGGCTGATG CT0CAG0GG6 COOAGGCACA GGGOGTTT06 OGCTOCTOCf 1380 

GACGGOGGTG AOGCOGGGCC GAOCATCTCT GCACTGAAGG GCCCTCTGGT GQ006 GC AOO 1440 

1 J GGCATTGGGA AACAGCCTCC TCCTTTCCCA ACCTTGCTTC TTAQQQGCCC COSTGTCOGG 1500 

TCTOCTCTCA GCCTCCTCCT CCTGCAGGAT AAAOTCATCC CCAAGGCTCC AGCTACTCTA 1560 

AATTATGGTC TCCTTATAAG TTATTaCTGC TCCAGGAGAT TGTCCTTCAT CGTCCAGGGO 1620 

CerGGCTCCC ACGTGGTTGC AGATACCTCA GACCTGGTGC TCTAGGCIGT GCTGAGCCCA 1680 

CTCTGCOGAG GOOGCATCXrA AG0GGG66CC ACTTGAGAAO TOAATAAATO aQaC38GTTTC 1740 

2U GGAAGGOTCA OTGTTTCCAT OTTATG6ATC TCTCTGOGTT TGAATAAAOA CTAlVl X r W r 1800 

TQCTCAC 1807 

! 

9eq ID MO: C33 DNA Sequence 
Nucleic Acid Accession #i Bos sequence 
ZD Coding sequence t 1..1314 

1 11 21 31 41 51 

I I I I I I 

ATGTTACAGQ ATCCIGACAG TGATCAACCT CTGAACAGCX: TGQATGTCAA A0CCCTG06C 60 

JU AAACCCOGTA TCCCCATGGA GACCTTCAGA AAGGTGGGGA TCCCCATCAT CATAGCACTA 120 

CTGAGCCTGG OSAGTATCAT CATTGTGGTT GTCCTCATCA AGGTGATTCT GGATAAATAC 180 

TACTTCCTCT GOGGGCAGCX! TCTCXZACTTC ATCXXX3AGGA AGCA6CT6T6 TGA0C3GAGAG 240 

CTGGACTOTC CCTTGG6GGA 0QA08AG6AG CACIGTOTCA AQAGCTTGOC CSGAAOGOCCT 300 

GCAGTGGCfta TCOGCCTCTC CAAGQACCGA TGCACACT6C AGSTGCTGOA CTOGGGCACA 360 

GGGAACTGGT TCTCTGCCTG TTTOQACAAC TTCACAGAAO CTCTCGCTQA GACAGCCTGT 420 

AGGCAGATGG GCTACAGCAG CAAACCCACT TTCAGAGCTO TQGAGATTGQ CCCAGACCAG 480 

GATCTGGATG TTGTTGAAAT CACAGAAAAC AGCCAGGAGC TT06CATQGQ OAACTCAAGT 540 

GGGCCCXOrC TCTCAOOCTC 0CT6GTCTCC CTGCACIGTC TTGCCIGIGG GAAGAOCCTG 600 

AAGACCCCCC GTGTGGTGGQ lOGGGAOGAG 6CCTCTGTGG ATTCTTG60C TTGGCA6GTC 660 

4U AGCATCCAGT ACGACAAACA GCACXSTCTGT GGA6GGAGCA TCCTGGACXX: CCACTGGGTC 720 

CTCAOGQCAO CCCACTGCTT CAGGAAACAT ACCX^TGTGT TCAACTGGAA GGTQOSGGCA 780 

GGCTCAGACA AACTGGGCAG CTTCGCATCX: CTGGCTGTGG CCAAGATCAT CATCATTGAA 840 

TTCAACCCCA TGTACCCCAA AOACAATGAC ATOGCCCTCA T6AA0CTGCA GTTOGCACTC 900 

ACTTTCTCAO GCACA6TCAG GGCXSkTCTGT CTGCCCTTCT TTGATGAOGA GCTCACTCCA 960 

6CCACCGCAC TCTGQATCAT TGGATGGGGC TTTACGAAGC AGAATOGAGG GAAGATOTCT 1020 

GACATACTGC TGCAGOOGTC AGTCJCAGGTC ATTGACAGCA CACGGTGCAA TGCAGACGAT 1080 

GGGTACCA6G GG6AAQTCAC OGAGAAGATG ATGTGTGCA6 GCATCCOGGA AGG6GGTGTG 1140 

GACACCIGOC AGGGTOACAG TGG7XX3GCCC CTGATGTACC AATCTQAOCA OTOGCATaTa 1200 

GTGGGC%TC» TTA0CTG66G CTATGGCTGC G6GGGC00QA GCA0CXXA08 AOTATACACC 1260 

AAGGTCTCAG CCTATCTCAA CTGQATCTAC AATGTCTGGA AGGCTQAGCT GTAA 1314 
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Seq ZD NO: C34 DNA Sequence 

Nucleic Acid Accession «t NM_003045.1 

Coding sequence I 148.. 2037 " 

1 11 21 31 41 51 

I I 1 I I I 

OSATCCTGOC GGA6GCX30GC CX3GCGCCGGC TTGGATTCIG AAAOCTTOCT TGTATGCCTC 60 

CTGA6ACATC TTTGCTOGAA GATOGAGQCT GTCXTTCTGGT GAGAAGGTOG TGAGGCTTCC 120 

OQTCATATTC aWSCTCTGAA CAGCAACATO GGGTGCAAAG TCCTGCTCAA CATTGGGCAG 180 

CAGATGCXGC GGOGGAAGGT GGTOGACTGT AGCOGGGAGG A6A060GGCT GTCTCGCTGC 240 

CTGAACACTT TTGATCTGGT GGCCCTCX3GG GTGGGCAGCA CaCTGGGTOC TGGTGTCTAC 300 

GTOCTOOCTG QAO C TGTO G C COGIQAGAAT 6CAGG0CX:rQ OCATTGTCKT CTCCTTCCTO 360 

ATG6CTG08C TGGCCTCAGT GCrGGCTGGC CTQTQCTATG GOQAGTTTGG TGCTOGGGTC 420 

CCCAAGAOGG GCTCAGCTTA CCTCTACAGC TATGTCACX:G TTQGAGAGCT CTGGGCCTTC 480 

ATCACOGGCT GOAACTTAAT CCTCTCCTAC ATCATOSOTA CTTCAAGOGT AGOGAGGOCC 540 

TGGAGOGCCA CCTTGQAOGA GCTGATAGOC AGACCGATOG GGGAGTTCTC AGGGACACAC 600 

ATOACTCTGA A0GGGC0CX3G 06IGCTGGCT GAAAAOCXX38 ACATATTGQC AGTGATCATA 660 

ATTCTCATCT TQACAGGACT TTTAACTCTT GGTQTGAAAG AOTOGGOCAT GQTGAACAAA 720 

ATATTCACTT GTATTAAOGT CCTGGTOCTG GGCTTCATAA TGGTGTCAGO ATTTGTGAAA 780 

GGATCGGTTA AAAACTGGCA GCTCAOGGAG QAGGATTTTG G6AACACATC AGGCCGTCTC 840 

TGTTTGAACA ATGACACAAA AGAAGGGAAG CCOOGTOTTa GTGGATTCAT GCCCTTOGGG 900 

TTCTCTWra TCCTOTOG G G GQCAGGGACT TOCTTCTATG CCATO U TUmj CTTTOACTGC 960 

ATOQGCACCA CAOGTOAAGA GGTOAAGAAC CCACAGAAGG GCATCCCGGT 066GAT0GTG 1020 

GOGTCCCTCr TGATCTGCTT CATCGCCTAC VntaGOG' m T CGGCTGCCCT CAOGCTCATG 1080 

ATGCCCTACT TCTGCCTGGA CAATAACAGC CCCCTGOCCJQ AOGCCTTTAA GCACOTGGGC 1140 

TGGQAAGGTO OCAAOTAOGC A6TGGC0GTG GGCTOCCTCT GOGCTCTTTC GGCCA0TCTT 1200 

CTAGGTTCCA TGTTTGOCAT GOCrOGGGTT ATCIATQCCA 1GGCTGAGQA TGGACT6CTA 1260 

TTTAAATTCr TA0CCAA06T CAATGATAGO ACCAAAACAC C3UVTAATCQC CACATTAGCC 1320 

TCGGGTGCX3G TTGCXGCTGT GATGGCCTTC CTCTTTGACC TGAAOQACTT GGTOQACCTC 1380 

ATGTCCATTO GCACTCTCCT GGCTTACTCG TTGGTX5GCTG CCTGTGTGTT GGTCTTAOGQ 1440 

TACCAGCCAG AGCAGCCTAA CCTGGTATAC OVGATGGCXA OTACTTCCXiA 06AGTTAGAT 1500 

CCAGCAGAOC AAAATGAATT GGCAACCACC AAIGATTCOC AGCTGGOQTT TTTAOCAGAG 1560 

GCAOAGATOT TCTCTTTQAA AACCATACTC TCAC30CAAAA ACATOOAGCC TTCCAAAATC 1620 
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TCTGGGCTAA 
ATTGTCACCXS 
CTGQCAGGGT 
AGCAA6ACCA 
TTCGTGAACG 
TGGATGCTGA 
TCGCIGGATG 
ACA0CCCCX3C 
CACCCCACCC 



TTGTGAACAT 
TGCTTGGAAG 
CTGCCCTCCT 
AGCTCTCATT 
TCTATCTCAT 
TAGGCTTCAT 
CC6ACCAAGC 
CCCCCX3GAC3G 
TCCCCACCAQ 



TTCAACCAGC 
GGAGGCTCrC 
CTGTGCXX3TG 
TAAGGTTCCC 
GATGCft GCTG 
CATCTACTTT 
AAQGACTCCT 
TGGCAGCA6C 
TGCAACAGAA 



CTTATAGCTQ 
ACCAAAGGGG 
GTCACGGGCG 
TTCCTGCCAB 
GACCAGGGCA 
GGCTATGGCC 
GAC3GGCAACT 
CCCGAGGGAC 
ACCACCTGCO 



TTCTCATCAT 
CGCTGTGGGC 
TCATCTGGAG 
TGCTCCCCAT 
CCrGGGTCOG 
TGTGGCACAG 
TGGACCA6TG 
GCCCCCA6AG 
TCCACACCXT 



CACCTTCTQC 
AGTCTTTCTG 
GCAGCCCGAG 
CCTGAGCS^ 
QTTTGCTGTG 
CGAOGAGGCG 
C2U\GT6A06G 
GACOSGGAGG 
CACTQCA 



1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2157 



Seq ID NO: C35 DNA Sequence 
nucleic Acid Accession «i »l_002776.1 
Coding sequence: 82.. 912 



ACCA6CGGCA 
GGCGACTCXX: 
GCCCX3G6CTG 
GCGCTOCrCC 
C6C6GCTCX3C 
OTCCTGGTGG 
GCT06ASTAG 
CGCTCTGTTG 
GATGAGCAGG 
OGGGOCCTGC 
TGGGGCACCA 
ACTATCCTGA 
ATATCTGCTG 
GTCTOTQACG 
CAGCATCCAG 
CGCTCCAACT 
CAGATGCCCA 
TGTCTGCACT 
CATTCCCCCA 
CAAAGGTTTA 
CTGGGGTCAC 
AGTGCCCTCT 
TCTTAGACAT 
GTOVTGTAAG 
AAAAAAAAAA 



11 
1 

GACCACAGGC 
AGATCCTGGC 
TGGGGAAGCT 
CCCAAAAOSA 
AGCCCTGGCA 
ACCAGAGTTG 
GGGATGATCA 
TCCATCCCAA 
ATCTCATQTT 
AGCTTCCCTA 
CGGCCGCCCQ 
GCCCTAAAGA 
GACTGGACC3G 
AGACCCTCCA 
CT6TCTACAC 
GATCCAGATG 
GAGGCTCCAT 
GTTCRAACXT 
CCTATCCCCA 
TTCCAGAGAA 
CC3ACCTGAC 
CTGAACCTCA 
6TT6T6AGGA 
OCTTAACACA 
AAAA 



21 
1 

AGGGCAGAGQ 
CATGAGAGCT 
GCTGCC6CTG 
CAG8GGCTTO 
GGTCT06CTC 
GGTGCTGACG 
CCTGCTGCTT 
GTACCACCAG 
QCTAAAGCTG 
CCGCTGTGCT 
GAGAGTGAAG 
GTGTGAGGTC 
GGGCCA06AC 
AGGGATGCTC 
CC3V6ATCTGC 
CTAOGCTCCA 
CGTCCATCCT 
CTGCCQCCCT 
TTCTCTGCCT 
GCCAGGAAGC 
TTCXrrCTGCC 
GTITCCTCAT 
GACTATGATA 
GTGG6TGGTG 



31 
i 

CACQTCTGGG 
CCGCACCTCC 
CTGATGGG6C 
GAOQCGQAAO 
TTCAAGGGCC 
GCCGCGCACS 
CTTCAGGGCG 
GGCTCAGGCC 
G0CAGGCCCX3 
CAGCC06GAG 
TACAACAAGG 
TTCTACCCTG 
CCTTGCCAGA 
TOOTGGGGTG 
AAATACATGT 
GCTGATCCAG 
CTTCCTCCCC 
CCPlCACCTCT 
GTACTGAAGC 
OGGTCATCAC 
ACTCCCCGCT 
CTGCAAAATO 
TAACATGTGT 
AGTTCTGMrr 



41 
I 

TCCCCTCCCT 
ACCTCTCOGC 
AACTCTGGGC 
CCTATGGCGC 
TCTCX3TTCCA 
GCGGAAACAA 
AGCAGCTCGG 
CCATCCTGCC 
TAGTGCCGGG 
ACCAGTGCCA 
GCCTGACCTG 
GCGTGGTCAC 
GTGACTCTGG 
TTTACCXXTG 
CCTGGATCAA 
ATGTTAT6CT 
AGTGGGCTGA 
AAACATCTCC 
TGAAATGCAG 
CCAGCCTCTG 
6TGTGACTTT 
GQAACAATGA 
ATGTAAATCT 
AAAGGTTAGC 



51 



CCTTCCTATC 
OGCCTCTGGC 
CGCAGA6GCG 
CCCGTGCGCG 
CTGCGCGGGT 
GCCACTGTGG 
C0GGA06ACT 
AAGOGQAAOG 
GCCCCGCGTC 
GGTT6CTGGC 
CTCCAGCATC 
CAACAACAT6 
AGGCCCCXrrG 
TGQCTCTGCC 
TAAAGTCATA 
CCTGCTGATC 
ACPCtCCCCr 

cxrrcTCAOCT 

GAAGTGGTGG 
AGAGC3VGTTA 
GGGCAAGCCA 
OQTOCCTACC 
TCATGT6ATT 
TGTTGTaJIG 
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Seq ID NOt C36 DNA Sequence 
Nucleic Acid Accession «i XM_095088 
Coding sequence: 1..4074 



21 



1 11 

I I 
ATGACCCGGG CCGCGACAGC 
AC06G8GGGC TGC060GOQC 
QACTGGCAOC GCX3GCTGGGT 
GAGCTGCCAA GCX3GQGTGCT 
GCTGTAOGCT CC0GCCX3AGG 
TOGQCTGGAA GG6AGACCC6 
QaATTCAGOG GAXGCCOQGC 
ACCAGCX3GCX3 TGG ACTGOGG 
GTGCTGCTAC AGGGTTTG6A 
CAACAAGTGC AGGAGCGCCA 
GCCGTGGGGA GCCCTOOCCC 
TGGCIGGGG6 AGCTGCTGGC 
GGGCCCCCTT GCTCTGCCCT 
CTCATGCTGA AGQAGCAGAA 
ATCAOGCAGC TGGAGCAGAA 
AGCCaGCAGG ATGGGGGCCT 
OQQCTTCCGG T6CTQACATG 
CTGCCGCTGT CAG0G6ACAO 
GCGGTGCTGC TTTGGGTCCC 
CACCAAAGGC CAGCAGAGGG 
ACCT60S0GA OSCTGCCOCSV 
GGAGGGCCCT GTCCCC3U3QA 
GTGGCaCCTG CAGTGGCCAA 
GGAGACATCT GTCCCCTCTG 
TTCTCTCIOG GGQAGTGGCA 
ATGTTAGAGA ACTACAGAAA 
ATOGCCTGTC TGGRGCAAAA 
AAACACCCAG TTACATGTTC 
GATTCACTCC AAAAAGTAAT 
TTAAAAAAAT GTTGTAAAAG 
CTTAACCAAT GTTTGTCAAA 
GTCTTCAGTA AATTTTCAAA 
TTGAAATGTA AAAAATATGG 
ATAATTCATA CTAAGGAGAA 
TCCTCAAGOG OTRC IRCAC A 
GAATGIGGCA AAGCCTTTAS 



31 41 51 

I I I I 

CGAGCXX3GGC CGCGTGTCTC CCGCCTCX30C CGCGCGC3W3C 
CTTCCTGCAG AGCCTGCGCA CCCTGTTAGA CATCCTGGAC 
GCACCTGOSA GAGATCCAGT CCCTCTGGGT CGAAGCGCGG 
GGAGGGCCTQ AGCCAOCGGC GCGGGCCGCA GCCGGGAGCA 
CGGCGCAGTX5 CCC0GCGGG6 CCOGAGOGGT TCCAGAGCJGC 
GCGCG6ACGC AGGTGCAGCS GCCTGCPiBCQ CCTTGGftfiGC 
GGACCCCTGT GCCCX5AGGGG AACACCGGAG GCACACCATC 
CCTGCTGAAG CAGATGAAGG AGCTOGAGCA GGAQAAaGAG 
GATGATOGCX5 CAGGGCCGOS ATTGGTACCA GCaCGAGCTG 
GTCCGGCCTG GGCCAfiASCA GAGCCAGOQC OSACTTTGGG 
ACTGGGACGG CEACTGCCCA AGQTACftGGA GOTOQCCOGa 
TCAGGCCTGT GCCX3GTCGGG CCCTGCCX3VC ATCCTCCTCC 
GACGTCCACC TCGTCCCCX3G GCTGGCAGCA GCAGATCATC 
COQACTCCTC ACCCAGOAGO TCACCGAGAA GAGTGAQCGC 
GXCQQCGCTC ATTAAGCAOC TATTTGAOGC CCGOGCXXTTG 
GTCCCCGGCr 6GCCa3CACA TTGftOCOCTT GACTOGGTTT 
GGCTGGGGCT CTCPTGAGTC OGCATAGTCC GCAGOrACTA 
TGGGGGACCC CTCCACGAGT TACCAQATAC CTGGTTTCCA 
ATCTCCAGGG AAAAGAACTG CTCAC3GCCAG GCTGCACTTC 
CGCGIGGCAG CTOQGATGCG GCQCTGRGGC TGC3GCCCGAG 
CTTTGAGTCC CACftAAACAA CCKSTGAGCC TCACTCCCTC 
GQGGQATCQC AGCTGGAGCC ACCTGGGCGC AGCXSTTTGAT 
AGTGACACCC AACCGTGAGG AOGCTGCAGG GAGTCGGCAC 
TCCC3U«3GGA CTGTTGACAT TCAGAGACAT AGCTATAfiAA 
ATQCCTGOAT CATOCTCAOC AGAATTTATA TA6AGATGTG 
CJCTOTTCTCC CTQGGTATGA CXGTCTCTAA GCCRGACTTG 
TAAAGAGCCC CAGAATATAA AGAGAAATGA GATGGCAGCC 
TCATTTCAAC CAAGACCTTC AGCCAGAGCA GAGCATAAAA 
AOCAAQAACA TATGGAAAAT GTGQACATGA GAATTTACAA 
AGTAGATCAG TGXGAGGTGC ACAAAGGAGG T TATAAT GAC 
TACXX3UUUIC AAAATATTTC AGACTCATAA ATGTGTCAAA 
TTCCAATAGA CACAATGCAA aATATACTGG AAAGAAACAT 
CAAATCATTT TGCATGTTTT CACACCtRAA TCTACATCAO 
GTCCTACAAA TGT6AAGAAT GTGGCAAATC CTTTTAACCAC 
TAAAAGAATT CTTACTGGAG AGAAACOCTA CA GATG IGAG 
GTGGCCXTCA AAOCXTACTA GACATAAIWQ AATTCACACT 
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PCT/US02/36810 



GOAGAGAAAC CCTAOOCATO TOAAOAATGT OGOCaWOCXrP TTAGGOOCTC CTCAACACTT 3320 

ACTW^CA AGA GAATT CA TACXOGAGAG AGACCCTACA AATQTGAAGA ATCTOGCAAA 2260 

GCCTTTAGOG TATCCTCAGC CCTCATTTAC CACAACAGAA TTCATACTGG AGAOAAACCC 2340 

- TACACATCTG AAGAATOTGO CAAAGCCTTT AACTGCTCXTT CGACTCTTAA GACACATAAG 2400 

J ATAATTCATA CTQGAGAGAA ACXXTTACACA TCTGAAGAAT OTGOCAGAAC CTTTAACIGC 2460 

TOCrCAACTG TAA AGGCA CA TAAOAOAATT CATACXtSGAG AGAAACCATA C3UVATGTOAA 2S20 

GAATGTSACA AAGCTTTTAA GTGGCATTCA AOTCTTOCTA AACATAAGAT AATTCACACT 3580 

GGAGAGAAAC CCTACAAATG CAGTGACAGC AAAGCCTTAO CCAAATCATC AGAAGTQCAA 2640 

1 fl AWSOTCTACr CTGGAGATGG GGAAAATGGA ATCCX5TGTAC ATAAOAAAAA GGAGACACAG 2700 

lU GGCTGGCTTG TGAGAAACAA GAAOGAAAAT AGAACAGGGC TGTTCCAGAT COQGGCTCCC 2760 

GTGAGAOCTA ACaOOGACCC TTCATGGOGA CAGGAAGAAG OTTCACTGAC TOACCCAATT 2820 

CAOAGGAAGQ AGQAACCTOA OCTTCAAAAT CACTATQACC ATCASAATGC CTTAGAAGAT 2880 

CAAAGAAATA CTGGAGTGGG TOGACTOTTG ACATTCAGAG ATGTAGTC31T AGAATTCTCT 2940 

CTGQAOQAQT GGCAATGCCT GGATCACGCT CAOCAGAATT TATATAGAQA TOTCATGTTA 3000 

GAGAACTACA GAAACCTGGT CTCCCT6GGT ATTOCrGTCT CTAAGCCAGA CTTGATCACC 3060 

TGTCTGQAGC AAAATAAAOA GCCTTGOAAT ATAAAGAGAA ATGAGATGGT AACCAAACAC 3120 

CCAGACCTTC OGCX»GAGCT AGGCATAAAA GATTCACTCC AAAAAGTAAT ACCAAGAAGA 3180 

TATGGAAAAA GTGQACATQA CAATTTACAA GTAAAAACAT GTAAAAGCAT OGOTQAGTGT 3240 

OAGGTGCAAA AAGGAOOTTG TAATGAAOTT AACXAATGTT TGTCAACTAC CCAAAACAAA 3300 

ATATTTCAGA CTCATAAATO TGTCAAAGTC TTOtSGCAAAT TTTCAAATTC CAATA6ACAT 3360 

AAQACAAOA C ATACTGGAAA GAAACATTTC AAATGTAAAA AATATGOCAA ATCATTTTGC 3420 

ATGGTTTCAC AACTACATCa ACATCAGATA ATTCATACTA GGGAOAATTC CTACCAATGT 3480 

GAAGAATGCX3 GCAAACCCTT CAACTGCTCT TCAACCCTTT CTAAACATAA AAGAATTCAT 3 540 

ACTGGAOAGA AACXXTACM ATQTGAGQAA TGTGGCAAAG CriTTACCTQ GTCCTCAACC 3600 

CTT ACTAAAC ATAQGAGAAT TCATACTQQA GAAAAACCCT ACACATGTGA AGAATOTGGC 3660 

CAAOCCTTTA OCOGCTOCTC AACACTTGCT AACCAGAAQA GAATTCATAC TGGAGAGAAA 3720 

OCATACACAT 0TGAA6AATG TGGCAAAOCC TTTA6CTTAT OCTCATCCCT CACTTACCAC 3780 

AAGAGAATTC ATACTGGAGA GAAACCCTAC ACATGTQAAG AATGTGGCAA AOCCITTAAC 3840 

TQCTCCTCAA CCCTTAAGAA ACATAAGATA ATTCATACTO GAGAGAAACC CTACAAATOT 3900 

AAAGAATGTO GGAAAGCCTT TQCCTTCTCC TCAACTCTTA ATACTCATAA GAGGATTCAT 3960 

ACTGGAGAOO AACCCTACAA ATOTGAAGAA TGTGACAAA6 CTTTTAAGTO GTCCTCAAGT 4020 

CTTGCTAATC ATAA6AOTAT GCATACTGGA GA6AAACCCT ACAAATGTGA ATAA 4074 

Seq ID NO: C37 DNA Sequence 
J J Nucleic Acid Accession #> NM_032044 
Coding sequence i 182.. 658 

} 11 21 31 41 51 

I i i I I I 

AAGATATAAA AGCTC CAGAA ACGTTGACTG GGACCACTGG AGACACTOAA GAAGGCAGGG 60 

QCCCTTA6AG TCTTGGTTOC CAAACAGATT TOCAGATCAA GGAQAACCCA GGAGTTTCAA 120 

AGAAGGOCTA GTAAGOTCTC TOAGATCCTT GCACTAGCTA CATCCTCAOG QTAGGAGGAA 180 

GATGGCTTCC AGAAGCATGC GGCTGCTCCT .ATTGCTQAGC TGCCTGGCCA AAACAGGAGT 340 

CCTGGGTGAT ATCATCATGA GACCCAGCTG TGCTCCTGGA TGGTTXTACC ACAAOTCCAA 300 

TTGCTATGOT TACTTCAQGA AGCTGAGGAA CTGGTCTGAT OCOGAGCTOB AGTCTCAGTC 360 

TTACG6AAAC G6AGCCCACC TGGCATCTAT CCTGAGTTTA AAGGAAGCCA GCACCATAGC 420 

AGAGTACATA AOTOQCTATC AGAGAAGCCA GCX36ATATGO ATTGGCCTGC AOGACCCACA 480 

GAAGAGGCAG CAGTQGCAOT GGATTGATGG GGCCATGTAT CTGTACAGAT CCTGGTCTGG 540 

CAAGTCCATG GGTGGGAACA AGCACTGTGC TGAGATGAGC TCCAATAACA ACTTTTTAAC 600 

JU TTGGAGCAGC AAC6AATGCA ACAAQCGCCA ACACTTCCTC TGCAAOTACC QAOCATAGAG 660 

CAAGAATCAA GATTCTGCXA ACTOCTGCAC AOCCCCOTCC TCTTCCTTTC TGCTAGCCTG 720 

OCTAAATCTG CTCATTATTT CAGAGGGGAA ACCTAGCAAA CTAAQAGTGA TAAQGGCCCT 780 

ACTACACTGG CTTTTTTAGG CTTAGAQACA GAAACTTTAG CATTOGCCCA OTAeiGGCTT 840 

CTAGCTCTAA ATGTTTGCCC CGCCATCCCT TTCCACAOTA TCCTTCTTCC CTCCTCCCCT 900 

J J GTCTCTG GCT GTCTOGAOCA QTCTAGAAQA GTGCATCTCC AOOCTAIXSAA ACAGCTGGGT 960 

CTTTOQOCAT AAGAAGTAAA OATITGAAGA CAGAAGQAAG AAACTCAGGA GTAAGCTTCT 1020 

AGACCCCTTC AGCTT CTACA OCCTTCTOCC CTCTCTCCAT TGCCTGCACC CCACCCCAGC 1080 

CACTOACTC CTQCTTOTTT TTCCTTTOGC CATAGGAAOO TTTAOCACTA GAA7GCTTOC 1140 

TAOSTTQATQ TQGGCCATAC ATTCCrTTAA TAAACCATTO TOTACATAAO AAAAAAAAAA 1200 
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Seq ID KOt C38 DNA Sequence 

MXicleic Acid Accession tfi Eoa sequence 

Coding sequence t 52.. 3043 

1 11 21 31 41 51 

t I I I I I 

GCTCAOOCAG QAAAAATATG GAATCQTCCC ATTGATATAC ACGCCACTAC AAIGGATGGA 60 

6TTAA0CTCA OCACCQAGGT TGTCTACAAA AAAGGCCAGO ATTATAGGTT TOCTTOCTAC 120 

GACCGGGGCA QAGCCTGCCO GAGCTACCGT OTACGGTTCC TCXGIGGQAA GOCTOTOAGG 180 

COCAAACTCA CAGTCACCAT TGACACCAAT GTGAACAGCA CCATTCTSAA CTTCQAGGAT 340 

AA7GTACAST CATOQAAACC TGGAGATACC CTGOTCATTG CCAGTACTGA TTACTCCA1X3 300 

TACCAGGCAO AAOAOTTCCA GGTGCTTCCC TOCAGATCCT GOGCCCCCAA CCAOOTCAAA 360 

GTOGCAGGGA AACCAATOTA CCTGCACATC GGGQAGGAGA TAGAOGOOGT GQACATGGQO 430 

GCGGAGOTTQ GGCTTCTGAQ COQQAACATC ATAOTGATGO GGaAaATOQA GGACAAATGC 480 

^^222^^ GAAACCACAT CTQCAATTTC rrTQACTTOO ATACCrPTGG GGGCCACATC 540 

AAOTTTOCTC TOOGATTTAA GGCAGCACAC TTQGAOQGCA CGGAGCTQAA GCATATGOQA 600 

CAOCAGCTGG TGGGTCAGTA CCCGATTCAC TTCCACCTOO CCGGTCSATGT AGACGAAAGG 660 

GGAGGTTATG ACCCACCCAC ATACATCAGQ QACCXXTOCA TGCATGATAC ATTCTCTG6C 720 

TGCGTCACAG T CCATGG CTC CAATGGCTTG TTQATCAAQ6 A0GTTGTG6O CTATAACTCT 780 

TTGGQ CCACT GCTTCTTCAC • GGAAGATGGG CCCGAGGAAC OCAACACTTT TGACCACTGT 840 

CTTGGCCTOC TTGTCAAOTC TGGAACCCTC CTCCCCTOOO ACOSTGACAO CAAGATGTGC 900 

A AGAT GATCA CAGGAGACTC CTACXCAOOG TACATCCCCA AGOOCaGGCA AGACTSCAAT 960 

GCTOTGTCCA CCTTCTGGAT GGCCAATCCC AACAACAACC TCATCAACT6 TGCOGCIGCA 1020 

GGATCTGAOG AAACXOGATT TTGGTTTATT TTTCACCACS TACCAA06GG CCOCTOOGTO 1080 

1220 
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rrrcTGAATA ATGCCTGGCA GAGCTGCCCC CATAACAACG K3ACCGGCAT ^^^^^^21 

S^?^ ttacttSag AGTGTTCTTC GGAGAGCCTG ggccctggtt caaccagctg 

S^«ACT TCAftCAAGGG OGACTGGRTC OJAGTOGGGC ICTGCTAOCC OCSAGG^ 

Si =s s= ss: 

SSttattG ACX3C3GAACCA AGGGOGCGTG GTGAGCCACA CGAGCTTCftO <»*CJCCATT 

" mmmmmm 

SSS SSS SSSS SS^ 

SSS^ ^ATCX: Ta«GG«««J. 
^^ACCT TTCAGSftGAC TTrGASTGOC AGGTWOGAC TTOaaCi a aft 

J^Sgggo gomatobco cagcxsctgg MMcacM S^SSSa 

ssss 

]^^m8 ^^G^ GCCTGGGGRG CCCOVCCCTA GOCCTTGCTG CWOC^ 
"^SSS i«5AC«GCCCA C««C^ 

SJ^^ Sa^Sc CroiMOMS OAQMCrCTA TCrOTOBTTT ^^^^ 
65 ^S^^ AG«™x: TGGGTCnOt GM^C^ 

CftACCaCAAA CTCTTTCCrr CftAAQAQGQC CTGOCIGGCt CCCICCI^ *^|=™™r 
IrrSirw STCCMfiAer CCATTCCCCR GOTOGQMCC ftACTOICROO GRGQTCITrC 

^^^S ?St^ct gtoo^ oaccmaggg cictgcittt amqatatgg 

SS^SSS S^S^ SSl^ CTTCITCCAG 0GW5ATTAGI 
70 ^RCTTA mScTC ATGTCCTTCT TGTCCRCGGT TTTCTTOftOT "1^=" 
G^aCRC TOTQAACCAC TTAeQAIOTO ATCACTTICA aSTOGCOM 
SSSJ^ SSirOGCI CAGTTCAtTT A*;^™ ^SS^?^ ^^^^ 
nrW-TACftlA TGITTCKCAG TACftGGATCT GTACATAAAR GTTTCTTTCC TARRCCATTt 
SSS^ CAITTTCrrQ OTAGCACAAA TTTPCTTATT <XT^^^ 

AOGCTCCTCT GAAATGCTTO TCTTTTTTCI eTWOOWJ* SSSS 
GTWGATGXA. TAORGTOTTT GTATGTAAAC ATTTCTTOIA GBCattCT O OL 'W*^*"^ 
^SnCT AITTATttM TAIATOIGCA OTCMOAAO TOOTXaG MAMTAAAB 
MMffltCRA AAIBICAAAA AAAKAAAAAA AAAAAAA AAA AAAAAAAA 

80 

Seq ID NOt C39 USA Sequence 
Nucleic Acid Accession t: KM_014373 
Coding sequence: 322.1338 
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GTGGCCTOGA 
GCCTCCQGAG 
ATGTCTCOQA 
AAATAACATA 
GACCavCTGG 
TCTTGAAAIT 
CAOTTACGTC 
GGGAAAATAT 
TTTATGGAAT 
TCCATTATAT 
ATCTGOCTAT 
CTGACAGCTT 
TGTCAAAAAT 
OTTTTGGGAG 
TOTCCTTTCT 
TTTGTASCTT 
ACTTCCTATA 
GTGAGATCTA 
CCATTTCTAC 
GA6ATGAATA 
TTTAATTGTC 
TGGAAGTGCT 
TCAATAATGA 
TATGAACAGA 
CCCTGACT6A 
6TTTTATTTT 
TTACAAATAT 
GATGTTTGTG 
ACTGACAACT 
AAAAAAAAA 



11 

I 

GGTGGTG6CA 
GCAGGTTOOO 
GCTTACTCAC 
ATTGAAGGCA 
AGAGGACAGA 
TAACTAAAAA 
AAACAAACCA 
TATTAAATAT 
ATTTTTGCAT 
TGTATTTCAO 
TTACTCAAAT 
6TATAOATTA 
TATTTTATTT 
ACCCAGCCAT 
ATGTCAGCAT 
TCATAAOCXG 
TGAATGAAAC 
AAAAAATATT 
TACTTGAGGT 
TTCCCTGQTT 
ACAAOCTTAA. 
GCTTCATTCC 
TTTOTTAATA 
AAGAACTCAO 
TAGCATTTCA 



TACTTTOTTA 
TTACTCAAAA 
TTAAGATATC 



21 

I 

G6GC060CCC 
CTGGAAGGAA 
ATAGCATATT 
GTAAAAGTGA 
AAATGAAGCA 
TATGACTGCT 
GCOCCTAGAC 
CCTTACACTA 
TTCACTAGCA 
6QATTTT6TA 
TATTTCCTTT 
TTSCCTGAAT 
CTTTACAQTA 
CTACCAAAOC 
TGAGAGTTAC 
TTGGOAAGAA 
TATCTTATAT 
CTTATCCAAG 
AATCATTGTT 
ATACTTTGTC 
TTTAAAAGAC 
ACTTACAATT 
TTATTAATTA 
GACATATTAA 
GAAT6TGTCT 
TAATTCCAAG 
TTAACA CAAA 
AAACTACTGQ 
AAGCTAAACA 



31 
1 

CTQCAGTOQB 
COOCTCTOQC 
GGTATATCAA 
AATTAAATAG 
aTGTTTTATC 
CTCTCTTCAa 
6TTAACTATC 
GGAATGAGAA 
TTOrrTGATC 
CTTTTAAGCA 
ACTTATGGCT 
TTCTCTAAAA 
ATTTTAATTT 
CTGAAGGCAC 
T6GCT6TCAT 
OTTACTACTT 
TTTCCTTTTT 
CTCATTQTCT 
TTACTTAAAO 
AATAGTTTTC 
ATTGGATTAC 
GCTAATCTTG 
AAAGTTACAG 
AAAATAAACT 
TTTGAAGG6C 
AAGTTTTTAT 
AAGTGATAAG 
ATGCAAACT6 
TTTTTATTAA 



41 
I 

GAGAOGAAOS 
TTCX3TCCTAC 
AATGAAATGC 
GAAGATCATC 
ATGTOTATTT 
AGAACTGCTC 
TGCTATTCTT 
GAAAAAACAC 
TTTTACTTTT 
TTAGQTTCAC 
TTTTGCATTA 
CAAOCAAGCr 
GGATTTCAGT 
AGAATGCTTA 
TTTTCATGGT 
TGGTACAGGC 
CATOCCACTC 
OTTTTCTCAG 
TTCAGATTCC 
TCATTGCTAC 
CTTTOaATCC 

agcaaattga 
ctgtcataag 
gaactaaaac 
tatacx:agtt 

agttattcao 
AGTTAACATT 
TTATOTAAAT 
AT6TTCAAAT 



51 
I 

CAOGOACOGG 
ACTTQOOCAA 
AAG6AA0CAA 
AGTCAAOGAA 
CA6CAGGTCT 
TTITCAaTAC 
6ATCATACTT 
CTGTCAAAAT 
GGTAAACATT 
TAAATACX31C 
TGCAGTTTTC 
TTCATTTAAG 
CCTTGCTTAT 
TTCTOGTCAC 
GATGATTTTA 
TATCAGGATA 
CAOTTATACT 
TACCTGGTTA 
AGCATATATT 
AGTGTATTGG 
ATTTOTCAAC 
AAAGCCTATA 
ATCATAATTT 
AACTTTTGCC 
ATTAAATAOT 
OGACACIATA 
TGGCXATACT 
CTGAGATTTC 
GTAAGCAAGA 



8eq ZD NOs C40 DKA Sequence 
Huclelc Acid Accession «t BCO12089 
Coding sequence t 1 . . 2571 



1 
I 

ATGGCCCTCO 
GGGCAGCCTT 
TATGAGACCC 
ATCTTTCTCT 
CAGAAGGCAT 
ATTCTATQCT 
TTTTGTATGT 
AATGGGCCCT 
AGCATTG6CA 
AQT066AAAC 
GAGCAAATCA 
CTGAACAGTA 
ATCCCTOTTC 
nGGAGAAGA 
AGTCTGACCA 
CATCCATCAA 
CXTTQAACTGA 
AGGACAGATT 
AGA6TACAAC 
GGTTCAGATA 
TCTOTTTATG 
TATGATTCAT 
ATTTTTTACT 
ACCACCCGAG 
AGTTTCCTCT 
AATGTGGAAA 
ACACCCTACT 
TCAAAAATGA 
TA0G6CACTC 
CATACTGGAA 
TTGGGTGCAG 
AAT7ATGACA 
TTTGCATATG 
CTGAAAA6AG 
CAATCACTGA 
TTGGAGA6AG 
AATACTTCCT 
TTTGAACATT 
CCTGTG6CCA 
CCCTTGAATT 
ATTTTTGCGG 
GATGTTGAAA 
CAT6TATATG 



11 

I 

TACTOGGCTC 
CATCCACAGA 
AAGACTCCCA 
ATGTGGTACA 
AT6AATCCAA 
GTGTCCTOGG 
GTCGTTGCTG 
TCCTQAGOAA 
TCTTCTATOa 
TGGCAGATAG 
AATATATATT 
TCAATTCAOT 
TTGATGAGAT 
T6AACAGCAC 
GOGTGAAAAC 
GTGAAACCTG 
GGCAGCTTCC 
TGGATGGCCT 
GCCAAACCAC 
T0GACAAT6T 
TTAATAACAC 
ACTGGTGGCr 
ACCTGGGCTT 
GCTGTGTCTC 
TTTGCTGOAT 
AACTGATCTG 
TACTAAATGA 
AGCTCACTTT 
TTCACCTGCA 
GCATAA6CAG 
CAGGAAGAAA 
GCTACTTGGC 
ATCXAGAAQC 
ATGCACAAAC 
GCACTCTATA 
TAACTA GGAT 
CTOTTATTAT 
ATCT6CAGTG 
C08CTCTAGA 
TOTTTTGGTT 
TAAAACTGGC 
CTATACCCAT 
GTATTCACAA 



21 
I 

CCTQTTGCTQ 
TGCTCCTAAG 
TAAAGCTGGA 
GC06GGT6AT 
AATT6ATTAT 
6CTGCTQTTT 
TAACAAATGT 
ATGCTTTGCA 
TTTTGTGOCA 
CAATTTCAAG 
GGCCCAGTAC 
GCTAGGAGGC 
TAAGTOCATG 
CTTGAAGAGC 
TAGGCTGCGG 
CAACAGCATC 
ACCOGTGGAT 
GGTCCAACAG 
GACIGTGOTA 
AACTCA600T 
TGAAAGTTAC 
GGGTGGCCT6 
ACTGTGTGGC 
CAACACCGGA 
ATTGATGATC 
TGAACCTTAC 
AGACTGGGAA 
TGAACAAGTT 
GAACAGCTTC 
TGAATTGGAA 
AAACCTTCAG 
TCAGACTGGT 
AAAAGCAAAC 
TATTAAAACA 
CCAAAGOGTC 
TCTAGCTTCr 
TQAGGAAACT 
GATCOAOTTC 
TACTGCTQTT 
TGGCATAGGA 
TAA6TACTAT 
QAAAAATATG 
TCCTGTTATQ 



31 
I 

CTGGGGCTGT 
GCTTGQAATT 
CCCATT6GCA 
TTGCC3VQAA0 
GACAAGATTO 
ATTATTCTGA 
GGTGGAGAAA 
ATCTCCCTGT 
AATCACCAGO 
GACTTGOGAA 
AACACTA0C3V 
G6AATTCTTQ 
GCAACAGOOA 
TTGCACCAAC 
TCATCTCTCA 
AGATTGTCrC 
GCAGAACTTO 
66CTATCAAT 
GCAGGTATCA 
CTTCCTATTC 
ATCCACAGAA 
GTCATCTGCT 
GTGTGOOGCT 
GGCGTCTTCC 
ATTGTGGTTC 
A06AGCAAGG 
TACTATCTCT 
TACAGTGACT 
AATATCAGTG 
A0TCT6AAGG 
QATTTTGCTQ 
AAATCCCCOG 
AGTTTGGOCC 
ATTCACCAOC 
AAGATACTTC 
CTGQATTTTO 
AAGAAGTATG 
TCTATCAGra 
GATGTCTTTC 
AAAGCTACXX3 
OGTCXiAATGG 
GAAAATGGTA 
ACAAGCOCAT 



41 

I 

GCGGGAACTC 
ATOAATTOCX: 
TTCTCTTT6A 
ATACTTTGAG 
TCTACTAT6A 
TGCCTCTGQT 
TGCACCAGOS 
TGGT6ATTTG 
TAAGAACCOS 
CTCTCTTGAA 
AGGACAAG6C 
A0CX3ACTGAG 
TCAAGGAGAC 
AAAGTACACA 
ATGACCCTCT 
TAAGCCAGCT 
ACAACGTTAA 
COCTTAATGA 
AAAGG6TGTT 
AGGATATACT 
ATTTACCTAC 
CTCTGCTGAC 
ATGACAGGCA 
TCATGGTTGG 
TTACCTTTGT 
AATTATTCCO 
CTOGGAAOCT 
GCAAAAAAAA 
AACATCTCAA 
TAAATCTTAA 
CTTGTGGAAT 
CAGGAGTGAA 
CAGGAAATTT 
AACGAGTCCT 
AAOGCACAGG 
CTCAGAACTT 
GGAGAACAAT 
AGAAAGTQOC 
TOTGTAGCTA 
TATTTTTACT 
ATT08QAGGA 
ATAATGGTTA 
CACAACATTG 



60 
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51 

i 

CTTTTCAGGA 
TGCAACAAAT 
ACTAOTOCAT 
AAAATTCTTA 
AOCAGGGATT 
GGGGTATTTC 
ACAGAAGGAA 
TATAATAATA 
GATCAAAAGG 
TGAAACTCCA 
GTTCACAGAT 
ACCCAACATC 
CAAAGAGGGG 
GCTTAGCAGC 
GTGCTTGGTO 
GAATAGCAAC 
TAACGTTCTT 
TATACCTGAC 
GAATTCCATT 
CTCAGCATTC 
ATTGGAA6AG 
CCTCATOGTQ 
TGCCACCCCG 
AGTTGGATTA 
CTTTGGTGCA 
GGTTTTGGAT 
ATTTAATAAA 
TAGAGGCACr 
CATTAAT6AG 
TATCTTTCTO 
AGACAGAATG 
TCTTTTATCA 
GAGGAACTCC 
TCCTATAGAA 
QAATGGATTG 
CATCACAAAC 
AATAOGATAT 
ATGQTGCAAA 
CATTATOQAC 
TCOGGCTCTA 
OGTOTAOGAT 
TCATAAA6AT 
A 
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Seq ID NOt C41 DNA Sequence 



1222 



wo 03/042661 



nucleic Acid Accession #: 1JM_033049 
Coding sequence* 2 8.. 156 6 

1 n 21 31 *1 51 

CCAOGCGTCC GAGCAAGAAC LcTAAAATG AAAGCCATCA TTCATCTTAC TCTTCTTGCT 
CTCCTTTCTG TAAACACAGC CACCAACCAA GGCAACTCAG CTGATGCTGT AACAACCACA 
SSS?^ TACAGTAGCT GCAGCTGATA CCACTG^C TAATTTCCCT 

GAAACTGCTA GCACCACAGC AAATACACCT TCTTTCCCAA CAGCTACTTC ACCTGCTCCC 
10 CCCATAATTA GTACACATAG TTCCTCCACA ATTCCTACAC CTOCTCCCCC CATAATTAGT 
S^^G?5 OT^S? TCCTATACCT ACTGCTGCAG ACAGTGAGTC AACCAC^ 
GTAAATTCAT TAGCTACCTC TGACATAATC ACCGCTTC3VT CTCCAAATGA TGQATTAATC 
CTTCTGAAAC ACAAAGTAAC AATGAAATGT CCCCCACCAC AGAAGACAAT 

c^Stcag ggcctcccac tggcaccgct ttattggaga ccagcaccct aaacagcaca 

1 5 ^cSagS MOTTGCCA AGATGATCCC TGTGCaGATA ATTOGTTATO TOTTAAGCTG 

^SS^ S??Sgcct gtgtttagaa gggtattact acaactcttc Jacat^ 
SLwQAAAGO tattccctgg gaagatttca gtgacagtat cagaaacatt tgacccagaa 
Smaaaott ccatggccta tcaagacttg catagtgaaa ttactagctt gtttmagat 
Sotttggca catctgttta tggacagact gtaattctta ctgtaagcac atctctgtca 

20 cSaGATCTG AAATGCGTGC TGATGACAAG TTTOTTAATG ITIACAATAGT AACAATTTTQ 
G^AAACCA CAAGTGACAA TGAGAAGACT GTGACTGAGA AAATTAATAA AGCAWmjGA 

SctSa gcaactttct aaactatcat ttgacccttc ggtgtgatta ^at^ctgt 

i^ScTG CGGATGACTG CCTCAAIGGT TTAGCATGOG ATTOCAAATC '^^^^ 
A^^AAOC CACAGAGCCC TTTCTGCGTT GCTTCCAGTC TCAAGTGTCC T^JGOCTGC 

25 5S»GC Saagcaatg cttaataam aagagiggio gqgcccctga gtgtccgtgc 

GtSSgCT ACCAGQAAGA TGCTAATOOO AACrOCXaAA AOTQTCCATT TGQCTA^ 
^SS^ ATTTCAGCTG ATCCTCACTA TTGTGOGCAC CATCGCTG^ 
ATTGTCATTC TCAOCATGAT AATTGCATTG ATTGTCACAG CAAGATCAAA TAACAAAACG 
AAGCATATTO AAfflSoAGAA CTTGATTCAC GAAGACTTTC AAAATCTAAA ACTGCGGTOQ 
30 S^^S^ cS^TGG AGCAGAAGG6 AfiCGTCTTTC CTAAGGTCAG GATW^OGGCC 
J^^^SaS OCC^TGCA AAATCCCTAT tcaagacaca gcagcatccc ccgccctgac 
?aSa6aatc atamaatgt qgaaccogcc atggccccca accaatgtac aagctattat 
l^J^^ ^I^ACT gatggagaag tgagcaccag taaagatctg gcctootoo 

TTTTTCTTCC ATCTGACATC TGCCAGCCTC TCTGAATGGA AGTTGTGAAT GTTTGCRAOG 
35 Z^C^G^ ACTTGCTAAA TAAGAATCIA TGACATTAAA TGTAGTAGAT GCTATOGCG 
AGG^GTTTT CTTCAATCM TACAAAGTAC TGAGACAAIG GTTAGGGTTG 

tStttcctg gtagggcaac aagaaocatt tccaatctag aggaaagcic 

CCCAGCATTG CTTGCTCCTG GGCAAACATT GCTCTTGAGT TAAGT6ACCT AATTCCCCTG 
SS?AC QCMCAACrG TGGAGGTCCG AGGGGATGAG AAGGGATACC CACCACCTTT 
40 ?^G6raC aSct»CTC TCTGACAAGT CAOAATAGGG ACACTGCTTC TATOCCrCCA 

S^^^ i^ggS tttgaacagc ccagagcttg caacctagcc tcacccaaqa 

^^TC TCrCAGCTTT TTCAGGAGGC 
TTTTTGATGC TAATTMAAQ QCCTGGACTA AAAATGTCCH CrATOJOBIG CftCTCDttaO 

45 ifiRGMOmk RGGAAACIGG GIBGGQAOQft TCRATTAGftQ RGOAGQCRCC TGOMlTCCAC 

S??St A^recSc ctoaTCMC aarssrgcrc TTcrcTARTc 

SSaScOC TGGSAQAAGG TTTAAAAACA AAAAATCCAO OftBTMGaOC CTX^^ 
StSrATTG GW3ACMACT 6TCTQGCAAA GQGTGOGWJA «30MCTroT O^^S^ 
^^COBTCC ftGCCTCGGGO TGTAGGTTTC TGAGGTGTGC CftTTOBOOCC 'O^OCTJ" 

50 crooks MOCTcaocr orGOOcaaa acacacmoc acacacacac aaccacacac 

^AM^ TOWCCACAT COUWAOUtO CTTTTACAAA TGTTATTAST OTCCTTTTTT 
TOTTAATTOT OAATGOTAAX OCRMAAAGT g Oa TTOTTA GMfGeTGAAA AAMAAAAAA 
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Seq ID NOt C42 DMA Sequence 

Kticleic Acid Accession #» NM_001432.1 

Coding sequence i 167.. 676 



TCACTTGCCT 
TGACAGCCGC 
TC06CA6C0G 
GAGGATGGA6 
TCTTCIACAG 
TGATAACTGC 
AACAAAGTGT 
GGACATGAGT 
CTTCTTTTTA 
TATTATTTTQ 
AAATCGAAAA 
GTTGCOGCAA 
GAATGGCX3CC 
CATTTTATTA 
GTACTTGAAA 
TG7GC3U3AAA 
GCTAAATGCT 
AGC3UVTTCCC 
ATATATAGTC 
GGTTTGACTG 
TAATGCAATT 
AAACAAGCIA 
TATATGAOQ6 



11 
I 

GATATTTCCA 
TCTCCAGCCA 
CCCTCXX3CCA 
ATGCTCTGTG 
6CAGTCCTCA 
ACAGCTTTAG 
AGCTCTGAGA 
CAAAACTACT 
ACCGTCCACC 
TTTCTTATCA 
AGTAAAGAAC 
GTCTGAATAT 
ATCAAACTTA 
ATAATATTTA 
AATQTTTTTA 
ATATTTAATA 
TOVTTGAAAG 
AGGTCATAGC 
AAATCSSATTT 
TACCATQGTT 
AGAATTTGG6 
AOCCTGGGGA 
GCAfTTGGACA 



21 



GTGTCAGAG6 
CTGCOBGGAG 
AGCCCCAGOG 
CCGGCAGGGT 
GTACAACTGT 
TTCAGACA6A 
TGAATGGCTA 
GCAGGTGTGA 
AACXTTTTAAG 
CAGTCGTGGG 
CAAAGAAGQA 
GAGAGASTTA 
TGGGCA66GA 
TCTTGGGTCA 

TCAAAA6AAA 
CTTCAAAGTT 
TCAAGAATTG 
AGTAAGTATG 
T6ATATGTA6 
AGAAGCAAAT 
GTCIATGGTC 
GTTCOCTATG 



31 
I 

GACAGAGCCA 
GO0GTCT6CT 
CCOGCTCCCA 
CCCT6CGCTG 
GATTCCATCA 
AGACAATCCA 
TTGTTTGCAT 
AlOTOGQTTAT 
CAAAGAGTAT 
rrCCACATAT 
ATATGAGAGA 
GCTCAGGGQA 
TAACAGTGT6 
AGTGTTAGGT 
ATTTTTGACA 
ATTGATATTT 
TATATGGCTG 
TTAGCAAAT6 
TTTTTTATOT 
TTGGCACCAT 
ATAGGTCCTG 
TCTTCACTCA 
CCAACTCA08 



41 



ACGTGGGGTC 
OCCGCCCTGC 
TOGCOGATCA 
CTGCTCTGCC 
TGTATCCCAG 
OGTGTGGCTC 
GQACAGTOCA 
ACTGGTGTOC 
GTGGCTTTGA 
TATTTCTGCA 
GTTACCTCAG 
TCCAaAGTTG 
CCTG6TTAAT 
CAATAACACT 
GACTATTTGC 
TTATACAAC3T 
GTGCACAGTG 
ACAGATTTCT 
TCCrCAAATC 
GGTATCATAT 
T6TTAAACAC 
GQTCTCAGCT 
ACrCiCTACAG 



51 
I 

CCTTCTAGGC 
GCGIGCACTC 
CCGGGGGGAG 
TGG6TTTCCA 
GAGAGTCCA6 
AAGTGTCAAT 
TCTATCTGGT 
6AT6XGAAGA 
CCS3TGATTCT 
GATGGTACAG 
GGGATCCAGA 
CCGCAAQTCT 
ATTAATATTC 
GTATTTTAAT 
TAATGTATAA 
AATTTCCTGA 
CTTAGAAGTA 
GTAABCCTAT 
AGTGATAATT 
ATTAAAACAA 
TAGACATTTG 
ATAATTCTGT 
GTACTAGTCA 
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CTCATCTAOC AGATTCTQCC TATGTAAAAT GAATTGAAAA ACAATTTTCT GTAATCTTTT 1440 

ATTTAAGTW5 TOGGCATTTC ATACCTTCAC AATOTTCCTT TTTTOTATAT TACAACATTT ISOO 

ATOTGAGGTA ATTATTGCTC AACAGACAAT TAOAAAAAAO TCCACACTTG AAGCCTAAAT IS 60 

TTGTGCTTTT TAAGAATATT TTTAGACTAT TTCTTTTTAT AGGGGCTTTG CTGAATTCTA 1620 

ACATTAAATC ACAGCCCAAA ATTTCATGGA CTAATrATTA TTTTAAAATA TATGAAGACA 1680 

ATAAT TCTAC ATGTTGTCTT AAGATGGAAA TACAGTTATT TCATCTTTTA TTCAAGQAAG 1740 

TTTTAACITT AATACAGCTC AGTAAATGGC TTCTTCTAGA ATGTAAAOTT ATGTATTTAA 1800 

AOTTQTATCT TQACACAGGA AATQGGAAAA AACTTAAAAA TTAATATGGT GTATTTTTCC 1860 

AAATGAAAAA TCTCAATTGA AAOCTTTTAA AATGTAGAAA CTTAAACACA CCTTCCTGTG 1920 

GAGGCTGAGA TQAAAACTAO GGCTCATTTT CCTGACATTT GTTTATTTrr tXX3AAGAGAC 1980 

AAAGATTTCT TCTGCACTCT GAGCOCATAG GTCTCAQAGA GTTAATAGQA OTATTTTTQO 2040 

6CTATTQCAT AAGGAGCCAC TGCTGCCACC ACTTTTGGAT TTTATQGGAO GCTCCTTCAT 2100 

CGAATGCTAA ACCTTTGAQT AGAGTCTCCC TGGATCACAT ACX3V6GTCA3 GGAGGATCTG 2160 

TTCTTCCTCT ACGTTTATCC TGGCATGTGC TAGGGTAAAC GAAGGCATAA TAAGCCATGG 2220 

CTGACCTCTO GAGCACCAGG TGCCAGGACT TGTCTCCATO TGTATCCATO CATTATATAC 2280 

CCTGGTQCAA TCACACGACT GTCATCTAAA GTCCTGGCCC TGGCCCTTAC TATTAGGAAA 2340 

ATAAACAGAC AAAAACAAOT AAATATATAT GOTCCTATAC ATATTGTATA TATATTCATA 2400 

TACAAACATG TATGTATACA TGACCTTAAT GOATCATAGA ATTOCAOTCA TTTGGTGCTC 2460 

TGCTAACCAT TTATATAAAA CTTAAAAACA AGAGAAAAGA AAAATCAATT AGATCTAAAC 2520 

AGTTATTTCT OTTTCCTATT TAATATAQCT GAAGTCAAAA TATGTAAGAA CACATTTTAA 2580 

ATACTCTACT TACA6TTGOC CCTCTGTGGT TAOTTCCACA TCTGTGGATT CAACCAACCA 2640 

AGGACX3GAAA ATGCTTAAAA AATAATACAA CAACAACAAA AAATACATTA TAACAACTAT 2700 

TTACTTTTTT TTTTTTCTTT TTGAGATGGA GTCTCGCTCT GTTGCCCAGG TTGQAGTGCA 2760 

GTGGCACX3AT CTCGGpTCAC TGCAACCTCA CCTCCCGGGT TGAAOAOATC CTCCTGCCTC 2820 

AGCCTCCTGA GCAGCTGGGA CTACAGGCX5C ATQCCACCAT GCCCAOCTAA TTTTTGTATT 2880 

TTTAGTAOAO GOSGGGTTTC ACCATGTTGG CCAGGATGGT CTCAATCTCC TAACCTTGAO 2940 

ATCCACCCTC CACAGCCTCC CAAACTGCTG GGATTACAGQ C3GTGAGCCAC OSCAOGTAGC 3000 

ATTTACATTA GGTATTACAA GTAATGTAAA QATQATTTAA QTATACAGGA GOATOTGAAT 3060 

AOGTTATATG CAAGCACTAT GCCCmTAT ATAAGTGACT TOAACATCTG TGGCCGATTT 3120 

TAOTATGTGC AGGGGGGOGA TCTGGGAATC AGTCCCCTGT GQATACCAAG GTACAACTGT 3180 

ATTTATTAAC GCTTACTAGA TGTGAGGAGA GTCTOAATAT TTTCAGTGAT CTTGGCTGTT 3240 

TCAAAAAAAT CTATTGACTT TTCAATAAAT CAQCTOCAAT CCATTTATTT CATTTACAAA 3300 

AOATTTATTG TAAGCCTCTC AATCTTG6TT TTTCAGTTGA TCTTAAGCAT OTCAATTCAT 3360 

AAAAACAAOT CATTTTTGTA TTTTTCATCT TTAAGAATGC TTAAAAAA6C TAATOCCTAA 3420 

AATAGTTAGA TCTTTGTAAA TGCATATTAA ATAATAAAGT ATGACCCACA TTACTTTTTA 3480 

TGGGTGAAAA TAAGACAAAA ATAATAGTTT TAGT6AGGAT GGTGCTGAGT AAACATAAAA 3540 

ACTQATTTGC TCTCAGCIGA TGTGTCXnxST ACACAGT6GG AAGATTTTAG TTCACACTTA 3600 

GTCTAACTCX: CCX:ATTTTAC AGATTTCTCA CTATATATAT TTCTAGAAGO GGCTATGCAT 3660 

ATTCAAT6TA TTGAGAAGCA AAGCAACCAC AAATGCATAA ATGCATAATT TATGGTCTTC 3720 

AACCAAGGCC ACATAATAAC CCAGTTAACT TACTCTTTAA CCAGGAATAT TAAOTTCTAT 3780 

AACTAGTACT CAAGGTTTAA CCTTAAAATT AAGATTTCCT TAACCTTAAC CTTAAAATTO 3840 

ATATTATATT AAACATACAT AATACAATGT AACTCCACTG TTCTCCTGAA TATTTTTTGC 3900 

TCTAATCTCT CTGCOGA AAG TGAAAGTGAT GGGAGAATTG GTATACKSGT ATGACTAOGT 3960 

CTTAAGTCAO ATTTTTATTT ATGAGTCTTT GAGACTAAAT TCAATCACCA CCAGGTATGA 4020 

AATCAACTTT TATGCAGCAA ATATATGATT CTAGTGTCTG ACTTTTGTTA AATTCAGTAA 4080 

TGCAGTTTTT AAAAACCTGT ATCTGACXXA CTTTGTAATT TTTGCTCXaA TATCCATTCT 4140 

GTAGACTTTT 6AAAAAAAA6 TTTTTAATIT GATGCCCAAT ATATTCTOAC OGTTAAAAAA 4200 

TTCTTOTTGA TATG CQftOAA GGGQQAGTAA TGACTTGTAC AAACAOTATT TCTGOTOTAT 4260 

ATTTTAATGT TTTTAAAAAO AOTAATTTCA TTTAAATATC TGTTATTCAA ATTTQATQAT 4320 

gtta aatgta atataatgta i TTT c r rrrr attttqcact ctgtaattgc actttttaao 438 o 

nrOAAOAGC CATTTTGGTA AAOGGTTTTT ATTAAAGATG CTATGGAACA TAAAGTTGTA 4440 

TTGCATGCAA TTTAAAGTAA CTTATTTGAG TATGAATATT AT06GATTAC TGAATTGTAT 4500 

CAATTTGTTT GT6TTCAATA TCAGCTTTOA TAATTQTOTA OCTTAAGATA TTGAAGGAGA 4560 

AAATAGATAA TTTACAAGAT ATTATTAATT TTTATTtATT TTTCTTG60A ATTGAAAAAA 4620 

J J ATXQAAATAA ATAAAAAIGC ATTGAACATC TTOCATTCAA AATCTTCACr GAC 4673 

Seq ID lilOs C43 DNA Sequence 
Nucleic Acid Accesalon 9t AF011466.1 
OU Coding sequence i 257.. 1468 

1 11 21 31 41 51 

I I I I I I 

GGAAGACTT6 GGTCCTTGOO TOGCAGGTGQ GA6C0GACG0 QTQ6QTAGAC OGTGGGOGAT 60 

ATCTCAOTGG 06GA0GAGGA 06G0GGGGAC AAGGGGOGGC TGGTOGGAGT GGGGOAGOGT 120 

CAAGTCCCCT GTCGGTTCCT CCGTCXXTTGA aTGTCCTTGG OGCTGCCTTQ TGCCOSCCCA 180 

60GCCTTT6C ATCCQCTGCT GGGCACCGAQ GOSCOCTGTA GGATACTGCT TGTTACTTAT 240 

TACAOCTAGA GGCATCATGG ACGGATCTAA AQAAAACT6C AXTTGAOGAC CTOTTAAGGC 300 

TACAGCTCCA GTT6GAGGTC CAAAA06T6T TCTOGTGACT CAOCAAATTC CTTGTCAGAA 360 

TCCATTACCT GTAAATAOTG OCCAGGCTCSl GOGGGTCTTG TGTOCTTCAA ATTCTTCCCA 420 

GCG06TTCCT TTGCAAGCAC AAAAOCTTGT CTCCAGTCAC AAGCXXGTTC AGAATCAGAA 480 

GCAGAAGCAA TTGCAGGCAA CCAGTGTACC TCATCCTQTC TCCAGGCCAC T6AATAACAC 540 

CCAAAAOAGC AAGCAGOCCC TQ0CAT0G6C ACCTOAAAAT AATCCIGAOQ AGOAACTOGC 600 

ATCAAAACM3 AAAAATGAAO AATCAAAAAA GAGGCAGTGG GCTTTGOAAa ACTTTGAAAT 660 

TGGTCGCCCT CTGGGTAAAG GAAAGTTTGG TAATGTTTAT TTGOCAAGAG AAAAGCAAAO 720 

CAAQTTTATT CTGGCTCTTA AAGTGTTATT TAAAGCTCAO CTGOAGAAAG COGGAOTOOA 780 

GCATCAGCTC AGAAGAGAAG TAGAAATACA GTCOCACCTT OGGCATOCTA ATATTCTTAO 840 

ACT6TATGGT TATTrCGATG ATOCTACCAG AGTCTAOCTA ATTCTGGAAT ATGCAOCACT 900 

TGGAACAGTT TATA6AGAAC TTCAGAAACT TTCAAAOTTT QATGAGCAOA GAACTGCTAC 960 

TTATATAAC3^ GAATTGGCAA ATOOCCTGTC TTACTGTCAT TCQAAGAGAO TTATTCATAG 1020 

AGACATTAAG CCAGAOAACT TACTTCTTGa ATCAGCTGGA GAGCTTAAAA TTGCAGATTT 1080 

T6GGTGGTCA GTACAT6CTC CATCTT0CA6 GAOGAGCACT CTCTGTGGCA CCCTGGACTA 1140 

CCTGOCOCCT 6AAATGATT0 AAGGTC3Q8AT GCATGATGAO AAOGTGGATC TCTGGAGOCT 1200 

TGQAGTTCTT TQCTATGAAT TTTTAOTTG6 6AAGGCTCCT TTTGAG6CAA ACACATAOCA 1260 
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AGAGACCTAC 
AGCCAGG6AC 
AGAAGTACTT 
CAAAGAATCA 
GGCTGCX31TA 
CCTCAATCIA 
CCCTATTCAO 
AATTGTGCTA 
CAGCCTGTGC 
AGTGACCACT 
CTGAGTGAGT 
GTGATTCTTT 
GGCATTCCTT 
TAGTCCTCCT 
ACCTCCATTT 
GGCTTATTTT 
AATAAGTATC 



AAAA GAATA T 
CTCATTTCAA 
GAACACCCCr 

gctagcaaac 
taacx:tgaca 
gaacgctaca 

AAA6CTCCAC 
CTTATACTGG 
TAGGCATGGT 
CTGCCCTGAC 
GTGTAACTTA 
TTAAGTATGA 
TAGGAATGCT 
TAAiXACTTA 
AGGQATTTGC 
TTTAAAACAT 
TATGTCTAAA 



CACGGGTTQA 
6ACTGTT6AA 
GGATCACAGC 
AGTCTTAGQA 
GGAACATGCT 
CAAGAAATAT 
ATCAATAAAC 
TTCATAATCT 
GTCTTCACAQ 
CCOGATCAGT 
TTGGGTTGGC 
AAATAAAOAT 
GTGTGTCT6T 
TCrCCCATAT 
TTGGGATACA 
TGGAGTCATA 
AAAAAAAAAA 



ATTCACATTC 
GCATAATCCC 
AAATTCATCA 
ATCGTGCAGG 
ACTGAAGTTT 
TTGTTTTACT 
ATGACACTCT 
GGAfiGCAAGG 
QAGGCAAATC 
TAAGGAGCTG 
GAAGCCTGGT 
ATATGTAC3tf5 
COQQCACCCC 
GAGAGTGTGA 
GAAGAGGGCA 
GCATOTGTGT 
AAA 



CCTGACTTTG 
AGCCAGAGGC 
AAACCATCAA 
GGGAGAAATC 
ATTTTACCAT 
CAGCAGGTGT 
6AAGTGAAAG 
TTOQACTGCA 
CA6A6CCT6G 
TGCRAT AAOC 
AAA6CTGTTG 
ACTTGTATTT 

qgtaggcctq 
aaaataggaa 
tgtgtctcag 

AAACTTTOAA 



TAACAGAGGG 
CAATGCTCAG 
ATTGCCAAAA 
CTTGAGCCAG 
TGACTGCTOC 
GCCTTAACCT 
TAGCCACGAG 
GCCGCCCCGT 
CTGTGGGGAA 
TTCCTAQTAC 
GAATGAGTAT 
TTTCTCTGGT 
ATTGGGTTTC 
CACGTGCTCr 
A6CTGTTAAG 
TATGCAAATA 



1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2253 



Seq ID NO: C44 DMA Sequence 
Nucleic Acid Accession #: im_0l3372 
Coding sequences 63.. 6 17 



I 11 21 31 41 51 

GOSGCCGCAC icAGCGCCAC GOGTOGAAAQ CGCAGGCCXr GAGGJWCCGC CGCACTCT.CA 

Smgagccg cacagcctac acqgtgggag ccctgcttct cctcttgggg accctgctgc 
SSctotS agggaaaaag aaagggtccc aaggtgccat ccccccgcca ga^ggccc 
Sc^SS ct^agcag actcagtcgc cccagcagcc tggctccagg aacogggggc 
^JSagg gcggggcact gccatgcccg gggaggaggt gctggagtoc agco^ 

CCCTGCATGT GACGGAGCGC AAATACCTGA AOCOAGACTG GTOCAAAACC CJfiCCGCTTA 

S^^^ CCR^GAGGAA ggctgcaaca gtcgcaccat catcaacoqc ttctcttacg 
^crrrcTAC atccccaggc acatcoggaa ggaggarggt tccttt^ 

CCTGCTCXOT CTGCAAGCCC AAQAAArrCA CTACCATGAT GGTCACACTC ARCTGCCCTG 
^ACAGCC AOTACCAAG AAOAAGAGAG TCACACGTGT GAAGCAGTGT CGTTGCATAT 

J^S^^ aaaJoaggt gcaox^gca totcctagga atgcagcccc 

ler AA^cS AGACCTAAAA CAACCAGATT CTTACTTGGC TTAAACCTAG AGQCCAGAAG 
S^ScCTG CTTGTGCGTA GTTCGTGTGC ATGAGTGTGG 

SSot gtgStgttt ttagacacca gagaaaacac agtctctgct aga^^ 
^Sattttg taaacatatc tgctttaatg gggatgtacc agaaacccac ctcaocoogg 

SScSctA AAGGGGOGGG GGOGXGGTCr GGTTCXGACT TTGTGTTTTT GTGCCCTCCT 
$?5CCTT^ 6GAATGAATO TTCATGGAAG A^GCTCCTCT ^^^^ 
GMCTGTTTT AGTGCTGCAT TC6ACAT0GA AAAGTCCTTT TAACCTGTGC TTCCAMCTC 
CTTTCCTCXrT CCTCCTCACA ATCCATCTCT TCTTAAGTTG ATAGT^A TGTCaGTCTA 
ScTOTGTT TGCCAAGGTT CCTAAATTAA TTCACTTAAC CATGATGCRA ATGTWTT^ 
TTTTGTGAAG ACCCTCCAOA CTCTGOOAGA G6CIGGTCTG GGCAAGGACA AGCAG6ATAG 
GGAGGGTGAG GCCAAATCAG GTCCJ^CAAA ^^^AGTAGG 
^C^CAQ AAGCTTGAAA GGCCAATACC AGAACACAGG CTGATGCTTC J^^Jft^^ 
TTTTCCTAGT ATTTAACAQA ACCCAAGTGA ACAGAGGfiGA AATGAGATTG CCAGAAAGTQ 
^^jI^G gS5?^ StCAAA CCTAACACCA AACTGAAAAC AtAAATACTO 
ACC^TC^ TGTTCGGACC CAAGCAAGTT AGCTAAACCA AACCAACrCC TCTGCTTTGT 
QAAAM^ GTAOTTTAGA ACTCTCT6CA TAGGGGTGGG AATTAATCAA 
SSS^ GGCTGAAATT CCTAATACCT TTCCTTTATC GTGGTTATOG TCAGCTCOT 
TCCATTC^C TATTTCCCAT AATCCTTCTG AGAGCCACTA ACTTGATTGA TAAA6ATOT 
GcSS^ loTGTACCTG ACAGTAAGTC TAAAGATGAR AGAGTTTAGO OACTACTCTQ 

^SSS^SagSttkio GQGQTCTTTT TGTTTTAACT attgtcagga gattgggcta 

RAGAGA^ GACGA6A0TA AGQAAATAAA GGGRATTGCC TCTGGCTAGA GAGTflAGTTA 
GGTGTTAATA CCTGGTAGAA ATGTAAGGGA TATGACCTCC CXrCCTWW OT6CTCACTG 
AGGATCTGAG GGQACCCTOT TAGGAGAGCA TAGC3VTCATQ ATOX»TWOC TCTTCATCTQ 
CTACTGGTTG GATG6ACATA ACTATTQTAA CTATTCAGTA TTTACPGGTA GGCACTGTCC 
TctStoAA CTTCMtAC TGGCAATGGC TACTTAGGAT TGATCTAAGG GCCAAAGTGC 
SSi^ TACXTTGGAT TTGGTTAACC TGTTTTCTTC AAG^^GA^ 
SiTATATAC AAACTCCXnxa AATACTCTTT TTGCCTTGTA TOTCTCAGC CTCC^GC^ 
AGTCCTATGT AATATCGAAA ACAAACACTQ CAGACTTGftO WJOf™^ OajJCI^ 
TCTGOCATTC AGAGAACCCT TCCAACTOGA GAAGCTGTTT TTATTTC3GTT TTTGTTTTQA 
TCCAGTCCTC TCCCATCTAA CAACTAAACA GGAGCCATTT CAAGGCGG6A GATATTTTAA 
ACAC0C3VAAA TGTTGGGTCT OATTTTCAAA CTTTTAAACT CACTACTGAT GATTCTCACG 
CTAGGCGAAT TTCTCCAAAC ACATAGTCTG TGTGTTTT6T ATACACTGTA TGACCOCACC 
S^iS^r GTATTOTCCA CATTCTOCAA CAATAAAGCA CAGAGTOGAT TTAATTAAGC 
ACACAAATCC TAAGGCAGAA TTTTGAGGGT GGGAGWaAS AAAAGG6AAA GAAGCTGAAA 
ATOTOAAACC ACACCAGGQA GGAAAAATGA CATTCAGAAC CAGCAAACAC TGAATTTCTC 

TTGTTorrrr aactctgcca caagaatgca atttcgttaa tggagatgac ttaagttggc 

i^SAATC TTCTTTTAGG A6CTTCTACC ACAGTCTTGC ACATAAGTCC ^TTTGGCT 
CAAGTAAAGA GAATTTCCTC AACACTAACT TCACXGGGAT AATCACCAGC G»ACT^^ 
TAAAAGCATA TCACTAGCCA AAGAGGGAAA TATCIOTTCT «^ACTOTG ^ATMTAA 
QACTAGTACA AATGTGGTGT GTCTTCCAAC TTTCATTGAA AATGCCATAT CTATACCATA 
TTTTATTCGA GTCACTGATQ ATGTAATGAT ATATTTTTTC ATTATTATAG TAGAATATTT 
TTATGGCAAG ATATrTGTGG TCTT6ATCAT ACCTATTAAA ATAATGCCAA ACACCAAATA 
TCAATTTTAT GATGTACACT TTGTGCTTGG CATTAAAAOA AAAAAACACA O^^CCTGGAA 
GTCTOTAAGT TGTTTTTTGT TACTGTAGGT CTTCAAAOTT AAGAGTGTAA GTQAAAAATC 
TQGAGGAGAG GATAATTTCC ACTGTGTGGA ATGTGAATAG TTAAATGAAA AGTTATG GTT 
ATTTAATGTA ATTATTACTT CAAATCCTTT GGTCACTGTG ATTTCAAGCA TGTTTTCTTT 
TTCTCCTTTA TATCACTTTC TCTGAGTTGG GCaAAGAAGA AGCTGACACA CCGTAT6TTG 
TTAGAGTCTT TTATCTQGTC AGQGGAAACA AAATCTTGAC C3CAGCT6AAC ATGTCTTCCT 
GAGTCAGTGC CXGAATCTTT ATTTTTTAAA TTGAATGTTC CTTAAAGOrP AACATTTCTA 
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AAGCAATATT AAGAAAGACT TTAAATGTTA TTTTGGAAGA CTTACXaATGC ATGTATACAA 3660 

A06AATAGCA GATAAT6ATG ACTAGTTCAC ACATAAAGTC CTTTTAAGGA GAAAATCTAA 3720 

AATGAAAAGT GGATAAACA6 AACATTTATA AGTGATCAGT TAATGCCTAA GAtROAAAGT 3780 

AGTTCTATTQ ACATTCCTCA AGATATTTAA TATCAACTGC ATTATGTATT ATGTCTGCTT 3840 

AAATCATTTA AAAAOGGCAA AGAATTATAT A6ACTAT6A0 GTACXTTTQCT GTOTAGGAGO 3900 

ATGAAAGQGG AGTTGATAGT CTCATAAAAC TAATPTGGCT TCAAGTTTCA TOAATCTGTA 3960 

ACTAGAATTT AATTTTCAOC CCAATAATGT TCTATATAGC CrTTGCTAAA GAGCAACTAA 4020 

TAAATTAAAC CTATTCTTTC AAAAAAAAA 4049 

Seq ID NO: C45 Sequence 

Nucleic Acid Accession Hii Eos sequence 

Coding sequence: 200.. 2932 

1 11 21 31 41 51 

1 i I I 1 I 

ATTGCTGATG OATCAOTGAO CCTGTGTTCA TOCCAGTGAG CTQCTQTGOC TCAGATACTQ 60 

ATACTTTCTT TCCAAACAGC ATAAGAAQTQ ATTGAGCX:aC AAGTATACTQ AAGGAAGGGC 120 

TCCCTCX3AGT TCTGGTGTGA AGAGATAAAT CACCAGTCAC AGACTATGCA CCCXSACT6CT 180 

OCTOTTCAGT CCAG6GAAAA TGAAAGTTGQ AOTGCTGTGG CTCATTTCTT TCTTCAOCTT 240 

CACXX3AG6QC CAOGGTGGCT TCCTGGGGAA AAAT6ATGGC ATCAAAACAA AAAAAGAACT 300 

CATTGTGAAT AAGAAAAAAC ATCTAGGCCC AGTCGAAGAA TATCAGCTGC TGCTTCAGQT 360 

GACXTTATAGA GATTCCAAGG AGAAAAGAGA TTTGAGAAAT TTTCTGAA6C TCTTGAAGCC 420 

TCCATTATTA TGGTCACATG GGCTAATTAG AATTATGAGA GCAAA6GCTA CCAOUSACTG 480 

CAACAGCCTO AATGOAGTCC TQCAGTOTAC CTGTGAAGAC AOCTACACCT GOTTTCCTCC S40 

CTCATGOCTT GATCCCCAGA ACTGCTACCT TCACAOGGCT GGAGC31CTCC CAAGCTGTGA 600 

ATGTCATCTC AACAACCTCA GCGAGAGTOT CAATTTCTGT GAGAGAACAA AGATTTGGGG 660 

CACTTTCAAA ATTAATGAAA QGTTTACAAA TGACCTTTTO AATTCATCTT CTGCTATATA 720 

CTGCAAATAT GCAAATGGAA TTGAAATTCA ACTTAAAAAA QCATATQAAA GAATTCAAOa 780 

TTTTQAGTOQ GTTCAGGTCA CCCAATTTCG AAATGGAAGC ATO6TTGCT0 GGTATGAAGT 840 

TGTTQQCTCC AGCAGTGCAT CTGAACTGCT GTCASCCATT GAACATGTTG COGAGAAGGC 900 

TAAOACAOCC CTTCACAAGC T6TTTCCATT AGAAGACGGC TCTTTCAGAG TGrTOGQAAA 960 

AGbcCAGTGT AATGACATTG TCTTTGGATT TGGGTCXAA6 GATGATGAAT ATACCCTGCC 1020 

CTGCAGCAGT GGCTACAGGG GAAACATCAC AGCCAAGTGT GAGTOCTCTG GGTGGCAflOT 1080 

CATCAGGGAG ACTTGTGT6C TCTCTCTGCT TGAAGAACTG AACAA8AATT TCAGTATQAT 1140 

TGTAGGCAAT GCCACTGAGG CAQCTGTQTC ATCCTTCGTO CAAAATCTTT CTGTCATCAT 1200 

TOGGCAAAAC CXa^TCAACCA CAGTGGGGAA TCTGGCTTCG GTGGTGTC3GA TTCTGAGCAA 1260 

TATTTCATCT CTGTCACTGG CCAGCCATTT CAGGGTGTCC AATTCAACAA TGGAGGATGT 1320 

CATCAGTATA GCTGACAATA TCCTTAATTC AGCCTCAGTA ACCAACTQGA CAOTCTTACT 1380 

GCGGGAAGAA AAGTATGCCA GCTCAG6GTT ACTAGAQACA TTAGAAAACA TCAGCACTCT 1440 

GGTGCCTCCG ACAGCTCTTC CTCTGAATTT TTCTC6GAAA TTCATTGACT GQAAAGGQAT 1500 

TCCAGTOAAC AAAAGCCAAC TCAAAAGGQO TTACAQCTAT CA6ATTAAAA TGTGTCCCCA 1560 

AAATACATCT ATTCCCATCA GAGGCOGTGT GTTAATTGGQ TCAGACCAAT TCCAGAOATC 1620 

CCTTCCAGAA ACTATTATCA GCATGGCCTC GTTGACTCTO GGGAACATTC TACCOGTTTC 1680 

C3UUWUITGGA AATGCTCAGQ TCAATGGACC TGTGATATCC ACXSGTTATTC AAAACTATTC 1740 

CATAAATGAA GTTTTCCTAT TTTTTTCCSVA GATAGAGTCA AACCTGAGCC AGCCTGATTG 1800 

TGTGTTTTGO OATTTCAGTC ATTTGCAGT6 6AA0QATGCA GGCTGCCACC TAGTOAATGA 1860 

AACTCAAGAC ATOGTGACGT GCCAATGTAC TCACTTGACC TCCTTCTCCA TATTGATGTC 1920 

ACXnTTTGTC CXXTTCTACAA TCTTCCCCGT TGTAAAATGG ATCACCTATG TGGGACTGGG 1980 

TATCTCCATT GGAAGTCTCA TTTTATGCCT GATCATCGAG GCTTTGTTTT GGAAGCAGAT 2040 

TAAAAAAAGC CAAACCTCTC ACACA06T06 TATT7GCATG GTGAACATAG CCXTTGItXCT 2100 

CTTGATTGCT GATGTCTGOT TTATTGTTGG TGCCACAGTG GACACCACGG TGAACCCTTC 2160 

TOOAOTCTGC ACAGCTGCTO TGTTCTTTAC ACRCTTCTTC TACCTCTCTT TGTTCTTCTG 2220 

GATGCTCATG CTTGGCATCC TGCTGGCTTA COGGATCATC CT03TCTT0C ATCACATOGC 2280 

CCAGCATTTQ ATGATGGCTG TTGGATTTTG CCTGGGTTAT GGQTGCXCTC TCATTATATC 2340 

TGTCATTAGC ATTGCT G TCA 06CAACCTAG CAATACCTAC AAAAOGAAAG ATGT6TGTTG 2400 

GCTTAACTGG T0CAATG6AA GCAAACCACT CCTG6CTTTT GTTGTCCCIG CACTGGCTAT 2460 

TGTG6CTGTG AACTTOGTTG TQGTGCTGCT AGTTCTCACA AABCTCTGGA GGCCGACTGT 2520 

TGGGGAAAGA CTGAGTOGGG ATGACAAGGC CACCATCATC OQOGTGGGGA A6AGCCTCCT 2580 

CAXTCIGACC CCrCTGCTAC GGCTCACCTG GGGCTTTGQA ATAGGAACAA TAGTGGACAG 2640 

CCASAATCTO GCTTGOCATG TTATTTTTGC TTTACTCAAT GGATTCCAGQ QATTTTTTAT 2700 

CTTAT6CTTT GGAATACTCT 1GGACAGTAA GCT60GACAA CTTCrGTTCA ACAAGTTGTC 2760 

TGCCTTAA6T TCTTGGAAGC AAACASAAAA GOVAAACTCA TCAGATTTA7 CTGCCAAACC 2620 

CRAATTCTCA AAOCCTTTCA ACCOICTOCA AAACAAAGGC CATTATOCAT TTTCTCATAC 2880 

TGGAOATTCX: TCCX^ACAACA TCATGCTAAC TCAGTTTGTC TCAAATGAAT AAGGCAAG6A 2940 

ATCATAAAAT CAAGAAAAAA TTTCCAGAAC AACTTQACAT TTAGAGACAA A3GTCAATGA 3000 

AGAAATTATQ CTCAGTATTC GATaSQGTTT TCTGATTTAO GG6TC1G6GA ATAAAAOVAG 3060 

AATGTCrCAG TGGCTTCA 3078 

Seq ID NOs C46 DNA Sequence 

Nucleic Acid Accession «s NM_000584.1 

Coding sequence: 75.. 374 " 

I 11 21 31 41 51' 

II I I I I 
AGCAGAGCAC ACAAGCTTCT AGQACAAGAa GCAOQAAOAA AOCAOC a OAA OQAACCATCT 60 
CACTGTGTGT AAACATGACT TCCAAGCTGG CCQTGGCTCT CTTGGCAGCC TTCCTGATTT 120 
CTGCAGCTCr GTGTGAAGGT GCAGTTTTGC CAAGGAGTGC TAAAGAACTT AGATGTGAGT 180 
OCATAAAGAC ATACTCCAAA CXTTTTCCACC CCAAATTTAT CAAAGAACTa AOAOTQATTO 240 
AGAOTGGACC ACACT60GCC AACACAGAAA TTATTGTAAA GCTTTCTQAT GOAAGAQAOC 300 
TCIGTCIGGA OCCCAAGGAA AACTQGGTGC AGAGG G TT G T 06AGAAGTTT TTGAAGA6GG 360 
CTGAQAATTC ATAAAAAAAT TCA T TCTCT O TGOTATCCAA QAATCAGTQA AGATGCCAGT 420 
GAAACTTCAA GCAAATCTAC TTCAACACTT CATGTATTGT tfAXj aQ TCTOT TOTAGGGTTG 480 
CCA6ATQC3UV TACAAGATTC CTGGTTAAAT TT6AATTTCA GTAAACAATG AATAGTTTTT 540 
CATTOTACCA TGAAATATCC AGAACATACT TATATGTAAA GTATTATTTA TTTGAATCTA 600 
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CAAAAAACAA CAAATAATTT TTAAATATAA GGATTTTCCT AGATATTGCA CQG6A0AATA 660 

TACAAATAGC AAAATTGAGC CAAGGGCCAA GAGAATATCC GAACTTTAAT TTCAGGAATT 720 

SmGGGTTT GCTA(5AATC5T GATATTTGAA GCATCACATA AAAATGATGG GACAATAAAT 780 

aSSaATTT AGCTGGAAAT CCTG^ 840 

CCTAOTCTGC TAGCCAGGAT CCACAAGTCC TTOTTCaiCT GTOCCITSCT TTCTOCTTTA 900 

TITCTAAGTG GAAAAAGTAT TAGCCACCAT CTTACXTO^C ^^^J^ ISSSS^J? InL 

TCGAAGCACT TTAAGTTTTT TCATCATAAC ATAAATTATT TTCAAGTGTA ACTTATTAAC 1020 

CtStTATTA TTTATC3TATT TATTTAAGCA TCAAATATTT GTGCAAGAAT TTGGAAAAAT 1080 

?St?^TTO AATAGTTATA AAGATGTTAT A^^^ IIJO 

GATATTAAAT GATGTTTTAT TA6ATAAATT TCAATCftGGG TTTTTAGATT AAACAAA^ 1200 

ACAATTGQGT ACCCAGTTAA ATmCATTT CAGATAAACA ACAAAJA^ ^^^^ WH 

AGTACATTAT TGTTTATCTG AAACSTTTTAA TTGAACTAAC AATCCTAGTT TGATACTCCC 1320 

ACTCTTCTCA TTGCCAGCTG TGTTGGTAGT GCTGTGTTGA ATTACGGAAT AATGAGTTAG 1380 

A^ATTAAA A^CCAAAA CTCCACAGTC AATATTAGTA ATTTCTTGCT GGTTGAAACT 1440 
gSL^TAG ATTCTTATAA TATTATTTAA JSOO 
AAGGCTTTAT ATTTTTAACT TTAAGATOTT TTTATGTCCT CTCXaAATTT TTTTTACTGT 1560 
TTCTGATTGT ATCGRAATAT AAAAGTAAAT ATGAAACATT TAAAATATAA TTTGTTGTCA 1620 
AAOTAAAAAA AAAAAAAAA 



8eg ID NO: C47 UNA Sequence 
Kucleic Acid Acceasion #: MM_00S603,1 
Coding sequence t 1..3756 

1 • 11 21 31 41 SI 

ItGAGTACAG AAAGA6ACTC AGAAACGACA TTTGAOGAGG ATTCTCAGCC TAATGACGAA 
S^^COT A^ATGA TGAAACAGAA GATGAACTTO ATGACCAGGG OTCTGCTGTT 
GAACCAGAAC AAAACCGAGT CAACAGGGAA GCAGAGGAGA ACCGGGAGCC ^^CAGHJAAA 
GAATOEACAT GQCAAOTCAA AGCAAAOGAT CGCAACTACC ACGAACAACC TCACTTTATG 
ScAOA^ TCTTCTGTAT TAAGGA6AGT AAATATGCGA ATAATGCAAT TAAAACATAC 
JJS^CAACG CATTTACCTT TATACCAATO AATCTGTTTG AGCAOTTTAA GJ^^ 
iwTTATATT TCCTGGCTCT TCTTATCTTA CAGGCAGTTC CTCAAATCTC ^OCTGOT 
TOCTACACCA CACTAGTGCC CCTCCTTGTQ GTGCTGGGCG TCACTGCAAT CAAA6ACCTQ 
GTOQA0SAT6 TGGCTC0CC31 TAAAATGOAT AAGGAAATCA ACAATAGGAC GTGTGAAGTC 
StAA^TG GCAGGTTCAA AfiTTCCTAAO TG6AAAGAAA TTCAAGTTGQ AGACGTCATT 

Stctgaaaa aaaatgattt tgttccagct gacattctcc tgctgtctaq ctctgagcct 

AACAGCCTCT GCTATCTCQA AACAGCAGAA CTGGACGGAG AAACCAMTT JAAATTTAAO 

atrtcrcttg aaatcacaga ccaqtacctc caaagaqaag atacattggc tacatttgat 
J^SSSa^ acccaataac ogactagata agtttao^ 'i^^^ 

TOTAOAAACA CAAGTTTTCC TTTGGATGCT 6ATAAAATTT TGTTACX3TGG CTGTGTAATT 

I^SISSg atttctgSa cgocttagtc atttttgcag gtgctgacac taaaataatg 

AAGAATAGTG GGRAAACCAG ATTTAAAAGA ACTAAAATTG ATTACTTOAT GWJC^CATG 
GTTTACaCGA TCTTTGTTGT TCTTATTCT6 CTTTCTGCTG GTCTTGCCAT CGGCCATGCT 
TATTGQGRAG CACAGGTGGG CAATTCCTCT TGGTACCTCT ATGATGGAGA AGACGM^ 
ScTOCTOOC OTOGATTCCT CATTTTCTGO G6CTATATCA TTGTTCrO^ CACCA3^A 
CCCATCTCTC TCTATGTCAG CGTGGAAGTG ATTOGTCTTQ QACAGAGTC3V CTTCAT»AC 
TGGGACCTGC AAATGTACTA TGCTGAGAAG GACACACCCG CAAAAGCTAG AACCAC»CA 
CTCAATGAAC AGCTCQGGCA GATCCATTAT ATCTTCTCTG ATAA6ACGGG GACACTCACA 
CAAAATATCA TGACCTTTAA AAAGTGCTGT ATCAACGGGC AGATATATGG GGACCATOGG 
GATOCCXCTC AACACAACCA CAACAAAATA GAGCAAGTTG ATTTTAGCTG GAATACATAT 
GCTGATGGGA AGCTTGCATT TTATGACCAC TATCTTATTG AGCAAATCXA OTCAGGGAAA 
GAGOCAGAAG TACGACAGTT CTTCTTCTTG CTGGCRGrTT GOCACACAGT ^TOG^JSAT 
AGQACTGATG GTCA6CTCAA CTACCAGGCA GCCTCTCCXX5 ATGAAGGTCC CCTQGTAA^ 
GCXGCXaGGA ACTTTOGCTT TCCCTTCCTC GCCAGGACCC AGAACACCAT CACCATCAOT 
GAACTOG6CA CT6AAAGGAC TTACAATGTT CTTGCCATTT TGGACTTCAA CAGTGACCGQ 
AAGOGAATGT CTATCaTTGT AAGAACCCXA GAAGGCAATA TCAAGCTTTA CTGTAAftGGT 
GCTGACACTG TTATTTATGA AOGGTTACAT C30AAT6AATC CTACTAAGCA A^»AAaj»0 
GATGCCCTGO ATATCTTTGC AAATGAAACT CTTA6AACCC TATOCCTTTO CTACAAGGAA 
ATTGAAflAAA AAGAATTTAC AGAATGGAAT AAAAAGTTTA TGGCTGCCAG TGTGGCCTCC 
ACCAACOGGG AOSAAGCTCT GGATAAAGTA TATGAGQAQA TTCAAAAAGA CTTAATTCTC 
CTGGGA6CTA CAGCTATTGA AGACAAGCTA CAGGATGGAG TTCCAGAAAC CATTTCAAAA 
CTTGCAAAAG CTGACATTAA QATCTGGGTG CTXACTGGftC ACAAAAAG6A AACTGCTGAA 
AATATAGGAT TTGCTTGTGA ACTTCTGACT GAAGACACCA CCATCTGCIA TGGGGAG6AT 
ATTAATTCTC TTCTTCATGC AAGGATGGAA AACCASRGGA ATAQAGGTGG CGTCTAOSCA 
• AAOTTTGCAC CTCCTGTGCA GGAATCTTTT TTTCC3VCCCX3 GTGGAAACCG TGCCTTAATC 
ATCACTGGTT CPEG6TTGAA TOAAATTCTT CTOGAGAAAA AGACCAAGAG AAATAAGATT 
CT6AAQCTGA AOTTCCCAAO AACftOAAQAA GAAAGACXaOA TCCGGACCCA AAGTAAAAGG 
AGGCTAGAAG CTAAGAAAGA GCA6CGGCRG AAAAACTTT6 TOGACCTGGC CTOCGAGTGC 
AGCGCAGTCA TCTGCTGCCX3 CGTCACCCCC AAGCA6AAGG CGATOGTGGT GGACCTGGTG 
AAGAGGTACA AGAAAGCX3^T CACGCTGGCC ATOGGAGATG GGGCCAATGA OGTGAACATG 
ATCAAAACIQ CCCACATTGG CGTTGQAATA AGTCGACAAG AAGGAATGCA AGCTCTCATG 
TCXaSTGACT ATTCCTTTGC TCAfiTTCO» TATCIOCAGA G GCTAC TGCT GGT GCATGG C 
OGATGGTCTT ACATAAQGAT 6TOCAAGTTC CTAOGATACT TCTTTTACAA AAACTTTGCC 
TTTACTTTGG TTCATTTCTG GTACTCCTTC TTCAATGGCT ACTCTGCGCA GACTGCATAC 
GAGGArrGGT TCATCACCCT CTACAAOGTG CTGTACACCA 6CCTGCC0GT GCTCCTCATG 
GQGCTGCTCG ACCAGGATCX GAGTGACAAA CTGAGCCTCC 6ATTCCCTGG GTTATACATA 
GIGGGACAAA GAGACTTACT ATTC3«CTAT AAOAGATTCT riGTAAGCTT GTTGCATGGG 
GTCCTAACAT CGATCATCCT CTTCTTCATA CCTCTTGGA6 CTTATCTGCA AACCGTAGGG 
CAGGATGGAG AGGCACCTTC CGACTACCAG TCTTTTGCCG TCACCATTCC CTCTGCTCTT 
GTAATAACAO TCAATTTCCA QATTGGCrTC GATACTTCTT ATTGGACTTT TOTOAATGCT 
TTTTCAATTT TTGGAAGCa^T TGCACTTTAT TTTGGCATCA TGTTTGACTT TCATAGTGCT 
GQAATACAIG TTCTCTTTCC ATCTGCATTT CAATTTACAO GCACAGCT TC AAAOSCTCIG 
AGAOVGCCAT ACATTTGGTT AACTATCATC CTOACTCTTG CT6TCTGCTT ACTACXXXSTC 
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GTTGCCATTC GATTCCTGTC AATQACXyiTC TGGOCATCAG AAAGTGATAA QATCCAGAAG 3540 

CATOGCAAGC GQTTGAAGGC GGAGGAGCAO TGGCAQOOAC GQCA6CAG6T GTTC0GCX3SG 3600 

OGCGTGTCAA OOOGGOGCTC G6CCTA0GCC TTCTOGCAGC AOCQGGGCTA 0606G1VCCTC 3660 

ATCTCCTCCG GGOSCAGCAT COGCAAGAAO OGXTrOGOOQC TtaMGCCKI G3T86CX3CUIT 3720 

J GGCACCXKX3G AGTACACGOQ OICOCXXSQAC AGCTGA 3756 
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Seq ID NO: C48 DNA Sequence 
Nucleic Acid Accession ft: XM_044533 
Cbding sequence I 238.. 2751 



1 11 21 31 41 51 

I I I I I I 

6CTCTGCXXA AOCOSAGGCT GCGGGGGOOO GGCOC300QG6 A6GACTGC0G T6CCC0606G 60 

AG6G6CTGA6 TTTGGCAGGG CCOICTTGAC CCT6TTTC0C AOCTC C OGCC CCCCAGGTGC 120 

GGAGG0GGG6 GCCCCOGGGG OSftCTOGGOQ QOSGACCXSOa GGOOGGAGCT CCG6CC0GTG 180 

AOTCOGGCOS AGCCACCTGA GCCCGAGCCO CGGGACACOO TCGCTCCTGC TCTCCGAATG 240 

CTOCXSCACOS 0QATGG6CCT GAGGAGCTGG CTOGCOXXX: CATGGGG06C GCTGC06CCT 300 

GGGCCACOGC T GC TGCTGCT CCTGCrGCTO CTGCTGCTGC TGCAGCOGCC GCCTCXX3ACC 360 

TQQGCGCTCa G0CXXX3GGAT CAGCCTGOCT CTGGGCTCTO AAQAGOGGCC ATTCCTCRGA 420 

ZU TTCGAAGCTQ AAC3VC3VTCTC CAACTACACA GCCCTTCTGC TGAGCAGOQA TGGCAGGACC 480 

CTGTACGTGO GTGCTOGAGA GGCCCTCTTT GCACTCAGTA GCAACCTCAQ CTTCCTGCCA 540 

GGGGGGGAGT ACCAGGAGCT 6CTTT60GGT GCAGAOQCAO AGAAQAAACA GCAGTGCAGC 600 

TTCAAGGGCA AGGAGCCACA GC6CX»CTGT CAAAACTACA TCAAGATGCT CCTGOOCSCTC 660 

AGOGGCAGTC AOCTGTTCAC CTGTGGCACA GCAGCCTTCA QCCOCATGTG TAOCTACATC 720 

JLj AACATGGAGA ACTTCAOXT GGCAAOGQAC GAQAAGQGGA ATGTCCTCCT GOAAGATGGC 780 

AAGGGCCGTT GTCCCTTCGA CXXX3AATTTC AAOTCCACTG CCCTGGTGGT TGATGGCGAG 840 

CTCTACACTG GAACAGTCAG CAGCTTCCAA GGGAATGACC CGGCCATCTC GOQQAGCCAA 900 

AGCCTT06OC CCAOCAAGAC OQAQAGCTCC CTCAACIOGC TGCAAGACOC A GC TTTTOTO 960 

on GCCTCAGCCT ACATTCCTGA GAOCCTGGGC AGCTTGCAAG GOGATGATOA aUUaVTCTAC 1020 

30 TTTTTCTTCA GOGAGACTGG CCAQGAATTT GAGTTCTTTG AGAACA0C3VT TGTGTCCOQC 1080 

ATTGCCOQCA TCTQCAAGGG CGATQAGGGT GGAGAGCGGG TGCTACAGCA GCGCTGOACC 1140 

TCCTTCCTCA AGGCCCAQCT GCTOTOCTCA OGGCCOQAOQ ATGGCTTCCC CTTCAACQTO 1200 

CT6CA0GATG TCTTCAOGCT GAOCXXXAGC CCCCAOGACT GOCSTOACAC OCTTTTCTAT 1260 

GGGGTCTTCA CTTCCXAGTG GCACAGGGGA ACTACAGAAG GCTCTGGOGT CTGTQTCTTC 1320 

ACAATGAAGG ATGTGCAGA6 AGTCTTCAGC GGCCTCTACA AGGAGGTGAA COGTGAGACA 1380 

CAGCAGTGGT ACACCQTGAC CCACCCX3GTG CCCACACCCC GGCCTGGAGC GTGCATCACC 1440 

AACAGTGCCC GGGAAAGGAA GATCAACTCA TCCXTTGCAGC TCCCAGACXS OGTGCTGAAC 1500 

rrCCTCAAGO ACCACTTCCr GATGGACGGG CAGGTOOGAA GCCX3CAT6CT OCTQCIQCAG 1560 

CCCCAGGCTC GCTACCAGOG aJTGGCTGTA CAC O GOGTCC CTGGCCTGCA GCAGACCTAC 1620 

GATGTCCTCT TCCTGGGCAC TOOTGACGGC CGGCTCCACA AGGCAGTGAG 0GTX3GGCCCC 1680 

CX3GGTGCACA TCATTGAGGA GCTGCAGATC TTCTCATCOO OACAGCCOST GCAGAATCTG 1740 

CTCCTGGACA CCCACAGGGO GCTGCTGTAT GCGGCCTCAC ACTCGGGGQT AGTCCAGGIG 1800 

CCCAT6GCCA ACTGCAGCCT GTACAGGAOC T6TGGGGACT OOCT O CT O GC 0C9GGGACCCC 1860 

TACTGTGCTT GGAGCX3GCTC CAGCTOCAAO CAOSTCAGCC TCTACX3«3CC TCAGCTG6CC 1920 

ACCAGGCCX3T GGATCCAGGA CATCX3AGGGA GCX3«3CGCCA AGQACCTTTG CAGCXX3GTCT 1980 

TCGGTTGTaT CCCCGTCTTT TGTACCAACA GGGGAGAAGC CATGTGAGCA AaTCX:AGTTC 2040 

CAGCCCAACA CAGTGAACAC TTT6GCCTGC COGCTCCTCT CCAACCTGGC GAGGGGACTC 2100 

TGQCTA06CA AGG0G6CCCC GGTCAATGCC TOQOOCTCCT GGCAOGTGCT ACCCACTGGG 2160 

GACXrTQCTGC TG6TGGGCAC CCAACAGCTG GGGGA6TTCC AOTGCTGGTC ACTAGAGGAG 2220 

GGCTTCCAGC AGCTGGTAGC CAGCTACTGC CCAGAOGTGG TGGAGGACX3Q GGTGGCAQAC 2280 

CAAACAGATG AGGGTGGCAG TGTACCCGTC ATTATCRGCA CATCGCGTGT GAGTGCACCA 2340 

GCTGGTGGCA A6GCCAGCTG GGGTGCAGAC AGGIGCTACT GQAAGGAOrT CCTGGTQATG 2400 

TGCAOSCTCT TTGTGCTGGC GGTGCTGCTC CCAGTTT7AT TCTTOCTCTA CCGGCACOGO 2460 

AACAGCATGA AAQTCTTGCT GAAGCAGGGG GAATGT6CCA GOGTGCACCC CAAGACCTGC 2520 

CCTGTGGT6C TGCCCCXTPGA GACCCGCXXai CTCAAOQGCC TAGGGCCCCC TA6CACCC0G 2580 

CTCOATCACC GAGGGTACCA GTCCCTGTCA GACAGCCOCC C6GGGTCCCQ AGTCTTCACT 2640 

GAGTCAGAOA AGAGGCCACT CAGCATCX31A GACAGCTTOG TGGAOGTATC CCCAGTGT6C 2700 

GCXX3G6CCCC GGOTCOOGCT TGGCTGGGAG ATCOGIGACT CTGTGGTGTQ AGAGCTQACT 2760 

TCCAGAGGAC GCT6CCCTGG CTTCAGGGGC TGTGAATGCT 06GAGAGGGT CAACTGGACC 2820 

TTCCCCTCCXSC TCTGCTCTTC GTGGAACAOa ACOGTQ GT GC COGGCCCTTQ GOAGCCTTGO 2880 

GGCCAGCTGG CCTGCTQCTC TCX»GTCAAa TA0C3aAAGCT CCTACCACCC AGACACCCAA 2940 

ACAGCCGTGG CCXrCAGAGGT CCTGGCC3UUV TATGGG6GOC TGCCTAGGTT GGTGGAACAG 3000 

TGCTCCTTAT GTAAACTQAG CCCTTTGTTT AAAAAACAAT TOCAAATQIG AAACIAOAAT 3060 

GAGAGGGAAO AGATA6CATG GCAT6CAGCA CACA06GCIG CTCCAGTTCA TGGCCTCCCA 3120 

GGGGTGCTGG GGATGC3VTCC AAAGTGGTTG TCTGAGACAG AGTTGGAAAC CCTCACCAAC 3180 

TGQCXTCTTC ACCTTOCACA TTATCCC3GCT GCCACCXSGCT GCCXnX3TCTC ACTGC3VGATT 3240 

CAGQACCAGC TTGGGCTGOQ TGCX5TTCTGC CTTGCCAGTC AGCCGAGGAT OTAGTTOTTO 3300 

CTQCOQTOQT 0CC3^0CAGCT GAOGOAGCAa AG6GCTAGGT TGOGACTGCG GCOCICACCA 3360 

6GTCCTGG6C T06GACCCAA CTCCTGGACC TTTCCAGCCT GTATCA06CT GTGGCCACAC 3420 

70 GAGAGGACAG CGOSAGCTCA GQAOAGATrT COTQACAATO TAOGCCTTTC CCTCAGAATT 3480 

CAGGGAAQAG ACTGTOGCCT GCCTTCCTCC GTTGTTGCGT GAGAACCCX3T GTGCCCCTTC 3S40 

CCACCATATC CACCCTOGCT CCATCTTTGA ACTCAAAGAC GAGGAACTAA CTGCACCCIX3 3600 

GTCCTCTCCC CAGTGCCCAG TTCACCXTTGC ATCCCTCACX: TTCCTCCACT CTAAGGGATA 3660 

TCAACACI6C GCAGCACAGG GGOOCT G AAT TTATGtGGTT TTTATACATT TTTTAATAAQ 3720 

ATQCACTTTA TGTCATTTrr TAATAAAOTC TGAAGAATTA Cr Q TTT 3766 



Seq ID NOi C49 DNA Sequence 

Nucleic Acid Accession 9i nm_007019.1 

Coding sequence! 41..580 

1 11 21 31 41 51 

I I I I I I 

G6CA0GAG0Q AOTTGCTGTC TCTCTGCCAA COCOGGCOQG ATGGCTTCCC AAAACCGOQA 60 
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GCCIVGCX3QCC 
COOG66TC06 
TAAAGGGATT 
TG6A6CAGCT 
TGGCTACCCT 
GGAOVCCCAO 
TGTCAGGACC 
CTTGAACACA 
A6AAACCTAC 
CTTQTOTOGT 
GACTCfTTAT 
GTT&AGCCCT 



ACTAOGOTCG 
6TGGGCAAAA 
TCTGCCTTCC 
GGAACAGTAT 
TACAATGCGC 
G6TAACATAT 
ATTCTGCTCT 
CATGCTGCOG 
TCAAA6CAGG 
CTTTTTAATT 
CTTGAGCTGT 
TGTATATTAA 



CCGCCGCCOG 
GQCTACAGCA 
CTGAATCAGA 
ATGAAGACCT 
CCACAGTGAA 
GCCTGGACAT 
CCATCCAGAG 
AGCTCTGGAA 
TCACCAGCCA 
TTTCCTTAGA 
GGTATTTTTG 
ATAAATGCAT 



TAAAGGAGCT 
GGAGCTGATG 
CAACCTTTTC 
GAGGTATAAG 
GTTCCTCACG 
CCTQAAGQAA 
CCTTCTAGGA 
AAACCCCACA 
GGAGCCCTGA 
TGGTCTGTCC 
TTTTGTTTTT 
TTTTGTCCTT 



GAGCC6AGC6 
ACCCXCATGA 
AAATGGGTAG 
CTCrOGCTAG 
CCCTGCTATC 
AAGTGGTCTG 
GAACGCAACA 
QCTTTTAAGA 
CCCAGGCTGC 
TTTTTGTGAT 
GTCTTTTAAA 
TTTTAAAAAA 



GGGGCGCC6C 
TGTCTGGCX31 
G6ACCATCCA 
AGTTCCXX»6 
ACCCCAACGT 
CCCTGTATGA 
TTGATAGTCC 
AGTAGCIGCA 
CCAGCCTGTC 
TTCTGTATAG 
TTAAGCCTCG 
AAAAAAAAAA 
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Seq ID NO: C50 DNA Sequence 

Nucleic Acid Accession 8: NM_014SB4.1 

Coding sequencet 227.. 1633 

1 11 21 31 « SI 

GCA0GA6CCC COGGCTGCCG GCGCGGGCGC CGCGGCACGT CCACAGGCTG GGTCGCGAGG 
?^S^TCGC TQA^CAG GAGQ0C0GA6 GCGGGCCTGG GAGGCGGCCC GGAGGTGGGG 
CGCCGCTGGG GCCGGOCCGC ACGGGCTTCA TCTOAGGOCG CA0GGCCCX3C GACCGAGOGT 
^SS? TGGGGCGACA AGCTGCO^GA GCTGOATGG GOCG^ 

G^CTTG TTTGGCCTCC TGGGCX3CCGT GTGGCTGCTC AGCTCGGGCC ACGG^AGGA 
GCAGCCCCCG GAGACAGCGG CRCAGAGGTO CTTCTGCCAQ GTTAQTGQTT ACTTOGATGA 
T^ACCTGT GATGTTGAAA CCATTGATAO ATTTAATAAC TACAGGCTTT TCCW^ 
aSaaaactt CTTGAAACM ACTACTTTAG GTATTACAAG gtaaacctga agagg^gtg 
t^Jotgg aatga^ca gccagtgtgq aagaagogac tgxg^ctgtca aaccatgtca 

ATCTGATGAA GTTCCTGATG GAATTAAATC TGC3QAGCTAC AAGTATTCTO AAGftAOCOA 

taSSStt gaagaatgtg aacaagctga acgacttgga gcagtggatg aatctct^ 

T^AAACA CAGAAGGCTO TTCTTCAGTG GACCAAGCAT GATGATTCTT CAGATAACTT 
GATOAC^ AGTCCCCTQA AflCTGAATAT GTAGATTTGC TTCTTAATCC 
$^S^CTAC ^GGTTACA AGGGACCAGA TGCTTGGAAA ATATGQAATG TCATC^OGA 
?TTAAGCCAC AGACAATTAA AAGACCTTTA AATCCTTTGG CTTCTGGT^ 
AGGGACAAGT GAAGAGAACA CTTTTTACAG TTGGCTAGAA «3TCTCTCTQ ^GM^MAAG 
^CMTCTAC AGACTTATAT CTGGCCTACA TGCAAGCATT AATGTGCATT TGAGTGCAAG 
S^SSi A ^SSS GGTTAGAAAA 6AAATGGGGA CACAACATTA CAGAAITTCA 
aSgOGATTT GATGGAATTT TGACTQAAGG AGAAGGTCCA AGAAGGCTTA AfiAACTTG^ 

Saatagaac taagggcttt atccaaagtg ttaocattct togag°2SS 

AGATTTTCAA CTCTTTACTG GAAATAAAAT TCAGQATGAQ GAAAACAAAA "^^^^^ 
^AAATACTT CATGAAATCA AGTCATTTCC TTTGCATTTT GATGAGAATT CATTTTTTGC 
TGOTGATAAA AAAOAAGCAC ACAAACTAAA GGA6GACTTT CGACTGCATT TTAGAAATAT 
W^T?GTO TTGGTTCjm TAAATOTOQT CrGTG«3GAA AGCTTCAGAC 
TCAGGGTTTG GGCACTGCTC TGAAGATCTT ATTTTCTGAO AAATTGATAG CAAATATGCC 
AGAAAGTGGA CCTAGTTATG AATTCCATCT AACCAGACAA GAAATAGTAT CMWOTOA 
OSCATTTGQA AGAATTTCTA CAAGTGTCAA AGAATTAGAA AACTTCAGGA ACTTGTTACA 
^S?^ iSaSaaac AAGCTOATAT OTGCCTOTTT CTGGACAATC GAGGCGAAAG 
^^5^ ^SJSS CATAATAGCA AtGACftGTCT TAAGCCAAAC ATTTTAT^ 
AAGITGCTTT TGTAAAGGAG AATTATATTO TTTTAAGTAA ACACArrTTT AAAAA^GTQ 
TTAAGTCTAT GTATAATACT ACTGTGAGTA AAAGTAATAC TTTAATAATG ^J^J 
TTTAAAGTTT AATATTGAAT AAAAGGAGOA TTATCAAATT CATATATOAT AAAAGTGfl^ 
GTTCTAAGTC TCTCAAACTA GCGTTTTAT6 TAATAATATG TAATATAAAT AAMlCTATGO 
TAAATCTCAC AAGCATTTAA TAGGAAAATG CTAAGGAGGC CTCATAAATG ACCCATAATT 

acSaS aaStttcag tacatttago gttqctggat ttagcaaata araa^a 

TTGCCCAGTT AGATTTGAAT TTCAGATAAA CAATTAGTTT TTTAATATTT «CMG^^ 
ATTTGGAAAA TACTXATACT AAAAAATTAT TTGTTTGAAA TTCACATTTA ACTGQGAGTC 
TTCTATTTTA TCIGGCAATC CTAAAATAOl TTGGTATGAA ACAAATCACT TTTAGAAGTA 
ii?T^TMT TTOATOOOT TGTTTTTGTO TGTAGAAAOG TACAATAACA ACTfAAAGGC 
ACAGGA6ATT TCTAAACATT GTGAAAAGTT 6AATAGATTA TATATTTATT CTaXAATAC 
TTTCACTAAT ACTAAAIAAA ATTTGGGGWV CACTTTTTAT TTTTATATAA ^^^^^ 
ACRGAAAAGT TTCAAAAATA QTACAAAGAG CTCTCTTACC CAGATTCACT MLTTGrTOLT 

S^Scttta tctttcatgc tttctctgta cacacacaca cacacacaaa tttttcctca 

ATCATTTGAA AGTCAGTTAT AGGCATCATG CCCCTTAAAC CCTAAATACT TCAGTGTGTA 
ATACTGAATA ATTACTAAAA ATCATTTTCT CAGAAAAAAA AACTCCCT.CA ATTCTGGAAC 
TATAATACTG TAAGCCTTAG AATAAATAAT ACTTTCAAOT TCCRATCTAA «firi ^x m i 
GAGTTTTGTT GCCCGTTTTA TGCTTGATGT GTATAGTAAT AGOGTAGOCT ATTTATTTTA 
TTAAAATTTT TTTTAGAGAC AAGGTTTTGC TGTGTTGCCC AAGCTGGAAC TTGAAOGACT 
GGGCTGAAGT GATCTTCCCA CCTCAGCCTC CXaAGTAGCT GGGAATACAfi GTGTCTGCCA 
CCATACCCAG TTTCATTTTT GTTTTTTATA CCOGAAGTTC ATTTCCTTTC TCTCCCTAAA 
ACTGAACTOT AATTTTGGGA GGTTTTCMT AeiGGAAGCT CTTCATTTAT AM^CTATTT 
OAAGGGGTTT AGGAATTTAT ATCACATGGT AATT6TAGA6 AAAAAGAAGC TATATACCTC 
AAAATCOTGC CCTCTTTACA TATGTCTTAT CAGGTATAAC ATGTTGAAAT GTCACATTAG 
TAGTAAAGTG GGGTTTATTT ATATAQT6GT TAAGAAATGT CAGTTTACAC TGCTGTATAC 
TTCTTCTTCT GTGTCCCTAA GGCCTGGfTAC AGTGCCAAGC ACATACTTGG TATCCAATAA 
ATATTTQTTO GATGAAAAAA AAAAAAAAAA AAAA 
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Seq ID NO: CSl DNA Sequence 

Nucleic Acid Accession f : NM_0028Ba.l 

Coding sequencet 37.. 723 

1 11 21 31 41 51 

1 I I I 1 I 
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CCfVGGTCCGO GGTG006A0C GAACTTTGCT GOGTCCATQC AGCCC0GG06 GCAA0C3GCTQ 60 

CCOQCTOOCT 66TC0GGGCX! CAGGGGCOOG CGOCCCftCGG CCCOOCIGCT OQOOCTGCTG 120 

CTGTTOCTGO CCCOGGTGGC GGOGC00606 GGGTCCXSGGG GCXmSACQA CCCTOGGCAO IBO 

CCTCAGGATG CTG G G Q TCCC GOGC AGGC TC CTOOVaGAOA AGGOGOQOQC GGOGC TTCAC 240 

^ TTCTTCAACT TC0GGTCC66 CT08CCCAGC G06CTG0GAG TGCTG6C0QA GGTGCAGQAG 300 

GGCGGGOGGT GGATTAATCC AAAAGAGGGft TOTAAAGTTC AG6TGGTCTT CAGCACAGAG 360 

OGCTACAAOC CAGAOTCTTT ACTTCAGQAA GGT6AGGGAC GTTTGG60AA ATGTTCTGCT 420 

OGAGTQTTTT TCAAGAATCA OAAACOCAGA CCAACCATCA ATGTAACTTQ TACAOGGCTC 480 

ATCGAGAAAA AGAAAAGACA ACAAGA6QAT TACCTGCTTT ACAAGCAAAT 6AAGCAACTG 540 

10 AAAAAGCX3CT TGGAAATAGT CAGCATACCT GATAATCATG GACATATTGA TCXXTTCTCTG 600 

A6ACTOVTCT GGGATTTGGC TTTOCnGGA AGCTCTTACQ TGAT6TGGGA AATGACAACA 660 

CAGQTGrTCAC ACTACTACTT OGCiACAOCTC ACTAGTOTQA GGCMSTQQaT AAGAAAAAGC 720 

TGAAAATTAA CTTQTGCCAC AAOAOTTACA ATCAAAOTOO TCTCCTTAGA CTQAATTCAT 780 

6TGAACTTCT AATTTCATAT GAAGAGTTGT AATCACATTT ATTTCAATAA ATATGTGAGT 840 

15 TCCTQC 846 
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Seq ID N0< C52 DNA Sequence 

nucleic Acid Accession 8s HM_005409.3 

Coding sequence t 94. .378 ~ 

1 11 21 31 41 51 

1 I I i I I 

TTCCTTTCAT GTTCAGCATT TCTACTCCTT CCAAOAAGAG CAGCAAAGCT GAAGTAGCAG 60 

CAACAGCACC AGCAGCAACA QCAAAAAACA AACATGA6TG TGAAGGGCAT GGCTATAOCC 120 

TTGGCTGTGA TATTGT6TGC TACAGTT6TT CAA6GCTT0C CCATGTTCAA AA6AGGA0GC 160 

TQTCTTTOCA TAGGCCCTGG GGTAAAAGCA aTQAAAOTGG CAGATATTGA 6AAA6CCTCC 240 

ATAATGTACC CAAGTAACAA CTGTGACAAA ATAGAAOTQA TTATTACCCT GAAAGAAAAT 300 

AAAGGACAAC GATGCCTAAA TCCCAAATOG AAGCAAGCAA GGCTTATAAT CAAAAAA6TT 360 

GAAAGAAAGA ATTTTTAAAA ATATCAAAAC ATATGAAGTC CTGGAAAAGO GCATCTGAAA 420 

AACCTAQAAC AAOTTTAACT GTGACTACT6 AAATGACAAG AATTCTACAG TAG6AAACI6 480 

AGACTTTTCT ATGGTTTTGT 6ACTTTCAAC TTTTGTAC3U3 TTATGTQAAG GAIOAAAGGT 540 

GGGT6AAAG6 ACCAAAAACA 6AAATACA6T CTTCCTGAAT GAATGACAAT CAQAATTCCA 600 

CTGCCCAAAG GAGTCCAGCA ATTAAATGGA TTTCTAGGAA AAGCTACCTT AA6AAA0GCT 660 

GGTTACCATC GOAOTTTACA AAGTQCTTTC AOGTTCTTAC TTGTTOTATT ATACATTCAT 720 

GCATTTCTAG GCTAGAGAAC CTTCTAGATT TGATGCTTAC AACTATTCTG TT6TGACTAT 780 

GAOAACATTT CTGTCTCTAG AAGTTATCTG TCZGTATTQA TCTTTAT6CT ATATTACTAT 840 

CTGTGGTTAC AOTaaAGACA TTGACATTAT TACTGGAaTC AAGCCCTTAT AAGTCAAAAG 900 

CATCTATGTO TCGTAAAGCA TTCCTCAAAC ATTTTTTCAT GCAAATACAC ACTTCTTTCC 960 

CCAAATATCA TGTAGCACAT CAATATGTAG GQAAACATTC TTATGCATCA TTTGOTTTQT 1020 

TTTATAACCA ATTCATTAAA TGTAATTCAT AAAATGTACT ATGAAAAAAA TTATAGQCTA 1080 

TGGGATACTG GCAACA6TQC ACATATTTCA TAACCAAATT AGCAGCACGG OTCTTAATTT 1140 

QATGTTTTTC AACTTTTATT CATTQAGATO TTTTOAAGCA ATTAOGATAT OTOTOTTTAC 1200 

TGTACTTTTT GTTTTGATCC GTTTGTATAA ATGATA6CAA TATCTTGGAC ACATTTGAAA 1260 

TACAAAATGT TTTTGTCTAC CAAAGAAAAA TGTTGAAAAA TAAGCAAATG TATACCTAGC 1320 

AATCACTTTT ACTTTTTQTA ATTCTGTCTC TTAGAAAAAT ACATAATCTA ATCAATTTCT 1380 

TTGTTCATGC CTATATACTO TAAAATTTAG GIATACTCAA GACTAGTTTA AAGAATCAAA 1440 

GTCATTTTTT TCTCTAATAA ACTACCACAA C C TTT C TTTT TTAAAAAAAA AAA 1493 



Seq ID NO I CS3 DNA Sequence 
5U Kucleic Acid Accession #: FGEKESH predicted 
Ooding sequence t 1..609 

1 11 21 31 41 51 

^^1 I 1 1 I I 

ATGCTG066C AGQTGCTT06 CAGAGGGCTC CAGTGGTTCT GCCACAGGCT GG6TT1QTGC 60 

GTGAGCGGGC A00C3GQTCTT TTTGCTCACC OTOOCOOCAO TCCTGACAAT CACCTTOGGC 120 

CTCAGC6CGC TCAAOCGCTT CCAGCCOGAG GGOQACCTGG AGOQCCTGGT 0GCT0CCA6C 180 

CACAGCCTGO CCAAGATOSA GOGCAGCCTG GCCAGC3«5CC TTTTCCCCCT GGACCAGTCC 240 

AAAAQCCAOC TCTATTOGGA CTTACACACC CCTGGGAGGT ATGGCAGGGT QATCCTCCTC 300 

50 TCCCCAACOS GGGACAATAT TTTGCTGCAO GCTGAGGOGA TCCTGCAGAC CGACGGAGOC 360 

GTGCTGQAAA TGAAOOTGAA CC3^CAAG08C TATAATTATA CTTTTTGOCA TCI G TOTOTO 420 

TTGAOAAATC AGGATAAGAA ATGOSTGCTO GATQATATTA TTTCAGTGCT AGAGGATCTC 480 

AGGCAGGCTG OOGTCTOCAA TAAGACAACA GGCAGGOTQC AAGTGAGQTA TGOCAACACT 540 

AAATTAAAGG TATGCTCSCTT CTGCATOCrT CIOCCAATTA AAQAGQCAOC ACTTCATTTC 600 

65 TT6C0CTAA 609 

Seq ID NOx C54 DNA Sequence 
Nucleic Acid Accession If: I1M_00243B.1 
Coding sequences 104.. 4474 " 

1 11 21 31 41 51 

I I t I I I 

OGGAACTTGG ATTAGGTGGA GAGGCAGTTG GGGGGCCTC6 TTGTTTTGOQ TCTTAGTTCC 60 

GCCCTCCTOT CCATCAGGAG AAGGAAAGGA TAAACCCTGO GCCATGAGGC TAOXCTGCT 120 

LfA^U 'rm' T GCCTCT O TCA TTCOGGGTGC TOTTCTCCTA CTOGACAOCA OGCAATTTTT 180 

AATCTATAAT GAAGATCACA AG0GCT60GT GGATGCAGTO AGTGOCAGTQ COGTOCAAAC 340 

CGCAGCTTGC AACCAGGATO COGAATCACA GAAATTCCGA TGOQTGTCOG AATCTCAGAT 300 

TATGAOTOTT GCATTTAAAT TATGCCTGGG AGTGCCATCA AAAACAGACT GGOTTGCTAT 360 

CACTCTCTAT GCCTGTGACT CAAAAAGTGA ATTTCAQAAA TGQGAGTGCA AAAATQACAC 420 

ACTTTTGGGG ATCAAA6GAG AAGATTTATT TTTTAACTAC GGCAACAGAC AAGAAAAGAA 480 

TATTAT6CTC TACAAGGGAT C6GGTTTATG GAGCAGGTGG AAGATCTATG GAAOCACAGA 540 

CAATCTGT6C TCGAOAQOTT AtOAAGOCAT GTATAOQCTA CrAGGCAATO CCAATGQA6C 600 

AAGCTGTGCA TTOCO G TTCA AGTTTGAAAA CAAGTQGTAC GCAGATTGCA GGAGTGCTQO 660 

QOGGTOOGAT GGATGGCTCT GGT6CGGAAC CACTACTQAC TATGACACAO ACAAGCTATT 720 
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TCSQATATTGT CCATTC3AAAT TTGAGGGCAG TQAAAGCTTA TGGAATAAAG ACCCGCTGAC 
SiSS ?^ATAA ACTCCAAATC CGCTTTAACG TGGCACCAAG CGAGGARA^ 
^A^Cro AGCTCCTGAG CATCACAGAG ATACATGAGC AAAOVTACCT 
^TTCCT TGACCTCAGG ACTCTGGATT GGACTTAACA GTCTGAGCTT 
^a^Sot tSSgtgga GTGACOGCAG TCCTTTCCGA TATTTGAACT ggttaccagg 
S^^^ gSgaacctg gaaaaagctg tqtqtcacta aatcctggaa aaaatgctaa 
SSaatgtg ttcagaaact gggctatatt tgcaaaaagg gcaac^ 

^?S^TCT TTTCTTATTC CCTCAGAAAG TGATGTGCCT ACTCACTGTC CTAGTWTG 

GT^CGTAT gccggtcact gttacaagat tcacagagat gagaaaaaaa tccacaggga 

S^SS^IcC S^GCMSA AOOAAGGOQO TGACCTCACA AGTATCCACA CCAltXy^ 
MCTaS TGAOCCAAAT GACQAAT^ CK3ATOGCTT 
S^S?? SIStT^ TCTACTTTXy. GTGGAGTGAT GGGACCCCTG TAAOGTT^C 
^AATGGCTT CGTGGAGAAC CAAGCCATGA AAACAACAGA CAGGAGGATT GTOTCeTGJJ 
^gS GA^ACT GGGCAGATCG GGGCTGTOAG TCGCCTCTTG GCTACftTCTG 
S^TGA^ TCAoSaGCJC AAG6TCCA6A AATAfiTGGRA GTCX5AAAAA0 OCTGCfl^ 

^^AAA aaaSt^ TTTACTGCTA TATGATTGGA catacgcttt caacatttgc 
ScTCTA ataatgagaa tgcttattta acaactattc aagaca^ 

TGAACA^ TTCCTGACTA GTrTCGTTGG CTTAAGGCCT GAAAAATATT TCTGGACAGO 
^^^^ ItSaAaSa AAGGGACTTT TCAGTGGACC ATC6AGGAM A03™GOTT 
SCC^TQO AATTCAGATA TGCCW3QQC0 AAAGOCAGGG TGTGTTGCCA T6AGAACOGG 
SS^^^GGQ GGCT^GOG ATGTTTTOAA ATCTGATGAA AAGGCAAAAT TTGTGTGCAA 
CCCACCCACC GAAGCCCAC^ JSJS SSSS^ 
TCCGGAGGAT TGGGGCGCCA GCAGTAGAAC AAGCTTGTGT TXCAAGCTOT «5CA^ftG3 

ISS^TCAG Iagaaaaogt ggtttgaatc tcgagatttt tgtcgagctc tcggtgsa^ 

^^SSgC MCAATAACA AAfiAOSAACA GCAAACAATA TGGCGATTAA TAACAGCTAG 
SSSc CaSaACTCT TTTCGTTGG6 ATTCACATAT GGAAGCCCTT CROAAGGTTT 

gatcgttctc ctgtttcata tgaaaactgg gcttatg^jg aacctaataa 
??SSaaS gttgaatact g-togigagct gaaaqgmac cctactatgt cttosm^ 
gaac^ctta acaactggat ttgccagata caaaaaggac aaacaccaaa 

IJSSSCCA ACACCAGCTC CTOytfSACAA TCCACCAGTT ACTGAAGATG GGTGQGTTAT 

?SSSt attt^gcaa agagaaggaa accatggaca atgcgcgagc 

AGGaStTG GTGATCTTOT TTCTATTCAA AGTOAAAGTC MAJGAA^ 
?SSSa TATGTAAACA GAAATGATGC ACAGTCTGCA XATTTTAtTC OTTMTT^T 

SSg^ aaaaagtttg cttggatgga t^gcaaa gtgga^aog tgtcttgggc 

^&r«rtfym&& rrpAATTTTG CAAATOAAGA TGAAAACTGT GTGACCATGT ATTCAAAHV. 

^SJS TCaVAAMOC TTCATTTOCO «G«ACATAA 
SotMC AATCCWCCA CAGTIAroCC TACCMGCCC TOGSICCCAT CMGGTOCAR 
^^^^ ^i?5ilACA GCAACAAGTG TTTCAMATC TW^AJTO "^^^^ 
i^AAAAAT TGOCftAGBGQ CA0C3RAAA0C TTCTATAGOC TnGOWSGmL MCTOaTCTC 
^^^AftM OMMMSGC AAOOVTTTCT TACCTATCAC ATGAAOOACT caCTWCM 
GG^«^ ATCTCAATTC AGAACACAOG TTCCTTTGGA WGATGGACG 
I^SSc^ ?aC^CT GGGGGAAAGG TTACCCTGOT GGAAGAAGAA «^TCTTTC 
??S^IaGM GCT^TOTG TTGTTArTAT TOGMIWOCA TCW*1t»M 
JI^^GM ACCTOC^» OTAAACGAOO CtACATATCC CACaCAOOAT COOACCCITC 
SS^S^Sa SaTtSaAC AGATGGCITT OrrAAATATO Gcww^ 
S^A^ MQA^AAA AATTTCAATG GCATGAAGCG GAGACATACT GCMOSFISi 
^T^TT ATMCOGCA TPCIGGATCC CIACAGTAAX OCaTTrGCGT GGCTGCROAT 
^^^^ tStooc CCIGAACWW AACTTOACTG atamcaata 

SSIS ^tamtgS gggtgaggta cactaactco gcigciwtg AsccoAm 

^S^S TOTOTTTATC TOGATCTTGA •TCGCTACTGG AAGACAGCAC ^TGC^TM. 

^^JStS t^ctgta aaaoatcaga toaaatccct ocmctoaac ckcamci 

^SgOCMA T6<XOG0ASr CACATCACAC AGCATGGATT OCTTTCCATG eTOCTOTTA 
SSSSo T«T^^ CAAOAAACro OGSCCAAGCP TCTCIGOAAT OTCTTOGAM 
SgttJcOT C^TTTCCA TTeAAMjreO TQCRQAATOC AGTTTTCTGT CATAIOGGGT 
iSArSro QATAGGATTC TTCASAAATQ TTOAAflOaAC 
OTCOSGICTC CTTI^ 
TGGTGAACQO AAtGATTGTQ TAGCTTTACA TGCGTCTTCT GGGTTTTG6A OTAATATTCR 
^??cttS T^MOAT ATATTTGTAA AAQACCAAAA ATTATTGATG CTAAACCTAC 
SSSS^ AAGCTGACAC AAGGAAGATG GACCOTTCTA ^COGTCTTC 
CAACOTGQCC GQAQTAGTCA TCATTGTGAT 0CTCCT6ATT TTAA^TG CTGGCCTTGC 
nrrcTATTTC TTTTATAAGA AAAQACOTGT GCACCTACCT CAAGAGGGCG CCTTMAAA 

SSS^ SS^S^ aSSagccc AGGAACTAOT GATATGAAAG atctc»tggo 
SS^iSI SSaTOAAC ACTCOGTCAT CTAGTACCTC AATGCGATTC IGftGATATTT 

aaSSSac tqaaatttaa aatttttagt tcaatgtgat tgttttcttt 
SgaJt^a ctggtctgtc cttttttcct ttgcctaatt gaaoraataa 
. ??Sttt tctagcctgg caagatattt tcataaaaga ggoaxaaml wctgattac 
SScSttaa aatattttag ataaatgcac agcaccacag caccacatct ^^^^^ 
Stg^mc tgatotcagc ttcatotgqa ttttaagcac tctagaaaca J^gaagcttc 
TCAABGAGCT CCCMlAm gttacctatt aaattgtaac tcagcaagta 

SSSS GGTACAAATT TCCTCAAGTG GCATAAAAAT GTAGTC^ 

SScStta ccagttttta rrrccACTCc aattatttag a acttta ttt o«JM«roc 

AGAAGAATAA GGCAGCTGAG AATCrTGTTT CCCCCAAGAG AGTTTTACAG GCTGAGTGTT 

iSSS GTTATA1XITA TATCAGGAAT iJCAAG^JTQT 
TOTAAATTTC CATAACTGGA TGTACTTAGA TRATGTGAAA TAAACATTAA AGACAAGC3TC 
TATTTTTAAT AAAAAAAAAA AAAAA 



780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
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1560 
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1680 
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Seq ID NO: C55 DNA Sequence 

Nucleic Acid Acceasion #» N11_024S74.2 

Codlxig aequencet 424.. 2130 

I 11 21 31 *1 51 

Ltgo^icta Lgoggcx» Liu^GOcr^ 11^ 

CCCGCCGCCC AGCCCCCeCA COCTCCCTGC MTTTAAAAfi GACCTCCOGC CGCTTCTCGG 120 
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5 



GGCTGCCCC36 GGATTCOCCIl QOOCCOOSGG GCTCOCTACT GCACTTGGCA GCAACTTGGG 180 

0GACG60QGG COG C COGCCC TOGCCOGCCT TTGAAGTTTQ CTGTOCGQAC OGCAftAGTTG 240 

GGACACTTCA GOGGATTGAA TTTTTCTCTT TTATCTGCCT 0C3STCCC00C CCTCCAGGCT 300 

TCTCXSTTCCT GGATATTGQT GCTTAGCATC TTQGCAGGGT COGGGGAOGT GGACTATTTC 360 

GCACACQVCA CCACG6GGAG GGATTTTTTT CTATTTTCOC TAGQAAAAAC AGATCTTTTT 420 

AA6QATG6TG CTCCTCCACT G6TGCCTGCT GT06CTGCTG TTTCCACTCA GCTCAAGQAC 480 

CCAOAAGTTA CCCACCOGGO ATGAGGAACT TTTTCAGAT6 CAGATCOGGG AOVAGGCATT 540 

TTTTCATGAT TOSTCAGTAA TTCCAGATGG AGCTGAAATT AGCAGTTATC TCTTTACSAGA 600 

TACACCTAAA AGGTATTTCT TTGTGQTTGA AGAAGACAAT ACTCCATTAT CAGTCACAGT 660 

lU GAOGCCCTGT GATGOCSCCTT TGGAGTGGAA GCTGAOCCTC CAGOAOCTOC CAOAQGACAG 720 

GAOGGGGOAA GOCTC A GOTG ATCTGGAACC TCTTOAGCAG CAGAAOCAOC AQATCATTAA 780 

TGAGGAAGGC ACTGAGTTAT TCTCCTACAA AG6CAATGAT GTTQAfiTATT TTATATOSTC 840 

TAGTTCCCCA TCCGGTTTAT ATCAQTTGGA TCTTCTTTCA ACAGAGAAAG ACACACATTT 900 

CAAAGTATAT GCCAOCACAA CTCCAGAATC TQATCAGCCA TACCCTQAGT TACCCTATGA 960 

CCCAAGA6TA GAT6TQACCT CACTGGG6G6 CA(XAC36GTC ACTTTGGCCT GGAAACC3UkG 1020 

CCGCACTGOC TCTTTQCTOA AACAACGCAT TCAGTACIGT GTGGTCATCA ACAAAGAGCA 1060 

CAATTTCAAA AGTCTCTGTG CAGTGGAAGC AAAACTGAOT GGAiOATQATG CTTTTATGAT 1140 

GGCACOGAAA CCTGGTCTGG ACTTCAGCCC CTTTGACTTT GCCOVCTTTG GATTTCCTTC 1200 

TQATAATTCA GOTAAAOAAC GCAGTTTCCA GGCAAAGCCT TCTCCAAAAC TGGGGGGTCA 1260 

TGTCTACTCC AG6CCCAAG6 TTQATATTCA GAAAATCTGC ATAGGAAACA AGAACATCTT 1320 

CACOQTCTCT GATCTGAAAC COQACAOGCA GTACTACTTT GACX3TATTTG TGOTCAACAT 1380 

CAACAQCAAC ATGAGCAC06 CTTATOTAGG TA0CTTT8CC AGGACCAAGG AAQAAGCCAA 1440 

ACA6AAGAGA GTOGAGCTCA AAGATGGGAA GATAACAGAT GTATTTGTTA AAAGGAAGGG 1500 

AGCAAAGTTT CTACX3C3TTTG CTCCAQTCTC TTCTCACCAA AAAGTCACCT TCTTTATTCA 1560 

CTCTTGTCIG GAT6CT6TCC AAATCCAAQT GAGAAGAGAT GGOAAACTTC TTCTOTCTCA 1620 

GAAIGTQ6AA GGCATTCAGC AGTTTCAGCT TAOAGGAAAA CCTAAA6CTA AATACCTOGT 1680 

TOSACIGAAA GGAAACAAGA AA66AGCATC TATGTTGAAA ATTCTAGCTA CCACAAG6CC 1740 

TACTAAGCAG TCATTTCCCT CTCTTCCT6A AGACACAAQA ATCAAAOCCT TTQACAAGCT 1800 

CCX3TACCTGT TCCTCGGCCA CCGTGGCTTG 6CTAGGCACT CAGGAAAGGA ACAAGTTTTG I860 

CATCTACAAA AAAOAAGTGG AT6ATAACTA CAATQAAGAC CAGAAGAAAA GAGAGCAAAA 1920 

OCAATGTCTA GOACCAGATA TAAGOAAOAA GTCAGAAAAG QTCCTCTGTA AATATTTCCA 1980 

CAQTCAAAAC CTGCA6AAAG CAGTGACCAC AGAAACAATT AAAGGTCTTC AGCCTX^GCAA 2040 

ATCTTACCTO CTGGATGTTT ATGTCATAGG ACATQGGGGG CACTCTGTAA AGTATC3U3AO 2100 

TAAGGTTGTG AAAACTAGAA AGTTCTGTTA GTTACCTTCT TATAGAGATA TATTATGTAG 2160 

AACTCCAGGA GGGACATTAA ATCACTTTAA OTATAAACTG ACTACTCOCA CAGTTGAGAG 2220 

AAGTTGTGAC CTGTACTTGT ACTATGGAAG GAAGGATATC AAOGTGTGTA TATTGATGTT 2280 

TATATAAGTA ACTCTTGAAG GAGACTTGTT CTAGCGTGCC CCATGGTACC TAGTGTGTOT 2340 

CTQATGCCGG TTGGTGTCAA AGATAGAOOO CTTCTTGAAG GAACTTGCCA TTCCTTGCTT 2400 

TQACCACTGC ATGAACTGCT TCTAAATTAT TTTATTACXTT AAAAATTTAA AATATGCCAT 2460 

TCATTGCACA CACCCACAAA TGCAAATCAT TCCTCTCTAT AGATOCTAGG ATATATATAA 2520 

ATTATTTTAT AAATTCTTGT TTTAAATGTC AGTGTTTCTA TQATTGTAAA CTATTAAATT 2580 

CTTTTCCTAT TAAAGTACAG ATCTAATCTA AGTATTATTA AGTTGATAGC CCTCTAOTCA 2640 

GTTATATTGC TATTGTAAAT TCTTGTTTGT TGAGTAAAAT OTTTAAATAC TATATGTATC 2700 

TCATGTACAA AGTTGACATA CATTATATTC ATGTACATAA AATTAAAGAG ATTAGATTAT 2760 

ATACTGTTAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAA 2808 
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Seq ID NO: C56 DNA Sequence 
Nucleic Acid Accession #: BC034229.1 
D\) Coding sequence I 3 73.. 1422 



55 
60 
65 
70 
75 
80 



1 11 21 31 41 51 

1 I I 1 I I 

ATCCX3GCGGT GGTGAOGOSA GAG6CTQG60 TCTCCAaOAC CAACTCCTCT TGATCTTOGT 60 

CTTCCTCAQC CT6CTCAATG TGAAGCCCCT GATCATGATT CACTTCCACT TAATAAATAA 120 

AGTGTTTACA AATCAGAATA ACTTTTAGAC AATATTAAGG TGGTAATCAT GAACAGAAAA 180 

GATTTTGTAG TTCTTCCATG QGGAAAACCT GGAAATTCTO TAAAGCTAAA ATATAGCAAT 240 

GTAATAATTA AAACAAAAGT CTAAGATTIO AAOAGATAAT TTOCTTCA06 ATTTTGATGG 300 

AAGGCAAATO CTAACTTTAA AAACCA6ATT TOQGAGAAGT AGAAAAGAAA TAOAAATGCT 360 

CAA6AACTGC GAATGGAGAA AGTACAGTTA GAOTTTGAGA ACCAAGAGAT GGAGAAGAAA 420 

CTGCAAGAAT TCOGATCCAC AAGAAACAAA GAAAAGGAAG ATAGAGAGTC AAGOSAGTAT 480 

TACTGGAAAT CTGGAAAAGT GGGCAAATTG GTCAATCAAT CATATATGAT GTCACAAAAT 540 

AAAGGAAAT6 TTOTTAAGTr TTCTGCTGQA AAAGTGAAAT TAAAATTGCT GAAGGAACAO 600 

ATTCAAGAGC CAOTGAAACC AACAOTTAAT TATAAAATQO CAAATTCTTC AGAATGTGAA 660 

AAACCCAAGA TAAATGGGAA AGTTT6TG6A CAGTGTGAGA ACAAA6CTGC TCTACTGGTA 720 

TGCCTTGAAT GTGQAGAAGA TTATTGTTCA GGATGCTTTG CTAATGTTCA CCAGAAAGGG 780 

GCACTAAAGC TOCACAGAAC AACTCTTTT6 CAGGCAAGAT CTCAAATATT ATTCAATGTA 840 

TTGGATGTT6 GCCATCAGTT TATAAAGGAT GTTAATCCAO AT6AAC0CAA AOAGGAGAAT 900 

AATTCTAGAA AGOAAACCAG TAAAATTCAA CATAAACCCA AATCIOTACT TGT0CA6A00 960 

AGCAGCTCTG AGGTAGAAAT TACAAOGATG AAAAGAGCAC AA06TACAAA AOCAAGAAAG 1020 

A6TCTGTTGT OTGAAGGGTC ATTOQATGAA GAAOCTTCTO C3VCAGTCCTT TCAGGAAGTG 1080 

TTAAGTCAAT GGAGAACOGO AAATCATGAT GACAAGAAGA AACAGAATTT ACATQCA6CA 1140 

OTAAAAOACT CATTOQAAGA ATGG8AAOTA CAOACTAATC TGAAAATTTG GASAOAAGCA 1200 

CTTAATATTO AACTTAAAGA AGACATTCTA TCCTATATGG AAAAATTATG 6CTTAAAAAA 1260 

CACAGGAGAA CTCCACAAGA GCAACTTTTT AAATGCTACC AGATACXTTTC CCAC^TCCAC 1320 

ATGAAACCAC TGGTGATGCA CAGTGTTCTC AAAATGAAAA OGATGAAGAT AOTGATGGTG 1380 

AGGAGACCAA AGTACAACAC ACAGCTCTTT TATT6CCAGT AGAAACATTA AACATAGAGA 1440 

GACCTGAACC ATCTCTGAAO ATAGTCX3AAC TGGATGATAC TTATGAAGAG QAATTTGAA6 1500 

AAGCAGAAAA TATTGlGCXrr TACAAAGTTA AATTAGCT6A TQCAOACAGT GAACX3AAGTT 1560 

GTGCTTTTCA TGATTGTCAG AAGAATAGCT TTCCATATGA AAATQGCATC CATCAACATC 1620 

ATGTTTTCGA TAA6GQAAAG AGA6ACTTCT TAAATCTTTG TCTGAGAAAC AGCTCTACTT 1680 

ATTATAAAGA TAATTCAAAA GGAGAAACTT CAAACACAGA TTTTGACAAC ATOSTGGATC 1740 

CT6ATGTGTA TrCTTCTOAC ATTQAAAAAA TTQAGQAAAO CAOCTCCTTT GAAAGAAATT 1800 

TAAAGQAOAA AAATATAG6T TTAGAAAGTA ATCAAAAGTC TGATGAtTCC TQTGXATCAC 1860 
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TTGAAAGCAA GOACACTTTG CTAGGTAGAG 
TATCTCAAGA CATCAAAGAA TCCTTGGAAT 
AAGAATCAAA AACTACAAAG TCA TCAC TGT 
CTPiTMCMA ACAATATCAA GGACTTGAGA 
5 TCAACTTACT TCCTTCTCAT CXJTTTAGAAT 
CAGOTCACSVA ATCACAGAGA CCTTCAACAG 
AAAGCTCXAG TTGCCTTTCA TC3CTCTCATC 
CATCTAGAGC TGCTTCTGAA ATTTCAGAAA 
AGCTTTCCTT AGATQACACT ACTGATCAAC 
10 AAGTGCTGAG ATCTCTTGCA GATACTTCAG 
TCCC3M3ATTT CAGCAGCCAA TCACTGAATA 
CCTCACATGT 6AQGQGTCCC TGTGGAG TTG 
AAATTC3W3TC TTTGCTGTCA CTTTCTOAGA 
TCAACAAGCA ACATGTCATC ACACTACOGT 
15 ATTACTGTTT CXa^TTTTGTA CCCA6AGTAA 
TTACCTATCC AAGTGCTGGA 6ATTTTGATT 
ACTAATAAAA GTAAAATTAT AAGTTCAAAA 



ATTTAGAAAA AGCTCCXMrT GAGGAGAAAT 1920 

TGAGCAATCT GTATAAGAGG CCAAGCTTTG 1980 

TGTTACAAGA AATAGOCXOC AGAAGTAAGC 2040 

GATTCTTTAT TTTTGATACA AATGAAAGAC 2100 

GCAACAATTC CAGTACTAGG ATTACACTTG 2160 

CAAATTTTCC ACTTTCCAAC TCTGTTAAA6 2220 

CTCGATCAAG AAGTGCAGCT GCTCAATCAT 2280 

TIGAATATAT TCATATTACT GACCAGAATG 2340 

ATACTTTAGA CAATTTGGAA AAAGAATTAC 2400 

AAAAGCTTTA CAGCTTAACC TCAGAAGAGT 2460 

TAAGTCA6AT TTCCACAQAT TTCCTTAAGA 2520 

AGGAATTGAG CTGTTCTGGA AGAGATACXai 2580 

GCaGTACAGA TGAGGAGGAG GAAGATTTTC 2640 

GGTCRAAGW3 TACTTAAAGA TTATTTGTTC 2700 

AGCAAACAAC TGAGAAAAGT AACXAAGIGA 2760 

ACTAATGTCT TTGATGTTTC AAG6CTACAA 2820 

AAATTTTTAA AAAAAAAAAT AAAAAA 2876 
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Seq ID NO: CS7 DNA Sequence 

Nucleic Acid Accession #i NM_024687.1 

Coding sequence : 138.. 1706 



1 11 

I 1 
AAAAACATGA TGACAACAAG 
AATGOGAAGT ACAQACTAAT 
AAQACATTCT ATCCTATAT6 
AGCAACTTTT TAAAATGCTA 
CACAGTGTTC TCAAAATGAA 
ACACAGCTCT TTTATTGCCA 
AGATAGTCGA ACTGGATGAT 
CTTACAAAGT TAAATTA6CT 
AGAAGAATA6 CTTTOCATAT 
AGAGAGACTT CTTAAATCTT 
AAGGAGAAAC TTCAAACACA 
ACATTGAAAA AATTGAGGAA 
GTTTAGAAAG TAATCAAAAG 
TGCTAGGTAO A6ATTTAGAA 
AATCCTTGGA ATTGAGCAAT 
AGTCATCACT GTTGTTACAA 
AAGGACTTGA GAGATTCTTT 
ATCQTTTAGA ATGCAAC3UVT 
TTCCAGACCA TAGCTTAAGT 
GTGCTCRQAG TCC ATCAT CA 
CTTCAACAGC AAATTTTCCA 
CCTCTCATCX: TCGATCAAGA 
XTTCRaAAAT TGAATATATT 
CTGATCAACA TACTTTAGAC 
ATACTTCAGA AAAGCTTTAC 
CACTGAATAT AAGTCAGATT 
6TGGAGTT6A GGAATTGAGC 
TTTCTGAGAG CA6TACAGAT 
CACTACCGTG GTCAAAGAGT 
CCAGA6TAAA GCAAACAACT 
ATTTTGATTA CTAATGTCTT 
A6TTCAAAAA AAAAAAAAAA 



65 



70 



75 



80 



21 

I 

AAACA6AATT 
CTGAAAATTT 
OAAAAATTAT 
TCAGATACGT 
AACGATGAAO 
GTAGAAACAT 
ACTTATGAAG 
GATGCAGACA 
6AAAATGGCA 
TGTCTGAGAA 
QATTTTGACA 
AGCACCTCCT 
TCTGATGATT 
AAAGCrCCCA 
CTGTATAAGA 
GAAATAGCCT 
ATTTTTGATA 
TCCAGTACTA 
GAATATGCTG 
A6TAGAAAAC 
CTTTCCAACT 
AGT6CA6CT6 
6ATATTACTG 
AATTTGGAAA 
AGCTTAACCT 
TCCACAGATT 
T6TTCTGGAA 
GAGGAGGAGG 
ACTTAAAGAT 
6AGAAAAGTA 
TGATGirm 
AAAA 



31 

I 

TACATGCAGC 
GGAGAGAACC 
GGCTTAARAA 
TCCC31CATCC 
ATAGTGATGG 
TAAACATAiQA 
AGGAATTTGA 
GTCAAOGAAG 
TCCATCAACA 
ACAGCTCTAC 
ACATCGTGGA 
TtGAAAGAAA 
CCTGTGTATC 
TTGAGGAGAA 
GGCCAAGCTT 
GCAGAAGXAA 
CAAATGAAAG 
GGATTACACT 
ATAATGCAAT 
AGCAAAAGAT 
CIGTTAAAGA 
CTCRATCATC 
ACCRGAATGA 
AAGAATTACA 
CAGAAGAGTT 
TGCTTAAGAC 
6AGATACCAA 
ARGATTTTCT 
TATTTGTTCA 
ACCAA6TGAT 
A06CTACAAA 



41 

I 

AGTAAAAGAC 
ACTTAATATT 
ACACAGGAGA 
ACATGAAACX: 
TGAGGAGACC 
GAGAGCTGAA 
AGAA0CA6AA 
TTGTGCTTTT 
TCAT6TTTTC 
TTA7TATAAA 
TCCZGATGTQ 
TTTAAAGGftO 
ACTTGAAAGC 
ATTATCTCAA 
TGAAGAATCA 
6CCTATAACA 
ACTCAACTTA 
TGCA6AAGAC 
TGTCTTGGGT 
GGGTCAGAAA 
AAGCTCCAGT 
ATCTAGAGCT 
GCTTTCCTTA 
AGTGCTGAGA 
CCCAGATTTC 
CTCACATGTG 
AATrC3MrrCT 
CAACAAGCAA 
TTACTGTTTC 
TACCTATCCA 
CTAATAAAA6 



51 
1 

TGATTGGAAO 
GAACTTAAA6 
ACTCCACAAG 
ACTGGTGATG 
AAAOTACAAC 
CXIATCTCTGA 
AATATTGTGC 
CATGATTGTC 
GATAAGGGAA 
GATAATTCAA 
TATTCTTCTG 
AAAAATATA6 
AAGGACACTT 
GACATCAAAG 
AAAACTACAA 
AAACAATATC 
CTTCCTTCTC 
AGAGAATGGA 
GTTCTGCAGG 
TCACAGAGAC 
TGCCTTTCAT 
GCTTCTGAAA 

gatgacacta 
tctcttgcag 
agcag(xaat 
aggggtccct 
ttgctqtcac 
catgtcatca 
cattttgtac 

AGTGCTGGAG 
TAAAATTATA 



Seq ID NO: CSS DNA Sequence 

Nucleic Acid Accession #s NM_005408.1 

Coding sequence: 76.. 372 



60 

120 

160 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1884 



AAAAGGCCX3G 
CTCTTAACCT 
GCTTTCAACC 
TTCACATTTA 
AGCAGGTQTC 
GACCCAAAGG 
CTGAAGACTT 
TCCATTCTCC 
AG6ATGCATT 
TTGACTTGTT 
TTGAGCAAGT 
UUGTT'XGTAT 
GATGCTGCAA 
T6TGGAAAGA 
AAAATCTCOV 



11 

1 

CGGAACAGCC 
TCAACATGAA 
CCCAGGGACT 
GCAGTAA6AA 
CCCAGAAGGC 
AGAAGTGGGT 
GAACTCTGCT 
TCTGGCCTCC 
CGGTTTTGTG 
GCTGGTTTGG 
AGGTTGCTGT 
TOGGTTCCCA 
TGTAGGAAGG 
TGAATGCAAT 
AAAAAAAAAA 



21 
I 

AGAGGAGCAG 
AGTCTCTGCA 
TOCTCAGCCA 
GATCTCCTTG 
TGTCATCTTC 
CCAGAATTAT 
ACCCCTACTG 
TCTTCTATGC 
ATTCAAAATG 
AGTTTATTTG 
CTCTAAGCCC 
GGGCTTGAGA 
AGAGCTCTTT 
AGTAGGACTG 



31 
1 

AGAGGCAAAG 
GTGCTTCTGT 
GATGCACTCA 
CAGAGGCIGA 
AGAACCAAAC 
ATQAAACACC 
AAATCAAGCT 
TTTGGAATAC 
TACTATGT6T 
AGTATTGCI6 
CCTTCCCTTC 
GCATGCCTGT 
GTGAATGTGA 
CTGACATTTT 



41 
1 

AAACATTGTG 
GCCTGCTGCT 
ACGTCCCATC 
AGAGCTATGT 
TGGGCAAGQA 
TGGGCCSQ^ 
GGAGTACGTG 
TTCTACCATA 
TAAGTAATAT 
ATCTTTTCTA 
CACTAT(SU3C 
GGGAGTCATG 
GGTGTTGCTA 
GCAGAAAATA 



51 
I 

AAATCTCCAA 
CATGACAGCA 
TACTTGCTGC 
GATCACCACC 
GATCTGTQCT 
AGCTCA CACC 
AAATQACTTT 
ATTTTCAAAT 
TGGCTATTAT 
AAGCAAGGCC 
TGCTGGCAGT 
GACATGAAGG 
AATATGTTAT 
CATTTTATTT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

860 



Seq ID NO: C59 DNA Sequence 

Nucleic Acid Accession fts AK097746.1 

Coding sequence: 185.. 2224 



1233 



wo 03/042661 



PCT/US02/36810 



1 11 2\ 31 41 51 

I i i I I I 

CTTTCATGAC AOTAACAAAT CCAAGATTTT GGAAAAGOGC CTAOGATATT TAAATGACCA 60 

5 CTTCACATAC AACTTATATT GTAATATATG CCGATCACTA TTTGAGAAGO ACAAGCTGTT 120 

ATTTTOCTTT TTATTATGTG GCAATCTTCT TCTGQCAAaO AAAGAGATTQ AATACCAOQA 180 

ACTGATCTTT CTTTTAACTO (3AGGAOTAA6 TCTTAAAAOT GCTQA6AAAA ATCCTGATOC 240 

AACTTGQCTA CAGQACAAAA GCTGGGAGQA AATCTGTCX5G GCAAGTGAAT TTCCTGCCTT 300 

CAGAGGACTC AGGCAACATT TTTGTGAACA TATATATGAA TGGCGAGAAA TCTATGACAO 360 

10 TAAAGAGCCA CATAATGCTA AATTTCCAGC ACCAATGGAT AAGAACCTAA AT6AACTACA 420 

OAAAATAATA ATTCTTGOGT OTTTAAOAOC TGATAAGATA ACCOCAGCTA TAACAAACTA 480 

TGTAACT6AC AAACTAOQGA AAAA6TTTGT A6A6CCTCCA CCATTTQATT TGACAAAGAG 540 

TTACTTGGAT TCAAATTGCA CCATTCCCTT AATTTTTGTT CTATCTCCAG GAGCAQATCC 600 

TATQQCCAGC CTGCTGAAAT TTGCAAATC5A TAAATCTATO TCTGGAAATA AOTTTCAAQC 660 

15 TArrrCACTG GGACAOGGAC AAGOAOOQAT TQCAGCAAAA ATGATTAAAG CAOCAATTGA 720 

AOAAGOAACT tOQGIGTGCC TACAOAATTQ GCATCTTGCA GTGTOCTGGA TGOCCATQTT 780 

GGAAAAAATA TOTGAAGATT TTACCTCTGA AACCTGTAAC TCATCCTTTA GOCTTTGQCT 840 

OACAAGCTAT CCATCTTCAA AATTCCCAOT AACAATTCTA CAGAATGGAO TAAAAATQAC 900 

TAATQAACCT CCCAOGGGTC TTOGQCTOAA TCTCCTTCAA TCATATCTCA CTGATCCAGT 960 

20 TTCTGATCCT GAGTTTTTCA AGGGATGCOO TGGAAAGGAA CT6TTATTTA TCAATGAATA 1020 

TGATACAATT CCATTTGAAG CTATATCTTA CCTGACTGGO GAOrOTAATT ATGGAGGAAO 1080 

AGTGACAGAC OATTGGQACA GACGTCTTCT ATTAACCATO CTOOCTGACT TTTATAATCT 1140 

GTACATAGTT GAAAACCCTC ATTATAAGTT TTCTCCCAGT GGAAACTATT TTGCACCTCC 1200 

TAAAGGCACT TATGAGGACT ACATTGAATT CATTAAGAAA CTTCCATTTA CTCAACACCC 1260 

25 TGAGATATTT GGATTACATG AAAACGTTGA CATCTCCAAO GATCTTCaAC AAACAAAAAC 1320 

CCTCTTTGAG TCCTTGCTCC TCS^CTCAGGQ AGQCTOCAAA CAGACAGGAG CCTCAGGAAO 1380 

TACTGATCAG ATTCTGTTAG AAATTACCAA AGATATCCPC AACAA6CT0C CTAGTGATTT 1440 

CGACATTGAA ATGGCACTAC GGAAGTATCC TGTGAGATAT GAAGAAAGCA TGAATACT6T 1500 

GTTAQTACAA QAAATQOAAA GATTTAACAA TTTAATTATA ACTATAOGTA ACACTCTACG 1560 

30 GQACCTTOAA AAAGCTATTA AQQGTGTGOT TGTGATGGAT TCTGCATTGG AG6CACTCTC 1620 

CAGTAGCTTA CTTQTTGGAA AQGTTCCAGA AATATGGGCC AAAOGTTCAT AOCCAAGGCT 1680 

TAAGCCCXTTQ GOAAGTTACA TCACAQATTT CCTAGCCOGQ TTGAACTTTT TACAGGACTQ 1740 

OTATAATTCA GGAAAACCTT QTGTGTTTTO QCTOTCAGGT TTCTTTTTCA CTCAGQCCTT 1800 

TTTAACTGQA GCTATGCAGA ATTATGOCAG AAAATATACC ACCOCTATTG ATTTG CTAGG 1860 

35 ATATGAATTT GAGGTTATCC CATCTQATAC ATCTGACACA TCACCAGAAO ATGGTGTTTA 1920 

TATCCAOGGA CTGTATCTCQ ATGGOGCAOG CTGGGACCGA QAAAOTGGAT TGCTT6CTGA 1980 

ACAATATCCC AAACTTCTGT TTOACCTGAT GCCCATCATA TGGATAAAAC CAACTCAAAA 2040 

ATCTOOQATT ATAAAGTOGO ATGCCTATGT CTGTCCCCTC TACAAGACAA GTGAACGTAA 2100 

AGQAACTCTT TCCACTAC3GQ GAOVTTCTAC TAACTTTGTC ATTGCAATGT TGTTAAAAAC 2160 

40 AGACCAAOCX ACTCGGCACT GGATCAAGOQ GGGGOTTGCr TTGCTTTGTC AGTTGGATGA 2220 
CTAAATTGGA CAAATTTATA AAACATCCAA AAOTTT 2256 

Seq ID HO I C60 DNA Sequence 
Nucleic Acid Accession ttt J02761.1 
45 Coding sequence i 14 . . 1159 

1 11 21 31 41 51 

I I I I I I 

6AATTC0GOT GCXATQQCTG AOTCACACCT GCTGCAOIGG CTGCTGCTGC TGCTGCCCAC 60 

50 GCTCTGTGGC CCAOGCACTG CTGCCTGGAC CACCTCATCC TTOGCCTGTG CCCA6GGCCC 120 
TGAGTTCTGQ TGCCAAAGCC TGGAOCAAGC ATTGCAGTGC AQAOCCCTAO GOCATTGCCT 180 
ACAGGAA6TG TGQGGACATG TGGGAG006A TGACCTATQC CAAGAOTGTG AGGACATOGT 240 
GCACATCCTT AAGAAGATG6 CCAAG6AGGC CATTTTCCAG GACACX3AT6A GQAAGTTCXrr 300 
GGAGCAG6AG TGCAAGGTCC TCCCCTTGAA GCTGCTCATO CCXXAGT6CA ACCAAOTGCT 360 

55 TGAOGACTAC TTCCCCCTGG TCATOGACTA CTTCCAGAAC CRGACPQACr CAAACOGCAT 420 
CTGTATGCAC CTGGGCCTGT GCAAATCCCG GC3VGCCAGAQ CCAGAGCAGG AGCCAGGGAT 480 
QTC3W3ACCX:C CTGCCCAAAC CTCTGCGGGA CCCTCTGCCA GACCCTCTGC TGGACAAGCT 540 
GQTCCTGGCT GTGCTGCGCG GGGCOCTCCA G6CX3AG6CCT OGGGCTCACA CACAGGATCT 600 

^ CTCCGAGCAO CAATTCCOCA TTCCTCTCCC CTATTGCTOO CTCT6CAGGG CTCTGA3CAA €60 

60 GCGGATCX»A GCCATGATTC CCAAGGGTGC GCTAGCTGTG GCAGTGGCCC AGGTGTGCOQ 720 
CGTGGTACCr CTGQTGGCXX3 G0GGC3VTCTG CX^GTGCCTG GCTGAGOGCT ACTCCGTCAT 780 
CCT6CTCX3AC AOOCTGCPGa GC0GCAT6CT GCCCX»GCrG GTCTOCCGCC TCGTCCTCOG 840 
GTGCTCCATG OATOACAGGG CTGGCCCAAO GT06CX3QACA GGAGAATGGC TGC0G0GA6A 900 
CTCTGAGTGC C3^CCTCTGCA TGTCCGTGAC CACCCAGGCC GGGAACAGCA GC3GAGCaGGC 960 

65 CATACXZACAG GCAATGCTCC AGGCCTGTGT TG G CTCCTGG CTGGACAGGG AAAAGTGCAA 1020 
GCAATTTarO GAGCAQCACA CGCCCXaWSCT GCTGACCCTa GTGCX:CAGGG GCTGGGATGC 1080 
CCACACCACC TG0CAG6CCC TCGGG6TGT6 TGGGACCATO TOCAGCGCTC TCCAGTGTAT 1140 
GCACAGOCCC GACCTTTGAT 6AGAACTCAG CTGTCGAGCT GCAAAGQAAA AGOCAAaiGA 1200 
OAOGGQCTCT OGGACCATGO TGACCAGGCT CTTCXXXTTOC TCOCTG GO OC TCSOCAGCTG 1260 

70 CCAGGCTGAA AAGAAGCCTC AGCTCCCACA CCGCCCTCCT CACCTCCCTT CCTOQGCAGT 1320 
CACTTCCACT GGTGGACCAC GGGCCCXXAG CCCTGTGTaS GCCTTGTCTG TCTCAGCTCA 1380 
ACCACAGTCr GACACCAGAG CCCACTTCCA TCCTCTCTGQ TGTGAGGCAC AGGGAGGGCA 1440 
GCATCIGGAO GAGCTCTQCA 6GCTGCACAC CTACCAGQAC CTCCCAGGGC TGOaCTCAGG 1500 
AAAAACCAGC CACTGCTTTA CAGGACAGGG GG TTGAAGCT GAGCCCCGCC TCACACCXIAC 1560 

75 CCCCATGCAC TCAAAGATTG GATTTTACAG CTACTTGCAA TTCAAAATTC AGAAQAATAA 1620 
AAAATGG6AA CATACAGAAC TCTAAAAGAT AGACATCAOA AATT6TTAA0 TTAAGCTTTT 1680 
TCAAAAAATC A6CAATTCCC GA606TAGTC AAGGGTGQAC ACTGCAOGCT CTGGCATGAT 1740 
GGGATGGOGA COGQGCAAOC TTTCTTCCTC GAGATGCTCT GCTGCTTGAO ACCTAT TGCT 1800 
TTGTTAAGAT ATAAAAAGGO GTTTCT' i T TT OTCITTCTGT AAGOTGGACT ICCROATTTT 1860 

OO QATTGAAAGT CCTAGGGTOA TTCTATTTCT GCTGTGATTT ATCTGCTQAA AOCIGAOCIO 1920 
GG G TTGTGCA AOCTAGOGAC CCATTCCTGT OTAATACAAT GTCTGCACCA AT6CTAATAA 1980 
AGTCCTATTC TCTTTTAAAA AAAAAAAAAA AAAA A AAACG GAATTC 2026 



8eq ZD NO: C61 DNA Sequence 



1234 



wo 03/042661 



Muclelc Acid Accession «: NM_139172.1 
Coding sequence: 19..S52 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



GGOGTCTGGG 
CTGCAGGGCT 
GGTQACATAT 
TGCCTGCX3TC 
AAGGTGOSOV 
A6CT6CA6CA 
TTCCTGGCGG 
ACCAAGAAGA 
GTGGAGGGAG 
QAGGAOaKIT 



11 
I 

GAGGTGACAT 
CGGCAGACGG 
GGGACCGGQA 
TCCX3GTGCTG 
GGAA GCACAT 
TCT6CTTQTT 
GTCCGTGTGA 
CGCCGTCCAC 
GCACCGAGGG 
AQGOGAaTCC 



21 
I 

GTTGGGCTGT 
AAATGGAATC 
GAGCTGTGGG 
CTACCXSCAAT 
GTGGGCGCTG 
CTGGTGGGCC 
CATCTCCAAG 
GGGCAGCGTG 
OGAAGGGAOQ 
CGGGGG6ACI 



GGGATCCCAG 
CAGG6ATTCT 
GGCCAGGOGG 
GGQGTCTGCT 
GTCTGGACGT 
AAGCGCCGGG 
TCCGTCTOGC 
CCAGTCGCCC 
GAGGAOGGTO 
GCTCAATACA 



41 

I 

OGCTGGGCCT 
TCTACCCATG 
CCATCGATAG 
ACCACCAGOO 
QCAGCGGCCT 
ACGTGCTGCA 
TGCTCTCCAA 
TGTGGAAAGA 
AG6AQACM3A 
6ATA0SGTG6 



51 

1 

GCTCCTGCTG 
GAGCTGTGAG 
CCCCAACCTC 
TCCAGAC3GAA 
CCTCCTCCTG 
TATGCCCGGT 
GCACCQAGG6 
GTCCAGGQAT 
GGGG6AG6AA 
AOS 



60 

120 

180 

240 

300 

360 

420 

4B0 

540 

593 



Seq ID KTO: C62 DNA Sequence 
Nucleic Acid Accession #! NM_0S4023.2 
Coding sequence: 98.-379 



1 11 21 31 

I I t 1 

GGGGACACTT TCTATGGCAA GTGGAACCAC TGGCTT6GT6 
ATTITTAAAC TCCTGAAAAA TATCCCAGAT AACTGTCATG 
GCTGOIGACC ATCAGCCTTT GTAOTTACTC TGCTACTQCC 
C C n' O .-lG'i r GACAAGTTGG CACCTTTACC TCTGGACAAC 
ATTAAAGCTT CTTCTGAAAA CTCTGGGCAT TTCTGTTGA6 
GAAGIGTGTA AATGAGCTGG GACCftGAGGC WCT^^^ 
GCTATCACAC TTGGTGTOAC ATCAAGATAA AflAOCGGMG 
T6CTCCTATC CTCCCTGCCT GAAACCTOTT CTACCAATTA 
GTAGT6A0CC GTGAAAAQGA CAAATAAAGC AAT6AATACT 
AAAAAAAAAA 

Seq ID NO; C63 DNA Sequence 
Nucleic Acid Accession fft 
Coding sequences 1..2874 



41 
1 

GATTTTGCTA 
AAGCIG6TAA 
TTCCTCATCA 
ATTCTTCCCT 
CACCTTGTGG 
OTGAAGAAAC 
TGGATGGGGA 
TAGATCRAAT 
AAAAAAAAAA 



51 
1 

GATTTTTCTG 
CTATCTTCCT 
ACAAAGTGCC 
TTATG6ATGC 
AGGGGCTAAO 
TGCTGGAGGC 
TGGAA6ATGA 
GCCCTAAAAT 
AAAAAAAAAA 



60 

120 

l&O 

240 

300 

360 

420 

480 

540 

550 



FGENBSH predicted 



41 



51 



ATATTTGATT TGCAGATTTA TGTGAAGGAT GAGGTTGCTQ TCAC^OCT 
^rmCCASa TAACAGATGT GAACOAGCCA CCTCAGTTTC AAGGCAACTT ^^^^^^^^ 

S^AACT^ TCCAGGAACC ATCGTGGCCA ATATCACRGC GQAGGATOT 
^^^Jf^SI^ CCACCTCCTC TACAGCATTA CCACTGTTAG CAAATATTTC 

^S^^ ^SSS Arr^ 

™^ 

SSSS SSJSSS 

SSSfli^ ^GOTGTGT AGGGAAACTC CTCCTTATAA AGCCATCA6A TCTCATGA^ 
SSSSS S?^SSa CAACTCAGGA AAGACTTGCC CCCAIGATTC CATTTCCTCC 

ATGTAGGAAT TCAAGAATCC A^C^ 
ACAAGCTCTQ TCACTOTTAC TGTQAACATC CITOAAGAML ^^^^ 
ACTrCAAACT CTTATTTCCT GGCCCTCCCA GTGGATCTOA AAGTTGGCAC 

SSSS ?SSac cgaccttgat tccagcccca ^^^^^^^ 
otScmgta aogtcaacaa tcatttcacc ttctctccca atgctggttc camgJ^ 
SStgctgc ttacatctco ctttgactat gctgqtggot txgataagat ctgggactac 

CTTGTT6AGA CAGGAACAGT GACACTGAGT ATTAAASTO "CCOCACCC AACCACTOTC 
ATCACCACGA CCCCCAGGCC CAGGGTCACC TATCAQGTCC 'TOAGGAAAAA OGTTOCTCT 
^icGTCCC GTTTGTCATC ACTTTGGGCT CCATATTQCT ^CTOfSSS 
?G6TOTCCT ATTGGCCAAA GCCATCCACA GACACTOCCC CTGCAAG^ 
AGGAACCTCX GACAAAGAAA GOAOAAACQA AGACTGCAGA GJ^GAOGTC 
^^S^^SSSS OAACACTATC TTXGMJ3GAG 

OAGCAAGCTT CACTCGA6CT CTATCCOCTG CTGCCCAGCT GCTGOGACCC TACTraGTA 
^^mS ^TcSot OTGTOGGSAG AGT^^ 

1235 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



wo 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



ATCAOVCTTC COGGCAAOAT TOCAGTOGAT GAOCCAAGGA AACAGGAAAC AGGGCTGCAG 
GGTQATTTGG AGGTCTGGAC TCTATGCCCC GCTGTGAAGG TGGTTGTAGG CAGGOCTCAA 
GCTGAAOGGT GCATTOGATT GGCTCTGAGT CTOAAAAAGT ACAGrTTCTGA TTAA 

Seq ID NO) C64 DNA Sequence 

Nucleic Acid Acceseian ftt XM_168S71.l 

Coding sequences 15S..9B8 



2760 
2B20 
2874 



TACA CAGTOC 
CCT6ATQAT6 
TTCATGATAA 
6GTGAATTGA 
GG6GGTCAGG 
GGCACATGGC 

TTCAACTTCA 
GGCTCTG66A 
6C0G6CAATA 
AATAAOGTCT 
AGGGCATCCT 
CCTGAGGAAA 
CTCCATATTG 
CAGACACTGC 
GAAGACI6CA 
AGAAGGCATA 
AAAOTQGAAA 
TGCCCCACGC 
AGAAGATGAG 
GGGTGGCAAO 
CAAACX3VCAC 
TGCCTCACCC 
TGAGGGGATT 
GAAAG6G0TT 
ATT TCAG AAC 
TGTGTTTCTT 
TAGGAATTCC 
CTGCCCTCXJT 
AAGTCACCTC 
AAGAGTTGGT 
OOT6TCC3GGA 
TCAGTTCTCT 
CTACACTTG6 
ACTACAGQCA 
ATCAOCTAAG 
TAAAAAATAC 
AGGCTGAGGT 
GTGCCACTGC 
AAOTGAATTA 



11 
I 

TGQAGGAACT 
AAGOTTTTCC 
ATCAOTTGAC 
GACAAAATCC 
AGAATCGCAT 
AAAAGTTGAC 
ACCTAAACAA 
CCATGCCATC 
AGATTGTGCT 
AATATACGGT 
AGGTTTATAT 
ATGTATTTQA 
AA06TTTACT 
CTTCTGGGTC 
CCCTGCAAGA 
GAGAGA6AC6 
GATCCAGTGA 
GATCCACTAA 
AGAGTCACTG 
CTGAGTGGCA 
CTGGGCAAGC 
CCAGGAAAGT 
TAAATTCTAT 
CAGACATCCA 
TGATCACATA 
TACCTGTGCT 
CTTTGCATTG 
TGACATAAAT 
TTTAACATCA 
AAATCTTCTT 
CATCTGGAAA 
TCAGCATCCT 
TCATGGTTAT 
GTGGCAGCTQ 
GGGCATGATG 
OTCAGGAGTT 
AAAAATTAQC 
AGGGAGAACT 
ACTCTAGCCT 
CAACACT 



TCTQATAAGC 
ACTGCTAGGA 
AGTGAAGACT 
CCCAGATTTC 
CAAAAGAAGC 
GAAGAAAACT 
GCATGTGAOA 
GTCTOOTTTC 
CTTCAOATTT 
GCTCATGCCT 
CAAGATCAGC 
TTGGTGTGGT 
GCTTAAAOCT 
GGGTGAGAAA 



31 

I 

AOCATOSTGO 
CTCTACAGCA 
CAAGTGGCCC 
CTGGAAGTTC 
TTCATTGTGG 
ATGGT6G0GG 
GATGATGACA 
AGCGOCAGCA 
CTAGACTACG 
GTGCAGGATG 
CCAGAAAAT6 
AGAAGGCCCG 
ATGGTACGTG 
CCTGGTCX5TC 
GAAGGAACCT 
AACTATGCAO 
ATATGAATTC 
AAAATGGAAA 
GATGGGGTCA 
TGAGGATGCT 
AAATCCAGCC 
TAAGGAGG6G 
T6GGCAT6GT 
TGGGATGTTT 
CTGAAATGAT 
AAOACTOTTA 
AGCTCTATTC 
ATCXrTTACAT 
TTCAGITATA 
AGAACAOTGA 
CAGTAGGCAC 
TTCATCCA06 
ATTCTATQAT 
TTTACTTTTA 
GTAA TGCCAG 
CTGGOCTAGA 
GGTGGGCACA 
QftQROQTGQA 
GCAAGACTCC 



41 
I 

OCAATATCRC 
TTACCACTGT 
AAAGGATAGA 
TAGTGAAGGA 
AAGACGTCAA 



GTGAGGCACC 
GATTTTTACA 
AAAATCCAAG 
TGGCCCCCCC 
AGTTTCCTCT 
CCCAG6GTCA 
CCGTTTGTCA 
CTATTGGCCA 
CTGACAAAGA 
ATOAACACTA 
AACTCAAAAA 
GAGTCCAGCC 
CT6AGAA6TG 
GGTCTGG6TT 
TTCATGAACA 
CCTGTCAATC 
6TAG6GGGGA 
GACAAATTTT 
ACAGGAACAT 
ACrrTGQGST 
TGTTCACCAT 
CTGGTTTCCA 
AATATGCCAT 
AAAAAACAGA 
CTlVA ' mtfl 
TTGTCCTGTC 
TATATCACAA 
AAAAATATAC 
CACTTTGCCA 
TGGCAAAACC 
TGTAATOCCA 
GOTTACAGIG 
ATCTCAGAAA 



SI 
I 

AGOGGAOGAT 
TAGCAAATAT 
CCGAGATGCA 
CAGACCATAT 
OGACAATCCT 
CAAGGG6A00 
AAACAACAGA 
GGATCCAGCT 
TAACCTAQCA 
TTACTATAAA 
CATTTTT6AT 
CCTATCAGOT 
TCACTTTGGG 
AAGCCATtXA 
AAG6A6AAAC 
TCTTT6ATGG 
CTGGA6CCAG 
ACCAGGGAGC 
CCAACTGGGA 
CCA GAAA TGA 
GGGCTTAOOC 
ACTGA6ATGC 
AAATQTGQGC 
TAAACAAATA 
TTTCTATCAO 
GTGGAATTGT 
AGAAAGTTTO 
CCTTATTTTC 
ACACCTTTGT 
T6A6TAAGTT 

Trmxri ' iu ' s 

TAGCAGTAGT 
TTTATCTATT 
TTAAAAG7GA 
AGGTGGGCAG 
CTGT CTCTA C 
QCIACTTGGO 
AOTTGAGATT 
AAAAAAATAA 



Seq ID NO I C6S SNA Sequence 

Nucleic Acid Accession #i NM_005266.3 

Coding sequence: 123.. 1198 ~ 



1 
i 

GGCACGAGGC 
ACACAAGGCA 
GATGGGGGAT 
GGTAGGCAAG 
T6CTGA6TCT 
CTGCCA6AAT 
GCAGATCATC 
GGGCATGCAG 
TGOCTCTTAC 
TGQAAGGATT 
CACCACCATG 
CACCCTGCAT 
GCCCACAGAG 
OCTTAGOCIO 
ACOGGGOCAG 
CTGCACACCA 
CAATOOCTTC 
AGTAGQAGQT 
GOCTQAGOTG 
CAAGGQAGOT 
CTOCTTTATO 
GTCCCTTCTG 
TCrCAATGAC 
AGOTQACAAC 
TTGAGATTAC 
GGAAGGGATA 
GGQTTCTCTA 



11 

I 

CATTTTCAAA 
6CAAGCACTG 
TGGAOCTTCC 
GTCTG G CIC A 
TCCTGGGGGG 
GTCTGCTACQ 
TTCGTCTCCA 
GAGAA6CGCA 
GAGTACCCGG 
GCOCTGCAGG 
GAGGTGGGCT 
GTCTGCOGCA 
AAGAATGTCT 
GCTGAACTCT 
CACATGGCTA 
CCCCCOGACT 
AGCAATAATA 
CAGGAGCA6A 
CCCAATGGAG 
CTTAGTAAGG 
GGAGGATCAO 
AACTQATGCT 
GTTGCTCATT 
CCACCCAQAC 
TCATGAAACA 
GCCAGAGGGA 
AGTTCCTAOC 



21 
I 

CAGTCCCTCC 
GGAGACGAAA 
TGGGAAATTT 
CiXn.'CCiX.TJ 
AT6AGCAG6C 
ACCAGGCTTT 
CGCCCTCTCT 
AGCTAGGGGA 
TG6CAGAGAA 
GCACTCTGCT 
TCATTQTQGO 
GQAGTCCCTG 
TCATTGTCTT 
ACCACCTGGO 
AGTGCCAOCT 
TTAATCAGTG 
TGGCCTCCCA 
CTCCTGGGGA 
TCTCACCAOG 
CCAGCAGCAA 
GAOCAGGTOG 
TTCTCACTGT 
AATTCTAGAA 
TGCAOTTCCC 
GGGTAGAGGO 
TAGAATGACT 
TCCTTGACCT 



31 

I 

TGG6AGAACA 
GTTTTGGCAT 
CCTGGAGGAA 
CATATTCOGT 
TGATTTCOGG 
COCCATCTCC 
GOTGTACATG 
GGCC6A6AGG 
GGCAGAACTG 
CAACACCTAT 
CCAGTACTTC 
TCCCCACCCQ 
TATGCTGGCT 
CTGGAAGAAO 
TTCTOGCCCC 
CCTGGAGAAT 
ACAAAACACA 
AQGTTTCATC 
TCACOGCCTT 
GGCAAGGTCA 
GAACAAAOGA 
CATCACTQCT 
ACTATAACCA 
TCCCCACCCT 
AAAGAAGG6A 
CTCTCTCTAC 
GATCACOCTC 



41 

1 

CAOACAGOCA 
CTGTTCCCTG 
GTACACAAGC 
AXOCTOOTGC 
TGTQATA06A 
CACATTCGCT 
GGCCaOGCCA 
G0CAAAGA6G 
TCCTGCTGGG 
OTGTGCAGCA 
ATCTAGGGAA 
GTCAACTGTT 
GTGGCTGCAC 
ATCAGACAGC 
TCTGTQGGCA 
GGCCCTGGGG 
GACAACCTOG 
CAGGTTOQTT 
CCCCATGGCT 
GATGACCTAT 
G6CTCA6AGA 
TGGCTCCTTT 
GGGCTCTQGG 
CTAOCCAOTA 
AGCATGOCAA 
ATACCAGCnS 
CCTCCTCCAA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1330 

1380 

1440 

ISOO 

1560 

1620 

1680 

1740 

1800 

1860 

1930 

1S80 

2040 

2100 

2160 

3330 

2280 

2340 

2357 



51 
I 

QAGQATTACA 
GCTGTGCCAA 
ACTCGACCGT 
TQGGCACAGC 
TTCAGOCTGG 
ACTGGGTGCT 
TGCACACTGT 
TOOGGGQCTC 
A0QAAGG6AA 
TCCTGATCOG 
TGTTGCTGAC 
AOGTATCCCG 
TGTCCCTCCT 
GATTTGTCAA 
TAOTCX^AGAO 
GAAAATTCTT 
TCAC06AGCA 
ATGGCCAGAA 
ATCAXAaiQA 
CAGTGTGACC 
GGAAAGACOT 
GAGCCCOGGG 
AJAGTAAGAG 
TAOGAAGCCT 
AAOCTGGOCT 
CATAOCAAAT 
GGAA6A6CTC 



60 

120 

180 

340 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1300 

1260 

1320 

1380 

1440 

1500 

1560 

1620 
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AAAGTTCCCA GCCAATAGAC AGCATGAATC AAGGAACTTQ gVTT ATATGT GCTC TTQAAT 1680 

CTGTTGTCTC CATGGACCAT TCCTCGGAGT AGTGGTGAGA TC3GCCTTOGG TTGCCCTTGG 1740 

CTTCrCXZTCC CTCTACTCAG CCTTAAAAAG GGCTTCTTGG AACTTTACCA GCAGCCTCAG 1800 

CTTTACAAAT GCCTTG6TAT GTACCTCTGG CAAATGCCCT GGTATGTACC TCTQGCAAAT I860 

5 GCCCCACCTT GGTGATGTTG CAACCTTTCC TTCTGCTAGG 6TGTACACCT AGCCTGTGCA 1920 

GGTGTCAGCC CTGCTAGGGA GTCACTGTAC ACACAAACTC TACTGGAATT CCTGCC AACA 1980 

TCTGTCACCC TGCAGCTCCT TTACAGTTCA ATCXAATGAT AQAAACCATC CCTTCCCTTT 2040 

CTCCCTTGGC TOTTCACCCA GCCATTCCCT GAAGGCCTTA CCAACAGOAA TATCCaAOAA 2100 

GCTQTTQTCC TCTCTCQAAC CCTGACCAGA TCATCAGCCA CTGAGGCCAG TGGAATTTCC 2160 

10 CCAGGCCTTG TTAAAAAAAA AAAAAAAAAA 2190 

Seq ID NO: C66 DNA Sequence 

Nucleic Acid Acceasion #: im_014459.2 

Coding sequence; 73 8.. 3407 

1 11 21 31 41 51 

GTAGATGCAQ TCGGCC36CX3G COGCTGCCTC A6CCAGCAAT GC3UU3ATTAG ATCTCTAAAT 60 
OCRGCAAAAC ACTOCCTGAA AACAGACCGG CCCGOSCAGC AAGCAGACAT TTCACGGTGC 120 
20 GCTGGGGAAG CTTCAAAATA TATCT6TGAC TCTGTCTTCG TTQCTCTTCA TCCCCATCAA IBO 
TTTCATCACX3 GGAGGOGAGC AGCAAGTAAG AATTTCACTT TOGSATCTGC CTAGAGACAC 240 
ACCTCCCTGC TCCCTCCCCC ACTCGATGTG AAGAGTATTC CGG AGTC TCC GGGCGGGAGT 300 
AOATTTGCAO CACCCTAGCG GGAGCGAGGA AAACCTACTG ATTCTTTAGC TCATTATCAT 360 
CTCTCCCAOA CGAOATTTCC TTCTTATCGC CTGCCTCATC GCTCAAQTTT GAGCCTCCCG 420 
25 AAGTCCGGGC GGGAGAGAOG AAACXOTGG CTCACCCCCA GCXXX»GGAA GCCACCX3CCT 480 
TGCTCCAAGC CCCTGCAGCT CTGCTGCACC GC3«5CTTCTC ACCCAOTGCa GAT0CT6TA0 540 
ATCAACAGGT TCAGGGAACT TGAGCAGAAT AAGQAGAQAC GACOOGGTGC CGCAGCTCGG 600 
GTGCAGAGGG AAAAAAGGAC CCATAGACTT GTGGCTCGCX3 TCGCGCGCGC AOGCTGCGCC 660 
AGGGCCCCAO GCTGGC3GCGC ACTCCCTCTC TGGCTCCTCC AGTCCGATTQ CTCCTQCCCC 720 
30 CACCTTACAG QTCTGQGATQ TACCTTTGCA TCTGTTGCTG CTTTCTTCTA TGGGCCCCTG 780 
CX:CTCACTCT CAAGAACCTC AACTACTCCG TGCGGGAGGA GCAAGGGGCC GGCACGOTOA 840 
TCGGGAACAT CGGCAGG6AT GCTCGACTGC AGCCTGGGCT TCCX3CCTGCA GAGCGCGGCG 900 
GCGGAGGGOG CAGCAAGTCG GGTAGCTACC GGGTGCTQGA GAACTCOGCA CCGCACCTGC 960 
TGGACGTQGA COCAGACAGC 06GCTCCTCT ACACCAAGCA GCGCATOGAC CGCGAGTCCC 1020 
35 TGTGCCGCCA CAATGCCAAG TGCCAGCTGT CCCTCGAGGT GTTCGCCAAC GACAAGGA6A 1080 
TCTGCATGAT CAAGGTAGAG ATCCAGGACA TCAACGACAA GGG6CCCTCC TTCTCCTOGO 1140 
ACCAGATCGA AATGGACATC TCGGAGAACG CTGCTCCGGG CACXX»CTTC CCOCTCACCA 1200 
G06CACA1GA CCCCGAGGCC GGCGAGAATG GGCTCCGCAC CTACCTGCTC ACGCGOSAOG 1260 
ATCACGGCCT CTTTGGACTG GACGTTAAGT CCCGCGGCGA CGGCACCAAG TTCCCAGAAC 1320 
40 TGGTCATCCA GAAGGCTCTG GACCGCGAGC AACAGAATCA CCATACOCTC GTQCTOACTO 1380 
CCCTGOACGG TGQCGAGCCT CCACQTTCCO CCACCGTACA GATCAACGTG AAGOTQATTG 1440 
ACTCCAAOGA CAACAGCCXIG GTCTTCGAGG CGCCATCCTA CrTGGTGGAA CTGCCCGAGA ISOO 
ACGCTOCGCT GQGTACAGTO GTCATCGATC TGAACGCCAC CGACX3CCGAT GAAGGTCCCA 1560 
ATGGTGAAGT GCTCTACTCT TTCAGCAGCT ACGTGCCTGA CQG0GTGCX3G QAQCTCTTCT 1620 
45 CCATOQACOC CAA6ACCGGC CTAATCCGTG TGAAGGGCAA TCTGGACTAT GAGGAAAACG 1680 
GGATGCTGGA GATTGACGTG CAGGCCOGAG ACCTGGGGCC TAACCCTATC C CAGCCCACT 1740 
GCAAAGTCAC GGTCAAGCTC ATCGACC3GCA AOSACAATGC GCCX3TCCATC GGTTTOGTCT 1800 
CCGTGCGCCA GGOaQOGCTG AGCGAGGCOQ CC0CTCXXX3Q CACCGTCATC GCCCTGGTGC 1860 
OGGTCACTGA COOaOACrCr GGCAAGAACX3 GACAGCTGCA GTGTCGGGTC CTAGGCGGAG 1920 
50 GAGGGACGGG CGGCGGCGGG GGCCTGG6CX5 GGCCCGGGGG TTCCGTCCCC TTCAAGCTTG 1980 
AGGAGAACTA CGACAACTTC TACACGGTGG TGACT6ACCG CCCGCIQQAC CSaCOWSACSW: 2040 
AAGACGAGTA CAACX3TQACX: ATCGTGGCQC GQGACX3GGGG CTCTCXTTCCC CTCAACTCCA 2100 
CCAAGTCMTT COCGATCaAG ATTCTAGACG AGAACGACAA CCCGCCTCGG TTCACCAAAG 2160 
GGCTCTAOir GCTTCAQGXG CACX5AGAACA ACATCXXX3GG AGAGTACCTG GGCTCTGTGC 2220 
55 TCGCCCAGGA TCCCQACCIG GGCCAGAACG GCACCXniATC CTACTCTATC CTGCCCTCGC 2280 
ACATCGGCGA CGTGTCTATC TACACCTATG TGTCTOTGAA TOCCACGAAC GGG GCCAT CT 2340 
ACGCXXTGCG CTCCTTTAAC TTCXSAGCAGA CCAAGGCTTT TGAGTTCAAG GTGCTTGCrA 2400 
AGSACTOOGO GGCX3CCCQCG CACTTGGAGA GCAACGCCAC GGTQAGGGTG ACAGTX3CTAG 2460 
AOGTGAATOA CAACOCGCCA QTGATCQTQC TCCCCACQCT GCAGAAjCGAC ACCGCGGAGC 252 0 
60 TGCAGGTGCC GCGCAACGCT GGCCTGGGCT ATCTGGTGAG CACTGTGCGC GCCCTAGACA 2580 
QCQACTTOGQ CGAGAGCGGG C3GTCTCACCT AOQRGATOQT QQA OGOa^AC GACQhOCACC 2640 
TGTTTGAOAT CQACCCGTCC AGCGGCGAGA TOOGCAOQCT QCACOCTTTC TGGGAGGACG 2700 
TGAOGCCCOT GGTGGAGCTQ GTGGTGAAGG TGACC3GACCA CGGCAAGCCT ACCCTGTCCG 2760 
CAGTGGCCAA GCTCATCATC OGCrCGGTGA GCGGATCCCT TCCCGAGGGG GTACCACGGG 2820 
65 TOAATCGCGA GCAGCACCAC TGGGACATGT GQCTGCOGCT CATCGTOACT CTQAGCACTA 2880 
TCrOCATCAT CCTCCTAGOG GCCATGATCA CCATCGCCGT CAAlGTGCAAG OGOSftGA ACA 2940 
AGGAGATCCG CACTTACAAC TGCGGCATOG C0GAGTACA6 CCACXX5SCAG CTGG6TGGG0 3000 
GCAAGGGCAA GAAGAAGAAO ATCAACAAAA ATGATATCAT GCTGGTGCAO AOOGAAGTGG 3060 
A0GAGAG6AA OGCCATGAAC GTCATGAACX3 TGGTQAGCAG CCCCTCCCTG GCCACCTCCC 3120 
70 CCATGTACTT CGACTAOCAG ACCCX5CCTGC CCCXCAGCTC GCCCOQ6TCG GAGGTGATGT 3180 
ATCTCAAACC GGCCTCCAAC AACCTGACTG TCCCTC^GGO GCAC3QGGGGC TGCCACACCA 3240 
GCTTCACCX5G ACAAGGGACT AATGCAAOCQ AQACCCCTGC CACTCGGATG TCCATAATTC 3300 
AGACAGACAA rTTTCCOGCA GAGCCCAATT ACATGGQCAO CAGGCAGCAG TTTGTTCAAA 3360 
GTATTTCAGT AGCTCCAOGT TTAAGGACCC A6AAAGAGCC AGCCTGAGAG ACAGTGGGCA 3420 
75 CGGGGACAOT GATCAGGCTG ACAGTGACCA AGACACTAAC AAAGGCTCCT GC TGTG ACAT 3480 
GTCTGTTAQG GAGGCACTCA AGATGAAAAC TACTTCAACT AAAAGCCAAC CACTTQAACA 3540 
AGAACCAGAA GAGTGTGTTA ATTGCACAGA TGAATGCCXSA OTGCTTGOTC ATTCTGACAG 3600 
GTGCTQGATG CCACAGTTCC CTGCAGCCAA TCAGGCTGAA AATGCAGATT ACOGCACAAA 3660 
TCTCTTTGTA CCTAC3\GTTG AAGCTAATGT TGAGACTGAG ACTTACGAAA CTGTQAATCC 3720 
80 CACTGGGAAA AAGACTTTTT GXACarrrGO AAAAGACAA6 C6AGAGCACA CTATTCTCAT 3780 
TCCCaACXSTT AAACCTTATT TAAAAGCCAA AOGTGCCCTG MSCCCtCKC TCCAAGAQGT 3840 
CCCCTCAGCA TCAAGCAGCC CAAGCAA6GC GTGCATOGAG CCTTOCACCT CAACAAAAGG 3900 
CTCCCTGGAT 6GCTQT6AA6 CAAAACCAGG AGOCCTGGCT QAAGCAAGCA GTCAGTACTT 3960 
GOCCACTGAC AGTCAATATC TGTCACCTAO TAAGCAACCA A6AGACGCTC CCTTCATQGC 4020 
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5 



TTOCGATCAG ATGGGAAOGQ TCTTTGCAGA TGTGCflTTCC AOAGCCAGOC GOOKTIOCAG 4080 

TQAGATGGGT GCTGTTCTTG A6CAGCTT6A CCACCCCAAC A6GGATCTG0 GCAGAOAOTC 4140 

TGTG6AT0CA GAGGAAGTTG TGAGAOAAAT TGATAAOCTT TTGCAAQACT GCOGGGGAAA 4200 

COACXXTGTC GCTGTQAGAA AGTGAAAAAA QAAAAAAAAA AAGGCATTGG CATTTTCTTG 4260 

TCTCrrCTGT TGATTTAAAA ATGATCCCTC CTGGTGATAA CCCATTTTAC AG60ATQAAG 4320 

AAAGACX^MT GCTGCTTTAA GGCTTTTAflT GAAOITCTGA AGTGCCGACA AGTATGTTCT 4360 

TTOaCTGCT GATTTCTTrr TCAOAOATAA CAATGOTTTC GTTTTGACCA AACTTOTATT 4440 

AGGACAGAAT TAATGATGCT TAAAGAGAAA AGAAAAAAAO AGAGAAGAAA AAG6AGAGAT 4500 

GAAAAAGQAG GATGAGGAGA AGAATTACCT TTTGACAATC TGTTAGQAAO GTATGCAGTG 4560 

10 TGAGAA CTGA AGTATTTCTG ATCACTCTCA QACTOTCCTC CX5TGATTTAT GCTQACTTAA 4620 

CIGTTTAOCT ATAAACCCX:A TAOUUVQCAO GGTCATAATT TGTGATCTGT GGTQGATTTC 4 680 

TAGCAGTCAT CACAQGCTTC TACTOAAAOT CCTQAAAAGA CCTT6C3«STA GTCCAACCTA 4740 

CACCAAACAT TAACACATAT T TGTGGTAAA CArtTCTGTA TAAAGTTACC TGACACACAT 4800 

ATAAACACAA GGAACATTCC ATATCATTAG TCGAAAACAA AAACAAAAAA AAAACCTTTG 4860 

1 J GTCATTTOTA AGACATCTCa^ TGTCATATAA AAGTTAAATQ TAAAAAGATA CAGTOCATTT 4920 

TOTCCTGCAC ACAGGTAGAC TAATTCAOGT CAAAAAAAAA AAAAAA 4966 

Seq ID NOx €67 DNA Sequence 
Hucleic Acid Accession $: NM_OOS601.2 
20 Coding sequence t 101.. S9B " 

1 11 21 31 41 51 

I I I 1 I I 

CCCAGGAGTC TQGGTGCACA GCCTCCTTCT CTCTGAGATT CAAGAGTCTG ATCAGCAGCC 60 

TCTTCCTCCT CCAGQACCX» QAAGCCCTGA GCTTATCCCC ATGGAGCTCT GCOGGTCCCT 120 

GGCCCT6CTG GGGGGCTCCC TGGGCCTGAT GTTCTGCCTG ATTGCTTTGA 6CAG0GATTT 180 

CTGGTTTGAG GCTGTGGGTC CCACCCACTC AGCTCACTCG GGCCTCTGGC CAACAGGGCA 240 

TGGGGACATC ATATCAGGCT ACATCCACX3T GAC3GCRGACC TTCAGCATTA TGGCTGTTCT 300 

GIGGGCCCTG GTGTCCGTOA QCTTCCTOGT CCTOTCCTGC TTCCCCTCAC TGTTCCCCCC 360 

AG6CCA0GGC CCGCTTGTCT CAACCACCX3C AGCCTTTOCT GCAGCCATCT CCATGGTGGT 420 

GOCCATGOOG GTGTACACCA GOGAGC3G6TG GGACCAGCXrT GCACACCCCC AGATCCAGAC 480 

CTTCTTCTCC TGGTCCTTCT ACCTGGGCTQ GGTCTCAGCT ATCCTCTTGC TCTGTACAGG 540 

TGCCCTGAGC CTGGGTGCTC ACTGTGGCGG TCCCOOTCXrr GGCTATQAAA CCTTGTGAGC 600 

AGAAGGC3U«3 AGCGGCAAGA TGAGTTTTGA GCGTTGTATT CCAAAGGCCT CATCTGGAGC 660 

CTCQGGAAAG TCTGGTCCTA CATTTGCCOG CCCTTCCAGC CCXTCCCCAO CCCCTCCTCT 720 

TGTTTCrrCA TTCATTCAAC AAAATTT66C TGGAAAAAAA AAAAAAAAAA AAAAAAAAAA 780 

AAA 783 



25 



30 



35 



40 Seq ID KO: C6e DNA Sequence 

Nucleic Acid Accession NM_006433.2 
Coding sequence: 129.. 566 " 

1 11 21 31 41 51 

45 I I I I 1 I 

GTATCTGTGG TAAACCCAGT GACAOGGGGG AGATGACATA CAAAAAGGGC AGGACCTGAG 60 

AAAQATTAAG CTGCAGGCTC CCTGCCCATA AAACAGGGTG TGAAAGGCAT CTCAGOGGCT 120 

GCCCCACCAT GGCTACCTGG GCCCTCCXGC TCCTTGCAGC CATOCTCCTG GGCAACCCAO 180 

GTCTGGTCTT CTCTCGTCTG AGCCCTGAGT ACTACGACCT GGCAAGAGCC CACCTGCGTG 240 

jO ATGAGQAGAA ATCCTGCCCG TGCCTGGCCC AGGAGGGCCC CCAGGGTGAC CTGTTGACCA 300 

AAACACAGGA GCTGGGCCGT GACTACAGGA CCTGTCTQAC GATAGTCCAA AAACTGAAGA 360 

AGATGGTGGA TAAGCCCACC CAGAGAAGTG TTTCCAATGC TGOGACCCGO GTGTGTAGQA 420 

CGGGGAGGTC ACGATGOCGC GAOGTCTGCA GAAATTTCAT GAGGAGGTAT CAGTCTAGAO 480 

TTACCCAGGG CCTGOTGOCC GGAGAAACTQ CCCAGCAGAT CTGTGAGGAC CTCAGGTTGT 540 

GTATACCTTC TACAGGTCCC CTCTGAGCCC TCTCACCTTG TCCTQTGQAA GAAGCACAGG 600 

CTCCTGTCCT CAGATCCCGQ GAACCTCAGC AACCTCTGCC GGCTCCTCGC TTCCTOGATC 660 

CAGAATCCAC TCTCCAQTCT CCCTCCCCTQ ACTCCCTCTG CTGTCCTCCC CTCTCAC6A0 720 

AATAAAGXGT CAAGCAAO 738 



55 
60 



65 



70 



75 



80 



Seq ID NOi C69 DNA Sequence 

Nucleic Acid Accession ft: NM_002985.2 

coding sequences 6 9.. 344 ^ 

1 11 21 31 41 51 

I 1 1 1 1 I 

GCTGCAGAGG ATTCCTGCAQ AGGATCAAGA CAGCAOSTGG ACCTOQCACA GGCTCTCCCA 60 

CAGGTACCAT GAAGGTCTCC GCG6CAGCCC TCQCTOTCAT CCTCATTGCT ACTGCCCTCT 130 

GCGCTCCTGC ATCTGCCTCC CCATATTOCT OQGACACCAC ACCCTGCTGC TTTGCCTACA 180 

TTGCCOGOCC ACTGCCCCGT GCCCACATCA AGGAGTATTT CTACACCAOT GGCAAGTGCT 240 

CCAACCCAGC AGTCGTCTTT GTCACCCQAA AGAAC060CA AGTGTQTGCC AACCCAGAGA 300 

AGAAATGGGT TCGGGAGTAC ATCAACTCTT TGGAGATGAG CTAOGATGGA GAGTCCTTGA 360 

AOCTGAACTT ACACAAATTT GCCTGTTTCT 6CTT6CTCTT GTCCTAGCTT 06GAGGCTTC 420 

CCCTCACTAT CCTACCCCAC COGCTGCTTG AAGGQCCCAG ATTCTACCAC ACA6CAGCAS 480 

ITACAAAAAC CTTCCCCAGG CTGQAOGTGG TGOCTCAOGC CTGTAATCCC AOCACTTTGG 540 

QAGGCCAAGG TGGGTGGATC ACTTGAGGTC AGGAGTTCGA GACCAGCCTO GCCAACATGA 600 

TGAAACCCCA TCTCTACTAA AAATACAAAA AATTAGCCGG GCGTGGTAGC GGGCGCCTGT 660 

AGTCCCAQCT ACTCGG6AGO CTQAGGCAGG AOAATGGOGT QAACCC6GGA GGOGGAGCTT 720 

GCAGTGAGCC GAQATGG06C CACTGCACTC CAGCCTX3GGC GACAGAGCGA GACTCO G TCT 780 

CAAAAAAAAA AAAAAAAAAA AAAATACAAA AATTAGCCGG G06TGGTGGC CCACGCCTGT 840 

AATCCCAGCT ACTOGGGAGO CTAAGGCAGG AAAATTGTTT GAACCCAGOA GGTGGAGGCT 900 

GCAGTQAGCr QAGATTGT6C CACTTCACTC CAGCCTGGGT GACAAAGTGA GACTCCGTCA 960 

CAACAACAAC AACAAAAA6C TTCCOCAACT AAACCCTAGA AGAQCTTCIG AGGC6CT6CT 1030 

TTGTCAAAA6 GAAGTCTCTA GG TTCTGAOC TC'lUUCiVrU CCTTQGCTTT GOCAGGGCTC 1080 
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•K3T6ACCAGO AAGGAAGTCA GCATGCCTCT AGAGQCAAGG AGGGGAGGAA CACTGCACTC 1140 
TtIaSc SctCAA CCCCTCACAG GAGCTTACTG GCAAACATGA AAAATCGGCT 1200 
TACCATTAAA GTTCTCAATG CAACCATAAA AAAAAAA 



Seq ID NO: C70 DMA Sequence 

HUcleic Acid Accession »: NM_0221S4.2 

Coding sequence! 1381.. 1722 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 



41 



1 11 21 31 |1 51 

LtGTGGTTT iAOTTTTTCC IaAGAAGTGG GGTCGTTTGG r^^^ 
CATATGTACG CAAATCCTGG GGCGTTTQCA AACCOQOATC COGTOOSTCT ©GCCCCATGC 
CCGGCCX5GGC GTTTGAGGGC TACTGCCACG CAGCGTTTCT <»AfiCCTGCC GGCTGGTGCC 
CTC^QG^ TTATCTCTGT CCCCCTTTGT CCTCTTTATC TCACGCTCTC CAGGAGGCOG 
6GGGGCCCAC TCCGCCTATC GCTCCCCTOG GCTACGCTGC CACTCCAATG CCCCGCAGGT 
CGCGAGCTCC TGTTCTTTCG AAGGOGCCGG AGAACCAGGG GOGTCCCGOS CCAOTCTGA 
ScGGAGCAG CGCCGAGCAC TGAOSCTCCC GCCCTTGGGC AAGGACGCCA GTGOGCCCGC 
GCGOCTCCCT CTGCGCGGCA GCCCGTCGCO GGCCCTCAAG GQGAAOCCCA GGCCAGGATQ 
GCCCCGGGTC GCGCGGTGGC CGGGCTCXTTG TTGCTGGCGG COGCCGGCCT CGGAGGAGTG 
GOGGAQQGGC CAGGGCTAGC CTTCAGCX3AG GATGTGCTGA GCGTGTTCGG ^CGAATCTG 
AGCCTGTOSG CGGCGCAGCT CCAGCACTTG CTGGAGCAGA TGGGAGCCGC CTCCCGCGTG 
GCTGCACTTC AAOCAOTGTT TAACTQCTQA A^TCTTT 
TCCCTTCATG GCTTTTCAAA TCCTACCCAA ATAACCRGCT CCAAATTCTC TGTCATCTGT 
CCAGCAGTCT TACAGCAATT GAACTTTCAC CCATGT6AGG ATCGGCCCAA GCACAAflACA 
A^CCAAGTC ATTCAGAAGT TTGGGGATAT GQATTCCTGT CAGTGACGAT TATTAATCTO 
^?CTCTCC tSgattgat TTTGACTCCA CTGATAAAGA AATCTTATTT cccaaagatt 
?SJStttt ttgtogggct ggctattggg actctttttt caaatgcaat 'm^f^rn 

S??CMAGG CATTTGGATT TGATCCCAAA QTCQACAQTT ATOTTGAOAA GGCAGTTQCT 
GTGTTTGGTG GATTTTACCr ACTTTrCTTT TTTGAAAQAA TGCTAAAGAT GTTATTAAAQ 

aStatStc agaatggtca tacccacttt ggaaatgata.actttggtcc tcaagaaaaa 

ActStS^ CTAAAGCATT ACCTGCCATC AATGGTGTGA CATGCTATGC i^TCCTOCT 
CTCACAQAAG CTAATGGACA TATCCATTTT GATAATOTCA OTGTQGTATC TCTACAGQAT 
S^Sc ATGTACCTGT TTGAAGGGGC CCAAACTGTC AGAAM^^ 
i^^TGCCT GGATGATAAC GCTCTCCGAT GCCCTCCACA ATTTCATCGA TOGCCTGGOG 
MmSGGGCTT CCTGCACCTT GTCTCTCCTT CAGGGACTCA GTACTTCCAT AGCAATCCTA 

SSSa gttaggagac tttgtgatcc tactcaatgc ag^atgagc 

SS^CAAG CCTTCCTATT CAACTTCCTT TCTOCATGTT CCTGCTATGT TGGGCTAGCT 
TGGTGGGCAA CAATTTCGCT CCAAATATTA TATTTGCACT TGCTGGAGGC 
liGTTCCTCr ATATTTCTCr GGCAGATATQ TTTCCAGAOA TQAATGATAT ^CTQA^ 
AAGGTAACTG GAAGAAAAAC C6ATTTCACC TTCTTCATGA TTCAGAATGC TQGAATGTTA 
ACTOGATTCA CAGCCATTCT ACTCATTACC TTGTATGCAG GAGAAATCGA ATTGGAGTAA 
T^AAATQG AaStGGTOT TCTTAATAAA GGCATTTAAT AOATAAAAAC ATCTCCAAAA 
SStTTTGA AGCTGATCCT ATTTAGrrAA AAAQATAATT TTGCTTTCAA CTGTAGGTCC 

agaaaactaa ttattggcat cagtctgtga aatagtccat ^mttgttgt ta^tgct 

TCAAAAGGTT TTCAGTGTCA GTCTGAGATG CCTGGTATAT AGGAGCCTTT GGGRJAia^CT 
TATTTTTCAO TATTCCATGC ATATTAGATA TCACCAT6AA GCAAGAGACA TGCATTCTAT 
AATC^TGTAG ACACTCAGAC TCAOOOOAAA ATACAAGTTA TATCCTGAAA GCCTTTAAAA 
CT^S SStcS^ TTCAAATGGT TTCAGAGAGG TTTTATTTCA attaatttgt 
TCTAGTGCTT TCAAGAGCAA CyTACATCAAA ATGTAGAAGG TAAAATGTAT GCA A^CTAA 
TATAAATTAT TCOUWBTCTT TAAGGAGCCA AAGAAAAAAA AGATTTCTCA CAGCTTTTTO 
TTCTGTTTTG TATTTCAATT AGGAACTTGC AGTATTATTT TGAAAACCAT TCTAAMOTJA 
TAGGAGTTAG 6AAATAAATA AAGTTTrGCT AGCCCTGCTA AGTTCAGGCT ^J^fl^GCTTA 
TCGCTAAGTN TAAACTTCAC CAQATTCCAC QAAAAGCTCO ATAGCTTTTT 
TGTTGTGGTT GCACCCCTCA CAAATGGCAG AAC3W3TATGT AAAGCTGGTA ACAOCTCGGT 
TTCAGT6CAC CATGTCTTTC CTTTGTGAAG GTGAAGAATA TGTTGGTTTA GAGAAAGAAA 
TTGGATGIftA TTTTATGCAA TTTACTTTTA AAGACAAAC3V TAACTATTTA SCAGAS^TA 
TTTOATAAA V3CAAAACAA CAGCTGOACT GCTOTACATC AAGGACAGAT TAACTGGAAA 
ACATATGTTC CTTATGTGTG ATTGAGAGCC ATTCRGAAAA GACTTCCTTT GTCTCAGCC 
TATACTTTTC CATATGGTAT ACXTTTGAAAA AAATTAGCAC ACCATQGTTA TCTTTCTACC 
TTTTATAAAA GACAGAGCCT GTTTACrrcAT TTAGAAGATA OAGAAAATTG GTCTAAAATT 
GAACarCCTA GATTCACACT CCCAAGTCAC TTAAGGTGAT TTGATGGTGA GGAAAATGAT 
tGACAAAGCC CAACAATGAT CTCAOGAATT ACATTTTCCA ACAGACCAAA AAATGTPTTC 
ATGTAGCAGC AATOCftGATT TOOTGAATAT TTAATATATA TTTTAGTATG TATTTCACTT 
TATOACT6AC AATTAAAAAA TATTCTTTQ6 CX3UVATAGTA AACACCCTTT TOAAACCATG 
AAAAAA 
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Seq ID HO: C71 UNA Sequence 
70 Nucleic Acid Accession #s NM_004184.2 
Coding sequence: 188.. 1603 

1 11 21 31 41 51 

75 CGAAAAAAGA OGGGAAGAOT ATTAAA6ACC ATTTCTGGCr GGGCAGGGCA CTCTCAGCAG 60 

CrCAACTGCC CAGOSTGACC AGTGGCXACC TCTGCAGTGT CTTCCACAAC CTGOTCTTQA 120 

CTCGTCTGCT 6AACAAATCC TCTGACCTCA GGCCGGCTGT GAACGTAGTT CCTGAGAQAT 180 

AGCAAACATG CCCAACAQTG AGCCOGCATC TCTGCTGGAG CTGTTCAACA 6CATCGCCAC 240 

ACAAGGGGAG CTCGTAAGGT CCCTCAAAGC GGGAAATGOG TCAAAGGATG AAATTGATTC 300 

80 TGCAGTAAAG ATQTTGQTGT CATTAAAAAT GAGCTACAAA 6CTGCCGCGG GGGAGGATTA 360 

CAAGGCTGAC TGTCCTCCAG GGAACCCAGC ACCTACCAGT AATCATOGCC CA6AT6CCAC 420 

AGAAGCPGAA GAGGATTTTG TGGACCCAT6 GACAGTACAO ACAA6CAGT6 OAAAGGCAT 480 

AGACTAOQAT AAGCTCATTQ TTOQGTTTG6 AAGTAGTAAA ATTGACAAAO AOCTAATAAA 540 

CCQAATAGAO AGAGCCAOOG QCCAAAGACC ACACCACTTC CIGOGCAGAO CCATCTTCTT 600 



1239 



wo 03/042661 



PCTAJS02/36810 
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CTCACACAGA 
GTAdCXSGGC 
TTTCACAAAG 
CGAGAAOTAT 
TGCCAAGGAC 

qq ACTAa viG 

TACCTTCAAC 
CAGTTTTCCT 
AGACAGGACG 
AATX3ACAA6G 
CTTCTTCGCA 
CATCTTCCTC 
T6GAGGGAGA 
GTCTTTCATQ 
GGATTACACC 
GCACSCCCTTO 
AGA0TTCAT6 
CTTATAAAAG 
CCACCTGTAG 
GTTATCAATA 
TOTGGGTAAT 
TCTOCCCAAA 
TTOTCCATGG 
ATATATATTC 
CTTTGAAATA 
CTCOCA AAAA 
6CTTTAAA6C 
AQACTTGGGO 
AGAAATCAT6 
TCTGTCCTGC 
GCCTCOGCAG 
CCTGGCIGTG 
AGGCCCTCAC 
GAGCAAAGCC 
TCTOOCCrOC 



GATATQAATC 
OGGGGCCCCT 
TGGCTCCAGG 
CTGTGGAAGG 
ATCATCXSCCT 
GGGATGAGCT 
CAAGTGAAAG 
GCCATCCaGO 
GATATCCAGT 
GAOQTOGCCC 
GCCCTGCAG6 
AC0QACA06G 
GACACCATOG 
TACCTGACCT 
A60QGA6CCA 
ATOGCAGAGC 
ACTCCCC66A 
AAGTGATGTA 
OCTTCTQTCT 
CTGTTTCTTC 
TG6TGCTGGC 
0CA8CCGCAC 
AG6ACTTCOQ 
TATGTA3160G 
TT6AT6TGGG 
GR AATTO ATA 
TGCTTTTAAC 
GTGAAACTTT 
CTOGCTTCCC 
AGAGTCAGGO 
ATGCTTCATT 
TCCTGQAOGG 
AGATCTCTAG 
AAATCTCAGG 
TGTCACCCAG 



AGOTTCTTGA 
CTTCTGAAQC 
ATGTATTTAA 
ACCTGACCCT 
GTGGCTTTGA 
CAOGTTTCTA 
6CATTTT0GG 
CTOGTCCCTC 
GCCTTATCCC 
CCAGGATGGG 
GGGGCCAGAC 
CCAAGCAGAT 
AGGAGCACA6 
TCTTCCTOGA 
TGCTCAGOGG 
AOCAOOOCOG 
AGCTGTCCTT 
TCAGTAATGT 
CATG6TAATT 
CTQT6ASTTC 
TAACATTGCA 
AGTGG^CCT 
AGGGTTCCAA 
TATATGGAAT 
GAGGTTTATT 
AGTAAAAOCT 
AATGAAGATT 
CCAGTTTACr 
TTGGCACACC 
TGGCTTTTCC 
TTGACGCTTG 
GTGGACTTAG 
GCAGGCCTCA 
6AAGTCCTTG 
TAGAGTAAAT 



TCCCTATGAA 
AATGCftTGTA 

CGTGCCCrrG 
GGACCAOGCX: 
CATCAACAAG 
CAAAAATGTG 
CTTCACTGAC 
CTTCAGCAAC 
ATGTGCCATT 
CTATCCIAAA 
CAAAATGAGT 
CAAAACCAAO 
GCAGTTTGGG 
GGACGAOGAC 
TGAGCTCAAG 
GOOCAAGQAO 
GGACTTTCAO 
ATCAATAATC 
ACTGGGCCTG 
CATTATTTGT 
TGGTOGQATA 
TGGGCTGGAA 
GTATACTCTT 
TGAAATGTCA 
GAQCACAAGA 
TOQTTATACA 
GAAOUSAGrr 
GAACTCCAGA 
AQTGTTCTCC 
CCTGACTGTG 
6CTGCAGTG6 
CTAG66AGAA 
TTTCATCACG 
GTTGATGTAT 
AAACTTCCTT 



AATAAGAAGC 
GGTCAGCTCA 
GTCATCCA6A 
TATGGOGATG 
ACTTTCAXAT 
GTQAAGATTC 
AG06ACTGCA 
TCATTCCCAC 
GACCAGGATC 
CGAGCCCTGT 
GGCAGCQACC 
GTCAATAA6C 
GGCAACTGTG 
AAGCTOQAGC 
AAGGCACTCA 
OTCAOGQATG 
TAOCACTOGT 
CCAGCCCAGT 
GCCTCTGTAA 
ATCTCTTATG 
GAGAAOTCCA 
GTCCATGGGC 
AAGACCCACT 
TTATTOTAAC 
TGTATTTCAQ 
TTTGACTAAG 
CAGCAATTTT 
CCATGCATGT 
TGCCAAATGA 
TCOGATGCCA 
AAGTCAOCAC 
AGT0GA06CA 
CAGCATGT6C 
CTGGGTCTCC 
GGCTGCTAAA 



CATTTTATCT 
TTGCATTTAT 

TGA06GATGA 
CTGTTSAGAA 
TCTCTGACCT 
AAAAOCATGT 
TTGOGAAGAT 
AGATCTTCOG 
CTTACTTTAG 
TGCACTCCAC 
CAAACTCCTC 
ATGOGTTTTC 
ATGTGQA06T 
AGATCAQGAA 
TAGAGGTTCT 
A6ATAOXGAA 
TTTACATAIO 
CAAAGCACCG 
GCCTGTGTAT 
GGCAAAGCAT 
GCTQTQAOTC 
CACCCTOTTC 
CTGTTTAAAA 
CTAGAAAGTG 
COCATGCCCC 
AAATCACCCA 
GATTAAATTA 
AGTCCACTCC 
CCXTTAGACCC 
AGGAGTCCTG 
AOAGCAGTGC 
GCAGCCCTCG 
AGGCCTGGAA 
TCTGGAGCAC 



8eq ID NOs C72 DMA Sequence 

Nucleic Acid Accession ff> NM_004938.1 

Coding sequence I 337.. 4632 ~ 



G6GAGGACAG 
GCAACTCX5CA 
CTCCCTAGCT 
GCCICCQACA 
ATGCATGAGG 
AGTCCCCTGG 
QTGGATQATT 
AAATGCCGTG 
ACTAAGTCCA 
AAGGAGATCC 
GTCATCCTGA 
GAATCTTTAA 
TACCTGCACT 
QATAGAAATO 
GACTTTGGAA 
GTCAACTATG 
ATCCTCCTAA 
GTATC06CTO 
AAAGATTTCA 
AGTTTGCA6C 
TCAGCAOTAA 
GTTOGCTTGA 
AGTGTTGCCA 
ATGCATQCCA 
AACTATGATG 
TGTGGGAATA 
GATAAOGGCG 
AAATTTCTCA 
CTCCACXPIGG 
GCTCAAATCC 
CAGGGCTATT 
AAC0GA6AAG 
GAG7GTCTGG 
CTTCATCTGG 
TGTTTCOTOG 
GGCAACATGC 
AAGTATGGGC 
TATCTCTGTC 
GATCTTGCTA 
GATACGCACC 
ArEAAGCTCA 
AAGTOrGGOC 



11 
I 

CCGGACCX5AG 
GCGGCAGGGT 
GTGTTCCCGC 
GOSCTCCGQA 
GGCCTACGGA 
GCTTTGGTGA 
ACTAOGACAC 
A6AAAAGTAC 
GCCGGCG6GG 
AGCACCCCAA 
TCTTGGAACT 
CTGAAGAGGA 
CCCTTCAAAT 
TCCCCAAACC 
ATGAATTTAA 
AACCTCTTGG 
GTGGGGCXrrC 
TCAACTAOGA 
TAAGAAOACT 
ATOOCTGGAT 
ACAT6GAGAA 
TATCACTQTG 
GAAGCGATGA 
TCAAOSATGA 
TTAAGCAACC 
TTCAAATACT 
GGTCCAATGC 
GTGAGAACAA 
CAGCTOGCTA 
CAATATCCAG 
ACTCTGTGGC 
GAQAQAOGCC 
CCGAACATGG 
CTGTAAGACG 
ATTATCAAGA 
CTATOGTGGT 
GAAC6CCTCT 
TQATGGGAGC 
GATCGGAACA 
GAGGACTCTT 
AGC3X3TTTGG 
TQCTGAGGAG 



21 

1 

CCAACX3CCGG 
CTGGG6CCGG 
OGCOGCCCOG 
GGGACCGGGG 
GGCXXZAGGAG 
GGOGTGACAG 
CGGCXSAGGAA 
GGGCXrrCCAG 
TOTGAGCOGC 
TGTCATCACC 
GGTTGCAGGT 
AGCAACTGAA 
CX3CCCACTTT 
TOGGATCAAG 
AAACATATTT 
TCTTGAGQCA 
CCCATTTCTT 
ATTTGAGGAT 
TCTGGTCAAQ 
CAAGCCTAAA 
ATTCAAGAAG 
CCAAAGATTA 
TACTCTGQAT 
CAATGTOOCA 
CAACAA6CAC 
ACA6TTGCTC 
06TCTACTGG 
ATGCCCTTTQ 
TGGCCATGCT 
GACAAAGGAA 
CAAAGCGCTT 
CCTOCTGACA 
AGCXX2A0CTT 
GTGTCAGATO 
CAGGCAOGGC 
GGCGCTCT6T 
GCACCTTGOG 
CAGCGTTGAO 
GCAGGAGCAC 
CATCCAGCAO 
CCACTOGOGA 
CTTTTTCAQA 



31 

I 

GQACTTTGTT 
CGCCTGGGAG 
GCTAGTCTCC 
GAGCTCXXaVG 
CGGTGGTGAT 
TTTATCATGA 
CTTGGCAGTG 
TATGCCGCCA 
GAGGACATCG 
CTGCAOQAGG 
GGCGAGCTGT 
TTTCTCAAAC 
GATCTTAAGC 
ATCATTGACT 
GGGACTCCAG 
QATATGTGGA 
GGAQACACTA 
GAATACTTCA 
GATCCAAAGA 
GATACACAAC 
TTTQCAGCX7C 
TCCAGGTCAT 
GAGGAAGACT 
GGCXTTGCAGC 
GGQACACCTC 
ATTAAAAQAO 
GCTGCTCGGC 
GATGTGAAAG 
GAOGTGGCTC 
GAAGAAACCC 
TGT6AAG00Q 
GCCTCTGOCA 
AATGCTTGOG 
GAGGTAATCA 
AATACrCCCC 
GAAGCAAACT 
GCCAACAAOG 
GOGCTQACCA 
GTAGCAGGTC 
CTGCQACCCA 
TCCX3GGAAAA 
AGGCGTGQGC 



41 

I 

CCCTCCACGG 
GGATCTQOGC 
GGGGCTGGCG 
G0GCCCX3GGA 
GGTCTGGGAA 
CCX3TGTTCAG 
GACAGTTTGC 
AATTCATCAA 
AGCGGGAGGT 
TCTATQAGAA 
TTGACITCTT 
AAATTCTTAA 
CTGAGAAGAT 
TTOGGTTGQC 
AGTTTGTOGC 
GTATCGGGGT 
AGCAAGAAAC 
GTAATACCAG 
AGAGAATGAC 
A6GCACTTAG 
G6AAAAAATG 
TCCTGTCCAG 
OCTTTOTQAT 
ACCTTCTGGG 
CATTACTCAT 
GCTOSAGAAT 
ATGGOQIOGT 
ACAAGTCTGG 
AAGTTACTTG 
CCCTGCACTG 
GCTGTAAOGT 
GGGGCTACCA 
ACAAOQACGG 
AGACTCTCCT 
TCCATGTGGC 
GCAATTTGGA 
GAATCCTAQA 
OGGACGGAAA 
TCCTTGCAA6 
CACAGAACCT 
CCACCCTTQT 
CCAGACTGTC 
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51 
I 

AGGGGACT06 
CCCCCACTCA 
CCTATGGTCG 
CTGQAQACTG 
GCGGAGCTGA 
GCAGGAAAAC 
GGTTGTGAAO 
QAAAAGGAGG 
CAGCATCXrro 
CAAGAGGGLAC 
AGCTGAAAAO 
TGGTGTTTAC 
AATGCTTTTG 
CCATAAAATT 
TCCTGAGATA 
AATAACCTAT 
GTTAGCAAAT 
TGCCCTAGCC 
AATTCAAGAT 
TAGAAAAGCA 
GAAACAATCC 
AACTAACATG 
GAAAGCCATC 
CrCATTATCC 
TGCTGCTGGC 
CX3ATGTGCAG 
OQATACCTTG 
AGAGATGGCC 
TGCAGCTTCG 
TGCTGCTTGQ 
GAACATCAAQ 
06ACATC0TG 
ACACATTGCC 
CAGCCAAGGG 
ATGTAAAGAT 
CATCTGCAAC 
0GT6GTC0GG 
GACX^SCAGAA 
ACTT06AAA0 
GCAGCCAAOA 
AQAATCTCTC 
TTCCACCAAC 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 



1240 
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TCCAGCAGGT 
AACCTOTACC 
GGTCTTACCR 
GCGGAT6ACC 
GATTTCAGCG 
GCTGCAAATG 
ATCCAGCTGA 
GAACCCATAG 
CACGCTGACA 
ACATOGTTGC 
CTGTTTGTTC 
CTGCAAGAAA 
AAAATCATCT 
CTGCAGCAGT 
CTCAG606CA 
ACAGTTCAC3G 
TTGCTGTCCG 
GACATCCAGC 
ATGGACATCT 
AAGACAGACA 
GGCGPTGCGCA 
GTCCAGGTGA 
CGCCTGTGGG 
6TCAACCACG 
TGCTGCCTGC 
CCAGGGCTCX: 
CCCGTCATGA 
CTGACCAACA 
CACGAGGTCT 
CTCACTCGQA 
TGCCTTCTCG 
GGGGCTCCCA 
TAOCCIQAGA 
GCC6CAGACC 
CAGGAGGCCT 
GTATCXOSGT 
G6GTGATGTA 
GCCAGGGGGA 
CCXTTCTCATT 



CTCCAGTACC 
TTTTTTAACT 
TGTATTTCTT 
GTAGGAlGAAA 
GTGCCTTTTG 
AGGAAACGCr 
TGAGTTTTGT 
AGAA GGQAAT 
TTTCCGTTTQ 
ATGCTTCATC 
ACXrrATGTAA 
TGCATAGCAG 
TAAAAGCAGA 
TAAATTGATA 
GTTATATCAT 
TTTTTACTTA 
TAAACTGTTG 



TCCCACCTTC ACCCCTGGCT TCTAAGCCCA CAGTCTCAGT 
CAGGCTGCOA GAACGTGAGT GTGAGGAGCC GCAGCATGAT 
AAGGGATGCT GGAGOTGTTT GTOOCCXTQA COCACCACCC 
AGTCCACCAA GGCCATOGAC ATCCAGAAC3G CTTATTTGAA 
TGTGGGAGTT CTCTGGAAAT CCTGTGTATT TCTGCTGTTA 
ATCCCACGTC AATCCATGTT GTTGTCTTTA GTCTAGAAGA 
ACCCAGTGAT TTTCTGQCTC AGrTTCCTGA AGTCCCTTQT 
CCTTCGGTGG CAAOCTGAAG AACCCACTCC A AGTTOT CCT 
TCATGAATGT TCCTOGACCG GCTGGAOGCG A6TTTSGATA 
TGAAAGAGAT TAGGAACAGG TTTGGAAATG ATCTTCACAT 
TGGATGCTGG GGCTTCTGGG TCAAAGGACA TGAAGGTACT 
TACGAAGCCA GATTGTTTCG GTCTGTCCTC CCATGACTCA 
CCACGCTGCC TTCCXGGAGG AAQCTCAATQ GACCCAACCA 
TTGTGTACGA OGTGCAGGAC CAGCTGAACC CCCTGG0CA6 
TTGCTCAGCA GCTCCACAGC ACAGGCGAGA TCAAC3VTCAT 
ACGTGCTGCT CCTGGACCXX: CGCTGGCTCT GCACAAACGT 
TGGAGACCCC ACGQGCGCTG CACCACTACC GGGGCCGCTA 
GCCTGGTGCC CGACAGCGAC GTG6AGGRGC TGCTOCaGAT 
GCGCCCJGGGA CCTQAOCAGC GGGACCATGG TGGAOGTCCC 
ACCTCCACCG CTCCTGGGCT GATGAGGAGQ ACGAGGTGAT 
TCGTGCCCX3T GQAACACCTC ACCCCCTTCC CATGTGGCAT 
ACCTGTGCCG GTQGATCCAC CAGCAAAOCA CAGAGGGCX5A 
TGAATGGCTC CAAGCTGGCC AACC3GTGGG6 CCGAGCTGCT 
GCCAGGGCAT TGAG6TCCAQ GTCCGTGGCC TGGAGACGGA 
TGCTGGACTC GGTGTGCAGC ACCATTGAGA ACGTCATGGC 
TGACCGTGAA GCATTACCTG AGCCCCCAGC AGCTGCGGGA 
TCTACCAGCC ACGGGACTTC TTCCGGGCAC AGACTCTGAA 
CCATGOGGGG GTACAAGGAA AGCTTCAQCA OCATCATGTQ 
ACTCACAGGC CAGCCTCGGC ATGGACATCX! ATGCATCAGA 
GGAAACTGAG TCGCCTGCTG GACCCGCCCG ACCCCCTGGG 
CCATGAACTT AGGCCTCCCT GACCTCGTGG CAAA6TACAA 
AGGATTTCCT CCCCAGCCCC CTCCAC6CCC TGCTGOGGGA 
GCACAQTG6G CACCCTCATO TCCAAACTGA GGGAGCTGGG 
rmOCTOAA G6CATCCTCT GIGTTCAAAA TCAACCTGGA 
ATGCCTCGAG CTGCAACAGC GGCACCTCTT ACAAT TCCAT 
GAGGGCAGCC TCTGGCTTGG ACAGGGTCTG TTTGGACTGC 
GCCCATCCTT CCCTTTGGAG ATGCTGAGGG TGTTTCTTCC 
TCCCACTOCT CCCTCOGGCT TGAOCTGTTT CTCTGCCGCT 
C06TTGTCTG TGGATOGTOV TT0CA6TTTA AGAG CAGAAC 
TTCAAAAGCT AGTGTACCTC CTCTCAGTGT TTTGG ACTCC 
•rrGCTTCTTA CTGATAATTT TGCTGGAATT CCTAACTTTT 
ATCa^TATTGA TTCTCCTTTA AAAAAGAAAA GTGCATATTT 
ATACGCTTTT CXGTGTTATA OCATTTCCTC AGCTTATCTC 
CTCCCATGTA TGGAATCCCA CTOTATGATT TATAAACAGA 
CAGAAGAGGG TGTGTTTGAA ATCATOGGAG TCAGCCAGGA 
ACCTCTCTGT CCCTTGCIGT ATGCTQATCA TCGCCAGAGG 
TTTGTATTGT TTTCTGACAG TTTTTCTGTT TTGTTTGGCA 
CXrrCCTCCAG GOTGATTTTA TGATCaGTGT TGTTGCTCTA 
CTTTTGTTCC AATGTCAATQ TGAACGTCCA CATGAAACCT 
ATTCCCTCTC ATCTCAGQTA GAAGGTTGAC ACAGTTGTAO 
GAATTCAGAA GACCCX:TGAC TCATCATTTG TGGCAGTCCC 
ATGQTTTCCA CATTTAGATC CTGGTTTCAT AACTTCCTGT 
AAATAAAGGA AOCAAGTTrr CTTCCATQAT TTTAAATTGT 
GGAGGGAACA TOTCCTAATT CTTCTGTCCT GAGAAGCATG 
ATGTATATAT ATATATGCAC TATGT ATATA CATATATA TT 
ATCTATAAAA TGTCGTTAAA AAGTTGTTTO TTTTTTTCTT 
CTCGTTAAAA AAAAAAAAAA 



GAGCATCAAC 
GTTCGAGCCG 
GCACTGCTCG 
TGQAGTTGGC 
TGACTATTTT 
GCCCTATGAG 
CCCAGTTGAA 
GGTGGCCACC 
TGACAAAGAC 
TTCAAATAAG 
TCOAAATCAT 
CCTGTGTGAG 
GCTGATGTCX5 
OGAGGAGGAC 
GCAAAGTGAA 
CCTGGGGAAG 
CACCGTGGAG 
CCTCGATGCC 
AGCCCTQATC 
GGTGTATGGT 
CTTTCACAAG 
CXSCGGACATC 
GGTGCTGCTG 
GAAGATCAAG 
CACC3VC6CXG 
GCACCATGA6 
GGAAACCTCA 
CTTCGGGTGT 
CCTGAACCTC 
GAAGGACTGG 
CACCAATAAC 
ATGGACCACC 
TCX5CCGGGAT 
TGGCAATGGC 
TAGCTCTGTT 
AGAACCAAGO 
TGCACCCACA 
ACCTCCCTCC 
AGATCTTTTA 
ATCTCTCATC 
CAATGACATT 
ATCCAAAAT6 
TTTTATATTT 
CAATATGTGA 
GCT6TCAGCA 
TGCTTCAGGC 
AGGAAAGGGG 
G6AAGACATT 
ACACACTGTC 
GGTTACAGAG 
TTATAATTGQ 
ACTT6AAGTC 
GATCGAGTTT 
TAATGTTAAT 
AATACTGGTA 
TTTTTATAAA 
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Seq ID NO: C73 DNA Sequence 

Nucleic Acid Accession #: 1IM_002 081.1 

Coding sequence t 222.. 1898 



! 

GGCTGCCCGA 
GGCTTTTGTT 
GGG6ACCTTG 
AGAGGGOOGQ 
GCIG6TGGCT 
GCAAGAGCC6 
GGGAOGTGCC 
CCTGCTQCAC 
CGGOSCTG06 
TGGATGAOCA 
COGGOGCCTT 
AGCTGOGCCT 
GGGCCC3GCCT 
ACTACCTGGA 
GAGAGCTGOG 
TGGGCGTGGC 
GGAGAGCTGT 
CCTGCCCTQA 
ACGCGGAGTG 
CATOQGGTGT 



11 
I 

GCQAGCGTTC 
GTCTCOGCCT 
GCTCTGCCCT 
GOGGGTGGCC 
GCTATGTGCX3 
GAGCTGGGGC 
CCAGGOGGAG 
CAGOQAGATG 
GGACAGCAGC 
CTTCCAGCAC 
OGGAGAGCTG 
GTACTACGGC 
GCTOGAGCGC 
CTGCCTGGGC 
CCTGCGGGCC 
CAGOGA06TO 
CATGAAGCTO 
CTATTGC06A 
GAGGAACCTC 
GGAGAGTGTG 



21 
I 

GGACCTCGCA 
CCTCX3GCCQC 
TCGOGGQCGG 
GGGGGCGCCX3 
GCX^GCAGGGC 
GAGGTCX^GCC 
ATCTCGGGTG 
GAG6AGAACC 
OGCGTCCTGC 
CTQCTGAAOG 
TACA0GCA6A 
G6TGGCAACC 
CTCTTCAAGC 
AAGCAGGCXS3 
ACXXGTGCCT 
GTCCXX3AAA6 
GTCTACTGTQ 
AATGTGCrCA 
CrCGACTGCA 
ATOGGCAGCO 



31 
1 

CCCOSCXSCGC 
0GC06CCTCT 
OAACTGOQCA 
CCGGCCCCGC 
TGGTCGCCTG 
A6ATCTA0G6 
AGCAOCTGOQ 
TGGCX3U1006 
AGGCCATGCT 
ACTCX3GAGCG 
A060GAGGGC 
TGCACCTGGA 
AGCTGCACCC 
AGGGGCTGOG 
TOGTGGCTGC 
TGGCTCAGGT 
CTCACTGOCT 
AOGGCIGCCT 
TGGTGCTCAT 
TQCACAOOTG 



41 

1 

CCG60GCG6C 
GGACXX3CQAG 
GGAOOOGGGC 
CATGGAGCTC 
CGCCCGCGGG 
A6CCAA0GGC 
GATCIOTCCC 
CAGGCATGCC 
TGCCACCCAG 
GACQCTGCAG 
CTTCGGQGAC 
G6AGAGQCT6 
CCAGCT6CTG 
GCCCTTCGGG 
TCGCTCCTTT 
CCCCCSGGGC 
G66AGTCGCC 
TGCCAACCAG 
CACGGACAAG 
GCTGGGS6A6 



51 
I 

CX3CCGCCGCC 
C06GGC606C 
AGGATCC6A6 
CGGGCCC6A0 
GACCCGGCCA 
TTCAGCCTGA 
CAGGGCTACA 
6AGCTGGAGA 
CTGCGCAGCT 
GCCACCTTCC 
CIGTACTCAQ 
GCXX3AGTTCT 
CTGCCTGAT6 
GAGGCCCCGA 
GTGCAGGGCC 
COGGAGTGCT 
GGGGGCA06C 
GCOGACCTGG 
TTCTG606TA 
GCCATCAACX3 



60 

120 

180 

240 

300 

360 

420 

480 

540 
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840 
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PCT/US02/36810 



CCCTCCAGGA CAACAGGGAC ACGCTCAOOG CCAAOGTCAT CCAGGGCTGC OGGAACCCCA 1360 

AGOTCAACCC CCAGGGCCCT GG6CCTGAGG AQAAGOGGCS CCGGGGCAAG CTG6CCCC6C 1320 

GGGAGAGCCC AGCTTCAGGC AOGCTGGAGA AGCIGGTCTC TGAAGCCAAG GCCCAGCTCC 1380 

GGGAGGTCCH GGACTTCTGG ATCAGGCTGC CAGGGACACT GIGCAOTGAG AAGATGGCCC 1440 

5 TQAGCACTQC CAGTTGATGAC OGCTGCIGGA A0GG6ATGGC CAOAGOCOGO TACCTCCCOO 1500 

ACGTCATGGG TGACX3GCCTG GCCAACCAGA TCAACAACCC OQAGGTGGAG GTGGACATCA 1S60 

CCAAGGOGGA CATGACCATC CGGCAGCAGA TCATGCAGCT GAAGATCAT6 ACCAACGG6C 1620 

TG0GGAGC6C CTACAACG6C AA06A0GTGG ACITCCAG6A OSGCAGTQAC GAGQGCASOG 1680 

GCTGSGOCAO CQOTGATGGC TGTCTGGATO ACCTCTOOGG CCGOAAOGTC A6CAGGAAQA 1740 

10 GCTCCAQCTC CCGGACGCCC TTQACCCATG CCCTCCCAGO CCTQTCAGAO CAGGAAGGAC 1800 

AGAAOACCTC GGCTGCCAGC TGCCCCCAGC CCCX3GACCTT CCTCCTGCCC CTCCTCCTCT 1860 

TCCTGGCCCT TACAGTAGCC AGGCCCCGGT GGOGGTAACT 60CCCAAGGC CCCAGGQACA 1920 

GAQQGCAAGG ACTGACTTTQ OCAAAAATAC AACACA0AC6 ATATTTAATT CAOCTCAOOC 1980 

TGGM3A06CC TGGGGTGGGA CAG0GA6GGC OGGOGGCTCT GAGCAGGGGC AGGCGCAOAO 2040 

15 GTCCCAGCCC CAGGCCTGGC CTOGCCTGCC TTTCTGCCTT TTAATTTTGT ATGAGOTOCT 2100 

CAGGTCAGCT GGGAGCCAGT GTGCCCAAAA GCCATGTATT TCAGGGACCT CAGGGGCACC 2160 

TCGGGCTGCC TAGCCCTCCC CCCAGCTCCC TGC3VCOGCCX3 CAOAAGCAGC CCCTGGAGOC 2220 

CTACAGAGGA GOCCTCAAAO CAACXXX3CT0 QAGCOCACAG OQAOCCraTG CCTTCCTCCC 2280 

OGCCrCCTCC CACTGGGACT CCCAGCAGftG CCCA0CA6OC AGCCCTGGCC CACXX30GCAG 2340 

20 CCTCCAQAGA AGCXXXXK3VC GGGCTGTCTG GGT G TCOGCC ATCCAGOOTC TGOCAOAGCC 2400 

TCTQAQATOA T6CATGATGC CCTCCXXTCA GCGCAGGCTQ CAOAGCCOSG CCCCACCTCC 2460 

CTGCGCCCTT GAGGG6CCCC AGGGTCTGCA GGGTGAOGCC TGA6ACAGCA CCACTGCTGA 2520 

GQAOTCTQAG GACTGTCCTC CCACAGAOCC TGCAOTGAaO GGCCCTCCAT GOGC3VQATQA 2580 

^. GGGGCCACTG ACGCACCTGC GCTTCTGCra GAGaAaGGGA A6CTGGGGCC AAAOGGCCAO 2640 

25 GGAGGCAGCG TGGGCTCTGC CAATGTGGGC TGCCCCTCX5C ACACAGGGCT CACAGGGCAG 2700 

GCCTTGCTGG GGTCCAGGGC TGTTGGAGGA CCCOGAGGGC TGAGGAGCAG CXSWJGACCOG 2760 

CCTOCTCCCA TCCTCACCCA GATCAGGAAC CAGG6CCTCC CTGTTCACGG TOACACAGGT 2820 

CAGGGCTCAG AGTGACOCTC 66CT6TCACC TGCTCACAGG GATGCT6GTG GCTGGTGA6A 2860 

CCCCXKACTG CACACGGGAA TOCKTAGGTC CCTTCCCX3AC CCAGGCAGCT GC»CTGCAGG 2940 

30 GCAOOGGGAC CTGGATAGTT AAGGGCTTTT CCAAACATGC ATCCATTTAC TGACACTTCC 3000 

TGTCCTTGTT CATGOAOAaC TOTTCGCTCC TCCCAOATGG CTTOGGAGGC COGCAGGGCC 3060 

CACCTTGGAC CCTGGTGACC TCCTGTCACT CACTGAGGCC ATCAGG6CCC TGCXXXaGGC 3120 

CTGGAGGGGC CCTCCTTCCC T0CIX3TGCCC CAGCTOCCAa GTGGGCCTG6 GGAGGGGTGG 3180 

TGTGGTGTTG GGAAOGGQTC CTGCAGGGGG AGQAGQACTT GGAGGGTCTG GGGGCAGCTO 3240 

35 TCCTGAACCG ACTGACCCTG AGQAQGCCQC TTAOTOCTGC TTTOCTTTTC ATCACCGTCC 3300 

CGCACAGTGG ACGGAGGTCC CXX3GTTGCTG GTCAGGTCCC CATGGCTTGT TCTCTGGAAC 3360 

CTGACTTTAG ATGTTTTGGG ATCAGGAGCC CXX3U\.C3lCAa GCAAGTCCAC CCCATAATAA 3420 

CCCT6GCAGT GCCAGGGTGO GCTGGGGACT CTGGCACAGT OATCCOGGGC GCCAG6ACAG 3480 

CAGCACTCCC GCTGCACACA GAGGGCCTAG OGGTGGOGCT CA6ACCCCAC OCTAGGCTCA 3540 

40 TCTCTGGAAG GGGCAGCCCT QAGTGGTCAC TGOTCAGGGC AGTGGCCAAG CC TGCTG TGT 3600 

CCTTCCTCCA CAAGOTCCCC CCACCGCTCA GTGTCAOOQa QTGACXSTGTG TTCTTTTOAG 3660 

TCCTTGTAT6 AATAAAAGGC TGOAAACCTA AA 3692 



45 Seq ID NO: C74 DNA Secjuence 

Nticleic Acid Accession ft: BC030205.1 
Coding setjuence : 4 S . . 878 

1 11 21 31 41 51 

50 I I I 1 I I 

GTGAGCAGCC CXTTAACAGGC TGTTACTTCA CTACAACTGA CGATATGATC ATCTTAATTT 60 

ACTTATTTGT CTTGCTATGO 6AAGACACTC AA6GATGGG0 ATTCAAGGAT QGAATTTTTC 120 

ATAACTCCAT ATGGCTTGAA CX3AGCAGC0G GIGT6TA0CA CAGAGAAGGA 0GGTCTG6CA 180 

AATACAAGCT CAOCTAOGCA GAAGCTAAGG OGGTGTGTGA ATTTGAAGGC GGOCATCTOG 240 

55 CAACTTACAA GCAGCTAGAO GCAGCCAGAA AAATTGGATT TCATGTCT6T GCTGCTGGAT 300 

GGATGGCTAA GGGCAOAOTT GQATACCCCA TTGTGAAGOC AGGGCCCAAC TGTGGATTTG 360 

GAAAAACTGG CATTATTGAT TATGGAATCX! GTCTCAATAO GAGTGAAAGA TGGGAT6CCT 420 

ATTGCXACAA COCACAOGCA AAGOAGTGTG GT660QTCTT TACA6ATCCA AAGCAAATTT 480 

TTAAATCTCC AGGCTTCCCA AATOauaTACO AAQATAAOCA AATCTGCTAC TGOOICATTA S40 

OO GACTCAAGTA TGGTCAGCXST ATTCACCTGA OTTTTTTAGA TTTTGACCTT GAAGATQAOC 600 

CAGGTTGCTT G6CTGATTAT GTTGAAATAT ATGACAGTTA CGATGATGTC CATOGCTTTG 660 

TGGGAAGATA CTOTC36AQAT GAGCTTOCAG AT6ACATCAT CAGTACAGQA AATO TCATGA 720 

CCTTGAAGTT TCTAAOTGAT GCTTCAOTGA CAGCiaaAGO TTTCCAAATC AAATATGITG 780 

CAATGGATCX: TGTATa»AA TCCAOTCAAG GAAAAAATAC AAGTACTACT TCTACTGGAA 840 

65 ATAAAAACTT TTTAGCTGGA AGATTTAGCC ACTTATAAAA AAAAAAAAAG GATGATCAAA 900 

ACACACAGTG TTTATGTTGG AATCTTTTGQ AACTCCTTTG ATCTCACTGT TATTATTAAC 960 

ATTTATTTAT TATTTTTCTA AATGTGAAAG CAATACATAA TTTAGGQAAA ATTGGAAAAT 1020 

ATAOGAAACT TrAAAOQAOA AAATGAAACC TCTCATAATC CCACTGCATA QAAATAACAA 1080 

GOCTTAACAT TTTCATATTT TTTTCTTTCA GTCATTTTTC TATTTOTQQT AT ATQTAT AT 1140 

70 ATGTACCTAT ATGTATTTQC ATTTGAAATT TTGGAATCCT GCTCTATGTA CAGTTTTGTA 1200 

TTATACTTTT TAAATCTTGA ACTTTATAAA CATTTTCTGA AATCATTGAT TATTCTACAA 1260 

AAACATGATT TTAAACAGCT GTAAAATATT CTATGATATG AATGTTTTAT GCATTATTTA 1320 

AOOCTGTCTC TATTGTTOGA ATTTCAGOTC ATTTTCATAA ATATTGTTGC AATAAATATC 1380 

CTTGAACACA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 1430 



75 
80 



Seq ID NO: C7S DNA Sequence 

Nucleic Acid Acceeaion #: NK_001982.1 

Coding sequences 199.. 4227 

1 11 21 31 41 51 

I i I 1 1 I 

CTCTCACACA CACACACCOC TOCCCTOCCA TCCCTCCCCO GACICOGGCT COGGCTCOGA 60 
TTGCAATTTG CAACCTOOOC TG00GT06CC 6CAGCAGCCA CCAATTOQOC AGOGGTTCAO 120 
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?src?s°.=c ssss 
?s^s^x'c^ 5^^^ Gjjc™^ 

GTGGTGAW3G ACAATGGCAG AAGCTGTCCC CCCTGTCATQ ^^^^ TCCTCAGTGT 

» mmmmmm 

TTGACflACCA TTGGAGGCRa AAGCCICIAC MC00880CT ^^^^ ^SgSkSc 

CTGCTGGATC ATCTTGAGACA ACACCGGGGG affOGTATCGT QCATAGAAAC 

GGAGTACAAA TTGCCAAiSGG AATGTACTAC CTTOM^ ^StGGC AGATTTTGGT 

« mmmmmm 

TTGGMGCAG AGGAGGACWV CCTOQCAACC *CC^«rGQ 2=^=?! SSg^^ 
60 SsTO.T GCCAG^TA« «CCT^ ^^JS^ 

GotaicccrrT cttcactggg tctcaqttct crrceroGGTA craMOMM iSSSSiSS 

CCGOAOGAOA AGG««BK ^OT^^ 
AGTTCCCTTO WSGAOCTOQG TTMORGTAC M^aOTOS ^SS^ 
CTOGGCaOCR OMaGAOTTG COCACIOCM OCIOTACCCA TWTGCCCM *SraOSCft» 
65 StC^TC AftCACtATOA ATATATGRAT CGGCAAOGAG WG^SIM 

CATTATGCAC CCATGeGGGC CTGCCC3VGCA TCTGAQCAAa eGlATOAMA GATMQBGCI 
^SS^ GGCCCCCCAT GTCCATTATG CCOOOTMA ^CTC«CGT 

lasm^M cracAOHCTC tooctttwt aaccciqatt aciggcatag camcttttc 

iSSSSiA SoSS AACGIAACTC CTGCTCCCTG TGGCACTCAG GMCaTTTA 
70 SSoGCTA OTGCCWTAO AOGOTACCGT CTTCTCCCTA TTCCCICTCT OCCCAGQTC 

^Sccrr tt^Sgtc ccagacaatt ccattcaatc tttggicgct TmAAOOT 

S^S^ IJ^SSgG TATQIAGCCA GCTGTGC^ 

»«nft»fcnf«rT TTrrrTATTT TQTGTGCrTT CCCAGTCCCA TTCCTCAGCT TCTTCACAWa 
SS^^ SSJSIS J?TACTCTCC ATATOCCTTC CTCTCAGGCr CTTGACTACT 

AGGAAACCTA OCAGAGOAAA GTQTAATTTT GGTTTATGAC TCTtAACCCC ™GAAACTC 
JS^CTTAA AMCTCTGAA GAAAGAGGTT AGGAGTAGAT ATTOATTACT ATCT^AATTC 

^SS^ totcagcSg gcatcatact aaacttcacc tacattatct cacttogtcc 
?5^Stoc ™aaaSat tctgtgacat acatattatc tcattttaca caaagggaag 

80 CIGTAATCTC AGCACTTTGG GAG^T^A^ 

AOcSa^ AGGAGTTTOA GAOCAGCTTA GOaACATAG TAAGACCCCT ATCTC 
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Seq ID NO: C76 DNA Sequence 
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NUcleic Acid Accession ttt NM_001216.X 
Coding sequence t 43.. 1422 " 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 



1 
I 

GCC06TACAC 
AGCCCCrOGC 
CTGTOICTGC 
TCCCCCTTGG 
AGTGAAGAOG 
GAGGATCTAC 
TCCCTGAAGT 
AATAATGCCC 
COGCCCTGGC 
OSCCCCCAOC 
CT00060COC 
OCTCCTGGGC 
CTGCACTGGG 
CCTGCCGAGA 
GGGOGCCGGG 
AlCrrGCCTATG 
CAQGTCCCAG 
TATGAGGOOT 
CAGACAGTGA 
GGTGACTCTC 
OAGOCTTGCT 
AATTCCTGCC 
ACCAGOGTOG 
GTGAGCTACC 
TGTGAGAAGC 
ATGCCACTTC 



11 
1 

ACOGTGTGCT 
TCCCTCTOTT 
TGCTTCTGAT 
GAGGAG6CTC 
ATTCAOCCAG 
CTGGAOAGGA 
TAGAGOATCT 
lACAGGQACAA 
CCCGGGTGTC 
TCGCCX3CCTT 
TOCCAGAACT 
TAGAGATG6C 
GGGCTGCAGG 
TCCAOGTGGT 
GA6GCCTGGC 
AOCAGTTGCT 
GACTGGACAT 
CTCTGACTAC 
TGCTGAOTGC 
GGCTACAGCT 
TCXXrrGCTGG 
TGGCTGCTGG 
CGTTCCTTGT 
GCCCAGCA6A 
CAGCCA QAQO 
CTTTTAACTG 




TOGTCOGGGC 
TCACCTCAGC 
OOTGTTGGOC 
OTCrCGCTTG 
ATCTGCACTC 
ACCGCCCTGT 
TAAGCA6CTC 
GAACTTCOGA 
AQTGQACAGC 
TGACATCCCA 
GCAGATGAGA 
GGTA6CCX3AG 
CATCTGAGGO 
CCAAGAAATT 



31 
I 

ACAGTCAGCC 
CCTGCTCCA6 
CCCCAGAGOT 
GATGACCCAC 
CCACCGGGAG 
6AA6TTAA6C 
GAGGCTCCTG 
GACCAGAGTC 
GOGGGCCGCT 
CTGGGCCCCC 
AACAATOGCC 
GGGOGGGAGT 
TOGGAGCACA 
ACCGCCTTTG 
QCCTTTCTGG 
QAAGAAAT06 
CTGCOCTCTG 
GCXX»GGOTO 
CACACCCTCT 
GOGAOGCAGC 
AGTCCTGBGG 
OCCCTQGTTT 
AOGCAGCACA 
ACTGGAGCCT 
GGAGGOQQTA 
TTTTAAAATA 



41 

I 

GCMGGCTCC 
GCCTCACTGT 
TGCCCCGGAT 
TGGGOGAGQA 
AGGAGGATCT 
CTAAAXCAGA 
OAGATGCTCA 
ATTGGOGCTA 
TCCAGTCCCC 
TGGAACTCCT 
ACASTGTGCA 
ACCGGGCTCT 
CTCTGGAASG 
GCAGAGTTGA 
AGGAGGGGCC 
CTGAGGAAOG 
ACTTCAGOOG 
TCATCTGGAC 
CTGACACCCT 
CTTIGAATQG 
CTGCTQAfiCC 
TTGQCCTCCT 
GAAG6GGAAC 
AGAGGCTGGA 
ACTQTCCTGT 
AATATTTATA 



51 
I 

CCT6TGO00C 
GCAACTGCTG 
6CAGGAGGAT 
GGATCTGCCC 
ACCTGGAGAG 
AGAAGAOGOC 
AGAACCCCAG 
TGGAGGOQAC 
GGTGGATATC 
GGGCTTCCAG 
ACTGACCCTG 
GCAG CTGCAT 
CCACCGnTTC 
GGAGGCCTTG 
GGAAGAAAAC 
CTCAGAGACT 
CTACTTCCAA 
TGTOTTTAAC 
GTGGGGACCT 
OCGAGTGATT 
AGTCCAGCIG 

CAAAGGGGGT 
TCTTGGAGAA 
CCTGCTCATT 
AT 



Seq ID NO: C77 DNA Sequence 

Nucleic Acid Accession #: NM_004207.1 

Coding sequence: 63.. 1460 



1 

1 

GG06AGAGGC 
CCATGGGAGG 
GGGGCrGGGC 
AGGGCGTCAG 
CAGCCTGGAT 
TGTOCGTGAA 
TGGGCATGGT 
TCATCACGGG 
ACTTCAGCAA 
TGTOTGCCCT 
TCCrCATCCT 
TGGTQGTCAC 
TGAGC6TCTT 
TGGGGCTCTT 
ACACX3VAGGC 
CCQOGGQCTT 
TCTCCATGTT 
GCCTCGTGGT 
TCGAQ6TGCT 
TGCTGATGGA 
06ACCCA0GT 
TGATTTTGCT 
AQGTG6CGGC 
T006GGAGGT 
OCCCQGAAAC 
AAGGCGGCAA 
GG6CTCCA0C 
OGGGGTGGGA 
AAGGCATCCT 
CTCAAGGACC 
COGCAGACAO 
GGCTCACATG 
CTGQAAGATG 
TT 




CTTCAAGGGC 
CTTCTGCATC 
CATGGOCATC 
GGOGGTQGCC 
CTACATGTAC 
GCTGGGCAAC 
CGOSGAGGAO 
GGAGCATTTC 
AAGTGTCTGA 
OGCTTGCTAT 
TGCOOGCCCA 
ACCQTGTCAT 
CACCAGG6GC 
TOGAAACOCA 
GCTGGCAGGQ 
dGQCCTGTGC 
GAAATAAACC 



21 
1 

GGCCCAGC6G 
GAG6AGGGCC 
GGCTGTTTCQ 
AAGGAGCTCA 
CTGCTGGCCA 
TGCCGGCCCQ 
TTTTOCCGGA 
GCACTCAACT 
ATGGCCAACG 
GGGCAGCTGC 
CTGCTCAACT 
GGCTCGGGGC 

GTQTTGGTGG 
CTCACCATCC 
CTTGGGAAGG 
CTCGCGGACC 
TTCTTTGGCA 
GTGGGCACOC 
OTOCTCGTGO 
GTGTTCATCC 
TTCTTCTGCA 
GAGAAGCrOC 
CTGAAGGCTG 
GTG6CTGGGC 
TTATTTTACA 
GOGGATOGTC 
TCCAGAGTCa 
COOGCCTGCT 
TQCITOGAGA 
CAGGTGCTGC 
CCACCCCTCT 
TGCQTGTGGG 



31 

1 

06GCAGGTGA 
CCACAGGC6T 
TCATCACTGG 
TACAGGAGTT 
TGCTCTACGG 
TCATGCTTQT 
GCATCATCCA 
TCCAGCCCTC 
GGCTGGOGGC 
TGCAGGACCG 
GCTGCGTGTG 
OGCCGCQACC 
TTTACGCOGT 
TGAOCTACGC 
TGGGCTTCAT 
TGCGGCCCTA 
TGGOGGGCTC 
TCTCCTAOGQ 
ACAAGTTCTC 
GGCCCCCTTC 
TGGGGGGGGC 
TTAOGAAGAA 
ACAAGCCTCC 
A6CCT6AGAA 
GGGG006GCA 
AACTGGACTG 
GOCOQATCAG 
ATCTGOGGTG 
GCTCCCAGGT 
CAAOGTGACT 



TGAC TGTCTT 
TG6AGTGTTC 



41 

I 

GGCGGAACCA 
CAAGGCCCCT 
CTTCTCCTAC 
TGGGATOGGC 
GACAGGTCGQ 
GGGGGGTCTC 
GGTCTAOCTC 
GCTCATCATG 
AGCAGGTA6C 
CTAOGGCTGG 
TGCOGCACTC 
CTCCCGGOGC 
GGC0GCCTO6 
CAAGQACCTG 
TGACATCTTC 
CTCCXaTCTAC 
TACGGCGGGC 
CATGGTGGGG 
CAGTGCCATT 
GGGAGGCAAA 
GQAGGTGCTC 
GCCCAAAGAG 
tGGAGACTOG 
AAAOGGGGAG 
GGCACAGGGA 
GCTCAGGCAO 
TQTTTTQAGG 
AAGCCAAGCC 
GGCCTGCGGC 
TTAATGGGAO 
CTCCAGOCOQ 
GGG6ACA6CT 
TCGTG006AA 



60 

120 ' 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1552 



51 

I 

ACCCTCCTGG 
GAG6GCGGCT 
GCCTTCCCCA 
TACAGCGACA 
CTCTGCAGTG 
TTTGCGTCGC 
ACCACTGGGG 
CTGAACOGCT 
CCTGTCTTCC 
CGGGGOGGCT 
ATGAGGCCCC 
CTGCTAGACC 
GTCATGGTGC 
GGOGTGCCCG 
GOGOGGCCGG 
CTCTTCAGCT 
GACIACGGOG 
GCCCTGCAOT 
6G0CTGGTGC 
CTCCTGOATQ 
ACCrCCTCCC 
CCACAGCCTG 
GGGGTGGACr 
GTGGTTCACA 
GGAG6TACAG 
G6CCA0GGCT 
OGGAAGOTGG 
GCAAGGTTAC 
CACTGCTATG 
GGTGGGTGGG 
TCCTACCCTG 
CTTTCCACCC 
TTGAAAAA6C 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 
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720 

780 

840 

90O 

960 

1020 

1060 

1140 

1200 

1260 
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1380 
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1500 
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1680 
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1800 

1860 

1920 

1980 

1982 



75 



Seq ID NOx C76 DMA Sequence 

Nucleic Acid Accession #: NM_000358.1 

Coding sequence: 46.. 2099 



o/v 1 11 21 31 41 51 

80 I I I I 1 I 

OCTTGCCCGT CGGTCGCTAG CTOGCTOGGT GOGCGTCGTC COGCTCCATG GOGCTCITOQ 60 

TG0G6CTGCT GGCTCTOGCC CTGGCTCTGG CCCTGGGCOC OGCOGCGACC CTGGGGGGTC 120 

COSCCAAOTC GCCCTACCAG CTGGTGCTOC ASCACAGCAO GCTOCGGGQC OGCCAGCACS 160 

GOCCCAAOGT 0TGT6CTGTG GAOAAGGITA TTG6CACTAA TAGGAAGTAC TTCAOCAACT 240 

1244 
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GCAAGCAGTO GTACCAAAQG AAAATCTGTO GCAAATCAAC WSTCATCAGC TACGAGTCCT 300 

GTCCTGGATA TGAAAACOTC CCTGGGGAGA MGGCTQTCC AGCAGCCCTA CCACTCTCAA 360 

ACCTTTACGA GACCCTGGGA GTCGTTGGAT CCACCACCAC TCAGCTGTAC ACGGACCGCA 420 

CGGAGAAGCT GAGGCCTGAG ATGGAGGGGC CCGGCAGCTT CACCATCTTC GCCCCTAGCA 480 

AOGAGGCCTG GGCCTCCTTG CCAGCTGAAG TGCTGGACTC CCTGGTCAGC AATGTCAACA 540 

TTOAGCTGCT CAATGCCCTC CQCTACCATA TGGTOOGCAQ GCGRGTCCXG ACTGATGAGC 600 

TGAAACACGG CATGACCCTC ACCTCTATGT ACCAGAATTC CAACATCCAG ATCCACCACT 660 

ATCCTAATGG GATTGTAACT GTGAACTGTG CCCGGCTCCT GAAAGCOGAC CACCATGCAA 720 

CCAACGGGGT GGTGCACCTC ATCGATAAGG TCATCTCCAC CATCACCAAC AACATCCAGC 7B0 

AGATCATTGA GATOGAGGAC ACCTTTGAGA CCCTTCGGGC TGCTGTGGCT GCATCAGGGC 840 

TCAACAOGAT GCTTGAAGOT AACGGCCAGT ACAOQCTTTT GGCCCCGROC AATGAGGCCT 900 

TCGAGAAGAT CCCTAGTCAO ACTTTGAACC GTATCCTGGO CGACCCAOAA GCCCTGAGAG 960 

ACCTGCTGAA CAACCACATC TTGAAGTCAG CTATGTGTGC TGAAGCCATC GTTGCGGGGC 1020 

TGTCTGTAGA GACCCTGGAG GGCACX3ACAC TQQAGGTGGG CTGCAGCGGG GACATCCTCA 1080 

CTATCAACQG GAAGGCGATC ATCTCCAATA AAGACATCCT AGCCACCAAC GGGGTGATCC 1140 

ACTACATTGA TGAGCTACTC ATOXAQACT CAGOCAAGAC ACTATTTQAA TTGOCTGCAG 1200 

AQTCTGATGT GTCCACASCC ATTGACCTTT TCAOACAAGC 0Q6CCTCG6C AATCATCTCT 1260 

CTGGAAGTGA GCGGTTGACC CTCCTCGCTC CCCTOAATTC TGTATTCAAA GATGGAACCX: 1320 

CTCCAATTQA TOCCCATACA AGGAATTTGC TTOGGAACXIA CATAATTAAA GACCAGCTGG 1380 

CCTCTAAGTA TCTGTACCAT GGACAGACCC TGGAAACTCT GGGCGGCAAA AAACTGAGAG 1440 

TTTTTGTTTA TOGTAATAGC CTCTQCATTC AGAACAGCTG CATCX30GGCC CACGACAAGA 1500 

GQGGGAGGTA CGGGACCCTG TTCACQATOQ AOCOGOTGCT GACCCCCCCA ATGGGGACTG 1560 

TCATGGATGT CCTGAAGGGA GACAATCGCT TTAGCATGCT GGTAGCTGCC ATCCAGTCTG 1620 

CAGGACTGAC GGAGACCCTC AACXX3GGAAG GAGTCTACAC AGTCTTTGCT CCCACAAATO 1680 

AAGCCTTCOS AGCCCTGCCA CCAAGAGAAC GGAGCAGACT CTTGG6AGAT GCCAAGGAAC 1740 

TTGCCaUVCAT CCTGAAATAC CACATTGGT6 ATGAAATCCT GGTTAGCGGA GGCATCGGGG 1800 

CCCTGGT6CG QCTAAAGTCT CTCCAAGGTG ACAAGCTGOA AGTCAGCTTG AAAAACAATG 1860 

TOGTGAGTOT CAACAAG6AG CCTGTTGCCG AGCCTGACAT CATGGCCACA AATGGCGTCG 1920 

TCCATGTCAT CACCAATGTT CTGCAGCCTC CAGCCAACAG ACCTCAGGAA AGAGGGGATG 1980 

AACTTGCAGA CTCTGCGCTT GAGATCTTCA AACAAGCATC AGCGTTTTCC AGGGCTTCCC 2040 

AGAGGTCTGT GCGACTAGCC CCTOTCTATC AAAAGTTATT AGAGAGGATG AAGCATTAGC 2100 
rrOAAOCACT ACAGGAG6AA TGCACCACGO CftGCTCTCXXS CCAATTTCTC TCAGATTTCC 2160 
ACAGAGACTG TTTGAATGTT TTCAAAACCA AGTATCACAC TTTAATGTAC ATGG GCCGC A 2220 
CCATAATGAG ATGTGAGCCT TGTGCATGTG GGGGAGGAGG GAGAGAGATG TACTTTTTAA 2280 
ATCATGTTCC CCCTAAACAT GGCTGTTAAC CCACTGCATG CAGAAACTTG GATGTCRCTG 2340 
CCTQACATTC ACTTCCAGAO AGGACCTATC CC3UUVTGTCG AATTQACTGC CTATGCCAAG 2400 
TCCCTGGAAA AOGAGCTTCA OTATTGTGGG GCTCATAAAA CATGAATCAA GCAATCCAGC 2460 
CTCATGGGAA GTCCTGGCAC AGTTTTTGTA AAGOCCWGC ACAGCTGGAG AAATQQCATC 2520 
ATTATAAGCT ATGAGTTGAA ATGTTCTGTC AAATGTGTCT CACATCTACA CGTG GCTTGG 2580 
AGGCTTTTAT GGQGCCCTGT CCAGGTAGAA AAGAAATGOT ATGTAGAGCT TAGATTTCCC 2640 
TATTGT6ACA GAGCXa^TQGT GTOTTT6TAA TAATAAAACC AAAGAAACAT A 2691 



Seq ID NO: C79 DNA Sequence 

Nucleic Acid Accession #i NM_006536.2 

Coding sequence: 109. .2940 

1 11 21 31 41 51 

ACCTAAAACC TTGCAAGTTC AGGAAGAAAC CATCTGCATC CATATTGAAA ACCTGACACA 60 

ATOTATGCAO CAGGCTCftOT GTGAOTGAAC TGGAGGCTTC TCTACAACAT GACCCAAAGG 120 

AGCATTGCAG GTCCTATTTO C31A0CTGAAG TTT6TGACTC TCCTGGTTGC CTTAAGTTCA 180 

GAACTCXX3^T TCCTGGGAGC TGGAGTACAG CTTCAAGACA ATGGGTATAA TGGATTCCTC 240 

ATTGCAATTA ATCCTCAGGT ACCTGAGAAT CAGAACCTCA TCTCAAACAT TAAGGAAATG 300 

ATAACTGAAG CTTCATTTTA CCTATTTAAT GCTACCAAGA GAAGAGTATT TTTCAGAAAT 360 

ATAAAGATTT TAATACCTGC CACATGGAAA GCTAATAATA ACAGCAAAAT AAAACAAGAA 420 

TCATATGAAA AGGCAAATGT CATAGTQACT GACTGOTATG GGGCACATGG AGATGATCCA 480 

TACACCCTAC AATACAGAGG GTGTGGAAAA GAGGGAAAAT ACATTCATTT CACAC CTAAT 540 

TTCCTACTGA ATGATAACTT AAGAOCTGGC TACGGATCAC GAGGCOGAGT GTTTGTOCftT 600 

GAATGGGCCC ACCTCOGTTQ GGGTGTGTTC GATGAGTATA ACAATGACAA ACCTTTCTAC 660 

ATAAATOOGC AAAATCAAAT TAAAGTGACA AGGTGTTCAT CTGAC3VTCAC AGGC ATTTTT 720 

GTGTGTOAAA AAGGTCCTTG CCCXXAAGAA AACTGTATTA TTAGTAAGCT TTTTAAAGAA 780 

GGATQCACXrr TTATCTACAA TAGCACCCAA AATGCAACTG CATCAATAAT 6TTCATGCAA 840 

AGTTTATCrr CroTGGTTGA ATTTTCTAAT GCaAGTAOC!C ACAACCAAGA AGCAOCAAAC 900 

CTACAGAACC AGATGTGCAG CCTCAGAAGT GCATGG6AT0 TAATCACAGA CTCTGCTOAC 960 

TTTCACCACA GCTTTCCCAT GAATGGQACT GAGCTTCCAC CTCCTCCCAC ATTCTCGCTT 1020 

GTACAGGCTG GTGACAAAGT GGTCPGTTTA GTGCTGGATQ T GTCCA GC3UV GATGGCT^G 1080 

GCTGACAGAC TCCTTCAACT ACAACAAGCC GCAGAATTTT ATTTOATGCA QATTGTTGAA 1140 

ATTCATACCT TCGTQGGCAT TGCCAGTTTC GACAGCAAAO GAiSAaATCAG AOOCCAGCTA 1200 

CACCAAATTA ACAGCAATGA TGATCGAAAG TTGCTGGTTT CATATCTGCC CACCACTGTA 1260 

TCAGCTAAAA CAGACATCAG CATTTGTTCA GGGCTTAAGA AAGGATTTGA GGTGGTTGAA 1320 
AAACTGAATG GAAAAGCTTA TGGCTCTGTG ATGATATTAG TGACCAGCGG AGATGATAAG 1380 
CXTCTTGGCA ATTGCTTACC CACTGTGCTC AGCA6TGC?rT CAAC3VATTCA CTCCATT GCC 1440 
CTGGGTTCAT CTGCAGCCCC AAATCTGGAfl GARTTATCRC GTCTTACAGG AGGTTTAAAG 1500 
TTCTTTGTTC CAGATATATC AAACTCCAAT AGCATQATT6 ATGCTTTCAG TAGAATTTCC 1560 
TCTGGAACTG GAGACATTTT CCAGCAACAT ATTCAGCTTG AAAGTACAGO TGAAAATGTC 1620 
AAACCTCACC ATCAATTGAA AAACACAGTG ACTGTGGATA ATACTGTGGG CAACGACACT 1680 
ATGTTTCTAG TTACX3TGGCA G6CCAGTGGT CCTCCTGAOA TEATAT TATT TGATC CTGAT 1740 
GGAOGAAAAT ACTACACAAA TAATTTTATC AOCRATCTAA CTTTTCGGAC AGCTAGTCTT 1800 
TGQATTOCAG GAACAGCTAA QOCPGGGCAC TGGACTTACA CCCTGAACAA TACCCATCAT 1860 
TCTCTGCAAQ CCCTGAAAGT GACAGTQACC TCTCGCQCCT CCAACTCAGC TGTGCCCCCA 1920 
GCCACTGTGG AAOCCTTTGT GGAAAGAGAC AGCCTCCATT TTCCTCATCC TGTGATGATT 1980 
TATGCCAATG TGAAACAGGO ATTTTATCCC ATTCTTAATG CXACTGTCAC TGCCACAGTT 2040 
GAGCCAGAOA CTGGAGATCC TGTEAOGCTO AGACTCCTTO ATGATGGAGC AGGTGCTGAT 2100 
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GTTAT AAAA A ATGATGGAAT TTACTCOAGQ TATTTTTTCT CCTTTOCTOC AAATGGTAtU 2160 

TATAGCTTGA AAGTGCATGT CAATCACTCT CCCAGCATAA GCACCCCAGC CCACTCTATT 2320 

CCAGGGAGTC ATGCTATGTA TGTACCAGGT TAC31CAGCAA AOB6TAATAT TCAGATGAAT 22B0 

- GCTOCAAOOA AATCAGTAOO CAGAAATQAO GAGGAGCGAA ACSTOGGGCTT TAGCCGAGTC 2340 

J AGCTCAG6A0 GCTCCTTTTC AOTGCTQGQA GTTCCAGCTG QCCCCCACCC TCATCTOrTT 2400 

CCACCATCCA AAATTATTGA CCTGGAAOCT GTAAAAGTAG AAGAGGAATT GACCCTATCT 3460 

TGOACAGCAC CTGGAGAAOA CTTTGATCAG GGCCAGGCTA CAAGCTATOA AATAAOAATO 3530 

AGTAAAAGTC TACAGAATAT CCAAQATQAC TTTAACAATC CTATTTTAGT AAATACATCA 2S80 

. ^ AAGC3QAAATC CTCAGCAAGC T66CATCAGG GAGATATTTA CGTTCTCACX: CX3U3ATTTCC 2640 

l\J AOGAATGGAC CTGAACATCA OCX»AATGGA GAAACACATO AAAGCCACAG AATTTATOTT 3700 

GCAATACGAG CAATGGATAG GAACTCCTTA CAGTCTQCTO TATCTAACAT TGCOCAGGOO 2760 

CCTCTGTTTA TTCCCCCCAA TTCTQATCCT GTACCTGCCA GAGATTATCT TATATTOAAA 2830 

GGAGTTTTAA CAGCAATQGG TTTGATAGOA ATCATTTGCC TTATTATAGT TCTOACACAT 2880 

^ - GATACTTTAA GCAOGAAAAA GAGAGCAGAC AAGAAAGAGA ATGGAACAAA ATTATTATAA 2940 

iJ ATAAATATCC AAAGTGTCTT CCTTCTTAGA TATAAQACCC ATCGCCTTCG ACTACAAAAA 30 00 

CATACTAACA A AGTCA AATT AACATCAAAA CTGTATTAAA ATGCATTQAG TTTTTOTACA 3060 

WACAGATAA GATTTTTACA TGGTAGATCA ACAATTCTTT TTGGG6GTAG ATTAQAAAAC 3120 

CCTTACACTT TGGCTAT6AA CAAATAATAA AAATTATTCT TTAAAGTAAT GTCTTTAAAG 3180 

GCAAAGGOAA 6GGTAAA6TC GGACCAQTGT CAAGQAAAGT TTOTTTTATT GAGGTGGAAA 3240 

AATAGCCXXA A GCAG AGAAA AGGAGGGTAO GTCTGCATTA TAACTGTCTG TCTGAAGCAA 3300 

TCATTTAGTT ACTTTGATTA ATTTTTCTTT TCTCCTTATC TGTGCAGTAC AGOTTCCTOXS 3360 

TTTACATGAA GATCATGCTA TATTTTATAT ATGTAGCCCC TAATGCAAAG CTCTTTACCT 3420 

CTTGC TATT T TGTTATATAT ATTTCAQATG ACATCTCCCT GCTAATGCTC AGAGATCTTT 3480 

TTTCACTCTA AGAGGTAACC TTTAACAATA TGGGTATTAC CrTTGTCTCT TCATACaSGT 3540 

TTTATOACAA AGGTCTATT6 AATTTATTTG TNTGTAAGTT TCTACTCCCA TCAAAGCAGC 3600 

TTTCTAAOTT TATTQCCTTQ G3TTATTATG GAATGATAGT TATAOOOXK TATAATOOCT 3660 

TACCTAGGAA A ^^^j^ 

6eq ID K0> C80 SNA Sequence 
JU Nucleic Acid Accession «: Eos sequence 
Coding sequence: 1..1413 

I " r 1^ T r 

ATGAAGTTTC TTCTAATACT GCTCXTTGCAG GCCACTGCTT CTGOAGCTCT TCCXXTTGAAC 60 

AGCTCTACAA GOCTGGAAAA AAATAATGTG CTATTTGGTG AAAOATACTT AGAAAAATTT 120 

TATGGCCTTG AQATAAACAA ACTTCCAGTG ACAAAAATGA AATATAGTOG AAACTTAATO 180 

AAGGAAAAAA TCCAAGAAAT GCAGCACTTC TTGGOTCTGA AA6TGACCXM GCAACTGGAC 240 

ACATCTAQCC TG6AGATGAT GCAOGCACCT CGATGTGGAG TCCCCQATGT CCATCATTTC 300 

*fU AGQGAAATGC CAGGGGGGCC CGTATCQAGG AAACATTATA TCACCTACAG AATCAATAAT 360 

TACACACCTQ ACATGAACCX3 TGAGGATOTT QACTAOGCAA TCCGGAAAGC TTTCCAAGTA 420 

TCGAGTAATG TTACCCCCTT GAAATTCAGC AAGATTAACA CAGGCATGQC TOACATTTTQ 480 

^TOOTTTTTG CCOGTGG AGC TCATGGAGAC TTC3CATGCTT TTOATCGCAA AGGTGGAATC 540 

CTAGCOCATO CTTTTGGAOC TGGATCTOGC ATTGGAGGGO ATGCACATTT CQATGAGGAC 600 

GAATTCTGGA CTACACATTC AGGAGGC3U31 AACTTGTTCC TCACTGCTGT TCAC6AGATT 660 

GOCCATTCCT TAOGTCTTGa CCATTCTAGT GATCCAAAGO COGTAATGTT CCCCACCTAC 720 

AAATATX3TTG ACATCAACAC ATTTCGCCTC TCTGCTGATG ACATACQTG6 CATTCAGTCC 780 

CTOTATGGAQ ACXXI AAAA GA GAACCAACGC TTGCCAAATC CPGACAATTC AGAACCAGCT 840 

CTCTGTQACC CCAATTTGAG TTTTQATGCT OTCACTACCO TGGQAAATAA GATCTTTTTC 900 

TTCAAAGACA GQTTCTTCTC GCTOAAGOTT TCTGAGAGAC CAAAGACX»G TCTTAATTTA 960 

ATTTCTTCCT TATGGCCAAC CTTCCCATCT GGCATTGAAG CXGCTTATOA AATTGAAGCC 1020 

AGAAATCAAO TTTTTCTTTT TAAAQATGAC AAATACTQGT TAATTAGCAA TTTAAGAOCA 1080 

GAOCCAAATT ATCCC AAGAQ CATACATTCT TTTGGTTTTC CTAACTTTGT GAAAAAAATT 1140 

f.- GATGCAGCTG TTTTTAACCC ACXmTTTAT AGGACCTACT TCTTTQTAGA TAACCAGTAT 1200 

TGGAGGTATG ATGAAAGGAG ACAGATQATO QACCCTGGTT ATCCCAAACT GATTACCAAG 1260 

AACTTCCAAG GAATCGGGCC TAAAATTGAT GCAGTCTTCT ACTCTAAAAA CAAATACTAC 1320 

TATTTCTTCC AAGGATCTAA CCAATTTGAA TATGACTTOC TACTCCRACO TATCACXSUU^ 1360 

ACACTOAAAA GCAATAGCTG G ' mwr iX iT TGA 1413 



35 



45 
50 



60 



65 



Seq ZD NOc C81 DNA Sequence 

Nucleic Acid Accession ftt Eos sequence 

Coding sequence: 1..1413 



] " 21 31 41 51 

I I I I I I 

ATGAAGTTTC TTCTAATACT GCTCCTQCAG GCCACTGCTT CTGGAGCTCT TCCCCTOAAC 60 

AGCTCTACAA GCCTGGAAAA AAATAATGTG CTATTTGGTG AAftCSATACTT AGAAAAATTT 120 

TATGGCCTTG AGATAAACAA ACTTCCAGTG ACAAAAATGA AATATAGTGO AAACTTAATG 180 

AAGGAAAAAA TCCAAGAAAT GCAGCACTTC TTGGGTCT6A AAGTGACCGO GCAACTGGAC 240 

/U ACATCTACCC TGGAOATGAT GCAOGCACCT 06ATGTGQAG TCCCCGATGT CCATCATTTC 300 

AGGGAAATGC CAGGGGGGCC CGTATGGAGG AAACATTATA TCAOCTACAG AATCAATAAT 360 

TACACACCTQ ACATGAACCG TGAGGATOTT QACTAOGCAA TCOGQAAAOC TTTCCAAGTA 430 

TCGAGTAATG TTACCCCCTT GAAATTCAGC AAGATTAACA CAGGCATGGC TGACATTTTG 480 

OTOOTTTTTO CCOGTGGAGC TCATGGAGAC TTCCATGCTT TTGATGGCAA AGGTGQAATC 540 

CTAOOTCATO CTTTTGGACC TGGATCTGGC ATTGGAGGGG ATGCACATTT CQATGAGGAC 600 

GAATTCTGGA CTACACATTC AGGAGGCACA AACTTGTTCC TCACTGCT G T TCACGCCATT 660 

GGCCATTCCT TAGOTCTTGG CCATTCTAGT QATOCAAAGG COGTAATGTT CCCCACCTAC 730 

AAATATGTTG ACATCAACAC ATTTOGCCTC TCTGCTGATG ACATAO3TG0 CATTCAGTCC 780 

Rft SSSS?"^ ACCCAAAAGA GAAC CAACGC TTGCCAAATC CPGACAATTC AGAACCAGCT 840 

0\J CTCTGTGACC CCAATTTGAG TTTTQATGCT GTCACTAOOG TGGGAAATAA GATCTTTTTC 900 

TTCAAAGACA GGTTCTTCro GCTGAAGGTT TCTGAGAGAC CAAAOACCAO TOTTAATTTA 960 

ATTTCTTCCT TATGGCCAAC CTTOCCATCT GGCATTGAAG CTOCTTATOA AATTGAAGCC 1020 

AGAAATCAAG TTTTTCTTTT TAAAGATGAC AAATACTGGT TAATTAGCAA TTTAAGAOCA 1080 

6A6CCAAATT ATCCCAA6AG CATACATTCT TTTGGTTTTC CTAACTTTGT GAAAAAAATT 1140 
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GAT6CJLGCT0 mTtlACXX AOOTTTTTAT AGGACCTACI TCTTTCTAGA 
TCGAGGTATO ATOAAAQGAG ACAOATeATO QACCCTGOTT J^SSS^ 
AACTTCCAAG GAATCGQGCC TAAAATTGAT GCAOTCTTCT ACTCIAAAAA «MffACTAC 
TATTTCTTCC AAGGATCTAA CCAATTTOAA TAIOACtTCC lACTOCAAOQ TATCACCAAA 

ACACTGAAAA GCAATAGCTG GTTTGGTTGT TOA 

Seq ID NO: C82 DNA Sequence 
Nucleic Acid Accession #s 1IM_006952.1 
Coding sequence » 11.-793 



1200 
1260 
1320 
1380 
1413 



1 11 21 31 

I t 1 I 

AATCCCGACA ATCGCGAAAO ACAACTCAAC TCrTCGTTGC 
TGGAAATGTG ATTATTGGTT GTTGCXaSCAT TGCCCTGACT 
ATCTGACCAA CACAGCCTCT ACCCACTGCT TGAAGCCACC 
GGCTGCCTGG ATCGGCATAT TTGTGGGCAT CTGCCTCTTC 
TGTAGGCATC ATGAAGTCCA GCAGGAAAAT TCTTCTGGCG 
AOTATATGCX: TTTQAAGTGG CATCTTOTAT CACAGCAGCA 
ACCCAACCTC TTCCTGAAGC AGATGCTAQA QAGQTACCAA 
TGATGACCAG TGGAAAAACA ATGGAGTCAC CAAAACCTGG 
CAATTGCTGT GGCGTAAATG GTCCATCAGA CTGGCAAAAA 
TGAGAATAAT GATQCTGACT ATCCCTGGCC TCQTCAATCC 
AGAACCTCTC AACCTGOAGQ CTTGTAAACT AGGCGTGCCT 
CW3CTA1GAA CTGATCTCTG GTCCAATOAA CCGACACGCC 
ATTTOCCATT CTCTOCrGGA CrTTTTGGCSr TCrOCTGGGT 
AATTGAATAT TAA0AA 

Seq ID NOt C83 OKA Sequence 

Nucleic Acid Accession »: NM_001793.2 

Coding sequence: 71.-2560 

31 



41 
I 

TTCCAGGGCC 
GCGGAGTGCA 
GACAACGATG 
TGCCTGTCTQ 
TATTTCATTC 
ACACAACGAG 
AACAACAGCC 
GACA6GCTCA 
TACACATCTO 
TGTGTTATGA 
GGTTTTTATC 
TGGGGGGTTG 
ACCATGTTCT 



51 
I 

TGCTGATTTT 
TCTTCTTTGT 
ACATCTATGG 
TTCTAGGCAT 
TGATGTTTAT 
ACTTTTTCAC 
CTCCAAACAA 
TGCTCCAGGA 
CCTTCOGGAC 
ACAATCTTAA 
ACAATCAGGG 
CCTGGTTTGG 
ACTGGAGCAG 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

796 



1 11 21 

AAAGGGGCAA GAGCTGAGCG GAACACCG6C 
CTCTGCAGCC ATGGGGCTCC CTCGTGGACC 
CTGGCTGCAG TGCX3CGGCCT CCQAGCCGTC 
CTTGGAGGCG GGAGGCGCGG AGCAQGAGCC 
CTGCOCTGGG CAAGAGCCAO CTCTGTTTAG 
TOGCGAOACA GTCCAGGAAA GAAGGTCACT 
ATCCAAACGT ATCTTACGAA GACACAAGAG 
TGAAAATGGC AAGGGTCCCT TCCCCCAGAG 
AGACACCAAG ATTTTCTACA GCATCACGGG 
CTTCGCTGTA GAGAAGGAGA CAGGCTGGTT 
GATTGCCAAO TATGAGCTCT TTGGCCACGC 
CCCCATGAAC ATCTCCATCA TCGT6ACCGA 
GGACACCTTC C6AGGGAGTG TCTTAGAGGG 
6ACAGCCACG GATGAGGATG ATGCCATCTA 
CCATAGCCAA GAACCAAAGG ACCCACAOQA 
CACCATCAGC OTCATCTOCA GTGGCCTGGA 
CATCCAGGCC ACAQACATGG ATGGGGAOGQ 
GATCCTTGAT GCCAATGACA ATGCTCCCAT 
GCCTGAGAAT GCAGTGGGCC ATGAGGTGCA 
CAACTCAGCA GCGTOGOGTG CCACCTACCT 
TACCATCACC ACCCACCCTQ AQAOCAACCA 
TTTTGAGGCC AAAAACCAGC ACACCCTGTA 
GCTQAAGCrC CCAACCTCCA CAGCCACCAT 
ACCTGTGTTT GTCCCACCCT CCAAAGTCGT 
O C CTGTGT G T GTCTACACTG CAGAAGACCC 
CATCCTGAGA GACCCAGCAO GGTGGCTAGC 
TGTGGGCACC CTCGACC6TG AGGATGAGCA 
GGTCTTGGCC ATGGACAATG GAAGCCCTCC 
ACTGATTGAT GTCAATGACC ATGGCCCAGT 
CCAAAGCCCT GTGCGCCAGG TGCTGAACAT 
CCCTTTCCAG GCCCAGCTCA CAGATGACTC 
GGAAGGTGAC ACAGTGGTCT TGTCCCT6AA 
GCACCTTTCT CTGTCTGACC ATGGCAACAA 
GTOCGACTGC CATGGCCATQ TCQAAACCTG 
CCCTGTGCTG GGGGCTQTCC TGGCTCTGCT 
GAGAAAGAAG CGGAAGATCA AGGAGCCCCT 
COTCTTCTAC TATGGCGAAG AGGGGGGTGG 
GCTCCACCQA GGTCTQGASG CCA(3GCXX3GA 
CATCATCCCG ACACCCATGT ACOGTCCTCG 
TATAATTGAG AACCTGAAGG CGGCTAACAC 
CTTGGTGTTC GACTATGAGG GCAGCGGCTC 
CTCCGCCTCC GACCAAGACC AA6ATTA0GA 
GAAGCTGGCA GACATOTACG GTGGOSGGgL 
GQGACCAAAC GTCAG6CCAC AGAGCATCTC 
GACTTOQGAG CTTGTCAGQA AGTGG OCGT A 
ACGTTAGAGT GGTTGCTTCC TTAGCCTTTC 
AGCACT6AAA ACCTCTCCAC CTQGGCCAGG 
TCTTACCTGC OGTAAAATGC TCAACCCTGT 
TACAGTGGAC T ITCTCTCT Q GAATQGAACC 
TTTTTTTAAT GCTATCTTCA AAACGTX^ 
GCIOGGGCCA CTGGCC6TCC TGCATTTCIQ 



51 



C0GCCGTC6C 
TCTCGCGTCT 
CCGGGCGGTC 
CGGCCAGG06 
CACTGATAAT 
GAAG6AAAGG 
AGATTGGGTG 
ACTGAATCA6 
GCCGGGGGCA 
GTTGTTGAAT 
TGTGTCAGAG 
CCAGAATGAC 
AGTCCTACCA 
CACCTACAAT 
CCTCATGTTC 
CCGGGAAAAA 
CTCCACCACC 
GTTTGACCGC 
GAGGCTQAOS 
TATCATGGGC 
GGQCATCCTG 
CGTTGAAGT6 
AGTGGTCXAC 
TGAGGTCCAQ 
TGACAAGGAG 
CATGGACCCA 
GTTTGTGAGG 
CACCACTGGC 
CCCTGAGCCC 
CA0G6ACAAG 
AGACATCTAC 
GAAGTTCCTG 
AGASCAfiCIG 
CCCTG6ACCC 
GTTCCTCCTG 
CCTACTCCCA 
OGAAGAGGAC 
GGTGGTTCTC 
6CCAGCCAAC 
AGACCCCACA 
CGACGCCGCG 
TTATCT6AAC 
GGAOGACTAO 
CAAGGGGTCT 
GCAACTTGGC 
AGGATGGAGG 
GTTGCCTCAG 
GTGCTG6GCC 
TTCTTAGGCC 
GAAAGTTCTT 
GTTTGCAGAC 



41 

I 

GGCAGCTGCT 
CTCCTCCTTC 
TTCAGGGAGG 
CTGGGGAAAG 
GATGACTTCA 
AATCCATTGA 
QTTGCTCCAA 
CTCAAGTCTA 
GACBGCCCCC 
AAGCCACTGG 
AATGGTGCCT 
CACAAGCCCA 
GGTACTTCI6 
GGGGTGGTTG 
ACCATTCACC 
GTCCCTGAGT 
AOGGCAGTGG 
CAOAAGTAOG 
GTCACT6ATC 
GGTGA06AOG 
ACAACCAGGA 
ACCAA06AGG 
GTGGAGGATQ 
GAGG6CATCC 
AATCAAAAGA 
GACA6TGGGC 
AACAACATCT 
AOQGOAACCC 
GGTCAGATCA 
GACCTGTCTC 
TGGACGQCAG 
AAGCAG6ATA 
AGQGTGATCA 
T0QAA6GGAG 
CTGGTGCTGC 
GAAGATGACA 
CAGGACTATG 
CGCAATGAOG 
CCAGAT6AAA 
GCCCOSCCCT 
TCCCTGAGCT 
GAGTGGGGCA 
GCGGCCTGCC 
CAGTTCCCCC 
GGAGACAGGC 
AATGTGGGCA 
AGGCCAAGTT 
TGGOCCTGCT 
TCCTGGTGCA 
CAAAAGTGCA 
GC3CAATGGCT 



TCACCCCTCr 
TCCAQGTTTQ 
CTGAAGTGAC 
TATTCATGGG 
CTGTGCGGAA 
AGATCTTCCC 
TATCTGTCCC 
ATAAAGATA6 
CTGAG0GT6T 
ACCGGGAGGA 
CAGTGGAGGA 
AGTTTACCCA 
TGATGCAGGT 
CTTACTCCAT 
GGA6CACAGG 
ACACACTGAC 
CAGTAGTGGA 
AGGCCCATCT 
T6GA0SCCCC 
GGGACCATTT 
AGG6TTTGGA 
CCCCTTTTGT 
TGAATGAGGC 
GCACTGGGGA 
TCAGCTACCG 
AGGTCACAGC 
ATGAAGTCAT 
TTCTGCTAAC 
CCATCTGCAA 
CCCACACCTC 
AGGTCAACGA 
CATATGACGT 
GGGCCACTGT 
GTTTCATCCT 
TTTTGTTGGT 
CCCGTGACAA 
ACATCACCCA 
TGGCACCAAC 
TCG6CAACTT 
AOGACACCCT 
CCCTCACCTC 
GCCGCTTCAA 
TGCAGGGCTG 
TTCAGCTGAG 
TATGAGTCro 
GTTTGACTTC 
TCCAGAAGCC 
GTGACTGACC 
ACTTAATTTT 
GCCCAGAGCT 
CCCATTGG6A 



60 
120 
180 
240 

300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
IBOO 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
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TQGATCTCTG OGTITTTATA CIGAGTGTGC CTAOGTTOCC CCTTMTrPT TATTITOCCr 
CTTGOOTTOC TATAQATtSAA GGGTGAGOAC AATOSTBT A T AieiACIAGA ACTTTTTTAT 
TAAA6AAACT TTTCCCAGAA AAAAA 

Seq ID NOt C84 DMA Sequence 

Nucleic Acid Accession li IM_005639.1 

Coding sequence: 639.. 3546 



3120 
3180 
3305 
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11 



21 



TAGTOGGAGC GMSXSIQGCGh 6TCGCTGAGC 
COGOOBCOGG GAAOGAGAGG G0GAG6CGG6 
CCGCOSCCAC CACCGCCACC GGAGTCGCGG 
0CGGGG6GGG GGCXSCGGQCX: ACAGGCXXXTT 
COQUTOTOSC COSOGCXrcaS TTAGGftTGAG 
GGOGOOQGOC OAaCOGOCaGG CnGGAGGCTC 
GGCGOGOOOC GAC6CC6CCC QOGOOCCXXX 
CrCACTTTCA AGTGCTTOGT GGACTGCTTC 
CQTCOGCCOO CCX5CCCCGTC CCCOGGCCCG 
CCrOBGGOCC CTCXCOGGTG COGCOGGTGC 
GOCXXSGAGCC CG6CCCGOCC GXG0G0CCCX3 
AOGGOVTCTA TAfiOGTGTOC GGGGAOGAGA 
AOGGGGCXXX: GGCCAAGGGC 6ACGGCCCC6 
CCGTGCXX3CC GCGCGAGACC TGQAOQOGCC 
TOQCOGTGGG CTTGGGCAAC GTGTGGCGCT 
Gi m tfrilXT TATTCCCTAC GTCCTGATOG 
TAGAGATCTC GCTGGGCCAG TTCATGAAGG 
CCCTGTTCAA AGGCCTGGGC TACQCCTCCA 
ACATCATGGT GCTGGCCTGG GGCTTCTATT 
GCTGGGCCAG ATGTGGCCAC ACCTGQAACA 
AAGACTGTGC CAATGCCA6C CTG6CCAACC 
CCCCT6TCAT CGA6TTCTGG GA6AACAAAG 
CAGGGGCCCT CAACTGGGAG GTGACCCTTT 
TCTGTGTCTQ GAAGGGGGTC AAATCCACGG 
CCTACGTGGT CCTGGTCGTG CTGCTGGTGC 
GCATCATTTA CTATCTCAAO CCTGACTGGT 
ATGOQGGGAC CCAQATTTTC TTTTCTTACO 
GCAQCTACAA CCGCTTCAAC AACAACTGCT 
ACAGTGGGAC CAGCTTCTTT GCTGGCTTCQ 
CAGAGCAGGG 06TGCACATC TCCAAGGTGG 
CCTACCOQOO GGCTGTCAGO CTGATGGCAa 
TCAT6CTGTT GCT6CTTG0T CT06ACAOOC 
GCCTCCTCGA CCTCCTCCOS GCCTCCTACT 
CCCTCTGTTG TGCCCTCTGC TTTGTCATOG 
AOGTCTTCCA GCTOTTTGAC TACTACTOGG 
TTTGGGAGTG CGTG6TGGTG GCCTQ G QTGT 
CCTOTATGAT 06GGTA006A CCTTGCOCCT 
CGCTGQTCTO CATGGGCATC TTGATCTTCA 
ACAACACCTA CGTGTACCCG TGQTQQGOTQ 
CCATGCTGTG COTGCOGCTG CACCTCCTGQ 
CTGAGOOCTG GCAOCACCTG ACOCAGOCCA 
CTCAGGACGC AGATGTCAOG GQCCTGACCA 
TCGTCGTGGT 6GAQAGTGTC ATOTQACAAC 
GC CATAG CAG CCCCTGCTTC AGCCCCACOG 
CACTTTTGGG GTCTGCCIGG G6GAGGAGGG 
ACTTTTTCCA TTTTTAATAA AAOGGCAAAA 
TCCCCCTCCA GOOCTAGCCG AGCTOOTCCT 
CAGTOCTGCA CTCCTOCTGC CCCXGCCAC6 
CTCTGCAGCA CACCCGTGGG TGACCCCTCA 
TGTGAGGAAO GGAAGGAGGG AGAGACGGGA 
GAGGGGCAGC AOAAOCAAGO CAAATATTTC 
TTATAGAAGC TTAGAGAGCC AGGCAOCAAT 
CCAGTATCAA TTGTGTGAGC TTGGQTGOGA 
TATAGATCTC TATCTCTTAQ CAAAGGTGAA 
GGAGGCTTGT ATTTTGCACA TTTTATAAAA 
TTTCTAAAAA GAGGAAG6AG CCCAAACCAT 
CCTACCTTAC CCCTCTGCCC CTAGCCAAGO 
GCAAAACAAA AGCTTCGAGC TGTTGCGTGT 
GTCCCCAGCC CCAGACTGOA TTGQAAAAGT 
GCTGTGCCTT TGCCACAAGT CTGTGGGGCA 
GQOCrOCTAA CCTGGCCIGC TCAGGCTTCC 
GACCCTGGAC AOGQCTCCCA CGTCCAGGCT 
CTTCrGTGTA GCAQCTTTAA CCCAOOTTTO 
TGACCOCAAG AAAGGCTTCC CCGACACCCA 
GGGTGGCX3GG CCTGCGGGGA CATTCTACTQ 
AAAACATGTC ATTTTCC 



31 
I 

C0QC08C6QC 
CCGGA6CC6C 
GCCABC06GG 
GCTCCGGCCG 
TCT06GGTC8 
GGQAG0G6CC 
6QGC0CCC6A 
TGACTGGQCC 
GCC6CCCCCC 
0CCC0GCCT6 
CGQGGQOCAT 
AGAAOGGCCC 
TGGGCCTGGG 
AGATGGACrr 
TCCCCTACCT 
CGCTGQTTGG 
CGGGCAGCAT 
TGGTQATOOT 
ACCTGGTCAA 
CTCCCGACTG 
TCftCCTOTGA 
TCTT6AGGCT 
GTCTGCTGGC 
GAAAGATOGT 
GTGGAGTGCT 
CAAAGCIGGO 
GCATTGGCCr 
ACAAGGAQ6C 
TGGTCTTCTC 
CAGAGTCA6G 
TGGCOCCACT 
AQTTTGTAGO 
ACTTCOGTTT 
ATCTCrCCAT 
CCAGOQGCAC 
AOGGAGCTQA 
GGATGAAATG 
ACGTTGTQTA 
AGGCCATGOQ 
GCTGCCTCCT 
TCTGGGGCCT 
CCCTQACCCC 
TCAQCTCACA 
CACCCCTCCA 
GAGAAAGCAC 
ATATCACAAC 
A6GCCCO0CC 
CCCACCCCCT 
CCCCAGAAGC 
GaGAGGAaAO 
AGCTGGGCTA 
GGAACCTTCT 
GTGCA0G06T 
TGCCAGATGT 
ACTTGAGAGA 
CCTCTCCTTA 
AOTOTGAATT 
GTGAGTCTGT 
OCATQGTGGG 
AGAGGCTGCA 
CACCCIGT6C 
TAAGGTGGAT 
TCTGTCAOGT 
GACAQAGGCT 
T6CTAAAAAG 



41 SI 

I ) 
OCOSAOAGOO GCTQCAGCGG 
OGCOGOOGCC 6CCACCGCO0 
CAGCCT0C6C GGGCCCCGGC 
TOGTTTGCAO ACOGCGGGCG 
GGOGAGGAGC 0GCC6CAOCC 
G00600Q0G0 CGGCCOCCOG 
CACACATGAG ATTCTTCAGG 
GCC0GC6C0C 06CACCCOGC 
GGCCCCOGGC 06GCCCGC0C 
AC06CG60CC CCOGTGAGGC 
GGCGAAGAAG AGCGCCQAGA 
CCTCATOQGO CCOQGGCCGG 
GACACCOOGC GGCCGCCTGG 
CATCATGTOG TGCGTGGGCT 
GTQGTACAAG AAGGG06GAG 
AGGAA TOCOC ATTTTCTTCT 
CAATGTCIGG AACATCTGTC 
CTTCTACTGC AACACCTACT 
GTCCTTTACC ACCACGCTGC 
OGTGGAGATC TTCCGCCATQ 
OCAGCTTGCT GAC06C0GGT 
GTCTGGOOGA CTGGAGGTGC 
CTGCTGGGTG CTQQTCTACT 
GTACTTCACT GCTACATTCC 
GCT6CCIGGC GCCCTG6ATG 
GTCCCCTCAO GTOTOGATAO 
GGGGGGCCTC ACAGCCCTGO 
CATCATCCTG GCTCTCATCA 
CATCCTGGGC TTCATG6CTG 
GCCGGGGCTG GCCTTCATCO 
CTQGGCTGCC CTGTTCTTCT 
TGTGGAGGGC TTCATCACOG 
CCAAAGGGAG ArCTCTGTGG 
GGTGACTGAT GGOGGGATGT 
CACCCTGCTC TGGCAGGCCT 
CGGCTTCATG GACXSACATTG 
GT6CTG6TGC TTCTTCAOCC 
CTACQAGCCG CTGGTCTACA 
CTGGGCCTTC GCCCTGTCCT 
GAGGGCCAAG GGCACCATG6 
CCACCACTTG GAGTACOQAO 
AGT6TCG6AG AGCAGCAAGO 
TCACCAGCTC ACCTCTGeTA 
GGGGGCCTOC CTTTCCCTGA 
CATGAGIGCT CACTAAAACA 
CCACCAAAAA TAGATGCCTC 
TA6TGCCCCA CCOOCACCCA 
GCCCACCTCT CCAGGCTCTG 
AGCA6T6GCA GCTTGGOAAA 
AGAOGAGAAG GGAGGCAGGG 
TAOCCCTCTC CCCATCOCXO 
GGTTCCTGOG CCAAT06CCA 
GCOTGAGTAC GGAGAOTATA 
AAATOGOOCC TCTGOGCAAA 
ATGAGATTTC TGCTTGTATA 
CCACTCOCAT GCCIGIGAGC 
TATAGATCTA ACTTTCATAQ 
TGTGTGGATG TG0GTGTX3TG 
GGCCTOGGGO CTGTCCCCAC 
ATATTCCGTC CT6GGTGTCT 
GGQGGACACC OCCAOQAAOG 
GCACTTGCOG CAGCTCCAGT 
CCAGTGCOGA GAGCGCTGAG 
GCAGGGCT6G GGCTGGGTGA 
CCACTGCAGA CATAGCAATA 



60 

120 

180 

240 

30O 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3720 

3780 

3840 

3900 

3917 



Seq ID NO* C85 ONA Sequence 

Kuclelc Acid Accession 8t NM_00 6516.1 

Coding sequence: 180.. 1658 ~ 



11 



21 31 41 51 

I I t I I i 

TAOTGQQQGG TCCCCGAOTG AGCAOGCCAG GGAGCAGQAG AOCAAAOQAC GGOOGTCGGA 

1248 



60 



wo 03/042661 



GTCAGAGTQO 
CGCACGCCCX5 
TQGAGCCCAG 
TTGGCTCCCT 
AGGA6TTCTA 
TCACCACGCT 
TCTCTGTGGG 
TGCTGGCCTT 
TGCTGATCCT 
CCAtGTATGT 
AGCTGGGaVT 
GCAACAAGGA 
GCATCGTGCT 
AGAACOGGGC 
TGCAG6A0AT 
AGCTGTTCC6 
CCCAGCAGCT 
CGGGGGTGCA 
CTGTCX5TGTC 
TOGCTGGCAT 
TACCCTQGAT 
TGGGTCCTGG 
CAGCTGCCAT 
GCTTCCAGTA 
TGGTTCTGTT 
ATGAGATCGC 
AGCTGTTCCA 
GCCTGCTCCC 
AACCTQACAG 
CCAGAAGAAT 
AAATCTATTC 
ATATCAGCCT 
GAiQGGTGGAG 
CTGGACCTAT 
GAGGTGGCTA 
CATTAGGATT 
CCTGAGACCA 
GCCX3GGTTCT 
GGGAGCCTGC 
TGCAAGATAT 
ATATCTGGAC 
TATAAATGGC 
TTTGGATOGO 
GACTCAGGAT 
TTTGATCCCT 
ATCACATATT 
AGGCTTOAAA 



CAGTGG6AGT 
TCX3CCACC0G 
CAGCAAGAAG 
GCAGTTTGGC 
CAACCAGACA 
CTGGTCCCTC 
CCTTTTCGTT 
CGTGTCCGCC 
GGGCCX3CTTC 
GG6TGAAGTG 
CGTOSTCGGC 
CCTGTGGCCC 
GCCCTTCTGC 
CAAGAGTGTG 
6AAGGAA6AG 
CTCCCCCGCC 
GTCTGGCATC 
GCAGCCTGTG 
GCTGTTTGTG 
GGCGGGTTGT 
GTCCTATCTG 
CCCCATCCCA 
TGCCX3TTGCA 
TGTGGAGCAA 
CTTCATCTTC 
TTCCG6CTTC 
TCCCCTGGGG 
AGCAGGCCTA 
ATGTCAGCOa 
ATTCAGGACT 
AGACAAGCAA 
GAGTCTCCTG 
ACTAAOCCCT 
GTCCTAAGGA 
TGGCCACCCX5 
TGCCCCTTCC 
GTTGGGAGCA 
AGTCTCCTTT 
AAACTCACTG 
TTATATATAT 
AAGCCAACTT 
TGGTTTTTAG 
AOTGAGACAG 
CCAGTCCCTT 
GTTACCCAGA 
TGATAGTTGG 
TC6CATTATT 



CCCOGGACCG GAGCAOOAGC 
CGTACCOGGC GCAQCCAGAG 
CT6ACGGGTC GCCTCATGCT 
TACAACACTO GAGTCATCAA 
TGGGTCCACC QCTATGGGGA 
TCAGTGGCCA TCTTTTCTGT 
AACCGCTTTG GCCGGCGGAA 
GT6CTCATGS GCTTCTOGAA 
ATCATCGGTG TGTACTGOGO 
TCACCCACAG CCTTTCGTGG 
ATCCTCATCG CCCAGGTGTT 
CXGCTGCTGA GCATCATCTT 
CCCGAGA6TC CXXaSCTTCCT 
CTAAAGAAGC TGC606G6AC 
AGTCG6CAGA TGATGCGGGA 
TACCGCCAGC CCATCCTCAT 
AA06CTGTCT TCTATTACTC 
TATGCCACCA TTGOCTCOGG 
GTGGAGCQAG CAGGCCGGGG 
GCCATACTCA TGACCATCGC 
AGCATCGTGG CCATCTTTGG 
TGGTTCATCG TGGCTGAACT 
GGCTTCTCCA ACTGQAOCTC 
CTGTGTGGTC CCTAOCSTCTT 
ACCTACTTCA AAGTTCCTGA 
CGGCAQGGGG GAGCCAGCXIA 
6CTGATTCCX! AAGT6TGAGT 
AGGATCTCTC AGGA6CACAG 
AaCC3Q0GCCT GOgO CTCC TT 
TAACGGCTCC AGGATTTTAA 
CAGGTTTTAT AATTTTTTTA 
TGCCCACATC CCAGGCTTCA 
GTCQA0AC3W TTGOCTTCTT 
CACACTAATC GAACTATGAA 
TTCTGCTGGC CTGGATCTCC 
CATCTCTTCC TACCCAACCA 
CTGGAGTGCA GGGAGGAGAG 
GCACTGAQGG CCACACTATT 
CTCAAGAAGA CATGGAGACT 
TTTTOGTTGT CAATATTAAA 
GTAAATACAC CACCTCACTC 
AAACATGGTT TTGAAATGCT 
AAGTAAGTG6 G6TT6CAACC 
ACAOOTACCT CTC ATCAG TG 
GAATATATAC ATTCTTTATC 
TGTTCAAAAA AACACTAGTT 
TTGAATGT6A AGGGAA 



CTGAGCGGGA GAGCX3<XGCT 120 

CCACCAGCGC A6C3GCTGCCA 180 

GGCTGTGGGA GGAGCAGT6C 240 

TGCOCCCCAG AAOOTGATOG 300 

6AGCATCCTG CCCACCACGC 360 

TGGGGGCATG ATTGGCTCCT 420 

TTCAATGCTG ATGATGAACC 480 

ACrOQGCAAO TCCTTTGAGA 540 

CXMVCCACA GOCTTCGTGC 600 

GGCCCTGGGC ACCCTGCACC 660 

CGGCCTGGAC TCCATCATGG 720 

CATCCOGGCC CTGCTGCAGT 780 

GCrCATCAAC CGCAACGAGG 840 

AOCTGAOnG ACCCATGACC 900 

GAAGAAGGTC ACCATCCTGG 960 

CGCTGTGGTG CTGCAGCTGT 1020 

CACX3AGCATC TTCGAGAAGG 1080 

TATGGTCAAC ACGGCCTTCA 1140 

OAccxrrocAC ctcataggcx: 1200 

GCTAGCACTG CTGGAGCAGC 1260 

CTTTGTGGCC TTCTTTGAA6 1320 

CTTCAGCCAG GGTCCACGTC 1380 
AAATTTCATT GTGGGCATGT 1440 
CATCATCTTC ACTGTGCTCC 1500 
GACTAAAGGC CGGACCTTCX3 1560 
AAGTGATAAG ACACCGGAGG 1620 
CGCCCCAGAT CACCAGCCOO 1680 
GCa^GCTGGAT GAGACTTCCA 1740 
TCTCCAGCCA GCAATGATGT IBOO 
CAAAAGCAAG ACTGTTGCTC I860 
TTACTGATTT TQTTATTTTT 1920 
CCCTGAATGG TTOCAT6CCT 1980 
CACCCAQCTA ATCTGTAGGG 2040 
CTACAAAGCT TCTATCCCAG 2100 
CCACTCTAGG GGTCAGGCTC 2160 
CTCAAATTAA TCTTTCTTTA 2220 
GGQAAGGQCC AGTCrGQQCT 2280 
ACCATGAGAA GAGGGCCTGT 2340 
CCTGCCCTGT TGTGTATAGA 2400 
TACAGACACT AAGTTATAGT 2460 
CTGTTACTTA OCTAAACACUV 2520 
TGTGGATTGA GGGTAGGAGG 2580 
ACTGCAACGG CTTAGACTTC 2640 
TCCTCTTQCT CAAAAATCTQ 2700 
TTGACATTCA AG6CMTTCT 2760 
TTGTGCCAGC COTGATGCTC 2820 
2856 



5eg ID KOi CB6 I»A Sequence 

Nucleic Acid Accession «t »1_035292.2 

coding sequence 1 53.. 1576 



11 



21 



GCTC6CTGGG 
TGCGGGCCCG 
GGAGAAGATO 
C3GTGACGCTG 
TATOGGCTOG 
GCTGGCGCTG 
OGOGGAGCTC 
CTAOGGCTCG 
ATCGCAGTAC 
CTGCCOGGTG 
GGCCGTGAAC 
CAAGCTCCTG 
TGT6TCCAAT 
TGTGCTGGCA 
CACAGA06AA 
CATCGTGACG 
GCAGAT6CTG 
GTCCTGGATC 
GTTCACATCC 
CTCCAT6ATC 
GAOGCTGCTC 
CAACTGGCTC 
TGAGCTTGAG 
CCTCTTCCTQ 
CATCATCCTC 
GTGGCTCCTC 
OCCCCAGGAG 



CCGCGGCTCC 

aagcx;gcgcg 
ctggccgcca 

CA6GGGAACA 
6GCATCTTCG 
GTGGTGTGG6 
GGCACCACCA 
CTGCCCGCCT 
ATC3STGGCCC 
CCCX3AGGAGG 
TGCTACAGCG 
GCCCTGGCCC 
CTA6ATCCCA 
TTATACAGOQ 
ATGATGAACC 
CTGGTGTAOG 
TCQTCCGAGG 
ATCCCOGTCT 
TCCAGGCrCT 
CACCCACAGC 
TACQOCTTCT 
TGCGTGGCCC 
CGGCCCATCA 
ATCGCOGTCT 
AGCGGGCTGC 
CAGG6CATCT 
ACATAGCCAG 



CGGGTGTCCC 
CGCTAGOGGC 
AGAGGGGGGA 
TCACGCTGCT 
TGAOGCCCAC 
CCGOGTGCGG 
TCTCCAAATC 
TCCTCAAGCT 
TGGTCTTCGC 
CAGCCAAGCT 
TGAAGGCGGC 
TGATCATOCT 
ACTTCTCATT 
GCCTCTTTGC 
CCTACAGAAA 
TGCTGACCAA 
COGTGGCaST 
TOGTQGQCCT 
TCTTCGTGGG 
TCCTCACCCC 
GCAAGQACAT 
TGGCCATCAT 
AGGTGAACCT 
CCTTCTGGAA 
CCGTCTACTT 
TCTCCAOGAC 
SUSGCCGAGT 



31 
I 



AGGCCOGGCC 
GCOGGCGGCC 
CGGCTCGGCG 
CAAOSGOGTG 
GGGCGTGCTC 
CGTCTTCTCC 
GG0CQ6CQAC 
CTGGATCGAG 
CACCTACCTG 
OGTGGCCTGC 
CACCCGGGXC 
GCTGGGCTTC 
TGAAGGCACC 
CTATGGAGGA 
CCTGCCCCT6 
CCTGGCCTAC 
GGACTTGQGG 
GTCCTGCTTC 
GTCCCGGGAA 
CGTGCCGTCC 
CTTCTCOGTC 
GOGCATGATC 
GGCCCTGCCT 
OACACGC6TG 
CTTCGGGGTC 
OGTCCTGTGT 
G6CTGCCGGA 



41 
I 

GGTGOGCAGA 
GAG6AGAA60 



GCCATCATCO 
AAGGAGGCAG 
ATCGIGGGOG 
TAG60CTACA 
CTGCTCATCA 
CTCAAGCCGC 
CTCTGCGTGC 
CAGGATGGCT 
GTCCAGAT06 
AAACIGGATG 
TGGAATTACT 
GCCATCATCA 
TTCACCACCC 
AACtATCACC 
GGCTCOQTGA 
GGCCACCTGC 
CTCGTGTTCA 
ATCAACTTCT 
TG6CIG0GCC 
GTGTTCTTCA 
GA6TGTGGCA 
TGGTGGAAAA 
CAGAAGCTCA 
GGAGCATGC 



51 

! 

GCATGGCGGG 
AAGAGGCGOG 
AGGGCGAGGG 
TGGGGACCAT 
GCTOGCCGGG 
CGCTCTGCTA 
TGCTOGftGOT 
TCOSGCCTTC 
TCTTCCCCAC 
TGCTGCrCAC 
TTGCGQOCGC 
GAAAGGGTGA 
TGGGGAACAT 
TGAATTTGGT 
TCTCCCTGCC 
TGTCCACCGA 
TGG6CGTCAT 
ATGQGTCCCT 
CCTCCATCCT 
CGTGTGTGAT 
TCAGCTTCTT 
ACAQAAA6CC 
TCCIGGCCTG 
TCGGCTTCAC 
ACAA8CCCAA 
TGCAGGTGGT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

l'^40 

ISOO 

1560 

1609 



8eq ID MO: C87 DNA Sequence 

Nucleic Acid Accession ftt HM_005268.1 



1249 



wo 03/042661 



PCT/US02/36810 



Coding sequence i 168.. 989 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



1 
I 

TAAMAGCAA 
TCTGGATATG 
AGGCCTGAQG 
TCTTTGAGGO 
TGTCTCTGGT 
GTGATGACCA 
TTOATGAGTT 
CATGCCCCTC 
ACC6A6AAGC 
OTGGGCTCTG 
TTCTCTATQT 
AOGC AGATCC 
TTTTCAOOCr 
TCATCTACCT 
TGTGCACAGQ 
CGSGGTGAOCT 
GAGAOCATGT 
CCTGGATGGQ 
CATGAGGTAG 
TCAACTCCAG 
QCXaiOTTTC 



11 

1 

AAQAATTOGC 
AAATTCAAGC 
AGTAGTCACT 
ACTCCTGAQT 
CTTCATCTTC 
CAA6GACTTC 
CTTCCCTGTG 
ACTQCTOGTG 
CCATGGGGA6 
GTGGACATAT 
GTTCCACTCA 
ATGTCGCAAT 
CTTCATGGTQ 
GGTGAGCAAO 
TCATCACCCX: 
CATCTTTCra 
GAAQAAAAOC 
GAGGCTCTAG 
GG6CAGGCAA 
CCACCT6CCC 
CTTTTCTAGA 



21 
I 

GGCOGOGTOG 
TGCTTGCTGA 
CAGTAGGAGC 
GGGGTCAACA 
CGCGTGCTGG 
GACTGCAATA 
TC0CAT6TGC 
GTCATGCAGQ 
AACAGTGGGC 
GTCTGCAGCX: 
TTCTACTOCA 
ATAGTGGACT 
6CCACA6CTG 
AGATGCCACG 
CACGGTACCA 
GGCTCAGACA 
ATCTTGTGAO 
CATCTCTCAT 
GAGAGAGGAT 
CAGCTOQACG 
ATGGAAATAG 




AGGTGCAAOC 
TCAGAOSCTC 
GCACTG6GCC 
TGAGGGCCAA 



51 

I 

CTTCOCOQCT 
GA CCCAG GAG 
AACTGGASTA 
CGCATCTX3GC 
00TGT6TGGA 
AAOGTCTGCT 
ATCCTGQTQA 
GAGAAGAGGC 
AAGAAGOQGG 
GACATOGCCT 
GTCAAGT6CC 
GAOAAQA ACA 
CTOGTGQAGC 
GCTCAAOCCA 
GACCTCCTTT 
GACOQGOCCC 
GCAQGTTQGG 
06A0CTAA6C 

TTGCTAonrcc 

CTGCTCIGCA 



Seq ZD MO I C88 DMA Sequence 
KUdeic Acid Accession «t NM_005130 
coding sequence: 98.. 802 ^ 



1 
I 

CTCTACCTGA 
OGTGTGCTCA 
GCTCTCCTTC 
GAATGGACTT 
TAA6CAGAAA 
CAGATGGGCT 
GGACCATGAA 
TGAGAGAGTC 
ATATT0CAA6 
TAAGCTAGTC 
GTCCCCCAGG 
GACCATGGCC 
GACTGCCCTG 
AGTGCAGGAC 
TGTCGTAAGT 
TGTGCTTAGT 
TGGAATTTGC 
TTCCATGGGC 
GAGT6A TAAT 
TTTTTCAAAA 



11 

I 

CACAGCTGCA 
GAACAAGGTG 
CTOCTACTGG 
CACAGCAAAO 
AGCAGGCCOG 
GCTACTGAGC 
TTTTCCTGTG 
TATTGGAAAC 
ACAGCTGT6A 
AQCTCCACTC 
GAQCACATCA 
ACCAAAGCTC 
gagttctgto 
ACXjTCATGCT 
ccctctgtat 
GAGTGCAAOQ 
CTTATTTTTC 
CACACAGCTA 
TTCAOTQCAA 
AAAAAAAAAA 



21 
I 

GCCTGCAATT 
AACGCCCAGC 
CTGCTCAGGT 
TGOTCrCAQA 

gqaacaaaog 

aggagga6gg 

TCTTTGCTGG 
AAGTTQOCOQ 
AAA0CAGA6T 
TATTTGGGAA 
AGGGCAAAGA 
COQAGTGTGT 
GAGAGACTTG 
AAT6AGGTCA 
ACTTTAAAGC 
AAATATTTAA 
TTGGATGOQA 
TGT6TTTGAG 
OGAACTTTCT 
AAA 



31 
I 

CACTCOCACT 
TGCAGCC31TG 
GCTCCTGGTG 
ACAAAAOGAC 
CAAOTTTGTC 
CATCTCTCTC 
CAATCCAACC 
GAATCTGOGC 
GTGCAGAAAG 
CAOVAAGCCC 
GACCACCCCC 
GGAGGACCCA 
GAGCTCTCTC 

TCTCTACAGT 
ACAAGTTTT6 
TGTTCAGAGG 
CAGCGAAGAG 
GCTGAATTAA 



41 

1 

GCCTGGGATT 
AAGATCTX3TA 
GAGGGGAAAA 
ACICTGGOCA 
ACCAAAGACC 
AAGGTTGAGT 
TCATGCCTAA 
TCACAGAAAG 
6ATTTT0CAO 
AGGAAGGAGA 
TCTAGCCTAG 
GATATGGCAA 
TQCACATTCT 
GGTTCCTTTA 
CCCCCCAAAA 
TATTTTTTGC 
CTGTTTCCTG 
TCTTTGAGCT 
TGGTAAXAAA 



51 
I 

GCACTGGATC 
GCCTCACCCT 
AAAAAGTGAA 
ACAOCCAGAT 
AAOCGAACTG 
GCACTCAATT 
AGCTCAAGGA 
AO^TCTGTAG 
AATOGAGTCT 
AAACAQAGAT 
CAGT6ACCCA 
ACCAGAGGAA 
TCCTCAGCAT 
A6AGATGTCA 
TATGAACTTT 
TTTTGTGTTT 
CAGCATGTAT 
GAAT6AGCCA 
ACTCIGGGTG 



Seq ID NO I C89 DNA Sequence 
Nucleic Acid Accession #: BC022542 
Coding sequence t 274 . . 927 



ACTTGQTCGC 

TG60GGCTCG 
GGCTCAOGOS 
CCATOTOTTC 
TTTTAATCAA 
TTAAACAGGA 
AGAOAAACAT 
ATTTGTCCAA 
OTTTTCAAGC 
AAGGCTCXSAT 
TTTTGAAAIO 
TATGCCAATG 
CAGTGGGACT 
TGTGCTCTAC 
TATGTAGTTA 
TTCTTCTABA 
TAGAGGAAAT 
CCTTGGTAAT 
TTTATTTTGT 
OTAGAGACAA 
CGOTTATAAA 
TTTGGGAGGC 
AOCCTGTCTC 
CAGCTAATTO 



11 

I 

AGCGGATAAA 
TCCGCACCTG 
GGTGGOGGOG 
CQGGCCCGCC 
TQAAATTATT 
AGTGAAGTTT 
GATTCCTGCA 
AACAGAGGCA 
GGAGTCTGAA 
CTTTTTGCCT 
TGTGGTCAAT 
CTGGGCTGAC 
GAACAAGATG 
QACTGTACAT 
ATTQATCCTT 
AATGCTTCCT 
ATTAATTACT 
TTOGQATCAT 
CCTCAAGCAT 
GAGAAGTGAC 
ATTATTCTCA 
TAAGAATAAA 
GGAGGTGGGC 
TACTAAAAAT 
GAAGGGTGAa 



21 
I 

TCTGGGGCAG 
GCCCCG0G06 
GTTGQGG0G6 
ACGGCCTTCA 
TTGAGGCAAG 
GG66AAAGCA 
GGACTTTATG 
GTGATGGTTT 
GTTCTCATTT 
GTGGVCTGCC 
AACCCA6ATT 
TCAGAAGIGQ 
AAGTATAAAT 
ACCTCTCTAG 
GTAGCAGTTT 
AGAAAOCTAA 
TTTATCrrTT 
TCTCAGCTAA 
CAGATQCCAT 
TTTATCTTCA 
TTTTGCAAGT 
ATAGOOCAGG 
GGATCAOCAG 
ACAAAACTTA 
GOGGGAOGAT 



31 

I 

G6CG06GTAG 
OCCCTCTGQQ 
CC6CCTGGCT 
COQCCGOGCQ 
AAGTTTTGAA 
TTGAGGACTT 
TG6ATC0C3TA 
CAGAAAATTT 
ATGGCAGACG 
GCTATCATCG 
TGTTGATGTT 
CAOCGOCTTG 
CAGTATATAA 
TATGTTCTGT 
TCAAATATGG 
ATAAGATCCA 
GICTTCATTT 
TTCCAAAATO 
AAGGGGAAAC 
TTTOGOOTAG 
ACTTTCAATT 
CACA6TGGCT 
AGOTCAAGAO 
GCTGGGGCTO 
GGCTTGAACC 



41 

I 

GAGCTG06GG 
QGOTGCGGCT 
GCTCCTOSGG 
CTCTGAGGOC 
AGATGGTTTC 
QCACACGTGC 
TGAGTTGGCT 
TGATATAGAG 
AGATTCACAG 
GCOGCACAGT 
TTGTGACCAA 
TGCTTTGQAT 
QAATGTQATT 
GACTCTGCTC 
CCATTTTTCC 
TTAATTTCTG 
GT66CCAAAA 
TAGTGCTCTA 
TTAATTCTGC 
AAAAATTATT 
TAAGCTACAA 
CACAOCXGTA 
TTTGAQACCA 
GTQOTGGQCA 
TGGGAGGCG6 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1243 



51 
I 

C6GCCAGG0C 
TOGGGCBTGC 
GCSGOQAGQG 
GGCATAAOGG 
CACAGAGACC 
OGTCTCTTAA 
TGATTACGAG 
GCCCCTAACT 
TGCATTGACT 
GAAGATGGAG 
GAGTTCOCGA 
AATGAGGATA 
CTACAAGTTC 
ATTACAATCC 
CTATAAGTTT 
AGGAGAGGTG 
TTATGTTTAC 
TTGCATGGAT 
TAAATTAATG 
TCTTTATGTA 
ATTOAGAAAA 
ATCCCA6CAC 
GCTTGGT6AA 
TCTGTAOTCC 
AOGTTCCAGA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1163 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 



1250 



wo 03/042661 



GAGCCAAGAT CGCACCACTG CACTACAGCC TGGGCGACR6 
C3GAAAAACAA AAAAGAAGAA TAAAATAATT TGGATGAAAA 
ATGTCATGAG ACTATTAAAQ ATGTGCCAGA GTTTCAATGA 
CTAAGAAATT AATATTAATA TAAAAATTAT TGA TAATCTT 
ACGCACTCCA TTCTCCTTTT ACATTTTATC ATGTTTCTTT 
GGACTTCATG AAACTGAGTA CTAAGATTTQ GTACAGAOTA 
TTGCCATTTT AAATAAAGTT QTACATGAAC AAAAAAAAAA 



AAC6AGACCC 
TCATGTTTAT 
AAATCATTAA 
AAATTATTGA 
TGAATATATG 
T(?rCAGGAAa 
AAAAAA 



TGTCTCCAAA 1560 

TTAAATAGTA 1620 

AOTAGOACAG 1680 

TTATTCCTTA 1740 

AATTGGCAAA 1800 

ACAACTCAGA 1860 
1906 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Seq ID NO: C90 DNA Sequence 
Nucleic Acid Accesaion #: NM.004994 
Coding sequence t 20.. 2143 



21 31 « « 

~c te^ 

~ = =ss ^ ^ 

^AMCAA CTGICCCTGC CCGJM3AC0GG TXSAGCTGGAT SSCGOTfiQC "^^^ 
rrmsCBBOB TOCCRGMXr OGGCftGATTC CAMCCTTKS AGOOCQACCT 
?S^5tS OATCOAAAC tACTOGQAAO ACTTGCCG08 
SSS^ Sc^CT TTQCC0Q08C CTTCOCACIO tOQAQOOOGO TOAC^OQCT 

ScSgtaca gccgggaosc agacatcgtc MOCMjrre e»«08«^ 

»viil«il-»r GlSGTATCCCr tcgrcgggaa GGRCGGGCTC CIGGCACACG CCITTCCrCC 
So^TTT OSACGATOAC OAOTTGTGOT CCCTGGGCAA 

ACCACGOCCA ACTACOACAC CO^««M SJ^S ^^S^ 

^SSSS^ 

^Saoo aocgggacaa GCicrrcG^ SS?^ 
=^0 S S ~ 

S ~ 

^ss sss^ 
^ ss^- ^ 

^S^SS^ COMOTOQCA oqggqaaoat qctqctqttc aocgggcgoc acarcTGOM 

SS^OA T^nGOAtOC ^G«^ ^^1^ 
rw^fv-nfv^pr rm-K5GACA CGCACX3AC0T CTTCCAGTAC CGAOAGAAAG CCTAixi\.i^ 
S^S^ ^^5tSc COGGASIGAO TTQAACCAGO 

^^^^ acctatSca tccigcagtg ccctgaggac t«380ciccc eiccrociTT 
^SS^ actgggacca accctgggga a^agccact ^ESSS 

CAAACiaSIA TTCIOITCTO GAGQAAAGQG AGGAOieGAO eiGSSCTGGO CMTCTCITC 
^StTOT TTTTTOITOO ABIOmCIA ATAAACTTGO AITCICraAC CITT 

Seq ID N0» C91 Sequence 
Nucleic Acid Accession «: 1JM_000213 
Coding sequence: 188.5656 
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1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 
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2160 

2220 

2280 

2334 



GC6CTGCCCG 
TCGCCCGCGC 
GCCCCQAGQT 
GAAGA6GATG 
CAGCGTCAGC 
CACGGAGTGT 
COGGCGCTGC 
QGTCAT6GAG 
CAGCCAGATG 
T6A0CTGGAG 
CTCCAACTCC 
GGTCCTGAGC 
CAGCGTCCC6 
CCCCCCCTTC 
TAAACTGCAG 
CATCCTGCAG 
6CTGGTCTTC 
TG6CATCATG 
GTACA13GACA 
CATCATCCCC 
CTATTTCCCT 
GCTGGAGGAG 
CCGASQCCTT 
TOkCATCCGG 



11 

1 

CCTCGTCCCC 
GCTGCAGCCC 
AOGIGCAGGA 
GCAOGGCCAC 
CTCTCTGGGA 
GTCCQTGTGQ 
AACACCCAGG 
AGCAGCTTCC 
TCCCCCCAAO 
QTGTTTGAGC 
ATGTCCGATG 
CAGCTCACCA 
CAGACGGACA 
TCCTTCAAJSA 
GGACAGCGGA 
ACAGCTGTGT 
TCCACCGAGT 
AGCCGCAACG 
CAGGACTACC 
ATCTTTGCTG 
GTCTCCTCAC 
GCCTTCAATC 
GQGACAGAiQG 
OGQGGGGAAG 



21 

1 

ACCCCCCAAC 
CATCTCCTAG 
CQGOCGCACA 
6CCCCAG0CC 
CCTTGGCAAA 
ATAAGGACTG 
06GAGCTGCT 
AAATCACAGA 
GCCTGCGGGT 
CACTGGAGAG 
ATCTGGACAA 
GGGACTACAC 
1GAGGCCTGA 
AOGTCATCAQ 
TCTCAGGCAA 
GCAGGAGGGA 
CAGCCTTCCA 
ATGAAOGGTG 
CGTCGGIGCC 
TCACCAACTA 
TGGGGGflGCT 
6GATC06CTC 
TCACCTGCAA 
TGG6TAXATA 



31 



41 



OCCCCGCGCC 
OGGCAGCCCA 
GCAGCAGCCG 
ATGGGCCAGG 
CCGCTGCAAG 
CQCCTACT6C 
GGCCGCGGGC 
GGAGACCCAG 
COGTCTGCGG 
CCCCGTGQAC 
CCTCAAGAAG 
TATTGGATTT 
GAAGCTGAAG 
CXrrGACAflAA 
CCTGGATGCT 
CATTGGCfGG 
CTATGAiGGCTr 
CCACCTGGAC 
CAOCCTGGTG 
CTCCTATfiGC 
GCAGQAG8AC 
CAACCIOGAC 
GATGTTCCAO 
CCAGQTGCAG 



CGCCCTOGGA 
GGC60GGAGG 
AGGCTQQCOQ 
CK3CTCCTGQ 
AAGGCCCCAG 
ACAGACXSAGA 
TGCCAGCGGG 
ATTGACACCA 
CCOGGTGAGG 
CTGTACATCC 
ATGGG GCAGA 
G6CAAGTTTG 
QAGCCCTGGC 
GATGTGGATG 
CCTGAGGGCG 
OGOC C GG A CA 
GATGGG6CCA 
ACCAOSGGCA 
CGCCTGCTOO 
TACTACGAGA 
TCQTCCAACA 
ATCGGGGCCC 
AAGA0GAG6A 
CTGGOGGCCC 



51 
I 

GAGTCCCTGC 
GAGCGAGTCC 
GGAGAGGGAG 
CAGCCTTGAT 
TGAAGAGCTG 
TGTTCAGQGA 
AGAGCATGGT 
CCCTGCGGCG 
AGOQGCATTT 
TCATGGACTT 
ACCTG6CTC6 
TGGACAAAGT 
CCAACAGTGA 
AGTTCCGGAA 
GCTTCGATGC 
OCACCCACCT 
AOGTGCTGGC 
CCTACACCCA 
CCAAGCACAA 
AGCTTCACAC 
TCGTGGAGCT 
TAGACAGCCC 
CTGGGTCCTT 
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GQATGGQAOG CA06TGT6GC AGCTGCOQQJl GGA0CA6AAG GGCAACKTOC ATCTGAAAOC 1500 

TTCCTTCTCC GJIOGGCCTCA AGAT6GA06C GGGCftTCATC TOTQUTOrGT QCACCTQGGA 1560 

CCTGCAAAAA. GAGGTGCGGT CAGCTCGCTG CAGCTTCAAC GQAQACTTOO TOTGOOaACA 1620 

GTGTOTGTGC AGOGAGGQCT GGAGTGQCCA GAOCTQCAAC TGCTCCACOO GCTCTCTGAG 1680 

TGACATTCAO CCCT G CCTGC G0GAG6G08A GGACAAOCOS TGCKCOGCC GTGGGGAiGTO 1740 

CCAGTGGGG6 CACTGTQTGT GCTAOSGOSA AG6GCSCIAC GAGGGTCAGT TCTGGGA6TA 1800 

TOACAACTTC CAOTGTGGCC GCACTT006G GTTCCTGTGC AATGACCGAO GA06CTGCTC 1860 

CAT06GCCAG TGTGTGTGTG AGCCIGOTTG QACAG6CCCA AGCTQTQACT OTCCCCTCAO 1920 

CAATGCCACC TGCATOGACA GCAATGGGGG CATCTGTAAT GGACGTQGCC ACTGTGAGTG 1980 

TGGCOGCTGC GACTGCCACC AGCAGTOSCT CTACAOSGAC ACCATCTGCX3 AGATCAACTA 2040 

CTOSGGGATC CA0C30GQGCC TCTGGQAOGA CCTAOGCTCC TG06TGCAGT GCCAOGOGTG 2100 

GGGCAC0G6C GAGAAGAAGG GG0GCAC0T6 T6A0GAAT6C AACTTCAAGO TCAAGATGGT 2160 

G6A0GAGCTT AAGAGAGCOG AGGAGGTGGT GGTGOGCTGC TCCTTCCGGG AOGAGGATGA 2220 

CX3ACT6CACC TACAGCTACA CCATGGAAGG TGAOGGOGCC CCTGGGCCCA ACAGCACTGT 2280 

CCroOTQCAC AAGAAGAAOO ACTGCCCTCC GG6CTCCTTC TGGTGGCTCA T CCCCCTGCT 2340 

CCTCCTCCTC CTGCC6CTOC TGGCCCTGCT ACTGCTGCTA TGCT6GAAGT ACTGTGCCTG 2400 

CTGGAAGGCX: TGCCTGGCAC TTCTCCGGTG CTGCAACGGA GGTCACATGG TGGGCTTTAA 2460 

GGAAGACCAC TACATGCT6C GGGAGAACCT GATGGCCTCT GACCACTTGG ACACGCCCAT 2520 

GCTGOOCAGC GGGAACCTCA AGGGCCX3T6A 0GT60TCCGC TGGAAGOTCA CCAACAACAT 2580 

GCAGCXsGCCT GGCTTTGCCA CTCATGCGGC CAGCATCAAC CCCACAGA6C TGGTGCCCTA 2640 

CXXSGCTQTCC TTG06CCT60 0CG6CCTTTG CACOSAGAAC CTGCTGAA6C CTGACACTOS 2700 

GGAGTGCX3CC CA6CTGCGCC A6QAGGTGQA GGAGAACCTG AAOQAGGTCT ACAGGCAGAT 2760 

CTCOGGTGTA CACAAGCTCC AGCAGACCAA GTTCCX»3CAG CAGCCCAATG COGGQAAAAA 2820 

GCAAGACCAC ACCATTGTGG ACACAGTGCT GATGGCGCCC CGCTOGGCCA AGCOGOCCCT 2880 

GCT6AA6CTT ACAGAGAAGC AGGTGGAACA GAGGGCCTTC CA06ACCTCA AG6TGGCCCC 2940 

GGGCTACTAC ACOCTCACTG GAGACGAGGA C38CC0866GC ATGGT8GAGT TCCAGGAGQO 3000 

06TGGA6CTG 6TGGACGTAC GGGTGCCCCT CTTTATCOGG CCTGAGGATQ AOGACGAGAA 3060 

GCAGCTGCTG GTG6AGGCCA TOGACGTGCC 0GCA6GCACT GCCACCCTOO GCCXSCOGGCT 3120 

GGTAAACATC ACCATCATCA AGGAGCAA6C CAGAQACQTO GTGTCCTTTO AOCAGCCTGA 3180 

GTTCTCGGTC AGCG6CGGGG ACCA66TGGC COSCATCCCT 6TCATC0GGC GTGT CCTGG A 3240 

C66GGGGAAG TCOCAGGTCT CCTACC6CAC ACAGGATGGC AOCXSCGCAGG GCAACGGGGA 3300 

CTACATOXC GTGGAGGGTG AaCTGCTGTT CCAGCCTGGG GAGGCCTG6A AA6AGCTGCA 3360 

GGTGAAGCTC CTOQAOCTGC AAGAAOTTQA CTCCCTCCTG OGGOGCCQCC AGOTCOQCCO 3420 

TTTCCACGTC CAGCTCAGCA ACCCTAAQTT TGGGGCCCAC CTGGGCCAGC CCCACTCCAC 3480 

CACCATCATC ATCAGGGACC CAGATGAACT GGACOGGAGC TTCAGQAGTC AGATGTTGTC 3540 

ATCACAGOCA CCCOCTCACG QOQACCTOQQ CQGC0CX3CAa AACGCCAAT8 CTAAOGCOGC 3600 

TGG6TCCAGG AAGATCCATT TCAACTGGCT GCGCCCTTCT GGCAAGCCAA TSaGGTACAO 3660 

GGTAAAGTAC TGGATTCAGQ GOGACTCOGA ATCXX5AAGCC CACCTGCTCG ACAGCAAGGT 3720 

aCCCTCAGTG GAGCTCACCA ACCTQTACXX: GTATTGCGAC TATGAGATGA AQGTGTGOGC 3780 

CTAGGGG6CT CAGGGCQAGO GACCCTACAG CTCCCTGGT6 TCCTGC06CA CGCACCAOGA 3840 

AGTGCCCAGC GAGCCAGGGC GTCTGGCCTT CAATQTOQTC TOCTCCA0G6 TGACXX»GCT 3900 

GA0CTGG6CT GAGCCG6CT0 AGACCAACGG TGAGATCACA GCCTAC6AG6 TCTGCTATGO 3960 

CCTGGTCAAC GATQACAACX: GACCTATTGG GCCCATGAAG AAAGT6CTGG TTGACAACCC 4020 

TAAGAAC06G ATGCTOCTTA TTGAGAACCT TCGGGAGTCC CAGCCCTACC GCTACACGQT 4080 

GAAGGCGCX3C AACGGGGCOG GCTGGGGGCC TGAGOGGGAG 6CCATCATCA AGCTGGCCAC 4140 

CCAGOCXAAG AGQCCC3^TGT OCATCCCCAT CATCCCTGAC ATCGCTATGB TG6A0GCCXA 4200 

0AGCX3GGGAG GACTAOGACA GCTTCXTTTAT GTACAGCX3AT GAOQTTCTAC GCTCTCCATC 4260 

GGGCAGCCAG AGGCCCAGOS TCTCCGATGA CACTGGCTGC GQCTGOAAGT TCGAGCCCCT 4320 

GCTQGGQQAG GAGCTGGACC TG0GGCGC3GT CACGTGGCGG CTGCCCCCGG AGCTCATOX 4380 

GOGCCTGTCXt GCCAGCAGGG GQCGCTCCTC CGA06CGGA0 GGC0CCA0G6 CCCCCOGGAC 4440 

GA06GGGG08 CG6G06GGAA GGG06QCAGC GGTGCCCOGC AGTGG8ACAC CCGGGC3CCCC 4500 

0GGAGA6CAC CTGGTGAATO GC0GGATG6A CTTTGCCTTC COQQGCAGCA COUVCTCCCT 4560 

OCACAGGATG ACCACGACCA GTGCTGCTGC CTAT6GCACC CACCTGAGCC CACAGGTGOC 4620 

CCACOGOSTG CTAAGCACAT CCTCCACCCT CACACGGGAC TACAACTCAC TGACCCGCTC 4680 

AGAACACTCA CACTCX3ACCA CACTGCGCAG GGACTACTOC ACCCTCAGCT OOGT C T C CIX: 4740 

OCAGGACTCT GGCCTGACTG CTGGTGTGCC 0GAC31CGG0C ACCGGOCTGG TCTTCTCTOC 4800 

OCTGGGGCCC ACATCTCTCA GAGTGAGCTO GCAGOAGCOG GGOTGOOAOG GGCCOCTGCA 4860 

GGGCTACAGT GTGGAGTACC AGCTGCTGAA OGGOQGTGAG CTGCATCGGC TCAACATCCC 4920 

CAACCCTGCC CAGACCTCGQ TGGTGGTGGA AGACCTCCTG CCCAACCACT CCTAOGTGTT 4980 

CCGOSTQGGQ GCCCAGAGCC AGGAAOGCrG GGGCXX3AGA0 GGTQAGGGTG TCATCAGCAT 5040 

TGAATCOCAG GTGCA0C06C AOAGOCCACT GTOTOCC C I G 0CAGGCTC08 CCTTCACTTT 5100 

GAGCACTCCC AGTGCCCCAG GCCCGCTGGT GTTCACTGCC CTGAGCCGAG ACTOGCTGCA 5160 

GCTGAGCTGG GAGCGGCCAC G6AGGCCCAA TGGOGATATC GTOGGCTACC TGGTGACCTG 5220 

TQAGATGGCC CAAGGAGGAG GGCCAGCCAC OGCATTCOGG GTGGATGGAG ACAGCCCCGA 5280 

GAGCOGGCTG ACCXnXSCOGG GCCTCAGOGA GAAC6T6CCC TACAAGTTCA AGGTGCAGGC 5340 

CAGGACCACT GAG6GCTTCQ G6CCAGAGCG OGAGOGCATC ATCACCATAG AGTOCCAGGA 5400 

TG6AGGACCC TTCC06CAGC T0GGCAGCCX3 TGC0GG6CTC TTCCAGCACC OGCTGCAAAG 5460 

CGAGTACAGC AGCATCACCA CCACCCACAC CAGCGCCACC GA6CCCTTCC TAGTGGATGG 5520 

GCTGACCCTG GGGGCCCAGC ACCTGGAGGC AGGOGGCTCC CTCACCCGGC ATGTGACCCA 5580 

GGAGTTTGTG AGCCGGACAC TGACCACCAO OGQAACCCTT AOCACCCACA TGGACCAACA 5640 

tfiirCTfUCA A ACTTQAOOQC ACCCTGOCCC AG0CCO9CCA TGTOOCACTA GGOOTGCrOC 5700 

CGACTOCTCT C00G6AGCCT CCTCAGCTAC TGCATCCTTG CAOCOCTGGO GGCCCAGCCC 5760 

ACCOGCATGC ACAGAGCAGG GGCTAGGTGT CTOCTGGGAG GCAT6AAGG6 GGCAAGGTCC 5820 

GTCCTCTGTG GGOCCAAACC TATTTGTAAC CAAAGAGCTG OGAGCAGCAC AAGGACCCAO 5880 

CCTXTGTTCT GCACTTAATA AATGQTTTTG CTACTGCTAA AAAAAAAAAA AAAAAAAAAA 5940 

AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAA 5994 

8eq ID NO: C92 UNA Sequence 
Nucleic Acid Accession ttt NM_02391S 
Coding sequencet 250.. 1326 

1 11 21 31 41 51 

I I 1 I 1 t 

OGCAOGAGOO TTT0GT7TTC ATGCTTTACC AGAAAATCCA CTTCCCTGCC GACCTTAGTT 60 
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TCAAAGCTTA 
GTGAATGGAC 
CCCACGCCTC 
AACTQAAGAA 
CAAGAGA6TC 
AATGAATTTG 
TTGCTGAAT6 
TTCTATCTCA 
ATAGTCCATG 
TCAGTTTT6T 
GATOGCTATC 
ACGAAGGTTT 
ATCCTGACAA 
CCTTTGGGGG 
6TGCTGGTGA 
AGGCAATTCA 
GTGGCTGTGT 
AGTCACTTAG 
ATTACACTTT 
TGTA6GTCAT 
ATCAGATCAC 
GTGTAGGGCT 
TTCATTATCC 



TTCTTAATTA 
AGCCAGCCAC 
AATCGTCCCC 
TGGGGTTCAA 
ACAATTCAGG 
ACACAATTGT 
GTTTAGCAGT 
AAAACATAGT 
ATGCAGGATT 
TTTATGCAAA 
TGAAQ6TGGT 
TATCTGTTTG 
ATGGTCAGCC 
TCAAATGGCA 
TTCTGAT0G6 
TAAGTCA0TC 
TTTTTACCTG 
ACAGGCTTTT 
TCTTGTCTGC 
TTTCAAGAAG 
TGCAAAQTGT 
TTTATTGTTT 
TTAAAAAAAA 



GAGACAAGAA 
CACAATGAAA 
AAGTGTTTCC 
CTTGACGCTT 
CAACAGGA6C 
CTTGCCGGTG 
GTGGATCTTC 
GGTTGCAGAC 
TGGACCTTGG 
CATGTATACT 
CAAGCCATTT 
TGTTTGGGTG 
AACAGAGQAC 
TACGGCAGTC 
ATGTTACRTA 
AAGCCGAAAS 
CTTTCTACCA 
AGATGAATCT 
GTGTAATGTT 
GCTGTTCAAA 
GAGAAGATC6 
GTTGGAATCG 
AA 



ACCTGTTTCA 
GAAATCARAC 
TGACAC6CAT 
GCAAAATTAC 
GACGGGCCAG 
CTTTATCTCA 
TTCCACATTA 
CTCATAATGA 
TACTTCAAGT 
TCCATCGTGT 
GGGGACTCTC 
ATCATGGCTG 
AATATCCATO 
ACCTATGTGA 
GCCATATCCA 
CGAAAACATA 
TATCACTTGT 
6CAGAAAAAA 
TGCCTGGATC 
AAATCAAATA 
GAAGTTCGCA 
ATATGTACAA 



ACTTGAAGAC 
GA8GAATAAC 
CTTTGCTTAC 
CAAATAAG6A 
GAAAGAACAC 
TTATATTTGT 
GGAATAAAAC 
OGCTGACATT 
TTATTCTCTG 
TCCTTGGGCT 
GGATGTACAG 
TTTTGTCTTT 
ACTGCTCAAA 
ACAGCTGCTT 
GGTACATCCA 
ACCAGAGCAT 
GCAGAATTCC 
TCCTATATTA 
CAATAATTTA 
TCAGAACCAG 
TATATTATGA 
AGTGTAAATA 



ACOGTATGAG 
CTATGCTCAA 
AGTGCATaVC 
GCrOCAOGGC 

CACCcrrCAc 

GGCAAGCATC 
CAGCTTCATA 
TCCATTT06A 
CAGATACACT 
GATAAGCATT 
CATAACCTTC 
GCCAAACATC 
ACrZAAAAQT 
GTTTGTGGCC 
CAAATCCA6C 
CAGGGTTGTT 
TTTTACTTTT 
CIGCAAAGAA 
CTTTTTCATQ 
GAGTGAAAGC 
TTACACTQAT 
AATGTTTCTT 
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Seq ID MO» C93 DNA Sequence 
nucleic Acid Accession #: NM_020789.1 
Coding sequence: 208.. 3699 

1 11 21 31 41 51 

G6CACGM3QG TGGAGCCGAG OGGTGCGGAG CAGATCTGGT G6TTCTCCGG AGAOCAGCTT 
i^ATGAGCC AAGCCCTCAC TGTACAGAAG AGTGAgAGCT GAAAO^ 

ScTGAGCTG ATCAGAAGGA CATCCCTTGG CCCCTCCATC TGQ6CTCCTG TGGATAGGAG 
A^^^ CTGGGCTATG GTGTGGTGCC TCG6CCTGGC CGTCCT^ 
GCCAGGGGGC TGAOSGTCGA CGGAAG^ 

GGGGCTOAQG AGAGTGlGGT GCTGGGCTGT GACCTGCTGC CCCCGGCCGG COGGCCCCCC 

S^S?gtS tcgStggct GCGCTTTGOA TTCCTGCTTC ccatcttcat ccaototgc 
S^SS^ ^TTGA CCCTGATTAC GTGGGIVOgg J^^^ 

tctctccaga ttgagggtct ccgggtgqaa gaccagggct ggtacgagtg ccgogtgttc 

?^StGGACC AGCACATCCC TGAAGAOGAT TTTGCTAAOG GCrCCTGGGT G^^CTGACA 
SSJSSc CCCCTCAATT CCAGQAGACA CCTCCTGCTG TGTT^AAGT GCB^CTG 
GAGOTGTGA CCCTGCGTTG TGTGGCCCGT GGCAGCCCCC TGCCTCATGT GACOTGGAAG 
S^SSaa AGGACCTTCG CCAGGGCCAG GGCCAGGTCC AAGTGCAGAA ^ogctg 

S^^rocc gStagagog aggcagctct gqggtctaca cxztgccragc ctccagcact 
S^Sgc cacccagcto ctagtgctag gacccx:cagt catogtgotg 
^SSagK ^gcacagt caatgcctcc caggatgttt cattggcctg ccatgctgao 
gStaSctc ctmoctcac ctacagctgg ttccaggaca acatcaatgt cttccacatt 

AGcScCtS AGC00C3GGGT GCW3ATCCTG OTGQAGGGGA GCCTGCGGCT GCTGGCCA^ 
^SctStG AtScGGCTG CTACACCTGT OTGCCXaGCA ATGGCCTCCT GCATCCACCC 
^^^^^cZ^CTGC ATGCCGGGGG TGATCOGCTG 
firSIcCCCC CACTOCrCTT TGTGAGCTGG ACCAAGGATG GAAAOGCCCT GCftGCTGGAC 
SSS^ ^d5S^ S^CAGAA GGCTCA 

rmifiCCCTQG GAGRATACTC CTGCACOCXX: TACAACAGTC TTGGTACCX3C CGGGCCCTCT 
SSSS? ^SScT S^^tS CCAGCTTTTA TAGAGCGGCC caaggaagaa 
?StT^ SgGGCG GGAGCTGCTC ATCCCCTGCT CCGCCCWiGG GGACCCTCCT 
CTTGGACCAA GGTGGGCOGG GGGCTGCAAG G^SCCCA ^^^^ 
AACfiGCAGCC TCATCCTGCG ACCATTGACC AAGGAGGCCC ACGGGOOG GGAATCCAfiT 
S^aS CTOTGOCCCO AOTGQCCACC TCCACGAACG TCTACGTGCT GGGa^CTRGC 
StcMCTTC TCACCAATCT GTCOGTGGTG GCTTTGCCCA AGGGTGCCAA TGTCrCCTGG 
TTATCTGCAG AGATTCAGTG TCTGGTAO^ 

aagStcctg accgaatgca ccatgactgg gtgtccttgg crgtgcct^ ogosgctcct 

CACCTOTAG TGCCAGGGCT GCAGCCCCAC ACCCAGTACC AGTTCAGCGT GCTAOCTCTG 
SSI^ GGaSgCTCC CTTCAGCGAA ATOGTCTTGT CTGCTCOGGA AGG6C1TOT 
A^CQOCAG CTGCA0CCX3G GCTTCCCXZCA ACAGAGATAC CGCCTCCCCT GTCCCCTCCG 
^SS^ GACACCCOGG GGGGTACTCC TGCA^GGA T^CCAGAG 

Sgotcccta agagactcga tggctacgtc ttggaaggcc ggo^sctc cmoOTCTGG 

GAGGTGCTGG ACCCGGCTOT GGCAGGCACA GAAACAGAGC TGCT^TGCC 
SgGATOITC TCrAOGAGTT CCGCCTOGTG GCCTT^ 

AI5CAACACGG CCAACGTCTC CaWTTTCXSGT CTGGAGGTCT ACCOTTCGCG CAOGCAGCTG 

GTGGCCQTCC TTCTGAGCAT CCTGGC3CBBC TGCCTOCTGA MOSGO^ SS^S^ 
CGCCGCCGCA. AGCQCCTCCXS CCSUWaATCCA CCTCTTATCP TCTCKWSAC CGGGAAGTCA 
SSS^ CTGCTCT^ CT^CRGT CCTGACAGOG TGGCGAAGCT GAAGCTCCAG 
^CXZAGAGT CrccrCTGGG GGGAI^ '^StE^ 
AGOcScC CGGATOCTCC ATCTAGCOGG GGACCCTTAC CTCTGGAGCC CATTTGCCGG 
^SS^ ^^SgT GATOGOGCCC 1^^^ 

CGGGAGCAGG CAGAACCTCG GACTCCAGCC CAGCGTCTGG CCCGGTOCTT T6ACTGTA6C 
A^GCAGCC CCAGTGGGQC ACCCCAGCOC CTCTGCATTG AAGACATCAG CCCTCTG6CA 
^^TC^ CAGCCCCACC CAGTCCXrTTG CCAGGTCCTG GACXXCTGCT CCAGTAOCTG 
^^TGTG 6ATGGGGACT GGCCCCXX3CT WAGGAGCCC 
^SS^ ScSga TTACATGGAT ACCCGGCGCT GTCCCACCTC ATCTTTCOT 

aSacccctS tgxatcoocc ag«3aatcac ttcctggggc tgtggt^ 
GCT^C» cigcagagcc cccttacaca gccctggctg actggacact gagggag^ 

Sg^^ SotCTCCC TGCreCCOCT CQAGOCROCC TCACCAGCCA GAGCAGCGQG 

1253 
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PCTAJS02/36810 



CGAGGCAGOG Cll'OUrA' CC T GGG6C00C0C TCC3U»6C0C OCTC TG CAGG AGGCAGCTAC 3300 

CTCACCCCTQ CTCCAGGA6A CACCAGCAOC T0G6CCAGTG GCCXHtSAGAa AT0GCCCG6A 3360 

AGGGAGCATQ TGGTGACAGT CAGCAA0A6Q A6GAACACAT CTGTGGAOQA GAACTATGAG 3420 

TGGGACTCAO AATTCCCTGG GGACATGQAA TTGCTGGAQA CTTTGCACCT GGGCTTGGCC 3480 

J AGCTGCCX3GC TCAGACCTGA AGCTGAOACA GAGCTAGGTX3 T6AAGACTCC AGAOSAGGGC 3540 

TGOCT OCTG A ACACTGOCCK TGTTACTQ6C CCIGAOGCOC GCTGTGCXGC CCTTGGGGAfi 3600 

GAATTCCTQO CCTTC06C0G GOGCOQAGAT GCTACTAQGQ CTOGGCTACC A6CCTAT0GA 3660 

CAGCCAGTCC CCCACCCCQA ACAGGCCACT CTGCTGTOAA CATCCCTAAT GTGAGGCT8T 3720 

GAAAAG6CAT ATGGACCTGC AAAGGAGGCC CCCAACCAGA CAGACCTAGT TTCAAACGAO 3780 

GGC ACTG CCC CTGCCTGCCC CTTTGGTGCC CAGGCACAGA CCCTGATAGT GGGTTTGGGT 3840 

CACCTTGGTA TG6AATGTAT GTGCT6AC0C GCTAOOTGAQ TCTGGGGATT G6AACA8G6A 3900 

TCTTAGCTCT G O CTCT C TCT CTCTCTCTCI CTCTCTCTCT CTCTCTCTOT OTGTOTOTOT 3960 

GTOIGTGAAG TTTTTTACAG GTGAATAAAC AAAGTTT6AA AGAAAAAAAA AAAAAAAAAA 4020 
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8eq ID NOt C94 DNA Sequence 
Nucleic Acid Accession fti NM_006875 
Coding sequence: 186.. 1190 ** 

1 11 21 31 41 51 

I I I I I I 

GAATTCQGCA OQAGGOGGOO GOQAATCTCA A06CT6GGCC GTCTGOGGGC GCTTCGGG6C 60 

CACCAGTTTC TCTGCTTTCC ACCXTTGCOGC CXXCCAGCCC TGGCTCCCCA GCTGCGCTOC 120 

CCCGGGC3QTC CACGCCCTGC G6GCTTAGCX5 GGTTCAGTGG GCTCAATCTG OGCAGCGCCA 180 

CCTCCATOTT GACGAAGCCT CTACAOGQGC CTCCO80GCC CCCCGGGACC GCXIAOSCGGC 240 

OGCCAGGAGG CAAG6ATCGG GAA6GGTTGG AOGCGGAGTA TOGACTGGGC CCXXTCCTGG 300 

GTAAGGGGGG CTTTGGCACC GTCTTCGCAG GACACOGCCT CACAGATC6A CTCCAG6TGG 360 

CCATCAAAGT GATTCCCOGG AATOGTGTGC TGGGCTGGTC CCCCTTGTCA GACTCAGTCA 420 

CATGCXSACT CGAAGTCGCA CTGCTATGGA AAGTGGGTGC AGGTGGTGGQ CACCCTGGOQ 480 

T6ATCGQCCT GCTTGACTGG TTTGAGACAC AGGAAGGCTT CAT6CTGGTC CTOGAGCGGC 540 

CTTT6GC0GC CCAOGATCTC TTTGACTATA TCACAGA6AA GGGGCCACTG GGTGAAGGGC 600 

CAAGCOGCTG CTTCTTrGGC CAAOTAGTOG CA8CCATCCA GCACT6CCAT T0C00TGGA6 660 

TTGTCCATCG TGACATCAAG GATGAGAACA TCCTGATAGA CCTACGCCOT GGCTGTGCCA 720 

AACTCATTGA TTTTGGTTCT GGTGCCCTGC TTCATGATGA ACCCTACACT GACTTTGATG 780 

GGACAAGGGT GTACAGCCXC CCAQAGTGGA TCTCTOQACA CCAQTAOCAT 6CACTCCOGG 840 

CCACTGTCro GTCACTGGGC ATCCTCCTCT ATGA CATGOT GTGTGGGGAG ATTOCXrTTTG 900 

AGAGGGAGCA G6AGATTCT6 GAAGCTQA6C TGCACTTCCC AGOCCATGTC TCCCCAGACT 960 

GCTGTGCCCT AATCCGCOGG TGCCTGGCXX: CCAAACCTTC TTCCOSACCX: TCACTGGAAG 1020 

AGATCCTGCT GGACCCXTTGG ATGCAAACAC CAGC03AGGA TGTTACCCCT CAACCCCTCC 1080 

AAAGGAGGCC CTGCCCCTTT G6CCTGGTCC TTQCTACCCT AA6CCTGGCC TGGCCTGGCC 1140 

TGGC CCOCAA TGGTCAGAAO AGCCATOOCA TGGCCATGTC ACAOGGATAO ATGGACATTT 1200 

OTTGACTTQG TTTTACAGGT CATTAGCAGT CATTAAAGTC CAGTATTACT AAGGTAAGGG 1260 

ATTGAGGATC AGGGGTTAGA AGACATAAAC CAAGTTTGCC CAGTTCCCTT CCCAATCCTA 1320 

CAAAGGAGCC TTCCTCCCAG AACCTGTGGT CCCTGATTTT GGAGGGGGAA CTTCTTGCTT 1380 

CTCATTTTGC TAAG6AAGTT TATTTTGGTG AAGXTOTTCC CATTTTGAGC CCCGGGACTC 1440 

TTATTTTGAT GATGTGTCAC CCCACATTGG CAGCTCCTAC TACCAGCACA CAAACTTAGT 1500 

TCATAT6CTT TTACTTGGGC AAGGGTGCTT TCCTTCCAAT ACOCCAGTAG CTTTTATTTT 1560 

AGTAAAGGGA CCCTTTCCCC TAGCCTAGGG TCCCATATTG GGTCAAGCTQ CTTACCTGCC 1620 

TCAGCCCAGO ATTTTTTATT TTGGQGGAGG TAATGCCCTG TrGTTACCCC AAGGCTTCTT 1680 

TTTTTTTTTT T T ' nTr TTT Q GGTGAGGGQA CCCTACTTTO TTATCCCAAQ TGCTCTTATT 1740 

CTGGTGAGAA GAACCTTAAT TCCATAATTT GGGAAGGAAT GGAAGATGGA CACCACOGGA 1800 

CACCACCAGA CAATA6GATG G6ATGGAT6G TTTTTTOGGG GATGGGCTAG GGGAAATAA6 1860 

GCTTGCTQTT ■mrm'CCl'G GGGOGCTCCC TCCAATTTTO CAGATTTTTG CAACCTCCTC 1920 

CTGAGCCGGG ATTGTCCAAT TACTAAAATG TAAATAATCA CGTATTGTGG GGAGGGQAQT 1980 

TCCAAGTGTG CCCTCCTTTT TTTTCCTGCC TGGATTATTT AAAAAGCCAT GTGTGGAAAC 2040 

CCACTATTTA ATAAAAGTAA TAGAATCAGA AAAAAAAAAA AAAAAAAA 2088 



Seq ID NOt C95 DNA Sequence 
Nucleic Acid Acceesion #t NM_002510.1 
DU Coding sequence: 92.. 1774 

1 11 21 31 41 51 

I I I I I I 

CAGATGCCAG AAGAACACTG TTGCTCTTGG TGGACGGQCC CAGAGGAATT CAQA6TTAAA 60 

CCTTGAGTGC CTGCGTCCGT GAGAATTCAG CATGGAATGT CTCTACTATT TCCTGGGATT 120 

TCT6CTCCT6 GCTGCAAGAT TGCCACTTGA IGCCGCCAAA OQATTTCATG A TGIGCTGGC 180 

CAATGAAA6A CCTTCTGCTT ACATOAGGGA GCACAATCAA TTAAATGGCT GGTCTTCTQA 240 

TGAAAATGAC TGGAATGAAA AACTCTACCC AGTGTGGAAQ OGGGGAGACA TOAGGTGGAA 300 

AAACTCCTGG AAGGGAGGCC GTGTGCAGGC GGTCCTGACC AGTGACTCAC CAGCCCTOGT 360 

GOQCTCAAAT ATAACATTTG CGGTGAACCT 6ATATTCCCT AGATGCCAAA AGGAAGATGC 420 

CAATG6CAAC ATAGTCTATO AGAAGAACTG CAGAAATQA6 GCIGGTTTAT CTGCTOATOC 480 

ATATGTTTAC AACTGGACAG CATGGTCAGA GGACAGliGAC OGGQAAAATO GCACOOOCCA 540 

AAGCCATCAT AACGTCTTCC CTGATGGGAA AOCTTTTCCT CACCACCCCQ GATGGAGAAO 600 

ATGGAATTTC ATCTACGTCT TCCACACACT TGOTCACTAT TTCCAGAAAT TGGGACGATQ 660 

TTCAGTQAGA GTTTCTGTGA ACACAGCCAA TGTQACACTT GGGCCTCAAC TCATGGAAGT 720 

QACTGT CTAC AGAAGACATG QAC GGGCAT A TGITCOCnC GCACAAGTGA AAGATGTGTA 780 

COTGGTAACA GATCAGATTC CTQTGTTTOT GACTATGTTC CAGAAGAAGG AT06AAATTC 640 

ATCCGACGAA ACCTTCCTCA AAGATCTCCC CATTATOTTT GATGTOCTGA TTCATQATCC 900 

TAGCCACTTC CTCAATTATT CTACCATTAA CTACAAGTGG AGCTTOGGGG ATAATACTGQ 960 

cerGrnrn T tccaccaatc atactgtgaa tcacaostat gtgctcaatg gaaccttcag 1020 

OCTTAAOCTC ACTGTGAAAG CTGCAGCACC AOQACCTTGT COGCCACCQC CACCACCACC 1080 

CAOACCTTCA AAACCCACCC CTTCTTTAGQ ACCTGCTOGT GACAACOGOC TOGAGCTGAG 1140 

TAGQATTCCT GATQAAAACT QCCAGATTAA CAGATATGGC CACTTTCAAO OCACCATCAC 1200 

AATTOTAGAG G6AATCTTA6 AGGTTAACAT CATGCAGATQ ACAOACaTGC TGATGCOGGT 1260 
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GCCATGGCCT GAAAGCTCCC TAATAGACTT TGTCGTGACC 
GGAGOTCTGT ACXaCTCATTT CTGACCCCAC CTGOGAGATC 
CCCTGTGGAT GTGGATGAGA TOTGTCTGCr GACTGTGAGA 
GACGTACTGT GTGAACCTCA CCCTGGGGGA TGACACAAfiC 
GATTTCTGTT CCTGACAGAG ACCCAGCCTC GCCTTTAAGG 
CTCOGTTGGC TGCTTC3GCCA TATTTGTCAC TGTGATCTCC 
CAAG6AATAC AACCCAATAG AAAATAGTCC TGGGAATGTG 
TOTCTTTCTC AACCGTGCAA AAGCCGTQTT CTTCCCGGGA 
ACTCAAAAAC CAAGAATTTA AAGGAGTTTC TTAAATTTCG 
TTTTCAGTGC CATTGATQTO AGATGTGCTO QAOTGGCTAT 
TTATTGTTAA ATAGATATTO TQGTTTOGQO AAQTTQAATT 
TTTAGAGATG GGGAGAGGGA TTATACTGCA G6CA6CTTCA 
AAAGCAACTT AGCAAGGCTT CTTTTCATTA TTTTTTATGT 
TAACTAGTAG GATAGAAACA CIGTGTCCCG AGAGTAAGQA 
AGCCTAACCC AGGTTAACTG C3VAQAAGAGG CGGOKTACTT 
ATGCATAAA6 CCAATGTAOT CCAGTTTCTA AGATCATOTT 
TTCAATACAC ACTCATGAAC TCCTGATGGA ACAATAACAQ 
GTGCACACTT GCTAGACTCA GAAAAAATAC TACTCTCATA 
TGACAACCTA CTTTGCTTGG CTGAGTGAAG GAATGATATT 
GGACATTTAG TTAOTOCTTT TTATATACCA GGCATGATGC 
ATTTCCAAAT TTTTQTATAG TOQCTGCACA TATTTGAAAT 
AGATGAGGTC CCTOGTTTTT CATGGCAACT TG ATCAGTAA 
ACTAAAACCA TCTACTATAT GTTAGACATG ACATTCrTTT 
AAGTOTGGGA AGAQACAAAA AAAAAAAAA 

Seq ID KOi C9S TXth Sequence 
Muclaie Acid Accession ftt Eos sequence 
coding sequence: 1-4 2 47 



TGCCAAGGGA 
ACCCA6AACA 
CGAACCTTCA 
CTGGCTCTCA 
ATGGCAAACA 
CTCTTGGTGT 
GTCAGAA6CA 
AACCAGGAAA 
ACCT TGTTT C 
TAACCTTTTT 
TTTTATAGGT 
GCCATGTTGT 
TTCACTTATA 
GAGAAGCTAC 
TCAGCTTTCC 
CCAAGCTAAC 
GCCX3VA6CCT 
AATGGGTGG6 
CATATATTCA 
TGAGPGACAC 
CATATATTAA 
GGATTTCACC 
TCrCTOCTTC 



GCATTCCCAC 
CAGTCTGCAG 
ATGGGTCTGG 
CXyvGCACCCT 
GTGCCCTGAT 
ACAAAAAACA 
AAGGCCTGAG 
AGGATCCGCT 
TGAAGCTCAC 
TTCCTAAAGA 
TAAATGTCAT 
GAAACTGATA 
AAGTCTTAGG 
TATTGATTAO 
ATGTAACTGT 
TGAATCCCAC 
GTGGTATGAT 
AGTATTTTGG 
TTTATTCCAT 
TCTTGTGTAT 
GACTTTCCAA 
TCTGTTTGTA 
CT6AAAAATA 



1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1600 

1660 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2669 



41 



51 



1 " f r I > 

LcGAATCC IaAAGCGTTT icTCGCTTGC ATtCAGCTOC ^^^A^ 

=~^^^= 

ATTTTGrrrrG aoottgog^ aqaa^aa^ gctttaqatc cattcatact gttgaacctt 

GAAAGT6TTA GTOGTTTTGG GAAGCAGGCT ^^^^^^^f!^*" nf-rrccCTGC 

s^i^ =^ ™ 
sfc^ =^ 

i^r?tS CMAACWWC AOCrCROkCt OIGGBAGGTA CTTCAGCCTC TTTAAATGAT 

^SSS^ 

Sagttt ^AACRGA ATATGAGOAG gagrgtttat t«^c^*E 

AT^^lGCTQ AJVGATTCTTC MGCTCCAGI CCCGC^ACTT CTOCtKICOC ATTOaCTCT 
^SSa SStcC TCCGAAAACC CACaGACAAT AACMATOAT 
S«SStS ^MCTOC tlWAAATGCI TCOGAAGATT CAACTTCaTC AGSTTCAOAA 
SS^S SSS^ S^GGGA AAT8IGTG6T TTCCTAGCTC ™CAGACA™ 
^SS^ SS^IOTT«J ATCAGOCAGA GAGAOCITTC TOOGACTAA ™«CTSM 
^^GTTG ATGAATCTOA GAAQACMCC ARGTCCITTT CrOOWOCC M^WJOXa 
^GGOICOT CRQTTACAGA TCTGQAAATG CC3«aiTATT CTACCTITOC CIACWCCa 
A^aAGOraA OkCCICATGC TTTTACCCCA TCCTCCW3AC AAOMSGATTT SOTCTCCAro 
S^aStM TMMIOSCA QAOWCCCAA CCX3QTAIACA ATQSQGCCAQ TAATABTAGC 

^CCaS MCTATCTTT CCAATTWaO ATOATOIOGO AGCSATTCCA 
S^S^ t«SS^ V^TGCRGRT TTACATGCAA GIAGTGQGTT TACrCAAOAA 

SScre TACTGITGAC TTAGGTATTA CAGCMACAB CTCCAMCAC 
SSaca AGCACAAGAA TOSATACATA AATATOQITO CCTMmtCA ™^«GOW 
jScCTRGCAC AGCTTOCTQA AAAGQATOaC AAACTOACIO ATTATATCAA TOOCAATTAT 
^SS^ MA^AT ATTGCtGCCC AAGGCCCACT CAAATCCACA 

GATATGGGAA CATAATGT«5 AAfflTATTGT 
AACCTOTGQ ASAAAGGAAO GAOAAAATOT GATCAGIACT GGCCTGCOSA taS^STGia 

AGGAATTTTA CTCTAAGAAA CACAAAAATA AAAAMSOQCT CCXaSAAAGO AAGACCCRGT 

TCACIACAOO aeiG«XOT A«TGG^ 
TWCieCCWG TeCIOACCTT leiOAGAAAG GCAGCCWfflO CCAAOOOCCA TCCRGTGGG8 

1255 
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CCTGTTOTOG 
A6TATGTTQC 
ATCOQTTCAC 
ACACTGGTTQ 
TATGTTAATG 
CAGCTCCTGA 
AACMSGGAAA 
TCATCCCTGA 
CAGAGCAATG 
AG6ATQATAT 
GCAOAAQATG 
AAGGTCACTC 
CA6GACTTTA 
TGTCCTAAAT 
ATAAAAGAAO 
GTGAGQQCA8 
TCOQTGQATO 
GACATTQAGC 
GAAGAGAATC 
GCTGAQAGCT 



TGCACIGCAa 
AGCAGATTCA 
AAAGAAATTA 
AGGCCATACT 
CACTCCTCAT 
6CX»GTCAAA 
AGAATC6AAC 
GTGGAGAAGG 
AATTCATCAT 
GGGACCATAA 
AATTTGTTTA 
TTATGOCTGA 
TCTTAGAAGC 
GGGCAAATCC 
AA6CTGCCAA 
GAACTTTCTO 
TTTACCAGQT 
AGTATCAGTT 
CATCCACCTC 
TAGAGTCTTT 



TGCTGGaGTT 
ACAO GAftOGA 
TTTG6TACAA 
TAGTAAAGAA 
TCCTGGACCA 
TATACAGCA3 
TTCTTCTATC 
CACAGACTAC 
TACCCAGCAC 
T6CCCAACTG 
CrGGCCAAAT 
AGAACACAAA 
TACACAGGAT 
AGATAGCCCC 
TAGGGATGGG 
TGCTCTGACA 
AGCCAAGATO 
TCTCTACRAA 
TCTGGACAOT 
AGTTTAA 



GGAA6AACAO 
ACTGTCAACA 
ACTGAGGAGC 
ACTGAGGTGC 
GCA6GCAAAA 
AGTGACTATT 
ATCCCTGTGQ 
ATCAATGCCT 
CCTCTCCTTC 
GTGGTTATQA 
AAAGATGAGC 
TGTCTATCTA 
GATTATGTAC 
ATTAGTAAAA 
CCTATGATTG 
A00CTTAT6C 
ATGAATCTGA 
GTQATCCTCA 
AATGGTGCAG 



GC3kCATATAT 
TATTTGGCTT 
AATATGTCTT 
TGGACAGTCA 
CAAAGCTA6A 
CTQCAGCCCT 
AAAOATCAAO 
CCTATATCAT 
ATACCATCAA 
TTCCTGATOQ 
CTATAAATT6 
ATGAG6AAAA 
TTQAAGTGAG 
CTTTTGAACT 
TTCAT6ATGA 
ACCAACTACA 
TQAGGCCAQG 
GGCTTOTQAa 
CATTGGCTQA 



TGTGCTAGAC 
CTTAAAACAC 
CATTCATGAT 
TATTCATGCC 
GAAACAATTC 
AAA6CAATGC 
GGTTG6CATT 
GGGCTATTAC 
GGATTTCTGG 
CCAAAACATG 
TGA6A6CTTT 
ACTTATAATT 
GCACTTTCAO 
TATAAGTOTT 
GCATGGAGGA 
AAAAGAAAAT 
A0TCTTT6CT 
CACAAG6CA0 
TGGAAATATA 



Seg ZD NO: C97 SNA Sequence 
Nucleic Acid Accession ft* XM_031379 
Coding sequence: 148.. 7095 
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1 11 21 31 41 51 

I I i I t I 

CACACATACXi CACGCAOSAT CTCACTTOGA TCTATACACT GOAGGATTAA AACAAACAAA 60 

CAAAAAAAAC ATTTCCTTCX; CTCCCCCTCC CTCTCCACTC TGAGAAGCAQ AGGAGCOXa 120 

GGG06AGGGG CCGCAGACOG TCTGGAAATG CGAATCCTAA A6CGTTTCCT GGCTTGCATT 180 

CAOCTCCTCT GUXa'n T GCO S GCTGQATTGG GCTAATQQAT ACTAGAQACA ACAOAGAAAA 240 

CTTGTT6AAG AG A TTGGCT O GTCCTATACA GGAGCACTGA ATCAAAAAAA TTGGGGAAAG 300 

AAATATCCAA CATGTAATAG CCCAAAACAA TCTCCTATCA ATATTQATGA AGATCTTACA 360 

CAAGTAAATG TGAATCTTAA GAAACTTAAA TTTCAGGGTT GGGATAAAAC ATCATTGGAA 420 

AACACATTCA TTCATAACAC TGGGAAAACA OTGGAAATTA ATCTCACTAA TGACTACCX3T 480 

GTCAGGGGA6 GAGTTTCAGA AATGGTGTTT AAA6CAAGCA AGATAACTTT TCACTGGGGA 540 

AAATGCAATA TGTCATCTGA TGGATCAGAO CATAGTTTAG AAGGACAAAA ATTTCCACTT 600 

QAGATGCAAA TCTACTGCTT TGATGOGGAC OQATTTTGAA GTTTTGAGGA AGCAGTCAAA 660 

GGAAAAOGQA AOTTAAGAGC TTTATCCATT TTGTTTGAGG TTGGGACAQA AGAAAATTTG 720 

GATTTCAAAG CGATTATTGA TGGA(^r06AA AGTGTTAGTC GTTTTGGGAA GCAGGCTGCT 760 

TTAQATGCAT TCATACTGTT GAACCTTCTO GCAAACTCAA CTGACAACSTA TTACATTTAC 840 

AATGGCTCAT TGACATCTCC TCCCTOCACA GACACAGTTQ ACTGGATTGT TTTTAAAOAT 900 

ACAGTTAGCA TCTCTGAAAG CCAGTTGGCT GTTTTTTGTG AAGTTCTTAC AATGCAACAA 960 

TCTGGTTATG TCATGCTGAT GGACTACTTA CAAAACAATT TTCGAGAGCA ACAGTACAAQ 1020 

rrCTCTAGAC AG6TGTTTTC CTCATACACT GGAAAGGAAG AGATTCATGA AGCAGTTTGT 1080 

AGTTCAGAAC CAOAAAAIGT TCAOGCTQAC CCA8A6AATT ATACCAGCCT TCrTGTTACA 1140 

TGGGAAAGAC CTCGAGTOGT TTATGATACC ATGATTGAGA A6TTTGCAGT TTTGTACC3U3 1200 

CAGTTGGATG GAGAGGACX:A AACX3\AGCAT GAATTTTTGA CAGATGGCTA TCAAGACTTG 1260 

GGTQCTATTC TCAATAATTT GCTACCCAAT ATQAQTTATO TTCTTCAQAT AOTAOCCATA 1320 

TGCACTAATG GCTTATATGO AAAATACAGC GACCAACIGA TTGTOQACAT GCCTACTQAT 1380 

AATCCTGAAC TT6AT C TTTT CXXTOAATTA ATTGGAACT6 AAGAAATAAT CAAGGAGQAG 1440 

6AAGAGGGAA AAGACATTGA A6AAGG0GCT ATTGT6AATC CTGGTA6AGA CAGTGCTACA 1500 

AACCAAATCA GGAAAAAGGA ACGCCAGAT7 TCTACCACAA CACACTACAA TOGCATAGGG 1560 

AOQAAATACA ATGAAGCCAA GACTAACCX5A TCCCCAACAA GAGGAAGT6A ATTCTCTGGA 1620 

AAGQGTX3ATG TTCOCAATAC ATCTTTAAAT TCCACTTCCC AACCAGTCAC TAAATTAGCC 1680 

ACAGAAAAAO ATATTTCCTT GACTTCTCAO ACTGTOACTO AACTGCCftCC TCACACTGTO 1740 

GAAGGTACTT CAGCCTCTTT AAAT6ATGGC TCTAAAACTO TTCTTAGATC TCCACATATG 1800 

AACTTGTOGG GGACTGCAGA ATCCTTAAAT ACAGTTTCTA TAACAGAATA TGAGGAGGAG 1860 

AGTTTATTGA CCAGTTTCAA GCTTGATACT GGAGCTGAAG ATTCTTCAGG CTCCAGTCCC 1920 

GCAACTTCTO CTATOCCATT CATCTCTGAG AACATATCCC AAGGGTATAT ATTTTCCTCC 1980 

GAAAAC0CA6 AGACAATAAG ATATGATGTC CTTATAGGAG AATCIGCTAG AAATGCTTCX! 2040 

GAAGATTCAA CTTCATCAG6 TTCAGAA6AA TCACTAAAGO ATCCTTCTAT OGAGGGAAAT 2100 

GTGTQGTTTC CTAGCTCTAC AGACATAACA GCACAGCCX3G ATGTTOGATC AGOCAQAQAG 2160 

AGCTTTCTCC AGACTAATTA CACTGAGATA OGTGTTGATG AATCTGAGAA GACAACCAAG 2220 

TCCTTTTCFG CAGGCCCAGT GATGTCACAa GGTCCCTCAO TTACAGATCT G6AAATGCCA 2280 

CATTATTCTA CCTTTGOCTA Crr COC A ACT OAGGTAACAC CTCAXGCTTT TACGCCATGC 2340 

TCCAGACAAC AGGATTTGOT CTCCAOGGTC AA06TGGTAT ACTGGCAGAC AACCCAACOI 2400 

GTATACAATG GTGAQACACC TCTTCAACCT TCCTACAGTA GTGAAGTCTT TCCTCTAGTC 2460 

ACCCCTTTGT TGCTTQACAA TCAGATCCTC AACACTACCC CTGCTGCTTC AAOTAGTQAT 2520 

TOGQCCTTOC ATGCTAOGCC TOTATTTCCC AGTGTOGATO TGTCATTTGA ATCCATCCTG 2580 

TCTTOCTATO ATGGTGCAOC TTTGCTTCCA ITTT C CTCIG CTTCCTTCAG TAOTOAATTG 2640 

TTTOGCCATC TGCATACAGT TTCTCAAATC CTTCCACAAG TTACTTCAGC TACOGAGAGT 2700 

GATAAGGTGC CCTTGCATGC TTCTCTGCCA GTGOCTGGGG GTQATTTQCT ATTAGAGCXX: 2760 

AGCCTTOCTC AGTATTCTOA TGTGCTGTCX: ACTACTCATO CTOCTTCAGA GAaSCTGGAA 2820 

TTTGGTAGTQ AATCTGGTGT TCTTTATAAA ACGCTTATGT TTTCTCAAGT TQAACCACCC 2880 

AOCAOTQATO CCAT6ATGCA TGCAOGTTCT TCAGGGCCIO AAGCTTCTTA TGGCTTGTCT 2940 

GATAAtGACO QCTCCCAACA CATCTTCACT CTTTCTTACA OTTCIGCAAT ACCTOTGCAT 3000 

GATTCTGTGG GTGTAACTTA TCAGGGTTCC TTATTTAGOC GCCCTAGCCA TATACCAATA 3060 

CCTAAGTCTT OOTTAATAAC CrCaUUTTGCA TCATTACTGC AGCCTACTOV TGCCCTCTCT 3120 

GOTGATOGGG AATGGTCTGO AGOCTCTTCT QATAGTGAAT TTCTTTTAOC TGACACAGAT 3180 

GGGCTGACAO CXXTTAACAT TTCTTCACCT GTTTCrQTAQ CZGAATTTAC ATATACAACA 3240 

TCTGTGTTTG GTGATGATAA TAAG60SCTT TCTAAAAGtG AAATAATATA TG6AAATGAG 3300 

ACTGAACPaC AAATTCCTTC TTTGAATGAO ATOOTTTACC CTTCTGAAAO CACAGTCATG 3360 

CCCAACATGT ATQATAATGT AAATAAGTTO AATGOOTCTT TACAAGAAAC CTCTGTTTCC 3420 
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ATTTCTAGCA CCAAGGGCAT GTTTCCAGGG TCCCTTGCTC ATACCACCAC TAAGGTTTTT 
GATCATGAGA TTAGTCAAGT TCCAGAAAAT AACTTTTCAG TrCAACCTAC ACATACTGTC 
TCTCAAGCAT CTGGTGACAC TTCGCTTAAA CCTGTGCTTA GTGCAAACTC AGACCCftGCA 
TCCTCTGACC CTGCTTCTAG TGAAATGTTA TCTCCTTCAA CTCftGCTCTT ATTTTATGAG 
5 ACCTCAGCTT CTTTTAGTAC TGAAGTATTG CTACAACCTT CCTrTCAOGC ^CTGATGTT 
6ACACCTTQC TTAAAACTGT TCTTCCAGCT GTGCCCAGTG ATCCAATATT GGTTGAAACC 
CCCAAAGTTG ATAAAATTAG TTCTACAATG TTGCATCTCA TTGTATCAAA TTCTGCTTCA 
ACTGAAAACA TGCTGCACTC TACATCTQTA CCAOTTTTTO ATCTGTCGCC TACTTCT^T 
ATGCACTCTG CTTCACTTCA AGGTTTGACC ATTTCCTATC CAA6TCAGAA ATATGAACCA 
10 GTTTTGTTAA AAAGTGAAAG TTCCCACCAA GTGGTACCTT CTTTGTACAG TAATGATGAG 
TTGTTCCAAA CGGCCAATTT GGAGATTAAC CAGGCCCATC CCCCAAAAGG AAGGCATGTA 
TTTGCTACAC CTCTTTTATC AATTGATGAA CCATTAAATA CACXAATAAA TAAGCTTATA 
CATTCCGATG AAATTTTAAC CTOCACCAAA AOTTCTGrXA CTGGTAAOQT ATTTGCTGGT 
ATTCCAACAG TTGCTTCTGA TAC3^TTTGTA TCTACTGATC ATCCTGTTCC TATAGGAAAT 
15 GGGCATGTTG CCATTACAGC TGTTTCTCCC CACAGAGATG GTTCTGTAAC CTCAACAAAG 
TTGCTGTTTC CTTCTAAGGC AACTTCTGAG CIGAGTCATA GTGCCAAATC TGATGCCGGT 
rrAGTGGGTG GTGGTGAAGA TGGTGACACT GATGATGATG GTGATGATGA TGATGATGAC 
AGAGGTAGTQ ATOGCTTATC CATTCATAAG TGTATGTCAT GCTCATCCTA TAGAGAATCA 
CAGGAAAAGG TAATGAATOA TTCA£3ACACC CACX5AAAACA OTCTTATGGA TCAGAATAAT 
20 CCAATCTCAT ACTCACTATC TGAGAATTCT GAAGAAGATA ATAGAGTCAC AAQTGTATCC 
TCAGACAGTC AAACTGGTAT GGACAGAAGT CCTGGTAAAT CACCATCAGC AAATGGGCTO 
TCCCAAAAGC ACAATGATGG AAAAGAGGAA AATGACATTC AGACTGGTAG TGCTCTGCTT 
CCTCrCAGCC CTGAATCTAA AQCATQGOCA OTTCTOACAA GIOATGAAGA AAGTGQATCA 
GGGCAAGGTA CCTCAGATAG CCTTAATGAG AATGAGACTT CCACAGATTT CAGTTTTGOl 

25 gacactaatg aaaaagatgc tgatgggatc ctggcagcag gtgactcaga aataactot 
ggattcccac agtccccaac atcatctgtt. actagcgaga actcagaagt gttccsvoott 
tcagaggcag aggccagtaa tagtagccat gagtctcgta ttggtctagc tgaggggttg 
gaatcggaga agaaqgcagt tatacccctt gtgatcgtgt cagccctgac ttttatctgt 
ctagtgottc ttotgggtat tctcatctac tqgaggaaat gcttccagac tgcacacttt 

30 TACTTAGAGG ACAGTACATC CXOTAGAOTT ATATCCACAC CTCCAACACC TMCTTTOCA 

atttcagatg atgtcggagc aattccaata aagcactttc caaagcatgt tgcagattta 

CATGCAAGTA GTGGGTTTAC TGAAGAATTT GAGACACTGA AAGAGTTTTA CCAG6AAGTG 
CAGAOCTOTA CTOTTGACTT AGGTATTACA GCAGACAGCT CCAACCACXX: AGACAACAAO 
CACAAGAATC GATACATAAA TATC6TTGCC TATGATCATA GCAGGGTTAA GCTAGCACAO 
35 CTTGCTGAAA AGGATGGCAA ACTGACTGAT TATATCAATG CCAATTATGT TGATGGCTAC 
AACAGACCAA AAGCTTATAT TCCTGCCX^A GGCCCACTGA AATCCACAGC TOAMM^ 
TGGAGAATGA TATGGGAACA TAATGTGGAA GTTATTGTCA TGATAACAAA CCTCGTG6AQ 
AAAQGAAGQA QAAAATOXtSA TCAOTACIGG CCIGCCGATG GGAGTGAGGA GTAOGGGAAC 
TTTCTGGTCA CTCAGAAGA6 TGTGCAAGTG CTTGCCTATT ATACTGIGAG GAATTTTACT 
40 CTAAGAAACA CAAAAATAAA AAAGGGCTCC CAGAAAGGAA GACXXAGTOG ATOIS^^SS 
ACACAGTATC ACTACACGCA GTGGCCTGAC ATGGGAGTAC CAGAGTACTC CXaGCCAOTO 
CTGACCTTIG TGAGAAAGGC AGCXTTATGCC AAGCGCCATG CAGTGGGGCC TGTTGTOGTC 
CACTGCACTG CTGQAGTTGG AAGAACAfiGC ACATATATTG IGCTAGACAG TATGTTGCAG 
CAGATTCAAC ACQAAOOAAC TOTCAACATA TTrGGCTTCT TAAAACACAT CCGTTCACAA 
45 AGAAATTATT TGGTACAAAC TGAGGAGCAA TATCTCTTCA TT^TGATAC J|™STTGAO 
OCCATACTTA GTAAAGAAAC TGAGGTGCTG GACAGTCATA TTCATOCCTA TGTTAATGCA 
CrCCTCATTC CTOGACC3U5C AGGCAAAACA AAGCTAGAGA AACAATTCCA GCTCCTGAGC 
CAGTCAAATA TACAGCAGAG TGACTATTCT GCAGCCCTAA AGCAATGCAA CAGGGAAAAG 
AATCQAACTT CTTCTATCAT CCCT6TGGAA AGATCAAGGG TTGGCATTTC ATCCCTGAGT 
50 GGAGAAGGCA CAGACTACAT CAATGCCTCC TATATCATGG 6CTATTACCA GAGCAATGAA 
TTCATCATTA CCCAGCACCC TCTCCTTCAT ACCATCAAGG ATTTCTQQAO GMGATATGG 
6ACCATAATG CCXy^CTGGT GGTTATGATT CCTGATGGCC AAAACATGGC AGAAGATGAA 
TTTOrrTACT GGCCAAATAA AGAT6AGCCT ATAAATTGTG AGAGCTTTAA GGTCACTCTT 
ATOGCTCAAG AACACAAATG TCTATCTAAT GAGGAAAAAC TTATAATTCA GGACTTTATC 
55 TTAGAAGCTA CACAGGATGA TTATGTACTT GAAGTGAGGC ACTTTCAOTG TCCTAAATGG 
CCAAATCCAG ATAGCCCCAT TAGTAAAACT TTTGAACTTA TAAGTGTTAT AAAAGAAGAA 
GCTGCCAATA GGQATGGGCC TATGATTGTT CATGATGAGC ATGGAGQAGT GAOGGCAGQA 
ACTTTCTGTG CTCTCACAAC CCTTATGCAC CAACTAGAAA AAGAAAATTC CQTGGAT6TT 
TACCAGGTAG CCAAGATGAT CAATCTGATG AGGCCAGGAG TCTTTGCTGA CATTGAGCAG 
60 TATCAGTTTC TCTACAAAGT GATCCTCAGC CTTGT6AGCA CAAGGCA6GA ACAGAATCCA 
TCCACCTCTC TGQACAGTAA TGGTGCAGCA TTGCCTOATG GAAATATAGC TOAOAOCrTA 
GAGTCTTTAG TTTAACACAG AAAGGGGTG6 GGGOACTCAC ATCWaWKAT TGTTTTCCTC 
TTCXrCAAAAT TAGGCAGGAA AATCAGTCTA GTTCTGTTAT CTGTTGATTT CXXATCACCT 
GACAOTAACT TTCATGACAT AGGATTCTGC CGCCAAATTT ATATCATTAA CAATGTGTGC 
65 CTTTTTGCAA GACTTGTAAT TTACTTATTA TGTTTGAACT MfATGATTG AATTTTACAO 
TATTTCTAAG AATGGAATTG TGGTATTTTT TTCTGTATTO ATTTTAACA6 AAA ATTTCAA 
TTTATAQAGG TTAGGAATTC CAAACTACAG AAAATGTTTG TTTTTAGTGT CAAATTTTTA 
GCTGTATTTG TAGCAATTAT CAGGTTTGCT AGAAATATAA CTTTTAATAC AGTAGCCTCT 
AAATAAAACA CTCTTCCATA TGATATTCAA CATTTTACAA CTGCAGTATT CACCTAAAGT 
70 AGAAATAATC TGXTACTTAT TGTAAATACT GCCCTAGTGT CTCCATGGAC CAAATTTATA 
TTTATAATTG TAQATTTTTA TATTTTACTA CTGAOTCAAO TTTT CTAGTT CTGTGTAATT 
GTTTAGTTTA ATGACGTAGT TCATTA6CTO GTCTTACTCT ACCAG TTTTC TCACATTGTA 
TTCTGTTACC TAAGTCATTA ACTTTGTTTC AGCATGTAAT TTTAACrTTT GTGGAAAATA 
QAAATACCTT CATTTTGAAA GAAGTTTTTA TGAGAATAAC ACCTTACX»A ACATTGTTCA 
75 AATGGTTTTT ATCCAAGGAA TIGCAAAAAT AAATATAAAT ATTGCCATTA AAAAAAAAAA 
AAAAAAAAAA AAAAAAAAAA AAAA 
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Seq ID KO: C98 DMA Sequence 
Nucleic Acid Accession #: NM_002851 
80 Coding sequence : 77 . . 4518 



1 11 21 31 |1 51 

CACACATACQ CAOSCACOAT CTCACTTOQA TCTATACACX GGAGGATTAA AACAAACAAA 60 
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CAAAAAAAAC ATTTCCTTOO CTCCCOCTOC CTCTCCACTC TGAGAAOCAO A0GAGGC3GCA X20 
CGGOGAGGGQ CCX3CA0ACXXS TCTGGAAATO OGAATCCTAA AGOGTTTCCT CGCTTGCATT IBO 
CAGCTCCTCT GT0TTTCCCX5 CCTGC5ATTGG GCTAATGGAT ACTACAGACA ACAGAGAAAA 240 
CTTGTTGAAO AGATTOGCTO GTOCTATACA GGAGCACTGA ATCAAAAAAA TTGGGGAAAG 300 
5 AAATATCCAA CATGTAATAG CCCAAAACAA TCTCCTATCA ATATTGATGA AGATCTTACA 360 
CAAGTAAATG TGAATCTTAA GAAACTTAAA TTTCAOGGTT GGGATAAAAC ATCATT 6» A 420 
AACACATTCA TTCATAACAC TGGGAAAACA GTGQAAATTA ATCTCA CTAA TGACTACCGT 480 
OTCAGCXSGAG QAGTTTCAGA AATOGTGTTT AAAGCAAGCA AGATAACTTT TCACTOGGGA S40 
AAATGCAATA TGTCATCTGA TGGATCAGAG CATAGTTTAO AAQQACAAAA ATTTCCACTT 600 
10 CAGATGCAAA TCTACTGCTT TGATGCGQAC OaATTTTCAA GTTTTG AGGA AGCAG TCAAA 660 
GGAAAAGGQA AGTTAAGAGC TTTATCCATT TTGTTTGAGO TTGGGA CRGA AGAAAATTTG 720 
GATTTCAAAO GQATTATTGA TGGAGTOGAA AGTGTTRGTC GrrTTTCGGAA 0CAG6CTGCT 780 
TTAGATCCAT TCATACIGTT GAACCTTCTG OCAAACTC3VA CTOACAAGTA TTAC ATTTAC 840 
AATGGCrCAT TGACATCTCC TCCCTGCACA GACACAGTTG ACTGGATTGT TTTTAAAQAT 900 
15 ACAGTTAOCA TCTCTGAAAG CCAGTTGGCT Gl T nr i G TG AAOTTCTTAC AAT6CAACAA 960 
TCTQGTTATO TCATGCTGAT GGACTACTTA CAAAACAATT TTGOAGAGCA ACAG TACAAQ 1020 
TTCTCTAGAC AGGTGTTTTC CTCATACACT GOAAAGGAAO AGATTCATQA A6CAGTTTCT 1080 
AGTTCAaAAC CAQAAAATQT TCAi3QCTGAC CCAGAGAATT ATACCAGCCT TCTTQTTACA 1140 
TGGQAAAOAC CTOQAOTCGT TTATQATACC ATGATTGAGA AGTTTGCAGT TTTQTACCAG 1200 
20 CAGTTGGATX3 GAGAGGACCA AACCAAQCAT GAATTTTTGA CAGATGGCTA TCAAGACTTO 1260 
GGTGCTATTC TCAATAATTT GCTACCCAAT ATGAGTTATG TTCTTCAGAT AGTAGCCATA 1320 
TGCACTAATG GCTTATATQQ AAAATACAGC GACCAACTGA TTQTCGACAT GCCTACTOAT 1380 
AATCCTGAAC TTOATCTTTT CCCTGAATTA ATTGGAACTG AAGAAATAAT CAAGGAOGAG 1440 
GAAGAGGGAA AAGACATTGA AQAAGGOGCT ATTGTQAATC CTGGTAGAGA CAGTGCTACA 1500 
25 AACCAAATCA GGAAAAA6GA ACCCCAGATT TCTACCACAA CACSVCTACAA TOG CATAGG G 1560 
ACQAAATACA ATGAAGCCAA GACTAACCGA TCCCCAACAA GAGGAAGTGA ATTCTCIGQA 1620 
AAGGGTGATG TTCCCAATAC ATCTTTAAAT TCCACTTCCC AACCAOTCAC TAAATTAGCC 1680 
ACAGAAAAAO ATATTTCCTT QACTTCrcAO ACTGTGACTG AACTGCCACC TCACACTGTG 1740 
GAAGGTACTT CAGCCTCTTT AAATGATGGC TCTAAAACTG TTCTTAQATC TCX^lCATATG 1800 
30 AACTTOTCGG GGACT6CAGA ATCCTTAAAT ACAGTTTCTA TAACAGAATA T6AGGAGGAG 1860 
AGTTTATTGA CCAGTTTCAA GCTTGATACT G6A0CTGAAQ ATTCTTCAG6 CTCCAGTC CC 1920 
GCAACTTCTG CTATCCCATT CATCTCTGAG AACATATCCC AAGGGTATAT ATTTTCCTCC 1980 
6AAAAGCCA6 AGACAATAAC ATATGATGTC CTTATACCAG AATCTQCTAG AAATGCTTCC 2040 
6AAGATTCAA CTTCATCAGG TTCA6AAGAA TCACTAAAGQ ATCCTTCTAT GGAGGGAAAT 2100 
35 GTGTGGTTTC CTAGCTCTAC AQACATAACA GCACAGCCCG AT6TTGQATC AGGCAGAGAG 2160 
AGCTTTCTCC AGACTAATTA CACTGAGATA CGTGTTGATG AATCTOAGAA GACAACCAAG 2220 
TOCTTTTCro CAGGCCCAGT QATGTCACAG GGTCCCTCAG TTACAQ ATCT 6GAAATGCCA 2280 
CATTATTCTA CCTTTGCCTA CTTCXX3VACT 6A00TAACAC CTCATGCTTT TACCCCATCC 2340 
TCCAGACAAC AGOATTTGGT CTCX3VCG0TC AACGTGGTAT ACTCGCAGAC AACCCAACCG 2400 
40 GTATACAATG CAGAGGCXSVQ TAATAGTAGC CATGAGTCTC GTATTGQTCT AG CTGAGG GQ 2460 
TTGGAATCCO AGAAGAAGGC AGTTATACCC CTTGTGATCO TGTCAGCCCT GACTTTTATC 2520 
TGTCTAGTGG TTCTTCTGGG TATTCTCATC TACTGGAGGA AATGCTTCCA GACTGCACAC 2580 
TTTTACTTAG AGGACAGTAC ATCCCCTAGA GTTATATCCA CACCTCCAAC ACCTA TCTTT 2640 
CCAATTTCAG ATOATGTCGG AGCAATTCCA ATAAAGCACT TTCCAAAGCA TOTTGCAGAT 2700 
45 TTACATGCAA GTAGTGGGTT TACTGAAGAA TTTGAGACAC TQAAAGAGTT TTACCAGGAA 2760 
GTGCAQAGCT GTACTGTTQA CTTAGGTATT ACAGC3U3ACA GCTCCAACCA CGCAGACAAC 2820 
AAGCACAAGA ATCGATACAT AAATATOGTT GCCTATGATC ATAGCSUSGOT TAAG CTAGCA 2880 
CAGCTTGCra AAAAGGATGG CAAACTGACT GATTATATCA ATGCCAATTA TGTTGATGGC 2940 
TACAACAGAC CAAAAGCTTA TATTGCTOOC CAAOOCCCAC TGAAATCCAC AGCTGAAGAT 3000 
50 TTCTGGAGAA TOATATGGGA ACATAATQTG GAAGTTATTG TCATGATAAC AAACCTOSTQ 3060 
GAGAAAGQAA GQAGAAAATG TGATCAGTAC TGGCCTGCCG ATGOQAGTOA OGAgTA OaGG 3120 
AACTTTCTGG TCACTCAGAA GAGTOTGCAA OTOCTTOCCT ATTATACTGT GAGGAATTTT 3180 
ACTCTAAGAA ACACAAAAAT AAAAAAGGGC TCCCAGAAAG GAAGACCCAG TG^COTGTG 3240 
OTCACACRGT ATCACTACAC GCAGT660CT GACATGGGAG TACCAGAQTA CTCCCTGCCA 3300 
55 OTGCTGACCT TTGTGAGAAA GGCAGCCTAT GCCAAGCGCC ATGCAGTGGG GCCTGTTOTC 3360 
GTCCACTGCA GTGCTGGAGT TGGAAGAACA GGCACATATA TTGTGCTAGA CAGTWTGTTa 3420 
CAGCAGATTC AACAOGAAGG AACTGTCAAC ATATTT6GCT TCTTAAAACA CATCCOTTCA 3480 
CAAAGAAATT ATTTGOTACA AACXGAGGAO CAATATGTCT TCATTCATGA TACACTGGTT 3540 
GAGGCCATAC TTAOTAAAGA AACTGAGOTG CTQQACAGTC ATATTCATGC CTATGTTAAT 3600 
60 GCACTCCTCA TTCCTGGACC AGCAGGCAAA ACAAAGCTAG AQAAACAATT CCAGCTCCTO 3660 
AGCCAOTCAA ATATACAGCA GAGTQACTAT TCTGCAGCCC TAAAGCAATG CAACAOGOAA 3720 
AAGAATOGAA CTTCTTCTAT CATCCCTGTG GAAAGATCAA GGGTTGGCAT TTCATCCCTG 3780 
AGTGGAGAAG GCACAQACTA CATCAATOCC TCCTATATCA TGGGCTATTA CXaOAGCAAT 3840 
OAATTCATCA TTACCCAGCA CLV i 'Cl't X 'rT CATACCATCA AGGATTTCTG QAGGATGATA 3900 
65 TGGGACCATA ATGCCCAACT GQTGGTTATG ATTCCTQATG GCCAAAACAT GGCAGAA6AT 3960 
GAATTTGTTT ACTGGCCAAA TAAAGATGAG CCTATAAATT GTGAGAGCTT TAAGGTCACT 4020 
CTTATCGCTG AAGAACACAA ATGTCTATCT AATGAGGAAA AACT TATAA T TCAGGACTTT 4080 
ATCTTAOAAO CTACACAGGA TOATTATOTA CXTGAAGTOA GGCACTTTCA GTGTCCTAAA 4140 
TOGCCAAATC CAfiATAGCCX: CATTAGTAAA ACTTTTOAAC TTATAAGTGT TATAAAAGAA 4200 
70 GAAGCTCCCA ATAGGGATGG GCCTATQATT QTTCATGATG AGCATGGAGG AGTGACGGCA 4260 
GGAACTTTCT QTGCTCTGAC AACCCTTATG CACCAACTAG AAAA AGAAAA TTCCGTGGAT 4320 
OTTTACCAGQ TAGCCAAGAT GATCAATCTG ATGAGOCXM GAGTCTTTGC TGACATTGAO 4380 
CAGTATCAGT TTCTCTACAA AGTGATCCTC AGCCTT6T0A GCACAAGGCA GGAAGAGAAT 4440 
CCATCCACCT CTCTGGACAG TAATGGT6CA GCATTGCCTG ATGGAAATAT AO CTGAGAG C 4500 
75 TTAGAGTCTT TAGTTTAACA CAGAAAGGGG TGGGGGGACT CACATCTGRQ CATTOTTTTC 4560 
CTCTTCCTAA AATTAGGCAG GAAAATCAGT CTAGTTCTOT TATCTGTTGA TrfCC CATCA 4620 
CCTGACAGTA ACTTTCATGA CATAGGATTC TGCOOCCAAA TTTATATCAT TAACAATGTG 4680 
XOCCTTTTTG CAAGACTTGT AATTTACTTA TTATOTTTGA ACTAAAATOA TTOAATTTTA 4740 
CAGTATTTCT AAGAATGGAA TTGTGGTATT TTTTTCTOTA TTQ ATTTTA A CA6AAAATTT 4800 
80 CAATTTATAG AGGTTAGGAA TTCCAAACTA CAGAAAATOT TTGTTTTTAG TGTCAAATTT 4860 
TPAGCTGTAT TTGTAGCAAT TATCAGGTTT GCTAGAAATA TAACTTTTAA TACAOTAGCC 4920 
TGTAAATAAA ACACTCTTCC ATATGATATT CAACATTTTA CAACTGCACT ATTGAOCTAA 4980 
AOTAGAAATA ATCTGTTACT TATTGTAAAT ACTGCCCTAG TOT CTCC ATO GAC CAAATTT 5040 
ATATTTATAA TTGTAGATTT TTATATTTTA CTACTGAGTC AAGTTTTCTA GTTCTGIGTA 5100 
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ATTGTTTAOT TTAATGACSGT AGTTCATTAQ CTGGTCTTAC TCTACCAQTT TTCTGACATT 

gtStotgtt accta^ca ttaactttot ttcagcatgt aattttaact tttgtgoaaa 
ataSS?!^ ^SJ^Stg aaagaagttt ttatgaoaat aacaccttac caaaovttgt 
^^^^ 5SSSaag gaattgcaaa aataaatata aatattgoca ttaaaaaaaa 
aaaakaaaaa aaaaaaaaaa aaaaaaa 

Seq ID NOi C99 DKA Sequence 
Nucleic Roid Accession tts Eos sequence 
coding sequence: S01..4S14 

1 11 ai 31 *i SI 

CACACATACG LcOCACWT CTCRCTTOBft tCIATAOWSC GOACXSaTAA »ACAW|«^ft 
SaA^AM MTTCCTTCG CTCCCCCTCC CTCTOCACTC TGAfiAAGOa MGAG=OG« 

Sm^MO ccgcagaocg tctggaaatg osaatcctaa agcgtttcct cgcttgcatt 

oScTCCTCr OTOTTTOOCO CKTGGATTGG GCTAATCOAT ACTACAGACA ACAGAGAAAA 
^MTGG^ GTCCTATACA OGAGCACTGA ATCAAAAAAT TGGGGAAABA 
S^SS^ MGTAATMC CCAAAACAAT CTCCTATCAA TAITQATGAA GATCTTACAC 
^CTTaS AAACBAAAT TTCAflOOTTO OOATMAACA II^ATTGG^ 
^^T«T TCATAACACT OGQAAAACAO TG6AAATTAA TCTCACTAAT OACTACCGTG 
ACT?TCAGAA ATCGTOTTTA AAGCAAOCAA OATAACTTTT CJCTGGSOJA 
Ir^CAOTM GTCATCTOAT GGATCAGAOC ATAGTTTAGA AOGACAAAAA TTTCttCTTG 
^J?^^ cScTGCTTT GATOOOQACC OATTTTCAAO TTTTGAGGAA GCAGTCAAM 
^AAAGO^ GTTAAaAOCr TTATCCATTT KXTtGRGeT MGOACAGAA GARAMTTGQ 

gStattgat OGACTCOAAA GTGTTAOTOG TTTTOGGAAG caggcioctt 
Stactgwg aaccttctgc cw^c^c "^^^ S^IS^ 

ATGGCTCATT GACATCTCCT CCCTGCACAG ACACA3TTGA CTGGATTGTT ^TTARA^ta 
^J^GCAT CTCTGAAAfiC CAGTTOGCTO TTTTTTCTGA AGTTCTTACA ATGCAACAAT 
S^ATGT St^TGMG GACTACTTAC AAAACAATTT TCGAGAGCAA CAG^^T 

ggtgttttcc tcatacactg gaaaggaaga GAinrcATGA^ 

SttSgAACC AGAAAATGTT CAGGCTGACC CAGAGAATTA TACagCCTT CTTGT^ 
Sgaaagacc TOGAGTCGTT TATGATACCA TGATTGAGAA gtttgcagtt ttgtaccagc 
aga^accaa accaagcatg aatttttgac agatggctat caagacttgg 

G?^a??CT SaStG CTACCCAATA TGW3TTAT6T TCTTCAGATA GTAGCCATAT 

gSS^Itcg cttatatgga aaatacagcg accaactgat tgtogacatg cctactgata 
aSS^ TGATcrrrrc cctgaattaa rrcGAAcrGA agaaataatc a^saogagg 
S^^^Saa agaSttgaa gaagocgcta ttctgaatcc tggtagagac agtcctao^ 

GAAAAAiSGAA CCCCAGATTT CTACCACAAC ACACTACAAT CGCATAGGGA 

S^IcAA tga^otSg actaaccgat ccccaacaag aggaagtgaa ttctctggaa 

S^TGT TCCCAATACA TCTTTAAATT CCACTTCCCA ACCAGTCACT AAATTAGCCA 
n^il^AGA TATTTCCTTG ACTTCTCAQA CTGTGACTGA ACTGCCACCT CaCACTGTGQ 
^^^^ ^SgATG^ CTAAAACK5T TCTTAGATCT CCACATATGA 

S^SSa TCCTTAAATA CAGTTTCTAT AACAGAATAT gaggaggaga 
C^TT^AO CTTCATACTO 6AGCTGAAGA TTCTTCAGGC TCCAGTCCCG 
SISS ^^^C SS^TGAGA ACATATCCCA AGGGTATATA TTITCCTOOG 

S^SSa gacaataaca tatgatgtcc ttataccaga atctgctaga ^toctmg 

AAQATTC^ TTCATCAGGT TCAGAAGAAT CACTAAAGGA TCCTTCTATG GAGGGAAATC 
?^SStcC TAGCTCraCA GACATAACAG CACAGCCC6A TGTTGGATCA GGC3^GAGAGA 
SSamtac ^GATAC GTGTTGATGA ATCTGAGAAG ACAACCAAGT 
^C^^ ATarSACAGG GTCCCTCAGT TACAGATCTG GAAAT^ 

S?Stci^ ctttocctac ttcccaactg aggtaacacc tcatgctttt aooocatoct 

SSS^ SwTTGGTC TCCACGGTCA ACGTGGTATA CTCGO^O. Jf^JSS 
6GCCAGTAAT AGTAflCCATG AGTCTCGTAT TCGTCTAGCT GAGGGGT^ 
Sto^aa GAAGGCAGTT ATACCCCTTQ TGATCGTGTC AGCCCTGACT tttatctctc 
iSS^^ SgStT CTCATCTACT GGAGGAAATG O^CCAGACT G^iCACTrTT 
ACTTAGAGGA CAGTACATCC CCTA6AGTTA TATCCACACC TCQU^AOCT ATCTTTCC^ 
TTTCAGMGA TGTCGGAGCA ATTCCAATAA AGCACTTTCC AAA 6CAT0 TT GCAGATTTAC 
SS^ftS TGGGTTTACr GAAGAATTTO AGACACTGAA AGAGTTTTAC CAGGAAGTQC 
OCTATTACAG CAGACAGCTC CA^CACCCA GACAACAAGC 
JSagaatcg ATACATAAAT ATCGTTGCCT ATGATCATAO CAGGG^Jf S^S^ 
?iScTGAAAA GGATGGCAAA CTGACTQATT ATATCAATOC CaM^ATO" 

aSgaSaaa agcttatatt gctgcccaaq gcccactgaa atccacagct SJAGMOTCT 

^C^IGM ATGGGAACAT AATGTGGAAG TTATrGTCAT GATAACAAAC CTCGTGGA6A 
A^^^ AA^TOTCAT CAGTAClGGC CTGCCGATGG GAGTGAG6AG TACGGGAACT 

^^^X ?^SSt gtgcaagigc ttgcctatta t^^^ 

TAAGAAACAC AAAAATAAAA AAGGGCTCCC AGAAAGGAAfi ACCCAGTG^ 
SSgTATCA CTACACX3CAG TGGCCTGACA TGGGAGTACC AGAGTACTOC CTGOCAGTGC 
iSMCTTTGT OAGAAAGGCA GCXTTATGCCA AGCGCCATGC AOTGGGGCCT GTTGTOGTCC 
JSgCAGTOC TGaAOTTGGA AJ3AACAG6CA CATATATTGT GCTAGACAGT ATGTTGCAGC 
CGAAGGAACT GTCAACATAT TTGGCTTCTT AAAACA^TC OG^^ACAAA 
mAATTATTT GGTACAAACT GAGGAGCAAT ATGTCrTCAT TCATGATACA CTGGXTGAG6 
^IS^J^ WAAGAAACT GAQGIGCIGG ACAOTCATAT TCATGCCTAT GTTAATOCAC 
S^SS? GGCAAAACAA AGCTAGAGAA ACAATTCCAG CTCCTGAGCX: 

JS^SS IS^GT GACTATTCTG CAGCOCTAAA GCAATGCAAC A^QGAAA^ 
ATCQAACTTC TTCTATCATC CCTOTG6AAA GATCAAGGGT TGGCATTTCA TCCCTGAGTG 

ISSIStc aatgcctcct atatcatggg ctattacc^ iS^TS^ 

TCATCATTAC CCAGCACCCT CTCCTTCATA CCATCAAGGA TTTCTGGAGG ATGATATGGG 
MCATAATCC CCAACTGGIG GTTATGATTC CTGATGGCCA AAACATQGCA GAAGATGAAT 
TTGTTTACTO GCCAAATAAA GATGAGCCTA TAAATTGTGA GAGCTTTAAQ GTCACTCTTA 
) TGGCTGAAGA ACACAAATGT CTATCTAATG AG6AAAAACT ^TAATTCAG GACTTTJ^ 
TAGAAGCTAC ACAGGATGAT TATOTACTTG AAGTGAGGCA CTTTOjGTGT CCTAAATGoC 
CAAATCCAGA TAGCCCCATT AOTAAAACTT TTOAACTTAT ^J^^^S^ 
CTGCCAAIAG G6ATGGGCCT ATGATTCTTC AT6ATGAGCA 'r^AG^GTG ACTCCAGGAA 
CTTTCTGTGC TCTGACAACC CTTATOCACC AACTAGAAAA AGAAAATTCC QTG6ATCTTT 
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ACCA OOTAGC 
ATCAGTTTCT 
CCACCTCTCT 
AOTCTTTAOT 
TCCTAAAATT 
ACAGTAACTT 
TTTTT6CAAG 
ATTTCTAAGA 
TTATAOAGGT 
CTGTATTTGT 
AATAAAACAC 
GAAATAATCT 
TTATAATTGT 
TTTAGTTTAA 
TGTGTTACCT 
AAA TACCTT C 
ATGGTTTTTA 
AAAAAAAAAA 



CAAGATGATC 
CTACAAAGTG 
GQACAGTAAT 
TTAACACAGA 
AG6CAGGAAA 
TCATGACATA 
ACTTGTAATT 
ATGGAATTGT 
TAGGAATTCC 
AGCAATTATC 
TCTTCCATAT 
GTTACTTATT 
AGATTTTTAT 
TGACGTAGTT 
AAGTCATTAA 
ATTTTGAAAG 
TCCAAQGAAT 
AAAAAAAAAA 



AATCTQA7GA 
ATCCTCAGCC 
GGTGCAGC3VT 
AAGGGGTGGG 
ATCAGTCTA6 
OOATTCTGCC 
TACTTATTAT 
GGTATTTTTT 
AAACTACAOA 
ACGTTTGCTA 
GATATTCAAC 
GTAAATACTQ 
ATTTTACTAC 
CATTAGCTGG 
CTTTGTTTCA 
AAGTTTTTAT 
T6CAAAAATA 
AAA 



GQCCAOQAOT 
TTGTGAGCAC 
TGCCTGATGG 
GOGACTCACA 
TTCTGTTATC 
GOCAAATTTA 
GTTTGAACTA 
TCTGTATTGA 
AAATGTTTGT 
GAAATATAAC 
ATTTTACAAC 
COCTAGTGTC 
TGAGTCAAGT 
TCTTACTCTA 
GCATGTAATT 
GAGAATAACA 
AATATAAATA 



CTTTQCTGAC 
AA6GCA6GAA 
AAATATAGCr 
TCTGAGCATT 
TGTTGATTTC 
TATCATTAAC 
AAATGATT6A 
TTTTAACASA 
TTTTAGTOTC 
TTTTAATACA 
TGCAGTATTC 
TGCATGGACC 
TTTCTAQTTC 
CCAGTTTTCT 
TTAACTTTTG 
OCTTACCAAA 
nCCCATTAA 



ATTQAGCAQT 
GAGAATCCAT 
GAQAGCTTAO 
GTTTTCCTCT 
CCATCACCTG 
AAT0TGT6CC 
ATTTTACAGT 
AAATTTCAAT 
AAATTTTTAG 
GTAGCCT6TA 
ACCTAAA6TA 
AAATTTATAT 
TGTGTAATTQ 
GACATTGTAT 
TG6AAAATAG 
CATTGTTCAA 
AAAAAAAAAA 



4360 
4440 

4S00 
4560 
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4680 
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Seq ID NO: ClOO ONA Sequence 

Nucleic Acid Acceealon #: Eos sequence 

Coding sequence x 14 8.. 4362 



1 11 21 31 41 51 

I I I I I I 

GACACATAOQ CAOQCAGQAT CTCACTTOSA TCTATACACT GGAGQATTAA AACAAACAAA 60 

CAAAAAAAAC ATTTCCTTCX3 CTCCCCCTCC CTCTCCACTC TGAGAA6CAG AGGA8CGQCA 120 

CX3GCQAGGGG CCGCAGACCX3 TCTGGAAATG OQAATCCTAA AACGTTTCCT 06CTTGCATT 180 

CAGCTCCTCT GTGTTTGCOG CCTGGATTGG GCTAATGGAT ACTACAQACA ACAGAGAAAA 240 

CTTGTTGAAO AGATTGGGTG GTCXTTATACA GGAGCACTOA ATCAAAAAAA TTOGGGAAAO 300 

AAATATCCAA CATGTAATAG CCCAAAACAA TCTOCTATCA ATATTGATGA AGATCTTACA 360 

CAAGTAAATG TGAATCTTAA GAAACTTAAA TTTCAOGGTT GOGATAAAAC ATCATTGGAA 420 

AACACATTCA TTCATAACAC TGGGAAAACA GTGGAAAT^A ATGTCACTAA TGACTACX3GT 480 

GTCAGCGGAO OAaTTTCAGA AATGGTGTTT AAAGCAAOCA AGATAACTTT TCACTGGGGA 540 

AAATGCAATA TGTCATCTGA TGGATCAGAG CATAQTTTA6 AAGGACAAAA ATTTCCACTT 600 

GAGATGCAAA TCTACTGCTT TGATGCGGAC GQATTTTCAA GirrTGAGGA A6CAGTCAAA 660 

GGAAAAGGGA AGTTAAGAGC TTTATGCATT TTOTTTGAGG TTGGGACAGA AGAAAATTTG 720 

GATTTCAAAG CGATTATTGA TGGAGTCGAA AGTGTTAGTC GTTTTGGGAA GCAGGCTGCT 780 

TTAGATCCAT TCATACTGTT GAACCTTCTG CCAAACTCAA CTGACAAGTA TTACATTTAC 840 

AATGGCTCAT TGACATCTCX: TCCCTGCACA GACACAGTTQ ACTGGATTGT TTTTAAA6AT 900 

ACAGTTA6CA TCTCTGAAAO GCAGTrOGCT GTTTTTTTQT GAAGTTCTTA CAATOCAACA 960 

ATCTGGTTAT GTCATGCTGA TQOACTACTT ACAAAACAAT TTTCGA6A6C AACAOTACAA 1020 

OTTCTCTAGA CAGGTGTTTT CCTCATACAC TGGAAAGGAA GAGATTCATG AAGCAGTTTG 1080 

TAQTTCAGAA CCAQAAAATQ TTCAQGCTGA CCCAGAGAAT TATACCAGCC TTCTTGTTAC 1140 

ATGGGAAAGA CCTCGAGTCX3 TTTATGATAC CATGATT6AG AAGTTTGCAG TTTTGTACCA 1200 

GCAGTTGGAT GGAGAGGACC AAACCAAGCA TGAATTTTTG ACAQATGGCT ATCAA6ACTT 1260 

GGGTGCTATT CTCAATAATT TGCTACCCAA TATGAGTTAT GTTCTTCAGA TAGTAGCCAT 1320 

ATGCACTAAT GGCTTATATQ GAAAATACAG CGACCAACTQ ATTOTCGACA TGCCTACTGA 1380 

TAATCCTGAA CTTGATCTTT TCCCTGAATT AATTGGAACT GAAGAAATAA TCAAGGAGQA 1440 

GGAAGAGGGA AAAGACATTG AAGAAGGOGC TATTGTGAAT CCTG6TAGAG ACAGT6CTAC 1500 

AAACCAAATC AGGAAAAAGO AACGCCA6AT TTCTACCACA ACACACTACA ATOOCATAGG 1560 

GACGAAATAC AATGAAGCCA AGACTAACCX3 ATCXXXAACA AGAGGAAGTG AATTCTCTGG 1620 

AAAGGGTGAT GTTCCCAATA C31TCTTTAAA TTCX3VCTTCC CAACCAGTCA CTAAATTAGC 1680 

CACAQAAAAA GATATTTCCT TGACTTCTCA GACTGTGACT GAACTGCCAC CTCACACTGT 1740 

GGAAGGTACT TCAQCCTCTT TAAATQATGO CTCTAAAACT OTTCTTAOAT CTCCACATAT 1800 

GAACTTGTCG GGGACTGCAG AATCXTTTAAA TACAGTTTCT ATAACAQAAT ATGAGGAGGA 1660 

GAGTTTATTO ACCAGTTTCA AGCTTGATAC TGGAGCTGAA GATTCTTCAG GCTCCAGTCC 1920 

CGCAACTTCT GCTATCCCAT TCATCTCTGA GAACATATCC CAAQGGTATA TATTTTCCTC 1980 

CGAAAACCX3V GAGACAATAA CATATOATQT CCTTATACCA GAATCTOCTA GAAATGCTTC 2040 

CGAAGATTCA ACTTCATCAG GTTCAGAAGA ATCACTAAAG GATCXTTTCTA TGGAGGGAAA 2100 

■Amviw r rr cxtaoctcta cagacataac agcacagccc gatgttggat caggcaqaqa 2160 

GAGCTTTCrC CAGACTAATT ACACTGAGAT ACGTOTTOAT GAATCTGAQA AGACAACCAA 2220 

GTCCTTTTCT GCAGGCCCAQ TGATOTCACA GGGTCCCTCA GTTACAQATC TGGAAATGCr 2280 

ACATTATTCT ACCTTTGCCT ACTTCCXaAC TGAGGTAACA CCTCATGCTT TTACCCCATC 2340 

CTCCAGACAA CAGGATTTGG TCTCCAOSGT CAACXSTGGTA TACTCX3CAGA CAACCCAAGC 2400 

OQTATACAAT GAGGCCAGTA ATAGTA6CCA TGAGTCTGGT ATTGGTCTAG CTGAOOOOTT 2460 

OGAATCOGAG AAGAAGGCAG TTATACCCCT TGTGATOGTG TCAGCXXTPGA CTTTTATCTO 2520 

TCTAOTGQTT CTTGTGGGTA TTCTCATCTA CTGGAGGAAA TGCTTCCAGA CTOCACACTT 2580 

TTACTTAGAG GACAGTACAT CCCCTAGAGT TATATCCACA CCTCCAACAC CTATCTTTCC 2640 

AATTTCA6AT GATGTOQGAG CAATTCCAAT AAAGCACTTT CCAAAGCATO TTGCAGATTT 2700 

ACATGCAAGT AGTGGGTTTA CTGAAGAATT TGAGAC3UrrQ AAAGAGTTTT AOCAGGAAGT 2760 

GCAGAGCTGT ACTGTTQACT TAGGTATTAC AOCAQACAaC TGCAACCACC CAQACAACAA 2820 

GCACAAGAAT OQATACATAA ATATGGTTGC CTATGATCAT AGCAGGGTTA AGCTAGCACA 2880 

GCTTGCTGAA AGGATGGCAA ACTGACTGAT TATATCAATG CCAATTATGT TQATGGCTAC 2940 

AACAGACCAA AAGCTTATAT TGCTGCCCAA GGCCCACTGA AATCCACAGC TGAAGATTTC 3000 

TGGAQAATGA TATGGGAACA TAATGTGGAA OTTATTGTCA TGATAACAAA CCTCOTGGAG 3060 

AAAGGAAGGA GAAAATGTGA TCAGTACTGG CCTGCCGAT6 GGAGTGAGGA GTACGGGAAC 3120 

TTTCTGGTCA CTCAGAAGAG TGTGC3VAGTG CTTGCCTATT ATACTGTGAG GAATTTTACT 3180 

CTAAGAAACA CAAAAATAAA AAAGGGCTCC CAGAAAGGAA QACCCAOrGG ACGTGTGGTC 3240 

ACACAGTATC ACTACAOGCA GTGGCCTGAC ATGQGAGTAC CAGACTACTC CXTGCCAOTO 3300 

CTGACCrrPQ TGAGAAAGGC AGOCTATGCC AAGCGCCATO CAGTGGGGCX: TGTTGTCGTC 3360 

CACTGCAGTG CTGGAGTTQG AAOAACAGGC ACATATATTO TGCTAGACAG TATGTT6CAG 3420 

CAGATTCAAC ACOAAOGAAC TGTCAACATA TTTGGCTTCT TAAAACACAT C08TTCACAA 3460 

AGAAATTATT TGGTACAAAC TGAGGAGCAA TATGTCTTCA TTCATGATAC ACTGGTTOAO 3540 

1260 
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GCGATACTTA 
CTCCTCATTC 
CTGTCACCCA 
GGCTTAACTG 
TCAAATATAC 
OtSAACTTCTT 
GAAGGCACAG 
ATCATTACCC 
CATAATGCCC 
GTTTACTGGC 
GCTGAAGAAC 
GAAGCTACAC 
AATCCAGATA 
GCCAATAGGG 
TTCTGTGCTC 
CAGGTAGCCA 
CAGTTTCTCT 
ACCTCTCTGG 
TCTTTAGTTT 
CTAAAATTAG 
AGTAACTTTC 
TTTGCAAGAC 
TTCTAAGAAT 
ATAGAGGTTA 
GTATTTGTAG 
TAAAACACTC 
AATAATCTGT 
ATAATTGTAG 
TAGTTTAATG 
TGTTACCTAA 
ATACCTTCAT 
GGTTTTTATC 
AAAAAAAAAA 



GTAAA6AAAC 
CTGGACCAGC 
GGCTGGAGTG 
ATCCTCCTAC 
AGCAGAGTGA 
CTATCATCCC 
ACTACATCAA 
AGCACCCTCT 
AACTGGTGGT 
CAAATAAAGA 
ACAAATGTCT 
AGGATGATTA 
GCCCCATTAG 
ATGGGCCTAT 
TGACAACCCT 
AGATGATCAA 
ACAAAGTGAT 
ACAGTAATGG 
AACACA6AAA 
GCAGGAAAAT 
ATGACATAGG 
TT6TAATTTA 
GGAATTQTGG 
GGAATTCCAA 
CAATTATCAG 
TTCCATATGA 
TACTTATTQT 
ATTTTTATAT 
ACGTAGTTCA 
GTCATTAACT 
TTTGAAAGAA 
CAAGGAATTG 
AAAAAAAAAA 



TGAGQTGCTG 
A6GCAAAACA 
CAGAG6CACA 
CTCA6CCTCC 
CTATTCTGCA 
TGTGGAAAGA 
TGCCTCCTAT 
CCTTCATACX: 
TATGATTCCT 
TGAGCCTATA 
ATCTAATGAG 
TGTACTTGAA 
TAAAAGTTTT 
GATTGTTCAT 
TATGCACCAA 
TCTGATGAGG 
CCTCAGCCTT 
TGCAGGATTG 



CAGTCTAGTT 
ATTCTGCOGC 
CTTATTATGT 
TATTTTTTTC 
ACTACA6AAA 
GTTT6CTAGA 
TATTCAACAT 
AAATACTGCC 
TTTACTACT6 
TTAGCTGGTC 
TTGTTTCAGC 
GTTTTTATGA 
CAAAAATAAA 
A 



6ACAGTCATA 
AAOCTAGAGA 
ATCTCGGCTC 
CGAGTG6CT0 
GOCCTAAAGC 
TCAAGGGTTG 
ATCATCGGCT 
ATCAAGGATT 
GATGGCCAAA 
AATT6TGA6A 
GAAAAACTTA 
GTQABGCACT 
QAACTTATAA 
GAT6AGCAT0 
CTAGAAAAA6 
CCAGGAOTCT 
GTGGGCACAA 
CCTGATGGAA 
GACTCACATC 
CTGTTATCTG 
CAAATTTATA 
TTGAACTAAA 
TGTATTQATT 
ATOTTTSTTT 
AATATAACTT 
TTTACAACTG 
CTAGTGTCTC 
AGTCAAQTTT 
TTACTCTACC 
ATGTAATTTT 
GAATAACACC 
TATAAATATT 



TTCATGCCTA 
AACAATTCCA 
ACT6CAACCT 
GGACTATACT 
AATGCAACAO 
GCATTTCATC 
ATTACCAGAG 
TCTG6AG6AT 
ACATGGCAQA 
GCTTTAAGGT 
TAATTCAGGA 
TTCAGTGTCC 
GTGTTATAAA 
6AGGAGTGAC 
AAAATTCCGT 
TTGCTQACAT 
GGCAGGAAGA 
ATATAGCTGA 
TGAGCATTGT 
TTGATTTCCC 
TCATTAACAA 
ATGATTGAAT 
TTAACAGAAA 
TTAOTGTCAA 
TTAATACAGT 
CAGTATTCAC 
CATGGACXaA 
TCTAGTTCTG 
AGTTTTCTGA 
AACTTTTGTG 
TTACCAAACA 
GCCATTAAAA 



TGTTAATGCA 
GGGTCTCACT 
TCCTCTCCXT 
CCTGAGCCAG 
G6AAAA0AAT 
CCTGA6TGGA 
CAATGAATTC 
GATATGGGAC 
AQATGAATTT 
CACTCTTATG 
CTTTATCTTA 
TAAATQGCCA 
AGAAGAAGCT 
G6CAGGAACT 
GGATGTTTAC 
TGAGCA6TAT 
GAATCCATCC 
GA6CTTAGAG 
TTTCCTCTTC 
ATCACCTGAC 
TGTGTGCCTT 
TTTACAGTAT 
ATTTCAATTT 
ATTTTTAQCT 
AGOCTGTAAA 
CTAAAOTAGA 
ATTTATATTT 
TGTAATTGTT 
CATTGTATTG 
6AAAATAGAA 
TTGTTCAAAT 
AAAAAAAAAA 
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Seq ID NO: ClOl DNA Sequence 

Nucleic Acid Accession #: Eos eequence 

Coding sequence : 1 . . 3 3 40 



11 



21 



31 41 51 

ItGOSAATCX TAAAGCGTTT CCrCGCTTQC ATTCAGCTCC TCTGTGTTTG ^GCCTGGAT 
TGGOCTAATG GATACTACAG ACAACAGAGA AAACTTGTTG AAGAGATTGG CTGGTCCTAT 
ACaOGfiGCAC TGAATCAAAA AAATTGGGGA AAGAAATATC CAACATGTAR TAGCCCAAAA 
CAATCTCCTA TCAATATTGA TGAAGATCTT ACACAAGTAA ATGTGAATCT TAA^AACTT 
AAATTTCAGG 6TTGGGATAA AACATCATTG GAAAACACAT TCATTCATAA CaWTTGGGAAA 
ACACTGGAAA TTAATCTCAC TAATGACTAC CGTGTCAGCG GAGGAGTTTC *GAAATGGTO 
TTTAAAGCAA GCAAGATAAC TTTTCACTGG GGAAAATGCA ATATGTCATC TGATG GATCA 
GAGCATAGTT TAGAAGGACA AAAATTTCCA CTTGAGATOC AAATCTACTG CTTTGAT6CG 
GACOGATTTT CAAGTTTTGA OGAAGCAGTC AAAGGAAAAG GGAAGTTAAG AGCTTTATCC 
ATTTTGTTTG AGGTTGGGAC AGAAQAAAAT TTGGATTTCA AAGCGATTAT TGATGGAGTC 
GAAAGTGTTA GTCGTTTTGG GAAGC3U3GCT GCTTTAGATC CATTCATACT GTIWLOCTT 
CTGCCAAACT CAACTQACAA GTATTACATT TACAATGGCT CATTQACATC TCCTCeXTTGC 
ACAGACACAG TTGACTGGAT TGTTTTTAAA GATACAGTTA GCATCTCTGA AAGCCAGTTG 
GCTOTTTTTT 6TGAAGTTCT TACAATGCAA CAATCTGGTT ATGTCATGCT GATGGACTAC 
TTACAAAACA ATTTTOGAGA GCAACAGTAC AAOTTCTCTA GACAGGTGTT TTCCTCATAC 
ACTGGAAAGG AAGAGATTCA TGAAGCAGTT TGTAGTTCRG AACXaGAAAA TGTTCATCCT 
GACCCAGAGA ATTATACCAG CCTTCTTGTT ACATGGGAAA GACCTCGAGT 0GTTTAT6AT 
ACCATGATTG AQAAGTTTGC ACTTTTTOTAC CAGCAGTTGG ATGGAGAGGA CCAAACCAAQ 
CATOAATTTT T6ACA6ASGG CTATCAAGAC TTGGGTGCTA TTCTCAATAA TTTGCTACCC 
AATATGAGTT ATGTTCTTCA GATAGTAGCC ATATGCACTA ATGGCTTATA TGGAAAATAC 
AGCGACCAAC TGATTGTCGA CATGCCTACT GATAATOCTQ AQOCCAQTAA TAOTAOCCAT 
GAGTCTOGXA TTGGTCTAGC TGAGGGGTTO GAATCCGAGA AGAAGGCAGT TATACCCCTT 
GTOATOQTOT CAGCOCTGAC TTTTATCTGT CTAGTGGTTC TTGTGGGTAT TCTCATCTAC 
TGGAGGAAAT 6CTT0CAGAC TGCACACTTT TACTTAGAGG ACAGTACATC CXXTrAGAGlT 
ATATCCACAC CTCC3VACACC TATCTTTCCA ATTTCAGATG ATGTCG6AGC AATTCCAATA 
AAGCACTTTC CAAAGCATGT TGCAGATTTA CATCCAAOTA OTGGGTTTAC TGAAGAATTT 
GAGACACTGA AAGAGTTTTA CCAGGAA6TG CftGAGCTGTA CTGTTGACTT AGG TATTAC A 
GCAGACAQCT CCAACCACCC AGACAACRAG CACAAGAATC QATACATAAA TAT03TTGCC 
TATGATCATA GCAGGGTTAA GCTAGCACaG CTTGCTGAAA AGGATGGCAA ACTGACTGAT 
TATATCAATG CCAATTATGT TGATGGCTAC AACAGACCAA AAGCTTATAT TGCTGCCCAA 
GGCCCACTGA AATCCACAGC TGAA6ATTTC TOGA6AATGA TATGG6AACA TAATGTG6AA 
GTTATTGTCA TGATAACAAA CCTOGTGQAQ AAACGAA6GA GAAAATGTGA TCAGTACTGG 
CXnOCOGATG GGAlffTGAGQA GTACGGGAAC TTTCTGGTCA CTCAGAAGAG TGTGCAAGTG 
CTTGCCTATT ATACTQTGAG GAATTTTACT CTAAGAAACA CAAAAATAAA AAAGGGCTCC 
CAGAAAQGAA QACCCAGTGG ACGTGTGGTC ACACA6TATC ACTACACGCA 6TGGCCTGAC 
ATGGGAGTAC CAGAGTACTC OCIGCCftGTO CIGAOCTTTQ TGAGA AftQG C AGCCTAT6CC 
AAGOGCCATG CAGTGGGGCC TGTTGTCGTC CACTGCAGT6 CTGGAGTTGG AAGAACAG6C 
ACATATATTG TGCTAGACAG TATGTTGCAG CAGATTCAAC ACGAAGGAAC TGTCAACATA 
TTTGGCTTCT TAAAACACAT CCGTTCACAA AGAAATTATT TGGTACAAAC TGAGQAQCAA 
TATGTCTTCA TTCAT6ATAC ACTGGTTGAG GCCATACTTA GTAAAGAAAC TGAGGTGCTG 
GACAGTCATA TTCATGCCTA TGTTAATGCA CTCCTCATTC CTGGACCAGC AGGCAAAACA 
AAGCTAOAGA AACAATTCCA QCTCCTQAGC CAQTCAAATA TACAOCAOAG TQACTA TTCT 
GO^GCCCTAA AGCAATGCAA CAGGOAAAAO AATOGAACTT CTTCTATCAT OOCTGTGGAA 
JUSATCAAGQG TTOGCATTTC ATCOCTGAGT GGA6AAGGCA CAGACTACAT CAATGOCTCC 

1261 
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TATATOOGG GCTATTACCA GAOCAATGAA TTCATCATTA CTCA6CACCC TCTCCTTCAT 
AOCATCAAGG ATTTCTGGAG GATQATATOG GACCATAATG CCCAACIGGT GGTTATGATT 
CCTGATGGCC AAAACATGGC AGAAGATGAA TTTOTTTACT OCCXaUVATAA AGATGAGCCT 
ATAAATTGTQ AGAGCTTTAA GGTCACTCTT ATGGCTGAAQ AACACAAATG TCTATCTAAT 
GAGQAAAAAC TTATAATTCA GGACTTTATC TTAGAAGCTA CACAGGATGA TTAT6TACTT 
GAAGTGAGGC ACTTTCAOTG TCCTAAATGG OOUUVTCCAG ATAOCCCCAT TAGTAAAACT 
TTTGAACTTA TAA6TGTTAT AAAAGAAGAA QCTGCCAATA GGGATGGGCC TATGATTGTT 
CATX3ATGAGC ATGGAOGAGT QACGGCAGQA ACTTTCTGTO CTCTGACAAC CCTTATGCAC 
CAACTAGAAA AAGAAAATTC CGTGGATGTT TACCAGGTAO CCAAGATGAT CAATCTGATQ 
AGGCCAGGAG TCTTTGCTGA CATTGAGCAG TATCAGTTTC TCTACAAAGT GATCCTCAflC 
CrrOTGAGCA CAAGGCAOGA AGAGAATGCA TCTAOCTCTC TGGACAGTAA TGGTGCAGCA 
TTGCCTGATG GAAATATAGC TGAGAOCTTA GAGTCTTTAG 

Seq ID NO: C102 DMA Sequence 
nucleic Acid Accession #: Eos sequence 
Coding sequence t 1..4460 

1 11 21 31 41 51 

i t 1 i I i 

ATGCGAATCC TAAAGCGTTT CCT06CTTGC ATTCAGCTCC TCTGTGTTrQ CCGCCTGGAT 60 

TGGGCTAATG GATACTACAG ACAACAGAGA AAACTTGTTO AAGA8ATTGG CTGGTCCTAT 120 

ACAGGAGCAC TGAATCAAAA AAATTGGGGA AASAAATATC CAACATGTAA TAGCCCAAAA 180 

CAATCTCCTA TCAATATTGA TGAAQATCTT ACACAAGTAA ATGTGAATCT TAAGAAACTT 240 

AAATTTCAGG GTTGGGATAA AACATCATTO GAAAACACAT TCATTCATAA GACTGGGAAA 300 

ACAGTGGAAA TTAATCTCAC TAATGACTAC CXSTGTCAGOO GAGGAGTTTC AGAAATGGTG 360 

TTTAAAGCAA GCAAGATAAC TTTTCACTGG GOAAAATQCA ATATGTCATC TGATG QATCA 420 

GAGCATAGTT TAGAAGGACA AAAATTTCCA CTTGAGATGC AAATCTACTO Cl TfGAT GCA 480 

GACOGATTTT CAAGTTTTGA GGAAGCAGTC AAAGGAAAAG GGAAGTTAAG AGCTTTATCC 540 

ATTTTGTTTG AGGTTGGGAC AGAAGAAAAT TTGGATTTCA AAGCQATTAT TGATGGAGTC 600 

GAAAOTGTTA QTC6TTTTGG QAAGCAGGCT GCTTTAGATC CATTCATACT GTTGAACCTT 660 

CTGCCAAACT CAACTOACAA GTATTACATT TACAATGGTT CATTGACATC TCCTCCXTTGC 720 

ACAGACACA6 TTGACTGGAT TGTTTTTAAA GATACAGTTA GCATCTCTGA AAGCCAGTTG 780 

GCTGTTTTTT GTGAAGTTCT TACAATGCAA CAATCTGGTT ATGTCATGCT GATGGACTAC 840 

TTACAAAACA ATTTTCGAGA OCAACAGTAC AAGTTCTCTA GACAGGTGTT TTCCTCATAC 900 

ACT6GAAAGG AAGAGATTCA TGAAGCAGTT TGTAGTTCAG AACCAGAAAA TOTTCA QGCT 960 

6ACCCAGAGA ATTATACCAG CCTTCTTGTT ACATOGGAAA GACCTGGAGT CX3TTTATQAT 1020 

ACCATGATTO AGAAGTTTGC AGTTTTQTAC CAGGAGTTGG ATGGAGAGGA OCAAA CCAAG 1080 

CATQAATTTT TGACAGATGQ CTATCAAGAC TTGGGTGCTA TTCTCAATAA TTTGCTAOCC 1140 

AATATGAGTT ATGTTCTTCA GATAGTAGCC ATATQCACTA ATGGCTTATA TGGAAAATAC 1200 

AGOGACCAAC TGATTGTOGA CATGCCTACT GATAATCCTG AACTTGATCT TTTCCCTGAA 1260 

TTAATTGQAA CT0AA6AAAT AATCAAGGAG GAGQAAGAGG GAAAAGACAT TQAAGAAGGC 1320 

GCTATTGTGA ATCCT06TAO AGACAGTGCT ACAAACCAAA TCAGGAAAAA GGAACOCCAO 1380 

ATTTCTACCA CAACACACTA CAATCGCATA GGGACGAAAT ACAATOAAGC CAAGACTAAC 1440 

CGATCCCCAA CAAGAGGAAO TGAATTCTCT GGAAAGGGTG ATGTTCXCAA TACATCTTTA 1500 

AATTCCACTT CCCAACCAGT CACTAAATTA GCCACAGAAA AA6ATATTTC CTTGACTTCT 1560 

CAGACTGTGA CTGAACT6CC ACCTCACACT GTGGAAGGTA CTTCAGCCTC TTTA AATQAT 1620 

GGCTCTAAAA CTGTTCTTAG ATCTCCACAT ATGAACTTGT OGGGGA CTGC AGAATOCTTA 1680 

AATACAOTTT CTATAACAGA ATATGAGQAO GAGAGTTTAT TGACCAGTTT CAAGCTTGAT 1740 

ACTGOAGCTG AAGATTCTTC AGGCTCCAGT CCOGCAACTT CTGCTATCCX: ATTCATCTCT 1800 

GAGAACATAT CXXAAGGGTA TATATTTTCC TCCOAAAACC CAGAGACAAT AACATATGAT 1860 

GTOCTTATAC CAGAATCTGC TAGAAATOCT TCOaAAGATT CAACTTCATC AGGTTCAGAA 1920 

GAATCACTAA AGGATCCTTC TATGGAGG6A AAT6TGTGGT TTCCTAGCTC TACAGACATA 1980 

ACAGCACAGC CCGATGTTGG ATCAGGCAGA GAGAGCTTTC TCCAGACTAA TTACACTGAO 2040 

ATACGTGTTG ATGAATCTGA GAAGACAACC AAGTCCTTTT CTGCAGGCXC AGTGATGTCA 2100 

CAGGGTCCCT CAGTTACAGA TCTGGAAATG CCACATTATT CTACCTTTGC CTACTTCCCA 2160 

ACTQAGGTAA C3^0CTCATGC TTTTATCCCA TCCTOCAGAC AACAGGATTT GGTCTGCAOQ 2220 

GTCAACGTGG TATACTCGCA GkCMUCCCM. COGGTATACA ATOA0QCCW3 TAATAOTAGC 2280 

CATQAGTCrC GTATTGGTCT AOCTGAGOGG TTGGAATCOG AGAAGAAGGC AGTTATACCX: 2340 

CTTGTGATOG TGTCAQOCXrT GACTTTTATC TGTCTAGTGG TTCTTGTGGO TATTCTCATC 2400 

TACTGGAGGA AATGCTTCCA GACTGCACAC TTTTACTTAG AGGACAGTAC ATCCCCTAGA 2460 

QTTATATOCA CACCTCCAAC ACCTATCTTT OCAATTTCAO ATG ATGTOGG AGCAATTGCA 3520 

ATAAAGCACT TTGCAAAGCA TOTTGCAGAT TTACATGCAA GTAGTGGGTT TACTOAAGAA 2580 

TTTOAGACAC TGAAAGAGTT TTACCAGGAA GTGCAGAGCT GTACTOTTGA CTTAGG TATT 2640 

ACAGCAGACA 6CTCCAACCA CCCAGACAAC AAGCACAAGA ATCGATACAT AAATATOGTT 2700 

GCCCATGATC ATAGCAGGOT TAAOCTAGC» CAGCTT6CTG AAAAGGATGG CAAACTGACT 2760 

GATTATATCA ATOCCAATTA TQTTGATG6C TACAACAGAC CAAAACCTTA TATTGCXOOC 2820 

CAAGGCCCAC TGAAATCCAC AGCTGAAGAT TTCTGGAQAA TGATATGGGA ACATAATOTO 2880 

GAAGTTATTG TCATGATAAC AAACCT06TQ GAGAAAGGAA GGAGAAAATG TGATCAGTAC 2940 

TGGCCTGCCQ ATGQGACTGA GGAGTACGGG AACTTTCTGQ TCACTCAQAA GAGTGTOCAA 3000 

GTGCTTCCCT ATTATACTGT GAGGAATTTT ACTCTAAGAA ACACAAAAAT AAA AAAGGQC 3060 

TCCCaCAAAG GAAGAOCCAG TOGAOGTOTG OTCACACAGT ATCACTACAC GCaOTOGOCT 3120 

GACATGGGAG TACCAQAGTA CTCCCTGCCA GTGCTGAOCT TTGT6AGAAA GGCAGCCTAT 3180 

GCCAAGOQCC ATGCAGTGGG GCCTGTTGTC GTCCACTGCA GTQCTGGAGT TGGAAGAACA 3240 

GGCACATATA TTGTGCTAGA CAGTATGTTG CAGCAGATTC AACACGAAGO AACTOTCAAC 3300 

ATATTTGGCT TCTTAAAACA CATCCXSTTCA CAAAGAAATT ATTTOGTACA AACTGAGGAG 3360 

CAATATGTCT TCATTCATOA TACACTGSTT GAGGCCATAC TTAGTAAAGA AACTGAGGTG 3420 

CTGGACAGTC ATATTCATGC CTATQTTAAT OCACTCCTCA TTCCTG6ACC AGCAGGCAAA 3480 

ACAAAGCTAG AQAAACAATT CCAGOGTCTC ACTCTGTCAC CCAGGCTGGA GT GCAGA CGC 3 540 

ACAATCTOGG CTCACTOCAA CCTTCCTCTC CCTGGCTTAA CTGATCCTCC TACCTCAGCC 3600 

TOCOGAGTGG CTAGGACTAT ACTCCTQAGC CAGTCAAATA TACAGCAGAG TGACTAT TCT 3660 

GCAGCCCTAA AGC3UITGCAA CAGGQAAAAG AATOGAACtT CTTCTATCAT CCCT'Q TGGAA 3720 

AGATCAAGGO TTOGCATTTC A TOOCT Q AGT G6AGAAGGCA CAOACTACAT CAATGOCTOC 3780 

TATATCAIGO GCTATTACCA GAOCAATGAA TTCATttTTA CCCAflCACCC TCTCCTTCAT 3840 

AOCATCAAGG ATTTCTOGAO QATGATATGO GACCATAATG CCCAACTGQT GGTTATGATT 3900 



2700 
2760 
2820 
2860 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3340 
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CCT6ATGGCC 
ATAAATTGTG 
GAGGAAAAAC 
GAAGTGAGGC 
TTTGAACTTA 
CATGATC3AGC 
CAACTAGAAA 
AGGCCAGGAG 
CTTOTGAGCA 
TTCCCTGATG 



AAAACATGGC 
AGAGCTTTAA 
TTATAATTCA 
ACTTTCAGTG 
TAA6TGTTAT 
ATGGAGGAGT 
AAGAAAATTC 
TCTTTGCTQA 
CAAGGCAGGA 
GAAATATA6C 



AQAAGATGAA 
GGTCACTCTT 
GGACTTTATC 
TCCTAAATGG 
AAAAGAAGAA 
GAOGGCAGGA 
CSTGGATGTT 
CATTGAGCAG 
AGA6AATCCA 
TGAGAGCTTA 



TTTGTTTACT 
ATG6CTGAAG 
TTAGAAGCTA 
CCAAATGCAG 
GCTGCCAATA 

AcrrrcrGTG 

TACaWSGTAG 
TATCAGTTTC 
TCCA CCTC TC 
GAGTCTTTAG 



GGCCAAATAA 
AACACAAAT6 
CACAGGATGA 
ATAQCCCCAT 
GGQATGGGCC 
CTCTGACAAC 
CCAAGATGAT 
TCTACAAAGT 
TGGACAGTAA 



AGATGAGCCT 
TCTATCTAAT 
TTATGTACTT 
TAGTAAAACT 
TATGATTGTT 
CCTTATGCAC 
CAATCTQATG 
GATCCTCAQC 
TGGTGCAGCA 



3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4480 



Sea ID NO: CI 03 DNA Sequence 

Nucleic Acid Accession #: Eo8 sequence 

coding sequences 1.-4220 

^ " V f r r 

TGOQCIAMG GATACIACWS ^CM;^^ !^m?mC OAOLTelAA TAOCCCAAWV ISO 

OATCTCCTA TCIVATATTGR QMAA»CM TCRTTCMJA CftCIOGOWUV 300 

MATTTCAGQ GTTGGQATAA SACM^TO aMGAGmC AOAAATCGTO 3«0 

ACA0TO3AAA TTAATCTCRC TAWGACTM 0^™^^ J^GTCMC TCATGGATCA 420 

ITTAAMCAA GCARGATAAC WTTCACIGS ^^2^ ^icT^ CITTGATCQG 480 

25 GMcarsGTr wgarggaca w^a"^ "J^^mgc mctttatcc S40 

BACOBATTIT CAAGTrPTGA GSWGCAGTC AAAOGAAA^ TCATGGAGtC 600 

RTTnGTTTG MGTTGGGAC SsS»TC StTCATACT GTTGRACCTT 660 

GAftAOTGTTA GTCGTTTIG6 '^^^ ^SS^ StTGACATC TCCTCCCTGC 720 

CTGCCAAACT CAACTOACAA eWmCATT GCATCTCICA AACCCAGTTO 780 

GCKjTTrrrr gtgaasttct tacaatgcaa aACMseisTT ttcctcaiac 9oo 

TTACAAAACA ATTTTOIMA J^SSS AflScAGAAAA TGTTCMOCT 960 

ACIGGAAACG '^'^'^ SSJ^SSS IS^^^ ScCTQGAOT CGTTTATGRT 1020 

^ GACCCAOAGA ATTATACCAO CCTTCITGTT ^GGASAfiGA CCAAACCAAG 1080 

35 ACOOGATTG AGAACTTTQC MTWTOWC C^^^KG TTTOCTACCC 1140 

t»TOA»JCTrr TGACAGATGG CXMOAGAC "G^^^ J^^^^,^ MOAAAATAC 1200 

AMATGAGIT ATOTTCTKA ^^^^ ^StCT TTTCCCTGAA 1260 

.aCGACCAAC TOATIGIOeA CA™«»^ SSaGACAT TGAAGAAGGC 1320 

ITAATTGGAA CTGAWSAftAT AATCAAGGAO 0»eGAM«* QGAACCCCAQ 1380 

ATTTCTACCA CAAOVCACTA C^T«»TO Q^CQ^ A«ft^^ 

CGATCCXXaA CAftfiAGGRAQ TSM-TTCTCT OG^^BTB CTTGACTTCT 1560 

AATTCCACTT CCCAACCMT OCmMTIA otCAGCCTC TTTAAATOAT 1620 

OGACrGTGA CTOAACIOCC AOCTW^ 1S80 

45 OGCrCTAAAA CTOTTCITAS ATCTCC^ ^T^StOT TGACtaSTTT CMGCTTGAT 1740 

AATACAGTTT CTATAACAOA A^JSAB^ ^^S^ CTOCnWOCX: ATTCATCTCT 1800 

ACTGGRGCTG AAQATTCTTC *SGCTCCAGT COO^AM^ RACATATOAT I860 

OAGARCATAT CCCAMOalA l*'"^^ O^TCATC AGGTTCM3AX 1920 

^ eiCCTTAIAC CAGAATCIOC l*^^ IS^^ WCCTAGCTC TACRQACMA 1980 

50 GAATCACTAA AGGATCCKC TATQ^GOA ^^IGGT ^^^^^ TTACACIGAQ 2040 

Aa«3CACA0C CCGMGTTGG ATO^^ GA^WTO 2100 

ATACGIGTTG ATCAATCTGA eMGACAAW ^^rm CT^ ^^^^ 

CRGGGTCCCI CAGITAa« !E2?JJ^ S^SSc AACAGGATTT GSTCTCCAOT 2220 
ACIGAGOraA CACCICATaC ^S^A^ OTQACGCXaO TAATAGTACC 2280 

55 <m3U«5MO TAIACTOOa »aA«^ CCGCTA^ 

CATGAGTCIC GTATTGGTCT AG CTOAGG OO C^StoTTOG TATTCICATC 2400 

SiGTGATCB TGICAGCC^ GACrrr^ j«0 

TACXGOAOeA AATGCTTCCA <aOG«»£ ^^m^ aSgATGTCGQ AGCAATTCCA 2S20 

GTTATATCa CACCT«W« ACCW^TCT^ ,580 

60 ATAAAOCACT TTCCAAAGCA TCTTGC^ ^^^^ BWOTTTGA CTTAOSTATT 2640 

TTTQBOACAC TOAAAGAGTT T»C«S^ S^^Sa ScSsACAT AAATATCGTT 2700 

ACA6CAGACA GCTCCAACCA COCA««^ ^5^^ ARAMGATGG CAAACTGACT 2760 

GATTATATCA ATGCOATTA "^^^ JSSg^ TGATATGGQA ACATAATSIG 2880 

GAAGWATTG TCATGATAAC SJ^TCieO TCACTCBGRA GAGTGTGCAA 3000 

TGG0CI8C0Q ATGOQA«nGA <!M«»CaG8 I^AMMAM AAAAAAOGOC 3060 

OrOCrroOCT AWATACrGT GACGAATTTT ACTC»MA^ A^^^ GCWTaOOCT 3120 

TCOCAflAAAO 6AAOACCa«3 TGG|OT 3„0 

70 <3AaVTGGGAG TACOGAGl^ C«C«^ 3240 

GCCAAGOGCC ATGCaSTGGG OCCTaTTOTC ^^St^T^ aaCACQRAGG AACTGTCAAC 3300 

GGCACATATA TTGTGCIAGA AACTGAGGAG 3360 

ATATTW3GCT TCTTAAAACA ««CCTTCA O^^^ SaAAGA AACIGASGTO 3420 

caatatgtct tcattcatga ^^^^ iiScrcGACC AoeawGcaAA 3480 

75 CWQACBGTC ATATTCATGC ^^S^ SmA^CA OAOTOACTAT 3S40 

ACAAAGCTAG AOAAACAATI CCAOOKCIG JG^CMrWA CATCCCTGTG 3600 

TCTGCRGCCC TAAAGCAATG CAACAGGGAA AMAA'^ miSaGACTA CATCRATGOC 3660 

<3^TCAA GOGTTGGCAT TICATOO^ 3„0 

^„ TCCTATATCA TGGGCTATTA CCAGAGCAAT 6AMT«r« ^^cSaCT OeTGOrTATG 3780 

80 Ca^TACCATCA AGGATTTCTO GAGGATGATA aSSotSa 7AAAGATGRG 3840 
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GGTGGATGTT TACCAGGTAG COUUSATGAT CKATCTGATG AGGGCAGGAO TCTTTGCTOA 4080 

CATTQAOCAO TATCA G TTT C TCTACAAAGT GATCCTCAGC CTTOTQAGCA CAACSOCAOCZA 4140 

AGAGAATCCA TCCACCTCTC TGGACAGTAA TGGTGCAGCA TTGGCTGATG GAAATATAGC 4200 

T6AGAGCTTA GAOTCTTTAG 4220 

Seq IP KOt C104 DNA Sequence 

Nucleic Acid Accession St XM_002914.6 

Coding sequence: 1..4314 



I 11 21 31 41 SI 

II I I I I 
ATGAAGGATA TCGACATAGO AAAAGA6TAT ATCATOCOCA GTCCTGOGTA TAGAA6TGTG 60 
AGGQAGAQAA CCAGCACTTC TGGGAOGCAC AQAGACCGTG AAGATTCCAA GTTCAGGAGA 120 
ACTCGACOGT TGGAATGCCA AGATGCCTTG GAAACAGCAG COmQCCGA GGGCCTCTCT I BO 

iJ CTT6ATG0CT CCATGCA7TC TCAGCTCAGA ATCCTGGATG A0GA6CATCC CAAGGGAAA6 240 

TAOCATCATO GCrTGAGTGC TCTGAAGCOC ATCOGOACTA CTTOCAAACA OCAGCACOCA 200 - 

GTGGACAATO CTGGGCTTTT TTCCTGTATG ACTTTTTOGT GGCTTTCTTC TCTCSOCCOQT 360 

GTGGCCCACA AGAAGGGGQA QCTCTCAATG GAAGAC3GTGT GC3TCTCTGTC CAAGCAOGAG 420 

TCTTCTGACG TGAACTGCAO AAOACTAGAO AOACTGTGOC AAGAAGAGCT GAATGAAGTT 480 

2U 0G6CCAGA0G CTGCTTCCCT GOGAAGGOTT GTQTGGATCT TCTGCCQCAC CAGOCTCATC 540 

CT6TCCATGQ TGTGCCTGAT 6ATGACBCAG CTGGCTGGCT TCAGTGGAOC AGCCTTCAT6 600 

GTGAAACAGC TCTTGGAGTA TACCCAGGCA ACAGAGTCTA ACCTGCAGTA CAGCTT6TT6 660 

TTAQTGCPGO GCCTCCTCCT GAOSGAAATC GTUC'UJiX.Tr G0TCGCTT6C ACTGACTTGG 720 

GCATTGAATT ACCOAACCGG TGTCOOCTTG OGGGGGGCCA TCCTAACXyVT GGCATTTAAO 780 

AAGATGCTTA AGTTAAAGAA CATTAAAGAO AAATCCCTGG GTGAGCTCAT CAACATTTGC 840 

TCCAAGGATG G6CAGAGAAT GTTTQAG6GA GGAGG08TTG GCAOCCTGCT G0CT8GAG6A 900 

CCCaTT GTO CCATCTTAGG CATGATTTAT AATOTAATTA TTCTGGGACX: AACAOQCTTC 960 

CTOGGATCAG CTOTTTTTAT CCTCTTTTAC CC3W3CAATGA TGTTTGCATC ACGGCTCACA 1020 

GCATATTTCA GGAGAAAATG CGTGGCCX3CC ACX3GATGAAC QTGTCCAGAA GATGAATXsAA 1080 

3U GTTCTTACTT ACATTAAATT TATCAAAATG TATGCCTGGG TCAAAGCATT TTCTCAOAOT 1140 

GTTCAAAAAA TC0GCGA66A OGAGOGTOSO ATATTG6AAA AAGCTGG6TA CTTCCAGAOC 1200 

ATCACTGTGG GTQTGGCTCC CATTGTOOIO OTGATTOCCA GC3GTGGTGAC CTTCTCTGTT 1260 

CATATGA(XC TGGGCTTCGA TCTOACAGCA GCACAGGCTT TCACAGTGGT GACAGTCTTC 1320 

^ AATTCCATGA CTTTTGCTTT GAAAGTAACA COGTTTTCAG TAAAGTCCCT CTCA6AAGCC 1380 

J J TCAOTGGCTG TTQACAGATT TAAGAGTITO TTTCTAATGG AAGAGGTTCA CATGATAAAG 1440 

AACAAAGCAG CCAGTCCTCA CATCAAGATA GAGATGAAAA ATGCCACCTT GGCATGGGAC 1500 

TCCTCCCACT CCAGTATCCA GAACTOGCCC AAGCTGACCC CCAAAATGAA AAAAGACAAG 1560 

AGGGCTTCCA GGGGCAAGAA AGAGAAGGTG AOGCAGCTGC AGCGCACTGA GCATCAGGOG 1620 

GTGCTGOCAG AGCAGAAAGG CCACCTCCTC CTGGACAGTG ACGAGOGGCC CAGTCCCX3AA 1680 

4U QAGGAAGAAG GCAAGCACAT CCACCTGGGC CACCTGCGCT TACAGAGGAC ACTGCACAGC 1740 

ATOQATCTGG AGATCCAAGA GGGTAAACTG OTTGQAATCT GGGOCAGTOT OOaAAGTGGA 1800 

AAAACCTCTC TCATTTCA6C CATTTTAGGC OVGATGACXSC TTCTAGA6GG CAGCATTGCA 1860 

ATCAGTGGAA CCTTOQCTTA TGTGGCCCAO CAGGCCrGGA TCCTCAATGC TACTCTGAGA 1920 

GACAACATCC TGTTTQQGAA GGAATATQAT QAAQAAAGAT ACAACTCTGT GCTGAACAGC 1980 

43 TGCTGCCTGA GGCCTGACCT GGCXa^TTCTT CCCAGCAGCG ACCTGACX3GA GATTGGAGAG 2040 

OGAGGAGOCA ACCTQAGCJQG TGGGCAGGGC CAGAGGATCA GCCTTGCXXX3 GGCCTTGTAT 2100 

AGTGACAGGA GCATCTACAT CCTGQAOaAC CCCCTCAGTG CCTTAGATGC CCATGTGGGC 2160 

AACCACATCT TCAATAGTGC TATCOGGAAA CATCTCAAGT CCAAGACAGT TCTGTTTGTT 2220 

ACXX::ACCA0T TACAGTACCT GGTTGACTGT QATOAAGTGA TCTTCATGAA AOAGGGCTGT 2280 

ATTAGGGAAA GAGGCACCCA TGAGGAACTG ATGAATTTAA ATGGTGACTA TGCTACX3VTT 2340 

TTTAATAACC T6TTGCTGGG AGAGACACXX3 GCASTTGAGA TCAATTCAAA AAAGQAAACX: 2400 

AGTGOTTCAC AGAAGAAGTC ACAAGACAAG GGTCCTAAAA CAGGATCAGT AAAGAAGQAA 2460 

AAAGCAOTAA AGCCAGAGGA AGGGCAGCTT GT6CAGCTGG AAGAAAAAGG GCAGGGTTCA 2520 

_ GTGCCCTGGT CAGTATATGG TGTCTACATC CAGGCTGCTQ GGGGCCCXrTT GGCATTCCTG 2580 

GTTATTATGG CCCTTTTCAT GCTGAATGTA GGCAGCACCG CCTTCAGCAC CrGO-lx aO TrQ 2640 

AOTTACTGOA TCAAGCAAGG AAGGGGGAAC ACCACTGTGA CTGGAGGGAA CGAGACCTCG 2700 

6T6AGTGACA GCATGAAGGA CAATCCTCAT ATQCAGTACT ATGCCAGCAT CTACGCCCTC 2760 

TCCATGGCAG TCATGCTGAT CCTGAAAGCC ATTCGAGGAG TTGTCTTTGT CAAGGGCAOS 2820 

CraOGAGCTT CCTCCCGGCT GC3\TGA0GAG CTTTTCCQAA GGATCCTTOG AAGCCCTATG 2880 

UU AAGTTTTTTQ ACACGACCCC CACAGGGAGG ATTCTCAACA GGTTTTCCAA AGACATGGAT 2940 

GAAGTTGACX3 TOOGGCIGCC GTrCGAGGGC GA6ATGTTCA TCCAGAAOGT TATCCTGOTG 3000 

TTCTTCTGTG TGGGAATGAT OGCAGGAGTC TTCCOGTQGT TCCTTGTGGC AOTGGGGCCC 3060 

CTTGTCATCC TCTTTTCAQr CCTGCACATT GTCTCCAGGG TCCTGATTCX5 GGAGCTGAAG 3120 

^ CGTCTGGACA ATATCACGCA OTCACCTTTC CTCTCCCACA TCAOGTCCAG CATACAGGGC 3180 

OJ CITGCCACCA TCCACX3CCTA CAATAAAGGG CAGGAGTTTC TGCACAGATA CCAGGA0CT6 3240 

CTaGATGACA ACCAAGCTCC TTTTITTTTO TTTAOGTOTG CGAT60GGTQ GCTGGCTGTG 3300 

OGOCTQGACC TCATCAGCAT C6CCCTCATC ACCACCAOGG GGCTGATGAT CGTTCTTATO 3360 

CAOGGGCAGA TTCCCCCAGC CTATGOGGGT CTOOCCATCT CTTATQCTOT CCAGTTAAOG 3420 

^ GOGCTOTTCC AGTTTAOGGT CAGACXGGCA TCTGAGACAG AAGCTCGATT CACCTOGGTO 3480 

7U GAGA6GATCA ATCACTACAT TAAGACTCTG TCCTTGGAAO CACCTGCCAG AATTAAGAAC 3540 

AAG6CTCCCT CCCCTGACra GGCCCAaaAG GQAGAG6TGA CCTTTGAGAA CGCAGAGATG 3600 

AGGTACGGAG AAAACCTCCC TCTGOTCCTA AAGAAAGTAT CCTTCACX3AT CAAACCTAAA 3660 

GAGAAGATTQ GCATTGTGGG GOGGACAGGA TCAG6GAAGT CCTOGCTGGG QATGGC3CCTC 3720 

„^ TTCOGTCTGG TGOAOTTATC TGGAGOCTGC ATCAAGATTG ATGGAGTGAG AATCAGTGAT 3780 

/j ATTG6CCTTG CCGACCTOOQ AAGCAAACTC TCTATGATTC CTCAAGAGCX: GGTGCTGTTC 3840 

AGTG6CACTG TCAQATCAAA TTTGGACCOC TTCAACCAGT ACACTGAAGA CCAGATTTOO 3900 

GATOCCCTGO AGAGGACACA CATGAAAGAA TQTATTGCTC AGCTACCTCr GAAACTTGAA 3960 

TCTGAAGTGA TGGAGAATGO GGATAACTTC TGAGTGGGGG AAC36GCAGCT CTTGTGCATA 4020 

GCTAGAGCCC TGCTCCXKX:A CTGTAAGATT CTQATTTTAG ATQAAGCCAC AGCTGCCATG 4080 

oU GACACAGAGA CAGACTTATT GATTCAAGAG ACCATCGQAG AAGCATTTGC AGACTGTACC 4140 

ATGCTGACCA TTGCCCATOG CXTEQCACAOG 6TTCTAGGCT C06ATAGGAT TATGGTGCTG 4200 

GCCCAG6GAC AGGTGGTGGA G TT TO ACACC CGATOOGTOC TTCTQTOCAA OGACAGTTOC 4260 

CGATTCTA7G CCATGTTTGC TGCTGCAGAG AACAA0GTCX3 C7GTCAAGGG CTAO 4314 
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Lc^^ Uao^to s^ss^ 

MGGGOGCAQ GAATTCIGAT GTGW^ ^1^?^ OOQTMAGAft 
K3AAGKTGWV GORTATCGftC ATMSA^ 008TGAMAT TCCMGTTCA 

G6AGAACT0G ACOGTTGQAA TGO»*^™ tSgaMCCI GGATGASGAG CATCCCMGO 
TCrCTCrTCA TQCCTCCATG C^TCTraOC "^^^ SciTCC AMlCACCRGC 
GAAW3TACCA TCATOGCTTG ^^1°^^ ^SSotT SStGGCTT TCTTCTCTGG 
ACCCRGTOGA CAATGCIGGG CTTTTTTCCT J^TGQTCT CTGTCCAAGC 

"^SSS^ GI^CAAGAA GAGCTGAATQ 

ACQAOTCTTC IGACSTGAAC S^TQ^ GATCTTCTOC CGCACC3«3GC 

AAGTTGOGCC AGACGCTGCT TCCCTGCSA iGOCTTCAOT GGACCA8CCT 

TCATCCTOTC CATCeiBTGC CTGATG^ ScSaOTG OeiACAGCT 

TCATGOTGAA MACCTCTIG G^ACTC ^^^^^ ScTTGQTCO CTTGCACTOA 
K3TTCTXAGT OCTOGOCCTC CKCTW^ ^^^JooS GGCCATCCTA ACCATGOCAT 
CTTCGGCATT OAATTAOCGA ACOGGTGTCC OCTT^OOTO <^^^^ CTCATCAACA 
TTAAGAAGAT OCTTAAGTTA "SM?^ tS^^^ SiSgc CTGCTGGCTG 
TTTGCTCCAA OGATGGQCAO f^^^ aSSttSg GOACCAACAO 

eMQACCOGT TGTTGCCATC TTAGG«T» IH*^^ SmGATGTW GCAICACGGC 
QCTTCCMOQ ATOflCtOTI TTTA^ICT "^^^ ^SaACOTGTC CAGAA«»TQA 
TCACAOCATA TTTCAOQAGA ^^MG^ SSwAWC SgQOTCAAA GCATTTTCTC 
ATQAAGTTCT TACrTAWTT A^"™^ ^S^MT SrACSCC GGGTACTTCC 
ftfiAGTGTTCA AAAAATCCGC GftOGJ^S SSS^Sm M^GCGTG GIGACCITCT 

ClOTicATKt GACCCTG OGC "OGATCT^ S^CACCQTT TTCAGTAAAQ TCCCTCTCae 
TCTTCAATTC CATGACTTTT 6CITTGAM0 ^^^^^ ^SgAAGAG GTICACATGR 
;^CTCAGT GGCTGTOGAC >^^^ ^«A^T«CC ACCTTOGCAT 

TAAAGAACAA ACCAGCCAOT CCI»CATCA OAOCCCXAAA ATOAAAAAAG 

GG8ACTCCTC CCACTCCAGT ATCCAOAftCT OOOO^CT ACTOAGCATC 
WaAOAOOOC TTCCAWGGC ^^^^ CMrScGAa OGGCCCMIC 

«,oasOTOcr OGCAOftacAG ^^f^^ ^^^^ iScTTACAO aqgacactgc 

CCQAAOAGGA AGAAGOCAAG »CAT^C 'GTCCW^ raTCTGCOGC ASTGTGGGAA 
ACAGCATCGA TCMGAGATC SSSaT ^CGCTTCTA GAGGGCAGCA 

^SSSSJS SSgS CTGGATCCTC AATGCEACTC 
•^^'^^ 'SliJSS?? SStSa^ AAGATACAAC TCrSIOCTGA 

T«S»«6ACAA CATCCTOTTT GGGM^^ ^^CCCM CMCGACCTG AOSGAGATTO 
ACAGCTGCTG CCTGAGGCCT GAOCTO^ OMCAGCCTT GCXMGGGCCT 

GAGAGCQAGG AQCCAACCTO ftOOWTOeGC ^^CCTTA OATOCCCAW 

I^SSS S^ccAAG ACAorrcrei 

TOaocRACCA caTcrrcxAT JfTGcmcc agtgatcttc AStOAWwaoo 

TOSmCCCA CCAGTTACAO m^TOSTTO SaAATGGT GACIATGCTA 

GCMTATTAC GGAAAQAQGC ^^^^ TO^CAAT TCAAAAAAGO 

CCATTTTTAA TAACCTGTTG CIGG«»» ii^CAGGA TCAGTAAAGA 

AAACCASIGG TTCACAGAAfi ^O^™^ S^toS GCTGGAAGAO AAAGG6CAG6 
MGAAAAAOC «3TAAK5CCA t^caSHc TGCTGOGGGC CCCITBOCM 

"^21^ ^i^^ A^MG^G aCOQCCITC AGCACCTOGt 

S^SS 

TGGATGAAGT TOAOSIGCXSO CTOCOT^C ^^^^ ^gStCCTT QTGGCAGTGG 

'^^^'^^ aS?S5S^ SrCCTG ATTCGGGAGC 

GGCCCCTTGT CATCCTCTTT TCAGTOTGC ^^^^ CCACATCAOQ TCCM3CATAC 
TOAAQCGTCr GGACAATATC AOSCAGTCAC CT^^^ mMGCAC AGATACCAGG 
ScTTGC CACCATCCAC 6CCTACAATA AAGGGCAGGA ™TCCAC ^^^J^^ 
;^CTGCrGGA TGAOUJOAA QCTCCTrm TrXTGTT^C ^T^GCG^ ^^tCGTTC 
CTGTGCGGCT GOACCTCKTC *GCATOGCa TC^^AC^C ^^^^ gCTGTCCAGT 

ttatgcacx;g gcagattcoc SS^Scr cgattcacct 

TAACGGGGCT GTTCCAGTTT ACGGTCftGAC ^W-ftifc^ firaASCACCT GCCAGAATTA 

SaGGTG GTCGAGTrrG ACACCCCATC G6TCCTTCTG TCCAAOG^CA 

TOCTCCCTOT TGAOGAAGTC TCrTTTCTIT AGAGC^TTGC ^JT^TOC ^T^^ 
CCCCTCATGG CGTCCTCCTA OOGAAACXTPT GCCTTTCTCQ ATT TTATC TT TCGCACAGCA 
SSSS^ TTTCACIT^ 

ATTOC3«ATT CATGTAAACA AAArTTAOTT TTTCTrcrrA ATTGCACTCT AAAAG6I™ 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
3100 
3160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3460 
3540 
3600 
3660 
3720 
3700 
3840 
3900 
3960 
4020 
4060 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
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GGGAftCOGTT 
TCTATATATA 
TATTAAAATA 
TTGCTOTACT 
CTCTAGCTGQ 
ATA6TGGGCC 
GAGACGG6TG 
CTGTCCTQOT 
TTTCACTOCC 
TTTCCTGCCT 
TCCCACTGCC 
GTTGQTTOCA 
ATTOCCACAC 
CTCACOGCAG 
CAQCTCTTGC 
ACCTCAGGTT 
GGGGCTGGTA 
ATGTOCTGAC 
CAAAAATCTG 
AAAAAAAAAA 



ATTATAATTG 
ATTCTGTACA 
A6CACTGTGC 
AQAGATCTGG 
TGGTTTCACO 
CrCCGACAGC 
GGOGGCTGGA 
GTCACTTACT 
TGCATCAAGA 
TCTTCTTTTT 
TCAGGTTCCT 
AGCCCTGGAG 
CTCCACAGTT 
TOGTCGCACA 
TAATCAGTGT 
GCPGGTTGCT 
GCTCAGGTGG 
CAACTAGACA 
AAAAT8TQAA 
AAAAAAAA 



TATCAGAGGC 
TAGCCTATAT 
TAATAACAGT 
TTTTGCTATT 
GTGCCAGGTT 
CCCCTCTGCC 
GACCATGCAG 
eTTTCTGTCA 
ATGGGGATCA 
GCTGTTGTTT 
ATGGCTGOCC 
CCAACTQCTO 
CA6TGGCAGG 
GTCrCTCTCT 
CTCACACTGO 
GTQTOOTTTG 
GCC3TGGTCAC 
TTCTOTOGCC 
TAAAATTATT 



CTATAATCAA 
TTACAGTGAA 
GCATATTCCT 
AGACIGTAOG 
TTCTGGGTGT 
GCCTCCCCAC 
AGOGCOGTGA 
GGAOAOCAGC 
CAOAGACATT 
CTAAACAAGA 
ACTGCACAGA 
CTTTTTQAGO 
GCTCAGGATT 
CTCTCTCCOC 
GGTAGAAGTT 
QTGTGTTCCX: 
TGCTGTCATC 
TTAGCATGTT 
TTQGATTTTG 



GCTTTATAOG 
AATGTAAGCT 
TTCTATCATT 
AAOAGTAGCA 
0CAAA66AAG 
AGCOGCTCCA 
GTTCTCAGGO 
GGGGOQAAGC 
OCTOGGAOCC 
ATCAGTCTAT 
GCTCTCCAGC 
TGGCACTTTT 
TOGTGGGTGT 
TCAAAGTCTG 
TTTGTACTGT 
GCAAACCaX 
AGTTGAATGG 
TGCTGAACAC 
TAAAAAAAAA 



TQTAOCTATA 
GTTTATTTTA 
TTTGTACAGT 
TTTCATTCTT 
AaSTGTGGCA 
GGGGTGGCTG 

CCAGGCCCCT 
GGGQAGTTTC 
OCACAGAGAG 
TCCAAGACCT 
TCATTTGCCT 
GTTTTCCTTT 
CAACTTTAAG 
AAAGAGACCT 
TTTOTGCTOT 
TCAGCGTTGC 
CTTGTGGAAG 
AAAAAAAAAA 



4740 
4800 
4B60 
4920 
4980 
S040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 
5820 
5838 



Seq ID NOt CI 06 DNA Sequence 
Nucleic Acid Accession #t NM_005562 
Coding sequencet 90.. 3671 

1 11 21 31 41 51 

I i I 1 I I 

ACAG06GAGC GGA6AGTGAG AACCACCAAC CGAGGOGCOG GGCAGGGACC CCTGCAGOGG 60 

AGACAGAGAC TQAOGGGCCC GGCACCGGCA TGOCTGCGCT CTGOCTGGGC VSCSGCCtCT 120 

GCTTCTOQCT GCTCCTGCCC 6CAQCC0G6Q CCACCTCCAG GAGGGAAGTC TGT8ATT6CA 180 

ATGGGAAGTC CAGGCAGTGT ATCTTTGATC GGGAACTTCA C3W5ACAAACT GGTAATGGAT 240 

TQCGCIGCCt CAACTGCAAT GACAACACTG ATGGCATTCA CTGOGAGAAG TGCAAGAAT6 300 

GCTTTTAGGG GCACAGAGAA AOOQACOGCT GTTIGCCCTG CAATT6TAAC TCCAAAGGTT 360 

CTCTTAGTQC TOQATGTOAC AACTCTGGAC GGTGCAGCTO TAAAGCAOGT GT6ACAGGAG 420 

CCAGAT606A COQATGTCTG CX»GGCTTCC ACATGCTCAC GGATGCX3GGG T6CACCCAAG 480 

ACCAGAOACT GCTAGACTCC AAGTGTOACT GTGACCCAGC TGGCATCGCA GGGCCCTGTG 540 

ACGCGGGCC6 CTGTGTCTGC AAGCCAGCTO TTACTGQAGA AOQGTGTGAT AGGTGTOQAT 600 

CAGGTTACTA TAATCTGGAT GGGGGGAACC CTGAGGGCTG TACCCAQTGT TTCTGCTATG 660 

GGCATTCA6C CAGCTGCOGC AGCTCTGCAG AATACAGT6T CCAIAAGATC ACCTCTACCT 720 

TTCATCAAGA TGTTGATGGC TGGAAGGCTG TCCAAOGAAA TGGGTCTCCT GCAAAGCTCC 780 

AATG6TCACA GCGCCATCAA GATGTGTTTA GCTCAGCCCA AOGACTAGAC CCTGTCTATT 840 

TTGTGGCTCC TGCCAAATTT CTTGGGAATC AACAGGTGAQ CTATGGGCAA AGCCTGTCCT 900 

TTGACTACCG TGTGGACAGA OQAGGCAGAC ACCCATCTGC CCAT6ATQTG ATTCTGGAAG 960 

QTGCTGGTCT ACX3GATCACA GCTCCCTTQA T6CCACTTGQ CAAQACACTQ CXTTTSTOGGC 1020 

TCACCAAGAC TTACACATTC AGGTTAAATG AGCATCCAAG CAATAATTGG AGCOCCCAGC 1080 

TGAGTTACTT TGA6TATCX3A AGGTTACTGC GGAATCTCAC AGCCCTCOGC ATCCX5AGCTA 1140 

CATATGOAGA ATACAGTACT GGGTACATTG AC3VATGTGAC CCTGATTTCA GCCCGCXXTTQ 1200 

TCTCTGGAGC CCCAGCACCC TGGGTTGAAC AGT3TATATG TOCTGTTGGG TACAAOGGGC 1260 

AATTCTGCCA GGATTGTGCT TCTGGCTACA AGAGAGATTC AGCGA6ACTG GGGCCTTTTG 1320 

GCACCTGTAT TOCTTGTAAC TGTCAAGGGG GAGGGGCCTG TGATCCAGAC AGAGGAQATT 1380 

GTTATTCAGG GGATGAGAAT CCTGACATTO AGTGTQCTQA CTQCCCAATT aOTTTCTACA 1440 

ACGATCCGCA CGACCCCOGC AGCTGCAAGC CATGTCCCTQ TCATAACGGG TTCAGCTGCT 1500 

CAGTGATGCC GGAGACGGAQ GAGGTGGTGT GCAATAACTG CCCTCCCGGG GTCAC0G6TO 1560 

CCOGCTGTGA GCTCTGTGCT QATGGCTACT TTGGGGACCC CTTTGGTGAA CATGGCCCAG 1620 

TGAGGCCTTG TCAGCCCTOT CAATGCAACA ACAATGTGGA CCCCAGTGCC TCTGGGAATT 1680 

GTGACCX3GCT GACAGGCAGG TGTTTGAAGT QTATCCACAA CACAGCOGGC ATCTACTGCG 1740 

ACCAGTGCAA AGCAGGCTAC TTOGGGGACC CATTGGCTCC CAACCCAGCA GACAAGTGTC IB 00 

GAGCTTGCAA CTGTAACCCC ATGGGCTCAG AGCCTGTAGQ ATGTCX3AAGT GATGGCACXIT 1860 

GTGTTTGCAA GCCAGGATTT GGTGGCCCCA ACTGTGAGCA TGGAGCATTC AGCTGTCCAO 1920 

CTTGCTATAA TCAAGTGAAG ATTCAGATGG ATCAGrTTAT GCAGCAGCTT CA6AGAATGG 1980 

AGGCCCTGAT TTCAAAGGCT CAGGGTGGTG ATGGAGTAGT ACCTGATACA GAGCTGGAAO 2040 

GCAGGATGCA GCAGGCTGAG CAGGCCCTTC AGGACATTCT GAGAGATGCC CAGATTTCAG 2100 

AAGGTGCTAG CAGATCCCTT GGTCTCCAGT TGGCCAAGGT GAGGAGCCAA GAGAACAGCT 2160 
ACCAGAGCC3Q CXTTGQATGAC CTCAAGATGA CTGTGGAAAG AOTTOGGGCT CXGGGAAGTC 2220 
AGTACCAGAA CCGAGTTOGG GATACTCACA GGCTCATCAC TCA6AT6CAG CT6AGCCTGG 2280 
CAGAAAGTGA AGCTTCCTTG GGAAACACTA ACATTCCTGC CTCAGACCAC TA0GTGGG6C 2340 
CAAATGGCTT TAAAAGTCTG GCTCAGGAGG CCACAAGATT AGCAGAAAGC CAOGTTGAGT 2400 
CAGCCAGTAA CATGGAGCAA CTGACAAGGG AAACTQAOGA CTATTCCAAA CAAOGOCTCT 2460 
CACTGGTGCG CAAOGCCCTG CATGAAGGAG TOGGAAGCGG AAGOGGTAGC COGGAGGGTG 2520 
CTGTGGTGCA AGGGCTTGTO GAAAAATTGG AGAAAACCAA GTOCCTGGCC CAGCAGTT6A 2580 
CAAGGGAGGC CACTCAAGCG GAAATTGAAG CAGATAGGTC TTATCAGCAC AGTCTCOGGC 2640 
TCCTGQATTC AGTGTCrcOG CTTCAGGGAG TCAGTGATCA GTCCTTTCAQ GTGGAAGAAO 2700 
CAAAGAGGAT CAAACAAAAA GOGGATTCAC TCTCAAOGCT GGTAACCAGG CATATGGATG 2760 
AGTTCAAGCX3 TACACAAAAG AATCTGGGAA ACTGGAAAGA AGAAGCACAG CAGCTCTTAC 2820 
AGAATG6AAA AAGTGGGAGA GAGAAATCAG ATCAGCTGCT TTCCOOTGCC AATCTTGCTA 2880 
AAAGCAGAGC ACAAGAAGCA CTGAOTATGG GCAATGCCAC TTTTTATGAA GTTGAGAOCA 2940 
TCCTTAAAAA CCTCAGAGAG TTTGACCTGC AGGTGGACAA CAGAAAAGCA GAAGCT6AAG 3000 
AAGCCATGAA GAGACTCTCC TACATCAGCC AGAAGGTTTC AGATGCCAGT GACAAGACCC 3060 
AGCAAOCAGA AAQAGCCCTG GQGAGCGCTG CTGCTGATGC ACAGAGGGCA AAOAATOGGa 3120 
CCGGGGAGGC CCTGGAAATC TCCAGTGAGA TTGAACAGGA GATTGGGAGT CTGAACTTGO 3160 
AAGCCAATGT GACAGCAGAT GGAGCCTTGG CCATGGAAAA GGGACTGGCC TCTCTGAAGA 3240 
OTGAGATGAG GGAAGTGGAA GGAGAGCTGG AAAGGAAGGA GCTGGAGTTT GACACGAATA 3300 
TGGATGCAGT ACA6ATGGTG ATTACAOAAQ CCCAGAAGGT TGATACCAGA GCCAAGAAOG 3360 
CTGGGGTTAC AATCCAAGAC ACACTCAACA CATTAGACGO GCTCCTGCAT CTGATGGACC 3420 



1266 



wo 03/042661 



AGCcrcrcAG 

AGACCCAQAT 
AGCAGAGGGG 
AGAACTTGGA 
S AGCAACAGTG 
GGCT06GGA6 
TATGCTCAGG 
TGCACCATAC 
AT GATCA AGG 
10 ATGTTTOCCr 
ATAGTCAACT 
ATGAAATTCT 
ACTATTGCCr 
ACCCAGGGTO 
15 AGGACCTGTA 
GTTCTGGACC 
ATTTTTATTA 
GTTTCAAAGT 
ATTAGTCCTA 
20 ATCTTATTTT 
CACACTTCAG 
TTACCTCCAT 
GTGGGACAGT 
AGCATTTTTA 
25 GCAATAACCQ 
CATGG6G6CA 
CATTCCAGCT 
TAACACCAGT 
TGGTGCTGCC 
30 CAATTGTTAG 



T6TAGATGAA GAC3GGGCTGG TCTTACTGGA 
CAACAGCCAA CTGCG6CCCA T6ATGTCAGA 
CCACCTCCAT TTGCTGGAGA CAAGCATACA 
GAACATTAGG GACAACCTGC CCCCAGGCTG 
AAGCT60CAT AAATATTTCT CAACTGAGGT 
CCATCTCATG TGAGTGGGTG GGATGGGGAC 
TCAACTGACC TGACCCCATT CCTGATCCCA 
TCCTTGCTTC CTGATGCTGO Q CAATG AGGC 
ATCTGGACXrC CAAAGAATAG ACTGGATGGA 
CATAATAGTC GTAAGT6GA0 TCCTGGAATT 
TATTCrrrGA GTAATGTGAC TAAAGQAAAA 
TCCTAATGTC AGAACRCAGT 6CAACCCAGT 
CATATTGTCC TCTGCAAGCT TCTTGCTGAT 
TGAACATGTT CTCCATTTTC AAGCTCGAAG 
AGGCAGGCCC ATTCAGAGCT ATGGTGCTTG 
TGGGCATGAC ATCCTTTCTT TTAATGATGC 
AAGCATTTCC TACCA6CAAA GCAAATGTTG 
GATAGAAAAG TaTGOCTTGG QCATTGAAAO 
ATTCAATCCT ACTTTTCGAA CACCAAAAAT 
CTCAATCTCC TCTCTCTTTC CTCCACCCAT 
CTQGGTCACA TCCA-TCCCrC CATTCATCCT 
CCATCCTTCC AACATATATT TATTQAQTAC 
GGTGACATAQ TCTCTGCC3CT CATAGAGTTG 
AAAAATAAAT TTAAA CTTAC AAACTTTGTT 
CTTGGTTTGC AACCTCTTTG CTCAACAGAA 
CTTGAGTTTT GGCAAGGCTG ACAGAGCTCT 
GTCACTCTGT GCCTTTCTAC AACTGATTGC 
GGGAATT6CT OaAGOAACCA GAGOCACTTC 
TTGCTTCTGT ATTTCCTTGG ATTTTCCTGA 
ATGCC 



GCAGAAGCTT TCCC6AGCCA 
GCTQGAAGAG AGGGCACGTC 
TOQGATTCTG GCTQATGTGA 
CTACAATACC CAGGCTCTTG 
TCTTGGGATA CAGATCTCAG 
ATTTGAACAT GTTTAATGGG 
TGGCCAGQTG GTTGTCTTAT 
AGATA6CACT OGGTGTGAGA 
AAGACAAACT GCACAGGCAG 
TGGACAAGTG CTGTTGGGAT 
AACTTTGACT TTGCCCAGGC 
CACACTGTGG CCAGTAAAAT 
CAGAGTTCCT CCTACTTACA 
AAGTGAGCAG TGTTGGAGTG 
CTGGTGCCTG CCACCTTCAA 
CATGGCAACT TAGAGATTOC 
GGAAAGTATT TACTTTTTOG 
AGGTAAAATT CTCTAG ATTT 
GArCGCGCATC AATGTATTTT 
AATAAGAGAA TGTTCCTACT 
TCCATCCATC TTTCCATCCA 
CTACTGTGTG CCAGGGGCTG 
ATTGTCTAGT GAGGAAGACA 
TGTCACAAGT GGTGTTTATT 
CATATGTTQC AAGACCCTOC 
GGGTTGTGCA CATTTCTTTQ 
AACAGACTGT TGAGTTATGA 
CACCTTGQCT GGGARGACTA 
AAGTGTTTTT AAATAAAOAA 



3480 

3540 

3600 

3660 

3720 

37B0 

3840 

3900 

3960 

4020 

4080 

4140 

4200 

4260 

4320 

4380 

4440 

4500 

4560 

4620 

4680 

4740 

4800 

4860 

4920 

4980 

5040 

5100 

5160 

5175 



35 

40 

45 

50 

55 



Seq ID NO: CI 07 DMA Sequence 
Nucleic Acid Accession «: IiM_021101 
Coding sequence: 221.. 856 



QAATTOQGCA 
CGCCGCCCGG 
6CAGGGCTCC 
CCCACCTGCA 
OOGAGTCATG 
QATCGGOGGC 
CAACATOGTO 
CACCGGGCAG 
AGCAACCCGT 
CACCGTTGGC 
GGCTGTCATT 
ATGGTATGGC 
GTACGAATTT 
AGGTGCCCTA 
CTATCCAAAA 
AAAATCA1GT 
TTAGAATTTT 
AACCCATGTG 
TCAATATAGG 
CAAATGGGGG 
ATTAAAAATA 



11 
I 

CGAGGCCTCG 
GGCG066ACC 
CCGCCTTAAC 
AACTCTCCGC 
GCCAAGQCGG 
ATC6TCA6CA 
ACCGCCCAGG 
ATCCAGTGCA 
GCCTTGATGQ 
ATGAA6TGTA 
GGGGGCGCGA 
AATAGAATCG 
GGTCAGGCTC 
CTrTGCTGTT 
CCTGCACCTT 
TOAAACAAAC 
GG6TATT6TA 
TTAAAATACT 
AGGGAAGATT 
AAGG6GTGCT 
OOCAGTAAAA 



21 

1 

TGCCGGGGAG 
CCAACCCOSA 
TTCCTCCGCG 
CTTCTGCACC 
GGCTGCAGCT 
CTGCCCTGCC 
CCATGTAC6A 
AAGTCTTTGA 
TGGTTGGCAT 
TGAAGTGCTT 
TATTTCTTCT 
rrCAAGAATT 
TCTTCACTGG 
CCTGTCCCCG 
CCAGCGGGAA 
GQAAAATGGA 
ATCTAAAGTA 
CAGTGCTAAA 
TTTCCATTTG 
CCTTAAATAT 
AAAAAAAAAA 



31 



41 



51 



CAACCTCAGC 
CCCA6AGCTT 
GGGCCCAGCC 
TGCCACCCCT 
GTTGGGCTTC 
CCAGTGGAGG 
GGGGCTGTGG 
CTCCTTGCTG 
CCTCCTGQGA 
GGAAGACGAT 
TGCAGGTCTG 
CTATGACCCT 
CXGGGCTGCT 
AAAAACAACC 
AGACTAOGTG 
CATTGAGATA 
TGTTATTACA 
CATGGCTTAA 
TATTAGTGCT 
ATATAGATAT 
AAAAAAA 



TTCTAGTATC 
CTCCAGCGGC 
ACCTTOGGGA 
GAGCCAGCGC 
ATTCTCGCCT 
ATTTACTCCT 
ATGTCCTGCG 
AATCTGAGCA 
GTGATAGCAA 
GAG6TGCAGA 
GCTATTTTAG 
ATGACCCCAG 
GCTTCTCTCT 
TCTTAOCCAA 
TGACACA6AG 
CTATCATTAA 
AAACAAACAA 
TCTTATTTTA 
TCCCATTGAG 
OTATATATAC 



CAGACTCCAG 
GGCGCAGCGA 
GTCCGQGTTO 
GGGCGCCGGA 
TCCTGGGATG 
ATGCCGQCQA 
TGTCGCAGAG 
GCACATTGCA 
TCTTTGTGGC 
AOATGAGGAT 
TTGCCACAGC 
TCAATGCCAG 
GCCTTCTGGG 
CACCAAGGCC 
6CAAAAGGAG 
CATTAGGACC 
ACAAACAAAA 
TCTTCTTTCC 
TAATCATACT 
ATQTTTTTCT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900- 

960 

1020 

1080 
1140 
1200 
1237 



60 

65 

70 

75 

80 



Seq ID KO: CIO 8 DMA Sequence 
Nucleic Acid Accession #: AP508964.1 
Coding sequence* 98.. 1531 



CAGAGCCGCA 
CGGGGACAGG 
TQGACCCGCC 
OQCTTTOGCC 
TTCTCCTGGC 
CACCGAAATT 
AGCTTATGTG 
TAAAGCATTT 
GAGTTTGTCT 
TCCATTTACA 
TCCAGACACT 
CCTGCAGATA 
GGAGGAAGGA 
GTATTGGGAT 
CTCCTTAAGG 
GGAAAATCTT 
TATCACATTT 
AGOCAACCOC 
ATACATCIGT 



11 

! 

AGCGCAGGGA 
CACTCGGGCT 
ATGGCGOGGC 
TGTCCCACGT 
ATC6TGGCAT 
TTCATCGCAA 
GGACTGAGAA 
CTGAAAAACA 
AGGAAACATT 
TGCrCCTGTG 
CAGGATTTQT 
CCCAATTGTG 
AAGTCTATCA 
GTTGGTAACC 
ATAACTAACA 
GTA06AGAA6 
CTOGAATCTC 
AAACCAGOQC 
ACTAAAAXAC 



21 
I 

AgGOcrgoc 

GQCACTGGCT 
TCTGGGGCTT 
CCTGCAAATG 
TTCCQAGATT 
AGCA6AAAA6 
ATCTGACAAT 
GCAACCTGCA 
TCCGTCACCT 
ACATTATGTG 
ACTGCCTGAA 
GTTT6CCATC 
CATTATCCTG 
TGGTTTCCAA 
TTTCATCCGA 
ATCAAGATTC 
CAACCTCAGA 
TTCAGTGGTT 
ATGTTACCAA 



31 
I 

GCAOGCrrGGO 

gctagg6at0 
ctgctggctg 
cagtgcctct 
ggagcctaac 
gttagaaatc 
tcigoattct 

GCACATCAAT 
TGACTTGTCT 
GATCAAGACT 
TGAAA6CA6C 
TGCAAATCIG 
TAGTGTGGCA 
ACATATGAAT 
TGACAGTGGG 
TQTCAACCrC 
CCACCACTGG 
CTATAACGG6 
TCACAGG6AG 



41 
I 

GGAAAfiCGGC 
TCGTCCTGGA 
GTTGTGGGCT 
CGGATCTGGT 
A6TGTAGATC 
ATCAACGAAG 
OGATTAAAAT 
TTTACCCGAA 
GAACIGATCC 
CTCCAAGAGG 
AAGAATATTC 
GCCGCACCTA 
G6TGATCCGG 
GAAACAAGCC 
AAGCAGATCT 
ACTGTGCATT 
TGCATTCCAT 
GCAATATTGA 
TACCA06GCT 



51 
I 

GGGTGCAGCG 
TAAGGTGGCA 
TCTGGAGGGC 
6CAGCGACCC 
CTGAGAACAT 
ATGATGTTGA 
TTGTGGCTCA 
ACAAACTGAC 
TGOTGGGCAA 
CTAAATCCAG 
CCCTGGCAAA 
ACCTCACTGT 
TTCCTAATAT 
ACACACAGGG 
CTTGTGTGGC 
TTGCACCAAC 
TCACTGTGAA 
ATGAOTCCAA 
GCCTCCAGCr 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 



1267 



wo 03/042661 PCT/US02/36810 



GGATAATGCC ACTCACKTGJl ACAA3G6G61V CTACACTCTA ATACCCAAGA ATGAGTATGG 1200 

GAAGGATOAG AAACAGATTT CT O CTC A CTT CATQQ6CTG0 CCTGGAATTG A0GATG6T6C 1260 

AAACCCAAAT TATCCTOATG TAATTTATC5A AGATTATGOA ACTGCAGOGA ATGACATOGG 1320 

GGACACCA06 AACAOAAGTA ATGAAATCCC TTCCACACAC QTCACTGATA AAACO GGTOG 1380 

5 <WAACATCTC TOOOTCTATG Citgl- Q QTGGT GATTGCGTCT GTGGTGGGAT TTTGOCTTTT 1440 

GGTAATGCTG TTTCTGCTTA AGTTGGCAAO ACACTCCAAQ TTTGGCAIGA AAQGTTTTOT ISOO 

TTTtSTTTCAT AAOATCCCAC TG6ATGGGTA GCT6AAATAA AGGAAAAiOAC AGAflAARGQG 1560 

OCTGTGGTGC TTGTTGGTTG ATGCTOOCAT GTAAGCTGGA CTCCTGGGAC TGCTGTTOGC 1620 

TTATCCCGGG AAGTGCTGCT TATCTGGGGT TTTCTGOTAG ATGTGGGOGG TGTTTGGAGG 1680 

10 CTGTACTATA TGAAGCCTGC ATATACTOTG AGCTGTQATT GGGGAACACC AATGCAQAGG 1740 

TAACTCTCAG OCAGCTAAGC AGCAGCTCAA GAAAACATQT TAAATTAATQ CirCTCTTCT IBOO 

TACAGTAGTT CAAATACAAA ACTQAAATGA AATCCCATTQ QATTGTACTT CTCTTCTGAA 1860 

AAGTGTGCTT TTTGACCCTA CTGGACATTT ATTGACTTAA TTGCTTCTCT TTATTAAAAT 1920 

TGACCTGCAA AGTTAAAAAA AAATTAAAGT TGAGAACAQQ TATAAGTGCA CACTQAATAG 1980 

15 TCTAATCTAC ATGTAACACA TATrTTAOTA TGATTTTCTA TACTCTAATC AOCACTOAAT 2040 

TCAjQAGGQTT TGACTTTTTC ATCTATAACA CAGTGACTAA AA6AGTTAA0 GOTATATATA 21O0 

CCATCACTTT GGGACTTGGT AGTATTATTA AAAGGTTATT TCCTTCACTO TCAATAAAAG 2160 

TCCAAATGTT TAGCTTAGGT CTGAGA5TCA AACAATOTTA AGGATTGTCT TAAAOTTCCT 2220 

TA6CCAGCAA AACAAAACAA AACAAAACAA ACAAATGAAA AAOGTTTAAA AAGAAGAAGA 2280 

20 A6AAAAAAAA CAAQAACAAG CAGCAACAGC TGTTTT6TTG GG6CTATAGA TTTAAGTTAa 2340 

GCATAGTCAA TTTCA6AATA ACTAAQAGTG GAATATATGC ATATQGT6AA ATTATAAGCT 2400 

TGOCCTTTTT TATTTGCCCT CTGOGATCCA CCTQOCTTTT TAGAAGTCTO COQAGTGAQA 2460 

AGGCCACAOT ATCTCATGCT GTTTGCATTA CAQAACTGCA GCTTTTCTAC TCTGAAAAQG 2520 

CCTGGGAOCA 6AATGGCTGG CCTGCTGTGA QCAGGAGAGG AGATTCTAAG AAGGATAGTC 2S80 

25 CCCCCTACSiA CATACTGTCA TACTGCTGGG TTTTCATGGG TAOOAAAGCT TQTOCTGAGC 2640 

CCAGCAGCAA AGAGGTGGCA GGTOQCTAAT GAATATATGC TTTATAAT6T CCTTCTTCAT 2700 

TGCTGAGAGG GCAGCCTTAO AGCTOTGGAT TTCTGCATCC OOCCTGAGTC TQACGCATQG 2760 

ACACCTGTTT CATTCACTTT AGCATCACAG TGACCTTTOT ATGCTCTOTT CROTCTQTGT 2820 

CAGGCAGTAT GCTTGTCCTG AAGAGAGGTT TQQCTATCCC CCACCCCACC CACCCACCCT 2880 

30 GTTCCTTTTT TATCAGOAGO ACTTCAQAGC CAGGCCTGCA GCATTTTGTT TGAAAACACA 2940 

ATCAGCTCT6 ACAGTTAGAC ATGCACACAO AGGGCATAGC TGGATTGQAA ACATTGATGT 3000 

TTTAAAAATT TATTTTTTTT GGAAATAGTT GCACAAATGC TOCAATTTAG CTTTAAGGTT 3060 

CTATAGATTT TTAACTAGTC CAACACA3TC AQAAACATTG TTTT6AATCC TCTGTAAACC 3120 

AAOOCATTAA TCTTAATAAA CCAGGATCX3V TTTAGGTACC ACTTGATATA AAAAG GATA T 3180 

35 CCATAATGAA TATTTTATAC TGCATCCTTT ACATTAGCCA CTAAA TAOCST TATTGCTTGA 3240 

TGAAGACCTT TCACAOAATC CTATGQATTO CA6CATTTCA CTTQQCTACT TC ATACCCA T 3300 

GCCTTAAAGA GGGGCAGTTT CTCAAAAGCA GAAACATGCC 6CCAGTTCTC AA6TTTTCCT 3360 

CCTAACTCCA TTTGAATGTA W3GGC3VGCTG GCCCCCAATG TGGGGAGGTC CGAACATTTT 3420 

CTGAATTCCC ATTTTCTTGT TOSOGGCTAA ATGACASTTT CTGTCATTAC TTAGA TTCOG 3480 

40 ATCTTTCCCA AAGGTQTTGA TTTACAAAQA GGCCA6CTAA TAGCAGAAAT CATGAC CCTG 3540 

AAAGAGAOAT 6AAATTCAA0 CTGTGAGCCA GGCAGGAGCT CAGTATG6CA AAGGTTCTTO 3600 

AOAATCAGCC ATTTGGTACA AAAAAGATTT TTAAAGCTTT TATGTTATAC CATGGA60CA 3660 

TA6AAAGGCT ATGGATTQTT TAAGAACTAT TTTAAAGTGT TCCAOACCCA AAAAGGAAAA 3720 

ATAAAAAAAA AGGAATATTT GTACCCAACA GCTAGAAGGA TTGCAAGGTA GATTTTTGTT 3780 

45 TTAAAATGGA GAGAAGTGGA CAGATAAGGC CATTTAATAT ATCAAAGATC AGTTGACATC 3840 

TCTAGGGAAT GATGAAACAG CAGGCTATTA GAAAATTATT TGATATAOTT CTOOTQTTCT 3900 

m - C r mTi ' TTAATCCCTQ AAGGGAGATC AOTAACATAG CTTCTCTTTT CrGTAC TCIA 3960 

6ACCA0CCCT TTTCATCATT TTGCTTTTTA TOTCTCCCAT AAGAAATGTO CTTTTTAGAG 4020 

^ CTTCCTAATG CATGTGTTGC ATTATTGCAQ CATTAGAAAA GGAGAGGTAG CATTTTTGCT 4080 

50 GAAATOGGGC CTGTCACTCT CCAATAAAGG TTCTGGCACT TCAATGGCAO GCAGGTCTCC 4140 

TAAATQAACA OAATGATCTG TGTGAGOCGA TGCCTGCCCT TCCAGAGGG6 OCACTG TCOC 4200 

CAGCOQCAGC CAACTGTGTC CCACAGGAAT GGGA6CCTAG GTTTCCAAAT CTTGTGATTC 4260 
TTTAGGAGAA ACATGAAACC TG6ATTTCGT GTGAAATGTC COGATTGTTA AAAAOTTOGC 4320 
TCAATTATTT TTAAAACATT TTGTAAQCCA ACAAAAOTCT GTGGGCTGCC AGTTTA TTAC 4380 
55 TTTT6TCTTA AAACATGATC ATTGTTCTCT CACGGTATCC TTCTOTCTTC CC6TT6GAAA 4440 
TTCACTTTTC TTTCTTCCTG ACATTGCCAT TGAGGGCTTT GTTACCACAA G CTAAOA AAC 4500 
TGAGTTTAAC AGCCCAGTTA TCTGCAACAT QTCAATTACC TTTGCTCCTC TCCTGTaATT 4S60 
CCCACCATGC TOTGACCCTC AGCTGTCTCC CTTTGCTGGG AATTCTGCAC CAATGTCTTC 4620 
CCCTCAACCC ATTCCCTGGT TGGTCCTACT CCCGTGTGGC C3VGAGACATC CTAGCAAATC 4680 
60 CTTCCTCCTA TTATATCTGA CACTAATTTC TTTTCAACAG OQCTCATGTC TCTTGGCCCA 4740 
GTCAGGTGCT GCCAGQTTTA GATAGGAAAG TACATOTCCC ATTTTOVTOO GIGCCCTTAA 4800 
TGTGGTCCAC GTCCTATATC TTATTATATT TACTCATGGC TCAATGGGGG OCTCCAGAGA 4860 
OOCTCTCAGG CTGCTGAGCT AGACTAAGGA ATGCATCCAC TOTCATCACA TGAGACACTG 4920 
ACTCTGTGAC GACAAAAGTA CAAACAOTCT QAGGCTAAQA AA GGTTC ATC TCACAACAGG 4980 
65 AAAAACAAAT CTCAACACAC ATTAGAGATA ATTGATTCAG GGGTTTTCTC TCCCAGTCTC 5040 
CC3WSCAG0GA CTGATTTCAT TTCTGACCCA CTAGGTTTTC TTTCCAGAAA TAGQ T AOCAA SlOO 
GQACAAGAAC TAAACAATCC CAGCCOCACC CAGCAACACA GAACACAGGA GTTTGCTTTT 5160 
OQCTTCTCAC TCTCX3UM5TA ACCCTGAATT AGGCCCA6AA TGGCTGACGC TTGGAGCATC 5220 
TCCTCAGACA OAGCAGAGGC GACACCTCTT CAGGGGTGTG TGGAGTAAAT AGCTCXSAAGA 5280 
70 GCTGAAGACA GAAAACCAGT TTCAGGCCAG GTGOGAGAGA GAGCATAATG GAOGGAAGC C 5340 
CGCTTTCTCT CTCCTCTTCT TTTCTCTTTA TTTCTTTAGA GCACTTSACT TTTTTTTCTC 5400 
TCrCTCTCTA GTATTCTAAA CTGACCCCAT GACCAACTGA GAATTTATTT TTGTTTCATT 5460 
GGTTOTTTCA CAGAATTAGA ACACACACGA CTTTTTATTC CTCCATTGCA AAATGGAATC 5520 
_ AAGATACTAC ACAAGACCTG TGCTTTCTTC CTTTGCATGA TTTACACCTC 00CCT6TTTT 5580 
75 GGTGCTAGCT GTCTAQAACT TCTCTCTTGQ TTTGAATCTG ATTCCTTCAC ACTACACTAO 5640 
AAGTTTATTT CATCTTGTTT TGTCTAGACT CX3tf3ATACAQ AGGGACAGCT GGACTGAG6A 5700 
CAAGCAATTC CATCTAGCAT AQGGTCTCTC AGGGTTGGTG CATCCAOCCA CATGGGCAGG 5760 
GCCAOTCACA TCTAGTCTAT GTCCCCAGAG CCCTTOQAGT TQCOCAGCTT AGCTGACTTG 5820 
ACTCGAAGGA AATTAGTACA 6AAGTAACCA CTCTATTAAO TOTOTTCTGC TATGTTCACA 5880 
80 TOCCTGTAGT ACCTGCAAAC CATGCCAG6T TCATCTAAAG ACATAGGGGA AGATTAAGGA 5940 
CTCTTTTGGA CAGACCATGA ATXGAATTTO CTQCCAGQTG CIGCCAGACT GAATTTGGCr 6000 
GACAGAACTC CCAOCCCAGQ AAAGTTGCAT GACAATGACT OTOOCAGAAO GAAATTTGCC 6060 
ACTAAAGTCA GTCCATTTTC AAGTTTTGGT CTTCAGAGAC AAAAGAA08T 0CCAG 0C31CC 6120 
TGATTTTGAT GQTGAOGTAA CTCTAAGTTO AATTCAGGCT AGTGTTCCAG TATAOCTTTG 6180 
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GCATCTTCAT GAGTGAQCAC CCAGAATGTG TTGAACCAAC 
TATGACTGCA CTGGGTTTTT ATGGGGAAAA AAAGTGTGAA 
AGATTTTTTA TCAOCTTTAT TGTAAGACAG TCCATTTATG 
AAAQTAACAA GAOATTGCTA AGAAACGCAA ATCCTTGAGT 
CCATTTGCTG TAATCCAGAG GCAGCCTGTG AATCATTCTC 
TTTTCCTATA ATGTTCTGGG TTTAAAAGCC ATCTTTTCCA 
TAATCATTTT AAAAAGTTTT ATTTTTAGTQ CTGTTTTAAC 
GTACtTCCTO AATTCAATCA TTTTTAACAA GCCAATAAAG 
AAAAAAAAAA AAAAAAAAA 

Seq ID NO: C109 DMA Sequence 
Kudeic Acid Accession #s NM_006180.l 
Coding sequence t 352.. 2 820 



CCCCACCCCT 
AAGCAAAAAG 
AATTGAGTAT 
TTCACGCACr 
ATGCCCTGTT 
CATTTTCTGT 
AATGTAGATA 
TTTGATAATT 



AACTACTGAC 
AAAGGAACAG 
AAACACATAC 
TCATGTTCAA 
T lTiT l' T TTT 
AAATAATGGA 
GATCATAAAT 
CAAAAAAAAA 



6240 
6300 
6360 
6420 
6480 
6540 
6600 
6660 
6679 



11 



21 



31 



41 51 

CCCCCATTCG CATCTAACAA GGAATCTGCG CCCCAGAGAG TCCCGGAOSC CGCCX3GT0GG 
OOGGQOCAT GCAGOGACGG CCX3CCG0GGA 6CTCC6AGCA GCGGTAGCGC 
otSaa ^TTCOC TATGCOGGGA CCACTGTQAA CCCTGCCGCC TGCCGGAACA 
S^SroCTC CGGACCAGCT CAGCCTCTGA TAAGCTGGAC TCGGCAC6CC CGCAACAAGC 

SSSt SSaSL: gcaagcgcag ggaaggcctc cotc^ S?^^ 
CQGCCGGTGC agcgcgggga caggcactco ggctggcact ggctgctagg gatgtcgttc 
tcgataaggt ggcatggacc cgcxatgqcq cggctctgqq gcttctgctg gctggttgtg 

IgGCCGCTTT CX5CCT6TCCC AOGTCCTGCA AATGCA6TGC CTCTO^C 
TGGTGCAGCG ACCCTTCTCC TGGCATCGTG 6CATTTCCGA GATTCGAGCC TAACAGTGTA 
^C^^ ACATCACCGA AATTTTCATC QCAAAGCAGA AAAGGTTAGA AATCATCAAC 

^?SJSa tgtgggactg agaaatctga caattgtgga ttctogatta 

AAATTlGTGa CTCATAAAQC ATTTCTGAAA AACAGCAACC TGCAGCACAT CAATTTTACC 
J^SS TG^^ 6TCTAGGAAA CATTTCCGTC ACCTTGACTT GTCTGAACTG 
^?^^?^TCG gSmccatt TACATGCTCC TGTGACATTA TGTGGATCAA GACTCTCCAA 
S^^S^ ?^TcSgA CACTCAGGAT TTGTACT60C TGAATGAAAO ^SCAASAAT 

attcSctS caaacctgca GATACCCAAT tgtggtttgc catctgcaaa TCTGQcasca 

otSSS SctgS^ AGGAAAGTCT ATCACATTAr CCTGTAGTGT GGCAGGTGAT 

Scttccta atmgtattc ggatgttggt aacctggttt ccaaacatat gaatgaaaca 
SSSc aaggataact aacatttcat cogatgacag tggqaagcaq 

ATCTCTTGTG TG6CGGAAAA TCTTGTAGGA ORAOATCAAG ATTCTGTCAA CCTCACTOTO 
CATTTTGCAC CAACTATCAC ATTTCTCGAA TCTCCAACCT CAGACX3VCCA CTGGTGCATT 

^aa^caa ccccaaacca gcgcttcagt ggttctataa cxsgggcaata 
SSS? 2S5!1tacat ctgtactaaa atacatctta ccaatcacac ggagtaccac 
GGCTCCCTCC agctggataa tcccactcac atoaacaa tg gggactacac ^aaJ^cc 

AA6AATGAGT ATGGGAAGGA TGAGAAACAG ATTTCTGCTC ACTTCATOGQ CTOQCCTGGA 
QTOCAAACCC AAATTATCCT GATGTAATTT ATGAA6ATTA TGG^CTGCA 
^ATCwi TCGGGGACAC CACGAACAGA AGTAATGAAA TCCCTTCCAC AGACGTCACT 

^SSacS ctoggSaca tctctcggtc tatgctgtgg tqgtgattgc gtctgtggtg 

GGAtSt^ TTTTGGTAAT GCTGTTTCT6 CTTAAGTTGQ CAAGACACTC CAAGTTTGGC 
ATGAAAGGCC CAGCCrCCGT TATCA6CAAT GATGATGACT CTGCCAOCCC ACTCCATCAC 
ATCTCCAATG GGAGTAACAC TCCATCTTCT TCGGAAGGTG GCCCAGATGC TGTCATTATT 
GtaATOACCA AGATCCCTGT CATTGAAAAT CCCCAGTACT TTGGCATCAC CAAC3«3TCAG 
CT^AQCCAO ACACATTTGT TCAGCACATC AAGOGAOVTA ACATTGTTCT 6AAAA6GGAG 
CTAGGCGAAG GAGCCTTrGG AAAAaXGTTC CTAGCTGAAT GCTATAACCT CTGTCCTGAG 
SgGACAAGA TCTTGGTGGC AOTQAAQACC CiaAAGGAXO CCAGT^ 
GAOTOCACC GTGAGGCCGA GCTCCTGACC AACCTCCftGC ATGAOCACRT CGTCAAGTTC 
T^GOGTCT GOGTGGAGGG CGACCCCCTC ATCATGGTCT TTGAGTA^T ^^]^ 

S^Saca agttcctcag ggcacacgqc cctgatgccg tgctgatggc tgaggg^ 

CCGCXX3VCGG AACTGAOGCA GTCGCAGAT6 CXGCATATAG CCCAGCRGAT CGCCGCGGGC 

S^otctaS tScgtccca gcacttcgtc caccbogatt tgoccaccag gaactgcctg 
G?S^ aStgctggt gaaaatcggg gactttggga totocokga cgtgtacagc 

ACTGACTACr ACAG6GTCGG TGGCCACACA ATGCTGCSXh TTCGCTGGAT GCCTOTGAG 

agcatcatgt acaqgaaatt cacgacggaa agggaogtct gqagcctggg ggtcctgttg 
S^TTT tcacctatgg caaacagccc tggtaccagc tgtcaaacaa tgaggigata 

GAGTCTATCA CTCAGGGCCG AGTCCTGCAO OSACCCCOCA CGTGCCCCXZA GGAGGTGTM 
QAGCrOATGC TGGQGTGCTQ OCAGCX3A6AQ OCCCACATGA GGAAGAACAT CAAGQ^TC 
CATACCCTCC TTCAOAACTT GGCCAAGGCA TCTCCGGTCT ACCTGGACAT TCTAGGCTAO 
GGCCCTTTTC CCCAGACOGA TCCTTCCCAA a3TACTCCTC AGACX3GGCTG WSMJQMG^ 
CATCTTTTAA CTGCCGCTGG AGGCCACCAA GCTGCTCTCC TTCACTCTGA CAGTATTAAC 
ATCAAA6ACT CCGAGAAOCT CTOGAGGQAA 6CAGTGTGTA CTTCTTCATC CATAGACACA 
GTATTGACTT CrrTTTGGCA TTATCTCTTT CTCTCTTTCC ATCTCCCTTO GTTGTTCOT 
■ mVriU li TAAATTTTCT TiTi'CiTCTT TTTTTTOGTC TTCCCTGCTT CACGATTCTT 
ACCCTTTCTT TTGAATCAAT CTGGCTTCTG CATTACTATT AACTCTGCAT AGAOUUIQGC 
CTTAACAAAC GXAATTTOTT ATATCAGCAG ACACTCCAGT TTGCCCAOCA CAACTAACAA 
TGCCTTGTTO TATTOCTGCX: TTTGAIGTGG ATGAAAAAAA GGGAAAACAA ATATTTCACT 
TAAACTTTGT CACTTCTGCT GTACAGATAT CGAGAGTTTC TATGGATTCA CTTCTATTTA 
TTTATTATTA TTACTGTTCT TATTGTTTTT GGATGGCTTA AOCCTGIGTA TAAAAAAGAA 
AACrTGTGTT CAATCTQTGA AGCXnTTTATC TATGGGAGAT TAAAACCftGA G AGAAAGAAG 
ATTTATTATG AACCGCAATA TGGGAGGAAC AAAGACAACX: ACTGGGATCA GCTGGTGTCA 
GTCCXTTACTT AGQAAATACT CAGCAACTGT TAGCTGGGAA GAATQTATTC QGCACCTPCC 
CCTGAG6ACC TTTCTGAGQA OTTAAAAAGAC TACTGGCCTC TGTGCCATGG ATGATTCTTT 
TCCCATCACC AGAAAT6ATA GOGTGCAGTA QAGAOCAAAG ATGGCTT 

Seq ID NO: Clio 017A Sequence 
Nucleic Acid Accession #t Eos sequence 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
31B0 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3707 



Coding sequsnce; 939.. 2 372 
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31 



51 
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AAGACXXSATT CTCAGACAA6 OCTTOCAAAT GCXX906CAGC CATOITTTAA CT6CACC06C 60 

AGAATAGTTA OGOTTTGTCA CCOQACCCTC COOGATOGCC TAATTTGTCC CTAGTQAQAC 120 

^ CCCXSAGOCTC TQCC0606CC TGGCTTCTTC GTAGCTGGAT GCATATGOTG CTCGGG6CAG 180 

3 CX3GGGG0QGA GG0CA0606T TOSCXSCACAC CCTAGCACAC ATGAACAOGC GCAAOAaCTO 240 

AACCAAGCAC GOTTTCCATT TCAAAAAOGG AGACAGCCTC TACQG0GA7T GTAOAAGAGA 300 

CTGTG6TGTG AATTAGGGAC OOGGAGGOGT OCSAAGGGAGG AAGG6TTCAT CTTA6AGACT 360 

AATTTTCTGG ACTTTCTGCC C CTGCTCTGC GTCAGCCCTC ACGTCACTTC GCCAGCAGTA 420 

GCAGAGGOGO CX3GCGGCGGG TCCCX3GAATT GGGTTGGAGC AGGAGCCTCG CTGGCTGCTT 480 

10 \ CGCTC606CT CTA06C0CTC AGTCCC066C G6TAGCAGGA GCCTGGACCC AGGOGOOOCC 540 

GGGGG6GGTG AGG06CCG6A GCC0G60CTC GAGGTGCATA CGGGAOOOCC ATTCGCATCT 600 

AACAAGGAAT CTGCGCOOCA GAQAGTCCG8 GQAOCQCOGC OG G TOGGTGC CCG6G6CBGC 660 

GG6CCATGCA GOOAOGOCCG COGOGGAGCT COQAOCAGCG OTAGOGCXXC CCTOTAAAGC 720 

GGTTCGCTAT GCXXIGGOCCA CTGTQAACCC TGCOGCCTGC C3GGAACACTC TTaSCTCCGG 780 

13 ACCAGCTCAG CCTCTGATAA GCTGGACTOO GCAGGCCCXSC AACAAGCACC GAGGAGTTAA 840 

GAGAGC06CA AGOGGAOGGA AGQCCTCCCC GCAOGGGIGO OQQAAAGGGQ COQGTQCAGC 900 

GCGGGGACAG GCACT06G0C TG6CACTG0C T6CTAG6GAT QTOGTCClTS G ATAAGOTOGC 960 

ATGGACCCGC CATGGOGC3GQ CTCTGGGGCT TCTGCT6GCT GGTTGTGGGC TTCTGGAGGG 1020 

^ CCOCTTTOOC CTGTCXX3VCX5 TCCTGCAAAT GCRGTOCCTC TOGGATCTGG TGCAGOGACC 1080 

Z\) CTTCTOCTGG CATOQTQGCA TTTCOQAOAT TOQAOCCTAA CAGIGTAGAT OCTGAaAACA 1140 

TCACCGAAAT TTTCATGGCA AACCAGAAAA GGTTAGAAAT CATCAAG6AA GATQATGTTG 1300 

AAGCTTATGT GGGACTGAGA AATCTGACAA TTGTGGATTC TGGATTAAAA TTTGTGGCTC 1260 

ATAAAOCATT TCIGAAAAAC AGCAACCTGC AGCACATCAA TTTTACGGGA AACAAACTGA 1320 

CGAGTTTGTC TAGGAAACAT TTC06TCACC TTGACTTGTC TGAACTGATC CTGGTGGOCA 1380 

23 ATCCATTTAC ATGCTCCTGT 6ACATTATGT GGATCAAGAC TGTCCAAGAO 6CTAAATCCA 1440 

GTGCAGACAC TGAOOATTTO TACT G OCTGA ATGAAAGCAG GAAQAATATT CCCXTEGGCAA 1500 

ACCT6CAGAT ACCCAATTOT GGTTTQCCAT CTGCAAATCT GGCCX3CACCT AACCTGACTQ 1560 

TGGAGGAAGG AAAGTCTATC ACATTATCCT GTAGTGTGGC AGGtOATCOQ GTTCCTAATA 1620 

TGTATTQOOA TGTTGGTAAC CTGGTTTCCA AACATATGAA TGAAACAAGC CACACACAGG 1660 

30 GCTCCTTAAO GATAACTAAC ATTTCATCCQ AT6ACAGTGG GAAGCAOATC TCTTGTGTGG 1740 

GGGAAAATCT TGTAGGAGAA GATCAAGATT CTGTCAACCT CACTGTGCAT TTTGCACCAA 1800 

CTATCACATT TCTCGAATCT CCAAGCTCAG ACCACCACT6 GT6CATTCCA TTCACTGTGA 1860 

AAGGCAACCC CAAACCAGCG CTTCAGTGGT TCTATAAOGG GGCAATATTG AATGAGTCCA 1920 

AATACATCTG TACTAAAATA CATGTTACCA ATCACACGGA OTACCACGGC TGCCTCCAGC 1980 

33 TGGATAATCC CACTCACATO AACAATGGGG ACTACACTCT AAIA6CCAAG AATGAGTAT6 2040 

GGAAGGATGA GAAACAGATT TCXGCTCACX TCMXGGGCTG GGCTGGAATT GACGATGGIG 3100 

CAAACCCAAA TTATCCTGAT OTAATTTATQ AAGATTATGG AACTGCAGOG AATQACATGG 2160 

GGGACACCAC GAACAGAAGT AATGAAATCC CTTCCACAGA CGTCACTGAT AAAACOGGTC 2220 

GGGAACATCT CTCGGTCTAT GCTGTGGTGG TGATTGCGTC TGTGGTGGGA TTTTGCCTTT 2280 

40 TGGTAATGCT G 'lT X 'C l tj CYi ' AAGTTGGCAA GACACTCCAA 6TTTGGCATO AAAGGTTTTG 2340 

TTTT6TTTGA TAA6ATCCCA CTGGAT6GGT A6CT6AAATA AAGQAAAAOA CAQAGAAAGO 2400 

GGCTGTGGTG CTTOTTQGTT QATGCTGCCA TGTAAGCTGG ACTCCTGGGA CTGCTGTTGO 2460 

CTTATCCOGG GAAGTGCTGC TTATCTGGGG TTTTCTGGTA GAT6TGGGC6 GTGTTTGGAG 2520 

GCTGTACTAT ATQAAOCCTG CATATACTGT GAGCTOTGAT TGGGGAACAC CAATGC3W3AG 2580 

45 GTAACTCTCA GGCAGCTAAG CAGCACCTCA AOAAAACATO TTAAATTAAT GCTTCTCTTC 2640 

TTACRGTAGT TCAAATACAA AACTGAAATG AAATCCCATT GGATTGTACT TCTCTTCTGA 2700 
AAAGT6TGCT TTTTGACCCT ACTGGACATT TATTGACTTA ATTGCTTCTG TTTATTAAAA 2760 
TTGACXTTQCA AAGTTAAAAA AAAATTAAAG TTGAGAACAO GTATAAOTGC ACACTGAATA 2820 
„ GTCTAATCTA CATQTAACAC ATATTTTAGT GTGArTTTCT ATACTCTAAT CAGC3^CTGAA 2880 
50 TTCAGAGGGT TTGACTTTTT CATCTATAAC ACAGTGACTA AAAGAGTTAA GGGTATATAT 2940 
ACCATCACTT TGGQACTTGG TAGTATTATT AAAAGOTTAT rTCCTTCACT GTCAATAAAA 3000 
GTCCAAATGT TTAGCTTAGG TCTGAGAGTC AAACAATGTT AAGGATTOTC TTAAAOTTCC 3060 
TTAGCCAGCA AAACAAAACA AAACAAAACA AACAAATGAA AAAOGTTTAA AAAGAAGAAG 3120 
AAGAAAAAAA ACAAGAACAA GCAGCAACAG C f Urm 'tf ri ' GGGGCTATAG ATTTAAGTTA 3180 
55 GGCATAGTCA ATTTCAGAAT AACTAAGAGT GGAATATATG CATATGGTGA AATTATAACC 3240 
TTGCCCTTTT TTATTTGCCC TCTGOGATCC AOCTGCTTTT TAGAAGTCTG COGAGTQAGA 3300 
AGGCCACAGT ATCTCAT6CT GTTTQCATTA CA6AACTGCA GCTTTTCTAC TCTGAAAAGO 3360 
CCTGGGAGCA GAATGGCTGO OCTGCTGTGA GCAGGAGAGG AGATTCTAAG AAGGATAGTC 3420 
(XCCCTACAA CATACTGTCA TACTGCTGGG TTTTCATGGG TAGQAAAGCT TOTCXTTOACC 3480 
uO CCAGCAGCAA AGAGGTGGCA GGTCGCTAAT 6AATATATGC TTTATAATGT CCTTCTTCAT 3 540 
TGCIGAGAGG GCAGCCTTAO AGCTGTGQAT TTCTGCATCC CCCCTGAGtC TQACCCATGG 3600 
ACACCTGTTT CATTCACTTT AGCATCACAG TGACCTTTGT ATQCTCTGTT CAGTCTQTGT 3660 
CAG6CSVGTAT GCTrGTCCTG AAGAGAGGTT TGGCTATCCC CACCCCACCC CACCCCACCC 3720 
TGTTCCTTTT TTATCAG6AG GACTTCAGAG CCAGGCCTGC AGCATTTTGT TTGAAAACAC 3780 
55 AATCAGCTCT GACAGTTAGA CATGCACACA GACXSCXZATAG CTGGATTGQA AACATTGATG 3840 
TTTTAAAAAT TTATTTTTTT TGGAAATAGT TGCACAAATG CTGCAATTTA GCTTTAAGGT 3900 
TCTATAGATT TTTAACTAGT CCAACACAGT CAGAAACATT GTTTTGAATC CrCTGTAAAC 3960 
CAAGGCATTA ATCTTAATAA ACCAGGATCC ATTTAGGTAC CACTTGATAT AAAAAGGATA 4020 
TCCATAATGA ATATTTTATA CTGCATCCTT TACATTAGCC ACTAAATACG TTATTGCTTG 4080 
70 ATGAAGACCT TTCACAGAAT CCTATGGATT GCAGCATTTC ACTTGGCrAC TTCATACOCA 4140 
TGCCTTAAAG AGGGGCA6TT TCTCAAAAGC AGAAACATGC CGCCAGTTCT CAAGTTTTCC 4200 
TCCTAACTOC ATTTGAATQT AAGGGCAGCT GGCCCXXaUVT GTGGGQAGGT CaSAACATrT 4260 
TCTGAATTCX: CATTTTCTTQ TTCGCGGCTA AATGACAGTT TCTGTC3VTTA CTTAGATTCX: 4320 
^ GATCTTTCOC AAAGGTGTTG ATTTACAAAG AGGCCAGCTA ATAGCAGAAA TCATGACCCT 4380 
75 QAAAGAGAGA TGAAATTCAA GCTGTGAGCC AGGCAGGAGC TCAGTATG6C AAAGGTTCTT 4440 
GAGAATCAGC CATTTGGTAC AAAAAAQATT TTTAAA6CTT TTATGTTATA GCATGGAGCC 4500 
ATAGAAAGGC TATGGATTGT TTAAGAACTA TTTTAAAGTG TTOCAGACCX AAAAAGGAAA 4560 
AATAAAAAAA AAGGAATATT TGTAOCCAAC AOCTAGAAGO ATrOCAAGQT AGATTTTTOT 4620 
TTTAAAATGG AGAGAAGTGG ACAGATAAGG CCATTTAATA TATCAAAGAT CAGTTGACAT 4680 
oO CTCCTAGGGA ATGATGAAAA CAGCAGGCTA T 4711 



&eq ID NO: CI 11 DMA Sequence 

Nucleic Acid AccesBioa 9t NN_130a30.1 

Coding aequence i 1 . • 1746 
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ATGCCACTC5A 
GCCTACCATG 
GGG6CACGCA 
CTCRACACGC 
GCCCTGAGGA 
GGCTCGCTGC 
TTCCAGGGCC 
CAGCOSGCCC 
CTGGAATACA 
GGCAAGAATA 
GTCXTOXGC 
GTTAACCTGC 
TTCCACAACA 
CCRCCCAGCA 
CT6AA66AGC 
TATGACAACC 
GTCCTGATTC 
ACGGAGCTTC 
TTCX»CATGT 
CCAGG6AATA 
CTGGA6AACT 
TATQACAATC 
AACCAGCCTA 
GGCCAGTCCC 
GTGOCTAGTT 
TCGGTCTCTT 
ATTCAGGTCA 
ATTGCOGCCA 
TGTTGCTGCT 
TGTTAA 



AGCATTATCT 
6CTGCCCTA6 
TT6TOG0GGT 
ACATCACTGA 
TTGAGAAGAA 
GCTATCTCAG 
TGGACAGCCT 
ACTTCTCCCA 
TCCCTGACX3G 
GCCTCACCCA 
TGTATGAGAA 
AGGAACTGGC 
ACCACAACCT 
TCTTCATGCA 
TCTCTCTGGG 
ACATCTCTTC 
TTAGCOSCAA 
GGGA6CTGTC 
TGGCCAACCT 
TCTTCGCCAA 
TGCCCCTOGG 
CCTGGAGGTG 
GGTTAGGGAC 
TCATTATCAT 
ACCCAGAAAC 
CTACCACTGA 
CTGAT6ACCQ 
TTGTAAT1G0 
GCAA6AAGAO 



CCTTTTGCT6 
CGAGT6TACC 
GCCCACCCCT 
ACTCAATGAG 
TGAGCTGTCG 
CCTCGCCAAC 
TGAGTCTCTC 
GTGCAGCAAC 
AGCCTTCQAC 
CATCTCACCC 
CAGGCrCACO 
TCTACAGCAG 
CCAOAGACrC 
GCTOCCCCAG 
GATCTTCGGG 
TCTACCCGAC 
TCAQATCAGC 
CCTCCACACC 
GCA6AACATC 
CX5TCAATGGC 
CATCTTCGAT 
T6ACTCA6AC 
GGACACTGIA 
CAATOTCAAC 
ACCATGGTAC 
GCTAACCAGC 
CAGCX3TTTGO 
CATTGTCGCC 
GAGCCAAGCT 



31 

I 

GTGQGCTGCC 
TGCTGCAGGG 
CIGOCCT G GA 
TCX2C0GTTCC 
CX3CATCACGC 
AACAAGCTGC 
CTTCTGTCCA 
CTCAAGOAGC 
CACCTGGTAO 
AGGGTCTTCC 
GATATCCCCA 
AACCAGATTG 
TACCTGTCCA 
CTCAACCGTC 
CCCATGCCCA 
AATGTCTTCA 
TTCATCTCCC 
AAOQCACT6C 
TCCCT6CAGA 
CTCATGGCCA 
CACCTQGGGA 
ATCCTTCOGC 
CCrGTQTGTT 
OTTQCTGTTC 
CCAGACACAC 
CXrroTGGAAG 
GGCATGACCC 
CTGGCXrrOCT 
GTCCTGATGC 



41 
I 

aagcctgggg 
cctccx:aggt 
ao6cx:atqag 

TCAATATCTC 

ctggggcctt 
aggttctgcc 
gtaaccagct 

TGCAGTTGCA 

gactcacgaa 

AGCACCTGGG 
TQGGCACTTT 
GACTGCTCTC 
ACAACCACAT 
TTACTCTCTT 
ACCTGCGGGA 
GCAACCTCCG 
GGGGTGCCTT 
AG6AGCTGGA 
ACAATG6CCT 
TCCAGCTGCA 
AACTGTCTGA 
TCOGCAACTG 
TCAGCCCAGC 
CAAGCGTCCA 
CCAGTTACCC 
ACTACACTGA 
AG6CCCAGAG 
CGCTGGCTGC 
AGATGAAOGC 



51 



TGCAGGQTTG 
GGAGTGCACC 
CCT6CAGATC 
AGCCCTCATC 
CCGAAACCTG 
CATCGGCXrrC 
GTTGCAGATC 
G66CAACGAC 
GCTCAATCTG 
CAATCTCCAG 
TGATGGGCTT 
CCCTGGTCTC 
CTCCCAGCT6 
TGGGAATTCC 
GCTTTGGCTC 
CCA6TTGCAG 
CAA0GG6CTA 
0GG6AATGTC 
CAGACAGCTC 
GAACAACCAG 
GCTGCGGCTG 
GCTCCTGCTC 
CAATOTGCX3A 
T6TC0CTGA0 
TQACACCACA 
TCTGACTACC 
CGGGCTGGCC 
CTGCGTGGOC 
ACCCAATGAG 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1746 



Seq ID NO: C112 DKA Sequence 

Nucleic Acid Aecesaion #i HM_002 658.1 

Coding sequence: 77.. 1372 

1 11 21 31 41 SI 

) 1 ) 1 i 1 

GTCCCCGCAG CGCCGTCOOG COCTOCTOCC QCAGGCCACC GAGGCCGCC6 CO GTCTAGOG 
CCCCGACCTC GCCACaVTGA GAGCXXTGCT GGCX3CX3CCTQ CTTCTCTGOG TCCTGGTGGT 
QAGCQACTCC AAAGGCAGCA ATGAACTTCA TCAAGTTCCA TCGAACTGTG ACTGTCTAAA 
TGGAGGAACA TGTGTGTCCA ACAAGTACTT CTCCAACATT CACTGGTGCA ACTGCCCAAA 
GAAATTCGGA GGGCAGCaCT GTQAAATAGA TAAOTCAAAA ACCT GCTAT G AGGGGAATCG 
TCACTTTTAC C6A0GAAAG6 CCAGCACTGA CACXAIGGGC GQGCCCTGCC TGCX3CTGGAA 
CTCTGCCACT GTCCTTCAGC AAACGTAOCA TGCCCACAGA TCTGftTGCTC TTCAGCTGGQ 
CCTGGGGAAA CATAATTACT OCAGQAACCC AGACAACCGG AGGCX3ACCCT GGTGCTATOT 
GCAGGTGGGC CTAAAGCXX3C TTOTCCAAGA GTGCATGGTG CATGACTGCG CAGATGGAAA 
AAAGCCCTCC TCTCCTCCA6 AAGAATTAAA ATTTCAGTGT G6CCAAAAGA CTCTGAG GCC 
CG6CTTTAA0 ATTATTGGGG GAGAATTCAC CACCATG6AO AACCAOCCCT GGTTTOCX3GC 
CATCTACAG6 AGGCACCX3GG GQGGCTCrGT CACCTAOGTS IGTGGAGGCA GCXTTCATCAG 
CCCTTGCTGG GTGATCAGCG CCACACACTG CTTCATTGAT TACCCAAAQA AGGAGGACTA 
CATCQTCTAC CTGGGTOGCT CAAGGCTTAA CTCCAACACG C3UVGGGGAGA TQAAGTTTQA 
GGTGGAAAAC CTCATCCTAC ACAAGGACTA CAGOGCTGAC ACGCTTGCTC ACCACAACGA 
CarTGCCTTG CT6AAGATCC 6TTCX3UVGGA GGGCAGGTGT GC5GCAGCCAT CO0Q6ACTAT 
ACAGACCATC TGCCTGOCCT CGATGTATAA CSGATCTCCAa TTTGQCACAA GCTGTCAGAT 
CACTGGCTTT GGAAAAGAGA ATTCTACXX3A CTATCTCTAT CCX3GAGCA6C TGAAAATGAC 
TGTTGTGAAG CTGATTTCCC ACCGGGAGTG TCAGCAGCCC CACTACTAOG GCTCTGAAGT 
CACXACCAAA ATGCTATGTG CTGCTGACCC CCAATGGAAA ACAQATTCCT GCCAGGGAGA 
CTCAGGGGOA CCCCTOgrCT GTTCCCTCCA AGGCCX3CATG ACTTTGACTQ GAATTGTQAQ 
CTGGGGCCGT GGATGTGCCC TGAAGGACSVA OCCAGGOGTC TACACGAGAG TCTCACACTT 
CTTACCCTGG ATCCGCAGTC ACACC3y«3GA AGAGAATGGC CTGGCCCTCT QAGGGTCCCC 
AGGQAGGAAA OGGGCACX^C CCGCTTTCrT GCTGGTTGTC ATTTTTGCAG TAGAGTCATC 
TCCATCAGCT GTAAGAAGAG ACTGGGAAGA TAGGCTCTGC ACAGATGGAT TTGCCTGTGG 
CACCACCAG8 GTOAACOACA ATAGCTTTAC CCTCAOMAT AGGCCTGGOT GCTGGCTGCC 
CAGACCXTCT GGCCAGGATG GAGGGGTGGT CCTGACTCAA CATGTTACTG ACCAGCAACT 
TGTCTTTTTC TGQACTGAAG CCTGCAGGAG TTAAAAAGGG CAGGGCATCT CCT6TGCATG 
GGCTCGAAGG 6AGAGCCAGC TCCCCCGACC GQTGGGCATT TGT QAGG COC ATGGTTGAGA 
AATGAATAAT TTCCCAATTA GGAAGTGTAA GCAGCTGAGG TCTCTTGAGG GAGCTTAGCC 
AATGI06QAG CAGCBGTTTG GGGAGCAGAQ ACACTAAOGA CTTCAGGGCA GGGCTCTQAT 
ATTCCATOAA TGTATCAGGA AATATATATG TGTGTGTATO TTTGCACACT TCTTGTCTGG 
QCIGTGAGTG TAAGTGTGAG TAAGAGCTGG TGTCTGATTG TTAAOTCTAA ATATTTCCTT 
AAACTGTGTG GACTGTGATG CCACACAGAG TGGTCTTTCT GGAGAGGITA TAGGTGACTC 
CTGGGGCCTC TTGGQTCXX5C CACGTGACAG TGCCTGGGAA TGTAC TTATT CTGCAGCATG 
ACCXGT6ACC AGCACTOTCT CAGTTTCACT TTCACATAGA TGTCCCTTTC TTGGCCAGTT 
ATCCCTTCCT TTTAGCCTAG TTCATCCAAT CCTCACTGGG TGGGGTGAGG ACCACTCCTT 
ACACTGAATA TTTATATTTC ACTATTTTTA TTTATATTTT TCTAATTTTA AATAAAAGTG 
ATCAATAAAA TGTGATTTTT CTGA 

Seq ID K0« C113 DNA Sequence 

ETudeic Acid Accession #: XM_0B72S4.1 

coding sequences 47.. 2332 
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] " 21 31 41 51 

ACAGTAOgro TTTACAGATA AAACTGGTAC ACTGACACSAA AATGAGATX5C AOTTTCGGGA 60 

- ATGTTCAATT AATGGCATGA AATACCAAGA AATTAATQOT AGACTTCTAC COQAAGGACC 120 

J AACACCAGAC TCTTCAGAAO GAAACTTATC TTATCTTAOT AGTTTATCCC ATCTTAACAA 180 

CTTATCCCAT CTTACAACXA G Xr^ i;it:m ' CAGAACCACT CCTGAAAATO AAACTQAACT 240 

AA TTAAAGA A CATGATCTCT TCTTTAAAGC AOTCAGTCTC TGTCACACTG TACAGATTAG 300 

CAATGTTCAA ACTGACTCCA CTGGTQATGG TCCCTGGCAA TCCAACCTCQ CACCATOGCA 360 

- ^ GTTGGAGTAC TATGCATCTT CACCRQATGA AAAGOCTCIA GTAGAAGCTG CTQCAAOGAT 420 
lU TGGTATTGTO TTTATTGGCA ATTCXQAAOA AACTATOGAC OTTAAAACTC TTQGAAAACT 480 

GGAAOQGTAC AAA CTGCT TC ATATTCTGQA ATTTGATTCA GATCGTAGGA GAATCAGTCT 540 

MTrGTrOiQ GCACCTTCAO GTGAQAAGTT ATTATTTOCT AAAGGAGCTO AOTCATCAAT 600 

TCTCCCTAAA TGTATAGGTO GAGAAATAGA AAAAACCAGA ATTCATGTAO ATOAATTTGC 660 

- - TTTGAAAOGQ CTAAGAACTC TQTGTATAGC ATATAGAAAA TTTACATCAA AAGAGTATGA 720 
1^ GGAAATAGAT AAACX3CATAT TTGAAGCCAG GACTOCJCTTG CAGCAGOSGG AAQAGAAATT 780 

QGCAGCTGTT TTCCAGTTCA TAGAGAAAGA CCTGATATTA CTTCGAGCCA CAGCAOTAGA 840 

AOACAGACTA CAAGATAAAG TTCX3AGAAAC TATTQAAGCA TTGAGAATGQ CTCOTATCAA 900 

AQTATGGGTA CTTACTGGGG ATAAACATGA AACAQCXGTT AOTOTCAOTT TATCATOTGG 960 

CCATTTTCAT AGAACX:aTQA ACATOCTTOA ACTTATAAAC CAGAAATCAG ACROCGROTO 1030 

TGCTGAACAA TTCAGGCAQC TTQCCAOAAG AATTACAGAO GATCATGTCA TTCAGCATOG 1080 

GCTGGTAQTO QATGGGACCA GCCTATCTCT TGCACTCAGG GAGC31TQAAA AACTATTTAT 1140 

GGAAGTTTGC AGAAATTGTT CAGCTGTATT ATGCTOTCGT ATGGCTCCAC TGCAGAAAGC 1200 

AAAAGTAATA AGACTAATAA AAATATCACC TGAGAAACCT ATAACATTCG CTGTTGOTGA 1260 

TGGTOCTAAT QACGTAAGCA TGATACAAOA MXXCHTGn GGCATAGQAA TCATGGOTAA 1320 

AQAAGGAAOA CAGGCTGCAA GAAACROTGA CTATGCAATA GCCAGATTTA AGTTCCTCTC 1380 

F^*"*^^ TTTGTTCATG GTCATTTTTA TTATATTAGA ATAGCTACCC TTOTACAGTA 1440 

TTTTOTTTAT AAGAATGTGT GCTTTATCAC ACXXXa^GTTT TTATATCAGT TCTACTGTTT ISQO 

GTTTTCTCAO CAAACATTGT ATQACAGOGT GTACCTGACT TTATACAATA TTTCTTTTAC 1560 

TTCCCTACCT ATTCTGATAT ATAGTCTTTT COAACAGCAT GTAGACCCTC ATOTOTTACA 1620 

AAATAAGCCC ACCCTTTATC GAGACATTAG TAAAAACXX3C CTCTTAAGTA TTAAAACATT 1680 

TCnTATTGG ACCATCXntSG GCTTCAGTCA TGCCTTTATT TTCiT m "i\i GATCCTATTT 1740 

ACTAATAGGO AAAGATACAT CTCTGCTTGG AAATGGCCRG ATGTTTGGAA ACTGGACATT 1800 

TGG CACTT TG GTCTTCACAQ TCATGGTTAT TACAGTCACA GTAAAGATGG CTCTOGAAAC 1860 

- - TCATTTTTGG ACTTGGATCA ACXSiTCTCOT TACCTOGGGA TCTATTATAT TTTATTTTOI 1920 
J J ATTTTCCTTG TTTrATGOAG GQATTCTCTO 6CCATTTTTQ GOCTCCCaaA ATATOTATTT 1980 

TGTGTTTATT C3U5CTCCTST CAAGTGGTTC TOCTTGGTTT GCCATAATCC TCATGGTTGT 2040 

TACAIGTCTA TTTCTTGATA TCATAAAGAA GGTCTTTGAC CQAGACCTCC ACXOTACAAG 2100 

TACTQAAAAG GCACAGCTTA CTGAAACAAA TGCAGGTATC AAGTGCTTQO ACTOCaTCTG 2160 

CT6TTTCCOG GAAGGAGAAG CAGOGTGTGC ATCTGTTSGA AGAATOCTOG AACQAGTTAT 2220 

*tU AGGAAGATGT AGTCCAACCC ACATCAGCAG ATCATOGAGT QCATOOGATC CTTTCTATAC 2280 

CAACGACAGG AGCATCTTQA CTCTCTCCAC AATGGACTCA TCTACTT6TT AAAGGGGCAG 2340 

TAGTACTTTG TGGGAGCCAG TTCACCTCCT TTCCTAAAAT TCACrrOTOAT CACCCTGTTA 2400 

ATGGCCACAC TAQCTCT6AA ATTAATTTCC AAAATCTTTO TAQTAGTTCA TACCCACTCA 2460 

GAOTTATAAT GGCAAACAAA CAGAAAOCAT TAGTACAAOC CCCTCCOUW: ACCCTTAATT 2520 

TQAATCTX3AA CATGTTAAAA TTTOAGAATA AAGAGACATT TTTCATCTCT TTOTCTGGTT 2580 

TGTCCCTTGT OCTTATGGGA CTCXTPAATGG CATTTCAOTC TGTTGCTGAG GCCATTATAT 2640 

TTTAATATAA ATGTAGAAAA AAGAGAGAAA TCTTAOTAAA QAGTATTTTT TA0TATTA6C 2700 

TTQATTATTa ACTCTT CTAT TTAAATCTQC TTCTOTAAAT TATGCIGAAA GTnXSCCTTQ 2760 

AGAACTCTAT TTTTTTATTA QA6TTATATT TAAAGCTTTT CATGGQAAAA GTTAATGTGA 2820 

ATACTGAGGA ATTTT06TCC CTCAGTGACC TOTOTTOTTA ATTCATTAAT OCATTCTGAG 2880 

TTCACAGAGC AAATTAGGAG AATCATTTOC AAOCATTATT TACTCCAGTA TGGGGAGTAA 2940 

ATTTATACCA ATTCCTCTAA CTGTACTGTA ACACAGCCTO TAAAGTTAGC CATATAAATQ 3000 

CAAGGGTATA TCATATATAC AAATCAGQAA TCAOGTC08T TCACXMAACT TCAAATTGAT 3060 

2!II*^'^^ ATTTTTGTOA CftGAOTATAA A6ACCCTATA (mSOOTAAAT TAGATACTAT 3120 

TAGCATATTA TTAATTTAAT GTCTTTATCA TT66ATCTTT TGCATGCTTT AATCTCOTTA 3180 

ACA TATTTA A ATTTGCTTTT TTTCTCTTTA CCTGAAOGCT CTGTOTATAG TATTTCATGA 3240 

CAT05TTGTA CAGTTTAACT ATATCAATAA AAAGTTTGGA CAGTATTTAA ATATTOCAAA 3300 

TATOTTTAAT TATACAAATC AGAATAGTAT GGGTAATTAA ATGAATACAA AAAGAAGAGC 3360 

CTCTTTCTGC AOCXSACTTA OACATOCTCT TCCCXTTCTA TAAGCTAOAT TTOQAATAA 3420 

AGGGTTTCAO TTAATAATCT TATTTTCAGG TTATGTCATC TAACTTATAO CAAACTACCA 3480 

CAATACAGT6 AGTTC TQCCA GTGTCCCAGT ACAAGGCATA TTTCAGGTGT GGCXGIGGAA 3540 

TOTAAAAATG CTGAACTTOT ATCAGGTAAT GTTAGCAATA AATTAAATGC TAAGAATGAT 3600 

TAATCGGGTA CAT6TTACT6 TAATTAACTC ATTGCACTTC AAAACCTAAC TTCCATCCTO 3660 

^- AATTTATCAA GTAGTTCAGT ATTGTCATTT GrTTTTOTTT TATTGAAAAG TAATOTTOTC 3720 

Ilifi^™''^ GAAGTXSATTA TTAGCTTGAQ AACTATTACC CAQCTCTAAO CAAATAATOA 3780 

TTGTATACAT ATTAAGATAA TGGTTAAATO CGGTTTTACC AAGTTTTCCC TTCAAAATOT 3840 

AATTCCTTTA TGGAGATTTA TTGTGCAGCC CTAAGCTTCC TTCOCATTTC ATQAATATAA 3900 

GGCTTCTAGA ATTGGACTGG CA GGGG AAAG AATGGXAGAO AC3WSAAATTA AGACTTTATC 3960 

CTTGTTTQCT TGTAAACTAT TATTTTCTTO CTAATGTAAC ATTTGTCTOT TOCAGTGATO 4020 

/U TAAGGATATT AAGTTATTAA GCTAAATATT AATTTTCAAA AATAOTCCTT CTTTAACTTA 4080 

GATATTTCAT AGCTGQATTT AGGAAGATCT OTTATTCTGG AAGTACTAAA AAGAATAATA 4140 

C3UVCGTACAA TQTCTQCATT CACTAATTCA TGrTCCAOAA GAGGAAATAA TGAAGATATA 4200 

CrCAGTAGAG TACTAGGTGG GAGGATATGG AAATTTGCTC ATAAAATCTC TTATAAAACG 4260 

TGCATATAAC AAAATOACAC CCAOTAGGOC tGCATTACAT TTACaiOACX: GTCTTTATTT 4320 

/J GCCATCAAAT AAACTGAOTA CT6ACACCAG ACAAAGACTC CAAAGTCATA AAATAGCCTA 4380 

TGACCA ACTG CAGCAAGACA GGAGGTCAOC TOGCCTATAA TGOTOCTTAA AGTGTGATTO 4440 

ATGTAATTTT CTGTACTCAC CATTTGAAOT TAGTTAAGQA QAACTTTATT TTTTTAAAAA 450 Q 

AAGTAAATX3G CAA CCACTAG TGTGCTCATC CXGAACXGTT ACTCXAAATC CACTCCGTTT 4560 

«^ TTAAAGCAAA ATTATCTTQT QATTTTAAGA AAAGAGTTTT CTATTTATTT AAGAAAOTAA 4620 

OU CAATGCAOTC TQCAAGCTTT CAGTAGTriT CTAGTGCTAT ATTCATCCIG TAAAACTCTT 4680 

A CT AOSTAAC CAOTAATCAC AAGGAAAOTO TCCCCTTTGC ATATTTCTTT AAAATTCTTT 4740 

CTTTGGAAAG TATQATQTTX3 ATAATTAACT TACCCTTATC TGCCAAAACC AGAGCAAAAT 4800 

GCTAAATAOO TTATT6CTAA TCAGTGGTCT C»AATOQATT TGCCTCCCTT TGCX30GTCT 4860 

GAGGGCTOTA AGCCTQAAGA TAOTOGCAAG CACCAAOTCA GTTTCCAAAA TTOCCOCTCA 4920 
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QCTGCTTTAA 
GGACCAAAGT 
AGGGGAGAAT 
ATACACAAAG 
CAGA6GCAAA 
AGGTCATTTC 
ATAGGCAGGA 
TGCTACTCTG 
TTTTCCTQTA 
CAAAGAGTTA 
CTATTTTGAA 
TGTGAAATAA 
AATCATQOTA 
GGTTTAAAAT 
TGCATTGTCA 
GAAGTTATAT 



GTGACTCAGC 
ATGGGCCAGO 
TTATGGTCTO 
GCTTCCAGAC 
TCAACCCTAG 
TACTGGAAAA 
GTCAAG6CCA 
AAAAATCTGG 
AAGATCAGTT 
CGTAAAACAT 
ATGAGTTATC 
CTTGAATGTT 
ATTTAlQATTT 
TTTG6A0CT6 
6TAAATGTAG 
TTATCAAATA 



ACCCTGCCTC 
GAGAACTACA 
AATTTTCTAA 
CTGAGGCACA 
GAAATACTTG 
GATTGTQAGA 
CTAGAAAATT 
T6AAG6CTGT 
T66GGTAT6A 
GTTTTATTAA 
TATTTTCATA 
GTTCCTATAA 
TTATGAG6AA 
ASACACTGTQ 
TATATTATTS 
AAAACTTTGC 



AGCTTCAGCA 
GCTAGGAAGA 

crtfrocrcrr 

CCCAGGCCCT 
CATTCTGCCC 
TTGAACTTAT 
GACAGTTAAG 
A0GAAAA6GG 
TATAAGCAGG 
TTTTGGTCCC 
AAAGTAAAAC 
AAAATAGATC 
TGAGTATCTO 
GCTGTCTAAT 
TACAGCTACT 
TATAT 



GGOGTAGGCT 
CCTGCTGTCG 
TCTTQGGTCT 
ATCCTGAACA 
TACGGTTAGT 
CTGATCGCTT 
AGCCAAAAOT 
AOAATCTTCC 
TATTAATAAA 
CACXTTACAGA 
ACTATTAAAG 
ATAACTCATG 
GAAATATTGT 
GIAATGCITT 
CATAATTTTT 



CACCCTGGGC 
AGTTGAGAAA 
AAAGCTCATA 
GGAGACTAAA 
ACCAGGACTG 
GAGACTCCTA 
TTTTAAAATA 
ATQTTGGTGT 
AATAACACAC 
CATTTTATTT 
TGCT6TTTTA 
ATATGTTTGT 
AGCAATACTT 
AAAAATTCTC 
TAAAGTTTAT 



4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 
5B20 
5855 



Seq ID NOs C114 SNA Sequence 
Nucleic Acid Accession ft: XM_0B7461.1 
Coding sequence : 23 6 1 13 & 

1 11 21 31 41 SI 

I I I I 1 ^ 

CCGGCGCCGG GGGCGOCGGO QAACCCCAAA CGCAACOGGG TCTG6AGGGA TCCCCXKX3CC 
GAGCCAGCCG CC6TCACCQC CTC0GCGCX2G CCCCTGCGGG CTTGGCAGGC GCCCGGCGCG 
CCCGCACTGC GCCCGGCCGC CGGCTOXGC GGTCCCACCXS TGAGCTCX3CC GGCCXX3TOGC 
CCGCTCGCCA TOCAACCGCC GCCGGCCTCG C6CGCGTAGG OGCCCGCCGC AGGCCATGCT 
QCCCCtGCrC GCCOCGCTCC TOGCOOCOGC CTOCCCGCTG CXX3CCCGTCC GCX3GCGGGGC 
CGCGGACX3C6 CCOGGCCTCC TOGQGGTGCC CTCCAATGCT TCAGTC»AOa CGTOCTCOGC 
GGCGAGCCCA TCGCCCCGCG GCTGCTGGCC TCGGCGGCCC CCGGGCCCCC CQAGCGCCCO 
GGCCCGQAGG AGGCGGCGGC GGGGGCGGCG CCTGTGCAAC ATCAGOGTGC AGOGGCAOAT 
GCTGAGCTCG CTOCTCGTGC GCTGGGGCXX3 CCCGCGGG6C TTCCAQTGOG ACCTACTGCT 
CTTCTOCAOC AA0G0SC3VCG G(X3GCGCTTT CTTCGCOGCC GCCTTCCACC GCGTCGGGCC 
GCX>3CTQCTC ATOGAGCACC TGGGGCTG6C Q6CGGGCGGC GCGCAGCAGG ACXTTGCQCCT 
CTGCGTGGGC TGCGGCTGGG TGCGCGGTCG COGCACCGGC CGCCTCCCSGC CCGCCGCCXSC 
CCCCAGCGCC GCCGCCGCCA CCGCCGGGGC 0CCCACCGCX3 CTGCCAGCCT ACOCCGCGGC 
0SA6CG6CCC GGGCXX5CTGT GGCTGCAGGG CGA6CCGCTG CATTTCTGCT QCCTAGACTT 
CAOCCTOaAG GAGCTOCRGQ GCGAGCCGQO CTOGOGGCTG AACCGTAAGC CCATTGAGTC 
CA<3GCTG6T6 GCCTOCTTCA TGACCCTGOT CATCGTGGTG TGGAGCGTGQ CCGCCCTCAT 
CTGGCCGGTG CCCATCATCG CCGGCTTCCT GCCCAACGGC ATGGAACAQC QCmSACCAC 
CGCCAGCACC ACCGCAGCCA CCCCCGCCGC AGTGCCCGCA GGGACCACCG CA6C0QOCGC 
CX3C0GCCGCC GCTGCCQCCX3 CCXSCCGOGGC C56TCACTTCG GGGGTGGCGA CCAAGTGACC 
0GCTCXX5CTC CTCCCT6TGT CCX3TCCTGTO TCX3GCX3C3GCO CQGGTGCCTT TCCC6CCGGA 
GACTCGGCJCG GTGTGCTT06 TGCTOTAGTT ATOGTTAGTT CCTCTTCCCQ AGATGGGGCC 
GCCGAGAGAC CCCAGOSCCr TTGAAAAGCA AGGTTTGTGC TGCGCTTCCA GTTCCGAAAA 
GCAGATGTTT AAGCCXnTTOG ACTGAGGGTG GGATCGCAGC TCXXSAAGAOG GAGAGGAQGG 
AAATGGGGCC CTTTOXCTC TATTGCATCC CCCTGCCGQA CXCCTTCCCC 6CACX3CACGT 
GCCCTAGATT C^TGGCaGAA AATGACC»AA TCCTGTGTAT TTGTTTTATA TATTTAATAA 
CTQTTTTAAA TQAAAQTTTT AGTAAAAAAA ATACAAAACA AAAAGATTAA ATT GCT-ATTG 
CTGTAGTAAG AGAAQCTCTT TGTATCTGAA CATA6TTGTA TTTGAAATTT GTGGTTTTTT 
AATTTATTTA AAATTCGGGG GAGGGCATGG GAAGGATTTA ACACCGAXAT ATTGT TAro B 
CTGAAAATGA ACTTTATGAA CCTTTTCCAA GTTGATCTAT CCAOTGAOOT GGCCTGGTGG 
GOGTTTCTTC TTCrTACTTAT GTOGTTTTTT GGCXTTTAAT ACAGACATTT TCCTCC 

Seq ID NO I C115 DSA Sequence 
Nucleic Acid Accession #i XM_051522.4 
Coding sequence: 12 7.. 12 15 
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ACAGTTGTTG 
AGCGAGCCCA 
AfflUlGGATGG 
TG0CCAT6CA 
AACAAAAG06 
ATGATTGCCA 
AOGCACTGCT 
6TCTGGGTGG 
GTCACACACC 
A60GTGGACC 
ATGGTACGCC 
GACACCTACT 
TTCTACCCOG 
TTGGGCTTTG 
ATCTCGGCGT 
GTGGTCTTCC 
ATCCTGCACT 
GTCACACAGT 
AATCGCAACT 
GGGCTCACCA 
CAGAGCACCA 
GGGTGATGGG 
AGTAGAGTGA 
CAGCTGTCAT 



11 
1 

CAAAGTGCTC 
GCCAGCCCAG 
ATCTGCATCT 
ACA6CA6GGA 
TCCTGCTCTA 
ACTC06TGGT 
ACATCTTGAA 
TCAGTCTCGT 
TCATCTTCTC 
GCTACCTCTC 
GTGTOGTCTG 
ACCTGAAGAC 
AGCACAGCAT 
CCGTTCCCTT 
CCAGTGACCA 
TTGTCTGCTG 
AC ATCC CTTT 
GCCTGTOGCT 
ACAGGTAG6A 
AGCTCATOQA 
AATGATCT6C 
0CCTATG6TT 
AGAGGG6AGC 
TTGGCiaTQC 



21 



AGCACTAAGG 
CCAGCCCAGC 
CTTCGACTAC 
CTGCATOGTG 
CAOGCTCTCC 
GGTCIGGGrG 
CCTGGCCATT 
6CA6CACAAC 
CATCAACCTC 
CATCACCTAC 
CATCCTGGTO 
CGTCAOGTCT 
CAAGGAGTG6 
CTCCATTATC 
OGAGAAGCAC 
GCIGCCCTAC 
CACCTGCCGG 
GGTGCACTGC 
GCTGATGAAG 
TQCCTCCAGA 
CCTGQAOAGG 
TTCTAGAGCA 
A06T6CCCCC 
OTGCIGACAG 



31 
I 

GAGCCA6GGC 
CAGCCCG6AG 
TCA6AGCCAG 
GTGGACAOGG 
TTCATTTACA 
AATATGCAGG 
6CCQACCT0T 
CAGTOGCCCA 
TTCGGCAGCA 
TTCACCAACA 
TGGCTGCTGG 
GC6TCCAACA 
CTGATCGGCA 
GCTOTCTTCr 
AGCA6CCGGA 
CAGBTG6CGG 
CTG6AGCA08 
TGCQTCAACC 
GCCTTCATCT 
6TCTCAGAGA 
CTCTGGGACO 
AAGCAAAGIA 
TGCATCCATT 
TTTTGCAACA 



41 
I 

ACAGCACAOC 
GTCATTTGAT 
GGAACTTCTC 
TGATGTGTCC 
TTTTCATCTT 
OCAAGAGCAC 
GGOTTGTCCT 
TGGG06AGCT 
TTTTCTTCCT 
CCCCCAGCAG 
CCTTCTGOjT 
ATGAGACCTA 
TGGAGCTGGT 
ACTTCCTGCT 
AGATCATCTT 
TGCTGCTGGA 
CCCTCTTCAC 
CTGTCCTCTA 
TCAAGTACTC 
GGGA6TACTC 
GGTTTACTTG 
GCTTCGGGTC 
CTCTCTTTCT 
OGCASAGCTG 



51 
! 

GAOQAAaGCG 
T6CCG0CCTC 
GGACATCAGC 
CAACATGCCC 
GGTCATGGGC 
AGGCTATGAC 
CACCATCCCA 
CA06TGCAAA 
CACGTGCATG 
CAGGAAGAAG 
GTCTCTGCCT 
CTGCOGGTCC 
CTCOGTTGTC 
GGCCAGAGCC 
CTGCTA0GT6 
CATCTTCTCC 
GGCCCTGCAT 
CAGCTTCATC 
GGCCAAAACA 
TGCCTTGGAG 
TTTTTGAACA 
TT&XGCTTQ 
CTTGATGACG 
TGTOGCACAO 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 



1273 



wo 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



CAGTGCFGTG 

' mnxj - m rr 

TCTCACTATT 
TGGGAGQCAT 
AGTTTTQACT 
ATATAAATAT 
ATCTQTQTOG 
TTGTGACATT 
T6CAAATCTG 
ATTTTTTTTT 



G6TCAQA0GC 
TCCTGAATTT 
GGTGTACCTT 
AQTGCTOACA 
AAGGATGACA 
ATAAATATAT 
TOTTTTOTAC 
AATAOTATTO 
CACACACAAC 
AATAAAGATT 



AOCTQAGGAC 
TTTATAT6GT 
ATAAATOTAT 
TATATTCAQA 
CTAATTGTTA 
GCCAQTCTTO 
OOGCAOCSaGA 
TAAAGTTACA 
GAACAGTTGC 
TTTGTTTCCT 



AGGCTTGOCT 
GATTTSTATT 
TTGAAAOTTA 
GTGTTGTAGT 
GCTGTTTTGA 
GCTGAAATGT 
TATGGAAOGA 
TTTTAAAATA 
ATTTCAGAGA 



GGACTTCTGT 
TAAATTTTAA 
AATATATTTT 
TTTAAGGTTA 
AATTATATAT 
TTTATTTACC 
AAACTQCTTT 
AACAAAAAAC 
GTTCTCTCAA 



AAGATAGGAT 
GACTTTATTT 
AAATATTGTT 
60GTGACTTC 
ATATAAATAT 
ATAGTTTTAT 
GTAAT6C3VGT 
rGTTGTQGAC 
TTTGTAAOTT 



1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2010 



Seq ZD NO: C116 OKA Sequence 

Nucleic Acid Acceseion «i MN_000350.1 

Coding sequences 82.. 6903 



51 



1 11 21 31 41 

I I I I 1 I 

CTOQCTCrrA ACOGCOTTTA TOTCCTTTGC TGTCTGAGGG GCCTCAQCTC TGACX^VATCT 60 

GQTCTTOQTG TGOTCATTAO CATQGGCTTC GTGAGACAGA TACAGCTTTT GCTCTGQAAG 120 

AACTGGACOC TGOGGAAAAG GCAAAAGATT CGCTTTGTGG TQGAACTOGT GTG6CCTTTA 180 

TCTTTATTTC TG6TCTTQAT CTGOTTAAQG AATGGCAACC 06CTCTACAB CCATCATQAA 240 

TGGCATTTGC CCAACAAQGG GAT6CCCTCA GCA0GAAT6C TGCCGTGOCT CCAGGGQATC 300 

TTCTGCAATO TGAACAATCC CTGTTTTCAA AOCCCCACCC CAGGAGAATC TCCTGGAATT 360 

GTGTCAAACT ATAACAACTC CATCTTGGCA AGGGTATATC GAGATTTTCA AGAACTCCTC 420 

ATGAAT6CAC CAGAGAGCCA GCACXTTrGGC 0GTATTT6QA CAGAGCTACA CAXCTT6T0C 480 

CAATTCATGO ACACX!CTCOO 6ACTCACX303 GAGAGAATTG CAGGAA6AGG AATAGGAATA 540 

AG06ATATCT TGAAAGATGA AGAAACACTG ACACTATTTC TCATTAAAAA CAT06GCCTG 600 

TCTGACTCAG TGOTCTACCT TCTGATCAAC TCTCAAOTCC GTCCASAGCA GTTCGCTCAT 660 

GQAGTCCXX30 AGCTGGCGCT GAAGGACATC GCCTGCAGCG AGGCCCTCCT GGAOOGCTTC 720 

ATCATCTTCA GCCAGAGACG CGGGGCAAAG ACGGTGC6CT A TGOC CTGTG CTCCCTC7CC 780 

CAGGGCACOC TACAGTOGAT AGAAaAGACT CTGTATGCCA Aa3TG6ACTT CTTCAAGCTC 640 

TTCCGTGT6C TTCCCACACT OCTAQACAGC OGTTCTCAAO GTATCAATCT 6AGATCTTGG 900 

GGAGGAATAT TATCTGATAT OTCACCAAGA ATTCAAGAGT TTATCCATCG GGOQAGTATG 960 

CAGGACTT6C TGTGGGTGAC CAGGCCCCTC ATGCAGAATG GTGGTCCAGA 6ACCTTTACA 1020 

AAGCTGATGO GCATCX:TGTC TGACCTCCTG TGTGGCTACC COQAGGGAQG TGGCTCTOQG 1080 

6TGCTCTCCT TCAACTGGTA TQAAGACAAT AACTATAAGG CCTTTCIGGG GATTGACTCC 1140 

ACAAGGAAGG ATCCTATCTA TTCTTATGAC AGAAGAACAA CATCCTTTTG TAATCCATTG 1200 

ATCCAGAGCC TGGAGTCAAA TCCTTTAACC AAAATC3GCTT GGAGGGCGGC AAAGCCTTTG 1260 

CTGATGGGAA AAATCCTOTA CACTCCTGAT TCACCTGCAQ CACGAAGGAT ACTGAAGAAT 1320 

GCCAACTCAA CTTTTGAAGA ACTGGAACAC GTTAGGAAGT TGGTGAAAGC CTGGGAAQAA 1380 

GTAGGGCCCC AGATCTGGTA CTTCTTTGAC AACAGCACAC AGATGAACAT GATCAGAGAT 1440 

ACCCTGGGGA ACCCAACAGT AAAAGACTTT TTGAATAGGC AGCTTG6TGA AGAAGGTATT 1500 

ACTOCTGAAO CCATCCTAAA CTTCCTCTAC AAGGGCJCCTC GGGAAAGCCA GGCTGAOGAC 1560 

ATGGCCAACT TOGACTOGAO GQACATATTT AACATCACTG ATOGCACCCT COGOCTOGTC 1620 

AATCAATACC TGGAGTGCTT GGTCCTGGAT AAGTTTGAAA GCTACAATGA TQAAACTCAG 1680 

CTCACCCAAC GTGCCCTCTC TCTACTGGAG QAAAACATGT TCTGGGCOGO AOTGGTATTC 1740 

CCTOACATOT ATCCCTGGAC CAGCTCTCTA CCACCCCACO TQAAOTATAA aATCXX3AAT0 1800 

GACATAGAOS TGGTGGAQAA AACCAATAAG ATTAAAGACA GGTATTGGGA TTCTGGTOCX: 1860 

AGAGCTGATC CXX3TGGAAGA TTTCOGGTAC ATCTGGGGCG GGTTTGCCTA TCTGCAQGAC 1920 

ATGGTTGAAC AGGGGATCAC AAGGAGCCAG GTGCAGGCGG AGGOTCCAGT TGGAATCTAC 1980 

CTCCAGCAGA TGCCCTACCC CTGCTTCGTG GACGATTCTT TCATGATCAT CCTGAACC5GC 2040 

TGTTTCCCTA TCTTCATGGT GCTGGCATGG ATCTACTCTQ TCTCCATGAC TGTGAAGAGC 2100 

ATOGTCTTGG AGAA6GAGTT GCGACTGAAG GAGACCTTGA AAAATCASGG TOTCTCCAAT 2160 

GCAOTGATTT GQTGTACCTG GTTCCTGGAC AGCTTCTCCA TCATGTOaAT GAOCATCTTC 2220 

CTCCTQACGA TATTCATCAT GCATQGAAGA ATCCTACATT ACAGCX3A0CC ATTCATCCTC 2280 

TTCCPGTTCT TGTTGGCTTT CTCCACTGCC ACCATCATGC TGTGCTTTCT GCTCAGCACC 2340 

TTCTTCTCCA AGGCCAGTCT GGCAGCAQCC TGTAaTQGTG TCATCTATTT CACCCTCTAC 2400 

CTGOCACACA TCCTOTGCTT C6CCTGQCAG QACCGCATQA CCQCTGAGCT GAAGAAQGCT 2460 

GTGAGCTTAC T6TCTC0GGT GGCATTTGGA TTTGGCACTG AGTACCTGGT TCGCTTTGAA 2520 

GAGCAAGGCX; TG6GGCTGCA GTGGAGCAAC ATC6GGAACA GTCCCAOGQA AGGGGAOGAA 2580 

TTCAGCTTCC TGCTGTCCAT GCAGATGATQ CTOCTTGATO CTOOOTGCTA TGGCTTACTC 2640 

GCTTGGTAOC TTQATCAGGT GTTTCCAGGA OACTATGGAA CCCCACTTCC TTGGTACTTT 2700 

CTTCTACAAO AGTOGTATTG GCTTAGOGGT GAA6GGT6TT CAACCA6AGA AGAAAGAGCC 2760 

CTGGAAAAGA COGAGCCCCT AACAGAGGAA AOOGAOGATC CAGA6CACCC AGAAGGAATA 2620 

CACGACTCCT TCTTTGAAOG TQAGCATCCA GGGTGGGTTC CTGGGGTATG CGTGAAGAAT 2880 

CTGGTAAAGA TTTTTGAGCC CTGTGGCOGG CCAGCTGTGG ACCOTCTGAA CATCACCTTC 2940 

TACGAGAACC AGATCACCGC ATTCCTGGGC CACAATGQAG CTQOGAAAAC CACCACCTTG 3000 

TGCATCCTGA aSGQTCTGTT GCCACCAACC TCTGGGACTG TGCTOGTTGG GGGAAGGGAC 3060 

ATT6AAA0CA GCCTG6ATGC AGTC0G6CAG AGCCTTGGCA TGTGTCCACA GCACAACATC 3120 

CTGTTOCACC ACCTCAC3GGT GGCTGAGCAC ATGCTGTTCT ATGCCCAQCT GAAAGGAAAG 3180 
TCCCAQGAGO AGGCCCAGCT GGAGATGGAA GCCATGTTGG AOOACACAGG CCTCCACCAC 3240 
AA60GGAAT0 AA6AGGCTCA GGACCTATC3V GGTGGCATGC AGAGAAAGCT GTCGQTTGCC 3300 
ATTOCCITTG TG6GAGATGC CAAGGTGGTG ATTCTGGAOO AACCCACCTC TGGGGTGGAC 3360 
CCTTACTOQA GACX;CTCAAT CTGGGATCTO CTCCTGAAOT ATC3QCTCAGG CAGAACCATC 3420 
ATCATOCOCA CTCACCACAT GGAOQAGQCC GACCACCAAO GGGACCGCAT TGCCATCATT 3480 
GCCCAGGGAA GGCTCTACTG CTCAGGCACC OCACTCTTCC TGAAGAACTG CTTTGGCACA 3540 
GGCTTGTACr TAACCTTGGT GC3GCAAGAT0 AAAAACATCC AGAGCCAAAQ GAAAOQCAGT 3600 
GAQQGGACCT GCAGCTGCTC GTCTAAOOOT TTCTCCACCA OOTOTCCAGC CX3^CGTCaAT 3660 
GACCTAACTC CAGAACAAGT CCTGGATGGG GATGTAAATG AGCTGATGQA TGTAGTTCTC 3720 
CACCATX3TTC CAGAGGCAAA 6CTGQTGGAO TGCATTGQTC AAGAACTTAT CTTCCTTCTT 3780 
CCAAATAA6A ACTTCAAGCA CAGAGCATAT GCXyUSCCTTT TCAGAGAGCt GGAGOAaACO 3640 
CTGGCTQACC TTGQTCTCAO CAGTTTTGGA ATTTCTGACA CTCCCCTGGA AGAOATTTTT 3900 
CTGAAGGTCA OOGAGGATTC T6ATTCA0GA CCTCTGTTTG 0GGGIG6CGC TCAGCSVGAAA 3960 
AQAGAAAAOS TCAACCCGC3 ACACCCXTGC TTGGOTCCCA GAGAGAAGGC TQGACAaACA 4020 

1274 
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PCTAJS02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



CCCCAG6ACT OCAATGTCTG CTCCCCAGGQ GGQCCG6CTG CTOICCCAGA GG6CCAGCCT 4080 

CCCCCAGAGC CAGAGTOCGC A66CCC6CAG CTCAAGACX3G GGACACAGCT GGTCCTCCA6 4140 

CATGTQCAGG CGCrGCTGGT CAAGAGATTC CAACACACCA TCOGCAGCCA CAAGQACTTC 4200 

CTGGCGCAGA TCGTGCTCCC QGCTACCTTT GTGTTTTTGG CTCTOATGCT TTCTATTQTT 4260 

ATCCTTCXTTT TTGGOGAATA CCCCXSCTTTG ACCCTTCACC CCTGGATATA TGGGCAGCAG 4320 

TACACCTTCT TCA6CATGGA TGAACCAGGC AGTGAGCAGT TCAGG6TACT TGCAGACX3TC 4380 

CTGCTGAATA AGCCAG6CTT TGGCAACCX3C TGCCTGAAGG AAGGGTGGCT TC0G6A6TAC 4440 

CCCTGTGQCA ACTCAACACC CTGQAAGACT CCTTCTGTGT CCCCAAACAT CACCCAGCTQ 4SO0 

TTCCAGAAGC AGAAATGGAC ACAGGTCAAC CCTTCACCAT CCTGCAGGTQ CAGCACCAGG 4560 

GA6AAGCTCA CCATGCTGCC AGA6TGCCCC GAGGGT0CC6 GGGGCCTCCC 6CCCCCCCAG 4620 

AGAACACAQC GCA6CACG6A AATTCTACAA GACCTGAG6Q ACAGGAACAT CTOCGACTTC 4660 

TTG6TAAAAA GGTATCCT6C TCTTATAAGA AGCA6CTTAA AGAGCAAATT CTGGGTCAAT 4740 

GAACA6A6GT ATGGAGGAAT TTCCATTGGA GGAAAGCTCC CAGTCGTCGC CATCAGGGGG 4S00 

GAAGCACTTG TTGGGTTTTT AAGCGACCTT GGCGGGATCA T6AATGT6AG CX^GGQGCCCT 4860 

ATCACTAGAG AGGCCTCTAA AGAAATACXTT GATTTCCTTA AACATCTAGA AACTGAA6AC 4920 

AACATTAAG6 TGTGGmAA TAACAAA6GC TGGCATGCCC TGGTCAOCTT TCTCAATGTG 4980 

GCCCACAAOS CCATCTTAGQ GGCCAGCCTG CCTAAGGACA GGAGCCCCGA GGA6TATGGA 5040 

ATCACCOTCA TTAGCCAACC CCTGAACCTG ACCAAGGAGC AGCTCTCAGA GATTACAGTG SI 00 

CTGACCACTT CAGTGGATGC TGTGGTTGCC ATCrGCX3TGA TTTTCTCCAT GTCCTTCGTC 5160 

CCAGCCAGCT TTGTCCTTTA TTTGATCCAG GAG06GGTGA ACAAATCCAA 6CACCTCCAG 5220 

TTTATCAGTG 6AGT6AGCCC CACCACCTAC TGGGTGAOCA ACTTOCTCTG GGACATCATG 5280 

AATTATTCXX3 TGAGTGCTG6 6CTGGTGGTG GGCATCTTCA TOQ GGTi TCA GAAGAAAGCC 5340 

TACACTTCTC CAGAAAACCT TCCTGCCCTT GTGGCACTGC TCCTGCTGTA TGGATGGGCO 540 0 

QTCATTCCCA TGATGTACCC AGCATCCTTC CTGTTTQATG TCCCCAGCAC AGCCTATGTG 5460 

GCTTTATCTT GTGCTAATCT GTTCATOGGC ATCAACAGCA GTGCTATTAC CTTCATCTTG 5520 

GAATTATTCO ATAATAACOS GAOGCZGCTC AGOTTCAAOB OCGIQCTBAG GAAGCTGCTC 5580 

ATTGrrCTTCC CCCACTTCTG CCTGGGCCGO GGCCTCATTG ACCTTGCACT GAOCCAGGCT 5640 

6TQACAGATG TCTATGCCCG GTTTGGTGAG GAGCACTCTG CAAATCCGTT CCACTGGGAC 5700 

CTGATTGGQA AQAACCTGTT TGCCATQQTQ GTGGAAGGGO TGGTGTACTT CCTCCrOACC 5760 

CTGCTGGTCC AGCX3CCACTT CTTCCTCTCC CAATGGATTG COGAGCCCAC TAAGGAGCXX: 5820 

ATTOTTGATO AAGATGATGA TOrGGCTGAA GAAAGACAAA GAATTATTAC TQGT6GAAAT 5880 

AAAACTGACA TCTTAAGGCT ACATGAACTA ACCAACATTT ATCTGGGCAC CTCCAGCOCA 5940 

6CAGTGGACA OGCTGTGTGT CX3GAGTTC3GC CCTGGAGAGT GCTTTGGCCT CCTGGGAGTO 6000 

AATGGTGCCG GC3^AAACAAC CACATTCAAG ATQCTCACTG GGGACACCAC AGTGACCTCA 6060 

GGG6ATGCCA CCGTAGCAGG CAAGAGTATT TTAACCAATA TTTCTGAAGT CCATCAAAAT 6120 

ATGGGCTACT 6TCCTCAGTT TGATGCAATC GATGA6CIGC TGACAGGAC6 AGAACATCTT 6180 

TACCTTTATG CCCGGCTTGG AG6TGTACCA GCAGAAGAAA T06AAAAGGT TGCAAACTGG 6240 

AGTATTAAGA GCXnX3QGCCT GACTGTCTAC 6CCGACTGCC TGGCTGGCAC GTACA6TGGG 6300 

GGCAACAAGC G6AAACTCTC CACAGCCATC GCACTCATTQ QCTGCCCACC GCTGQTGCTG 6360 

CTGGATGAGC CCAGCACA6G 6AT0GACCCC CAGGCA06CC GCATGCTGTG GAACGTCATC 6420 

GTGAGCATCA TCAGAAAAGG GAGGGCTGTG GTGCTCAGAT CCCACAGCAT GGAAGAATGT 6480 

OAGGCACTGT GTACCCGGCT GGCCATCATG GTAAAGGGGQ 0CTTTCGAT6 TATQGGCACC 6540 

ATTCAGCATC TCAAGTCCAA ATrTGGAOAT GGCTATATOQ TCACAATGAA GATCAAATCC 6600 

CCX5AAGGACQ ACCTGCTTCC TGACCTQAAC CCTGTGGAGC AGTTCTTCCA GGGGAACTTC 6660 

CCAGGCAGTG TGCA6AGGGA GAGGO^CTAC AACAT6CTCC AGTTCCAQOT CTCCTCCTCC 6720 

TCCCIGGGGA GGATCTTCC31 GCTCCTCCTC TCCCACAAGG ACAGCCTGCT CATC9GAG6AG 6780 

TACTCAOTCA CACA6ACCAC ACTGQACCAG GTGTTTGTAA ATTTTGCTAA ACAGCAGACT 6840 

GAAAGTCATG ACCTCCCTCT GCACCXTTCXSA OCTGCTGGAG CCAGTCGACA AGCCXaGGAC 6900 

T6ATCTTTCA CACX3GCTCGT TCCTGCAGCC A6AAAGGAAC TCTGGGCAGC TGGAGGOGCA 6960 

GGAGCCTGT6 CCCATAT6GT CATCCAAAT6 GACTGGCCCA GCX3TAAATGA CCCCACTGCA 7020 

GCAGAAAACA AACACA0GA6 GAGCATGCA6 CGAATTCAGA AAGAGGTCTT TCAGAAGGAA 7080 

ACCX3AAACT6 ACTTGCTCAC CTGGAACACC T6ATGGTGAA ACCAAACAAA TACAAAATCC 7140 

TTCTCCAGAC CCCAGAACTA GAAACCCCGG GCCAT<XCAC TAGCAGCTTT GGCCTCCATA 7200 

TTGCTCTCAT TTCAAGCAGA TCTGCTTTTC TGC3VTGTTTQ TCTGTGTGTC TGOGTTGTGT 7260 

QTGATTTTCA TGGAAAAATA AAATGCAAAT GCACTGATCA CAAAAAAAAA AAAAAAAA 7318 

6eq ID NOs C117 DNA Sequence 

Nucleic Add Accession #i NM_006671.2 

Coding sequence; 138.. 1820 



OGCAOSAGGC 
OCOCAGACGC 
AGCAGGCCAG 
GGQ6GAATGG 
TCTTCTTGAG 
A6CT0CTGAT 
OCSGGACTTGC 
ACTACCTGTG 
ACCCAGGGAG 
CAGCCGATGC 
CATTCAAACA 
AG6A06CCCC 
TGCA6AACTT 
GCACCAGCGA 
TGCTGGGCCG 
AGTOGGTCAT 
TCATT60GGG 
TCTACTCAGT 
TCTACTTCTT 
TGCTCATCGC 
TGCTGQAGAA 
CCATCAACAT 



11 
1 

TGGTGTTTAG 
TGTGOC0006 
GCTCACCATG 
ACTCCTCATC 
GACCOGGCGC 
6AGGATGGTG 
CTOOCTGGAT 
QACCACCTTC 
C606GCCCAG 
CCTGTTGGAC 
GTAOOOCACC 
TGCTC6G0GG 
CX3CCCTG6AC 
TGGCATOAAT 
CATGGGTGAC 
GAAGATCGTG 
TAAGATCCT6 
CACXX3TGGTG 
CATCACCAAG 
GCTGGCCACC 
CAACCACATC 
GGAOGGCACT 




CTCTCACCAC 
AAGATGATGA 
GCCAAGAGCT 
ATGGCTGTCA 
AAGGAGACCA 
CTCATCOGGA 
AAGAGCACCC 
ATCCTCATCT 
CTGAGCCCGC 
6TGCTGGGCA 
AGOSGGGCCC 
GOGGTGGCTG 
6AGATG6A06 
TGOGGGCTGG 
AAGAATCCCA 
TCXrrCCAGCT 
GAC0Q60GCA 
6CX3CTCTACQ 



31 
I 

CACCTGCCT6 
GAIGG6TGGA 
OCATCTTGGC 
TGTCTGTCAT 
AGGAAATTAG 
TCCTGCCACT 
CTAGCGGCCT 
TGGTGGGCAT 
CGGAGCAGA3 
ACATGTTCOC 
CAGTTGTCAA 
AOOGGQTOCA 
GGCX3G8AGGT 
TaSTCTTCTT 
CCCTGQTCAG 
TGTGGTATTT 
AOCCCAOGGC 
TGCIGCACX3G 
TCGTCTTCAT 
CA6CCACACT 
TCGCTOGCTT 
AG6CTQTGGC 



41 

1 

CTGAGGGGCT 
ATGOTGCTGT 
AOGGGGGAGG 
CX3TGGGCTGC 
TTACTTCCAG 
G6TGGTCTCC 
GG6G8TGCIC 
CTTCATGGTC 
T6GGAAG0CC 
AGCCAACCTA 
GTOCGCCAAG 
GGAGGAGAAT 
OGTTTACAAG 
CTCTGCCACC 
CTTCTGCCAG 
CCCCTTGGGC 
0GT0G6CAA6 
GCTCTTTATC 
COGCGGCATC 

GcxxaiTCACx: 

CGTGCTGCCC 
OQCCATCTTC 



51 
I 

AQAGCCCTCA 
GOCGCTTQGC 
GAGBTGTGCA 
CTCCTCX3GCT 
TTCCCTGGAG 
AGCTTGATGT 
ACOGTGGOGT 
TCCATCATCC 
ATCATQAGCT 
GTAGAAGCCA 
GTGGCACCAG 
GGCTCCCATG 
TCA6AGCCG6 
ATGGGCATCA 
TGCCTCAATG 
ATTGTGTTCC 
AAGCTGGGCT 
CT60CCCTGC 
CTGCAGGCTC 
TTCAAGTGCC 
GTGGGTGCCA 
ATG6C0CA9G 



60 

120 

180 

240 

300 

360 

420 

460 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 
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TCAACftACTA OOAGCTGGAC TTTGaCCROA TGMCACCAT CAGTATCAOV G0CACTQCA6 
CCRGCATTGG QGCACCTQOC ATCCCCCACW CO GG CCTOGT CACCATGGTC ATOB TOCTCA 
CCTCCGTGQQ ACTGCCCACC GATOACATCA CCCTCATCAT TGCOGTTGAC TGGOCTCTOa 
ACCGTTTCOG CACCATGATT AAOGTGCTGQ GTGATGCGCT QGCAGOGGGO ATCATGGCCC 
ATATATGTOQ GAAQGATTTT GCCGGGGACA CAGGCACCGA QAAACTGCTO CCCTGOGAQA 
CCAAOOCAiaT GAaCCTOCAO QAGATOSTGG CAGCCCA6CA GAATG6CTGT OT GAAG AGTO 
TAGCGGAGGC CTCOGAfiCTC ACCCTG GG CC CCACCTOCCC CCAOCACBTC OOOOTTCAAO 
TGGAGCXSGGA TGAGGAGCTQ CCCGCTGCGA GTCTGAACCA CIGCACCATC CAGATCA8C0 
AGCTGGAQAC CAATGTCTGA GCXnXKX3GAG CTQCAGGGGC AGGOGAGGCC TCCAOGGGCA 
GGGTCCTOAG GCAG6AACTC GACTCTOCAA GCCTCCTGAO CAGCOGGCAG OGGCCAGGAT 
CACACATTCT TCTCACOCTT GAGAQQCT06 AATIAACCOC GCTTGAOGGA AAATGTATCT 
CAGAGAAGGQ AAAGGCTGCA TGG6GGAGCC GCATGCAOGG AGTQATGOGC CGGGCATTGC 
CTGAGGCCCC GCTGTOACAQ TTTCCCXXJOT OTGAGOCOQO TGAOOGOGGC AGGCAGGGGT 
TATCCGGCCC C3«rrrTCTGG ATQACAGACT TGAGGCTCTG AGAGCTGAAA ACACT TGTCC 
AA6GTCTCAC 6TTAA0GTCA AGACACTAAC TCAAATCTTr CAAGCCG06C CTCTCCTCTT 
GGA08ACAGG GCAGGCTGCA OCTQTQTGCA OQCOCAOGOC CCACCCCATA ACAQ0TG6CC 
TCAGCaiCAC AGTTCTCCCC AAGOaOAGCA 6CCCAG0GCC AAGCCCCGCT GCCTTOOCCA 
GGCCACAOTG OGTCCAGTCT CCTGTCCTGC CAC3GTQTCTT TTGCAAAGCT CCTTGGATGT 
GGAGACAQAT GTCTTTACTA GAGCTGAAAQ GCCCCCTTGA CACATCCAOa CCAACXnCCC 
ATG6AATAGG TAGGCAAGCC AGOAGTCGGG GAA66AQGTG CAOCCAGGAT GCTCTGGTGG 
AOCXGCGQAT GGGGCCCTGG TGTCASAACT CGCCMWGGC CTGTGCGTCC AAOT GSAGTC 
AOGTTTTCTA TTCCTTTCTa TGTTTGCAAA TTCMRGTTA ACTAAATAAA 68TATTTTGT 
TTTTOVAAAA AAAAAAAAAA AAA 

Seq ID KO: CI 18 DHA Sequence 
Nucleic Acid Accession ftt NM_005689 
Coding sequence > 278 . . 2606 

1 11 21 31 41 51 

I I I I I I 

OaaCCTGCAQ TTGQCAaAAO OQTCCaSGGC CCM3AG0CAG GGGGQCCSTG CTGAGA0G6C 60 

GTACGTGCCX: TGCX3TQAGTG 0GTG6GGGGG GOGC3GTGC6C TABGQGABTO GGOGGTaAQG 120 

CCTGGTCCAC GTGCGTCCCT TCCOGGGACC CCOGCAGCTT 6G0GCCX3^QC GOCTAOGTGA 180 

GCCAAGGCAC CCGGATGTCC GCGCCCCTCT CCQAGTGACA AGTCCOGGCC TCC6GT0C06 240 

CAOTGGCOGC AGCCTOGGCC GGCX3TCCAC3Q CATTGCCAT6 GTGACTGTGG GCAACTACT6 . 300 

CX3AGGCCGAA GGGCCOQTGO GTC0G6CCTG GATGCA06AT GGCCTGAGTC C CTGCTT CTT 360 

CTTCAOGCTC GTGCOCTOGA 06G6QATG0C TCTAGGGACT CTGGOCTTGG TGCTOGCTCT 420 

TCCCTGCAGA CGCOGGGAQC GGCCOGCTGO TGCTGATTCG CTGTCTTGGG GGGCCGGCCX: 480 

TCGCATCTCT CCCTAOGTGC TGCAGCTGCT TCTGGCCACA CTTCAGGCGG OGCTGCCCCT 540 

GGCCX^CCTG GCTGGCOGGG T6GGCACTGC C0GG6GGGCC CCACTGCCAA QCTATCTACT 600 

TCTGGCCrCC GTGCTGGAGA GTCTGQOOGG COGCIOTGGC CTOTOGCT G C TTGTOGTGGA 660 

GCGGAGCCAG OCAOGQCAOC 6TCIG6CAAT GG6CATCTGG ATCAAOTTCA GGCACA6CCC 720 

TGGTCTCCTG CTCCTCTGGA CTGTGGOGTT TGCAGCTGAG AACTTGGCCC TGGTGTCTTG 780 

GAACAGCCCA CAOTGQTGGT GGGCAAQGGC AGACTIGGGC CAACAGGTTC AOTTTAGCCT 840 

CTGGOTGCTG OGGTATGTGO TCTCTGGAGG GCTQTTTGTC CTGGGTCTCT GGGCCOCTGG 900 

ACTTOGTCCC CAGTCCTATA CATTGCAGGT TCATGAAQAG GACCAA8AT0 TGOAAAGGAO 960 

CCAGGTTCGG TCAGCAGCCC AACAGTCTAC CTGGC3Q^«SAT TTTGGCA66A AGCTGOGOCT 1020 

CCTGAGTGGC TACCTGTGGC CTOGAGGGAG TC3CAQCTCT0 CA6CTGOTQG TQCTCATCTG 1080 

CCTGGGGCTC ATaGGTTTGO AAOGGGCACT CAATGTCTTG GT6CCTATAT TCTATAGGAA 1140 

CATTGTGAAC TTGCTGACTG AGAAGGCACC TTGGAACTCT CTGGOCTGGA C TGTTA CCAO 1200 

TTACGTCTTC CTCAAGTTCC TCCAGGGGGG TG6CACTGGC AOTACAQGCT TOOTGAOCAA 1260 

CCTGOCSCACC TTCCTQTQGA TCOGGGTGCA GCAGTTCAOG TCTOOGOGGG TGGAGCTGCT 1320 

CATCTTCTCC CACXTOCAOQ AGCTCTCACT GOGCTGGCAC CTGGGGOGOC GCACAGOGGA 1380 

GGTGCTGOGG ATCGOGGATC GGGGCACATC CAGTGTCACA GGGCTGCTCA GCTACCTGGT 1440 

GTTCAATGTC ATCCXX^^OSC TGGGOGACAT CATCATTGGC ATCATCXACT TCAGCATGTT 1500 

CTTCAAOGOC TGGTTTGQCC TCATTGTGTT CCTGTOCATO AGTCTTTACC TCACCCIQAC 1560 

CATTGTGGTC ACTGAGTGGA GAACXa^GTT Ta3T0GTGCT ATGAACACAC AGGA6AACGC 1620 

TACCCGGGCA OGAGCAGTGO ACTCTCTGCT AAACTTOaAG AOGOTGAAOT ATTACAA06C 1680 

CX3AGAGTTAC GAAQTQGAAC GCTATOSAGA OGCCATCATC AAATATCAGG GTTTGGAOTG 1740 

GAAGTOGAGC GCTTCACTGO TTTTACTAAA TCAGACGCAO AACCTG6T6A TTGGG CTOG Q 1800 

GCTCCTOGCC GGCTCCCTGC TTTGOQCATA CTTTQTCACT GAQCIU3AA8C TACA6GTTGG 1860 

GGACTATGTG CTCTTTOGCA CCTACATTAT CCAGCTGTAC ATGCCCCTCA ATTGGTTTGO 1920 

CACCTACTAC AGGATGATCC AGACCAACTT CATTGACATG GAGAACATGT TTGACTTQCT 1980 

GAAAGAGGAS ACAGAAGTGA AGGACCTTCC TGGAGCAGGG 0CCCTT03CT TTCAGAAGGG 2040 

CCGTATTGAQ TTTGA6AAC0 TGCACTTCAG CTATGCCX3AT GG6CGGGAQA CTCTGCAGGA 2100 

CGTGTCTTTC ACTGTGATGC CTGGACAGAC ACTEGCXiCTG GTGGGCCCAT CrGGGGGAGG 2160 

GAAGAGCACA ATTTTGOGCC TGCTGTTTOG CTTCTAOGAC ATCAaCTCTO GCTGCATC08 2220 
AATAGATGGG CAGGACATTT CACAGOTGAC CCAGGCCTCT CTCOGGTCTC ACATTGGAGT 2280 
TGTQOOOCAA GACACTQTCC TCTTTAATGA CACCATOQCC GACAATATCC GTTAOGGCOG 2340 

TOTCACAGCr GGGAATGATO AGOTGGAGGC TGCTGCTCAG GCTQCAGGCA TCCATGATGC 2400 
CATTATGGCT TTCCCTGAAO GQTACAGGAC ACAGGTQGGC GASOSOaOAC TGAAGCiaAO 2460 
OGGaSGGGAG AAGCAGCGOO TOGOCATTGC CCX3CACC3VTC CTCAAG6CTC GGGGCATCAT 2520 
TCTGCTGQAT QAGGCAA0C5T CAOCGCTOGA TACATCTAAT GAGAGGGCCA TCCAGGCTTC 2580 
TCTGGCCAAA GTCTGTGCCA ACCGCACCAC CATOBTAGTG GCACftCRGGC TCTCAACTOT 2640 
GGTCAATGCT GACCAGATCC TOGTCATCAA GGATGGCTQC ATOGTGGAOA GGGGAOQACA 2700 
OQAGGCTCTG TTGTCCOQAG GTGGGGTOTA TQCTGACATO TG0CA8CTQC A OCAGGG ACA 2760 
GGAAOAAACC TCTGAAGACA CTAAOCCTCA GACCATGGAA OGGTGACAAA AOTTTOOCCA 2620 
CTTCCCTCTC AAAQACTAAC CCAGAAGGGA ATAAGATGTO TCTCCTTTCC CTGGCTTATT 2880 
TCATCCTGOT CTTOOGGTAT GGTGCTAGCT ATGGTAAGOG AAAQGQACCT TTCOGAAAAA 3940 
CATCTTTTGG GGAAATAAAA ATGTGGACTO TGAAAAAAAA AAAAAAAAAA AAA 2993 

Seq ID NO I C119 DNA Sequence 
Nucleic Acid Accession ft: N11_000676 
Coding sequence: 333.. 1331 
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1 11 21 31 41 51 

GGGCAATTT6 TTAGTTATCC GCCGCCACCA AGAOGOQGCA GGGG6CCTG6 ACCGOAGGGG 
5 CCCCX3CGCGG GCGCGAACTT TGGGCTCGGG CGAGTGGGTG QTCCTCCGCC CAGCCCGAGA 
06GGCGQGCG CX3CGGGCCAA TGQGTGCOGC CTCTTGGCCG CQGGGOGCCC CQACC0GTG6 
GTCCCGGCCA CCAGCGCCCC AGCCCCGAGQ CTCAGAAGCG GCAGGCGGAG GCGC3GGTCCG 
GGCSCTATCG CCATGCCCGG CQGGTCTCAC GGGGCTGCCC CTCGCCCGGC GCGCCTTCX3G 
TAGOGGQOSC COSGQGCCCA OCTGGCCCQG CCATGCTGCT GGAQAC3^CA6 GACGCGCTGT 
10 ACGTGGCGCT GGAOCTGGTC ATCGCCGOGC TTTCGGTGGC GGGC3UVCGTG CTGGTGTGCQ 
CCGCGGTGGG CA0GGCX3AAC ACTCTGCAGA CGCOCACCAA CTACTTCCTG GT6TCCCTGG 
CTGCGGCCGA CGTCGCOGTG GGGCTCTTCQ CCATCCCCTT TCCCATCACC ATCAGCCTGG 
GCTTCTGCAC TGACTTCTAC GGCTGCCTCT TOCTCGOCTG CTTCGTGCTG OTGCTCACGC 
A0A(3CTCCAT CTTCAGCCTT CTQGCOGTGQ C3U3TOGACAG ATACCTGQCC ATCTOTGTCC 
15 CGCTCAGGTA TAAAA6TTTC QTCACGGGGA CCCXSAGCAAa AQGGGTCATT GCTGTCCTCT 
GGQTCCTTGC CTTTGGCATC GGATTGACTC CATTCCTGGG GTGQAACAGT AAAGACAGTG 
CCACCAACAA CTCCACAGAA CCCTGGGATC GAACCACGAA TGAAAGCTGC TG CCTTG TGA 
AOIGTCTCTT TCAGAATGTG OTCCCCATGA GCTACATG6T ATATTTCAAT TTCTTTGGGT 
GTOTTCTGCC COCACTGCTT ATAATGCTGO TGATCTACAT TAAGATCTTC CTGGTGGCCT 
20 GCAGGCAGCT TCAGCGCACT GAGCTGATGS ACCACTCQAQ GA CCACCCTC CAGCX3 GGAGA 
TCCATGCAGC CAAGTCACTG GCX^ATGATTG TGGGGATTTT TGCCCTGTGC IGQTTACCTQ 
TGCATGCTGT TAACTGTGTC ACTCTTTTCX: AGOCAGCTCA GGGTAAAAAT AA6CCCAAGT 
6G0CAATGAA TATOGCCATT CTTCTGTCAC ATOCCAATTC AGTTGTCAAT CCCATTGTCT 
ATGCTTACCG GAACCGAGAC TTCC36CTACA CTTTTCACAA AATTATCTCC AGQTATCTTC 
25 TCTGCCAAGC AGATGTCAAG ACTGGQAATa GTCAGGCTGG GGTACAfiCCT GCTCTCGOTG 
TGGGCCTATG ATCTAGGCTC TOGCXTTCTTC CAQQAGAAGA TACAAATOCA CAAGAAACAA 
AGAGGACACa GCTGGTTTTC ATTGTGAAAG ATAGCTACAC CTCACAAQOA AATGGACTGC 
CTCTCTTOAO CACTTCCCTO GAOCTACCAC GTATCTAGCT AATATGTATG TGTCAQTAGT 
AGGCTCCAAG GATTGACAAA TATATTTATC ATCTATTCAG CTGCTTTTAC TGTGTGQATT 
30 ATGCC3ACAG CTTCAATGGA TTCTAACaGA CTCTTTTGTT TTTAAAAGTC TGCCTTGTTT 
ATGGTGGAAA ATTACTGAAA CTATTTTACT GTGAAACWST GmaACTATT ATAATGCAAA 
TACTTTTTAA CTTAGAGGCA ATGGAAAAAT AAAAGTTCAC TGTACTAAAA ATG 

Seq lb NOs C120 DNA Sequence 
35 Nucleic Acid Accession #s NM_052932 
Coding sequence: 217.. 786 

1 11 21 31 41 51 

40 CCX^GCCCGG CCCCX3CCGCC CCXMCTG08C ACGCGAOGCX: CXXTTCCAGGC CCCGCTCCTG 60 

CGCCCTATTT GGTCATTOGG GGGGCAAGCG GCGGGAGGGO AAA0GTOCX3C GGCXX5AAGG6 120 

GAA6GG6A6C CGQCXSCCGGC TGCX5CAGAGG AGCCGCTCTC G0CGCCGCX3V CCTOGGCTGG IBO 

GAGCCCAGGA GGCTCCCGCA TCCTGCCCTC GGAACAATGG GACTCGGCGC GCGAGGTGCT 240 

TOQQCCGCGC TGCTCCTGQG GACGCTGCAG GTGCTAGCGC TGCTGGGGGC CGCXTCATGAA 300 

45 AOOGCAGCCA TGGCGGAGAC TCTCCAACAT GTGCCTTCTO ACCATACAAA TGAAACTTCC 360 

AACAGTACTQ TQAAACCACC AACTTCAGTT GCXJTCSWSACT OCA GTAAT AC AACGSTCACC 420 

ACCATOAAAC CTACAGCGGC ATCTAATACA ACAACAOCAQ GGATGOTCTC AACAAATATO 480 

* ACTTCTACCA CCTTAAAGTC TACACCCAAA ACAACAAGTG TTTCAC3VGAA CACATCTCAG 540 

ATATCAACAT CCACAATGAC CGTAACCC3VC AATAGTTCAfi TGACATCTGC TQCXTCATCA 600 

50 CTAACAATCA CAACAACTAT GCATTCTGAA GCA AAGAAA G GA-TCAAAATP TGATACIGGG 660 

AGCTTTGTTG GTGGTATTGT ATTAAOQCTO GOAOTTTTAT CTATTCTTTA OITTGGATGC 720 

AAAATQTATT ACTCAAGAAG AGGCATTC3GG TATOSAAOCA TAGATOAACA TOATGCCATC 780 

ATTTAAGGAA ATCCATGGAC CAAGGATQGA ATACAGATTG ATGCTGCCCT ATCAATTAAT 840 

TTTGGTTTAT TAATAGTTTA AAACAATATT CTCTTTTTGA AAATAGTATA AACAGGCCAT 900 

55 QCATATAATG TACAGTGTAT TACGTAAATA TGTAAAQATT CTTCAAGGTA ACAAGGGTTT 960 

GGGTTTTGAA ATAAACATCT GGATCTTATA GAC3GGTTCAT ACAATOOTTr TAGCAAGXTC 1020 

ATAGTAAGAC AAACAAOTCC TATCTTTTTT rrirAX 3GCT G GGGTGGGGGC ATTGOTCftCA 1080 

TATGACXXGT AATTGAAAGA CGTCATCACT GAAAGA CAGA ATGCCATCTG GGCATACAAA 1140 

TAAGAACTTT GTCACA6CAC TCAGGATTTT GQGTATCCTT TOTAGCTCAC ATAAAGAACT 1200 
60 TCAGTGCTTT TCAGAOCTOO ATATATCTTA ATTACTAATQ CCACACAGAA ATTATACAAT 1260 
CaUUlCTAGAT CTGAAGCATA ATTTAAGAAA AACATCAACA ViYm -GTOC TTTAAACXOT 1320 
AGTAOTTGGT CTAGAAACAA AATACTCCAA GAAAAAGAAA ATTTTCAAAT AAAAC CCAAA 1380 
ATAATAGCTT TGCTTAGCXX: TGTTAGGGAT CCATTGGA6C ATTAAGGAGC ACATATTTTT 1440 
ATTAACTTCT TTTGAGCTTT CAATGTTGAT GTAATTTTTG rrcrCTGTGT AATTTAGQTA 1500 
65 AACTGCAGTG TTTAACATAA TAATGTTTTA AAGACTTAOT TQTC ASTAT T AAATAATCCT 1560 
GGCATTATA6 OQAAAAAACC TCCTAGAAQT TAGATTATTT G CTACTOTQ A GA ATATTG TC 1620 
ACCACTCGAA GTTACTTTAO TTCATTTAAT TTTAATTTTA TOTTTTGTGA ATATTTTAAG 1680 
AACTQTAQAG CTGCTTTC3VA TATCTAGAAA TTTTTAATTG AGTGTAAACA CACCTAACTT 1740 
TAAGAAAAAG AACCXSCTTGT ATGATTTTCA AAAGAACATT TAGAATTCTA TAQAGTCAAA 1800 
70 ACTATAGOGT AATGCTGTQT TTATTAAGCC AGG6ATTGTG GGACTTOCCX: CAGGCA ACTA 1860 
AACCIGCAGG ATGAAAATQC TATATTTTCT TTCAIGCACT GTOGATATTA CIC3«aAT TTQ 1920 
QGGAAATGAC ATTTTTATAC TAAAACAAAC ACX3UMTAT TTTAGAATAA ATTCTTAGAA 1980 
AGTTTTGAGA GGAATTTTTA GAGAGGACAT TTCCTCCTTC CTGATTTOGA TATT CCCTCA 2040 
AATCCCTCCT CTTACTCCAT GCTGAAGGAG AAGTACTCTC AGATG CATTA TGTT AATGG A 2100 
75 GAGAAAAAGC ACAGTATTGT AGAGACACXyV ATArTAGCTA ATGTATTTTG GAGTGTTTTC 2160 
CATTTTACAG TTIATATTOC AGCACTCAAA ACTCAGQGTC AAGTTTTAAC AAAAGAGGTA 2220 
TGTAGTCACA GTAAATACTA AGATG6CATT TCTATCTCAG AGGGOCAAAG TGAATCACAC 2280 
CAGTTTCTGA AGGTCCTAAA AATAGCTCAG ATGTCCTAAT GAACATGCAC CTACATTTAA 2340 
TAGGAGTACA ATAAAACTGT TGTCAGCTTT TGTTTTACAG AGAACX3CTAG ATATTAAGAA 2400 
80 TTTTGAAATG GATCATTTCT ACTTGCTGTG CATTTTAACC AATAATCTQA TGAATATAGA 2460 
AAAAAATGAT CCAAAATATG GATATGATTG GATGTATGTA ACACATAGAT GGAQTATG6A 2520 
GGAAATTTTC TGAAAAATAC ATTTAOATTA GTTTAflTTTG AAG6AGAGGT GGGCTG ATGG 2580 
CTGAGTTGTA T6TTACTAAC TTGGGCCTGA CTGGTTGTGC AACCATTGCT TCATTTCTTT 2640 
GCAAAATGTA GTTAAOATAT ACTTTATTCT AAT6AAG60C TTTTAAATTT GTOCACIGCA 2700 
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15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



TTCnCGTAT 
TTIGAATACT 
CATCATTTGC 
TCTCTGTATG 

TTGQAOCATA 
TATTTATCTO 
TTAAAATTTC 
CAGTATATTA 
TTTTTATTAT 
AATTQTTCXC 



TTCftCTACTT 
TGTTTCTTTA 
CTTGAAAGTT 
TAAQTAGTAT 
TGTTATCTAT 
TTTCTTAAGC 
AAOATCAAAA 
CTTGAATAAT 
TACTC5ATAAT 
AAT6ACCAGC 
CTTCTAAAAA 



CftAGTCAGTC 
6CACTTTGAA 
TCCrCTGCAT 
AATTTGTTAC 
AAAAATTGA6 
ATAAAAAAAT 
CAAAOUITCC 
CCAT6AAAGG 
TTTGTATTTT 
TTTTG6TATT 
AAAAAAAAAA 



AGAACTT08T 
GATAGAAAAA 
TGGGTTTQAA 
TTTCAAATAC 
GQAAATGOTT 
GCTCAOTTTT 
AlQATOTATAA 
AATAATTCAA 
CAAMAAAAAA 
TCATTOTTAC 
AAAAAAAA 



AOAOOGAOCT 
CCACTTTTTA 
GTAGTTTAGT 
COQTACTTTG 
ATQGAAAAAA 
GCTTQCATTC 
GTACT2U3(3CA 
ATACA6ATAA 
AAAGTTAAAC 
CAAGTTCTAT 



OJVAQTTTCTT 
AGTACTAAGT 
TATGTCTTTT 
AATGTAGGTT 
ATATTTT6CT 
CTTGAGAATO 
GAAGCCAATT 
ACAGAGTTGG 
TCTTCTTTTC 
TTTTAGATAA 



Seq ID NOt CX21 DNA Sequence 
Nucleic Acid AcceBsion «t NM_00419S 
Coding sequence: 1..736 ~ 



ATGGCACAGC 
GG6CTCAGCC 
CTTGGGAOGO 
TAOC066606 
T60GGAGACC 
CAGTCCCAGG 
TCOSGGGQCC 
ACTOTSTTCC 
QAGCCX5CTT0 
ACCTOGGCCC 
GAGACCCAGC 
CCOGAGGAAO 
(3TQTGA 



Seq ID NO: C122 DNA Sequence 
Nucleic Acid Accession $: AK09X896.X 
Coding sequence: 38.. 1572 



1 

I 

AGATCOQCQA 
CGCXXSCAACX: 
ATGGCCTTCC 
CASATCTCCT 
GGOQTCTTCA 
ATCTCCCTGQ 
ATGGCX3CTGG 
AGQATGTACC 
66TGCTCTQC 
GCCAATAGCA 
GGCCAGCACX: 
AAGGA060GO 
CCnOTGCOCA 
CABAGGAGGC 
AAQGAAQATQ 
TTCAGCTGCT 
ATCA OCaQGOG 
aTOTACAOCT 
COCAGGCTCT 
AGAATGAAGC 
GTGCrrGCTTA 
CTOTTTCTCA 
AAAGQCTGT6 
ATGCTGGTTG 
ATCTTTGOTT 
CCTGGACTCC 
TACCAGAGGT 
CftOOACCATA 
AAQTCTTCTC 
TCAAAATCAT 
TGQTAAQAGC 
ATTTGTCACC 
TAAAAATAGO 
TTAAGCAAAA 
CTTAATAGTC 
CAAACACCAA 
TAAGCTGGCT 
TATTAAATGC 
TTTAAAACAA 



11 

I 

GCXXXSTCAGC 
TGCAGCCCAC 
TGGSGGCCCAC 
GGGTCTTCTT 
AAASGA CXXrr 
TGTTTGCCGT 
OGGOCTTGGC 
AGAAGGACTC 
TGAOCCCCCT 
CX3GCCAACAC 
AC3GTAGATGC 
CAGG6ACGO0 
TGGCT6TGCT 
CCCTGCTTCT 
CCTCCTCACT 
GCCAAAGGAA 
CCCTGGTACT 
ATGCTGTGQA 
TCTGGGGCTT 
C3GGCCACCAT 
TTTTCTCCTA 
OCAGCAGCTT 
CAA0CACA6T 
GTTOGATATT 
GTCTGGCTTT 
CATCAGTTCC 
AAAACTG66T 
CTGTTTCAGA 
CACTAAAACT 
TAGAAGTTTA 
TGTCCAGATA 
TCATGCATXK5 
TTOAAATTGT 
CAA6CTGCAA 
C3VAAGTCTCT 
AAGGAAAAOT 
CATACCAACT 
AQCCATTATT 
AC3GTAATAAA 



21 

I 

CTGCGCCATG 
GCTCACCTAC 
GCTGCTG6AC 
CTCQCA6CAG 
GGCCCAQTCA 
CATCCCCTTC 
CATGGGCTGC 

TATT6CTQAC 
CACCTCC0C3A 
CAAGCCTTGG 
A6TGT0CTAT 
GATOCTGCTQ 
GTCTGCTGAT 
GGGCCCAAAG 
GAACCTCAQA 
6TTCATGAG6 
GAAGCUIXTG 
CATGACACTQ 
GGTTTTCATC 
CAAOGTOGTC 
GCCCAGCATG 
GCTOOTGACA 

ccaggctcag 
taccttctat 
tacxx:aagac 
gaagaag6ca 
aagctgggto 
tg0ttgg6ta 

CCTGGCTTCT 
CCCAGATGGG 
ACCATACTCT 
AAAGCTCCAT 
GTTATTCCCT 
TAAATTCCTG 
TGAATCTTGC 
TAGAAAAGCT 
AAAAATCAAA 
TATTCAAAGC 



31 
I 

GGCTGCQACX3 
TGOAGOGTCT 
CTGOBCTGTC 
CTCTGCCTCC 
CTATGGGOCC 
TGCOQOQACQ 
ATCGACACCO 
CTCCAGGTGC 
OCTTTCCTGT 
GOCCACCTGT 
TCCAACCAGA 
GCXnrCIGGA 
TOCAAGGAOC 
GAGCTTGGCT 
TTTCAGTCAC 
QOAGCCCXrrT 
GATGGGTTGA 
TCTQTGGGAC 
GGCOGGCTCC 
AAOOTGGTTG 
TTCCTGTTOG 
CTGGCCTACA 
OGGGCAGGAO 
G6CA6CTATA 
ATCTTOCTCC 
AGATCAATTG 
AGAGAAQACT 
GTGGTGQAQO 
GA6GAAATTA 
CAAOTTATCT 
AAGGAAGGAG 
GGGTTTGAGA 
GATCACTGCT 
GQCATGCTCA 
CrOCAGATAT 
TCTCTTTGGT 
GATTQTAAAA 
TCATACAAAC 
ATATCACTTC 



41 

1 

GCOGOQTGTC 
TCTTCAGCTT 
AOAOSCACAG 
TGCTGG6C3U3 
TCTTCACCTC 
TGAAGQTGCT 
TGGCCAACAT 
TCCATTTCTT 
CTQAGGCCAA 
TCCATGTCrC 
06TTCCCAGG 
TCATGGCCCT 
GGCTGCTGAC 
TGGAGACACA 
ACCTAGGGCA 
ATTCCTTCTT 
OQGGTGCCTA 
ACAAGGTGGC 
T CTCCATT CC 
GOGTGGTGGT 
TGGGGAOGGC 
06GAGGACTC 
TTGGCX3AGAT 
OTTTCCTGGT 
TGTTTTTCCA 
GAATGGAAAA 
TTCAGCCTCT 
OGCTCTCTCA 
AATTGASTOC 
TCTTCCCTGG 
ACAGCOOOGG 
TCATTCTTCA 
ATATGTAGAT 
AAGGATTTTC 
CAATAQCTTA 
ATACTAATGT 
TTTTCATTTT 
TTATAATTAA 

cr 



51 

1 

GGGGCTGCTC 
GGGCCTGTGC 
CTOOCTGCCC 
C6CCCTCQQ0 
CTCTCTGGOC 
GGCCTCAGTC 
GCA6CTGGTA 
OGTGGGCTTT 
CTGCTTGOCT 
CAGGGTGCTG 
GCTGACTCXA 
CATCGATCTT 
CIGCTGTOX 
GCCTCCTGAQ 
TQAGGACCTO 
TGCCATOCAC 

TGGCTACCTC 
CATATCCTCA 
GAOyrTCCTG 
AAOOCTGGGC 
GCTGCAGTAC 
GGTGCTGCAG 

CAGGATGCAC 
CTCTGAGTGC 
TCATCACCAG 
ATGGCTATTC 
TOGTACCTGG 
TTCAGACTGT 
GCTTCACTCC 
TTGAAGTTTG 
ATATTTCAAT 
GTGCTTTTCA 
TCTATATTCT 
AGTGGTATGC 
GACAGCTGGT 
ATCAATTACA 



Seq ID NO: C123 DNA Sequence 
Nucleic Acid Accession ftt NM_00220a.2 
Coding sequence: 43.. 3568 " 



2760 
2620 
2880 
2940 
3000 
3060 
3120 
3180 
3340 
3300 
3338 




60 
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240 

300 
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420 
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600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2322 



11 



21 
1 



31 
I 



51 
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CTGCAAACCC AGCGCaACTA CGGTCCCCCG GTCAGACCCA GGATGGGGCC AGAACGGACA 60 
GGGGCC3G0GC CGCTGCCX3CT GCTGCTGGTQ TTAGCOCTCA GTCRAGGCAT TTTAAATTGT 120 
TGT T TGGCCT ACAATGTTGG TCTCCCAGAA 6CAAAAATAT TTTOOGGTCC TTCAAGTGAA 180 
CAGTTTGGGT ATGCAGTCCA GCAGTTTATA AATCCAAAMS GCAACTOOTT ACTGGTTGGT 240 
5 TCACCCTGGA GTGGCTTTCC TGAGAACCQA ATGGGAGATG TGTATAAATG TCCTGTTGAC 300 
CTATCCACTG CCACATGTGA AAAACTAAAT TTGCAAACTT CAACAAGCAT TCCAAATGTT 360 
ACTOAQATQA AAACX^ACAT GAGCCTOGGC TTGATCCTCA CCAGGAACAT GGGAACTGGA 420 
GGTTTTCTCA CATCTQGTCC TCTGTOGOCA CAGCAATGTG GGAATCAGTA TTACACAACG 480 
GCTGTGTGTT CTQACATCAG TCCTGATTTT CASCTCTCAG CCAQCTTCTC ACCTGCAACT 540 
10 CAGCCCTGCC CTTCXirTCAT AGATGTTOTO GTTGTGTGTG ATGAATCAAA TAGTATTTAT 600 
CCTTGGGATG CAGTAAAGAA TTTTTTGGAA AAATTTQTAC AAGGCCTTGA TATAGGCCCC 660 
ACAAAQACAC AGGTGGGGTT AATTCAGTAT GCCAATAATC CAAGAGTTGT QTTTAACTTQ 720 
AACRCATATA AAACCAAAGA AGAAATOATT GTAGCAACAT CCCAGACATC CCAATATGGT 780 
QGG6ACCTCA CAAACACATT CGGAGCAATT CAATATOCAA GAAAATATGC CTATTCAGCA 840 
15 GCTTCTGGT6 GGCGACGAAG TGCTAC6AAA GTAATGGTAG TTGTAACTGA CGGTCAATCA 900 
CATGATGGTT CAATGTTGAA AGCTGTGATT GATCAATGCA ACCATGAC3A TATACTGAQO 960 
TTTGGCATAG CAGTTCTTGG GTACXTAAAC AGAAACGCCC TTGATACTAA AAATTTAATA 1020 
AAAGAAATAA AAGOGATOGC TAGTATTCOl ACAlGAAAGAT ACTTTTTCAA TGTGTCTGAT 1080 
GAAGCAGCTC TACTAOAAAA GGCTGG6ACA TTAGQAGAAC AAATTTTCAG CATTGAAGGT 1140 
20 ACTGTTCAAG GAGGA6ACAA CTTTCAGATG GAAATGTCAC AAG TGGGATT CAGTGCAGAT 1200 
TACTCTTCTC AAAAT6ATAT TCTGATGCTQ GQTGCAGTGG GA6CTTTTGG CTGGAG TGGG 1260 
ACCATTOTCC AGAAGACATC TCATGGCX31T TTGATCTTTC CTAAACAAGC CTTTGACCAA 1320 
ATTCTGCAGO ACAOAAATCA CAGTTCATAT TTAGGTTACT CTGTGGCTGC AATTTCTACT 1380 
GOAGAAAGCA CTCACTTTGT TGCTGGTGCT CCTCGGGCAA ATTATACCGG CCAGATA6TG 1440 
25 CTATATAGTG TGAATGAGAA TGGCAATATC ACGGTTATTC AGGCTCACOS AGGTGACCAG 1500 
ATTGGCTCCT ATTTTGGTAG TGTGCTGTQT TCAGTTGATG TGGATAAAOA CAOCRTTACA 1560 
GAGGTGCTCT TGGTAGGTGC ACCAATGTAC ATGAGTGACC TAAAGAAAGA GGAAOGAAQA 1620 
GTCTACCTGT TTACTATCAA AAAGG6CATT TTGGGTCAOC ACCAATTTCT TGAAGGCCCC 1680 
QAGGOCATTG AAAACACTCX5 ATTTG6TTCA GCAATTGCAG CTCTTTCAGA CATCAACATG 1740 
30 GATGGCTTTA ATGATGTGAT TGTTGGTTCA CCACTA6AAA ATCAGAATTC TGGAQCTGTA 1800 
TACATTTACA ATGGTCATCA GGGC3VCTATC CGCACAAAGT ATTC OCAGA A AATCTTGG6A 1B60 
TCC6ATGGAG CCTTTAGGAG CCATCTCCAG TACTTTGGGA G QTCC TTG6A TGGCTATGGA 1920 
GATTTAAATC GGOATTraT CACCGATGTG TCTATTGGTG CCTTTGGACA AGTGGTTCAA 1980 
CTCTG6TCAC AAAOTATTQC TGATGTAGCT ATAGAAGCTT C3VrrCACACC A6AAAAAATC 2040 
35 ACTTTGGTCA AC3UW1RATGC TCAGATAATT CTCAAACTCT GCTTCAGTGC AAAGTTCAGA 2100 
CCTACTAAGC AAAACAATCA AGTGGCCATT GTATATAACA TCACACTTOA TGCaGATQGA 2160 
TTTTCATCCA GAGTAACXTTC CAC3GGGGTTA TTTAAAGAAA ACAATGAAAO OTGCCTGCRG 2220 
AAGAATATOG TAGTAAATCA AGCACAGAGT TOCCCCGAGC ACATCATTTA TATACAGGAG 2280 
CX:CTCTGATO TTCTCRACTC TTTGQATTTG CGTQTGGAO^ TCAGTCTGGA AAACCCTGGC 2340 
40 ACTAQCCCTQ CCCTTGAAGC CTATTCTGAG ACTGCCAAGG TCTTCAGTAT TCCTTTCCAC 2400 
AAAGACTGTG GTGAGQATGG ACTTTGCATT TCTGATCTAG TOCTAGATCT COGA CAAAT A 2460 
CXaWSCTGCTC AAGAACAACC CTTTATTGTC AQCAACCAAA ACAAAAQGTT AAC ATTTT CA 2520 
GTAACACIGA AAAATAAAAG G6AAAGTGCA TACAACACTG OAATTGTTGT TGATTTTTCA 2580 
GAAAACTTGT TTTTTOCATC ATTCTOCCTA CCGGTTGATG GGACAG AAQT AACATGCCAG 2640 
45 GTG6CTGCAT CTCAGAAGTC TGTTGCXrTGC GATGTAGGCT AC3CCXGCTTT AAAGAGAGAA 2700 
CAACAGGTQA CTTTTACTAT TAACTTTGAC TTCAATCTTC AAAACCTTCA 6AATCAGGCG 2760 
TCTCTC»OTT TCXaAGCXTTT AAGTGAAAGC CAAGAAGAAA ACAAGGCTGA TAATTTGGTC 2820 
AACCTCAAAA TTCCTCTOCT GTATGATGCT GAAATTCACT TAACAAGATC TACC AACATA 2880 
AATTTTTATG AAATCTCTTC GGATOGGAAT GTTCCTTCAA TCGTGCACAG TTTTGAAGAT 2940 
50 GTTGGTCCAA AATTCATCTT CTCCCTGAAG GTAACAACAG GAAGTGTTCX: AGTAA6CATG 3000 
GCAACTGTAA TCATCCACAT COCTCAGTAT ACCAAAOAAA ASAAOXaCT GATOTAOCTA 3060 
ACTGGGGT6C AAACAGACAA GGCTGGTGAC ATCAGTTGTA AT6CAGATAT CAATCOVCTG 3120 
AAAATAGGAC AAACATCTTC TTCTGTATCT TTCAAAAGTG AAAATTTCAG GCACACCAAA 3180 
GAATTGAACr GCAGAACTGC TTCCTGTAGT AATCTTACCT GCrGGTTQAA AGACOTTCAC 3240 
55 ATGAAAGGAG AATACTTTGT TAATGTGACT ACCAGAATTT GGAACX5GGAC TTTOGCATCA 3300 
TCAACGTTCC AGACAGTACA GCTAACGGCA GCTaCAOAAA TCAACACCTA TAACCCTGAG 3360 
ATATATGTCA TTGAAGATAA CACTGTTACG ATTCOOCTGA TGATAATGAA A CCTGAT GAG 3420 
AAAGCCGAAG TACCAACAGG AGTTATAATA GGAAGTATAA TTGCTGGAAT CCTTTTGCTG 3480 
TTAGCTCTG6 TTGCAATTTT ATGGAAGCTC GGCTTCTTCA AAAGAAAATA TGAAAAGATG 3540 
60 ACCAAAAATC CAGATGAGAT T6ATGAGACC ACA6AGCTCA GTAQCTGAAC CAGCAG ACCT 3600 
ACCTGCAGTG GGAACOQOCA GCATCCCftGC CAGGGTTTGC TCTTTGOGTO CATGQATTTC 3660 
TTTTTAAATC CCATATTTTT TTTATCATGT OGTAGGTAAA CTAACCTGGT ATTTTAAGAO 3720 
AAAACTGCAG GTCAGTTTGG ATGAAGAAAT TQTGGGGGGT GGGGGAGGTG CGGGGGGCAG 3780 
GTAGGGAAAT AATAGGGAAA ATACCTATTT TATATGATGG GGQAAAAAAA GTAATCTTTA 3840 
65 AACTGGCTGG CCCA0A6TTT ACATTCTAAT TTGCATTGTG TCAGAA ACAT GAAATGCTTC 3900 
CAAGCATCAC AACTTTTAAA QAAAAATATO ATACTCTCAO ATTTTAAGGQ GGAAAACTOT 3960 
TCTCTTTAAA ATATTTGTCT TTAAACAGCA ACTACAGAAG TGQAA6TGCT TCAIATGTAA 4020 
GTACTTCCAC TTGTGTATAT TTTAATGAAT ATTGATGTTA ACAAGAGGGG AAAACAAAAC 4080 
ACAGGTTTTT TCAATTTATG CTGCTCATCC AAAGTTGCCA CAGATGATAC TTCCAAGTGA 4140 
70 TAATTTTATT TATAAACTA6 GTAAAATTTG TTOTTGGTTC CTTTTATACC ACGGCTGCCC 4200 
CTTCCACACC CCATCITGCT CTAATOATCA AAACATGCTT GAATAACIGA GCTTAOAGTA 4260 
TACCTCCTAT ATGTCCATTT AAGTTAGGAG AGGQGGOGAT ATAGAGACTA AGGCACAAAA 4320 
TTTTGTTTAA AACTCAGAAT ATAACATTTA TGTAAAATCX: CATCXGCTAG AAGCOCATCC 4380 
TGTGCCAGAG GAAGGAAAAG GAGGAAATTT CCTTTCTCTT TTAGGAGGCA CAAO^GTTCT 4440 
75 CTTCTAGGAT TTGTTTG6CT GACTGGCA6T AACCTAGTGA ATTTTT GAAA GAT^G TAAT 4500 
TTCTTTGOCA ACCTTCCTCC TCCCTTACTG AACCACTCTC CCACCTOCTO GTQGTACCAT 4560 
TATTATAGAA GCCCTCTACA GCCTGACTTT CTCTCCAGCG GTCOiAAGTT ATCOCCTCCT 4620 
TTACCCCTCA TCCAAAGTTC CCACTCCTTC AGGACAGCTG CTGTGCATTA GATATTAGGG 4S80 
GGQAAAGTCA TCTGTTTAAT TTACACACTT GCATGAATTA CTGTATATAA ACTOCTT AAC 4740 
80 TTCAGGGAGC TATTTTCATT TAGTGCTAAA CAAGTAAGAA AAATAA GCTA GAGT GAATTT 4800 
CrAAATGTCG 6AATGTTATG GGATGTAAAC AATGTAAAGT AAAACACTCT CAGGATTTCA 4860 
CCAGAAGTTA CAGA3t3AGGC ACTGGAAACC ACXAOCAAAT TAGCAGGI6C AlULTI'L Ttfm 4920 
GCTGTCTTGT TTCTGAAOTA ClTmirrr C CACAAOAOTG AATTTGAOCT AGG CAAgTT T 4980 
GTTtnAAAGG TAGATCCXGA GATGAXTTGG TCAGATTGG6 ATAAG6CCCA GCAATCTGCA 5040 



1279 



wo 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



TTTTAACAAG CACCOCAGTC ACTAOGATGC AGATGOAGCA CftCTTTGAGA AACACCACCC 
ATTTCTACTT TTl- GCft C C r f ATTTTCTCTO TTCCTQAOCC CCCACATTCT CTAGOAQAAA 
CTTAQATTAA AATTCACAGA CACTACATAT CTAAAGCTTT GACAAGTCCT TQACCTCTAT 
AAACTTCAQA GTCCTCATTA TAAAATGGGA AGACTQAGCT GGAGTTCAGC AGTGATGCTT 
TTTACTTTTA AAAOTCTATG ATCTGATCTQ GACTTCCTAT AATACAAATA CACAATGCTC 
CAAGAATTTG ACTTG6AAAA O 

Seg ID tfOi Cia4 DMA Sequence 

Nucleic Add Accession ft: im_031460 • 

Coding sequence* 103.. 1101 



5100 
5160 
5220 
5280 
5340 
5361 



1 
I 

AGCAGGCX3TT 
CTAOTOCACC 
06GQGG6CTC 
CTC6CCTA0C 
6CGGCXKAG0 
AOOTOTCTOG 
AAGGGAGCCA 
TTCTTCTTTT 
ATGGCTGCOC 
OTGCTCAACC 
GGOGGCACCT 
TCGGGCCTCC 
AGCTAGACAO 
TA06TGATT0 
CTOTGQATCC 
CTOQAGAOSC 
TCCCAAASCT 
TGCTATCCAG 
QGCTGTGGCA 
CCCCTQATTT 
CTAGAGGCTG 
CTGGGTGACA 
CTTACTTTAG 
GCACCATQAA 
TGATGATCAC 
GAAATAAAGA 





AOGGCrrCTA 
G AATG AACCC 
TCTTTGGGAT 
CAGGGAGGGT 
GQAGACAQGO 
AGGGACGCAT 
AGC3ACA6CTA 
TAAGCTTT6C 
GGTGCA6CTA 
TGGGATGTGA 
GGGGCTGOUV 
OIAOOGGCAA 
A6AGCCAT0C 
TCTATGAAA 



GGC6CT6GGC 
CAGCTTCCAG 
GCTGGACTC6 
CAACACCACC 
QITCAGCACC 
CATCTTCTTT 
TCTCATGCAG 
TQACAAQOGO 
GCT6CT6CCA 
CTTOQOCTTC 
CTCCCASAGG 
GGCATG6CTG 
ATGTTCCTOC 
ACCTOACOQQ 
QGGAATCATA 
GTTATACTOC 
ACATGTCCAC 
TATOATTAAT 
CTTTOGGQTG 
TGCGGCOQAT 
'iXrmtSAGGG 
TAACAAACX3G 



31 

1 

GGAOGCCTOQ 
GCCTCTCCOG 
TQGGOGGTGC 
ACOOGOQTGT 
CGOGACAAGT 
CTGATCOGGG 
AGCATGGGQC 
ATTGGCTATO 
GCCCTTGTGO 
CAGGGAOTAA 
OGGTGGCTGG 
CCGCT6CTCT 
ATCAOCCTCA 

TACCCAcror 

GCCTTQATCA 
TGCCACCAC3V 
GA6CCAQA0T 
CAGCATCTGQ 
ATTCTTTGOT 
CCAAACTAAA 
TCTGCCCAAT 
TOQGOGCAGC 
ATGA'rOGCTQ 
GCSICAATTAO 
AATATCACGQ 



41 

I 

CTATGTA006 
C^OCACGGT 
TCTOQACGCT 
GGGAGCTGTT 
ATGTCGTCQV 
GCTGGGAGCT 
OCAACCIOftO 
GGATOOCACT 
ACCACT6GGC 
OGGGCTCTGO 
TCTCCCACAT 
GCACCGTGGQ 
GGTACAAGAA 
TCAAACTCAT 
GCTCTAAGGA 
CCCACTGCGC 
AACCTTCTQC 
0GTCX3TCCTC 
GACTACATTT 
AGGGTATACA 
ATGCCCTTCT 
GGAGCTCTOG 
ATAGGAAGAG 
ACCCTCCTTT 




CAACCTOQTG 
CAGCAGGCTG 
CX3CCXTCCTC 
GGAGGGCTGO 
CTTGGGC96AC 
CATGGTGTCC 
CCTCTOCCAO 
AGACTTCAAQ 

TCA06CTGCA 
GGTAGCAAGA 
TCCATCX31CC 
GAGACATGTC 
CCCCCACTTC 
CAGCCATAOQ 
TCTGGATCTC 
ATGrGAGAGA 



Seq ID KOt C125 DMA Sequence 
Nucleic Acid Accession #t NH_004154 
Coding sequence: 309.. 1295 



AAGGACAGAG 
OGGAAGAACT 
TGGGQCTACC 
CCTOTCATCT 
TTCTTCATQA 
TGCCAGAACA 
CACGAGTGGG 
GGATAACAAG 
GATGGGTGCO 
CCATGGAATG 
ACCQ06AGAA 
GCCTGCCGCT 
GCACGGCOGT 
CCCTGCTCAT 
GCCTGGTCOO 
TCAGCTTCCA 
6C06C0GGGC 
TGCCCACAGC 
TCAGCCOGCC 
6CTTCCTQCT 
GCC6CCAGGA 
TGGCOQTGGT 
CAGCCTACCr 
CAGCGGCCTA 
TCTTCTACTT 
CA6CCAAATQ 
GCCATTGTGT 
TCAGCTCAGC 
ATTTCTTCAO 
CTGGCTCTTO 
ACAAAAATAC 



11 
I 

GAGGGGCCCT 
GaTTCTGTGO 
TCAGGGCCCC 
GGATAGTGTC 
CACTCCTGAT 
TTGCA06CGA 
AATTTGCTCC 
ACCTCTGCCA 
GTCCTCAGTG 
GGACAATGGC 
CTTCAAGCAA 
GAACATCTGT 
GTACACCCTA 
CTACAACTAT 

c ri 'cci'cn'c 

GOGCTACCTG 
TGCCTGGCTA 
CATCTTOGCT 
TGCCCTGGGC 
OCCCTTTGCT 
TG6CCCQGCA 
GGTGOCTGCT 
GGCAGTGOGC 
CAAAGGCAGO 
CACCCAGAAO 
GCAQAOGCAG 
CC6GGGCACC 
TGGGCATGGA 
CCCCTTCTCr 
AGAGGTCCCA 
AGTGTGAC6T 



21 

1 

TCCTGTCAGC 
AATTTQTGCT 
ACAGGATOAG 
TAAAAATTTG 
ATGTCTCTCA 
CAGTTTCAGO 
AGCACTTCAC 
GAAGAACCAT 
AGCCCCTOCC 
ACAGGCCAGG 
CTGCTGCTGC 
QTCATTACCC 
AACCTTOCTC 
GCCCAAGGTG 
TATGOCAACC 
GGCATCTGCC 
GTGTGTGTAG 
GOCACAGGCA 
AOCCACTATA 
GCCCT6CT86 
GAGCCTOTGO 
GGCTTTGCCA 
TOGA08C0GG 
CGGCOGTTTG 
AAGTTCOQCC 
GGTCGCrOAO 
AGGAGCCCCA 
GTTAAGATCC 
GGCCCAGACC 
GTCAGCCATG 
GTACTGTCAA 



31 
I 

TGGCTGGGAG 
TATTTCCCAT 
GGGCTGaXTT 
CAAACTGCCT 
OTTTCCTCAT 
CACAQAACTO 
GGACTGCAAG 
GGCTTTGGAA 
TGCCTQAACA 
CTCT6GGCTT 
CACCTGTGTA 
AGATCTGCAC 
TGGCTGACCT 
ATCACTGGCC 
TGCAOGGCAO 
ACCGGCTGOC 
CCOTGTGGCT 
TCCAQGGTAA 
T600CTATGG 
GCTGCTACTO 
CCCAGGAGCG 
TCftGCTTCCT 
GOGTCCCCTG 
CCAGTGCCAA 
GGOGACCACA 
TCCTCCAGGT 
CCAACCCCAA 
CTCACAGGAC 
CTGTGGGCAT 
GAGAGCTGGO 
AA 



41 

1 

CAGAGGTGGC 
CAAGGATCAA 
TCAOATQAQT 
TCTTGTCAGT 
CTGCTGCCTC 
ACTGGCAGCA 
CQAGQCACTT 
GGOGGAGTTC 
TAGGAAAOCC 
GCCAOCCACC 
TT0GGGGGT6 
GTCCOGCCGG 
GCTATATGCC 
CTTTGGOGAC 
CATCCTCTTC 
CCCCTGGCAC 
GGCOGTGACA 
CCGCACTX3TC 
CATGGCTCTC 
TCTCCTGGCC 
GCGTGGCAAG 
GOCTTTTCAC 
CACTGTATTG 
CAGOGiaCTG 
TQAGCTCCTA 
CCTGGGCAGC 
ACCATG06GA 
CCAGAAGCTC 
GGAGA1G6AC 
GAAACCACAT 



Seq ID NO: C126 ONA Sequence 
Nucleic Acid Accession Oi NM_007197 
Ooding sequence! 18.. 1763 ~ 
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51 

1 

TTTGTCTTTT 
GGACCroCTC 
TTTCTGCTTG 
OTCTTGCTCA 
TCCAGACTTC 
GGGGCTGCTC 
GCTAACTCTT 
AGGCTGAGGA 
ACCTGGGCAG 
ACCT6T6TCT 
CTGGOOGCTG 
GCCCTOACCC 
TGCTCCCTGC 
TTCOCCTGCC 
CTCACCTGCA 
AAACGTGGGO 
ACCCAGTGCC 
T6CTAT6ACC 
ACTGTCATOG 
TGCCGCCTGT 
G0GGCC06CA 
ATCACCAAGA 
GAGGCCTTT6 
GACCOCATCC 
CAGAAACrCA 
CTTCATATTT 
GAATTAGAGT 
ACCAAAAACT 
AGACCTGGGC 
TAAGGrTGCTC 



60 
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11 
I 



21 
I 



31 



1280 



wo 03/042661 



ACACGTCCAA CGCCAGCATG CAGCGCCCGG GCCCCCGCCT GTGGCTGC?rC CTGCACGTGA 
TGGGCTCX3TO CGCCGCCATC AGCTCCATGG ACATGGA6CG OXXSSGCGAC GGCAAAT6CC 
AGCCCATCOA GATCCOOOTQ TOCWW3GACA TCGGCTACAA CATGACTCGT ATGCCXaUVCC 
TGATGG6CCA OGAGAACCAG CGOGAGGCAG CCaTCXaGTT GC3VCGAGTTC GCGCOGCTGG 
TGQAGTACGG CTGCCACGGC CACCTCCXSCT TCTTCCTGTG CTCXSCTGTAC GCGCC6ATGT 
GCACXMAQCA GGTCTCTACC CCCATCCCCG CCTGCCGG6T CATGTGCGAG CAGGCCOGGC 
TCAAGTGCTC CCCGATTATG GAGGAGTTCA ACTTCAAGTG GCCCQACTCC CTGGACTGCC 
GGAAACTCCC CAACAAGAAC GACXTCAACT ACXnOTGCAT GGAGGCGCCC AACAACGQCT 
CGGAOSAGCC CACCCGGGGC TGGQ6CCTGT TCCCGCCXSCT GTTCCGGCCG CAGCGGCCCC 
ACAGCX5CGCA GGAGCACCCG CTGAAGGACXS GGGGCCCCGG GCGCGGCGGC TGCGAC3VACC 
CGGGCAAGTT CCACCACQTG QAGAAGAGCG CGTCGTGCGC GCCGCTCTGC AGGOCOGQGO 
TQGACGTGTA CTGGAGCCGC GAGGACAAGC GCTTCGCAGT GGTCTGGCTG GCCATCTGG6 
CGGTGCTGTG CTTCTTCTCC AOCGCCTTCA CCGTGCTCAC CTTCCTCATC GACCCGGCCC 
GCTTCCOCTA CCCCOAOCQC CCC3VTCATCT TCCTCTCCAT GTGCTACTGC GTCTACTCCG 
TGGGCTACCT CATCOGCCTC TTCGCCGGCG CCGAGAGCAT CGCCTGC6AC CG GGACAGOG 
GCCAGCTCTA TGTCATCX3U3 GAGG6ACTGG AGAGCACCGG CTGCACGCTG GTCTTOCTGG 
TCCTCTACTA CTTCGGCATG 6CCAGCTCGC TGTGGTGGGT GGTCCTCACO CTCACCTG6T 
TCCTGGCOGC CX3GC3U«SAAG TGGGGCCAC6 ACGCCATCOA AGCX^ACAGC AGCTACTTCC 
ACCTGGCAGC CTGGGOCATC CCGGGGGTGA AGACCATCCT GATCCTGGTC ATGCGCAGGG 
TGGCGGGGGA CGAGCTCACC GGGGTCTGCT ACGTGGGCAG CATGGACGTC AACGCXSCTCA 
CCGQCTTCGT GCTCATTCCC CTGQCCTGCT ACCTGGTCAT CGGCACGTCC TTCATCCTCT 
CGGGCTTCGT GGCCCTGTTC CACATCCGGA GGGTGATGAA GACGGGCX3GC 6AGAACACX3G 
ACAAGCT6GA QAAGCTCATC GTGCGTATCG GGCTCTTCTC TGTGCTGTAC ACC3GTGCCGG 
CCACCTOTCT QATCGCCTGC TACTTTTAOQ AACQCCTCAA CATGGATTAC TGGAAGATCC 
TGGCGGCGCA GCACAAGTGC AAAATQAACA ACCAQACTAA AAGGCIGQAC TGC CTGATGG 
CCX5CCTCCAT CCCCGCCGTG GAGATCTTCA TGGTGAAGAT CTTTATGCTG CTGSTGGTOa 
QGATCACCAO CGGGATGTGG ATTTGGACCT CXaVAGACTCT 6CRGTCCTG6 CAGCAGGTGT 
OCAflCC38TAa OTTAAAQAAO AAGRGCCGGA QAAAACCGGC CAGCOTGATC ACCAGCGGTG 
GGATTTACAA AAAAGCCCAO CATCCCCAGA AAACTCACCA CGGGAAATAT GAGATCCCTG 
CCCftGTOGCC CACCTGOGTG TGAACAGGGC TGGAGGGAAG GGCACAGGGG CGCCCGGAGC 
TAAGATOTGG TOCTTTTCTT GGTTQTQTTT TTCTTTCTTC TTCTTCTTTT TTTTTTTTTT 
ATAAAAGCAA AAGAGAAATA CATAAAAAA6 TGTTTACCCT GAAATTCftOQ ATGCT6TGAT 
ACACTOAAAG GAAAAATQTA CTTAAAGGGT TTTGTrrTGT TTTGGTTTTC CA6CGAAGGQ 
AAGCTCCTCC AGTOAAGTAO CCTCTTGTGT AACTAATTCG TGGTAAAGTA GTTGATTCAG 
CCCTCAGAAG AAAACTTTTG TTTAQAGCCX: TCCOTAAATA TACATCTQTG TATTTGAGTT 
QGCTTTGCTA CCCATTTACA AATAAGAGGA CAGATAACIG CTTTOCftAAT TCAAGAO(XT 
CCCCTGGGTT AACAAATGAG CCATCCCCAG GGCCCACCCC CAGGAAG6CC ACMTTGCTOG 
G0G6CATCCC TGCAGRGGAA AGACAGOACC CGQGGCCCQC CTCACACCCC AGTGGATTTG 
GAGTTGCTTA AAATAGACTC TGGCOTCAC CAATAGTCTC T CTGCAAG AC AQAAACCTCC 
ATCAAACCTC ACATTTGTGA ACTCAAACGA TGTGCAATAC ATTTTTTTCT CTTTCCTTGA 
AAATAAAAAG AGAAACAAGT ATTTTGCTAT ATATAAAGAC AACRAAAGAA ATC TCCTAA C 
AAAAGAACTA AGAGGCXX31Q CCCTCAQAAA CCCTTCAOTG CIACSVTTTTG TOGCTTTTTA 
ATGGAAACCA AGCCAATCTT ATAGACGTTT GGACTGATTT GTGGAAAGQA GGQGOGAAGA 
QGGAGAAGGA TCATTCAAAA GTTACCCAAA GGGCTTATTG ACTCTTTCTA TTGTTAAACA 
AAT6ATTTCC ACAAACAGAT CAGGAAGCAC TAGGXTGGCA GftG ACACTTT GTCTAGTGTA 
TTCTCTTCAC AQTGCCAGQA AAGAQTGGTT TCXGOQXGTG TATAT TTGTA ATATATQATA 
TTTTTCATGC TCCACTATTT TATTAAAAAT AAAATATCXT CTTTAAAAAA A 



60 

120 

160 

240 

300 

360 

420 

4B0 . 

540 

600 

660 

•720 

780 

840 

900 

960 

1020 

1060 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1660 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2811 



Seq ID NO: C127 DNA Seciuence 
Kucleic Acid Accession ft: NM_00S761.1 
coding sequence t 2 50.. 495 6 

1 11 21 31 41 51 

icOAQGAaGA AACGGT6CCG GAGC3GC6C3M3 GGCTTGCT6C CGCCACCGCX: GCTGCACAGG 
CTGCOGGAGC GAGCCTGCCO CGCGCOOCJCC TOCCOOCTCT CCTTCCTGGQ COftGCIGCGO 
GGATGGGGCG GCCGCGGGAG CCCX3AGCG0G OGCAGGAACC GCOGCaSCOQ COOCCOGOGT 
CTCCGTTGCC GCGCGCCTGA GCCGCCGTCG CCGCC6CGGG CCCTGCCCGG GGGCGGCCCC 
CCCAOCCOGA TGGAGGTCrC CCGGAGGAAG G0GC06CCGC GCCCCCC6CG CCCCGCAGCG 
CCACTGCCCC TCCTCGCCTA TCTGCTGGCA CTGGOGGCTC CC0GCCGGG6 CXSCGGAOSAG 
CCCX5TGTGGC GGTCGGAGCA AGCOlTaSGA GCCAT0606G CGAGCCAGGA GGAOGGCGTG 
TTTGTGGCGA GCGGCftGCTG CCTGOACCAO CTGQACIACA GCCTGOAGCA GRGCCTCTOS 
CGOCTGTACC GGGACC3UW3C GGGCAACTGC ACAGAGCOGG TCTOGCTGGC GCCCCCCGCX3 
OGGCCCCGGC CCGGGAGCAG CTTCAGC3VAG CTGCTGCTGC CCTACCGCGA GGGQGCGGCC 
GGCCTCGGGG GGCTGCTGCT CACCGGCXGG ACCTTCGACC GGGGOGCCIG CGAGGTGCGG 
CCCCTGGGCA ACCTOAGCOQ CAACTCCCTQ CGCAACGQCA CXJOAGOTGOr GTOSTGOCaC 
CCGCAGGGCT CGA0GGCCX30 OGTGGTGTAC C60GCGGGCC GGAACAACOG CIGGTACCTG 
GCG6TGGCCG CCACCTACGT GCTGCCIGAG COGGAGACGG C6AGCCGCTG CAACCCCGCG 
GCATCGGACC ACQACAOGGC CATCX30GCTC AAGGACAOSG AGGGG0GC3VG CCTGGCC310G 
CAGGAGCTGG GGC3GCCTCAA 6CIGT60SAO GGOQOGGGCA 6CCTGCACTT CX5TGGACX30C 
TTTCTCTGGA ACGGCAGCAT CTACTTCCCC TACTAOOOCT ACAACmAC OaflOSG OGCT 
GCCACCGGCr GGCCCAGCAT GGCGCX3CATC GCGCAGAGCA COGAGGTQCT GTTCCA0G6C 
CAGGCATCCC TCJGACTGCJGG CCAOGGCXAC CCOQACGGCC GCCGCCTGCT CCTCTCCTCC 
AGCCTAGTCG AGGCCCTGGA CGTCTGGGC3G GGAGTGTTCA GCGOSGCCXSC TGGAGAQGGC 
CAGGAGOGGC GCTCCCCCAC CACCAOGGGG CTCTGCCTCT TCAGAATGAG TGAGATCCAG 
G0G0GG6CCA AGAGGGTCA6 CTGGQACITC AAGAOSGGOG AGAGCXACIG CAAAGAAGGG 
GATCAACCTG AAAGAGTCCA A0CAATC3GCA TCATCTACCT TGATCCATTC OGACCTGACA 
TCOGTTTATG GCACOGTGGT AATGAACAGG ACTGTTTTAT TCTTGGGGAC TGGAGATGGC 
CAGTTACTTA AGGTTAITCT TGGTGAGAAT TTGACTTCAA ATTGTCCAGA GGTTATCTAT 
QAAATTAAAG AAGAGACACC TGTTTTCTAC AAACTOffTTC CTGATCCTGT GAAGAATATC 
TAOITTTATC TAACAGCTGG GAAAGAOGTG AQGAGAATTC GTGTTGCAAA CTGCAATAAA 
OUAAATCCr GTTOSGAOTG TTTAACAGCC ACAGACCCTC ACTGCGGTTG GTGCCATTCG 
CTACAAAGGT GCACTTPPCA AGGAGATTGT GTACATTCAG AOAACTTAGA AAACTGGCTG 
GATATTTOGT CTGGASCAAA AAAGTGCCCT AAAATTGAGA TAATT06AAG CftfiTAAAGAA 

1281 
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AAQACTAOVG tXIACTATGGT QGGAAGCTTC TCTCCAAGAC ACTCAAAGTO CATGGTGAAG 1660 

AATGTGGACT CTAGCAGGQA GCTCTGOCA6 AATAAAAGTC A6CCCAA00S GACCTQGiVCC 1930 

TGTAGCATCC CAACCAGAGC AACCTliCftAA GA7GTTTCAG TTGTCAAOGT GATGTTCTCC 1960 • 

rrcGGTTCTT GGAATTTATC AGACAGATTC AACTTTACCA ACTGCTCATC ATTAAAAGAA 2040 

5 TGCCCAGCAT 60GTAGAAAC TGGCTGOGCG TGCTTCTAAAA GTOCAAGAAG GTGTATCCAC 2100 

CCC l ' l ' CA CAG CTTQCQACCC TTCTOATTAT QAGAGAAACC AQOAACAOTG TCCAGTGOCT 3160 

GTCGA6AAGA CATGAOGAGG AGGAAGACCC AAGGAGAACA AG6GGAACAO AACCAACCAG 3330 

GCTTTACAGG TCTTCTACAT TAAGTCCATT GAGCCACAGA AAGTATGGAC ATTAGGGAAA 2280 

AGCAAOGTGA TAGTAACX3GG AGCAAACTTT ACCOOQGCAT CGAACATCAC AAT6ATCCTG 2340 

10 AAAGGAACCA GTACCTGTGA TAAGOATGTG ATACAG3TTA GCCATGT6CT AAATGACACC 2400 

CACATGAAAT TCTCTCTTCC ATCAAGCOGQ AAAGAAATGA AGGATGTGTG TATCCAGTTT 2460 

GATGGTGGGA ACTGCTCTTC TGTGGQATCC TTATCCTACA TTGCTCTGCC ACATTGTTCC 2 520 

CTTATATTTC CTGCTAOCAC CTGGATCAOT GQTQGTCAAA ATATAACXIAT 6ATGGGCAGA 2580 

AATTTTQATO TAATTGACAA CTTAATCATT TCACATOAAT TAAAAGGAAA CATAAATGTC 2640 

15 TCTGAATATT GTQTGOCQAC TTACTGOGGO TnTTAGCCC CX^GTTTAAA GAGTTCAAAA 2700 

GTB0GCACX3A ATGTCACTGT GAAGCTGAGA GTACAAOACA CCTACTTGGA TTGTGGAACC 2760 

CTGCAGTATC GGQAOOACCC CAOATTCAOQ QQQTATOGGO TGQAATCOGA 6QTGQACACA 2820 

GAACTGGAAO TGAAAATTCA AAAAGAAAAT GACAACTTCA ATATTTOCAA AAAAGACATT 2860 

GAAATTACTC TCTTCCATGQ G6AAAATGGG CAATTAAATT GGAOTTTTGA AAATATTACT 2940 

20 AQAAATCAAG ATCTTACCAC CATCGTTTOC AAAATTAAAO GCATCAAGAC TGCAAGCACC 3000 

ATTGCCAACT CTTCTAAGAA AOTTCGGGTC AAGCTGQGAA ACCTGGA6CT CTAOGtOGAG 3060 

CAGGAGTCAO TTCCTTCCAC ATGGTATTTT CTGATTGTGC TCCCTGTCTT GCTAGTGATT 3120 

GTGATTTTTG CG6CCGTGQQ GQTOACCAGG CACAAATOSA AGGAGCTGAO T06CAAACAG 3160 

AGTCAAGAAC TAGAATTGCT OSAAAGOGAO CT00G6AAA6 AGATAOaTOA 08QCTTTOCT 3240 

25 GAGCTGCAGA T6GATAAATT GGATGTG6TT GATA6TTTTG GAACTGTTCC CTTCCTTGAC 3300 

TACAAACATT TTGCTCTGAG AACTTTCTTC CCTGAGTCAG GTGGCTTCAC CCACATCTTC 3360 

ACrOAAGATA TGCATAACAG AGACGCCAAC GACAAQAATG AAAGTCTCAC AGCTTTGGAT 3420 

GCX:CTAATCT GTAATAAAAG CfT TCTT G TT ACTGTCATCC ACAGCCTTQA AAAGCAGAAG 3460 

AACTTTTCTG TGAAGGACAG GTGTCTGTTT GCCTCCTTCC TAACCATTGC ACTGCAAACC 3540 

30 AAGCTGGTCT AGCTQACCAG CATCCTA6AG GTGCTGACCA GGGACTTGAT GGAACAGTGT 3600 

AGTAACAT6C AGC06AAACT CAT6CTGAGA OGCAOGGAGT COOTCXTrCGA AAAACTCCTC 3660 

ACAAACTGGA TGTCOGTCTO CX:TTTCTGGA TTTCTOOGGG AGACTGTCGG AGAGCCCTTC 3720 

TATTTGCTOG TQAG8ACTCT GAACCA6AAA ATTAAOUUSG GTCOGQTGGA T6TAATCACT 3780 

TGCAAAOGCC TGTACACACT TAATQAAGAC 'lt a 3CTCrnW GOCAGOTTCC GOAATTCAST 3640 

35 ACIOTGGCAT TAAAOGTCGT CTTTGAAAAA ATCCCX3GAAA AOQAGAGTGC A8AT0TCTQT 3900 

CGGAATATTT CAGTCAATGT TCrOGACTGT GACACCATTG GCCAAGCCAA AGAAAAGATT 3960 

TTCGAAGCAT TCTTAAGCAA AAATG6CTCT CCTTATGGAC TTCAGCTTAA TGAAATTGGT 4020 

CTTQAGCrrC AAATGGGCAC AOGACAGAAA OAACTTCTGO ACATGGACAG TTCCTCC3QT0 4080 

ATTCnCAAG ATOGAATCAC CAAGCTAAAC ACCATTOGCC ACTAT6AGAT ATCAAATGGA 4140 

40 TOCACTATAA AAGTCTTTAA GAAGATAGCA AATTTTACTT CAGATGTGGA GTACTCGGAT 4200 

GACCACXGCC ATTTGApTT ACCAGATTCG 6AAGCATTCC AAQATGTGCA AGGAAAQAGA 4260 

CATOSAGGGA AGCACAAfiTT CAAAGTAAAA GAAATGTATC TQACAAAGCT OCTGTOQACC 4320 

AAGGTG6CAA TTGATTCICT GCTTGA AAAA CiTOT AGAA GCATTT8QAG TTTAOOCAAC 4380 

AGCAGA6CTC CATTT6CTAT AAAATACTTT TTTGACTTTT TG6AC60CCA GGCTGAAAAC 4440 

45 . AAAAAAATCA CAGATCCTGA OOTCOTACAT ATTTaOAAAA CAAACAGCCT TCCTCTTCGC 4500 

TTCTGGOTAA ACATCCTGAA QAACCCTCAO TTTOTCTTTa ACATTAAGAA GACACCACAT 4560 

ATA6A06GCT GTTTGTCAGT GATTGCCCAO 6C31TTGATGG ATGCATTTTC TCTCACAGAG 4620 

GAGCAACTAG GGAAGGAAGC ACCAACTAAT AAGCTTCTCT ATGCCAAGOA TATCCCAAGC 4680 

TACAAA0AA6 AAlGTAAAATC TTATTACAAA GCAATCAGGG ATTTQGCTCC ATTQTCATGC 4740 

50 TCAGAAATGG AAGAATTTTT AACTCAGGAA TCTAAGAAAC AT6AAAATGA ATTTAATGAA 4600 

GAAGTG G CCr TGACAGAAAT TTACAAATAC AT06TAAAAT ATTTTGATGA GATTCTAAAT 4660 

AAACTAGAAA QAGAAOaAGO GCTGQAAQAA QCTCAGAAAC AACTCTT6CA TGTAAAAGTC 4920 

TTATTTGATQ AAAAGAAGAA AI6CAA0TGG ATGTAAGCAC TCTGGGGOCT G6CTTAATCT 4980 

GGCAAAGTTC TTCAGACX3AC TTGGQAGGAA AATGQCTQCT TGAGCTACTC TGTGTOGTTA 5040 

55 A1TT0TT8TT TGCACATAGO TTOCACTTTG GaCACSOTCT miAAGAOA GCAAGGCACA 5100 

TGCACAGCTT TTAGAAAGCA A 5121 



Seq ID KOi C128 UNA Sequence 
Nucleic Acid Acceselon If: MM_002185.1 
OU coding sequencet 23.. 1402 

1 11 21 31 41 51 

I I I I I I 

- CTCTCTCTCT ATCTCTCTCA 6AAT6ACAAT TCTA6GTACA ACTTTTOaCA TOOTTTTTTC 60 

65 TTTACTTCAA QTOOTTTCTG GAGAAAGT6G CTATGCTCAA AAT6GAGACT TG6AAGATGC 120 

AOAACTGGAT GACTACrCAT TCTCATGCTA TAGCCAGTTG GAAGTGAATG GATOGCAGCA 160 

TTCACTGACC ' i mmc m uia AGGACOCAGA TGTCAACACC ACCAATCTGG AATTTGAAAT 240 

ATGTGGG6GC CTOgTGGAGG TAAAGT6CCT GAATTTCAGG AAACTACAAG AGATATATTT 300 

CATOQAOACA AAOAAATTCT TACTGATTGO AAAGAGCAAT ATATOTGTQA AOaTTGOAGA 360 

70 AAAGAGTCTA ACCTGCAAAA AAATAGACCT AAOCACTATA GTTAAACCrG AOGCTCCTTT 420 

TGACCtGAGT GTCATCTATC GGGAAGGAGC CAAT6ACTTT GTGGTGACAT TTAATACATC 460 

AGACTTGCAA AAGAAGTAT6 TAAAAGTTTT AAT6CATQAT GTAGCTTACC GCXAGGAAAA 540 

QQATGAAAAC AAATGQAOGC ATOTOAATTT ATGCAQGACA AAGCTQACAC TCCTGCAOAO 600 

AAAGCTCCAA COSQCAGCAA TGTATGAOAT TAAAGTTOQA TCCATCCCTO ATCACTATTT 660 

75 TAAAGGCTTC TGGAGTGAAT GQAOTCCAAG TTATTACTTC A6AACTCCA0 AGATCAATAA 720 

TAQCTCAGGG GAGATGQATC CTATCTTACT AACCATCAGC ATTTTGAGTT TTTTCTCTOT 780 

OGCTCTGTTG GTCATCTTGG CCTGTGTGTT ATGGAAAAAA AGQATTAAGC CTATCGTATG 640 

GGCCAGTCTC CCCQATCATA AGAAGACTCT GGAACATCTT* TCTAAGAAAC CAA6AAAAAA 900 

TTTAAATOTO AGTTTCAATC CTQAAACSTTr CCTGQACTGC CAfiATTCATA GGGTOGATGA 960 

80 CATTCAAGCT AGAGATGAAG TGGAAGGTTT TCTGCAAGAT AOGTTTCCTC AGCAACTAGA 1030 

AGAATCTGAG AAGCAGAGGC TTGGAGGGOA TOTGCAGAGC CCCAACTGCC CATCTGAGQA 1080 

TGTAOTCOTC ACTCCAGAAA GCTTTGGAAO AGATTCATCC CTCACATGCC TGGCTCGGAA 1140 

TGTGAGTOCA TGTGAG6C0C CTATTCTCTC CTCTTCCAGG TCCCTAOACT QCAGGQAOAO 1200 

TG6CAAGAAI 66GCCTCATG TGTACCAG6A CCTGCTGCTT AGOCTTGGQA CTACAAACAG 1360 
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1320 
1380 
1440 
1500 
1560 
1620 
1658 



60 

120 

180 

240 

300 

360 



c.«c«k:cc cctcc^tttt cxctc^tc tgg^ 

^ScAGCCC ATTCTTACTT CCCTOOSMC i^ACTTACC GTOAGCGACA 

ScStCTAC CAAAACCAGT GWWMMM ^^^5^ TCACMCACA GAOAAfiACftA 
AAOATQATTT AAAAQGGAAO "CCt^^^ iSmCTCAA ACATTOOTT OACCACICTT 

Seq ID NOt C129 DNA Sequence 
10 N^^leic Acid Accession »: NM.002722.1 
coding sequence: 15.. 302 

" r t' " 

^TGgScT GTTACTACAG CCACTGCTOG <^^^^ ^ScAGCiaT CTC08TA8W 

^S^CA CAAAOMOAC AOOTOOOT 
ACATCAACAT OCTGACCAOO CCTAGGTOTO GCTCAGCCCG CKSQACITAT 

AAGCC 

Seq ID NO: C130 D^A Sequence 
25 HuSleic Acid Accession |: im^03254S.l 
coding sequence: 47.. 718 

31 *^ 

30 L-Tc.L«^cx L«^u^^ 

^^SO TCACCGCICA ftCl^^ ^tS^ SSwSgAG AGGQTGC3GTC 

cSa°GC«6 awccGSAGG fte«?E!^ ^Ssia ctogqcaoct tcw«^ 

35 OGOGOGGCCS CGCTGCTGCA ^TQACCaG AQGCQCAGTG AATGOHOOOC 

" ocSgcccac ttcaccgocc ocw-crooaA ^^^^ tocaggtgca tcttcggwc 

J^roOMCAC (KSAGCCTOGA CCC^C*^ SqCT^AC COQAAAGACT TCCIGGCCTC 

CCRCGCrCAC GSSCOOTOOa SccScGCAC CCTOGGTCCC «STCOCTTC 

AO ACTOCTGCAC CGCCTCCIGC O CCOGGATO C '^^^l^^ erWOQCATC OOCmAATT 
OBTOTCCAG CGGGAOCOaC OCCCCTGCGG OCTGAASCAC TOaBIQAMA 

AAAAAA 

«3eo ID NOt C3.31 DMA Sequence 
^iSc^id Accession ;: KM_006533.1 
Coding sequence* 72.-467 



60 
120 

leo 

240 
300 
360 
420 
4B0 
540 
600 
660 
720 
780 
840 
646 



45 



21 31 *^ V" 

50 ^ " I I l„^«.rii IrCTCrrrGCT 60 



55 
60 
65 



Lacm^ i^s^ b'^^T 

CACAGTCCAC GATGGCCCGG T^S^JJ^I ^cS^CT GGCTGACC6G AAGCTGOTG 
iSrCOQGACC TCGTGTCAGG G^^^S^ CCTTCAGGAC TACATGGCOC 

«6ACCAGGA G^CJiS^r ^^^T GTATGTCTTC TCC^GCT^ 

C0BACTGCCX5 ATTCCT^C ^^^^^ ScGTTCAGGa AGATTACTAT GGAGATCl^ 
AGGGCOSTGG GCGGCTCTTC ^GGSGMOCA 5^^^^ qgACCAGACC CTGAAACCXG 
^^ScTOGCCr GGGCTATTTC CC^GTAG^ I???^^ SmTCAGCT CAGOCTAOM 

S??^'^ -^'^ ^^^^ 



120 
180 
240 
300 
360 
420 
480 
538 



Seq ID NO: C132 ^ ^^^"^^"""^..^z 
Hucleic Acid Accession «: AB064272 
Coding sequence: 1..708 



l,«A«CAAaL«GAA-l^^^ 
GAACCCCA^ AW«C^ 
70 QQQAAAAACA C3kOCAJ3TCCC ^Sa^ CSflAAAAAAC ASCAQOOTC 

' ACMAQAOa TAAAAQCCCC JSmS AATCtCTCAC TACTACCICT 

^CMMSXrO^ f»*W«CTTC *GT^OTC dGGWCm CACCCTOTT 

TCraaCTAA ATAAAACIGA AGTCACICAT WG?J^J*^ cHOGAAAOOA QAaCCATCCA 
JSS^ CQAAGCIGAO TTCTATCAa, T^^^S Sc^TOOQ AQAQAATGAT 
75 ^icAAXA AAGATGGCIC 1^^^^ ^^^^ Sg^TTCT CCTCCTGGIG 
' icATtCCCTG CATGOGCCM ^^^^ 1^^^ CaScOGCAC ACIAACCCM --- 

^SSoCAG ATCCCTTOCC CACGOW^ 

80 

Sea TD H0-. C133 DMA Sequence 
SSlSc^id Accession #: N«^080870.1 
Coding sequence: 3.-710 

12oJ 



120 
180 
240 
300 
360 
420 
480 
540 
600 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



AGATGAOUZA 
AGAAAACCAC 
AAOGQAAAAA 
CCACT6AGAC 
TCACAAAQAC 
CTTCTCATCT 
TTACATCTAG 
CATACCrCAA 
ATTCATTCCC 
TGTTCCTTGG 
AGAACACCCA 
TX3ATGGAGCA 
GGOQCGCAGC 
AATTTCTATT 
CTTCATCTCT 
AGGGGACAAA 
CTGAGAATGA 
TQAOTCCTAA 
GGTTTATGGO 
TTATTTCCAT 
AGGACCCTIG 
AAGAAGAAAA 
CCAGAAGAAA 
TTAQTTTTCC 
GGACA06CAA 
GACCTTCCCT 
GTAGCTTTAT 
CCTTCACCCC 
ATTTTCrCTC 
' AGGAGAATGA 
ATGTT 



11 
I 

AGTCACAQAA 
AAGAACCCCA 
CACACCAGTC 
CATAAAAGCC 
TATAAAACCT 
AAATAAAACT 
AAOGAAGCTO 
TAAAGATGGC 
TGCATGG6CC 
CCTGATCTTC 
GTACAATGAT 
GCAGAATCTT 
CCTGGCTCTT 
TCCG66ACTA 
TCTTQAAACT 
GAAGAAAGAA 
AAAGGTGTTT 
AOGAASGACA 
OAAAGOaAGG 
TCACTATTAC 
CCCCCACCCC 
QAGAATTTAT 
TCATAAATAT 
TAAATGTCTA 
GGAGGGGATT 
GATTGQTGTC 
CT06TAAAA0 
AGATTCAAGT 
TCTCTTCTTA 
TOATGATAQT 



21 

1 

AAGTCCACAG 
GAAAAGCCTA 
CCAGAAAAGC 
CCA6TAAA0T 
TCAOTCAAGO 
GAAGTTACTC 
AGTTCTATCA 
TCACAfiAAAG 
ATAGTTATTG 
TTGGTCTCCT 
GCAGAGGATG 
G6CAT6GGCC 
CCAT6CTCXG 
GAG6AA0GGC 
OGTTGGGGAA 
TGAATAATAC 
GATGGACATQ 
QGAGGCTTAT 
GACTQAGGGC 
TTAAGAQTTT 
CATTTTTTTA 
TTCCTTCTCC 
CTCTCATCTA 
CAGTGGA06C 
TTTATTTGGC 
TCAGCATTTA 
TTACCCATCT 
TTTCCTCCTT 
TGGCCATTTC 
TTCCTTCTGT 



31 

I 

AACACCCAGA 
CXXn'ATACTC 
CTACAOAAAA 
CCAGAOAAAA 
TCACAGGAOA 
ATCAGGTGCC 
CATCAGAAGC 
OTATCCA08C 
f O GTCCT GO T 
ATATGAT600 
A6GGTGGCCC 
AGATCCCTTC 
CCCCm'OLT 
A6AGAATACT 
TGAGGTOATA 
GAGCAGACAT 
TTGT6GGGGC 
AOGCAATGOC 
AGAGTCTCTO 
GTGTGTAAAC 
ATGAAAAAAA 
ACTCTCTCCA 
CATG6TTGCT 
CCTGTTO G TT 
CAGCAGTCTC 
TTTTCCTGTC 
TCTCTACT6T 
GTAG6CATTT 
ACCTTATTAC 
CTATTGACCT 



41 

I 

AAAGACCAOG 
AGAGAAGACC 
CCTGGGGAAC 
CCCAGAAAAA 
CAAATCTCTC 
CACTGGTTCT 
CACAGGAAAC 
TQGACAGAT8 
66CTQTGATT 
GACAOGCOGC 
CAATTCCTAC 
COCAOQGTGA 
6QAT6AGGAA 
GAOGGTTACC 
AGCAAGGAGG 
TCTCTGTAGA 
ACCAAIGCAG 
CCA6ACIGAC 
QOTTTCAQGA 
AGGCTCATCT 
AAAACAAAAA 
TGCCCTGGAG 
TCCTCTTCCT 
TGGGTTGCTG 
ACCCACTGAT 
TCTTCCACCA 
CCCCATTCTC 
CATCTGTGIO 
TGATTGOQTA 
TTTTTATAAT 



51 
I 

TCAACCACA6 
ATAT6CACCA 
AOCACACTGA 
ACAGCAOCAO 
ACTACTACCT 
TTCACCCTCA 
QAGAGCCATC 
GQAGAlQAATG 
C TCCTCCT OQ 
ACAGTAACXX 
CCGOTCTACC 
TCTTQQAGTA 
COGOACTCAC 
AGTATTAACC 
GTGTAAGTTT 
AGGTAATG6T 
AACACT6CAC 
TTQItSAGTGO 
CA6CATTATG 
CTGAGTTCTC 
AAAOGGATCC 
AAAAAAAAGT 
CCXUUATOOC 
GGTTGTGGGT 
CTCCAGCCCA 
AAAGCCAGCT 
TCTCCTOCCA 
TSTTTTCT G G 
OAflGGQaAAA 
AAAOIATAAC 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1805 



8eq ID MOx C134 SNA Sequence 

Nucleic Acid Accession Si FGBNBSH predicted 

Codi2i9 sequence : 1 . . 10674 

1 11 21 31 41 51 

t I I I I I 

ATG1X3GCCTC 6CCT6GCCTT TTGTTQCTQQ GQTCTQGOGC TGGTTTOQGO CTGGGGGACC 60 

TTTCAGCAGA TGTCCCOGTC GOGCAATTTC AGCTTCCX3CC TCTTCCCGGA GAC0GO60CC 120 

GGG6CCCCC6 GGAGTATCCC CGGGG06CGC GCTCCTGGOQ ACX3AA606GC G6GGA6CA6A IBO 

GTGGAG0G6C TGGGOCAGGC GTT0CX3GGGA G6GGT6GGGC TGCIGCGGGA GCTCAGOGAG 240 

0GCCT66M8C TTGTCTTCCT GOTGOATOAT TOGTOCAGOO TG0GCX3AAGT CAACTTC06C 300 

AGCGAGCTCA TGTTCGTCOQ CAAGCTGCTG TCCX3ACTTCC CCQTGGTGCC CAOGGCCACQ 360 

OQOQTGQCCA TCGTGACCTT CTCQTCCAAG AACTACGTGG TGCOQCGCGT OGATTACATC 420 

TCCACCOQCC G08060GCCA GCACAAGTOC GCGCTGCTGC TCCAAGAOAT CCCT6CCATC 4B0 

T0CIA008AO OTQGGQGCAC CTACACCAAO G6GGCCTTGC AlSCAAOCCSC 0CAAA3TCTT 540 

CTTCKIGCTA GAGAAAACTC AACAAAAGTT 6TATTTCTCA TCACTGAIGG ATATTCCAAT 600 

GGGGGAGACC CTAGACCAAT TGCAGOQTCA CTGOGAGATT CAGGA6TGGA GATCTTCACT 660 

TTTGGCATAT GGCAAGGGAA CATTCGAGAG CTGAATGACA TGGCTTCCAC CCCAAAOGAO 720 

GAGCACTGTT ACCTGCTACA CAGTTTTGAA 6AATTT6AGG CTTTA6CIGG C06GGCATTG 780 

CATO AAQATC TAOCTTCTOO GA G TT TTATT GAAOAlOATA TOBT OCACTO CTCATATCTT 840 

TQTGATOAAO QCAAOGACTO CTGTQACCX3A ATOGOAAGCT GCAAATGTGO GACACSUCACA 900 

GGCCATTTTG AGTGCATCTG TGAAAAGGGG TATTAG6GGA AAGGTCTGCA GTATGAATGC 960 

ACAGCTTGCC CATCGGGGAC ATACAAACCT GAAG6CTCAC CAGGAGGAAT CAGC3^GTTGC 1020 

ATTGCAIGTC GIGATGAAAA TCAGACCTCT GCAOCTGGAA GCACATGCCC TBAAGACTGT 1080 

GTCIGCAGAG AGGGATACAO G6CATCTGGC CAaAOCTGTO AACTTOTOCA CIG0CCT60C 1140 

CTGAA6CCTC COSAAAATGG TTACTTTATC CAAAACACTT GCAACAAOCA CTTCAATGCA 1200 

GCCTGTGGGO TCCQATOTCA CCCTGOATTT 6ATCTTGTGG GAAGCAGCAT CATCTTATOT 1260 

CTACCCAATG GrrTGTGGTC aSGTTCAOAO AGCTACTGCA GAGTAAGAAC ATGTCCTCAT 1320 

CTCCGCCAGC CGAAACATGG CCACATCAGC TGTTCXACAA GGGAAATGTT AIATAAGACA 1380 

ACATOTTTSO TTGCCTQTGA TGAABGOTAC AOACIAGAAO 6CAGTQATAA GCTTACllVf 1440 

CAAGQAAACA 6CCAOTSGGA TGGQOGAGAA CCCOOGTGTQ TGGAGG6CCA CTGTTCCACC 1500 

TTTCAGATGC CCAAAGATGT CATCATATCC CCCX31CAACT OTOOCAAGCA QCX3VGCCAAA 1560 

TTTGGGAOGA TCTGCTATGT AAGTTGCOGC CAAGGGTTCA TTTTATCTGG AGTCAAAGAA 1620 

ATGCTQAOAT GTACCACTTC TGGAAAATGG AATGTCX36AG TTCAGGCAGC TGTGTGTAAA 1680 

GAGGTGGAGG CTCCTCAAAT CAACIOTCCT AAGGACATAG AGGCTAAGAC TCTGOAACAO 1740 

CAA6ATTCTG CCaUlTGTTAC CTGGCA6ATT CCAACAGCTA AAGACAACTC TGGTGAAAAG 1800 

GTGTCAGTOC ACGTTCATCC AGCTTTCACC CCACCTTACC TTTTtXCAAT TGGAGATGTT 1860 

GCTATCGTAT ACAOOGCAAC TOACCTATCC GOCAACCAGG CCAGCTGCAT TTTCCATATC 1920 

AAGGTTATTO AT6CAGAACC ACCTGTCATA GACTGOTGCA GATCTCCACC TCCOGTCCAO 1960 

GTCTOGQAGA AGGTACAIGC OGCftAGCTGG GATGAGCCTC AGTTCTCAGA GAACTCAOaO 2040 

GCTGAATTQQ TGATTACCAO AAGTGATACA CAAGGAGACC TTTTCCCTCA AGGGGAOACT 2100 

ATAGTACAGT ATACAGCCAC TGACCCCTCA GGCAATAACA GGACATGTQA TATCCATATT 2160 

GTCATAAAAG GTTCTCCCTG TQAAATTCCA TTCACACCIG TAAATGGG6A TTTTATAT3C 2220 

ACTCCAGATA ATACTGGAGT CAACTQTACA TTAACTTGCT TGGAGGGCTA TGATTTCACA 2280 

GAAGGGTCTA CTGACAAOTA TTATTGTGCT TATGAAGATS GGBTCIGGAA ACCAACATAT 2340 

ACCACTQAAT GGOCAGACTG TGCCAAAAAA 0GTTTTGC3iA ACGACQQGTT CSUUTTOCTTT 2400 

GAOATGrrCT ACAAAGCAOC TOiTrOTGAT GACACABATC TGATGAA6AA GTTTTCTGAA 2460 

GCATTTOAOA OQAOCCTGOO AAAAATGGTC OCATCATTTT GTAGTaATOC AGAQ6ACATT 2520 
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CIGGCCTGTC CCTTTTATGG J^CIWCOa I^«CIOGTT StoTTAAAT 3540 

UnrcCTTCTO AOGTTTTCCA TQAMGCTTC <5axRTACSGa CTTAAlWroi 3660 

CROCAACTTO «5an«SGTT* ^STTIGTCTC ^BI^CTK tTOTAAAGAC 3720 

20 GAWVCReACA TCQAT8MTG SSS^SS ^TC^CG GTOTGAAGRA 3780 

CTA(m«G(» J^TT^™ TW3t9C^ 3940 

AkTATAAftTG W3T0TAGCTC ^e^CCTTOT I™^^^ TOTITWIOR ftAOdSMSTC 3900 

GCTGGCTATC GTTGCRCATG TSTMAAGGR TTTGTOOGOC ^^J^^^ GQIWOaGaA 3960 

„^ AATOAATCCC WSTCMACa ^J^^SS G^^S^ CGTCQATOAC 4020 

TOTCTCAGTC MCXaraOA cacTOTGAAT TOARCATCAR TGAATGTCAG 4140 

TCOCTGTGTG C3«3CreGCTT CACAGGMCA SaStCATA CAOTTGIAAA 4200 

CATGCTCTAA CCTGTACKTT CTGGATGAAA TCCTCTOROQ ^C^^ tTATAACGGC 4440 

ATAXr^ CACXT^ .^^^ 

35 OAIGQOAAAT WTCI^ ^^^J^ SSmgSo AGGGATTCAG CCCAGCrGAG 4680 

GOTOOOTTAO TTCTOSOGCA CT^^QMt ATCTCCTCTC TCCACRGCRG 4740 

TCTTTTGTGG GCTCCATAAO CCAGCTCAAC CTCTGM^ tJ^SAAOOT QTTAOCATOQ 4800 

GfTGAAGTCAC TGGCTACCTC CTGCCOUSAG St^^ O.TATTTTGT 4860 

40 WTQATIGCC OOGOTAGG A^ 

ftMCCASGTT CCAAAGTCAA TCTGTTCICT ^"^^^ TTCCTCACTG TQAACGCATT S040 

eiGCAGTACr OTCTGAMCA ^S^i SbcSaTGA CTTCTATGCT SlOO 

AOCTGTGGGG TCCC^CCTCC TTTOOAmM ^"TE^ TATT^QTOA CTCAAGGATC S160 

TGTAAGGCTC CA»5RAftTOC GGJ^'J^ SccSm^ TGGGAGTAAC CaAAATCACA S460 

GCTAACAGTT CTTGGMTCA TTCOCCTCCT CCTACCmC TACTGCATCA S760 

GAAAATATAA ATAATGC5AWV ATATOTTWO *8TOKC™ J^^^ CACGGCTTCT S820 
55 TATTCATGCXS ATACAGGATA CABCTTAM GGCCCrrC» AOCaCCTGCC 5880 

ATCAAAGATG CTOTCA^ GaScCATTG AAT6CCTGGC CGACGGCAAG 6000 

TGCAAAGAAG GCTATACTCT TOCTSTOTT ^^^^^^ ATGAGCCACC CATTGTGGAC 6060 

TGGAGTAGAA GTQACCAOCA GTGOCPQGCT ^J™;^*^^^ ttGCATTCTA CTACTGCTCT 6120 

60 CACGCCTCTC C3U3AGACTGC CCATC^C TTTGGAGA^ SaSgGGTA 6180 

GATGGTTACA GCCTAGCA^ C^TT^ ,2,0 

^^'^^ l^^^ SSS^S^ SaS^ crcftGrxGrG 6300 

GTTTCCTATA Q^JOTG^ ^^^^3 CAAAGATTGA ATCTATGAGA 6360 

75 SS^SSS i 

SSSS^^ ill 

I^JrSSSt mrcCTAAG AQGAAATTCT ACCACCCTCT GCCAACCTGA TOGmOTGG 7260 
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10 

15 

20 

25 

30 

35 

40 
45 
50 
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60 
65 
70 
75 
80 



OGGCTOGAAG GTCCCAOTGC CTTOACCrGT TTAGAGACAG GTGATTGGGA.TGTAGATGOC 
CCaVTCTTGCA AT6CCATCCA. CTGTGKTTCC CCACAACXX:^ TTGAAAATGG TTTTGTAGAA. 
G6TGCAGATT ACAGCTATGO TGCCATAATC ATCTACAGTT GCTTCCCTGO GTTTCAGGTG 
GCTGGTCATG CCATGCA6AC CTOTOAAGAa TCAGGATGQT CAAGTTCCAT CCCAACATOT 
AT6CCAATA0 AC T GTGGCC T CCCTCCTCAT ATACATTTTG GAGACTGTAC TAAAC TOVAA 
GATGACCAGG GATATTTTGA OCAAGAAGAC GACATGATGG AAGTTOCATA TGTGACTCCT 
CAGCCTCCTT ATCATTTGGG AGCA0TG6CT AAAACCTGGG AAAATACAAA GGAGTCTOCT 
OCTACACATT CATCAAACTT TCTGTATGGT ACCATGOTTT CATACACCTO TAATCCAGOA 
TATGAACTTC TGGGGAACCC TGTCCTGATC T6CCAGGAAO ATGGAACTTG GAATGGCAGT 
GCACCATCCT GCATTTCAAT TGAATGTGAC TTGCCTACTG CTCCTGAAAA TCGCTTTTTG 
CX3TTTTACAQ AGACTAGCAT GGGAAGT6CT GT6CAQTATA GCTGTAAAOC TQGACACATT 
CTAGCAGGCT CTGACTTAAG GCTTTGTCTA GAGAATAGAA A6TG6AGTGG TGCCTCCCCA 
CGCTGTGAAG CCATTTCATG CAAAAAGCCA AATCCAGTCA TGAATGGATC CATCAAAGGA 
A6CAACTACA CATACCTGAG CACGTTGTAC TATGAGTGTG ACCCOSGATA TGTGCTGAAT 
GGCACTQAOA GQAQAACATO CCAOGATOAC AAAAACTGQG AT6AOGATGA GCCCATTTGC 
ATTCCTOTGO ACIGGAOTTC ACCOCCAOTC TCAGOCAATO GGGAOGTahO AGGAOAOGAG 
TACACATTCC AAAAAGAGAT TGAATACACT TGCAATGAAO GGTTCTTGCT TGAGGGAGCC 
AGQAGTCGGQ TTTGTCTTGC CAATGGAAGT TGaAGTOaAO CCACPCCOGA CTGTOTQCCT 
GTCAQATOTO CCACCCOGCC ACAACTGGCC AATGOGOTOA ajQAAQGCCT GQACTATQGC 
TTCATGAAGG AAGTAACATT CCACTGTCAC GAGGGCTACA TCTTGCACGQ TGCTCCAAAA 
CTCACCTGTC AGTCAGATGG CAACTGGGAT GCAGAGATTC CTCTCTGTAA ACCAGTCAAC 
TGTGGACCTC CTGAAGATCT TGCCCATGGT TTCOCTAATG GTTTTTCCTT TATTCATGGQ 
GGCCATATAC AGTATCAGTG Cl'l'L'CCVGGV TATAAGCTCC ATGGAAATTC ATCAAGAAGG 
TGCCrCTCCA ATGGCTCCTG GAGTGGCAGC TCACCTrcCT GCCTGCCTTO CAGATOTTCC 
ACACGAGTAA TTGAATATGG AACTGTCAAT GGGACAGATT TT6ACTGTGG AAA6GCA60C 
CGQATTCAGT GCTTCAAAGG CTTCAAGCTC CTAGGACTTT CIGAAATCAC CTGTGAAOCC 
GATGGCCAGT GGAGCTCTGQ GTTCCCCCAC TGTGAACACA CTTCTT6TGG TTCTCTTCCA 
ATGATACCAA ATGOGTTCAT CAGTGAGACC AGCTCTTGGA AGGAAAATGT GATAACTTAC 
AGCTGCAGGT CTGGATATGT CATACAAGGC AlSTTCAGATC TGATTTGTAC AQAGAAAGGG 
GTATGGAGCC A6CCTTATCC AGTCT6TGAQ CCCTTGTCCT OTGGGTCCCC ACCGTCTGTC 
GCCAATGCAG TGGCAACTGG AGAGGCACAC ACCTATQAAA GTGAAaiQAA ACTCAGATQT 
CTGGAAGGTT ATAOGATGGA TACAGATACA GATACATTCA CCTQTCAOAA AGATGGTOGC 
TGGTTCCCia AQAGAATCTC CTGCAGTCCT AAAAAATGTC CTCTCCCGOA AAACATAACA 
CATATACTTG TACATGGGGA CGATTTCAGT GTGAATAGGC AAOTTTCTGT OTCATGTGCA 
GAAGGGTATA CCTTTGAGGG AGTTAACATA TCA6TATGTC AGCTTGATGG AACCTGGGAO 
CCACCATTCT CC3GATGAATC TTGGAGTCCA aTTTCTTGTG GGAAACCIGA AAOTCCAOAA 
CATOQATTTG TGGTTGGCAG TAAATACACC TTTGAAAQCA CAATTATTTA TCA6TGTGAG 
CCTGGCTATG AACTAGAGGG GAACAGGGAA GGIGTCTGCC AGGAGAACA6 ACAGTG6AGT 
G6AGGGGTG6 CAATATGCAA AGA8A0CAGG TGTGAAACTC CACTTGAATT TCTCAATGGG 
AAAGCTGACA TTGAAAACAG GACGACTGQA CCCAAGGTGG TATATTCCTO CAACAOAGGC 
TACAGTCTTG AAGGGCCATC TGAQGCACAC TGCACAGAAA ATQGAACCTG GAGCCACCCA 
GICCCTCTCT GCAAACCAAA TCCATGCCCT GTTCCTTTTG TGATTCCCXSA GAATGCTCTG 
CTOTCTGAAA AGGAGTTTTA TGTTGATCAG AATGTGTCCA TCAAATGTAG GQAAGGTTTT 
CTGCTGCAGG GCCiAOGGCAT CATTACCTQC AACCCCQACX3 AGACGT6QAC ACAGACAAGC 
GCCAAATGTQ AAAAAATGTC ATGTGGTCCA CCAGCTCACX3 TAGAAAATGC AATTGCTCGA 
GGCGTACATT ATCAATATGG AGACATGATC ACCTACTCAT GTTACAGTGG ATACATGTTG 
GAGGGTTTCC TGAGGAGTGT TTGTTTAGAA AAT6GAACAT GGACATCACC TCCTATTrGC 
AGAGCTGTCT GTCGATTTCC ATGTCAGAAT GGGGGCATCT GCCAACGCCC AAATGCTTGT 
TCCTGTCCAG AGGGCTGGAT 6GGG0GCCTC TGTGAAGAAC CAATCTGCAT TCTTCCCTGT 
CTGAA066AG GTG6CTGTGT GGCCCCTTAC CAGTGTGACT GCCCGCCIGO CTGGAOSGGG 
TCTGGCTGTC ATACAOCTGT TTGCCAGTCT CCCTGCTTAA ATGGTGGAAA ATGTGTAAGA 
CCAAACOGAT GTCACTGTCT TTCTTCTTGO AC3GGGACATA ACTGTTCCaO GTAA 



Seq ID NOi C135 DNA Sequence 
Nucleic Acid Accession #t 
Coding sequences 1..390 



FGBIBSH predicted 



1 

I 

ATGAGGTTCA 
TATGTGTCAG 
GAACCAT6GC 
CAGTGCTGTT 
TGCACCTTCT 
TTTGTTGTGA 
AGTAAATGTG 



11 

1 

GTGTCTCAGG 
TCTGTCTCCT 
TGTGCCAGCC 
ACAATGAOQC 
GGCCCTGCTT 
ASCTGAAGGT 
AAAGAG600G 



21 
I 

CATGAGGACC 
CCTC TT QTGT 
GGCACCCAGG 
CAT06TGTCC 
TGAGCrCTGC 
TCAGGGTGTO 
GATATGTTAG 



31 
I 

GACTACCCCA 
CCAAGGGAAG 
TGTGGAGACA 
CTGAGCGAGA 
TGTCTTGATT 
AA7TCCCAGT 



41 

I 

GGAGTGTGCT 
TCATCGCTCC 
AGATCTACAA 
CC0GCX3UVTG 
CCTTTGGCCT 
GCCACTCATC 



8eq ID MO: C136 DNA Sequence 
Nucleic Acid Accession 9 s BC035671.1 
Coding sequences 126..174S 



G6CAGCGACT 
GGCAGCTGOG 
GGGTCATGOT 
TCCTGGCTTT 
ATGGCTGTGO 
COGGGACCTA 
GACTGATTCT 
TTCTCTTCAC 
AAGAACTCTS 
CTGGCOGGGO 



11 
I 

G0GCCCO6TC 
GCTOGGGATC 
GCCCGGCGCC 
GCTGCTOGC9 
ACACCTAGTG 
CXCCAATCAC 
GAGGTTQGGA 
CAGCTCTTCA 
6TTGAACACA 
TTTTTTGCTO 



21 
1 

CGGG0GC06C 
CGTCGAGGGO 
GGC6GCXX3CG 
aXCTCOQCCC 
ACTTATCAGG 
ACTQTTTGOG 
QATTTGGATA 
GATCAATATG 
AGTGAAGTAA 
ACCTATG06A 



31 
I 

GCTCGTCC6C 
AGQCCGAGCT 
GGGCACTGGC 
OQCTCCGGCT 
ATAGTGGCAC 
AAAAGACAAT 
TCGAATCCCA 
GTCCATACTO 
COGTCCOCTT 
GCAGCQACCA 



41 

I 

AGAGGAGGOG 
TGCCAAOCTG 
GOGGGCTGCC 
GCAG60GGAG 
AATGACATCT 
TACAOTACCA 
GACCTGTGCT 
TGGAAGTATQ 
T0A6AGTGGA 
TOCAGATTTA 



7620 

7680 

7740 

7800 

7860 

7920 

7980 

8040 

8100 

8160 

8220 

8280 

8340 

8400 

8460 

8520 

8580 

8640 

8700 

8760 

8820 

8880 

8940 

9000 

9060 

9120 

9180 

9240 

9300 

9360 

9420 

9480 

9540 

9600 

9660 

9720 

9780 

9840 

9900 

9960 ' 

10020 

10080 

10140 

10200 

10260 

10320 

10380 

10440 

lOSOO 

10560 

10620 

10674 



51 
I 

GaCTCCTGCT 
CQCTQGCTCA 
CCCCTTGGAG 
TGGTCGCGCC 
CACAAA OGAT 
TOCCATCTCC 



60 

120 

180 

240 

300 

360 

390 



51 
I 

GCCCGGCXX30 
GOGOCCAGCG 
GGG0GG6GCC 
GA6CTGGGTG 
AAGAATTATC 
AAGGGGAAAA 
TCTGACTATC 
ACTGTTOCCA 
TGCCACATTT 
ATAACATGn 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 



1286 



wo 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 
45 
50 
55 
60 
65 
70 
75 
80 



TGGAACGAGC 
GAGACGTAGC 
TGTQCAAAGC 
TGCTTCAGOQ 
QGGATGGTTC 
TQAGTTTTGA 
GTG6AGACCA 
GGGCTTCGGG 
GGGAGAAAAA 
TTTATOTTAA 
AAGGAATTGT 
TGCAAAACAA 
GGCACCAGAG 
ATTCATTGGT 
AGACAATCAC 
TGGCTATTCC 
CCTTTAGAAA 
ACTGTTGGAA 
GCTATGATAA 
GTTAACTCCG 
AGGTTGCCCC 
ACAACAACAA 
AGAGATAAAA 
AAAAAAAAAA 



TAGCCATTAT 
A06A6ACATT 
TGCCATCCAT 
CAAAGGGATC 
CCTGTCAGAC 
ACCT6A0GGQ 
AGTTCACTGQ 
CGACAGTAGC 
GAAAATAACA 
GAQTTTTGTG 
6AATAATGAA 
TTTCATCCCT 
GATAGCCTTG 
GTGGOGCAAG 
AAGGCCCATC 
ATTGGTGCTC 
GAA6AAGAAG 
GCAGATTAAA 
TGAGAAGGAG 
TTGACTGCCA 
GGATGGATCT 
AGGGCAGTAA 
TATTTTCTTA 
AAAAAAAAAA 



TTGAAGACAG 
TCTGGGAATA 
GCAGGAATAA 
AGTCGATATG 
AAGCGATTTC 
CAAATCAQAO 
TCTCCTG6CC 
AACAACCACA 
GGAATTAGGA 
ATGAACTTCA 
GAAAAGGTGT 
CCCATOGTGG 
AAGGTGGAGC 
ACAAGTCAAA 
CCCTC3GGAAG 

AAAGGAAGTC 
TATCCCTTTG 
ATGACACAAA 
AAATAGCATC 
CAGAOATGAG 
ATTAAA6TAC 
AAAATATATT 
AAAAAAAAAA 



AATACAGCAA ATTCTGCCCA 
TGGTAGATGG ATATAGAGAT 
TTGCTQATGA ACTAGOTGGC 
AAGGGATTCT GGCCAATGQT 
TGTTTACCTC CAATGGTTGC 
CTTCT T CCTC ATGBCAGTGB 
AAGCXX33ACT TCAGGAOOVA 
AACCACGAGA GTGGCTGGAG 
CCACAGGATC TACACAGTOQ 
AAAACAATAA TTCTAAGTGG 
TTCAGGGTAA CTCTAACTTT 
CCAGATATGT GOGGGTTGTC 
TCATTGGTTG CCAGATTACA 
GCACCAGTGT TTCSU^CTAAG 
AAACATOCAC AGGAATAAAC 
TGGT6TTTGC TGGAATGGGQ 
CGTATGGATC AGCAGAGGCT 
CCAGACATCA GTCAGCTGAG 
AGTTAGATCT CATCACAAGT 
CCCAACGTGC AGCXICTCGGC 
GATCGQAACA CCATGTTCTT 
TCTTTGTAAG GTACAOTTAC 
TCATTAAACA CCTATGCTGT 



GCTGGTTGTA 
ACCTCTTTAT 
CAGATCAGTG 
GTTCTTTCQA 
AGCAGATCCr 
GTCAATGAGA 
GGCCCATCAT 
ATGGATTTGG 
AACTTCAACT 
AAGACCTATA 
GQG6AGCCA6 
CCCCAGACAT 
CAAGGTAATG 
AAAGAAGA1G 
ATTACAACX3G 
ATCTTTC3C3M3 
CAGAAAACAG 
TTTACCATCA 
GATATGGCA6 
ATCTATCA6C 
TCCCAOOCTA 
GQATTAATCT 
CTCTATAAAA 



€60 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2010 



Seq ID NOt CI 3 7 DNA Sequence 

Nucleic Acid Accession #t Eos sequence 

Coding sequence: 1..1761 



1 11 21 

I 1 I 

ATGGGATTCG GTGOGGGGCA GCGACTGCGC 
6AGGCGGCCC GGCCCQGGCA GCTGCGGCTC 
AAGCTGG06C CCAGCGGGGT CATGGTGCCC 
GCTGCCGGGC GGGGCCTCCT GGCTTTGCTO 
GCGGAGGAGC TGGGTGATGG CTGTGGACAC 
ACATCTAAGA ATTATCCCGG GACCTACCCC 
GTACC3UWVGQ GGAAAAGACT GATTCTGAGQ 
' itri - OCT T C T G ACTATCTTCT CTTCACCAGC 
AGTATGACTG TTCCCAAAGA ACTCTTGTTG 
AQTGGATCCC ACATTTCTGG CCGGGGTTTT 
GATTTAATAA CATGTTTGGA AOQAGCTAGC 
TQGOCAOCTQ GTTGTAGAGA CGTAGCAGGA 
AGAfiATACCT CTTTATTGTG CAAAGCT6CC 
GGTGGCCAGA TCAGTGTGCT TCASG6CAAA 
AATGGTGTTC TTTOGAGGQA TGQTTCCCTQ 
GGTTGCAGCA GATCCTT6A6 TTTTGAACCT 
CA6TGG6TCA AT6AGAGTG6 AGACCAAGTT 
GACCAAGGCC CATCATGGGC TTGQGGGGAC 
CTGGAGATCG ATTTGGGGGA GAAAAAGAAA 
CAGTOGAACT TCAACTTTTA TGTTAAGAGT 
AA6TGGAA6A CCTATAAAGQ AATTGTGAAT 
AACTTTCGGG ACCCAQTOCA AAACAATTTC 
OTTGTCCCCC AGACATGGCA CCA6AGGATA 
ATTACACAAQ GTAATGATTC ATTGGTGTG6 
ACTAAGAAAG AAGATOAGAC AATCACAAGG 
ATAAACATTA CAAOGGTGGC TATTCCATTG 
ATGGGOATCT TTGCAOGCTT TAGAAAGAAO 
OAGGCTCAQA AAACAGACIQ TTGGAAGCAO 
GCTGAGTTTA CCATCAGCTA TGATAATGAO 
ACAAGTGATA TGGCAGGTTA A 



31 41 51 

1 1 I 

CCCGTCCCGG CGCCGCGCTC GTCCOCAQAG 
GGGATCCGTC GAGGGGAGGC CGAGCTTGCC 
G60GCCCGGG GCGGCGGCGC ACTGGCGCGG 
CTOQOGGTCT CCQCCCCGCT COGQCTGCAG 
CTAGTGACTT ATCAGGATAG TGGCACAATQ 
AATCACACT6 TTT6CSAAAA GACAATTACA 
TTGGGAGATT TGGATATCGA ATOCCAGACC 
TCTTCAGATC AATATGGTCC ATACTGTGQA 
AACACAAGTG AAGTAA0C6T COGCTTTGAG 
TTGCTGACCT ATGOGAGCAG OGACCATCCA 
CATTATTTGA AGACAGAATA CAGCAAATTC 
GACATTTCTG GGAATATGQT AQATGGATAT 
ATOCATGCAG GAATAATTGC TGATGAACTA 
GGGATCAGTC GATATGAAGG GATTCTGGCC 
TCAGACRAQC QATTTCTGTT TACCTCCAAT 
GAOGGGCAAA TCAGAGCTTC TTCCTCATGG 
CACTOGTCTC CTGGCCAAGC CC6ACTTCAG 
AGTAGCAACA ACCACAAACC AG6AGAGTGG 
ATAACAGGAA TTAGQACCAC AGGATCTACA 
TTTGTGATGA ACTTCAAAAA CAATAATTCT 
AAT6AAGAAA AGGTGTTTCA GGGTAACTCT 
ATCCCTCCCA TCGTGGCCAG ATAT0TG0G6 
GCCTTGAAGG TGGAGCTCAT TGGTTGCCAQ 
CGCAAGACAA GTCAAAGCAC CAGTGTTTCA 
CCCATCCCCT CGGAAGAAAC ATCCACAGGA 
GTGCTCCTTQ TTGTCCTGGT GTTTGCTGGA 
AAGAAGAAAG 6AAGTC08TA TGGATCAGCA 
ATTAAATATC CCTTTGCCAG ACATCAGTCA 
AAGGAOniGA CACAAAAGTT AGATCTCATC 



Seq ID KO: C138 DNA Sequence 
Nucleic Acid Accession #t 
coding sequence: 1..2310 



FGENBSH predicted 



1 
I 

ATGTTGCA0C 
ATATTACATC 
TATCAGGATA 
GTTT6CGAAA 
TTGGATATGO 
CAATATG6AA 
CAGAGAGTGG 
GCTGATGCAA 
ACAAGTGAAG 
CTGACCTATG 
TATTTGAAGA 
ATTTCTGGGA 
CATGCAGGAA 
ATCAGTGGAT 
GACAA6CQAT 
GGGCAAATCA 



11 
I 

GGCAGGAAAG 
AACATCCTGA 
GTGGCACAAT 
AGACAATTAC 
AATCCCAGAC 
TGCAGAAGQl 
ACATTCCTGT 
6AGGTCCATA 
TAACCGTCOS 
CGAGCAGOGA 
CAGAATACAG 
ATATQGTAQA 
TAATTGCTGA 
AT6AAGOGAT 
TTCIGTTTAC 
GAGCTTCTTC 



21 
1 

AXTTCTTGAC 
CATTATTAAC 
GACATCTAAG 
AGTACCAAAG 

66AGGAGACA 
GCAGCTGTTG 
CTGTGGAAGT 
CTTTGAGAGT 
CCATCCAGAT 
CAAATTCTGC 
TGQATATAGA 
TGAACTAGGT 
TCTGGCCAAT 
CXCCAATGGT 
CTCAT0GCA6 



31 
I 

TTATCTTCAG 
AAAGGTGAT6 
AATTATCCCG 
GGGAAAAGAC 
GACTATGTTC 
QAAGTGCTTT 
CCCAGCTTCC 
ATGACTGTTC 
GGATCCCACA 
TTAATAACAT 
CCA6CTG6TT 
GATACCTCTT 
GGCCAGATCA 
GGTGTTCTTT 
T6CAGCAGAT 
TGGGTCAATQ 



41 
I 

CTGAAGCAGT 
GCTGTGGACA 
GGACCTACCC 
TGATTCTGAG 
TCTTCACCAG 
GTCTTTCAGT 
TGGAAGGCTTG 
CCAAAGl^CT 
TTTCTGGCCG 
GTTTGGAAOG 
GTAGAGACGT 
TATTGTGCAA 
GTGTGCTTCA 
06AGGGATG6 
OCTTGAGTTT 
AGAGTGGAGA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1761 



51 
I 

GGCAGCTTGG 
CCTAGTGACT 
CAATCACACT 
GTTGGGAGAT 
CTCTTCAGAT 
GGCTGGC6CT 
GAAGGQTCAT 
CTTGTTGAAC 
GGGTTTTTTQ 
AGCTAGCCAT 
AGCA6GAGAC 
AGCTGCCATC 
GOGCAAAGGG 
TTCCCTGTCA 
TGAACCIGAC 
CCAAGTTCAC 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 



1287 



wo 03/042661 



PCTAJS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



AOCAACAAOC 
ACAGGAATTA 
GTGATGAACT 
GAAGAAAA6G 
GCTCOCATOQ 
TTGAAGGTGQ 
AAGACAAGTC 
ATCCCCTOCjG 
C3U3AT6ATCT 
ACAGQGQAAA 
TTCTTAGCAC 
OCCTTTGCCA 
ACACAAAAGT 
OGCACOQGGA 
GAGGCAG6GG 
CAOQAOTAOO 
CGGCACGTGC 
CAGCCOGGCC 
GCCCAGQAGO 
OQOGCCAAAO 
CCAA06CATC 
AACCA6ACGG 



6CCAAQC0CG 
ACAAAOCACG 
GGACCACAGQ 
TCAAAAACAA 
TGTTTCAOGG 
TQQCXZAiQATA 
AOCTCATTOG 
AAAGCACCAO 
AAGAAACATC 
CACAAA6GQA 
GCaXGGTTAG 
ACACACCTGA 
GACATCAGTC 
TAQATCTCAT 
CAGTCAOGAG 
TGAGCACCQA 
06CTGCCCCT 
TGC6CGCCCA 
ACAAACACTC 
GAGACTATCA 



CGGG6ACX3Aa 
CCATGACTGC 



ACTTCAGGAC 
AGAGTGGCTO 
ATCTACACAG 
TAATTCTAAG 
TAACTCTAAC 

TTGCCAOATT 
T6TTTCAACT 
CACAQATGCC 
GAATCTQGGA 
AGTAGTGTTT 
G6A6GACATT 
AGCTGAGTTT 
CACAAOTQAT 
GAAGGGCTCC 
TGC0G6GGGC 
GG06COCG06 
CACGTTCTCT 

AAGGGCACAC 
CCTOQCCACC 
TQACAGCTAT 
CCTTTTGTGA 



CAAGGCCCAT 
GAGATCQATT 
TCGAACTTCA 
TGGAAGACCT 
TTTGGGGACC 

ACACAA6GTA 
AAGAAAGAAG 
ATGCCAGTGC 
COTGATGAGG 
GCTGTTGTGO 
GATCACTACT 
ACCATCA6CT 
ATQGCASATT 
AGCTTOOGGC 
CACTASGACT 
QAGCCGQAGT 
GCGCAGA60G 
GGGGGCTTCT 
AGGGCACAGC 
OAAAOCGOGC 
TCTGOCCCGA 



CATGGGCTTC 
TGG6GGAQAA 
ACTTTTATGT 
ATAAAGGAAT 
CAGTGCAAAA 
C3VTQGCACCA 
ATGATTCATT 
ATGAGACAAT 
AQATTGTOGO 
GCAAAATACC 
TTAATGAOCT 
GTTGCSUISCA 
ATGATAATGA 
ACCAGCAGCC 
CCATGQACAC 
GCOCXSCAGGG 
AGGCCAOGCC 
GCTACOGOGT 
CCCCaTTAGC 
CfGGGGACAG 
ACCCXGACTC 
GAQACTGCCT 



6G606ACAGT 
AAAOAAAATA 
TAAGAGTTTT 
TGTGAATAAT 
CAATTTCATC 
QAGQATAGCC 
GGTGTGGGGC 
CACAAGGCCC 
AGACCATACC 
TTTTAAAGGC 
TGGCAnSCTO 
GATTAAATAT 
GAAGGAGATG 
CCTCATQATT 
GGAT6C0GAG 
GGCGQGGOQC 
CATOOTGOAg 
CCCAGGGCCC 

GGGCTAGGAC 
TCftG AAOCOC 
CACAOCCCTC 



Seq ID NO: CI 3 9 DNA Sequence 

NUdeic Acid Accession #> MM_004616.2 

Coding sequence t 1 80 8 93 



1 
1 

AGTGOCCCAQ 
ATTTAAATGT 
GACAAGCCTG 
TGGCAGGTGT 
TAT6TGGTAT 
CAATTTTTG6 
CTGTAGGTGC 
GTOGCTGCAT 
CGACAGGTAT 
TCTATGAAAA 
CCATAATTGT 
GGGGAAATAA 
GCCAAAGCTA 
TCTTGGCAAA 
TACTGGGTTT 
GATGCATCAA 
AAATATGTAA 
AGACCACAGA 
AATQATATGA 
AAAAAAAAAA 



11 
I 

GAOCTATQAC 
CCGTGGATAC 
TAACGAATAG 
GAGTGCCTGT 
CTTGATCCTA 
TTCTGAAGAT 
CATCATCATG 
GCTTCTGTTQ 
CCTAGGAGCT 
CACAAAGCTT 
OTTTCAAGAA 
TTTTCAACAC 
TAAT6GAAAA 
AAATTTGATT 
GGTGTTTTCT 
CCTATOSTCA 
GTGCTATATA 
TATCTTCTAG 
ATGTGTATTT 
AAAAAAAAA 



21 
I 

AAGCAAAOQA 
A6AAATCTCT 
TTAAATTCAC 
ATAAAATATT 
6CATTAGGAA 
GTAGGCTCTA 
ATTCTGGGCT 
TTTTTCATAG 
GTTTTCAAAT 
TTGAGOGCCA 
GAGTTTAAAT 
TATCCTGAAT 
CAAGTTTACA 
ATAGTTATTG 
ATGGTCCTGT 
QTCAAACCCC 
AGTGAGGAGC 
ACATATTGAA 
TTACTCAAAA 



31 
I 

ACATACTTGC 
6CAGGCAA6T 
GGGATCTG6A 
CTATGTTTAC 
TATGGGTAOS 
GCTGCTACX3T 
TCCT6GQATG 
6CTT0CTTCT 
CTAAOTCrOA 
CAGGGGAAAG 
GCTQCQOTTT 
TATGTQCXZTG 
AAGAGACCTG 
GAATATCATT 
ATTGCCAGAT 
TTTAAAATGT 
AGCTGTCTTT 
CACATTTAAO 
TAAAASTAAC 



41 
I 

CTGQAGATAO 
TGCTCCAGAG 
TTCCTAATCC 
CTTCAACTTC 
AOTAAGCAAT 
TGCTGTGGAC 
CT6CGGTGCT 
GATCCTOCTC 
TCGCATTGTG 
TGAAAAACAA 
GGTCAATGGA 
TCTAGATAAO 
TATTTCTTTC 
TGGACTGGCA 
GGGGAACAAA 
TGCTTTGGCr 
TTAAAATGTC 
ATTTGAGG6A 
TQTTTAOQTT 



Seq ID NOt C140 DNA Sequence 

MUcleic Acid Accession #i NK_004617.2 

Coding sequences 232.. 640 



1020 
lOBO 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2260 
2310 



51 

I 

GCTTTOCQAT 
CATATT6CAG 
TTTTCCGAAA 
TTGTTCTGGC 
GACTCTCAAG 
ATATTGATTG 
ATAAAAQAAA 
CTGCAGGTGG 
AATGAAACTC 
TTCCAGGAAO 
GCTGCTGATT 
CAOAOACCAT 
ATAAAAGACT 
GTTATTGAGA 
TGAATCTGTG 
TTGTAAATTT 
TOGGCTAGCT 
TATAAGGGAA 
AAAAAAAAAA 



1 

! 

CTTCAGGTCA 
AGCTQAAQCA 
ATTGAATTGG 
AGGAGGCAGT 
GGGGGCTGTO 
GCTAACATCC 
CAAGAGATCr 
CTGGTGTTCT 
GOGAAGOQAT 
GGATACTOGT 
AATAGTACAT 
AACAAOTGCC 
CTGOTOGTAO 
GGGAGCCTCT 
ACCTCOGAGA 
CTTCTTCTCT 
AGGCAGTTAT 
TAAAAAATAG 
TTAGAATTTA 
ATGTATAAAG 
TG6AAGTTTT 
TTCTGTTTTT 
TTTTTTGCTG 
GGGTTCTTTT 




TGGGCCTGAA 
TTGOGATGTT 
TTATCATCTC 
GGG6CTACCC 
GAGAGCCTCT 
QAGQAATCCA 
GTGGGGACTG 
TGAGCTGCTC 
TCTTGQAATT 
TCCTTCTTTC 
TTTGGCCACT 
CCAACAGGTT 
TCACATQTAC 
ACATAAATCA 
AAGAGGAAAA 
CCTTGCTTGA 
ATOTATGTTA 



21 
I 

ATAAATGTCC 
CACAGTTCAC 
AAGGACTCTC 
TOATTGCTGA 
GGGGGGGACC 
TCCTGGAOGA 
AGGAATATTA 
GAACAATGAC 
CACCTCCAOG 
AGCCATTTCA 
CTTCCACGAC 
CAATQTGGTT 
GATGOTTCTC 
CCAGTGTTGT 
AGACrCTACA 
ATTAATTGCT 
CAACCAGCTT 
TAACAAATTT 
CAAAGCATAC 
TGCCATACTA 
AAGGAAGAAA 
AQAATGATTO 
OTTOCTTGTQ 
AATTAAAAOC 



31 
I 

ATTGCCATOG 
AGAAATTTGG 
TOGCCAAAAA 

CTCATTCCCC 
AAAOTGATAG 
GGAAGCGGTG 
TGCTGTGGGT 
ATATTTGCTQ 
ATCAACAAGG 
GGGGATTATC 
GOCTGGAATC 
TGCGCCATCC 
GGCTGCTQTO 
GGATGAOGAC 
ATCTGC TTOC 
TOCTOUAOTT 
GATTTATAAA 
TTTTCATGAT 

CTTcrrrGTA 

GCACATTTAA 
ATGTATCCTA 
ACraATCTTT 
TOAATTCAOA 



41 
I 

AGGTTCTGCT 
TTCTCAGCCC 
CCCTTQAAGA 
ACCACCCCAG 
TTGCTTTTTT 
ATGACAAC6A 
TCTTGATGAT 
GCTGCGGCAA 
TGOTTGQATT 
GTCCTAAATG 
TGAATGATQA 
TQAOOCrCTT 
AGGTGGTCAA 
GGQGAGATGG 
TACAATTTCT 
TAGCTGATAA 
AGAATTTTGT 
TCTTTCAAAT 
TTTTTTATTA 
TATAAAGATO 
AATGAGAAAC 
AGTATTGTTA 
TGAGGCTGTC 
GOTAAGOT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1159 



51 

I 

ATTTTTGAGA 
CAAAATACT6 
GGCCCCGTGA 
AATGTGCACT 
TGGCTTCCTG 
CCACCTTTCC 
CTTCCCTGOG 
CQAGGGCTGT 
CTTGGGAGCT 
CCTCATGGCC 
GGCCTTATGG 
CTCCATCCTG 
TGGCCTCCTG 
ACCCGTTTAA 
TTTCATAAAA 
AGCTTAGAAA 
TATTTTCAAA 
TAQTTCCTTT 
CAAATOTAAA 
TTTATATCTT 
TAAOACCAAT 
TTTGTTOTCT 
ATCATG6CTA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1428 



Seq ID MOt C141 DNA Sequence 

Nucleic Acid Accession 9: NM_002381.2 



1288 



wo 03/042661 



PCT/US02/36810 



Coding sequence: 64.. 152 4 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



AAATCCGAGC 
ACCATGGCGC 
CTGCTQCTGC 
GAGACCOGAG 
6GGGCCGCTT 
AGACCCTTGG 
ACCAAAGTGA 
AGGCX3GGTGG 
TACACAGATA 
ACCATGTCAG 
GCTCGAGAGC 
CAGGACCAGG 
GTGGGOGTGG 
6AGCAIGTTT 
6AAACCTTCT 
ATCAGTGATG 
GACAAGAAAA 
ATCT6TGTGA 
AATOAAGACA 
CAOCACATTT 
ACTCTQAATG 
GGTTGCCAGC 
GGCTACACCT 
OTTTCGACTQ 
TCX3TATCTTC 
GAATATGGAC 
TGGTGTACTT 
TAATTTGCCA 
CIGCAGAATC 
CTTTAGTGTC 
QTGTTTCTTT 
ATTCACAATG 
TTATTACTGA 
TGAATGTAAT 
TTGAAGATGT 
TGAACATTAC 
AGCACTAGTT 
CTTTATTATT 
ATOSACAAAA 
AGTOCTGGGA 
AATTCTTTTG 
TGCTCAATTC 
TATTATCATG 
TTAAAAAAAA 



11 
I 



21 



CTOGCGTGGG CTCCTGGCCC 
GCCOGGCCCC CGCGCGCC6C 
TGCCCTCCGC CGCCCCCGAC 
GTCCCX3GGGG CAGCCCTGGA 
COGGGACCAG CGTVGCXrTGGC 
ACCTGGTGTT TATCATTQAT 
AAACTTTTGT CTCCCGGATA 
CAGTGGTGAA CTATGCTAGC 
AGCAGTCCCT GAAGCAGGCT 
GCXrXAGCCAT CCAQACAGCA 
CCTCTTCTAA CATCCCTAAG 
TGAATGAAGT GGOSGCTOGG 
ACCGGGCAGA CATGGCGTCC 
TCTACGTGGA GACCTATGGG 
aTGOGCTGGA CCCCTGTGTG 
GGGAAGGCAA GCACCACTGT 
CGTGTTCAQC TCTTQATAGQ 
ATGACAGAA6 TGGCTCTTAT 
GGAAftACTTG TTCAGCTCAA 
GTGTOAATGA CAGAACA6GG 
CAGATAAAAA AACATGTTCA 
ACATTT6TGT GAGTGATGGG 
TAAATGAGGA CAAGAAAACA 
AAGATQCTTG TGGATOTQAA 
AAA6ACTGAA CACTAAACTT 
AAATACATC6 TTAAATTGCT 
AATACTCATG CATTCTTTTG 
TTATCT6TAT TAATGCTTGA 
AGCATGATTT TTCCAAG6AA 
TCTAAGTTAT GACTGTGAAA 
ATCTACTAAT TGAOCCATTT 
GAAACTTTAG GTCTAGTTTC 
GAGTGCAAAT TGTACAAGGT 
TTTGAAGTGT TTAACACTTT 
GATCAATAGA TTGTAATACA 
ATTGCXS^TTT TTAATTCATT 
GTGAATTTAG GGTGTTAAAC 
TTQCTTCAGG ATCCAAGTGA 
TCTAATGTTG TCTTTTTAAT 
TTACAGGCTT GAAAGTCTAA 
GCTTTGAAAC TTGCAACTTT 
TGTTTTTCQT TTGCATTGTC 
TCTATTTTT6 ATGACTCATC 
AAAAAAAAA 



31 41 51 

I 1 I 

CCGACGGACA CCACCAGGCC CACX3GAGCCC 60 

CTCCCQGOAC TCCTCCTGCT OCTCTGOCCXl 120 

CCCQTOOCXX: GCXX3GGGCTT COGGAGGCTG 180 

CGCCGCCCCT CTCCTGCGGC TCCCJGACX3GC 240 

CGOGCCX3GOG GTGCAGGTGT TTGCAAGAGC 300 

AGTTCTC3GTA GCGTACGGCC CCTG6AATTC 360 

ATCGACACTC TGGACATTG6 GCCAGCX3GAC 420 

ACTGTGAAGA TGGAGTTCCA ACTCCAGGCC 480 

GTGQGTCX»A TCACACXTCTT GTCAACAGGC 540 

ATGGACGAAG CCTTCACAGT GGAGGCAGGG 600 

GTGGCCATCA TTGTTACAGA TGGGAGGCCC 660 

GCCCAAGCAT CIGGTATTGA GCTCTATGCr 720 

CTCAAGATGA TGGCCAGT6A GCCCCTAGAG 780 

GTCATTGAGA AACTTTCCTC TAGATTCCAG 840 

CTTGGAACAC ACCAGTGCX3V GCACGTCTGC 900 

GAGTGTAGCC AAGGATACAC CTTGAATGCC 960 

TGTGCTCTTA ACACCCAOGG ATGT6AGCAC 1020 

CATTGTGAGT GCTATGAAGG TTATACCTTG 1080 

6ATAAATGTG CTTTGGGTAC CCATGGGTGT 1140 

TCCCATCATT GTGAATGCTA TQAGGQCTAC 1200 

GTCCGTGACA AGTGTGOCCT AGGCTCTCAT 1260 

GCCGCATCCT ACCACTGTGA TTQCTATCCT 1320 

TGTTCA6CCA CTQAGGAAGC ACGAA6ACTT 1380 

GCTACACTOG CATTCCAQGA CAAGGTCAGC 1440 

GAT6ACATTT TGGAGAAGTT GAAAATAAAT 1500 

CCAATTTCTC ACCIGAAAAT GTGGACAGCT 1560 

CACACCTGTT ATT6CCAATG TTCCTGCTAA 1620 

ATATTACP6G ATAAATTGTA TGAAGATCTT 1680 

ATACATATGC AGATACTTAT TAAGAGCAAA 1740 

TGATTGGTAG GAAATAGAAT GAAAAOTTTA 1800 

AATTTTTAAA TGTTTATATT AGATAACCAT 1860 

TTTT6ATACT ATTTATAATA TAAATOUITC 1920 

ATTTACACAT ACAACTTCAT ATAACTGAGA 1980 

TTGTTTTTTG CTTATTTTQT TGGAGTATTA 2040 

CATATCTAAA AATAGTTAAC ACAGATCAAG 2100 

CTGGTCTTTO AAAGAAATGT ACTACTAAAG 2160 

TTTTTACCAA GTACAAAAAT CCCAAATTCA 2220 

CAAA6TTATA TATTTATAAA ATTGCTATAA 2280 

GITAGT6ATC CACCTGCCTC AGCCTCCCAA 2340 

CTTTTTTTTA CTTATATATT TGATACATAT 2400 

GAGAACAAAA CAGTCCTTTA AATTTTGCAC 2460 

TTTAATATAA TAAAAGTTAT TACCTTTACA 2 520 

AATTTTGTCT ATTAAAGATA TTTCTTTAAA 2580 

2599 



6eq ID NO: C142 DNA Sequence 

Nucleic Acid Accession #: MM_016639.1 

Coding sequence: 40.. 429 



1 

I 

G0GG0GGGG6 
CQGTTGCTGC 
GAGCAAGC6C 
AAGTGCATGG 
GCTGCAGCAC 
CTGACCTTGG 
OAaAAOTTCA 
ATCCftGTGAC 
TTCTAGA6CC 
GGGGTGGGGG 
AGGTGTCTGG 
ACAAAACA6C 
0CTTCCTTA6 
TCACTCAGAT 
TTAACACTAG 
CCCAAAGCGG 
AAXAAAAGAA 



11 
I 

CA6ACA6CGG 
GGCICCTGGT 
CAGGCAC06C 
ACTGOGCGTC 
CTCCTGCCCC 
TGCTGGGGCT 
C CACCCCCAT 
AATGT6CCGC 
AGTCTCTGCC 
GCGGTGAATC 
TTGCCCT60C 
TGACACTGAC 
GACCTGGGGG 
GTCCTGAAAT 
GG6CTGGCCC 
GGAGGAGATA 
TCTTTAACTT 



21 
1 

CGGGC6CAGG 
GCTG6GGCTC 
OCCCTOCTCC 
TTGCAGG6GG 
CTTCOGGCTG 
GCTTTCTGGC 
AGAGGAGACC 
CTG0CA6C0G 
TCCCAGAOGC 
ACCTCTGAGG 
TCTGGCTCCA 
TAAGGAACTG 
GCAGGCTSAC 
TCCACGACQG 
ACTAGGAGG6 
TTTATTTTGG 



31 

1 

ACGTGCACTA 
TGGCTGGCGT 
GSCGGCA6CT 
06ACCGCACA 
CTTTGGCCCA 
TTTTTGGTCT 
GG03GAGAGG 
GGGCT06CCC 
GGOGGGAGCC 
CCTQQGCCCA 
GAACAGAAAG 
CAGCATTTGC 
TTGGGGGGCA 
GGQTCACCCT 
CTGGCCCTAA 
GGAGAGTTT6 
AAAAAAAA 



41 

I 

TGGCTOGGGG 
TGCTGCGCTC 
CCTGGAG06C 
GOGACXTCTG 
TCCTTGGGGG 
G6AGA0GATG 
GCTGCCCAGC 
ACTCATCATT 
AAGCTCCTCC 
GGGTTCAGG6 
GGAGCCTCAC 
ACAGGGGAGG 
GACTTGACAC 
GGGGGGTTAO 
GATACAGACC 
6AGGG6AGGG 



51 
I 

CTCGCPGCGC 
CGTGGCGGGG 
GGACCTGGAC 
CCTGGGCTGC 
CGCTCTGAGC 
GCGCAGGAGA 
TGTGGOQCIG 
CATTCATCCA 
AACCACAAGG 
GAACCTTCCA 
GCTGGCTCAC 
GGGGT6CCCT 
TAGGCCCCAC 
GQACCTATTT 
CCCCCAACTC 
AGAATTTATT 



60 

120 

160 

240 

300 

360 

420 

460 

540 

600 

660 

720 

780 

840 

900 

960 

998 



Seq ID KO: C143 DNA Sequence 
Nucleic Acid Accession #: NM_00iai9 
Coding sequence: 113.. 2146 

1 11 21 31 41 51 

I I I I I I 

CCAGGA6GCA CGCTGGTTTT CCGGGGCOGC TCCAT060GC CTTCCTCCTG CQCCTC6CTT 
CTCCGGTCCA GCOGCCATCT TCCTTTCOGC ACAGGGGCOG COGAGOGGGG CCATGCAGCC 
AAG6CTGCTT CTCAGCCTOC TGGGAGCGGT GGGGCIGGOO QGTOTCAATT CCATGOCAGT 
GGATAACAGG AACCACAAT6 AAGQAATGGT GACTCaCTGC A3CATTGAGQ TCCTCTCAAA 

1289 



60 
120 
160 
240 



wo 03/042661 



PCTA}S02/36810 



5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TGOCTTGTCO 
GAOTAGAAAA 
AAQATTGTTA 
GGCAGGAGCC 
G6CAGAG6GA 
CTC0GACA6C 
GGATQA06A0 
TGAAGAGAAA 
GCAQGCTTCA 
6CATTCTCAO 

TQAQGAAGQT 
CCACCAOGOG 
AAAGGGACAC 
AAAGAGGGAC 
AOAAATAAAG 
GGGCA6A06A 
GGAOGACAftG 
AGAAAGTGAG 
AOGOaAOGCA 
AGGACACCAC 
GTGGAAAGAG 
GCAGGAGCA6 
TAAAGAATAT 
CCCATACTAC 
TOACAATTTT 
CCCAGAATAC 
GTATGAGAAG 
GGTGGCCCAA 
CTATGATTCT 
1GACCA6ACA 
TTTGGAACTA 
GTG6GCACTG 
ACCATTTATA 
TTGGAATTGT 
GCATATTCTT 
TCTTTQCIAAA 



AAGTCCAGOO 
GAOOTCftAAG 
AGAGACCCAG 
CCAGG6GAGG 
GGOGGQCACA 
GAAOTCTCTO 
GAGGAGGAG6 
CACCITQAAG 
GCTATAAAAA 
GAGAAGACAC 
GAGAATCACC 
GAGGAAGAT6 
AGGAGCAGGC 
CCCCAGGAGG 
CACCATTCAA 
GGTTATCCAQ 
AGTQAAGAAT 
AGAAACTACC 
GAAGAGAGGO 
OGTGCCTATT 
OGTGTCCAAG 
CTGGACAGAA 
GGAGACCTGC 
AGCTCCCATC 
GACCCTCTCC 
CTG6AQGGTG 
AACTATGACT 
AGAAACCTCG 
CTGGACCAGC 
QAGGA6CCGG 
6TCCTQACAG 
CA6AA6ATAG 
TTAAGAAGCA 
TACCCAAGGQ 
CTTTAATTTC 
TTCTGCAAAA 
AATGTTTGTC 



CTCCACCCAT 
ACAAAGAGAC 
CTGATGOCTC 
AGGACATCCA 
GCOQAGAGQS 
AAGAAOPIGAA 
GAGA6AACTA 
AGCCAGGAGA 
AAGAGGAGTT 
ATAGCOGAGA 
CCCAGGAGTC 
CCACCTCTGA 
CCGACAGQTC 
AATCTGAGGA 
OCCACTACAG 
OOQTGCAGGC 
ACAGGGCTCC 
CCAGCT-TAGA 
GCCTTGAGCC 
TCATGTCTGA 
AAAACCAGAT 
ATTATCTCAA 
AGGACACTAA 
AGACAGCTOA 
AGTGQAAGAG 
AGGAGGAAAA 
GGTGGGAGAA 
CGAGGGTCCC 
TCCTTCACTA 
TGAGCACCCA 
AGGACGAGAA 
CTGAGAAATT 
GCCATCACAT 
CAGAAAGTAG 
TGTCAGAAT6 
TAGACATATT 
TCAGTTGGAA 



CA0C0CTX3A0 

aactgaaaat 
gqaagcccac 
aggccx:aaca 

A60GGATGA0 
GACAGOCCAT 
TCAAAAA8GG 
GACACAAAAC 
AGTGGCCAGA 
GAAGAQTAGC 
T!AAA66CCAA 
ggtggacaaa 
CTCTCAAGGA 
GTCAAACGTC 
GGCTTCAQAG 
CCCTGAGGAC 
AAGAOCTCAG 
GCTTGATAAG 
OGGAAAGGGA 
CACCAGAGAA 
GGACAAGGCA 
CTACGGTGAG 
AGAAAACA6G 
AAAGAGGAAO 
CAGCCATTTT 
TGA6CTGACC 
AAAGCCCTTC 
CAAGCTGQAC 
CAGGAAGAAG 
CCAGGAGGGA 
AAAAGAACTC 
CAGCXrAAAGG 
GATCTGTTTT 
AACTTACTAT 
CTATTQAAAA 
AACATGCTTA 
ATAATAAAAO 



T6C060CAAG 
GAAAACACAA 
GAOTCCTCCA 

aaggcagaca 
ccccagtgga 

TCrQAOAAaA 
GAGOQAGGGG 
GCTTTTCTCA 
TOGGAAACAC 
CAGGAGAGTG 
CCCCGAAGCC 
CGACGCACX3A 
GGGAGTCTTC 
AGCATGGCCA 
GAAGAACCTG 
CTGGAGTGGO 
AGTGAGGAGA 
ATGGCACATQ 
CX3CCATCAC3V 
GAGAAAAGGT 
AGGAOGCATC 
GAAGGAOCCC 
GAGGAAGCTA 
AGATTAGGGG 
GAAAGAAGAG 
TTGAA06AGA 
TCTGAGGATG 
CXGAAAAGGC 
TCAGCTGAGT 
GAAAATGAAA 
GAAAACTTGG 
GGCTGACTGT 
TCACCACTTC 
TCATTAAATQ 
TGTGAATTGC 
TGACAAT6AC 
ATTCAGCTGA 



T OCTOA AGAC 
AGTTTGAAGT 
GCAGG6QAOA 
CAGAGAAATG 
GCCTCTATCC 
OGCAaAOAOA 
AAGATAGCAG 
ATGAAAGAAA 
ATGCTGCOGG 
GA6AGGA6GC 
AGGAA6AATC 
GGCCCA6ACA 
CCTCTGAGGA 
OTTTAGGOGA 
AATAT6QA6A 
AGGGCTATA6 
GTTG6GATGA 
GATATGGTGA 
GAGGCAGGGG 
TCTTGGGTGA 
CACAAGGTGC 
CAGGGAAGTG 
GGTTTCAAGA 
AACTGTTCAA 
ACAACATGAA 
AGAATTTCTT 
TGAACTGGGG 
AATATOACAG 
TTCCAGACTT 
AGGACAGGGC 
CTQCAATGGA 
CATTGOAQCa 
ACTGAAAGAC 
TTTGACACAA 
ATGACTTQTA 
TGTGCTACTO 
GACC 



Seq ID NO: C144 DMA Sequence 

HucXelc Acid Acceseion #t XM_093082.1 

Coding sequence! 93.. 1988 ~ 



CTTCTTGTGQ 
AATTTGTAAA 
AGCCCAACPG 
GTQGGGCTCT 
AGACAAAACT 
GGAAATTACA 
TTGGAATGGT 
ACTGTCAGGA 
TTGCTGCTGC 
CAGGAAGACT 
ACCCAGCATC 
ACTTAGAAGT 
CCCTACAAGT 
TOCCTAATTC 
ACGTOACTGT 
GAGAACAGCT 
CTCCTT6GGA 
AOCAGGCTGA 
TTAAAGATOO 
TGCAGGCAGC 
6CCAAAACCA 
GCGTTCAAGG 
GAACACCTTC 
AAGAAAACTT 
AAGGTTATTA 
TCACTTCTTC 
GTGCOQCCAT 
AAGAAAGAAA 
GAGAAAGOQA 
CCATTCAT6A 
AGGAGCCTGC 
TCGAGCTQaA 
CAGAGTCAGA 
AGGCATAG 



11 
I 

TAGGGACCTC 
AAATACCCTC 
TGTATTACAG 
AGCAGCTGTT 
GGAA6CTTCA 
GAAGCTCAAC 
TGGAAATT6T 
CAGTTCTTTC 
AAAGGATTGT 
TGAGGCAGTG 
TGAGGGTGOG 
CAAGGCAGAA 
TGTCCTCCTT 
TCCTGGTCAQ 
TQQATCTAAT 
TTCCATCCAG 
GGAGGGOAAG 
ACrCCAOATT 
AATTACAGGG 
AGACAGTGGA 
AGGCATCCTC 
AAGACCAGAA 
CCCTGTGTAC 
CAACCCAACC 
CCAGTGTACT 
ACATCCAGAA 
CATCATCTCT 
TTCTAAGACC 
AGCAATGCCA 
GACTG6CCCT 
CCCAGAGCCT 
GCTGGAOCCA 
GCCTGGOGTT 



21 
I 

TCCrCAGTAT 
GAAGATTCAO 
ACATTGAGGT 
CTTAGCACCA 
GCTTTGAAAT 
TTGCAGTTTT 
TCTGGTTTCT 
AAATOTGATC 
GGGAGTCCTA 
GA06AGGTTT 
GGGCATT6TG 
CCAAGCCTGA 
TGCAAAATCT 
GTTAGTGTGG 
QTCACTCTCA 
TGGTCTTTCT 
TGGCCAGATG 
TACTTTTCTC 
TCCAA06ATC 
ATTTACATCT 
AACGTCAGTG 
ACTGGCCACA 
TACT6GCATA 
ACOGGGATTT 
OCCATCAACA 
GTTGGAATCA 
GTTGTGTGCT 
ATOGGOGAAC 

GATACCATCC 
6CCCCA0GAT 
GAAAOGCAGT 
GTAGTTGAGC 



31 
I 

TTGAAACTAA 
QAATGAAGCT 
GGTACGGGTG 
GTCAGTGGCT 
TGCTCTATGG 
CTTTATCTOT 
CGGGATCATT 
TTTGTAAOCT 
AOTCCTTOCT 
T6GGGTTG6G 
AAAACTATGG 
QAAAAGGTQG 
TCTCCCItAA 
TGCAAGTGAC 
TCTGCATCTA 
TCXATAAGAA 
TTGAGGCTGT 
AAGGTGGACA 
CAGGTAATGC 
GOGATGTTAA 
T6TTAGTX3AA 
CTATTTCCCT 
AACTTQAGGG 
TGGTCATTGG 
GACTTGQCAA 
TTQTTGGGGC 
TOGCAAGGAA 
TTGAGCCAAT 
CTACCCAACT 
AAGAAOCAGA 
CAGAGCCTAT 
CGGAATTGGA 
CCTTAAGTGA 



41 

I 

CX3U3CATCTG 
TCTGTGTGAA 
CCTTATCTCT 
CACTGAACTG 
AGGCTTAAAA 
AACOGCTQCA 
GGTGCAATCT 
GCTCTGGCCT 
ATCAGAAGGG 
GGTGCTTGTA 
GTCTTTTAQA 
TATGGATCTC 
ACTATTTCTC 
CATCCCAQAC 
CACCACCACT 
GGAGATGGAG 
GAAGGGCACT 
AGCTGTAGCC 
ATCTATCACT 
CAAOCOCCCA 
ACCTTCTAAG 
TTCCTQTCTC 
AAGAGACATC 
AAATCTGACA 
TAfilTCC reC 
CTTGATTGGT 
TAAGGCAAAA 
GACAAAGATA 
AGAAGTAACT 
CTATGAOOCA 
GGCAGT6CCT 
GCCAGA6CCA 
AGATQAAAAO 



300 

360 

420 

480 

54 0 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1300 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2454 



51 

I 

ACAGATTTOG 
GGATTAAAAC 
TCTGCTTCTT 
6AATTTAGT0 
GATGCAAATT 
AAACTTCCAG 
CATTTTGGCT 
TCCAGCAGAG 
CTGAACTGGG 
CAGGCGGGTG 
GACTTGGTGG 
CAGAGACCCA 
TTTATTGCAT 
GGTTTCX3TGA 
GTGGGCTCCC 
CCAATTTCTT 
CTTGATGGAC 
ATCGGGCAAT 
ATCTOGCATA 
GACTTTCTOO 
CCCCTTTGTA 
TCTGOGCTTG 
OTGCCAGTGA 
AATTTTQAAC 
GAAATOQATC 
AGCCT6GTA0 
GCAAAGGCAA 
AAOCCAAGGG 
CTACCATCn 
AAGCCTACTC 
GAOCTTGACA 
GAGGCAGAGC 
OGAGTGQTTA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

1988 



Seq ID KO: C14S UNA Sequence 

Nucleic Acid Accession ft: FGENBSB predicted 

Coding sequence : 1 . . 1242 



11 



21 



31 



51 

1290 



wo 03/042661 



PCTAJS02/36810 



10 

15 

20 

25 

30 

35 

40 

45 
50 
55 
60 
65 
70 
75 
80 



ATGGTGTTCX3 
6TGGT6CAAO 
CTCATCTGCA 
TTCTTCCATA 
GATQTTGAGG 
TCTCAAGGTG 
6ATCCAGGTA 
ATCTG06AT6 
AGTGTGTTAG 
CACACTATTT 
CATAAACTTG 
ATTTTGGTCA 
AACAOACTTQ 
ATCATTGTTG 
TGCTTOGCAA 
GAACTTGAGC 
GACGCTACCC 
ATCCAAGAAC 
GGATCAGAGC 
CAGTCGQAAT 
GAGCCCTTAA 



CATTTTGGAA 
TGACCATCCX2 
TCTACACCAC 
AGAAGGAGAT 
CT6TGAAGGG 
GACAAGCTGT 
ATGCATCTAT 
TTAACAACCC 
TGAAACCTTC 
CCCTTTCCTG 
AGGGAAGAGA 
TTG6AAATCT 
GCAATAGTTC 
GGGCCTTGAT 
GGAATAAGGC 
CAATGACAAA 
AACTAGAAGT 
CAGACTATGA 
CTATGGCAGT 
TGGA6CCAGA 
GTGAAGATGA 



i 

GGTCTTTCTG 
AQACGGTTTC 
CACTGTGGCC 
GGAGCCAATT 
CACTCTTGAT 
A6CCATCGGO 
CACTATCTCG 
CCCAGACTTT 
TAAGCCCCTT 
TCTCTCTQOQ 
CATCGTGCCA 
GACAAATTTT 
CTGCGAAATC 
TGGTAGCCTG 
AAAAGCAAAG 
GATAAACXXyv 
AACTCTACCA 
GCCAAAGCCT 
GCCTGACCTT 
GCCAGAGCCA 
AAAGGGAGTG 



ATCCTAAGCT 
QTGAACGTQA 
TCCCGA6AAC 
TCTTCTCCTT 
GGACAGCAGG 
CAATTTAAAG 
CATATGCAGC 
CTCGGCCAAA 
TGTAGOGTTC 
CTTGGAACAC 
GTGAAAGAAA 
GAACAAGGTT 
GATCTCACTT 
GTAGGTGCGG 
GCAAAAGAAA 
AGGGGAGAAA 
TCTTCCATTC 
ACTCAGGAGC 
GACATCGAGC 
GAOCCAGAGT 
GTTAAGGCAT 



GCCTTGCAGG 
CTGTTGQATC 
AQCTTTCCAT 
OGGAGGAGGG 
CTGAACTCCA 
ATCGAATTAC 
CAGCAGACAG 
ACCAAGGCAT 
AAGGAAGACC 
CTTCCCCTGT 
ACTTCAACCC 
ATTACCAGTG 
CTTCACATCC 
CCATCATCAT 
GAAATTCTAA 
GCX3AAGCAAT 
ATGAGACTGO 
CTGCCCCAGA 
TGGAGCTGGA 
CAGAGCCrGG 
AG 



TCAGGTTAGT 
TAAT6TCACT 
CCAGTGGTCT 
GAAGTGGCCA 
GATTTACTTT 
AGGGTGCAAC 
TG6AATTTAC 
CCTCAACGTC 
AGAAACTGGC 
GTACTACTG6 
AACCACCGGG 
TACTGCCATC 
A6AAGTTGGA 
CTCTGTTGTG 
GACCATCGCX3 

gcx:aagagaa 

CCCTQATACC 
GCCTGCCCCA 
GCCAGAAACX3 
GGTTQTAQTT 



Seq ID NOs C146 DNA Sequence 

Nucleic Acid Accession NM_003020.1 

Coding sequence: 29.. 664 



CGCTCCTCGG 
TGGCCTACTQ 
CCCTGAC0G6 
GGGCATTGCC 
CCAGAGCATT 
CCCXaACATC 
GGG6TACCCA 
AAACACCCCT 
TCCGGAACAT 
GAAGGGAGGA 
GGATAATGTT 
GTAAAGAGAA 
TGCAGGT6TA 
TACAAAGCA6 
AAATTAOAAT 
TAAAAATTAA 
TQCAGTTTAA 
TTTGATTTTG 
GCTGTACTCA 
GGAA6CATTQ 



I 

GCTGCCCCTC 
TTTTGGCTGG 
6TCTCAGAAG 
AGGCCCCX3AG 
QAAGGTGGAG 
Gn3GCA6AGT 
6ACCCTCCAA 
GACACTCCAG 
GACTATCCAG 
GAGAGACGAA 
GTTGCAAAGA 
GATGCTAGAC 
AATGQAGTCC 
CIQTATGTA6 
AAQAGCTTTT 
AATGTGAATG 
AATGGTQTCT 
ATTAT6TAGT 
AGAGGAGGAG 
GC 



21 
I 

GGTTGACAAT 
CATCrOGATG 
CAGATATCCA 
TGGAATATCC 
CXCATGAAGG 
TGACTGGAGA 
ATCCCT6TCC 
AjGTTCAGTCG 
GCTTGGQCAA 
AGOGGAGGAG 
AGTCTGTCCC 
GAAAACCCAC 
CTGTQAATGA 
ATAGTGTATT 
TTGTTTCTTG 
TCAACAATAA 
GAGGTTGTAC 
TCATCCAGCC 
CTGACACATT 



31 

I 

GGTCTCCAGG 
GACTCCA6CA 
GAGGCTGCTT 
AGCTC3VCCAG 
ACTTCAGCAT 
CAACATTCCT 
TGTTGGAAAA 
AGAGTTOCAG 
GTGGAACAAG 
TGTCAATCCA 
CCATTTTTCA 
ATTACCTGTT 
CAGCATGTTT 
GTCTTCACAC 
GGTTTTTAAA 
AAAGCAAGAC 
TATTTTGQCC 
CTTGGGCATT 
TCACTTGGCT 



41 
I 

ATGGTCTCTA 
TTTGCTTACA 
CATGGTGTTA 
GCCATGAATC 
TTGGGTCCTT 
AAGGACTTTA 
ACAGATGATG 
TTGCACCAGC 
AAACTCCTTT 
TATCTACAAG 
GATGAGGATA 
AGGCCTCAGC 
CTTACATAGA 
CGATGATTCT 
ATGTGAATCT 
TATGAAAGGC 
AAGTCTGTAG 
QTTATACACC 
GGGTCTTAAT 



Seq ID NO I CI 47 DMA Sequence 

nucleic Acid Accession «t im_024021.2 

Coding sequence: 144.. 80 6 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

760 

840 

900 

960 

1020 

1080 

1140 

1200 

1242 



51 
I 

CCATGCTATC 
GCCCCCGGAC 
TGGAGCAATT 
TTGTGGGCCC 
TTGGCAACAT 
GTGAGGATCA 
GATGTCTAQA 
ATCTCTTTGA 
AOGAGAAGAT 
GACAGAGACT 
AGGATCCAGA 
ATGGCTTATG 
TAATTATGGA 
QCTTTTTQCT 
GCAATGATCA 
TCAGATTTCT 
AAAGCTGTCA 
A6TAAAGAAG 
AAACAT6AAT 



1 
I 

AACATTCCTG 
CTTTGGAACA 
ATTOGAGCAC 
GGGCTGGCCC 
AAGGATTGCA 
TGACTGCCCT 
ATGGAAGTAA 
TTATTTCAGG 
GTAGTCTAG6 
CATTTAGCTT 
ATAATTGTCA 
GTGTGCTGGA 
GTACCCCTGG 
CTCCCACACC 
AATCTATGCT 
TACTGATAGA 
AGAGAGATAA 
TTCACTGGCT 
GCAACAGCAC 
GCAAATAAGG 
6CAAAACACA 
AAAGTGCTTT 
CTCCTGCTTT 
GCAGGAGCTA 
TCAACTTATA 
AATTATATCT 
TTTTATTGCA 



11 
I 

CAAATGGTTT 
ACTTAAATAA 
CTTTTCTGCT 
TG6TGTGCCC 
AGAGAAGTTC 
GATGAGCCTT 
CCCTATTTCC 
ATCCTTGTCA 
AATGAATATC 
GGOGTTTTAT 
TGGGACTATG 
ATTCTGCATT 
TGGG6TTGTG 
ACTTAATQAO 
GACTGTGACA 
CTTGTTGATA 
TAAATTCAAA 
CTTTATOGAG 
TTGAAAGTTT 
TTTGGAAGCA 
TACTTCCCTC 
TTCCTTCAGG 
TCTTTCCCCA 
TCATTTGAGT 
TTTTCTATTT 
TAATCATATA 
GA6CAAAAAT 



21 
I 

CAATATATGC 
GTCAAATATA 
GCCATGACAA 
CAGCTGGGAA 
TTGAAGGGAG 
AGCATGGGAA 
GTGTATATCG 
ATTGCAGCAG 
ACCAGCTCTO 
TCATTCCATC 
TCCATCTTAA 
GCTGTGTCCC 
TTAATTCTGC 
GTTTGAGGCC 
CAAGAGCCTC 
TTATTATTAT 
ATTATOTTCT 
AGTACTAGAA 
TTCATTCATC 
GAAGA6CAAA 
CCATTTATTT 
AAGTGGAGAT 
TAGAAAGTAC 
AAAAGTATAC 
CATCTTCTTC 
TQQAAATGTG 
AAATCAAA3T 




CATCACATTC 
ACCAAAAGAT 
ACAT6AGAAA 
ATGTAATGCA 
CATTTTTTTC 
GTTAAATTAA 
ATAAGAACTT 
AAAAAGATAT 
AACTTTTTTT 
GCATGGCCAT 
CTTGAAiSTAG 
ATG6AGTAAA 
CTTTCCCTTC 
CAACATATGG 
AGAAGCAATA 



CACAGTCOGT 
AATCATATTA 
TCCCACCTTC 
TATTTGTTAA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1060 

1140 

1152 



51 
I 

GAAATTAOGT 
AAGGAGAGAG 
GCXIATGCCAG 
CATCTGTGGA 
GTGCA6ATTC 
TCTAATACTX 
QTAATGTTTA 
CTGGTCCGAG 
TTAATCAACA 
GGCAACTCAA 
CTCCTCTTAA 
GTGCTCTGTT 
GAAACAGCAT 
ATGCTCCAGA 
CCAACTTCGA 
GTGTGTGTAT 
AATAACTCAT 
ATTTAATGAG 
CATTACATTG 
AGGCCTCCAT 
TATGGGGACC 
CTTTTTCCTT 
CCTTGCAIGT 
AGCATCAGAT 
tACTGGGCAT 
ATAOGTTTGT 
AAAAAAAAA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1619 



1291 
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Seq ID MOt C140 DtXA Sequence 
Nucleic Acid AcceBsion fti NM_00209l.l 
^ Coding sequence: 5 6.. 503 

1 11 21 31 41 51 

I I I „ 1 I I 

AOTCTCTGCT CTTCCCAGCC T CTC O GQOQC GCTCCAAOQa CTTOOOSTGO OGACaVTOGQ 60 

CGGCAGTGAa CTCCCGCTOO TCCTGCTOQC 6CTGGTCCTC TGCCTAGCGC GO0GG6G6CX3 120 

10 AGOGGTOCOQ CT6CCTGCGG G066AGGGAC OOTGCT G AOC AAGATGTACC GGG6006CAA 180 

CCACTGGG03 GTGGGOCACT TAATGGGQAA AAAOAGCACA GGGQAOTCTT CTTCTGTTTC 240 

TGAGAGAGGO AGCCTQAAGC AGCAOCTQAO AOAOTACATC AGOTQQQAAG AAOCTGCAAG 300 

GAATTTQCTO GGTCTCATAO AAGCAAAOSA GAACAGAAAC CACCAOGCAC CTCAACCCAA 360 

GGCCTTGGGC AATCAGCAGC CTTOSTG GQ A TTCAOAGGAT AGCAGOUVCT TCAAAGATGT 420 

15 AOOTTCAAAA GQGAAAGTTQ OTAQACTCTC TOCTCCAGOT TCTCAACQTO AAOGAAGGAA 4 BO 

CCCCCACCTQ AACCAGCAAT GATAATGATQ GCCTCTCTCA AAAGAGAAAA ACAAAACCCC 540 

TAAGAGACTO AGTTCTGCAA GCATCAGTTC TACX3QATCAT CAACAAGATT TCCTTGTGCA 600 

AAATATTTQA CTATTCTGTA TCTTTCATCC TTQACTAAAT TCGTQATTTT CAAGCAGCAT 660 

cnirixju r r r aaacttgttt gctqtgaaca ATTorcxaAAA agagtcttcc aattaatqct 720 

20 TTTTTATATC TAGQCTACCT GTTGGTTAOA TTGAAG6CCC 0GA6CTGTTA GCATTCACAA 780 

TAAAAGCTTA AACACAT 797 

Seq XD HOt C149 DNA Sequence 
Nucleic Acid Accession «i NM_012261.1 
25 Coding sequencet 303 ••1045 

1 11 21 31 41 51 

I I I i I 1 

GATTTGCTCT OCCAGCASCT CT0GGTGC06 COCTCQACAC COAOTCCTAS CTA6GCGCTC 60 

30 ACAGAATACG CGCTCCCTCC CTCCCCCTTC TCTGTCCCCC GCCTCTCGCT CACCCOGGCC 120 

CACTCCAGCG GCGACTTTGA GGGATTCCCT CTCTGGCGGC CTCTGCAGCA GCACAGCOGQ 180 

CCTGATTOGG GGCACTGCGA 0TATG6ATCT CCAAGGAAGA GGGGTCCCCA GCATGSACAG 240 

ACTTGQA8TT CTOCTOATGT TGTTOCATAC AATGGCTGAA ATCATGGCAO AAGAAGAAGT 300 

GOAAAATCTC TCAGGCCTTT CCACTAACCC TOAAAAAGAT ATATTTGTGG T6CGGGAAAA 360 

35 TGGGACQACG TGTCTCATGG CAGAGTTTGC AGCCAAATTT ATTGTACCTT ATGATGTGTG 420 

GOCCAQCAAC TAOGTAGATC TQATCACAQA ACAGGCCGAT ATCQCATTGA CCOGGGGAGC 480 

TGAGGTGAA6 G6C06CTGT6 GCCACAGCCA GTGGGAGCTG CAAGTGTTCT GG6TGGATC6 540 

06CATATGCA CTCAAAATGC TCTTTGTAAA OQAAAGGCAC AACA1GTCCA AGG6ACCT6A 600 

0G06ACTTGG AG6CTGAGCA AAGT6CA6TT TQTCTACQAC TCCTGGQA8A AAACCCACTT 660 

40 CAAA6A0GCA 6TCAGTGCT0 GGAAGCACAC A6CCAACT0Q CACCACCTCT CTGCCTTGGT 720 

CACCCCOGCT GGGAAGTCCT ATGAGTGTCA A6CTCAACAA ACCATTTCAC TGGCCTCTAG 780 

TGATCOGCAG AAGAOGGTCA CCATGATCCT GTCT6CGGTC CACATCCAAC CTTTTGACAT 840 

TATCTCAGAT TTTGTCTTCA OTQAAOAOCA TAAATGCCCA GTGQATOAGC GGGAOCAACT 900 

G6AAGAAACC TTGCCCCTGA TTTT6GGGCT CATCTTQGQC CTCOTCATCA TOGTAACACT 960 

45 CGCQATTTAC CAOGTCCACC ACAAAATQAC TCCCAACCAG GTGCAGATCC CTCGQGACAG 1020 

ATCCCA6TAT AAGCACATGG GCTAGAGGCC GTTAGGCAGG CACCCCCTAT TCCTGCTCCC 1080 

CCAACTG6AT CAGGTAGAAC AACAAAAQCA GTTTTGCATC TTGTACAOQA GATACAGCAA 1140 

CATAGCtACA ATCAAACAGO CCTGGOTATC TQAGGCTTQC TTQGCrTGTO TOCATGCTTA 1200 

^ AAOCCACGGA A66GG6AGAC TCTTTCGGAT TTGTAGGGTG AAATG6CAAT TATTCTCTOC 1260 

50 ATGCTG6QGA GGAGGGGAGG AGGGTCTCAG ACAGCnTGO TGCTCATG6T GGCTTG6CTT 1320 

TGACTCTOCA AAGAGCAATA AATGCCACTT GGAGCTOTAT CTGGCCCCAA AGTTTAGGGA 1380 

TTGAAAAGAT GCTTCTTTGA GGAGGAAAGC CCTTTAGGTr CAGAAGAATA T6GG6TGCTT 1440 

TGCTCCCITO GACACAGCTG GCTT AT OCTA TACAGTTGTC AATOCACACA GAATACAAOC 1500 

TCATGCTOCC TGCAQCAAQA GOOCTQAAAG TQATTCATGC rPCTGGCTGO CATTCTOCAT 1560 

55 GTTTAGTGAT TGTCTTGGGA ATQTTTCACT GCTACCCGCA TCCAGCGACT GCAQCACCAO 1620 

AAAACQACTA ATGTAACTAT GCAGAGTTGT TTGGACTTCT T0CTGT6CCA GGTCCAAGTC 1680 

OGGGGACCTG AAGAATCAAT CTGTQTOAGT CTGTTTTTCA AAATGAAATA AAACACACTA 1740 

TTCTCTGGC 1749 

60 Seq 10 NO I ClSO DMA Sequence 

Nucleic Acid Accession ft: MM_003236.1 
Coding sequence: 2.. 226 

^_ 1 11 21 31 41 51 

65 I I 1 I I I 

GATGCTGGGG CTGGTCCTGG CCTTGCTGTC CTCCAGCTCT GCTGAGGA6T ACGTGGGCCT 60 
GTCTGGAAAC CAGTGTGCOG TGCOGGCGAA GGACA0G6T0 GACTGGG6CT AGCCOCATQT 120 
CAOOO0CAA6 GA6TGCAACA AOCQGGOCTO CXOCITIQAC TOCAGOATCC CTQaAOTGCC 180 
TTGGTYTrrrC AAGCGCCTGA CTAGGAAGAC AGAATGCAOC TTCTGAGGCA GCTOCAGCTG 240 
70 CCCCTGGGAT QCAGGCTGAG CAOCCTTGCC CGGCTGTGAT TGCTQGCAGG CAC TQTTC AT 300 
CTCAGTTTTT CTQTCCCTTT OCTOOOGGCA AGCTTTCTGC TQAAAGTTCA TATCTOQAfiC 360 
CTGATGTCrr AAOQAATAAA GGTCOCATGC TCCACOOO 398 



75 Seq ZD NO: ClSl DNA Sequence 

Nucleic Acid Accession NM^002993.1 
coding sequencet 64.. 408 

1 11 21 31 41 51 

80 1 I I I 1 I 

GGCAOQAGCC AGTCTCCOCQ CCTCCACCCA GCTCACGAAC CCGC6AACCC TCTCTTGACC 60 
ACTATQAGCC TCCCGTCCAO C0606CG6CC OGTGTOCOQG GTOCTTOGGO CTCCTTGTGC 120 
G06CTQCT06 G6CTGCTGCT CCTGCTGAOO O06OCGG(33C COCT060CAG OGCTGGTCCT 180 
OTCTCIQCIO T6CTGACAGA GCTOGOnGC ACTTGTTTAC GCGTTAOQCT GAGA6TAAAC 240 

1292 



wo 03/042661 



CCCAAAACGA TTGGTAAACT GCAGGTGTTC CCCGCAGGCC CGCAGTGCTC CAAGGTGGAA 300 

GTGGTAGCCT CCCTGAAGAA CGGGAAGCAA GTTTGTCTGG ACCCGGAAGC CXXTTTTCTA 360 

AAGAAAGTCA TGCAGAAAAT TTTGGACAGT GGAAACAAGA AAAACT6A6T AACAAAAAAG 420 

ACCAT6CATC ATAAAATTGC CCAGTCTTCA GCGGAGCAGT TTTCTGGAGA TCCCTGGACC 480 

CAGTAAGAAT AAQAAGGAAQ GGTTGQTTTT TTTCCATTTT CTACATGGAT TCXrCTACTTT 540 

GAAGAGTGTG GGGGAAAGCC TACGCTTCTC CCTGAAGTTT ACAGCTCAGC TAATGAAGTA 600 

CTAATATAGT ATTTCCACTA TTTACTGTTA TTTTACCTGA TAAGTTATTG AACCCTTTGG 660 

CAATTGACCA TATTGTQAGC AAAGAATCAC TGGTTATTAG TCTTTCAATG AATATTGAAT 720 

TGAAGATAAC TATTOTATTT CTATCATACA TTCCTTAAAO TCTTACCGAA AAGGCTQTQG 780 

ATTTCGTATG GAAATAATGT TTTATTAGTG TGCTGTTGAG GGAGGTATCC TGTTGTTCTT 840 

ACTCACTCTT CTCATAAAAT AGGAAATATT TTA6TTCTGT TTTCTTGGGG AATATGTTAC 900 

TCTTTACCCT AGQATGCTAT TTAAGTTQTA CTGTATTAGA ACACTGGGTO TGTCATACGO 960 

TTATCTGTGC AGAATATATT TCCTTATTCA GAATITTCTAA AAATTTAAGT TCTGTAAGGQ 1020 

CTAATATATT CTCTTCCTAT GGTTTTAGAT GTTTGAT6TC TTCTTAGTAT GGCATAATGT 1080 

CATGATTTAC TCATTAAACT TTGATTTTGT ATGCTATTTT TTCACTATAG QATGACTATA 1140 

ATTCTGOTCA CTAAATATAC ACTTTAGATA QATGAAQAAG CCCAAAAACA QATAAATTCC 1200 

TGATTGCTAA TTTACATAGA AATGTATTCT CTTGGTTTTT TAAATAAAAG CAAAATTAAC 1260 

AATGATCTGT GCTCTGCAAA GTTTTGAAAA TATATTTGAA CAATTTX3AAT ATAAATTCAT 1320 

CATTTAGTCC TCAAAATATA TACA6CATTG CTAAGATTTT CAGATATCTA TTGTGGATCT 1380 

TTTAAAGGTT TTGACCATTT TGTTATGAQO AATTATACAT GTATCAC31TT CACTATATTA 1440 

AAATTGCACT TTTATTTTTT CCTGT6TGTC ATGTTGGTTT TTGGTACTTG TATTGTCATT ISOO 

TGGAGAAACA ATAAAAGATT TCTAAACCAA AAAAAAAAAA AAAAAAA 1547 



Seq ID NOi C152 DMA Sequence 

Nucleic Acid Accession i^t NM_005242.2 

Coding sequence: 148.. 1341 



CX5GCC0GCX:C 
TTTCTCTCGG 
GCXSCCOGGOO 
GCCX3CCATCC 
TCXTTCTAAAG 
GGAGTTACA6 
AAACT6ACCA 
AGTAAOSGCA 
ATTTACATQO 
ATTQCCTATC 
ATTGGCTTTT 
CAGA6GTATT 
AITGGCATCT 
GTGAAaCAOA 
6AGCAGCTCT 
CTGTTCCCAG 
TCTGCCATGG 
OTOCTGOCCA 
TTTCTGATTA 
CTCTCTACCC 
AGGGATCATG 
GtATCCCTCA 
ACTGTTAAGA 
T6GAACCTGT 
ACATACCACC 



11 
I 

TGGGGAGGCG 
TGCGTCCAGT 
TOGGGGCTTC 
TGCTAGC3VGC 
GAAGAAGCCT 
TTGAAACAGT 
CGQTCTTCCT 
TGOCCCTGTG 
OGAATCTGGC 
ACATACATGC 
TCTATGGCAA 
GGGTCATCX3T 
CCCTGQCAAT 
CCATGTTCAT 
TGGTGGGAGA 
CCTTCXrrCAC 
AT6AAAACTC 
TOTACCTGAT 
AGAGCGAGGO 
TTAACAGCT6 
CAAAGAAGGC 
CCTCAAAGAA 
CCrCCTATTQ 
TTAATGTTAT 
G 




TCCAATTQTC 
GGTCTTTCTT 
CTTGGCTGAC 
CAACAACTGQ 
CATGTACTGT 
GAACCCCATG 
ATGGCXGCT6 
TOCTQCCCTQ 
CATGTTCAAT 
AGCCrCTGCC 
A6AGAAGAAA 
CrOClTGACT 
CCAGAOCCAT 
C31TCGACCCC 
TCTCCTTTGC 
A CACTC CAGQ 
A8TTTTCCAG 
GAGGACOTGT 



31 
I 

GCTCCGATTC 

GrrrcGAATc 

GGGAGCCCCA 
TGCAGTGGCA 
6TTGATGGCA 
GATGAGTTTT 
TACACAATTG 
TTC08AACTA 
CTOCTCTCTG 
ATTTATGGGG 
TOCATTCTCT 
GG6CACTCCA 
ATTCTGCIGG 
AACATCAOQA 
TACTTCCTCT 
TATGTGCTGA 
AGGAAGAGGG 
GCTAGTAACC 
GTCTATOCCC 
TTTGTCTATT 
CX3AAGTGTCC 
AAATCCAGCX 
6TCCTCAGAT 
CTGTTATTTC 



41 

1 

GGGGCAGGTG 
GGTGGCGGCG 
GCGC6G0GTG 
CCATCCAAGO 
CATCCCACGT 
CT6CATCTGT 
TGTTTGTGGT 
AGAAGAAGCA 
TCATCTGGTT 
AAGCTCTTTQ 
TCATGACCTG 
GGAAGAAGGC 
TCACCATCCC 
GCTGTCATGA 
CTCTGGCCAT 
TGATCAGAAT 
CCATCAAACT 
TTCTGCTTGT 
TGTACATTGT 
ACTTTGTTTC 
GCACPGTAAA 
CITACTCTTC 
GGGAATTGCA 
CTAATCAAAA 



51 

1 

AGAGGCTGAC 
GATTCCCCGC 
GCTGCTGGGG 
AACCAATAGA 
CACTGGAAAA 
CCTCACTGGA 
GGGTTTGCCA 
CCCTGCTGTQ 
CCCCTTGAAG 
TAATGTGCTT 
CCTCAGTGTQ 
AAACATTGCC 
TTTGTATGTC 
TGTTTTGCCT 
TGGGQTCXTT 
GCTGOGATCT 
CATTGTCACT 
GGTGCATTAT 
AGCCCTCTGC 
ACATGATTTC 
GCAGATGCAA 
AAGTTCAACC 
CAGTAGGAT6 
AGGTGTCACC 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

640 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1451 



Seq ZD NOt C153 DNA Sequence 

Nucleic Acid Accession #i HM_003469.2 

Coding sequence t 92 1 945 



GAAACGGCCC 
CATATAAACA 
AGCAGOCCTG 
TCAGAGAAAC 
TCCCAGTCCT 
TAAGGAA6AA 
AAAAGAAAAT 
GAT6AGAATA 
AGAAAATAAG 
TTATGAGACA 
T6AAGAGAAT 
TACTCCTCAA 
ACCAAACAAC 
AGATGATATC 
GAACCCAGTA 
GAATATAGGA 
CCAGGAAGAA 
AATTGCTTAT 
AAATGGGGAA 
GCTGATTGAA 
AACTGGGGAG 
CCTAGATSIC 



11 

I 

GAGAAGCTOG 
AAAAGAGGAA 
TCTCTTATCC 
CAGCTGCTTC 
GAAATGATCA 
A6CAGCCCAO 
GGCGATGAAA 
ATACTOGAAG 
CCCTATGCCT 
CAGCAGTOGC 
TCCAGGGATA 
AGCCTTGCTA 
CAGAAAC6TG 
TACAAGGCTA 
GAGGAGAAAA 
AAAAATGAAC 
GATCTTOGGA 
TTGAAAAGGT 
AGGGCCACXA 
ATC7GAAG6A 
AAGCG6AATG 
ATCTCAGAGG 



21 

I 

CCCGGAGAAC 
ATCTTTCAAA 
CTTTAATTTT 
AGAAAGAACC 
GGGCTTTGGA 
ATTATAATCC 
GCCACTTGCC 
CTTTGAGACA 
TGAATTCAGA 
CAGAAAGAAA 
ACCCCTTTAA 
CATTGGAATC 
AGAGGATGGA 
ATAACATTGC 
TAGAGAGTCA 
AAATCAACGA 
AAGAQAGTAA 
TAGTAAATGC 
GGCTTTITGA 
ATTTACAGAT 
GATCAGIG6A 
CTGACrXAGA 



31 
I 

GGGGAGGAAT 
CATGGCTGAA 
CCTCATCTCT 
AGACCTCAGG 
GTACATAGAA 
CTACCAAGGT 
G6A6AGGGAT 
GGCTGAAAAT 
AAAGAACTTT 
GCTTAAGCAC 
A06CACAAAT 
TGTCTTCXAA 
TGAGGAGCAA 
CTAT6AAGAT 
AACCXAGGAA 
TGAGATGAAA 
AGACCAACTC 
TGCAGGAAGT 
GAAACCTCOT 
ACCCCCAGAA 
ACOGGAGOSG 
CCATOCAGAC 



41 

I 

ATGCTGT6GA 
GCAAAGACCC 
GGGGCTQAAG 
TTGGAAAATG 
AACCTCOGAC 
GTCTCTGTCC 
TCACTGAGTG 
6AGCCTCAGT 
CCAATGGACA 
AT6CAATTCC 
0AAAXAGTG6 
GACCTGGG6A 
AAACTTTATA 
GTGGTOGGCK? 
GAGGTGAQAO 
GGCTCAGGGC 
TCAGATGATG 
GGGAOGTTAC 
6ATTCTCAGT 
GACTTAATTG 
GAGCTTGACC 
CTGTTGQVAA 



51 
I 

GCTCCTCTGC 
ACTGGCTTGG 
CAGCTTCATT 
TCCAAAAGTT 
AACAA6CTCA 
CCCTTCAGCA 
AAGAAGACTG 
CTGCACCAAA 
T6AGTGATGA 
CTCCTATGTA 
AGGAAGAATA 
AACTGACAGG 
CX^GATGATGA 
GAGAAGACTO 
ACAGCAAAGA 
AGCTTGGCAT 
TCTCCAAAST 
AGAATGGGCA 
CTATTTATCA 
AGATGCTCAA 
TTCCTGTTGA 
AXAG6AT6CT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

U20 



1293 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



CTCCAAGAGT 
GCTCAGTGTT 
QTGGTATTTT 
TGOAAOATCT 
ACAOATGOCA 
GATQCTAOTT 
AG6CTCATCT 
TTTGAATCAA 
TGT6GGGCCC 
AATGAAAGTG 
TAAGAGAOCA 
CACCCCAAGC 
TAATATCTTT 
TCCTCTGAGC 
ATTTATTATO 
GGCTGTGGCA 
TTTTTAATAT 
AAAAAAATAA 



GXICTAOCCTA 
GAGGATATTT 
COCAATCCAT 
AQATOGAACC 
TATQAAAACC 
AAATACCCTO 
GAAOATOACC 
GGCAGCTCTC 
CCGAAGAATG 
CTGGAATAOC 
ATGGAAAATA 
AAATCCCAAC 
AAATGATGTA 
TGTTATCTTQ 
TCCATTATTC 
TTGTTGATGC 
TTATTGAATT 
AOCATTATAA 



AAA CAOCTQQ 
TAAATCTTTT 
ATAACCAOGA 
A6CTTCCCAA 
T6AAGQACAA 
AGATCATTAA 
TGCAGGAAGA 
AOGAGACTOA 
ATCSATACCCC 
TCAATCAAGA 
TOTAAGCTGC 
ATTTCTCTTC 
CAGGCAGATO 
TGTATGGATA 
AAGAAAQATA 
TCACATATGA 
ATTTTQTTAC 
ATATA 



TCGT6CTG6G 
AGGQATGGAO 
GAAA0TTCTC3 
AGCTGOCTGO 
GGATCAAGAA 
TTCAAAGCAA 
OGAACAAATT 
CAAGCTGGCC 
AAATAGGCAG 
AAAGGCAGAA 
TTTCATTAAT 
AGTGTGTTQA 
AAACCAGGTC 
TGTGTAAATG 
TCTATQACTG 
TAAAAAAGTG 
TGTCTGTAGC 



ACTGAOGCCC 
AGTGCAGCAA 
CCAAGGCTCC 
ATTCCACATO 
TTAGGTQAGT 
GTGAAGOGAO 
GAGCAG6CCA 
CCGGTGAGCA 
TACTGGGATG 
AAGGGAAGGG 
TACCCTACTT 
CTTCTATCCT 
ACTGGG6AGT 
TTATQACTCC 
TGTTTAATAO 
TCCTATAATT 
GTTTTGTGGA 



TAGCAGAOSO 
ATCAGAAAAC 
CTTATGGTGC 
TTQAAAACAG 
ACTT06CCA6 
TTCCTGGTCA 
TCAAAGAGCA 
AAAGOTTCCC 
AAGATCTGTT 
AGCATATTGC 
TCATTCCTCC 
OTTAACACTQ 
CTQCTTCATT 
TTGATAAAAA 
TATATCTAAT 
CTATTGAAAO 
GTACTGGACC 



1380 
1440 
ISOO 
1S60 
1630 
16B0 
1740 
1800 
1B60 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
3365 



Seq ID NO: CI 54 DNA Sequence 
Nucleic Acid Acceseion # i Nl4jl3095S 
Coding sequence} 327.. 5108 " 

1 11 21 31 41 51 

I 1 i 1 I i 

GAATTCOGGG A6CGGGCG6G CTGOGAGGCC GOGQGGCATO OQOGAGGOGQ AGGGGTGGGA 60 

CCGGGTGGCT GCGCCCATTC CACACCGGCC GAAAGCGGAC ACTGTCAGCT GAATCACTCC 120 

CCTTTTAGGA GGA6GQAGGG GGAAAAOGTO TCTAGCTAAT TTCTGCTTAA AAAAGCACAG 180 

GAGATCGOGG GTCAGCTTTO CAGTCGCTGC CTTCTCQCOC CTGACCATOC ACCCCTGCAT 240 

Cn X X.' A 'UC m GGCACAGGCG AGOGCTTTAT TTCTGGAGCT GAGGQCTAAA ACTTTTTTC A 300 

CTTTTCTTCT CCTCAACATC TGAATCATGC CAIGTGCCCA GAGGAGCTGG CTTGCAAACC 360 

TTTCOQTGGT GGCTCAOCTC CTTAACTTT6 GGGOQCTTTG CTATGGGAGA CAGCCTCAGC 420 

CAGGCCOGGT TCGCTTCCOQ GACAOGAOOC AAGAGCAaTT TATCAAGGGC CTGCCAOAAT 480 

ACCA06TGGT GG6TCCAGTC OGAGTAGATG CCAGTGGGCA TTTTTTGTCA TATGGCTTGC 540 

ACTATGCCAT CAC6AGCAGC AGGAGGAAGA GAGATTTGGA TGGCTCAGAG GACTGGGTGT 600 

ACTACAGAAT TTCTCAOGAG GAGAAGQACC TGTTTTTTAA CTTGACGGTC AATCAAGGAT 660 

TTCTTTCCAA TAGCTACATC ATGGAGAAGA 6ATATGGGAA CCTCTCCCAT GTTAAOATQA 720 

TGQCTTCCTC TGCCCGCCTC T6CCATCTCA OTGGCAGGGT TCTACA6CA0 GGCACCAGAG 780 

TTGOQAOGQC AOCCCTCAGT 6CCTGCCAT0 GACTGACTGO ATTTTTCCAA CTACCACATQ 840 

GAGACTTTTT CATT6AACCC GTGAAOAAGC ATCCACTGGT TGAG6GAGG6 TACCACCCQC 900 

ACATCGTTTA CA66A0GCAG AAAGTTCCAO AAACCAAGQA GCCAACCTGT GGATTAAAGG 960 

ACA61GTTAA CATCTCGCAG AA6CAAGAGC TATQGOGGGA GAAGTGGGAG AGGCACAACT 1020 

TGCCAAOCAO AAGOCTCTCT GOGCOTTCCA TCAQCAAGGA GAGATGGGTO QAGACACTGG 1080 

TGOTGGCOQA CACAAAOATQ ATTOAATACC ATQ6GA0TQA GAATOTGOAa TOCTACATCC 1140 

TCACCATCAT GAACATGGTC ACTGGOTTGT TCCATAACCC AA6CATT0GC AATGCAATTC 1200 

ACATTGTTGT GGTTCGGCTC ATTCTACTOG AAGAAGAAGA GCAAGGACTG AAAATAGTTC 1260 

ACCATGCAGA AAAGACACTO TCTAQCTTCT GCAA6TGGCA GAAOAOTATC AATCCCAAOA 1320 

GTGACCTCAA TCCTGTTCAT GSUXSAOSTOG CTGTOCTTCT C AC CAQAAAO OACATCTOIO 1380 

CrGGTTTCAA TGGCCCCTGC GAGAGOCTOG GCCrGTCTCA CCTTTCAGGA AT0TGTCA6C 1440 

CTCAOOGGAG TT3TAACATC AATQAAGATT CGG6ACTCCC TCTGGCTTTC ACAATTGCCC 1500 

ATGAGCTAGG ACACAGCTTC G6CATCCAGC ATQATGGGAA AGAAAATGAC TGTGAGCCTG 1560 

TGGGCA6ACA TCOQTACATC ATGTCCCGCC AGCTCCAGTA CGATCCCACT CC0CT6ACAT 1620 

QOTOCAAGTO CAG0GA6QAO TACAT CAOC C GCTTCTTQGA C0QAGGCX6G GG6TTC1GTC 1680 

TTGATGACAT ACCTAAAAAO AAAOGCTTOA AGTCCAAOOT CATTGCOCCC GOAGTGATCT 1740 

ATGATGTTCA CCACCA6TGC CAGCTACAAT ATGGAGCCAA TGCTACCTTC TGCCAGGAAO 1800 

TAGAAAAOQT CTGCCAGACA CTGTGGT6CT CCGTGAAOGG CTTTTGTOGC TCTAAGCTGG 1860 

ACQCTGCTGC AGATGGAAGT CAATGTGOTG AGAAGAAGTO GTGTATGGCA G6CAAGT6CA 1920 

TCACAOTGGG OAAGAAACCA QAOAGCATTC CTGQAGQCTG GGGCOOCTGQ TCAOCCTOGT 1980 

CCCACTQTTC CAGGACCTGT GGGGCT6GAG TCCA6AGC6C AGAGAGGCTC TGCAACAACC 2040 

COQAaCCAAA GTTTGQA6GG AAATATTGCA CTGGAGAAAG AAAA06CTAT OG LTiVm CA 2100 
AC6TCCACCC CTGTCQCTCA GAGGCACCAA CATTTCGGCA QATGCAGTGC AGTGAATTTG 2160 
ACACTGTTCC CTACAAGAAT GAACTCTACC ACTGGTTTCC CATTTTTAAC CCAGCACATC 2220 
CTTOTGAGCT CTACTGOaaA CCCATAGATQ GCCAGTTTTC TQAOAAAATQ CTGGATGCTG 2280 
TCATTGATGO TAOCOCTTGC TTTQAAGQCO GCAACAGCAO AAATGTCTGT ATTAATG6CA 2340 
TATGTAAGAT GGTTGGCTGT GACTATGAGA TOQATTCCAA TGOCACOGAO GATGGCTGOQ 2400 
GTGTQTGCCT GGQAGATGGC TCTTCCTGCC AGACTGTGAG AAAGATGTTT AAGCAGAAGG 2460 
AAGOATCTGa TTATOTTGAC ATTQGGCTCA TTCCAAAAGG AGCAAGGGAC ATAAGAOTGA 2520 
TGGAAATTGA GGGAGCTGGA AACTTOCTGO GCATGA6GA0 TGAAOATOCT OAAAAATATT 3S60 
ACCTGAAT60 AGGGTTTATT ATGCAOTaGA A086GAACTA TAAGCTOGCA GGGACTGTCT 2640 
TTCAGTAT6A CAG6AAAG6A GAOCTGGAAA AGCTGATGGC CACAGGTCCC ACCAATGAGT 2700 
CTGTGTGGAT CCAGCTTCTA TTCCAGGTGA CTAACCCTGG CATCAAGTAT QAGTACACAA 2760 
TCCAGAAA6A TGGCCTTQAC AATGATGTTG A6CA6ATGTA CTTCTOGCAO TAC6GCCACT 2820 
GQACAGAGrG CAGTGTGACC TaCSGGQACAG' GTATOC3SC09 CCAAACTGCC CATTGCATAA 2880 
AOAAGGOCOQ CGGGATGGTO AAAOCIACAT TCTGTGACCC AGAAACACAO CCCAATGGGA 2940 
GACAOAAGAA GTGCCATGAA AAGGCTTGTC CACOCAGGTQ GTX3GGCACGG GAOTGGGAAG 3000 
CATGCTOGOC GACATGCGGQ CCCCAOGGGG AGAAGAAOOG AACOGTGCTO TOCATCCAGA 3060 
CCATGGTCTC TGACGAGCAG GCTCTCCCGC CCACAGACTG CCA6CACCTG CTGAAGCCCA 3120 
AOACOCTOCT TTCCTGCAAC AOAOACATCC 1QTQ0GCCTC OQACTGGACA GTGGGCAACT 3180 
GGAOTOAOTG TTC T GTTTCC TGTG G TGGTG GAOTQOQGAT TOGCAGIQTC ACATGTSOCA 3240 
AGAACCATGA TGAACCTTGC GATGTGACAA GGAAACCCAA CAGCOGAGCT CTGTGTGGCC 3300 
TCCAOCAATO CCCTTCTAGC OOGAQAOTTC TOAAACCAAA CAAAGQCACT ATTTCCAATG 3360 
GAAAAAACCC ACCAACACTA AA6CC0GTCC CTCCACCTAC ATCCA6GCCC AOAATGCTQA 3420 
CCACACCCAC AGG6CCTQA0 TCTATGAGCA CAAGCACTCC AGCAATCA6C AGCCCTAOTC 3480 
CTACCACAGC CTCCAAAGAA GQAGACCTGa 6TGGGAAACA GTGGGAAGAT AOCTCAACCC 3540 



1294 



wo 03/042661 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



AACCTGAGCT 
CTTCCCAATC 
CTACCTGGGIl 
6CAACXXTAT 
TGGAGATTCA 
ATCCTGTAAT 
AAATGCCACT 
TCAGCAGAGT 
CACCCAGAGT 
GAGACCACCA 
ACAACATGAA 
T6ATTACTGA 
GCTCTGCACA 
CCTACTGGAA 
GACCTGACCC 
GGAGCAAGTO 
ACAGCOGGGA 
CCCCATTQAO 
6CCAGTGCTC 
GCCTCTGTGA 
GTCACTGGGC 
AGAGGATTQT 
TATQTGATCA 
AAAGTGC0C3A 
AAGGCAT6AA 
AGACACACAT 
AACTCTAAGC 



GAGCTCTCGC 
CTTGAGCATT 
GGGAOGCCTT 
CACTIGGCCT 
CAGTGGCTCA 
ATGGACCAAG 
TGCACCTCCA 
AATGQAAGGA 
TGAGG6GAT6 
GCCAGAACCC 
CCAAACAAAA 
GGGCTTTTTG 
CTGGATGGTC 
AAGGGTGGAG 
TGCAAAAAGA 
CTCCAGAAAC 
CCACCGGAAC 
CATGA8CTGT 
CAGGTCCTGT 
TTGGACAAAA 
CACTGGGAAC 
GCAATGTGTG 
CAAACCXAGA 
TTTACTTTGC 
GAAATGTTCT 
CACACACACC 



TATCTCATTT 
CA6CCAAGTG 
GTAOCTACAA 
GTGACTCCAT 
GGGGAAGAAA 
ATCAGAGTAC 
CTAACACXAG 
CTGCTGCCCA 
GTTACTGAAA 
TCAGGAAAGA 
AGTTCTQAAC 
CTAAATGCCT 
GGAAACTOGA 
T6CACCAC0C 
TGCCACCTCC 
TGCAGTGGGG 
CTGAGGCCAT 
AACCCGGAOC 
GGAGGTGGAG 
AGACCCACAT 
TGGGACCTGT 
CCCTCAGAG6 
CCT0CA6AAT 
ACTAAGGACA 
GltSOCCACCQ 
CAAAGGCAAA 



CCACTGGAAG 
AGGAAAATGT 
CAACAA6TG6 
TTTACAATAC 
GAGAACAGCC 
CTGGAAATGA 
ATCTCAGCAG 
OGCAAAGGCC 
AGCCAGCCAA 
OGGCAAACOG 
CAGTCXriGAC 
CCAATTACAA 
60GAGTGCTC 
AGATGGATTC 
GTCCCTGTGC 
GCTTCAAGAT 
TTCACTGCCA 
CCTOTGAGQC 
TTCAGGAGAG 
CCACCSiTGTC 
GTTCCACTTC 
6CAATAAAAC 
TCAAAAAAT6 
AACTGTCAGC 
TGAGGaCTGA 
GAAGGCAA06 



CACTTCCCAG 
TTCCAGTTCA 
TTCTGQCTTG 
CTTGACX3UUV 
TGAGGACAAA 
CGCTCCAGTQ 
6GAGTCCTGG 
CACTACTTCC 
CAGTCTGCTC 
TAACCACCTG 
TGAGGAGGAT 
GCAGCTCACA 
CACCACATGT 
TQACTGT608 
TGGCTGGAAA 
ACGCGAGATT 
QTTCCTGGCC 
GTGGCAGGTO 
AGGAGTGTTC 
TTGCAATGAG 
CTGTGGAGGT 
TGAA6ACCAA 
CAACCAGCAG 
CAGTTTCTGC 
GTGCTGCTTC 
GTT6CTGCAA 



CCCATCCTCA 
GATACTGGTC 
TCATCTTOCC 
GGTCCAGAAA 
GAT6AAAGCA 
GAAAGTACAG 
TG6CCACCCT 
GAAACT6GGA 
CCTCTGGGAO 
AAACTTCCAA 
GCAACAAGTC 
AACGGCCA06 
OGCCIGGGGQ 
GCCATCCAGA 
6TGGGAAACT 
CAGTGCGTGG 
GGCATTCCTC 
GA60CTTGGA 
T6TCCAGGAG 
CACCTGTGCT 
GGCTTTCAGA 
6ACCAATGTC 
GCCT6CAAGA 
GAGACACTGA 
TOSTOTCCCC 
AAGTCAAAA6 



Seq ID NOt C1S5 DNA Sequence 
Nucleic Acid Accession #t MM_001062.l 
Coding sequence: 7 6.. 13 80 



GCTCTCATTA 
TACACTGTTG 
TCTTTTATTC 
CTAAAAOrrC 
AATGTTGTGT 
ATCCAACAAA 
GCCTTGATTA 
TAOCACCTGA 
CAGAATGGCA 
CTGTTCAATG 
AACTATTATT 
ACCTGTGTGA 
AACATCAGTA 
GGTCTCATTG 
GACTATTATA 
ATTTCTCAAG 
GGAAAGACCT 
AACATCTCCG 
OTCAAITACT 
TCTGTCTTCX; 
ACAATGGAGG 
AATAATGACA 
aOTAGTTAOO 
GCCCAAACTT 
TTATGOCTTC 
TCTCTACATO 



11 

I 

CX^TTCTGCCC 
GAGAGATGAG 
CAAGGCAACT 
TGTTGAATAC 
T6TCCCTCAA 
TCAAATACAA 
TACTGGCTTT 
CTGACAAGCT 
CTCCCCTGAC 
GGAACTACTC 
TTGGTAGCXZA 
AGAAGAGTCT 
TTTATACAAA 
GAAACACATT 
ATGAAAAT6A 
GAGCATTCAG 
TCTTGGATAT 
CTGATGAGCC 
CTOTQAGAAT 
TCAGTGT6AT 
AGOGCTCATG 
GAACCTACTG 
TTGTCCGCAA 
TCCTCAGCTG 
TTCTTCATTT 
TTCAATAAAA 



21 
I 

ATCACTTAAT 
ACAGTCACAC 
ATGCGA6ATT 
A ATSATC CAG 
ACTTGTTGGA 
TGTGAAAAGC 
GGGAGTATGT 
AGAAAATAAA 
TAACTACTAC 
AACCX3C0BAA 
GTTCTCAGTA 
AATAAATGGG 
GTCACTGGTA 
TAGCACAGGA 
CTGGAATTGC 
TAATCCAAAC 
TAACAAAGAC 
TATAACTGTG 
CAATGAAACA 
GGAGAAAGCC 
GGGGCCCTAT 
GGAACTTCTQ 
TQGAGAAAAC 
CATAAAATCC 
ATCCCAGTAC 
GTTGTTGAAA 



31 
1 

AAATAGCGAG 
CAGCTGCCCC 
TGTGAGGTAA 
TCAAACTATA 
ATCXA6ATCC 
AGATTGTCAG 
OGTAACGCTG 
TTCXIAAGCAG 
CAGCTCAGCC 
OTTGTCAACC 
GATM7TGGTG 
CAGATCAAAG 
GAAAA6ATTC 
GAAGCCSkTGC 
CAACAAACTG 
GCTGCAGCCC 
TCTTCTTGOG 
ACACCTCCTG 
TATTTCACCA 
CAGAAAATGA 
ATCACCTGTA 
AGTGQAGOCG 
TTGGAGGTTC 
ATTTGCAGTG 
6AGC3U»3AGA 
QATTAAC 



41' 
I 

CCAATTCATC 
TAGTGGGGCT 
GTGAA6AAAA 
ACAGGGGAAC 
AAACOCTGAT 
ATGTAAGCTC 
AGGAAAACTT 
AAATTGAAAA 
TGGAOGTTTT 
ACTTCACTCC 
CAATGGCTGT 
CAGATGAAGG 
TGTCTGAGAA 
AGGCOCrCTT 
TGAATAC3U3T 
AGGTCTTACC 
TCTCTGCTTC 
ACTCACAATC 
ATGTCACTGT 
ATGATACTAT 
TTCAGGGOCT 
AACCACT6AG 
GCTGGAGCAA 
6A0TTCCATG 
8TXAATAACC 



51 
I 

AACATTCTGG 
CTTACTGTTT 
CTACATCCGC 
GAGOGGTGTC 
GCAAAAGATG 
GGGAGAGCTT 
AATATATGAT 
TATGGAAGCA 
OGCCTT61X3T 
TGAAAATAAA 
CCTGGCTCT6 
CAGTT7AAAG 
AAAAGAAAAT 
TGTATC!ATCA 
6CTCACX3GAA 
TGCCCTGATG 
AGGTAACTTC 
ATATATCTCC 
6CTAAATGGT 
ATTTGGTTTC 
ATGTGCCAAC 
CCAAGGAGCT 
ATACTAATAA 
TTTATTGTCC 
TCCJCCTTCTC 



8eq ID MO I C156 DNA Sequence 
Nucleic Acid Accession #s NH_004591 
coding sequence: 59.. 34 9 ~ 



1 
I 

CACTCCCAAA 
GTGCTGTACC 
CGGGGAATCA 
TCATCCTAAA 
TGCTATCATC 
GGTGAAATAT 
TTTCTX3GAAT 
TTCACTT6CA 
CAATTAATGA 
GTTAAACrGT 
TAATTTTCCA 
AAGATTATAT 
CTTTTGTTTA 
CATTAATAAO 



11 
I 

GAACTGGGTA 
AAGAGTTTGC 
GAA6CA6CAA 
TTTATTQTGG 
TTTCACACAA 
ATTGTGCGTC 
GGAATTGGAC 
CATCATGGAG 
AGTT6ATTCA 
ATTTTATGTT 
TAAGCTATTT 
GGACTTTCTT 
TATTGTTTTG 
ACAAATATT 



21 
I 

CTCAACACTG 
TCCTGGCTGC 
GCAACITTGA 
6CTTCACA0G 
A6AAAAAGTT 
TCCTCAGTAA 
ATAGCCCAAG 
GGTTTAGTGC 
TAT1GGATCA 
ATTTATAGCT 
TGGTTTAGTO 
GCAAGCAACA 
TCTCCTAAAT 



31 

I 

AGCAGATCTG 
TTT6ATGTCA 
CTGCTGTCTT 
GCASCTGGOC 
GTCTGTGTGC 
AAAAGTCAAG 
AACA0AAA6A 
TTATCTAATT 
TAGTTTGCTT 
GTAGGTTTTC 
CAAAGI^TAA 
AGCTATTTTT 
TGTTGTAATT 



41 

1 

TTCTTTGAGC 
GTGCTGCTAC 
GGATACACAQ 
AATGAAGGCT 
6CAAATCCAA 
AACATGTAAA 
ACCTTGCTQG 
TGTGCCTCAC 
TGTTTAAGCA 
1X3TGTTTA6C 
AATTATATTT 
TAAAAAAACT 
GCATTATAAA 



51 
I 

TAAAAACCAT 
TOCACCTCTG 
ACOQTATTCT 
GTGACATCAA 
AACAGACTTG 
AACTGTGGCT 
GGTTGGAGGT 
TGGACTTGTC 
TCACATTAAA 
TATTTAATAC 
GGGGGGGAAT 
ATTTAACATT 
ATAAGAAAAA 



3600 
3660 
3720 
3780 
'3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5115 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

ISOO 

1537 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

799 



Seq ID NO: C1S7 DNA Sequence 
Nucleic Acid Accession is km 013271.1 
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Coding sequencet 37.. 809 
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15 

20 

25 

30 
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80 



TCCGGAGCCA 
CCGGGGGCGT 
TCTGCQCX30Q 
AGACTGGOGC 
TGCAGGAGCT 
GGGCX^GGC 
TCTGGGGCGC 
CTQCAGCGOV 
CCCAGCTTGT 
ACX^AOSGCCC 
C0GA6CT07T 
TGGC^GCCCC 
CTGAGGGCGT 
T60CT6C2V06 
CA6AAGT6CC 
TTAC0C066C 
GATCTGAGC 




GCCGQTAAAG 
TCCTOGCOQC 
GGOGOGGGCG 
GCAGGAGGCT 
OOOOOGCAAC 
GCTOOCTCGC 
CXrCCGOGCCC 
OGC3GGOCCCG 
GAGGTACTTO 

GOGCOGCxrrc 

GCTOOGGGCG 

cg6cx:tcttg 

CCC6CCATCC 
CAGGCAGCCC 




cx:accctqag 

06CCACCAG6 
TCTCACOOGA 



,8eq ID NO: CIS 8 WHA Sequence 
Nucleic Acid AccesBlon «t NM_00324S.2 
Coding sequence i 183 . . 1193 



1 
I 

GG0CA6GAAG 
GCGGGCGGGA 
CGCGCTCCGG 
AOAXGCTGCA 
CCTGGTGCTT 
TCTTCTCCTC 
AGCX3A0GCTT 
GCCGGGTGCT 
G6AACTGG6A 
ATGGGCACAC 
TTGGCATTGC 
TCAOOCQCAG 
CCATOQTCCA 
COQCTGTCTT 
TTATTTOGCT 
AATTCAGAGA 
TGTTGGTAGT 
TCTATGTGAA 
CCTTCTCCTC 
CTTTTOTGGC 
ATTIOTTGCA 
CATTTTTATC 
AATGTCTTAT 
AGGATGTCTA 
TCTCXSACCTT 
TTTTATACTT 
ATAGCAAAAT 
GTTTATGTC5T 
CAAACTCACT 
TOTTTATATT 
ACTATAGATA 
ATAAAATAAO 




CTTCACCCTC 
GCCGGTCCTC 
TGCOGTGCTC 
CTCAGTCCTG 
OAQCACCATT 
GCTCTATAAO 
TCTGGAAACC 
GAAGGACAAG 
OA TCAC AGAC 
CACOCAGTCA 
TTATQCTAGA 
AGAATGCAAA 
TAAAAAACAA 
ATATGTGAGG 
ACATAOGAGG 
TTAACTGGAA 
TTATATTTAG 
ACTGGTTTGC 
ATTTATAATG 
CT6TACATAT 

GGGAATAATA 



21 31 

I I 
COGGAGGAOC GGGGCX3GGCX3 
GGCGGGGGCQ GGGGCGG06G 
GCGTTGGCCT TGGCTTTGGC 
GGCAGCTCOT GCOTGOGCCT 
GTGCTGGGCr ACTT6CTCTA 
CCCTATGAOG A0CTGCTGC6 
CACGAGTGCC TGTCT6AGCA 
AACTACGGCO TGTCGQTGCT 
G06CTCTTCT TGGCCAGCAC 
TCAQATGGAO GTAAOGOCTT 
CTGTTCCTOA CQQCrGTGGr 
TACTTOCACA TCC6CTG6GG 
CTTGGGTTTG TCACTGTGTC 
GAGGATOACT GGAACTTCCT 
GGOCTGGSGG ATTATGIGGC 
ATTGGGATCA OGTGTCACCT 
TTCTGTGAAC TCCATQAGCT 
GACGAGGATC AOGTGCACAT 
CAGGCAOCro GCATGAAAGA 
TCT6CCT6C6 TGGATOGCCC 
6CACCAGG6T CAGG6TGCAA 
AGOGAAAATT ATGTCACTTT 
CAAAAAAAGA CACATGGAAC 
AAATGAOATG TCCACCTAAA 
AOAATACnO AA0CA6TATG 
ACrTTGGQGT TTOCATTTAO 
AAGCAAAAAA AAAAA6CATA 
AT6TACCCAC CCAAAATGAT 
CATAGGTAAC GATTAACIAT 
GQTTTAOGTC ACCAGATCCT 
TTTGATTTCT CTTTATACTA 
AACrrGAGAS TGAATAAOCA 




TGCAAAOCAT 
GGAA6AQ6CT 
AAGAAATAGC 
AAAGAAGCTG 
ATTCATATGT 
CTGCTGTGOT 
ATCATTTAOC 
GA6AT6TGTT 
TATTTTTGGA 
GTACATATAA 
AaTOTAOTTC 
AAGAATGCAO 
T 



51 
I 

6GGG060GGG 
CC0CC0GC6C 
OOCTTGGCtO 
GCGGG6G0GG 
6AGCG6G0GC 
CTGCTGOGOG 
0C0GACXX3GC 
GCCCTAGCAG 
COGGTCTAOG 
GACGTQGACC 
TCOGAGGGGG 
GAGCTGCCCC 
G060CCCAGG 
CXXrrGGGACC 
CCAGAGCAAC 
ACAATAACAT 



51 
I 

GGA60GGG00 
GGOGGOGGGC 
6CGGTGGA6A 
CACOQCTOQG 
GGG8CAGTGG 
CGCAA6CT6A 
CAGTTCCTGG 
TCGGGCAACT 
ACCACAG6TT 
TACTCCGTCA 
ACCGTGCAOQ 
CAGOTGGTGG 
TTCATCCCGG 
TATTTTTGTT 
TAGAATCAAA 
CTTATTGCCA 
A6AAAAATGT 
GACCAACTGT 
CAAAATQAGC 
TQAOOGTAOG 
TAAGTAT6TT 
TACTGTTTGC 
TGAOCCCAGC 
GACAAAATTA 
TAOAAGCAOA 
TGATGGCTAA 
TTATAAATAG 
GAATCTAAGT 
AGTATAAATA 
TGAAACTAAO 
A6TTGCTACA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

969 



8eq ID NOi CIS 9 DNA Sequence 

Nucleic Acid Accession |»i NN_005473.1 

Coding sequence: 93.. 404 



1 
I 

AAAGGGACTC 
COQAOTCTTC 
GGTATGAGAO 
TCTGCCXSGCC 
TACCTGGCOO 
TAACTGTGG6 
ACCCCTATCA 
CSOTGGAAOA 
TGCATCA06T 



11 
I 

CTT0AAACT6 
CCOCACCTCA 
0CT0CAT6CC 
AGGGCCAGGO 
TQATGACAAC 
CAGCCTCATC 
TOVQTATATC 
CCAAGACAOC 
CT 



21 
I 

ATTQAGAGOC 
ATCCCTGTTO 
GTGCTGAAGG 
CTGGGGCCAG 
TCCTACAT6T 
CTGGGATACA 
AAGAACCQTG 
TGGOQATTGC 



31 
I 

CAGTGGATTT 
CTATGGAGAC 
CTCTAAATGC 
ACAACXIAGAC 
ACATTCTCTT 
CCC6CTCCC6 
TGTCTATGAT 
OTCTGGGGCC 



41 

I 

GGCAOCAGTT 
TACCAATQGA 
CACTCTTCAC 
TGAAOAOAGG 
TGTCATQTTT 
CAAAGTGGAC 
CTAACAG8A0 
TCCAGAACTC 



51 

I 

TGAGCTTCTA 
A0Q6AGA0CT 
AGCAATTTOC 
OQGGCCAGCC 
CTATTTQCTO 
AAGCGTAGTG 
AGGGCTOQGA 
TOCTGTGQAC 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1630 

1680 

1740 

1800 

1860 

1901 



60 

120 

180 

240 

300 

360 

420 

480 

492 



Seq ZD KOt C160 DNA Sequence 

Nucleic Acid Accession #: NM_005245.1 

Coding sequencei 187.. 13959 

1 II 21 31 ' 41 51 

I ! I I I I 

CTQGQCQ6CC GGGGOGGGQQ AGAGGGCQCG QGAOOQGCTC OTGGGOCAGG TACCATQOOG 

1296 
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ACGCGCGAGC COCSGCGAGGC CCCGGCAGGC CCGTCXXTOC TCX3GGGGCGC GCTGAGACGG 120 

CGGQTQAGCT CCAC2GAQAGC GCCX5TCGCCA CTTCGGGCCA ACTTTGCGAT TCCCGACAGT 180 

TAAGCAATGG GGAGACATTT GGCTTTGCTC CTGCTTCTGC TCCTTCTCTT CCAACATTTT 240 

- GGAGhCAGTG AT6GCA.GCCA ACGACTTGAA CA6ACTGCTC TGCA6TTTAC ACACCTGGA6 300 

J TACAACGTCA CXXTTGCAGGA GAACTCTGCA GCTAAGACTT ATGTGGGGCA TCCTGTCAAG 360 

ATGGGTGTTT ACATTACACA TCCAGC3GTGG GAAGTAAGGT ACAAAATTGT TTCCGGAGAC 420 

A6TGAAAACC TGTTCAAAGC TGAAGAGTAC ATTCTCXSGAG ACTTTT6CTT TCTAAGAATA 480 

AOGAGCAAAG GAGGAAATAC AGCTATTCTT AATAGAGAAG TGAAGOATCA CTACACATTG 540 

ATA6TGAAAG CACTTGAAAA AAATACTAAT GTGGAGGCX^C GAACAAAGGT CAGGGTGCAG €00 

10 GTGCTGGATA CAAATGACTT GAGACCX3TTA TTCTCACCCA CCTCATACAG OGTTTCTTTA 660 

CCTGAAAACA CAGCTATAAG GACCAGTATC GCAAGAGTCA 6GGCCAGGGA TGCAGACATA 720 

GGAACCAACG GGGAATTTTA CTACAGTTTT AAAGATCGAA CAGATATGTT TGCTATTCAC 780 

CCAACCAGTO GTGT6ATAGT GTTAACTGOT AGACTTGATT ACCtAOAGAC CAAGCTCTAT 840 

GAGATG6AAA TCCTCGCTGC GGACG6TGGC ATGAA6TTGT ATGG6AGCAG TGGCATCAGC 9G0 

15 AGCATGGCCA AGCTAACGGT GCACATCGAA CAGGCCAATQ AATQTQCTCC GGTGATAACA 960 

GCAGTGACAT TGTCACCATC AQAACTQGAC AGQGACCCAQ CATATGCAAT TGTGACAGTG 1020 

GATGACT6GQ ATCAGGGTGC CAATGGTGAC ATA6CATCTT TAAGCATOGT GGCAGGTGAC 1080 

CTTCTCCAGC AGTTTAGAAC AGTGA6GTCC TTTCCAGGOA GTAAGGAGTA TAAAGTCAAA 1140 

GCCATCGGTG ACATTGATTG GGACAGTCAT CCTTTOQGCT ACAATCTCAC ACTACA6GCT 1200 

20 AAA6ATAAAG GAACTCGGCC CCAGTTCTCT TCTGTTAAAG TCATTCAC6T GACTTCTCCA 1260 

CAGTTCAAAG CCGGGCCAGT C3VAGTTT6AA AAGGATGTTT ACAGAGCAGA AATAAGTGAA 1320 

TTT6CTCCTC CCAACACACC TGTGGTCATG 6TAAAGGCCA TTCCXGCTTA TTCCXaTTTG 1380 

AG6TATGTTT TTAAAAGGAC ACCTGGHUVAA GCTAAATTCA OTTTAAATTA CAACACTGGT 1440 

^ CTCATTTCTA TTTTAGAACC ASTTAAAAGA CAGCAGGCAG CCCATTTTGA ACTTGAAGTA 1500 

25 ACAACRAGTG ACAGAAAAGC GTCCACCAAG GTCTTGGTGA AAGTCTTAGG TGCAAATAGC 1560 

AATCCCCCTG AATTTACCCA GACAGCGTAC AAAQCTQCTT TTGATQAGAA CX3TGCCCATT 1620 

GGTACTACTA TCAT6AGCCT GAGTGCCGTA GACCCTGATG AGGGTGAGAA TGGGTACGTG 1680 

ACATACAOTA TCGCAAATTT AAATCATGTG COGTTTGOGA TTGAOCATTT CAGTGGTGCC 1740 

GTGABTAOGT CftGAAAACCT G6ACTA0QAA CTGATOCCTC GGQTTTATAC TCTGAGGATT 1800 

30 CX3TGCATCAG ACTGGGOCTT GCCGTACCGC CGGGAAGTCO AAOTCCTTGC TAOU^TTACT 1860 

CTCAATAACT TGAATGACAA CACACCTTTG TTTGAGAAAA TAAATTGTGA AGGGACAATT 1920 

CCCAGAGATC TAGGCGTGGG AGAGCAAATA ACCACTGTTT CTGCTATTGA TGCAGAT6AA 1980 

CTTCASTTGG TACAGTATCA GATTGAAGCT GGAAATGAAC 7G6ATTTGTT TAGTTTAAAC 2040 

CCCAACTGGG G66TATTGTC ATTAAA60GA TOGCTAATGG ATGGCTTAGG TGC3UVAGGTG 2100 

35 TCTTTCCACA CTCTGAGAAT CACRGCTACA GATGGAGAAA ATTTTGCCAC ACCATTATAT 2160 

ATCAACATAA CAGTGGCTGC CaWTTCACAAG CTGGTAAACT T6CAGTGTGA AQAGACTGGT 2220 

GTTGCCAAAA TGCTGGCAGA GAAGCTCCTG CAGGCAAATA AATTACACAA CCASGGAGAG 2280 

GTOGAGGATA I T T TCTTOGA TTCTCACTCT GTCAATGCTC ACATACCX5CA GTTTAGAAGC 2340 

ACTCTTCOGA CTGGTATTCA GGTAAAGGAA AACCAGCCTQ TGGGTTCC3W3 TGTAATTTTC 2400 

40 ATOAACTCCA CTGACCTTGA CACTG6CTTC AATGGAAAAC TQGTCTAT6C TGTTTCTGQA 2460 

GGAAATGAGG ATAGTTQCTT CATQATTGAT ATGGAAACAG QAATGCTGAA AATTTTATCT 2520 

CCTCTTGACC GTGAAACAAC AGACAAATAC ACCCTGAATA TTACXX3TCTA TGACCTTGGG 2580 

ATAOCCCAGA ASGCTGOQTO GCX3TCTTCTA CATGTCGTGG TTCTOGATGC CAATQATAAT 2640 

CCACCOGAGT TTTTACAGGA 6AGCIATTTT GTGGAAGTGA GTGAAGACaA OGAGGTACAT 2700 

45 AGTQAAATCA TCCAGGTTGA AGCCACAGAT AAA6ACCTGG GGCCCAAOGG ACACGTGACG 2760 

TACTCAATTC TTACAGACAC AGACACATTT TCAATTGACA GCXTTGACGGG TGTTGTTAAC 2820 

AT06CAOGCC CTCTGGATGG AGAGCTGCAG CATGAGCACT CCTTAAAGAT TGAGGCCAGG 2880 

GAOCAAGCCA OAOAAGAGGC TCAOCXGTTC TCCACI6TG3 TTOTOAAAGT ATCACTAGAA 2940 

^ GATGTTAATG ACAACCCACC TACATTTATT OCACXTTAATT ATG6TGT6AA AGTCCGAGAG 3000 

50 GATCTTCCAG AAGGAACCGT CATCATGTGG TTAGAAGCCC AC6ATCCTGA TTTAGGTCAG 3060 

TCTGGTCAGG T6AGATACAG CCTTCTGGAC CACXSGAGAAO GAAACTTCGA TGTGQATAAA 3120 

CTCAGTGGAG CAGTTAGGAT CXSIXSCAGCAG TTGGACTTTG AGAAGAA6CA AGTGTATAAT 3180 

CTCACTGTGA GGGCCAAAGA CAAGGGAAAG CCA6TTTCTC T6TCTTCTAC TTGCTATGTT 3240 

GAAGTTGAGG TGGTTGATGT GAATGA6AAC CTGCACCCAC CCGTGTTTTC CAGCTTTGrG 3300 

55 GAAAAGGG6A CAGTGAAAGA AGATGCACCT GTTGGTTCAT TGOTAATGAC GOTGTOGGCT 3360 

CATGATGAGQ ACGCCGGAAG AGATGGGGAG ATCCGATACT CX3VTTAGAGA TGGCTCTGGC 3420 

GTTGGTGTTT TCAAAATAGG TGAAGAGACA GGTGTCATAG AGACGTCAGA TCGACTGGAC 3480 

CGTGAATCGA CCTCCCATTA TTGGCTAACA GTCTTTGCAA COGATCaGGQ TGTOGTGCCT 3540 

^ CTTTCATCGT TCATAOAGAT CTACATAGAG GTTGAGGATG TGAATGACAA TGCACCACAG 3600 

60 ACATCAGAGC CTGTTTATTA CCCAGAAATC ATGGAAAATT CTCXTAAAGA TGTATCTGTG 3660 

GTCCASATOG AGGCATTTGA TCCAGATTCG AGCTCTAATQ ACAAGCXCAT GTACAAAATT 3720 

ACAA6TGGAA ATCCACAAGQ ATTCTTTTCA ATACATCCTA AAACAGGTCT CATCACAACT 3780 

AOGTCAAGGA A6CTAGACCG AGAACAGCAA GATGAACACA TATTAGAGGT TACTGTGACA 3840 

^ GACRATGGTA GTCXXTCCAA ATCAACX3VTT GCAAGAGTCA TTGTGAAAAT CCTTGATGAA 3900 

65 AATGACAACA AAGCTCAGTT TCTGCAAAAO TTCTACAAAA TCAGACTCCC TGAGOGGGAA 3960 

AAGGCAOACC QAOAAAGAAA TGGCAGA0G6 GAGGG6CTCT ATC6C6TCAT AGCCACGGAC 4020 

AAGGATGAGG GCCCCAATGC AGAAATCTGC TACAGCATGG AAGACGG6AA TGAGCATGGC 4080 

AAATTTTTCA TCGAACG6AA AACTGOACTG GTTTOGT C CA AGAGGTTTTC AGCAGCTGQA 4140 

^ GAATATGATA TTCTTTCRAT TAAGGCAGTT GACAATGGTC GCCCTCAAAA GTCATCAACC 4200 

7U ACCAGACTCC ATATTGAAT6 GATCTCCAAG CCCAAACAGT GCCTGGAGCC CATTTCATTT 4260 

GAAGAATCAT TTTTTAOCIT TACTGT6AT6 GAAAGTGACX: CCGTTGCTCA CATGATTGGA 4320 

GTAATATCTG T6GAGOCTCC TGGCATACCC CTTTGGTTTG ACATCAGTGG TGGCAACTAC 4360 

GACAQTCACT TCGATGTGGA CAAGGGAACT GGAACCATCA TTGTTGCCAA ACCTCTTGAT 4440 

GCAGAACAGA AGTCAAACTA CAACCTCACA GTCGAGGCTA CAGATGGAAC CACCACTATC 4500 

75 CTCACTCAGG TATTCATCAA AGTAATAGAC ACAAATGACC ATOSTCCTCA GTTTTCTACA 4560 

TCAA AQTATO AAGTTGTTAT TOCTGAAOAT ACA0G80CAO AAAOU3AAAI TTTGCAAATC 4620 

AGT6CTGTGO ATCAGQATGA QAAAAACAAA CTAATCTACA CTCTGCAGA6 CAGTAC91GAT 4680 

CCACTGAGTC TCAAGAAATT TCGTCTTGAT CCT6CAACC6 GCTCTCTCTA TACTTCTGAG 4740 

AAACTGGATC ATGAAGCTGT TTCACCAGCA CACCTCACX3G TCATGGTAOG AGATCAAGAT 4800 

oO GTGCCTGTAA AAOGCAACTT TGCAAGGATT GTOGTCAATG TCAGC6ACAC GAAIGACCAC 4860 

GCCCOGTGGT TCA006CITC CTCCTACAAA GGGOGGGTTT ATGAATCGGC AGQOSTTGGC 4920 

TCAGTTGTGT TGCAGGTGAC GQCICIOGAC AAOGACAAAO GOAAAAATQC TGAAGT6CI0 4980 

TACTOGATCO AGTCAlGGAAA TATTGOAAAT ATTGGAAATT CTTTTATGAT TOATCCTGTC 5040 

TTGGGCTCTA TTAAAACTGC CAAAGAATTA 6AT06AAGTA ACCAAGOGGA GTATGATTTA 5100 
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ATGGTAJVAAO CTACAGATAA GGGCAGTCCA CCAATQAOTG AAAXAACTTC TQTG OQTAT C 5160 
TTTOTCACAA TTGCTOACAA CGOCTCTCOG AAOTTTACAT CAAAAGAATA TTCTGTTGAA 5220 
CTTAOTQAAA CTCTCAGCAT TGOGAOTTTC GTTOGGATGG TTACAGCCXA TAGTCAATCA 5280 
TCAfiTGQTGT AT(5AAAT/UVA AGATGGAAAT ACAGGTQATO CTTTTGATAT TAATCCACAT 5340 
TCTGGAACTA TCATCACTCA GAAAGCCCTO QACTTTQAAA CTTTGOCCAT TTACACATTG 5400 
ATAATACAAO GAACTAACAT GGGTOOTTTO TCCACTAATA CPJiCCGTtCt AGTTCACTTG S460 
CAG6AT6AGA ATGACAAC6C GCCAGTTTTT ATGC3\GGCAG AATATACAGG ACTGATTAGT 5520 
GAATCAOCCT CAATTAACAG GOTGGTCCTA ACA6ACAGGA ATtTTCCCACT 6GTGATT0GA 5580 
OCaGCTOATQ CTOATAAAOA CTCAAATQCT TTGCTTGTAT ATCACATTGT TGAACCATCT 5640 
OTACACACAT ATTTTGCTAT TGATTCTAGC ACTOOTGCTA TTCATACAGT ACTAAGTCTG 5700 
GACTATGAAO AAACAAGTAT TTTTCACTTT ACCGTCCAAG TGCATGACAT GGGAACCCCA 5760 
OtSTTTATTTG CTGAGTATGC AGOGAATQTA ACAGTACATG TAATTQACAT TAATGACTGC 5820 
CCC O CrSlGT TTGCCAAOCC ATTATATOAA OCATCTCTTT TOTTAOOkAC ATACAAAGGA 5880 
GTAAAAQTCA TCACAGTAAA TGCTACAGAT GCTOATTCAA GT6CATTCTC ACAGTTGATT 5940 
TACTCCATCA COGAAGGCAA CATOGGGOAQ AACSTTTTCTA TGGACTACAA GACTGGTQCT 6000 
CTCACTX3TCC AAAACACAAC TCAOTTAAQA AGCOBCTAOG AGCTAACOOT TAGAGCTTCC 6060 
GATGOCAOAT TTGCCGGCCT TACCTCTOTC AAAATTAATG TGAAAOAAAG CAAAGAAAOT 6120 
CAGCTAAAGT TTACCCAGGA TGTCTACTCT GCGGTAGTGA AAGAG AATTC CACCGAGGCC 6180 
GAAAGATTA6 CTGTCATTAC TQCT A TTGG S AGTOCAATCA ATQAGCCTTT GTTTTATCAC 6240 
ATCCTCAACC CAGATG6CAQ ATTTAAAATA AOCOQCACTT CAGGGGTTCT OTCAACCACT 6300 
GQCAOGCCCT TOSATCXrTGA GCAGCAQGAQ QOOTTTQATG TGGTTGTAGA AGTGATAGAG. 6360 
GAACATAAGC CTTCTGCAGT GGCCCACGTT GTCGTGAAGG TCATT6TAGA AGACCAAAAT 6420 
GATAATGOGC CG6TSTTT6T CAACCTTCCC TACTAOGCCQ TTQTTAAAGT GGACACTQAG 6480 
GTGG6CCATG TCATTGQCTA TGTCACT6CT GTAGACAQAG ACAOTGGCAO AAACX3GGGAA 6540 
GT6CATTACT ACCTCAAGQA ACATCATGAA CACTTTCAAA TTGGACCCTT GGQTGAAATT 6600 
TCACTGAAAA AGCAATTTGA GCTTGACACC TTAAATAAAQ AATATCTTOT TACAGTGQTT 6660 
GCAAAAGATO GAGGGAACCC GGCCTTTTCA OOQGAAGTTA TCGTTCOGAT CACTGTCATG 6720 
AATAAAOCCA TGCCTGTOTT TGAAAAACCT TTCTACAGTO CAGAGATTGC AGAGAGCATC 6780 
CAGGTGCACA GCCCTOTGGT CCAGC3TGCA0 GCTAACAGCC CXXSAAGGCCT GAAAGTGTTC 6840 
TACAGCATCA CAGACXSGAQA CCCTTTCA6C CAQTTCACTA TTAACTTCAA TACTGOASTT 6900 
ATCAATGTCA TAGCTCCTCT GQACTTTGAG GCCCACCCX3G CATATAAGCT GA6CATACGC 6960 
GCAACTGACT CCTTGACGGG CGCTCATGCT GAAGTATTTG TGGACATCAT AGTAGACX3AC 7020 
ATCAAT6ATA ACOCTCCTGT 6TTTGCTCAG CAGTCTTATG CGGTGACCCT GTCTGAGQCA 7080 
TCTGTAATTO GAACOTCTOT TGTTCAAOTT AGAGCCACCG ATTCTQATTC AGAA CCAAAT 7140 
AGAGGAATCT CATACCAOAT GTTTGQGAAT CACAGCAAGA GTCATGATCA TTTTCATGTA 7200 
GACAGCAGCA CTGGCCTCAT CTCACTACTC AGAACCCTGG ATTACGAGCA GTCCX3GGCAG 7260 
CACA06ATTT TTGTGAGGGC AGTTGATGGT GGTATGCCCA CQCTGAGCAS TGATOTGATT 7320 
GTCA0G6TGG AOQTTACGQA GCTGAATGGT AATGCACCAC TCTTTQAACA ACAGATTTAT 7380 
GAAGCCA6AA TTAGO0A6C3^ CGCCOCTCAT GGGCMTTOQ TGACCTGTGT AAAAGCCTAT 7440 
GATGCAGACA GTTCAGACAT AGACAAGTTG CAGTATTCX3^ TTCTOTCrGG CAATGATCAT 7500 
AAACATTTTG TCATTGACAG TGCAACAGGG ATTATCACXX: TCTCAAACCT GCACOGGCAC 7560 
GOCCTGAAGC CATTTTACAO TCTTAACCTG TCAGTGTCTG ATGGAGTTTT TAGAAGTTCC 7620 
ACOCAGGTTC ATGTAACT6T AATTQGAGGC AATTTGCACA GTGCTGCTTT OCTTCAQAAC 7680 
6AATAT6AAG TGGAACTAGC TGAAAAC6CT CXXTTACATA CGCTGGTGAT OGAGOIGAAA 7740 
ACTAGGQATG GGGATTCTGG TATTTATQOT CACOTTACrT ACCATATTGT AAATOACTTT 7800 
OCCAAAQACA GATTTTACAT AAATQAGAGA OGACAGATAT TTACTTTGGA AAAACTTGAT 7860 
CGAGAAACCC CX5GCGGAGAA AGTGATCTCA GTCOGrTTAA TGGCTAAGGA TGCTGGAGGA 7920 
AAAGTTGCTT TCTGCA006T GAATGTCATC CTTACAGAIG ACAATOACAA TOCAOCACAA 7980 
TTTGQA6CAA CCAAATAOGUl AGTOAATATC GGGTGCAGTG CTGCTAAAGO GACTTCAGTC 8040 
6TAAAGTCTG CAAGT6ATGC 0GATX3AGGGC TCCAATGCCG ACATC3VCCTA TGCCATTGAA 8100 
GCAGACTCTG AAAGTGTAAA AGAGAATTTG GAAATTAACA AACTGTCXSX3 CGTAATGACT 8160 
ACAAAGGAGA GCCTCATTQG CTTGGAAAAT OAATTCTTCA C ri'VCmm ' TAOAOCTGrO 8220 
GATAATQGOT CTCCATC3UUI AOAATCTGTT tf r rc r r O 'fCT AT6TTAAAAT OCTTCCACOG 8280 
GAAATOCAOC TTCC3VAAATT TTCAGAACCT TTCTATACCT TTAC3U3IGTC A QAOQ AOGrG 8340 
CCTGTTGGAA CAGAGATAGA TCTCATCCQA GCAGAACATA GTGGGACTOT TCTTTACAGC 8400 
CTGGTCAAAG GGAATACTCC AGAAAGCAAT AGGGATGAGT CCTTTGTGAT TGACAG ACAG 8460 
AQOQGGASAC TGAAGTTGGA GAAGASTCTT GATCAT6AGA CAACTAAGTQ GTATCAGTTT 8520 
TCCATACTG6 GCA06TGCAC TCAAGATGAC GATGAQATGG TQGCTTCTGT AGATGTTAGT 8580 
ATOCAAQTGA AAOATGCAAA TOACAACaOC CO GG ' i 'Cm'O AATCTAOTCC ATATGAGGCA 8640 
TTCATT Q TT Q AAAACCTGCC AGGGGGAAGT AGAGTAATTC AGATCAGGGC ATCTGATQCT 8700 
GACTCAGGAA CCAAOSGCCA AGTTATGTAT AGOCTGQATC AGTCACAAAG TGTGGAAGTC 8760 
ATTGAATCCr TTGCCATTAA CATGGAAACA GGCTQGATTA CAACTTTAAA GGAACTTQAC 8820 
CATQAAAAGA GAOACAATTA GCAOATTAAA QTOOTTGCAT CAGATCATG6 T6AAAAGATC 8880 
CAGCTATCCT CCACAGCCAT TGTGGATGTT ACCSGTCACOG ATGTCAAOSA TAGTCCAOCA 8940 
OGATTCAOGG GCX3AGATCTA TAAAGGGACT GTGAGTGAGG ATGACCXXX:A AGGTGGGGTQ 9000 
ATTGCCATCT TAAGTACCAC GGATGCTGAT TCTGAAGAQA TCAACAQACA AGTTACATAT 9060 
TTCATAACAG 6AGGG6AT0C TTTAGGACAO TTTGCOGTTG AAACTATACA GAAT6AATGQ 9120 
AAG6TATATG T6AAGAAA0C TCTAGACA6G GAAAAAAGGG ACAATTACCT T CTTAC TATC 9180 
AOQGC2VACTO ATGGCAOCTT CTCATCAAAA 006ATA6TTG AAOTOAAAOT TCTGQATGCA 9240 
AATGACAACA OTCCAQTTTO TGAAAAQACT TTATATTCAO ACACTATTCC TGAAGAOGTC 9300 
CTTCCTGGAA AATTGATCAT GCAGATCTCT GCTACAQAOO CAGACATCCG CTCTAAOGCT 9360 
GAAATTACTT ACAOOTTATT GGGTTCAGGT GCABRAAAAT TCAAA CTAAA TCCAGACACA 9420 
GOTOAACTGA AAACOTCAAG COCGCTTQAT GGTGASaAGC AAGCZOmA TCATCTTCTC 9480 
GTCAOOGCCA CAOATGGAGG AGGAA6ATTC TGOCAAGCCA GTATTGTOQT CAOOCTAGAA 9540 
GATOTGAAOQ ATAAOGCCCC OGAATTCTCT GCOGATCCTT ATGCCATCAC OGTGTTTGAA 9600 
AACACAGAGC OQGGAAGGCT GCTQAGAAGA GTX3CAGGCCA CAGATGCCQA CGCAOGATTA 9660 
AATCGGAA6A TTTTATACTC ACTOATTGAC TCTGCTOATG OGCAOTTCTC CATTAAOGAA 9720 
TTATCTG6AA TTATTCAGTT AGAAAAACCT TTGGACAGAG AACTOCAGGC AGTAT ACACC 9780 
CTCTCTTTQA AAGCTGTOQA TCAAGGCTTG CCAAGGAGGC TGACT6CCAC TQQCACTGTG 9840 
ATTQTATCAG TTCTTOACAT AAATGACAAC CCCCCTGTGT TTGAGTACOG TGAATATGGT 9900 
GCCACOOTGT CTGAGGACAT TCTTGTTGGA ACTOAAGTTC TTCAAGTGTA TGCAGCAAGT 9960 
CGGGATATTG AAGCAAATGC AQAAATCACC TACTCAATAA TAAOTGGAAA TGAACATGGG 10020 
AAATTCAQCA TAGA3TCTAA AACAGGGGCC GTATTTATCA TTGAOAATCT GGATTATOAO 10080 
AGCTCTCATG A6TATTACCT AACA6TAGAG GCCACTGATG GA0GCA06CC TTCACTGAGC 10140 
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QACQTTQCCA CTGTGAACGT TAATGTAACA GATATCAACG ATAATACCCC TGTGTTCA6C 10200 

CAAGACACCT ACACGACAGT CATCAGTGAA GATGCCGTTC TTGAGCAQTC TGTCATCACXS 10260 

GTTATGGCCX3 ATGATQCXMA TGGACCTTCC AACAGCCACA TCCACTACTC AATTATAGAT 10320 

GGCAACCAAG GAAGCTCGTT CACAATTGAC CCOGTCAGGG GAGAAGTCAA AGTGACCAAA 10380 

5 CTTCTCX3ACC GAGAAACGAT TTCAGGTTAC ACX5CTCACGG TTCAAOCTTC TGATAATGGC 10440 

AGTCCACCCA GAGTCAACAC GACXSACCOTG AACATCGATG TGTCCGATGT CAATGACAAC lOSOO 

GCGCCOGTCT TCTCCAQGGG AAACTACAGT GTCATTATCC AGGAAAATAA GCCAGTGGGC 10560 

TTCA6CX3TGC TGCAGCTGGT AGTAACA6AT GAG6ATTCTT CCCATAAOGG TCCACCCTTC 10620 

TTCTTTACTA TTGTAACTGQ AAATGATGAG AAGGCTTTTG AAGTTAACCC GCAAGGAGTC 10680 

10 CTCCTGACAT CATCTGCCAT CAAGAGGAAG GAGAAAQATC ATTACTTACT GCAGGTGAA6 10740 

OTGOCAGATA ATGGAAAGCC TCAGTTQTCA TCTTTGACAT ACATT6ACAT TAGGGTAATT 10800 

QAGGAGAGCA TCTATCCGCC TGCGATTTTG CCCCTGQAGA TTTTCATCAC CTCTTCTGGA 10860 

GAAGAATACT CAGGTGG06T CATTGGGAAG ATGCATGCCA CAGACCAGGA OGTGTATGAT 10920 

ACTCTAACCT ACA6TCT0GA CCCTCAOATG GACAAOCTGT TCTCTGTTTC CAGCACAGGG 10980 

15 GGCAAGCTGA TAGCACACAA AAAQCTAGAC ATAGGGCAAT ACCTTCTCAA TGTCAGCGTA 11040 

ACAGATGGGA AGTTCACGAC GGTGGCCGAC ATCACAGTGC ATATCAGACA AGTCACACAG 11100 

GAGATGTTGA ACCACACCAT CGCGATCC6C TTTGCCAACX: TCACTCX3GGA AGAATTCGTT 11160 

66TGACTACT GGGGCAACTT CCA60GAGCT TTAOOOAACA T0CTGGGT6T GAGGAGGAAC 11220 

GACATACAGA TTGTTAGTTT GCAGTOCTCT QAACCTCACC CACATCTGGA CGTCTTACTT 11280 

20 TTTGTAGAGA AACCAGGTAG TGCTCAGATC TCAACAAAAC AACTTCTGCA CAAGATTAAC 11340 

TCTTCaSTGA CTGACATTGA GGAAATCATT GGAGTTAGGA TACTGAATOT ATTCCAGAAA 11400 

CTCTGCGCGQ QACTG6ACTG CCCCTG6AAG TTCTGCGATG AAAAGGTGTC TGTGGATGAA 11460 

AGTGTGATGT CAACACACAG CACftGCXAGA CTQAGTTTTG T6ACTCCCCG CCACCACAGG 11520 

GC3M50GOTGT GTCTCTGCAA AGAGGGAAGQ TGCCCACCTG TCCACCATGG CTGTGAAGAT 11580 

25 GATCCGTGCC CTGAGGQATC C6AATGTGTQ TCT6ATCCCT GGGAGGAGAA ACACACCTGT 11640 

GTCTGTCCCA GOGGCAGGTT TGGTCAGTGC CCAGGGAGTT CATCTATGAC ACTGACTGGA 11700 

AACAGCTACG TGAAATACCX3 TCTGACGGAA AATGAAAACA AATTAGAGAT GAAACTQACC 11760 

ATGAGGCTCA OAACATATTC CA0QGAT60G OTTOTCATOT ATGCTC6AGG AACTGACTAT 11820 

AGCATCTTGG AGATTCATCA TGGAAGGCTG CAGTACAAGT TTGACTGTGG AAGTGGCCCT 11880 

30 GGAATTGTCT CTGTTCAGAG CATTCAGGTC AATGATGGGC AGTGGCACGC AQTGGCCCTG 11940 

GAAGTGAATG GAAACTATGC TCGCTTGGTT CTA6ACX»AG TTOVTACTGC ATCGGGCACA 12000 

GCXrCCAGGGA CTCTGAAAAC CCTGAACCTG QATAACTATG TGTTTT TTGG TGGCCACATC 12060 

COTCaCTCAOa GAACAAGQCA TGGAAGAAGT OCTCAAGTTG QTAATGGTTT CAGGGGTTGT 12120 

ATCQACTCCA TTTATTTGAA TGGGCftGGRa CTCCCTTTAA ACAGCAAACC CAQAAGCTAT 12180 

35 GCACACATOG AAGAGTCGGT GGATGTATCT CCAOGCTGCT TCCTGAOGGC CACGGAAGAC 12240 

TGCGCCAGCA ACCCTTGCCA GAATGGAGGC GTTTGCAATC CGTCACCTGC TGGAGGTTAT 12300 

TACTGCAAAT GCAGTGCCTT GTACATAGGG ACCCACTGTG AGATAAGCX3T CAATCCGTGT 12360 

TCCTCCAACC CATGCCTCTA TOGOGGCACG TGT0TTGTC3 ACAACX3GAGG CTTTGTTTGC 12420 

CAGTOTAGAO GATTATATAC TGOTCAGAGG TGTCAOCTTA OTCCATACTG CAAAGATGAA 12480 

40 CXXTTOTAAGA ATGGCGGAAC ATGCTTTGAC AGTTTGGAT6 6CGCOGTTTG TCAGTGTGAT 12540 

TCGGGTTTTA GGGGAGAAAG GTGTCyWSAGT GATATCGAOG AGTGCTCTGO AAACCCTTGC 12600 

CTGCACGGGG CCCTCTGTGA GAACAC36CAC GGCTCXITATC ACTGCAACTG CAGCCACGAG 12660 

XACAGGGGAC GTCACTGCX3A GGATGCTGGS GCCAAGCAGT ATGTGTCCAC GCiOGTGGAAC 12720 

ATTGaaTTOO CGGAAGQAAT TGGAATOGTT GTGTTTtSTTG CAGGOATATT TTTACTGGTG 12780 

45 GTGGTGTTTG TTCTCTGCCG TAAGATGATT AGTCGGAAAA AGAAQCATCA GGCTGAACCT 12840 

AAAGACAAGC ACCTGGGACC CGCTAOGGCT TTCTTGCAAA QACOGTATTT TQATTCCAAG 12900 

CTAAATAAGA ACATTTACTC AQACATACCA CCCCMSfflGC CTGTCOGGCC TATTTCCTAC 12960 

AOCCGGAGTA TTCCAAGTGA CTCAAGAAAC AATCTGGACC GAAATKXTT OGAAGQATCT 13020 

6CTATCCCA0 AGCATCCXJOA ATTCAGCACT TTTAAGCCGO AGTCTOTOCA OGGQCACCXSA 13080 

50 AAAGCAGTGG CXSGTCTGCAQ CGTGGCX3CCA AACCTGCCTC CCCCACCCCC TTCAAACTCC 13140 

CCTTCTGACA GCGACTCCAT CCAGAAGCCT AGCTGGGACT TTGACTATGA CACAAAAGTQ 13200 

GTGGATCTTG ATCCCTGTCT TTCX^AGAAG CCTCTAGAGG AAAAGCCTTC CCAGCCATAC 13260 

AGTGCGOGGG AAAGGCTGTC TGAAOTGCAO TCCCTGAiSCT CCTTCCAGTC G8AATGGTGC 13320 

_ _ GATOACyVATO GGTATCACTG OGATACATCA GATTGGAT6C CAftGCXSTTCC TCTQCOGGAC 13380 

55 ATACAAQAGT TCCCCAACTA TGAGGTGATT GAT6AGCAGA CACCCCTGTA CTC AGCAG AT 13440 

CCAAAOGOCA TCGATACXX3A CTATTACCCT GGAGGCTAOQ ACATOQAAAG TGATTTTCCT 13500 

CCACCCCCAG AAGACTTOCC CGCAGCTGAT OAGCTACCAC OQTTACCGCC CGAATTCAGC 13560 

AATCAOTTTQ AATCCATCCA CCCTCCIAGA GACAT6CCTG CCGCGGOTAO CTTGGGITCT 13620 

TCATCAAGAA ACCGGCA6AG GTTCAACTTG AATCAOTATT TOOCCAATTT TTATOCCCTC 13680 

60 GATATGTXM AACX^TCAAAC AAAAGGCACT GGTQAGAATA GTACTTGTAG AGAACCCCAT 13740 

OOCCCTTACC CGCCAGGQTA TCAAAGACAC TTOGAGGCGC CXXSCTGTOSA GAGCATGCXX: 13800 

ATGTCTGTGT ACGCCTCCAC GGCCTCCTGC TCTGAOGTGT CAGOCTGCTQ aSAAGTGQAG 13860 

TOC36AC3GTCA TGATGAGT6A CTATGAOAGC GGGGAOGACQ GOCACTTCSA AQAGGTGAOS 13920 

ATCCOGCCCC TGGATTCCCA GCAGCACAG6 GAAGTCTGAC TCTCAACTCC CCCCAAAGTG 13980 

65 CCTGACTTTA GTGAACCTAG AGGTGATGTG AGTAATCOGC GCTGTTCTTT 6CAGCAGTGC 14040 

TTCCAAGCTT TTTTTGGTGA GCOGAATGGG CATGGCTGCX3 CTGGATCCTG CGCCTCTGGA 14100 

CGTGCTAGCC ATTTCCAGTG TCCCAACTAC TQTCATCGTQ AGGTTTTCAT CGGCTGTGCC 14160 

ATTTCCCAAC OTCTTTTGOG AXTTACATCT OTCTGTGTTA AAATAATCAA AOO AAAA ATC 14220 

AGTC C T GT GT TGTCAGCATG ATTCKIGTAT TTATATAGKT TTQATTATTT TAATTTTOCT 14280 

70 6TCTCTTTTT TTTGTAAATT TTATGTACAG ATTTQATTTT TGATAGrrTT AACTAGATTT 14340 

CCAAGATATT TTGTGCATTT GTTTCAACTG AATTTTGGTO GTGTCAGTGC CATTATCTAG 14400 
CACCCTGATT rrmri TTT TACTATAACC AGGGTTTCAT TCTGTCTTTT TCCACTGAAG 14460 
TGT6ACATTT TGTTAGTACA TTTCA6TGTA GTCATTCATT TGTAGCIGTA CATAOGATQA 14520 
AGGAGAGATC AGATAGAT6A ACATOTCTTA GATGGGTTQC TOTATTTAGA ATTATAAACA 14580 
75 TTTTTCATTA TTGQAAA6TG TAAC0GG6AC CTTCTGCATA CCTGTTTAQA ACCAAAACCA 14640 
CCATGACACA GTTTTTATAG TGTCTGTATA TTTGTGATGC AATGGTCTTG TAAAGGTTTT 14700 

TAATGAAAAC TACCATTAGC CAGTCTTTCT TACTQACAAT AAATTATTAA TAAAAT 147S6 

Seq ID NO: C161 DNA Sequence 
80 Nucleic Acid Accession ftt llH.014220.1 
Coding sequence: 102.. 710 

1 11 21 31 41 51 

I I 1 I 1 I 
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u-ix iu 'i u r rm ctttctccac cagaaggqca cactttcatc taatttcggg tatcactqao 60 

CTGAAOACAA AGAGAAGGGG GAOAAAACCT AGCAQACCAC CATGTQCTAT G6GAAGTGT0 120 

CACQATGCAT CGGACATTCT CTGGTGGGGC TCGCCCTCCT GTGCATCGCG GCTAATATTT 180 

TGCTTTACTT TCCCAATGGG GAAACAAAGT ATGCCTCCQA AAACCACCTC AGCCOCTTOG 240 

TOTOG ' r i'C n ' TTCTOGCATC GTAGOAGGTG GCCTOCTGAT GCTCCTQCCA OCATTTGTCT 300 

TCATTOGGCT GGAACAGGAT GACTGCTGTG GCT g CTGTGQ CCATGAAAAC TGTGGCAAAC 360 

OATGTGOGAT GCTTTCTTCT GTATTGGCTG CTCTCATTGG AATTGCAGGA TCT66CTACT 420 

GTGTCATTGT GGCAGCCCTT G6CTTA0CA6 AAGGACCACT ATGTCTTQAT TCCXTO6GCC 480 

A6TGGAACTA CAOCTTTGCC AOCACOGAOG GCCAGTACCT TCTGGATACC TCCACATGGT S40 

CCGAOTQCAC TGAACCCAAO CACATTGrGG AATGGAATGT ATCTCTGTTT TCTATC CTCT 600 

TGGCTCTTGQ TGQAATTGAA TTCATCTTGT GTCTTATTCA AOTAATAAAT GGAGTGCTTG 660 

GAGGCATATG TG6CTTTTGC TGCTCTGACC AACAGCAATA TOACTGCTAA AAOAAGCAAC 720 

CCAGGACAGA OOCACJUITCT TCCTCTATTT CATTGTAATT TATATATTTC ACTTGTATTC 780 

ATTTOTAAAA CTTTGTATTA GTGTAACATA CTCCCCAGAG TCTACTTTTA CAAACX3CCTG 840 

TAAAQACTOG CATCTTCACA GGATGTCAGT GTTTAAATTT A6TAAACTTC TTTTTTGTTT 900 

GTTTATTTGT TTTTGTTTTT TTTTAAGGAA TGAGGAAACA AACXyVCCCTC TGOQGQTAGT 960 

TTACAGACTG AOTGACAGTA CTCAGTATAT CTGAGATAAA CTCTATAATG TTTTGGATAA 1020 

AAATAACATT GCAATCACTA TT6TATATAT GT60VIGTAT TTTTTAAATT AAAGATGTCT 1080 

AGTTOCrm TATAAGACCA A6AAGGAGAA AATCCGACAA CCTGGAAAGA ' mTimTiT 1140 

GACTGCTTOT ATQATGTTTC CCATTCATAC ACCTATAAAT CTCTAACAAG AGGCCCTTTG 1200 

AACTGCCTTG TGTTCTGTQA GAAACAAATA TTTACTTAGA GTGGAAGGAC TGATTQAGAA 1260 

TOrrCCAATC CAAATGAATG CATCACAACT TACAATGCTG CrCATTGTTG TGAGTACTAT 1320 

aAOATTGAAA TTrTTCTAAC ATATGGAAAO GCTTTTSTOC TGCAAAGATO AOTACTAGGO 1360 

ATCAT6TGTT TAAAAAAAGA AAGQCTAOQA TOACTGGGCA AOAAOAAAQA TCGGAAACTG 1440 

AATAAAGCAG TTGATCAGCA TCATTGQAAC ATGGGGAOGA GIOACOGCAG 6AGGACCAC0 1500 

AGGAAATACC CTCAAAACTA ACTTOTTTAC AACAAAATAA AOIATTCACT ACGAAAAAAA 1560 

AAAAAAAAAA AAAAAAAAAA AAA 1583 

Seq ID NO: C162 DNA Sequence 

Nucleic Add Accession #: NM_003 759.1 

coding sequence: ISO.. 3257 

1 11 21 31 41 51 

I i I I I I 

GTTCTTTGTG ACACATCACA CAGAATTGGA GTGCTGTCCT TCTGGAGAGT GGTGGAGAAC 60 

CAAGATACAG TTCAGAACCA AAGQAATAGA GAAGGGCTTT GATTTCTTTT TOGCTTTAGA 120 

TTGGGGATTT GGGAGGCTTA GCA6GAAAGA T6TCCACTGA AAATGTGGAA GGGAAGCCCA 180 

GTAAOCTTGG GGAGAGAOGA AGAGCC0G6A GCTCCACXTT OCTCAGGGTT GTCCAGCCAA 240 

TGTTTAACXA CAGTATTTTC ACTTCTGCAO TCTCTCCTGC TGCAGAA06C ATC06ATTCA 300 

TCTTGGQAGA GOAGGATGAC AGCCCAGCTC CCXXTTCAGCT CTTCACGGAA CTGGATGAGC 360 

TGCTGGCCGT GGATGGGCAG GAGATGGAGT GGAAGGAAAC AGCCAGGTGG ATCAAGTTTG 420 

AAGAAAAAGT GGAACAGGGT GGGGAAAGAT GGAGCAAGCX: CX3VTGTGGCC A^TTGTCCC 480 

TTCATAOTTT ATTT6AGCTG AGGACATGTA TGQAGAAAGG ATCCATCATQ CTTQATCGGG 540 

ASGCTTCTTC TCTCCCACAG TT66TGGAGA TGATTGTTCA CCATCAGATT GAGACAGOCC 600 

TATTOAAACX: TGAACTTAAG GATAAGGTGA CCTATACTTT GCTCCGGAAG CACOQQCATC 660 

AAACCAAGAA ATCCAACCTT CGGTCCCTGG CTGACATTGG GAAGACAGTC TCGAGTOCAA 720 

GTAG6ATGTT TACCAACCCT GATAATQGTA GGCCAGCCAT GACCCATAGG AATCTGACTT 780 

CCrCCAGTCT GAATGACATT TCTGATAAAC CGGAGAAGGA CCAGCTGAAG AATAAGTTCA 840 

TGAAAAAATT 6CCACX3TGAT GCAGAAGCTT GCAAGGtGCr TGTTGGGGAa OTTQACTTTT 900 

TGGATACTCC TTTCATTGCC TTTGTTAGGC TACAGCAGGC TGTCATGCTO GOTOCCCTOA 960 

CTGAAGTTCC TGTGCXX3VCA AGGTTCTTGT TCATTCTCTT AGGTCCTAAG GGGAAAGCCA 1020 

AGTCX7rACX:A GQAGATTOGC AGAGCCATTG CC3VCCCTGAT GTCTGATGAO GTGTTCCATG 1080 

ACATTGCITA TAAAOCAAAA QACSUaOCAOG ACCTQATTOC TGGTATTQAT GAGTTGCXAG 1140 

ATGAAGTCAT C9STGCTTCCA CCTGGGGAAT 6GGATCCAGC AATTA66ATA GAGCCTCCTA 1200 

AGAGTCTTCC ATCXTCTGAC AAAAGAAA6A ATAT6TACTC AGGTGGAGAG AATGTTCAGA 1260 

TOAATGGGGA TACX3CCCCAT OATGGAGOTC AOGGAGQAOO AGGACATGGG GATTGTQAAQ 1320 

AATTGCAOCO AACTQGACX3Q TTCTGTQGTG GACTAATTAA AQ ACATAAA fl AGQAAAG06C 1380 

CATTTTTTGC CAQTQATTTT TATGATGCTT TAAATATTCA A6CTCTTTG6 GCAATTCTCT 1440 

TCATTTATCT GGCSACTOTA ACTAATGCTA TCACrTTIGO AGGACTGCTT GOGOATOCCA ISOO 

CTGACSkACAT GC3VGGGCGTG TTGGAGAGTT TCCTGGGCAC TGCTGTCTCT GGAGCCATCT 1560 

TTTGCCTTTT TGCTGGTCAA CCACTCACTA TTCTGAGCAG CACOGQAOCT GTCCTAGTTT 1620 

TTOAGAGGCT TCTATTTAAT TTCAGCAAGG ACAATAATTT TGACTATTTO GAGTTTOGCC 1680 

TTTQGATTGG CCTQTGOTCC GOCTT CCTAT GTCTCATTTT OGTAOGCACT GA1GCX»0CT 1740 

TCITGGTTCA ATACTTCACA G6TTTCA0GG AGGAGGGCTT TT0CTCTCT6 ATTAGCTTCA 1800 

TCTTTATCTA TQATGCTTTC AAGAAGATGA TCAAGCTTGC AGATTACTAC CXXATCAACT 1860 

CCAACTTOUl AGTQGOCTAC AACACTCTCT TTTCCTOTAC CTGTGTQCXaV CCTGACGCAO 1920 

CTAATATCTC AATATCTAAT 6ACACCACAC TGGCCCCA6A GTATTT6CCA ACTATGTCTT 1980 

CTACIGACAT GTAGCATAAT ACTACCXTTO ACTGGGCATT TTTGTGGAAG AAGGAGTSTT 2040 

CAAAATAOQQ AGGAAAGCTT GTOGGQAACA ACTGTAATTT TGTTOCTGAT ATCACACTCA 2100 

TOTCTTTTAT CCTCTTCTTG GGAACCTACA CCTCTTCCAT OGCTCTGAAA AAATTCAAAA 2160 

CTAGTCCTTA TTTTCCAACC ACAGCAAGAA AACTGATCaVQ TGATTTTGCC ATTATCrTGT 2220 

CCATTCTCAT CTTTTGTGTA ATAGATGCXX TAGTAGGOGT GGACACCCCA AAACTAATTO 2280 
TOCCAAOTGA GTTCAAGCCA AC3UUIT0CAA AOOQASOTTQ < H "r ai 'n'C CA CGGTTiaGAO 2340 
AAAACCCCTG GTGGGTGTGC CfT G CT G Cl'Q CTATCCOGGC ' mtiT ' lGGlg ACTATACT6A 2400 
TTTTCATGGA CCAACAAATT ACAGCTGTGA TTGTAAACAG QAAA6AACAT AAACTCAAGA 2460 
AAGGAGCAOQ GTATCACTTG GATCTCTTTT OOQTGQCCAT CCTCATGGTT ATATGCTCCC 2520 
TCATGGCTCT TC06TGGTAT 6TA0CT6CTA OOGTCATCTC CATTGCTCAC AT0GACA6TT 2580 
TGAAGATGGA GACAGAGACT TCIGCACCTQ QAGAACAACC AAAGTTTCTA GGA6TGAGGG 3640 
AACAAAGAOT CACTGGAACX: CTTGTOTTTA TTCTOACTOG TCTGTCAOTC TTTATGOCTC 2700 
CCATCTTGAA GTTTATACCC ATGCCTGTAC TCTATGOTGT GTTCXnt3TAT ATOGGAOTAG 2760 
CATCCCTTAA TGGTGTOCAG TTCATGQATC GTCTGAAGCT GCTTCTGATG CCTCTGAAGC 2820 
ATCAGCCTOA CTTCATCTAC CTGCGTCATG TTCCTCTGOG CAGAOTCCAC CTGTTCACTT 28B0 
TCCTGCA60T 6TTGTGTC1G GCCCT G CT T l' GOATCCTCAA OTOUiGGaTG GCTGCTATCA 2940 
TTTTTGCAGT AATQATCTTO GCACTTGTAO CTGTCAGAAA AC6C3VIGGAC TAOCTCTTCT 3000 
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CCCAGCATGA CCTCAGCTTC CTGGATGATG TC3VTTCCAGA AAAGGACAAG AAAAAGAAGG 3060 
AGGATCAGAA GAAAAAGAAA AAGAAGAAGG GAAGTCTGGA CAGTQACAAT GATGATTCTG 3120 
ACTGCOCATA CTCAGAAAAA CTTrCCAAGTA TTAAAATTCC AATGGACATC ATGGAACAGC 3180 
AACCTTTCCT AAQCGATAGC AAACCTTCTG ACRGAGAAAG ATCACCAACA TTCCTTGAAC 3240 
GCCACACATC ATGCTGATAA AATTCCTTTC CTTCAGTCAC TCGGTATGCC AAGTCCTCCT 3300 
AGAACTCCAG TAAAAGTTQC CTCAAATTAG ACTAQAACTT GAACCT GAAG ACAATGATTA 3360 
TTTCTGQAQG AGCAAGGGAA CAGAAACTAC ATTOTAACCT GTTTGTCTTT CTT AAAAC TG 3420 
ACATTTOTTO TTAATOTCAT TTOTTTTTOT TTGGCTGTTT GTTTATTTTT TAACT TTTAT 3480 
TTCGTCTCAG TTTTTGGTCA CAGGCCAAAT AATACAQOGC TCTCTCTGCT TCTCTCTTGC 3S40 
ATAGATACAA TCAAGACAAT AGTGCACOGT TCXHTTAAAAA CAGCATCTGA GGAATCCCCC 3600 
TTTTGTTCTT AAACTTTCAG ATGTGTCCTT TGATAACCAA ATTCTGTCAC TCAAGACAC3V 3660 
GACACCXy^CA GACCCTGTCC TTTGCCTCTA TTAAGCAGAG GATGGAAGTA TTAAGGATTT 3720 
TGTAACACCT TTTATQAAAA TGTTGAAGQA ACCTAAAACT TTAGCTTTGG AGCTQTGCTT 3780 
ACTGQCTTOT CTTTGTCTOG TA6AACAAAC CTTOACCTCX: AQACAGAGTC CCTTCTCACT 3840 
TATAGAGCTC TCCAQGACTG GAAAAAGTGC TGCTATTTTA ACTTGCTCTT GCTTGTAAAT 3900 
CCTAATCTTA QAGTTATCAA AAGAAGAAAA AACTGAAGGT ACTTTACTCC CTATAGAGAA 3960 
ACCATTGCCA TCATTGTAGC AAGTGCTGGA ATGTCCCTTT TT TCCTAT GC AACTTTTTTA 4020 
TAACCCTTTA ATCAACTTAT CTGTOGRGTA CMTOAAQAA TATTTTTCTT CCTAGATTTT 4080 
6TTGTTTAAA TTAK3GGGCC TAACCTGCCA CTTATTTTTT GTCAATTTTT AAAACTTTTT 4140 
TTTAATTACr GTAAAGAAAA TGAATTTTTT CCT6CaOC3«S QAAACATAGT TTTCAOTAGT 4200 
TCTACCTCTT ATTTGTAGCT GCCAGGCTTT CTGTAAAAAT TGTATTGTAT ATAATGTGAT 4260 
TTTTACACAT ACATACACAC ACAAATACAC AATCTCTAGG GTAAGCCAGA AGGCAAGATC 4320 
AGATTAAAAA CACCATGTTT CTAAGCftTOC ATTTTTCCCT TTCTTTAAAA GAAACTTAAC 4380 
TGTTCTATGA AGGAGATTQA QaOAQAaSAO ACAAACTCCT ATGTCATGAG AATAACCGAT 4440 
GTTCTGATAA TAGTAGCATC TAGGTACAGA TGCTGGTTGT ATTACCACX3T CAATGTCXTA 4S0O 
TGCAGTATTG TTAGACATTT TCTCATTTTG AAATATTTGT aTGTTTGTGT ATOTGCTCTG 4560 
TGCCATGGCT GQTGTATATA TGT6CAATGT TAOAAGGCAA AAGAGTGATG GTAGGCAGAG 4620 
GGCAAAGTCA TTGAATCTCT TAT6CC3VGTT TTCATAAAAC CXW^ACCACA TATGAAAAAA 4680 
TCCATTAAGG GTCCAAGAAQ TCTGTCCATA TGAAAAT6AG 66TAAATATA QTTTATTTCC 4740 
CASGTATCAO TCATTATAAT TOATATAATA GCTCTAACAT 6CAATATAAA ATTCATAGGA 4800 
OTATTAATAG CCCATTTACA CATCTATAAA ATGTAATGGG ATTGCAGAGC TGCAGAGTAC 4860 
AGTGTAACAG TACTCTCATG CAATTTTTTT CAGGATGCAA AGGCAATTAT TCTTTGTAAG 4920 
GGG8ACATTT AGATATATTT GTGTACATAT TATATOTATG TATATTTCAA A QTACC ACAC 4980 
TGAAAATTAG ACATTTATTA ACCAAATTTA AOSTOQTATT TAAAGGTAAT ATTTTTAATA S040 
TGATACATTA CATATTGTGA ATGTATACTA AAAAAACATT TTAAATCTTA AAATTATAAT SlOO 
TTCAGATTCA TATAACCACA ACTGTGATAT ATCCTAACTA TAACCAGTTG TTOAGGGGTA 5160 
TACTAGAA6C AGAATGAAAC CACATTTTTT GQTTTGATAA TAT GCAC TTA TTGACTCCCA 5220 
CTCATTOTTA TGTTAATTAA GTTATTATTC TOTCTCCTTG TAATTTTGAT TACAAA AATT 5280 
TTATTATCCT GAGTTAGCTO TTACTTTTAC AGTACCTOAT ACTCCTAAAA CTTTTAACTT 5340 
ATACAAATTA GTCAATAATG ACCCCAATTT TTTCATTAAA ATAATAGTGQ TQAATTATAT 5400 
GTTATTGTGT TAAAACCTCA CTTGCCAAAT TCTGGCTTCA CATTTGTATT TAGGGCTATC 5460 
CTTAAAATGA TGAGTCTATA TTATCTAGCT TTCTATTACC CTAATATAAA CTGGTATAAG SS20 
AAGACTTTCC riTmvm ' ATGCATOQAA GCATCAATAA ATTOTTTAAA AACCATGTAT 5580 
AGTAAATTCA GCTTAACCCG TGATCTTCTT AAOTTAAAOQ TACm'TGTT TTATAAAAGC 5640 
TCTAGATAAA ACTTTCTTTT CTGATCATGA ATCAAGTATC TGTGGTTTCA TGCCXXTTCTC 5700 
TATACCTTTC AAAGAACTCC TGAAGCAACT TAACTCATCA TTTCAGCCTC TGAOTAQAGG 5760 
TAAAACCTAT GTGTACTTCT GTTTATGATC CATATTGATA TTTATQACAT GA ACAC AGAA 5820 
TAflTACCTTA CATTTGCTAA ACAGACA8TT AATATCAAAT CCTTTCAATA TTCTGQGAAC 5880 
CX3VGGGAAGT TTTTAAAAAT GTCATTACTT TCAAAGOAAC A6AASTAGTT AAGCAAACTA 5940 
ACAAGCAAAA CCrGAGGTTT ACCTAGTGAC ACX»AATTAT OGGTATTTTA ACTGAATTTA 6000 
CCXaTTOACT AAGAATQAAC CGGATTTGGT GOTOGTrTTG TTTCTATGCA AACTGGACAC 6060 
AAATTACAAC AGTAAATTTT TTTATAAGTG CTTCTCCCnT CTCCATGATG TGACTTCCGG 6120 
AGATAAAGQA TTCAAAAQAT AAA£3A(3UMO TAGOCICAGA GTTOTTAACC AQAAAQ TOCT 6180 
GGCTQT6GTT GCAGAAACAC TSTTGGAAOA AAAGAGATGA CTAAOTCAAG TGTCTGCCTT 6240 
ATCAAAAGAG CAAAAATGCC TCrGGlTTTG TGTTTGGGAG AAAAATATCT TGGACGCACT 6300 
GTTTTCCTTG ATAAAAGTCA TCTTCTCTAC TGTGTQAAAT GAATACTTGG AATTCTAATT 6360 
GTTTTGTGTG CCAGQOGCAO TAATOTOCCT GCCTCXTCTC OCAATCAAGO TTGAG6A6TG 6420 
GGGCIGGGGA GA6QACTTAA CTGACTTAAG AAGXAG6AAA ACAAAAACCT CT CTCCTC AG 6480 
CCTTCCACCT CCAAGAGAGG AGGAAAAACA GTTGTCTGCT GTCTGTAATT CAGTTTGOGT 6540 
GTATTTTATG CTCATGCACC AACCCATACA QAOTAAATCT TTTATCA ACT ATATACTGGT 6600 
GTTTAATAGA GAATGATTGT CTTCCX3AGTT TTTTGQTTCC TTTTTTAACT GTGTTA AAGT 6660 
ACTTGAAATG TATTGACTGC TGACTATATT TTAAAAACAA AATGAAATAA TTTG AGTTOT 6720 
ATTACABAGG TTGACATTGT TCAGG6ATGG GACSUVAfiCCT TCTTCAATOC TTTTCMACT 6780 
ACTTAATGAT TTTGGTCCAS 6AACCTGAGA TTTTCTGATT TATATTTCAT 6ATATTTCAC 6840 
ATTTGCTCTT CACAGCATGA GCATGAAGCC CAGTG6CACC AAATGGCTGG GTACAATCS^ 6900 
GTGATATTTT GTAGCACCTC ACTATCTGAA AGGCCAT6AG TTTTCAGATG ATTTCATTGA 6960 
GCTTCATTGC AGCCTGAAAT TTTAAAAAAG TTGTGTAATA OGGCAACCAG TCAAGTTGTG 7020 
TTTTGGCCAG AGATTTAGAT ATGTCCAATT TOCTOGCTCA TTTCATTGTG CTCTAT GGOT 7080 
ACGTATAAAA AGCAAGAATT CIG TI T C LT A QGCAAACATT GCAACTCftGG GCTAAAGTCA 7140 
TCCAGTGAAA CTTTTAGAGC CaOAAGTAAC TTTGTCCCAG TOCTACAATQ TGAAA AfiftfiT 7200 
6AATAGTTGC CTCTTTTTAG CCATTTTCAT GGCTQGTACA TATTCGTACG CATTACTTTT 7260 
CAGAATCAAT AOGCACTTrC AGATATTCTT ATTTTTATTC TCTTAAGTCT TTATTAACTT 7320 
TGQAaAOAGA AATQATQCAT CTTTTTATTT TAAAX6AAGT ABATCAACAT GGTGGAACAA 7360 
AATOATAAAG AACAGAAAAC ATTTCAATAT ATTACTAATA ACTTTTTCCA AT ATAAAT CC 7440 
TAAAATTOCT ATAACATAGT ATTTTACAGT TTTAIGAAGC TTTCTATTGT GACTTTIATG 7500 
GAATTAAGAG ATGAAGAAGA TGAGATATTT TAGCATTTAT ATTTTTCAAA ATTATATGTA 7560 
TACTTAAAAA TAAAGTAACT TTATQC 7586 



Seq ID NO I C163 DHA Sequence 
nucleic Acid Accession #i 11M_000958 
Coding sequence: 389.. 1855 ~* 

1 11 21 31 41 51 
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CGGCACAGCC TCACACCTQA AOQCTOTCCT CCOGCAGAGO AOACOaGOCXS GCACT6CAAA 60 

GCTGGGACTC GTCTTTGAAa GAAAAAAAAT ACKXJAGTAAO AAATOCAGCA CCATTCTTCA 130 

CTGACCCATC CCGCTGCACC TCTTGTTTCC CAAGTTTTTG AAAGCTGGCA ACTCTOAOCT 180 

CGGTGTCCAA AAATCGACAG CCACTGAQAC CGGCTTTGAQ AAGCOQAAGA TTTGOCAGTT 240 

TCCAGACTGA GCAGQACMIQ CTGAAAOCAO OTTGOAGGOQ GGTCCAGGAC A TCTGAG GGC 300 

TQACOCTGQG GGCTCXTTGAG GCTGCCACOQ CTQCIGCGGC TACAGACCCA GCCTTGCACT 360 

CCAAGGCTGC GCACCGCCAG CCACTATCAT GTCCACTCCC GGGGTCAATT OBT OOOCC TC 420 

CTTGAGCCCC GACCGGCTGA ACAGCCCAGT GACCATCCCG GCX3GTGATOT TCATCTTOQG 480 

GGTGGTGGGC AACCTGQTQG CC3VTCQTQQT GCTGTGCAAG TCGGGCAAGG AGC AGAAGGA 540 

QAOGACXnTC TACACGCTGO TATGTGGGCT GGCTGTO^CC QACCTGTTGG GGACTTTGTT 600 

GGTGAGCCCG GTGACCATOQ CCACJGTACAT GAAGGGOCAA TGGCXX^GQGQ GCGAOOOGCT 660 

GTGOGAGTAC AGCACCTTCA TTCTGCTCTT CTTCASCCTG T00G00CTC3V GCATCATCTG 720 

CGCCATGAGT GTOGABCSCT ACCTGGCCAT CAACCATGCC TATTTCTACA GCCA CTAOG T 780 

OOACAAGOGA TTGGOGGGCC TCAOGCTCTT TGCAGTCTAT GOGTCCAAOG TGCTCTTTTG 840 

CGCGCTGCCC AACATGOGTC TOGGTAGCTC GOSGCTGCAG TAOGCAQACA CCTGOTOCTT 900 

CATCGACTGG ACCACCfAQQ TGACGGC6CA COCOGCCTAC TCCTACATGT AC6C3GG6CTT 960 

CAGCrCCTTC CTCATTCTCQ CCACCGTCCT CTGCRACGTG CTTGTGTGOG 60GC3GCTGCT 1020 

C06CATGCAC CGCCAOITCA TGCGCCOCAC CTOGCTGGGC ACCQAGCAGC ACCACXJCOGC 1080 

06CX36CGGCC TCGQTTGCCT CCCGGGGCCA CXXCGCTGOC TCCCCAGCCT TQC0QC3QCCT 1140 

CAQOGACTTT CX5GCGCC0CC GOAGCTTCOO COQCATOOOQ GGC6CCGA6A TCCASATGOT 1200 

CATCTTACTC ATTGCCACCT CCCTGGTGGT GCTCATCTGC TCCATOOOOC T08T6QTGG0 1260 

AGTATTOGTC AACCAGTTAT ATCAGCX:AAQ TTTGGA6CGA GAAGTCAC3TA AAAATCCAOA 1320 

TTTGCAGGCC ATCOGAATTG CrTCTGTOAA CCCCATCCTA QACCCCTQGA TATATATCCT 1380 

CCTGAGAAAG ACAGTGCTCA OTAAAGCAAT AOAGAAGATC AAAT6CCTCT TCTGCOGCAT 1440 

TGGCX3QGTCC CGCAGGGAGC GCTCCX3GACA GCACTGCTCA GACAGTCAAA GQACATCXTC 1500 

TGCCATGTCA GGCCACTCTC GCTCCTTCAT CTCCCGGOAS CTOMOGAOA TCAGCAGTAC 1560 

ATCTCAQACC CTCCTGCXaWG ACCTCTCACT GCCAGACCTC A6TGAAAATG G0CTTG6AGQ 1620 

CAGQAATTTG CTTCrAGGTQ TGCCTGGCAT GGGCCTGGCC CAGG/J^CA CCACX:TCACT 1680 

GAGGACTTTG CGAATATCAG AGACCTCABA CTCTTCS^CAQ GQTCAGQACT CAGAQAOTGT 1740 

CTTACTGGTQ GATGA6GCTG GTGGGAQOSG CAQGGCTGGG OCTQGCCCTA AGGGGA6CTC 1600 
CXTTGCRAGTC ACATTTCCCA GTGAAACACT GAACTTATCA OAAAAATGTrA TATAATAGGC 1860 
AAGGAAAGAA ATACAGTACT GTTTCTG6AC CCTTATAAAA TGCTGTGCAA TASACACATA 1920 
CAT6TCACAT TTAGCTGT6C TCAGAAGGGC TATCATCA 1958 

Seq ID NO: CI 6 4 DNA Sequence 

Nucleic Acid AcceBslon #: NM_002659.1 

coding sequence! 427.. 1434 

1 11 '21 31 41 51 

i I I 1 I 1 

CAGTATCCCT CCTGACAAAA CTAACAAAAA TCCTGTTASC CAAATAATCA GOCACATTCA 
TATTTACCGT CAAASTTTTT ATCCTCATTT TACAGCRGTG GAGAC30GATT GCCCCGGGTC 
CCACOTTAGO AASASAGAGA ACTGGGATTT GCACCCAGGC AATCTGGGQA CAGAGCTGTQ 
ATCACRACTC CATGAGTCAG G6C06AGCCA GCCCCTTCAC CACCAGCCXSa CCGCGCCCCG 
GGAAGGAAGT TTGTGOOGGA GQAGGTTCQT AGGGQAGOAG OGGGAGGOGC CCACGCATCT 
GGGGCTGACT CGCTCTTTOG CAAAACOTCT GGOAGGAGTC CCTGGGGCCA CAAAAC TGCC 
TCCTTCCTGA G60CAGAAGG A6AQAAGA0G TGCAGGQACC COGCGCACAG GAGCTGCCCT 
OGGGACftTGQ OTCACCGGCC GCTGCTOCOO CPGCTGCTGC TGCTCCACAC CTG06TCCCA 
GCCTCTTQGG GCCTGOQQTO CATGCAGTGT AAGACCAACO GGGATTGCCG TGTGGAAGAG 
TG06C0CTGQ GACAGGACCT CTGCAGGACC ACGATCGTGC GCTTGTGGGA AGAAGGAGAA 
GAGCTGQAGC TGGTGGAGAA AAGCTGTACC CACTCAGAGA AGACCAACAG QACCCTGAGC 
TATCGGACTO GCTTGAAQAT CACCAGCCTT ACCGAQOTTG TOTGTQGGTT AGACTTGTGC 
AACCAQGaCA ACTCTGG0C6 GGCTOTCACC TATTCCC6AA GCCGTTACCT CGAATGCATT 
TCCTGT66CT CATCAGACAT GAQCTGTGAG AGGGGCCGGC ACCAGAGCCT GCAGTGCCGC 
A6CCCTGAAG AACAGTGCCT GGATGTGGTG ACCCACTGGA TCCAGQAAGG TGAAGAAQGG 
CGTCCAAAGG ATGACCGCCA CCTCCGTGGC TGTGGCTACC TTCCCGGCTG CCCGQGCTCC 
AATGGTTTCC ACAACAACGA CACCTTCCAC TTCCTGAAAT GCTGCAACAC CACCAAATGC 
AAC6AGG60C CAATCCIGQA GCTTGAAAAT CTGCCGCA6A ATGGCGGCCA OTGTTACAGC 
TGCAAQGGOA ACAOCACCCA TOGATQCTCC TCTGAA8A3A CTTTCCTCAT TGACTGCOGA 
GGCCCCATOA ATCAATGTCT GGTAOCCACC GGCACTCAOQ AACCGAAAAA CCAAAGCTAT 
ATGGTAAGAG GCTGTGCAAG CGCCTCAATG TGCCAACATG CCCACCTGGO TGAOGC CTTC 
AGCATGAACC ACATTGATGT CrCCTG C TGT ACTAAAAGTG GCTOTAACCA CCCAGACCTG 
GATOTOCAQT ACCGCA3IGG GOCTGCTCCT CAGCCTGGCC CTGCCCATCT CAGCCTCACC 
ATCACCCTGC TAATQACTOC CRQACTOTGG GGAGGCACTC TCCTCTGGAC CTAAACCTGA 
AATCCCCCTC TCTGCCCTGQ CTG6ATC0QG GGGACCCCTT TGCCCTTCCC TCGQC TCCCA 
GCCCTACAGA CTTGCTGTOT GACCTCAGGC CAGTGTGCCG ACCTCTCTGG GCCTCAGTTT 
TCCCA6CTAT QAAAACAGCT ATCTCACAAA GTTGTGTGAA GCAGAAGAGA AAAGCTGGAG 
GAAG6CCGT0 GOCAATGGGA 6AQCTCTTGT TATTATTAAT ATTGTTQCOQ CWriXJl'tflT 
GTTGTTATTA ATTAATATTC ATATTATTTA TTTTATACTr ACATAAASAT TTTOTACCAO 
TGQ 

Seq ID NOt C16S DNA Sequence 
Nucleic Acid Accession 0i AK027843.1 
Coding sequence: 193.. 1731 
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1 
I 

TTGCTTGAGT 
CTAAATAGCA 
CTGTTACCA3 
TCGTATTTCC 
CCTCCAAACT 
TTTACTTTCT 
GTQA8TTATG 



11 

I 

CATCTTCTGA 
CATCACATGT 
GGACAAATGC 
AQATGOATTT 
TACTTQAGAA 
TCAACAAAAC 
TQATGG0ST6 



21 

1 

AGCTTTAAAA 
GAATATTACA 
AATTTCAAAT 
TGAGAGTGGA 
TTTAAGTCCA 
TOQACTTTTC 
CABTATTGGA 



31 
I 

ACAATTGAT6 
ACTGGGAACT 
TTTAQCATTG 
CAAGTGQATC 
GAAGATTCTG 
CAGGATQTAO 
AACA,TTACTA 



41 

1 

AATTGGCCTT 
TGGCTCTCAO 
GTCTTCCAAO 
CACTGGCATC 
TATTAOTTAO 
GAC0CCAAA3 
TCCAQAATCT 



51 
I 

CAAGATAQAC 
COTATCATCC 
CAATAATGAA 
TGTAATTTTO 
AAOAGGACAO 
AAAAACTTTA 
GAAQGATCCT 



60 
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GTTCAAATAA AAATCAAACA TACAAGAACT 
TGGOATCTGA ACAAAAACAA AAGTTTTGGA 
AGAGATTCAG ATGCAAGTGA GAGAGTCTGC 
CTGATGGACC TTCCAAGAAG TGCCTCACAG 
5 TTCATCAGCT ATATTGGGTG TGOAATATCT 
TATGTTGCTT TTGAGAAATT GCGAAGGGAT 
ACAGCCCTGC TGTTCCTGAA TCTCCTCTTC 
GTGGATGGAC TTTGCATTGC TGTTGCAGTC 
ACCTGQATGG GGCTAGAAGC AATTCACATG 
10 TACATTCGCC GATACATTCT AAAATTCTGC 
GTGTCAGTTG TTCTAGCGAG CAGAAACAAC 
AAAGAAAAA6 GTQAT6AATT CTGTTGGATT 
QCTQaOTATT TTOQAOTCAT <SrTTTTTCTG 
CAOATCIGTG G6A0GAAT06 CAAGAGAAGC 
15 AACCTGCGCA GTGTGGTTAG CTTGACCTTT 
TTTGCCTGGG GACCCTTAAA TATCCCCTTC 
CAAQGCTTAT TTATATTCAT CTTCCACrGT 
0QGG6GCATC TCT6CTGTGG TAGATTTCGG 
GCTACCAATA TCATCS^AGAA AAGTTCTGAT 
20 ATTGOTTCCA ACTCAACCTA TCTTACATCC 
AAAAGGAATA GCCACACAGA TAATGTCTCC 
CTCAGACAGT GCTPCCATGG ACAAGTCCTT 
AACATCMITC ATCCCIGTCC ATCAGGTrCAT 
TTCAOACAAC TTCTATAAAA ATATTATCAT 
25 TTAATGTCTT TAAGAAAAAG AAATCAATCT 
AACTGCa^CT AGTGATGTAA ATGTGCTATT 
TATTTTGTTA AQAAGOCTTT TGTGAAATTC 
TGGAAGAOTT GTGATCACTA AAACTTCAGT 
AAGCTATGAT TTGTAAAATA TATAATTOAA 
30 CAAATTAGAG ACAAGGGA6A AGCAATGCTO 
CCACCTAATC GTTATATCTG GATATACCCA 
TGTCCTTGCT TTGGAGACTT TAAGAC3VTTT 
CGCATTGJVGA G TTTT G TTCC AAG6AATATO 
CAAAATAATT TATOAAGAGC T6GGTCTGCA 
35 GTCCTCTQQT TATAGTATAT AAGAGCCTGA 
TTATGGATCA GGCTGCTGCA TACAAACCTT 
AGACTATTCT GAGTAATGCT TGCTTGCTAA 
TCTTAOATGA TGQAGTCCAT 6CAGTTTCTT 
TTCACATTT6 CTCTGGGTTA TCTGGGAAGT 
40 GATAA6AAAA GGA6ACATTC TGGCAAAGCC 
GAACCTAGAG GCCTTTCTCT CTGCACGAAA 
GAOCTTTTAa GCTACACAGC AACCCAA6GG 
GAA6CTATTT GCCTGGCTCC AGCAGATGAT 
TGTTCCATTT TGCAACATCC T6CAACACCA 
45 GCTTTCACXSG GGGAGGGTTQ TATTCAOT 



CAGGAAOTGC ATCATCCCAT CTGTGCCTTC 480 

GGATGGAACA GGTCAG6AT6 TGTTGCACAC 540 

CTGTGTAACC ACTTCACACA CTTTGGAGTT 600 

TTAGATGCAA GAAACACTAA AGTCCTCACT S60 

GCTATTTTTT CA6CAGCAAC TCTCCTGACA 720 

TATCCCTCCA AAATCTTGAT GAACCTGAGC 780 

CTCCTAQATG GCTGGATCAC CTCCTTCAAT 840 

CTGTTGGATT TCTTCXTTTCT GGCAACCTTT 900 

TACATTGCTC TAGTTAAAGT ATTTAACACT 960 

ATCATTGGCT GGGGTTTGCC TGCCTTAGTG 1020 

AATGAAGTCT ATGGAAAAGA AAOTTATGOG 1080 

CAAGATCCAG TCATATTTTA TGTGACCT6T 1140 

AAGATTGCCA TGTTCATTGT GGTAATGGTG X200 

AACOGGACXX TGAGAGAAGA AGTGTTAAGG 1260 

CTGTTGGGCA TOACATGQGG TTTTGCATTC 1320 

ATGTACCTCT TCTCCATCTT CAATTCATTA 1380 

GCTATGAAGG AGAATGTTCA GAAACAGTGG 1440 

TTAGCAGATA ACTCAGATTG GAQTAAQACA 1500 

AATCTAGGAA AATCTTTGTC TTCAAGCTCC 1560 

AAATCTAAAT CCAGCTCTAC CACCTATTTC 1620 

TATGAGCATT CCTTCAACAA AAGTGGATCA 1680 

GTCAAAACTG GCCCATGCTG ATGGAGATCA 1740 

TQATAAGGTC AAGGGTTATT GCAATGCTCA 1800 

GTCAGACACC TTC3W3CCACA GCACAAAGTT 1860 

GCAGAAATGT GAAGATTTGC AA6CAGTGTA 1920 

ACCTAGGTAA CTGCATATAT ATAAOOAATO 19B0 

AGAATTTTTC TTTTTAATAT ATTTCTTCCA 2040 

ACTGA6AGTA ACATGACTCA GTAGCX3VCAG 2100 

TCAGAGTAAT CATAATQCAG GGGAOACATT 2160 

AGQAAGACCC TAGATAGAGC TCATTTTACT 2220 

TTTTCTGCAT CTTCTTTCrC AACAATAAAC 2280 

CXTTAAAGCAC AAATAAAAGC CTCX3TATTTC 2340 

AAQTGAGACA TATGGQTQAa TCATAATAAT 2400 

ATAGCTAGTC TAAAAACTAC TTGTGTGTCA 2460 

GGAGGTCTGG CAAGATAGAT GGTGTATTAT 2520 

GCATACTATT ATGCAGCTTA CCTAACTCTC 2580 
TGAATGTATA GGAOACCACA TTGTAATTGT 2640 
AOAAATGGGT CTCAGTGCAT GCTGTGCTTT 2700 
ATCAGGTTCT GGGAGGCAAC AGCATTAAGT 2760 
AATCTGCTTA AAGQCAAAGT CCAOAACCTQ 2820 
AACAGGTAGT TTGCA6TCTG AGATATGGGA 2880 
ACCTCTCACX: TTTTGCTGAG CTTCAATCAG 2940 
OAGATAATQA GGTAGTGGQT TTTTTATTAC 3000 
TCCTGG6AGA CAAGAGCATT ACCCSIQCTTO 3060 

3088 



Seq ID NO: C166 DNA Sequence 
Nucleic Acid Accession #t NM_000S74.1 
Coding asqiiencei 66.. 1211 

1 11 21 31 41 51 

I t I I I 1 

COSCTGGGCG TAOCTGOGAC TCGG06GAGT CCGG0GG6C6 CGTCCTTGTT CTAACCCGGC 60 

_ _ 6CGCCATGAC CGTCQOSCOG COSAGOOTGC CCGCGGCGCT GCCCCTCCTC GGGQAGCTGC 120 

55 CCCGGCTGCT GCTGCTGGTG CTGTTGTGCC TGCOGGCCGT QTGQQGTGAC TGTGGCCTTC 180 

CCCCAGATOT ACCTAATGCC CAGCCAGCTT TGGAAGGCCG TACAAGTTTT CCOGAGGATA 240 

CTGTAATAAC 6TACAAATGT GAA6AAAGCT TTGTGAAAAT TCCTGGCGAG AAGGACTCAG 300 

TGATGTGCCT TAAGQGCAGT CAATGGTCAO ATAITGAAGA GTTCTGGAAT OSTAOCTGCG 360 

AQOTGCCAAC AAGOCTAAAT TCTGCATCCC TCAAACAGCC TTATATCACT CAGAATTATT 420 

60 TTCCAGTCGG TACTGTTGTG QAATATGAGT GCCGTCCAGG TTACAGAAGA GAA CCTT CTC 480 

TATCACCAAA ACTAACTTGC CTTCAGAATT TAAAATGGTC CACAGCAGTC GAATTTTGTA 540 

AAAAGAAATC AIGCCCTAAT OCGGOAOAAA TACQAAATGG TCAQATTGAT GTACCAGGT6 600 

GCATATTATT TGGTOCAACC ATCTOCTTCT CATQTAACAC AGGGTACAAA TTATTTG6CT 660 

CXSACTTCTAO TTTTTOTCTT ATTTCAQGCA GCTCTGTCXSA OTGOAGTGAC CCGTTGCCAG 720 

65 AGTGCAGAGA AATTTATTGT OCAGCACCAC CACAAATTOA CAATGGAATA ATTCAAGGGQ 780 

■ AACOTGACCA TTATGGATAT AGACAGTCTG TAACGTATGC ATGTAATAAA GGATTCACCA 840 

TGATTGGAGA GCACTCTATT TATTGTACTG TGAATAATGA TGAAOSAfiAG TGGAGTGGCC 900 

CACCACCTQA ATGCAGAOGA AAATCTCTAA CTTCCAAGGT CXXACCAACA GTTCAGAAAC 960 

CTACCACAOr AAATGTTCX». ACTACAGAAG TCTCACCAAC TTCTCAGAAA ACCACCACAA 1020 

70 AAACCACCAC ACCAAATGCT CAAGCAACAC GGAGTACACC TGTTTCCAGG ACAACCAAGC 1080 

ATTTTCATGA AACAACCCCA AATAAAGGAA GTGGAACCAC TTCAGGTACT ACCOGTCTTC 1140 

TATCTGGGCA CAaSTGTTTC AOGTTGACAG GTTTGCTTGG GAOGCTAGTA ACCATGGGCT 1200 

TGCIGACTTA QCCAAAGAAa AOTTAAOAAa AAAATACACA CAAGXATACA QACTGTTCCT 1260 

AOTTTCrrAG ACTTATCTGC ATATTGtaTA AAATAAATGC AATTGT OC T C TTCATTTAGG 1320 

75 ATX3CTTTCAT TGTCTTTAAG ATGTGTTAGG AATGTCAACA GAGCAAG6AG AAAAAAGGCA 1380 

6TCCTGGAAT CACATTCTTA GCACACCTAC ACCTCTT6AA AATAGAACAA CTTGCAGAAT 1440 

TGAGAGTGAT TCCTTTCCTA AAAOTGTAAG AAAGCATAQA GATTTGTTCG TATTTAGAAT 1500 

GGGATCACQA G6AAAA0AGA AGGAAAGTQA rmTTTCCA CAAGATCTGT AATGTTATTT 1560 

OCACTTATAA AGGAAATAAA AAATQAAAAA CATTATTTGO ATATCAAAAG CAAATAAAAA 1620 

80 CCCAATTCAG TCTCTTCTAA QCAAAATTGC TAAAGAOAGA TGAACCACAT TATAAAGTAA 1680 

TCTTTGGCTG TAAGGCATTT TCATCTTTCC TTCGGGTTGG CAAAATATTT TAAAGGTAAA 1740 

ACATGCTGGT GAACCAGGG6 TGTTQATGGT GATAAGGGAG GAATATAGAA TGAA AGACT G 1800 

AATCTTCCTT TGTTGeACAA ATAGAGTTTG QAAAAAGCCT 6T6AAAG0TG TCTTCTTTGA 1860 

CTTAATGTCT TTAAAAGTAT CCAGAGATAC TACAATATTA ACATAAGAAA AGATTATATA 1920 
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TTATTTCTGA ATCXSAGATGT GCATAGTCAA ATTTGTAAAT CTTATTCTTT TGTAATATTT 
ATTTATArrr ATTTATGACA GTGAACATTC TGATTTTACA TGTAAAACAA GAAAAGTTQA 
AGAAGATATG TGAAGAAAAA TGTATTTTTC CTAAATA6AA ATAAATGATC CCATrrmXi 
GT 

Seq ID MOt C167 DMA Sequence 

Nucleic Acid Accession ftt Eos sequence 

Codlittg sequence ti. .2651 

1 11 21 31 41 51 

I I 1 I I I 

ATQGACACCT CCOGGCTCGO TOTQCTCCTO TCCTTGOCTG TQCTQCTC3CA GCTGGOGACC 
GGOGGOGCT CTCCCAQGTC aX j (Jlxyi'G'i"l'G CTGAGGGGCT OCCCCACACA CTGTCATTGC 
GAGGCOSAOG GCAGGATGTT GCTCAGGGTG GACTGCTCCG ACCTGGGGCT CTOGGAGCTG 
CCTTCCAACC TCAGOCSTCTT CACCTCCTAC CTAGACCTCA GTATGAACAA GATCAGTCAG 
CT6CTCC0GA ATGCGCTQCC CAGTCTCCQC TTOCTGOAQO AOTTAOITCT TQCX36QAAAC 
6CTCTGACAT ACATTCCCAA OGGAGCATTC ACTGOOCTTT ACAOTCTTAA AOTTCTTATG 
CTGCAGAATA ATCAGCTAAG ACACGTACCC ACAiSAAGCTC TGCAQAATTT GCX3AAGCCTT 
CAATCCCTQC GTCTGGATGC TAACCACATC AGCTATGTGC CCCCAAOCTQ TTTCAGTGGC 
CTGCATTCCC T6A66CACCT GTGGCTGGAT GACAATQOST TAACAGAAAT GCCGGTCCAG 
6CTTTTAGAA OTTTATOSGC ATTGCAAGCC ATGAOCTTGS OCCTGAACAA AATACAOCAC 
ATACCAGACT ATG CCn ' rU G AAACXTTCTCC AGCTTGGTAG TTCTACATCT CCATAACAAT 
AGAATCCACT CCCT6GGAAA GAAATGCTTT 0AT6GGCTCC ACAGCCTAGA GACTTTA6AT 
TTAAATTACA ATAACCTTGA TGAATTCCCC ACTGCAATTA GGACACTCTC CAACCTTAAA 
GAACTACATT TCTATGACAA TCCCATCCAA TTTGTTGGGA GATCT6CTTT TCAACATTTA 
CCTGAACTAA GAACACTGAC TCTGAATGGT 6CCTCACAAA TAACTCAATT TCCIGATTTA 
ACTGGAACTG CAAAGCTGGA GAGTCTGACT TTAACTQGAG CACAQATCTC ATCTCTTCCT 
CAAACOQTCT 6CAATCAGTT ACCTAATCTC CAAGTGCTAG ATCTGTCTTA CAACCTATTA 
GAAGATTTAC CCAGTTTTTC AGTCTGCCAA AAGCTTCAGA AAATTGACXTT AAGACATAAT 
GAAA TCTA OQ AAATTAAA6T TGACACTTTC CAGCAGTTGC TTAGCCTCOO ATOSCTGAAT 
TTGGCTTGGA ACAAAATTGC TATTATTCAC GCOUVTOCAT TTTCCACTTT GOCATCCCTA 
ATAAAGCTOG ACCTATGOTC CAACCTCCTQ T08TCTTTTC CTATAACTGG GTTACATGGT 
TTAACTCACT TAAAATTAAC AGQAAATCAT GCCTTACAGA GCTTGATATC ATCT6AAAAC 
TTTCCAGAAC TCAAGGTTAT AOAAATQCXZT TATGCTTACC AGTGCTGTGC ATTTGGAGTO 
TGTGAGAATG CCTATAAGAT TTCTAATCAA TGGAATAAAG GTGACAACAG CAGTATGGAC 
GACCTTCATA AGAAAGAT6C TGGAATGTTT CAGGCTCAAG ATGAAOGTGA CCTTGAAGAT 
TTCCTOCTTO ACTTTGAGGA AGACCIGAAA GCCCTTCATT CAGTGCAGTG TTCACCITGC 
CCAGGCCCCT TCAAACCCTG TGAACACCTG CTTGATGGCT QGCTGATCAG AATTGGAOTO 
TGGACCATAG CAGTTCTGGC ACTTACTTGT AATGCTTTGG TGACTTCAAC AGTTTTCAGA 
TCCCCTCTGT ACATTTCCCC CATTAAACT6 TTAATT6GGG TCAT06CAGC AGTGAACATG 
CTCA0GGGA6 TCTCCAOTOC OQTGCTGGCT GGTQTGQATO 08TTCACTTT TGQCAGCTTT 
GCAOGACATG GTGCCTGGTG GQAGAATGGG GTTGQTTQCC ATOTCATTGO TTTTTTGTGC 
ATTTTTGCTT CAGAATCATC TGTTTTCCTG CTTACTCTGG CAGCCCTGGA GCX3TGGGTTC 
TCTGTGAAAT ATTCTQCAAA ATTTCAAACG AAAGCTCCAT TTTCTAGCCT GAAAGTAATC 
ATTTTGCTCT GTOCCCTGCT GGCCTTGACC ATGGCOGCAG TTCCCCTGCT GGGTGGCAGC 
AAGTATG60G CCTCCCCTCT CTGCCT6CCT llXSCCmTO GGGAGCOCAG CA0CAT6GQC 
TACATGGTGG CTCTCATCTT GCTCAATTCC CTTTGCTTCC TCATGATGAC CATTGCCTAC 
ACCAAOCTCT ACTGCAATTT GGACAAGGGA GACCT66AGA ATATTTGGGA CT6CTCTATG 
GTAAAACACA TTGCCCTGTT GCTCTTCACC AACTOCATCC TAAACTOCCC TQTQQCTTTC 
TTGTCCTTCr CCTCTTTAAT AAACCTTACA TTTATCAGTC CTGAAOTAAT TAAQTTTATC 
CTTCrGGTGa TAOTCOCACT TCCTGCATGT CTCAATOOOC TTCTCTACAT CTTOTTCAAT 
CCTCACTTTA AGGAOGATCT GOTGAGCCTG AQAAAGCAAA GCTAOSTCTG GAGAAGATCA 
AAACACOCAA GCTTGATGTC AATTAACTCT GATGATGTGQ AAAAACAQTC CTGTGACTGA 
ACTCAAGCCT TGOTAACXnTT TACXaGCTCC AGCATCACTT ATGACCTGOC TCCCAGTTCC 
GTGC CATCAC CAGCTTATCC AOTOACTQAO AGCTGCCATC TTTCCTCTGT GGCATTTGrC 
GCATGTCTTA A 

Seq 10 NO: C168 DNA Sequence 

Hucleic Acid Acceseion ftt NM_003€67.2 

Coding sequence* 49.. 2772 " 



1980 
2040 
2100 
2102 



TGCTQCTCTC 
CGGCT0QGT6 
CCCAGGTCTG 
AOGATGTTGC 
AG06TCTTCA 
CCCCTGCCCA 
ATTGCCAAGG 
CAGCTAAGAC 
CTGQKTGCTA 
AGGCACCTGT 
TTATOGGCAT 
GOCTTTGGAA 
CTGQQAAAQA 
AAGCTTGATG 
CATAGCAACA 
ACAATACATT 
CCTGAACTAA 
ACTGGAACTG 
CAAACX3QTCT 
GAAGATmC 
OAAATCTAOG 



11 

I 

0GCCOGO6TC 
TGCTCCTQTC 
GTGTGTTQCT 
TCAGGGTGGA 
CCTCCTACCT 
OTCTCCQCTT 
GAGCATTCAC 
AOGTACOCAC 
ACCACATCAO 
GGCTQGATGA 
TQCAAGCCAT 
AGCTCTCCAG 
AATQCTTTQA 
AATTCCCCAC 
ATATCAGGTC 
TCTATGACAA 
GAACACTGAC 
CAAACCTGGA 
QCA ATCAOTT 
CCAGTTTTTC 
.AAATTAAAGT 



21 

I 

CGGCTCGTGG 
CTT6CCTGTG 
GAGGGGCTGC 
CTGCTCOGAC 
AGAGCrCAGT 
CCTGGAGGAG 
TGGCCTTTAC 
AGAAGCTCT6 
CTATGTGCCC 
CAATGCGTTA 
GACCTTGGCC 
CTTGGTAQTT 
TGG6CTCCAC 
TGCAATTAGG 
GATACCTGAG 
TCCCATCCAA 
TCTGAATGGT 
GAGTCTGACT 
ACCTAATCTC 
AGTCTGCCAA 
TGACACTTTC 



31 
1 

OCCCCTACTT 
CTGCTGCAGC 
GCCACACACT 
CTGGGGCTCT 
ATGAACAACA 
TTACGTCTTG 
AGTCTTAAAG 
CAGAATTTGC 
CCAAGCTGTT 
ACAGAAATCC 
CTGAACAAAA 
CTACATCTCC 
AGCCT AQAQA 
ACACTCTOCA 
AAA6CATTTG 
TTTGTTGGGA 
6CCTCACAAA 
TTAACTGGAG 
GAAGTGCTAG 
AAGCTTCAGA 
CAGCAGTTGC 



41 

I 

CGGGCACCAT 
TGGCGACCXSG 
GTCATTGGQA 
OGGAGCTGCC 
TCA6TCAGCT 
CGGGAAACGC 
TTCTTATGCT 
QAAGCCTTCA 
TCAGTGGCCT 
COGTCCAGGC 
TACACCACAT 
ATAACAATAG 
CTTTAGATTT 
ACCTTAAAGA 
TAGGCAACCC 
GATCTGCTTT 
TAACTQAATT 
CA CAQATCT C 
ATCTOTCTTA 
AAATTGACCT 
TTAGCCTCOO 



51 
I 

GGACACCTCC 
GGGCAGCTCT 
GCCOGAOSQC 
TTCCAAOCTC 
GCTCC06AAT 
TCTGACATAC 
GCAGAATAAT 
ATCCCTGCQT 
GCATTOCCTG 
TTTTAQAAGT 
ACCAGACTAT 
AATCCACTCC 
AAATTACAAT 
ACrAGGATTT 
TTCTCTTATT 
TCAACATTTA 
TCCIGATTTA 
ATCTCTTCCT 
CAACCTATTA 
AAGACATAAT 
ATGGCTGAAT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1360 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2651 
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TTGOCTTGGA ACAAAATT6C TATTATTCAC CCCRATGCAT TTTCCACTTT GCCATCCCTA 1320 

ATAAAGCTGG ACCTATOGTC CAACCTCCT G TOGTCTTTTC CTATAACTGO GTTACATGGT X380 

TTAACTCACT TAAAATTAAC AGGAAATCAT GCXTTTACAGA GCTTGATATC ATCTGAAAAC 1440 

TTTCCAGAAC TCAAGGTTAT AGAAATGCCT TATGCTTACC AGTGCTGTGC ATTTGGAGTG 1500 

5 TGTGAGAAT6 CCTATAAGAT TTCTAATCAA TGGAATAAAG GTGACAACAG CAGTATGGAC 1560 

GACCTTCATA AOAAAGATGC TGOAATOTTT CAGGCTCAAG ATGAACOTQA CCTT QAAOAT 1620 

TTCCTGCTTQ ACTTTGAGGA AQACCTQAAA GCCCTTCATT CAGTGCAGTO TTCACCTTCC 1680 

CCAGGCCCCT TCAAACCCTG TGAACACCTG CTTGATGGCT GGCTGATCAG AATTGGAGTG 1740 

TGGACCATAG CAGTTCTGGC ACTTACTTGT AATGCTTTGQ TGACTTCAAC AGTTTTCAGA 1800 

10 TCCCCTCTGT ACATTTCXXIC CATTAAACTG TTAATTGGGG TCATCGCAOC AGTGAA CATG 1860 

CTCACGGGAG TCTCC3VQTGC CQTOCTGGCT GQTGTGGAT6 CGTTCACTTT TGQCAGC TTT 1920 

GCACGACaTG GTGCCTGGTG GGA6AATGGG GTTGGTTGCC ATGTCATTGG TTTTTTGTCC 1980 

ATTTTTGCTT CAGAATCATC TGTTTTCCTG CTTACTCTGG CA6CCCTGGA GCGTGOGTTC 2040 

TCT6TGAAAT ATTCTGCAAA ATTTGAAAC6 AAAGCTCCAT TTTCTAGCCT GAAAGTAATC 2100 

15 ATTTTGCTCT GTGCCCTGCT 6GCCTTGACC ATGGC0GCA6 TTCCCXMGCT GGGTGGCA6C 2160 

AAGTATGGCG CCTCCCCTCT CTGCCTGCCT TTGCCTTTTG GGGAGCCCAB CAOCATGGGC 2220 

TACATGGTOG CTCTCATCTT GCTCAATTCC CTTTGCTTCC TCATQATOAC CATTGCCTAC 2280 

ACCAAGCTCT ACTGCAATTT GGACAAGGGA GACCTGGAGA ATATTTGGGA CTGCT CTATG 2340 

GTAAAACACA TTGCCCTGTT GCTCTTCACC AACTGCATCC TAAACTGCXX! TGTGGCTTTC 2400 

20 TTGTCCTTCT CCTCTTTAAT AAACCTTACA TTTATCAGTC CT6AAGTAAT TAAGTTT ATC 2460 

CTTCTGGTGG TAGTCCCACT TCCXGCSVTGT CTCSUVTCCCC TTCTCTACAT CTTOTTCAAT 2520 

CCrCACTTTA AGGAGGATCT GGTGAGCXTG AGAAAGCAAA CCTA06TCTG GACAAGATCA 2S80 

AAACACCXyVA GCTTGATGTC AATTAACTCT GATGAT6TC3G AAAAACAGTC CTGTGACTCA 2640 

ACrCAAGCCT TGGTAACCTT TACCAGCTCC AGCATCACTT ATGACCTGCC TCCCAGTTCC 2700 

25 QTOCCATCAC CAGCTTATCC AGTOACTGAO AOCTGOCATC TTTCCTCTGT GGCATTTGTC 2760 

CCATGTCTCT AATTAATATG TGAAGGAAAA TGTTTTCAAA GOTTGAGAAC CTGAAAATGT 2820 

GAGATTGAGT ATATCAGAGC AGTAATTAAT ARGAAGAGCT GAGOTGAAAC TCGGTTTAAA 2880 

Seq ID NO: CI 6 9 DNA Sequence 
30 Nucleic Acid Accession #: NM_003506.1 
Coding sequencer 259. .2379 

1 11 21 31 41 51 

35 GCAGCTOaG TCCOGGACGC AACCCCGGAG CCX3TCTCAGG TCCCTGGGGG GAAOGQTGGG 60 

TTAGACJGGGG ACX3GGAAGGG ACAGCGGCCT TCGAC06CCC CCGQAGTAAT TQACC CA6GA 120 

CTCATTTTCA GGAAAGCCTG AAAATGAGTA AAATAGTGAA AT6AGGAATT TGAACATTTT 180 

ATGTTTGGAT GGGGATCTTC TGAGGATGCA AAGAGTGATT CATCX3\AGCX: ATQTG GTAAA 240 

ATCAQGAATT TGAAGAAAAT GGAGATGTTT ACATTTTTGT TGAOGTGTAT TTTTCTACCC 300 

40 CTCCTAAGAG GGCACA6TCT CTTCACCTGT GAACCAATTA CTGTTCCCAG ATGTATGAAA 360 

ATQGCCTACA ACATGACGTT TTTCCCTAAT CTGATGGGTC ATTATGACCA GAGTATTGCC 420 

GCX3GTGGAAA TGGAGCATTT TCTTCCTCTC GCAAATCTGG AATGTTCACC AAACATT6AA 480 

ACTTTCCTCT GCAAASCATT TGTACCAACC TOCATAOAAC AAATTCATGT GGTTCCACCT 540 

TGTOOTAAAC TTT6T6AQAA AGTATATTCT GATT6CAAAA AATTAATTGA CACTTTTGGG 600 

45 ATCC3GATGGC CTGAGGAGCT TGAATGTGAC AGATTACAAT ACTGTGATGA GAC TGTTCC T 660 

GTAACTTTTQ ATCCACACAC AGAATTTCTT GGTCCTCAGA AQAAAACAQA ACAABTOCRA 720 

AGAGACATTO GATTTTGQTG TCCAAGGCAT CTTAAGACTT CTQGGGGACA AGGATATAAG 780 

TTTCIGG6AA TTGACCAGTG TGOOCCTCCA TGCCCCAACA TGTATTTTAA AAGTGATGAG 840 

CTAGAGTTTG CAAAAAGTTT TATTGOAACA GTTTCAATAT TTTGTCTTTG TGCAACTCTQ 900 

50 TTCACATTCC TTACTTTTTT AATIGATGTT AGAAGATTCA GATACCCAGA GAGACCAATT 960 

ATATATTACT CTGTCTGTTA CAGCATTGTA TCTCTTATGT ACTTCATTGG ATTTTTGCTG 1020 

6GCGATA6CA CAGCCTGCAA TAAGGCAGAT GAGAAGCTAG AACTTGGTGA CACTGTTGTC 1080 

CTAGQCrCTG AAAATAAGGC TIGCACOGTT TTGTTCATGC TTTTGTATTT TTTCACAATG 1140 

GCTGGCACIG TGTGGTGGGT GATTCTTACX: ATTACTTGGT TCTTAGCTGC AGGAAGAAAA 1200 

55 TGGAGTTGTG AAGCCATCGA GCAAAAAGCA GTGTGGTTTC ATGCTGTTGC ATGGGGAACA 1260 

GCAGGTTTCC TGACTGTTAT GCTTCTTGCT CTGAACAAAG TTGAAGGAGA CAACATTAGT 1320 

GGAGTTTOCT TTGTTGGCCT TTATGACCTG GATGCTTCTC GCTACTTTGT ACTCTTGCCA 1380 

CTQTGCCTTT GTGT6TTTOT TGGGCTCTCT CTrCTTTTAO CTGGCATTAT TTCCTTAAAT 1440 

CATGTTOQAC AAGTCATACA ACATQATGGC CGGAACCAAG AAAAACTAAA GAAATTTATG 1500 

60 ATTOGAATTC 6AGTCTTCAG OGGCTTGTAT CTTQTGCCAT TAGTSACACT TCTCGGATGT 1560 

TAOGTCTATG AGCAAGTGAA CAGGATTACC TGGGAGATAA CTTGGGTCTC TGATCATTOT 1620 

OGTCAGTACC ATATCCCATG TCCTTATCAG GC3UVAAGCAA AAGCTOGACC AGAATTGGCT 1680 

TTATTTATGA TAAAATACXZT GATGACATTA ATTGTTGGCA TCTCTGCTOT CTTCTGGQTT 1740 

GGAA6CAAAA AQACATGCAC AQAATGGGCT GGGTTTTTTA AACX3AAATCG CAAQAGAGAT 1800 

65 CXAATCAGT6 AAAGTOGAAG AGTACTACAG GAATCATGTG AGTTTTTCTT AAAGCACAAT 1860 

TCTAAAGTTA AACACAAAAA QAAGCACTAT AAACCAAGTT CACACAAGCT GAAGGTCATT 1920 

TCCAAATCCA TGGGAACCAG CACAGGAGCT ACAGCAAATC ATGGCACTTC TGCAOTAGCA 1980 

A7TACIAGGC ATGATTACCT AGGACAAGAA ACTTT6ACAG AAATCCAAAC CTCACCAGAA 2040 

ACATCAA1X3A GA6AGGT6AA AGG6GAC6GA GCTAGCACCC CCAGGTTAAG A6AACAGGAC 2100 

70 TGTGGTGAAC CTGCXrXOGCX: AGCAGCATCC ATCTCCAGAC TCTCTGGG6A ACAGGTCGAC 2160 

GGGAA6GGCC AGGCAGGCAG TGTATCT6AA AGTGCGOSQA GTGAAGGAAG GATTAGTCCA 2220 

AAGA6T6ATA TTACTGACAC TGGCCTGGCA CAGA6CAACA ATTTGCAGGT CCCCAGTTCT 2280 

TCAGAACCAA GCAGCCTCAA AGGTTCCACA TCTCT6CTT6 TTCACOCAGT TTCAGGAGTG 2340 

AGAAAAGAGC AGGGAGGTGG TTGTCATTCA GATACTTGAA GAACATTTTC TCTOGTTACT 2400 

75 CAGAAGCAAA TTTGTGTTAC ACTGGAAGTG ACCTATGCAC TQTTTTGTAA GAATCACTGT 2460 

TACGTTCTTC TTTTGCACTT AAAGTTGCAT TGCCTACTGT TATACTGGAA AAAATAGAGT 2520 

TCAAGAATAA TATGACTCAT TTCAC3VCAAA GGTTAATGAC AACAATATAC CTGAAAACAG 2580 
AAATGTGCAG GTTAATAATA TTTTTTTAAT AGTGTGGGAG GACAGAGTTA GAGGAATCTT 2640 
CCTTTTCTAT TTATGAAGAT TCTACTCTTG GTAAGAGTAT TTTAAGATGT ACTATGCTAT 2700 
80 TTTACCTTTT TGATATAAAA TCAAGATATT TCTTTGCTGA AGTATTTAAA TCTTATCCTT 2760 
GTATCTTTTT ATACATATTT GAAAATAAGC TTATATGTAT TTGAACTTTT TTGAAATCCT 2020 
ATTCAAGTAT TTTTATCATG CTATTGTQAT ATTTTAGCAC TTTGGTAGCT TTTACACTGA 2880 
ATTTCTAAGA AAATT6TAAA ATAGTCTTCT TTTATACTGT AAAAAAAGAT ATACCAAAAA 2940 
GTCTTATAAT AGQAATTTAA CTTTAAAAAC CCACTTATT6 ATACCTTACC ATCTAAAATG 3000 
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TOTOATTm ATAOTCTOGT TTTACGAATT TCACWQATCT AAATTATGTA ACTOAAATAA 3060 

OOTCCnACT CWVAQAGTGT CCACTATTQA TTGTATTATO CTGCTCACTO ATCCTTCTOC 3120 

ATATTTAAAA TAAAATQTCC TAAAGGGTTA GTAGACAAAA TGTTAGTCTT TTGTATATTA 3180 

GGCCAAOTQC AATTOACTTC CCTTTTTTAA TGTTTCATOA CCACCCATTG ATTGTATTAT 3240 

AACCACTTAC AOTTOCTTAT ATTTTTTOTT TTA ACTTTT G TTTCTTAACA TTTACSAATAT 3300 

TACATTTTGT ATTATACAGT ACXTTTCTCA GACATTTTOT AO 3342 

Seq ID NOt C170 DNA Sequence 
Nucleic Acid Accession {f: NM_000582 
Coding sequence: 66^90 " 

1 11 21 31 41 SI 

I I I i I ) 

GCAGAGCACA GCATOGTCGG GACCAGACTC GTCTCAGGCC AGTTGCAGCC TTCTCAGCCA 60 

AAGQCC36AOC AAGOAAAACT CACTACCATO AGAATT6CA3 TQATTTGCTT TTGCCTCCTA 120 

OQGATCAGCT OTGCCATACC AOTTAAACAO GCTGATTCTQ GAAGTTCTGA GOAAAAGCAO 180 

CTTTACAACA AATAOCCAGA T0CT6T06CC ACATGGCTAA ACCCIGACCC ATCTCA6AA0 240 

CAGAATCTCC TAGCCCCACA GACCCTTCCA AGTAAOTCCA ACQAAAOCCA TOACCACATO 300 

GATGATATOG ATGATGAAQA TGATGATGAC CATGTGQACA GCCAGGACTC CATTGACTCG 360 

AACXSACTCT6 ATGATOTAGA TGACACTQAT GATTCTCACC AGTCTGATGA GTCTCACCAT 420 

TCTGATGAAT CTQATGAACT 6GTCACI6AT TTTCCCAOGG AOCTQCCAGC AAOO QAAGT T 480 

TTCACTCCAO TTGTCCCCAC AGTAGACACA TATQATGGCC GAOOTOATAO TOTGOTTTAT 540 

GGACTQAGGT CAAAATCTAA aAAOTTTCOC A0ACCT6ACA TCCAGTACOC TOATGCTACA 600 

GACQAQQACA TCACCTCACA CATGG^GC GAGGAGTTGA ATGGTGCATA CAAGGCCATC 660 

CCOGTTGCCC AGGACXTGAA asCQCCTTCT GATTGGQACA GCOGTQGGAA GGACAOTTAT 720 

GAAAOOAOTC AGCrGGATOA CX»OAGTGCT GAAACGCACA OCCACAAQCA GTCCAGATTA 780 

TATAAGGGGA AAQCCAATGA TGAGAGCftAT GAGGATTOOO ATGT6ATTGA TAGTCAGGAA 640 

CTTTCCAAAa TCA6C0GTGA ATTCCACAGC CATGAATTTC ACAGCX»TGA AGATATGCTG 900 

GTTGTAGACC CCAAAAGTAA GQAAQAAGAT AAACACCTGA AATTTOSTAT TTCT CATGA A 960 

TTAGATAOTO CATCTTCTGA GQTCAATTAA AAGGAGAAAA AATACAATTT CTCACTTTGC 1020 

ATTTAGTCAA AAGAAAAAAT GCTTTATAGC AAAA1GAAAG AGAACATGAA ATGCTTCTTT 1080 

CTCAGTTTAT TGGTTGAATG TGTATCTATT TGAOTCTGGA AATAACTAAT QTOTTTGATA 1140 

ATTAGTTTAG TTTGTGOCTT CATGGAAACT CCCTQTAAAC TAAAAOCTTC AGGGTTATGT 1200 

CTATOTTCAT TCTATAGAAG AAATGCAAAC TATCACTGTA TTTTAATATT TGTTATTCTC 1260 

TCATGAATAO AAATTTATGT AGAAGCAAAC AAAATACTTT TACCCACTTA AAAAGAQAAT 1320 

ATAACATTTT ATGTCACTAT AATCTTTTOT TTTTTAAGTT AOTOIATATT TTOTTOTGAT 1380 

TATCTTTTTQ TGGTGTGAAT AAATCTTTTA TCTTGAATGT AATAAOAATT TOGTGGTO TC 1440 

AATTGCTTAT TT6TTTTCCC AGGGTTGTOC AGGAATTAAT AAAACATAAC CTTTTTTACT 1500 

GCCTAAAAAA AAAAAAAAAA AAAA 1524 

Seq ID NOt C171 DNA Sequence 
Nucleic Acid Acceesion ft: NM_002821 
Coding sequencei 150. .3362 

1 11 21 31 41 51 

t 1 i 1 I I 

AACTCCCGCC TOGGGACGCC TOGGGGTCGG GCTCCGGCTG CGGCTGCTGC TGCGGCGOCC 60 

GOGCTCCGGT GCGTCCGCCT CCTGTGCCOG CCGOGGAGCA GTCTGOGGCC OGCOGTGOOC 120 

CCTCA6CTCC TTTTCCTQAO OCOQCOaOGA TGGQAGCPGC 0CGG6GATCC COGGCCAGAC 180 
CC06CO0GTT CCCTCTOCTC AOOGTCCTGC TGCTGCCGCT GCTGGGOGQT ACCCAQACAG 240 
CCATT6TCTT CATCAAGCAO CCGTCCTCCC AGGATGCACT GCAGGGGOOC OGGGOGCTOC 300 
TTOGCTGTGA GOTTQAGGCT CGGGGCCCGG TACATGTGTA CTGGCT GCTC GATGGGGCCC 360 
CTGTCCAGGA CAOGGAGOGO OGTTTCGCCC AGQGCAGCAG CCTQAGCTTT GCAGCTGTGG 420 
AC0QGCT6CA GGACTCTGGC ACCTTOCAGT GTGTGGCTC6 GGATGATQTC ACTGGAGAAG 480 
AAGCCCQCAa TGCCAAOGCC TCCTTCAACA TCAAATGGAT TGAGGCAGGT CCTGTGGTCC 540 
TGAAOCATCC ACCCTOOGAA GCTGAQATCC AGCCACAGAC CCAGGTCACA CTTCGTTGCC 600 
ACATTGATOG GCACCCTCGG CCCACCTACC AATGGTTCOQ AGATGGGACC CCCCTTTCTG 660 
ATGGTCAQAG CAAOCACACA GTCAGCAGCA AGGAGOGGAA CCTGACGCTC CGGCCAOCTG 720 
GTCCTQABCA TAGrGGOCTG TATTCCTOCT GOGCCCACAQ TGCTTTTGGC CAGGCTTGCA 780 
OGAOOCAOAA CTTCACCTTG AiGCATTGCTO ATGAAAGCTT TGCCAGGGTG GTGCTGGCAC 840 
CCCAGGAOCT GGTAGTAGOG ASGTATGAGG AGGCCATGTT CCATTGCCAG TTCTCAGCCC 900 
AGCCACCCCC GAGCCTGCAG TGGCTCTTTG AGQATQAGAC TCCCATCACT AACCGCAGTC 960 
GCCCCCCACA CCTCOGCAQA GCCACAGTGT TTQCCAAOOG GTCTCTGCTG CTGACCCAGG 1020 
TCC66CCA00 CAAIGCA0G6 ATCTACOGCT GCATTGGCCA GGGGCAOAOG GGCCCACCCA 1080 
TCATCCTGQA AGCCACACTT CACCTA6CAG AGATTGAAGA CATGC06CTA TTTOAGCCAC 1140 
GGGTGTTTAC AGCTGGCAGC GAGGAGOGTG TGACCTGCCT TCCCCCCAAG OGTCTQCCAG 1200 
.AGOCCAOCOT GTGOTGGGAG CACGOGGOAG TCCGGCTGCC CACCCATGGC AGGGTCTACC 1260 
AGAAGGGGCA OGAGCTGGTG TTGGCCAATA TTGCTQAAAG TGATGCTG6T GTCTACACCT 1320 
GCCACGCQQC CAACCTGGCT GGTGAQCGGA OACAGQATGr CAACATCACT GTGGCCACTG 1380 
TQCOCTCCTQ OCTGAAGAAG CCCCAAGACA G0CA6CTG6A GGAGG6CAAA CCOGGCTACT 1440 
TGGATTGCCr QAOCCAGGCC ACACCAAAAC CTACAGTTGT CTGGTACAGA AACCAGATGC ISOO 
TCATCTCAGA GGACTCAOGG TTCGAGGTCT TCAAGAATGG GACCTTGOGC ATCAACAGOO 1560 
TGGAGGTGTA TQATGGGACA TGGTAGOGTT GTATGA6CAG CACOCCAGCC GGCAGCATOG 1620 
AGGCQCAAGC'CGGTQTCCAA GTGCTGGAAA AGCTGAAOTT CACACCACCA CCCCAGCCAC 1680 
AGCAOTOCAT 6GAGTTTGAC AAGGAGGCCA GGGTGCCCIG TTCAGCCACA GGCGGAGAGA 1740 
AGCCCACTAT TAAGTGGGAA GGGGCAGATG GQAGCAGCCT CCCAQAOTQa OTGACAGACA 1600 
AOQCTGGGAC CCTGCATTTT OCCOOGGTOA CTOQAOATGA COCTGOCAAC TACACTTGCA 1860 
TTOCCTCCAA CGGGCOGCAO GGCCAGATTC GTGCCCATGT CCAGCTCACT GTGGCAGTTT 1920 
TTATCAOCTT CAAAGTGGAA CCAGAGGOTA GQACTOTOTA CCAGQGCCAC ACAGCCCTAC 1980 
TGCAGTGGQA GGCCCAG6GG GACCCCAAGC OQCTOATTCA GTOGAAAGGC AAGGACOOCA 2040 
TCCTGQACCC CACCAAGCTG GGACCCAGGA TGCACATCTT CCAGAATGGC TCCCTGGTGA 2100 
TCCATGAOtyr GGCCCCTGAG GACTCAGGCC GCTACACCTG CATTGCAGGC AACAGCTGCA 2160 
ACATOU^GCA GAOGGAGGCC CCCCTCTATO TCQTGGACAA GCCTGTGCOQ GAGGAOTOGQ 2220 
AOGGCCCXOO CAQCCCTCCC CCCXACAAGA TOATCCAOAC CATTGGOTTG TCOGTGGGTG 2280 
COGCTQTGOC CTACATCATT Q00GT6CTGG GCCTCAT9TT CTACTGCAAO AAGC6CT6CA 2340 
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AAGGCAAGGQ GCTOCAGAAG CAGOOOGAGG GGQAGGAGCC AGAGATGGAA TGCCTCAACG 2400 

GAGGGCCTTT GCAGAACGGG CAGCCCTCAG CAGAGATOCA AGAAGAAGTG GCCTTGACCA 2460 

GCTTGGGCTC CGGCCCCGCG GCCACCAACA AACGCCACAG CACAAGTGAT AAGAT6CACT 2520 

TCCCAOGGTC TAGCCTGCAG CCCATCACCA GQCTGGGGAA GAOTQAGTrT GGGGAGGTOT 2580 

5 TCCTGGCAAA GGCTCAGGGC TTGGAGGAGG GAGTGGCAGA GACCCTGGTA CTTGTGAAGA 2640 

GCXTTGCAGAC GAAGGATOAG CAGCAGCA6C TGGACTTCCG GAGGGAGTTG GAGATGTTTG 2700 

GGAAOCTGAA CXAGGCCAAC GTGGT60GGC TCCTGGGGCT GTGCCGGGAG GCTGAGCCCC 2760 

ACTACATGGT GCTGGAATAT GTGGATCTGO GAQACCTCAA GCAGTTCCTG AGQATTTCCA 2820 

AGAGCAAGGA TGAAAAATTG AAGTCACAGC CCCTCAGCAC CAAGCAGAAG GTGGCCCTAT 2880 

10 GCACCCAGGT AGCCXMGGGC ATGQAGCACC TGTCCAACAA CCGCTTTGTG CATAAG6ACT 2940 

TGGCTGOGOQ TAACTGGCTG 6TCAGTGCCC AGAGACAAGT GAAGGTGTCT GCCCTGGGCC 3000 

TCAGCAAOQA TGTGTACAAC AGTGAGTACT ACCACTTCC36 CCAGGCXntSG GTGCC6CTGC 3060 

GCTGGATGTC CCCCX3AGGCC ATCCTGGAGQ GTGACTTCTC TACCAAGTCT GATGTCTGGG 3120 

CCTTOGGTGT GCTGATGTGG GAAGTGTTTA CACATGGAQA GATGCCXXAT GGTGGGCAGG 3180 

15 CA6ATQATGA AGTACTGGCA GATTTGCAGG CTGGGAAGGC TAGACTTCCT CAGCXXX3AGG 3240 

GCTGCCCTTC CAAACTCTAT CXSGCTGATGC AGOQCTGCTG GGCCCTCAGC CXXAAGGACC 330O 

G6CCCTCCTT CAGTGAGATT GOCAGOGCCC TGGGAGACAG CACCGTGGAC AGC3VAGCCGT 3360 

GAGGAGGGAQ CCOGCTCAGG ATGGCCTGGG CAGGGGAGQA CATCTCTAGA GGGAAGCTCA 3420 

CAGCATQATG GGCAAGATCC CTGTCCTCCT GGGCCCTGAG GTGCCCTAGT GCAACAGGCA 3480 

20 TTGCT6AGGT CT6AGCAGG6 CCTGGCCTTT CCTCCTCTTC CTCACO CTCA TCCTTTGGGA 3S40 

GGCTGACTTG GACCX:AAACT GGGOQACTAO GGCTTTGAGC TQGGCAGTTT CCCCTGCCAC 3600 

CTCTTCCTCT ATC3W3QGACA QTOTGGGTGC CACAGGTAAC CCCAATTTCT GGCCTTCAAC 3660 

TTCTCCCCTT GACC3GGGTCC AACTCTGCCA CTCATCTGCC AACTTTGCCT GGGGAGGGCT 3720 

AG6CTTGGGA TGAGCTGGGT TTGTGGGGAG TTCCTTAATA TTCTCAAGTT CTGGGCACAC 3780 

25 AGGGTTAATG AGTCTCTTGC CCACTGGTCC ACTTGGGGGT CTAGACCAGG ATTATAGAGQ 3840 

ACACAGCAAS TOAOTCCTCC CCACTCIGG3 CTTGTGCACA CTOACCCAGA CCCACGTCTT 3900 
CXXXiACCCTT CTCTCCTTTC CTCATCCTAA GTGOCTQGCA GATGAAGGAG TTTTCAGGAG 3960 
CTTTTGACAC TATATAAACC GCCCTTTTTG TATGCACCAC GGGCGGCTTT TATATGTAAT 4020 
TX3CAG0GTOQ GGTGGGTGGG CATGGGAGGT AGGGGTGGGC CCTGGAGATG AGGAGGGTGG 4080 

30 GCCATCCTTA CCCCAC3VCTT TTATIGTTGT CX3TTTTTTGT TTGTTTT GTT TTTTTGTTrr 4140 

■ mr rm mT TTTAC3«rrc6 ctgctcicaa taaataagcc tttttta 

Seq ZD NOt C172 DNA Sequence 
Nucleic Acid Accession #: NM_002309.2 
35 Coding sequence t 65.. 673 

1 11 21 31 41 51 

! ! 1 I I I 

ATGAACCTCT GAAAACTGCC GGCATCTGAG GTTTCCTCCA AGGCCCrCTG aagtgcagcc 
40 CATAATGAAO GTCTTGGCG6 CAGGAGTTGT 6CCCCTGCTQ TTGGTTCT6C ACTGGAAACA 
TGGGGGGGGG AGCCCCCTCC CCATCACCCC TGTCAAOaCC ACCTGTGGCA TAOGCCACCC 
ATGTCACAAC AACCTCATGA A0CAGATCA6 GAGCCAACTO GCACAGCTCA ATG6CAGTGC 
CAATGCCCTC TTTArrCTCT ATTACACAGC CCAGGGGGAG CCGTTCCCCA ACAACCTGOA 
CAAQCTATOT GGCCCCAAC6 TGAOGQACTT CCCGCCCTTC CA0QCCAACX3 QCACGGAGAA 
45 GGCCAAGCTG GTGGAGCTQT ACGGCATAGT CGTGTACXrTT GGCACCTCCC TGGGCAACAT 
CACXXCQGAC CAGAAGATCC TCAAOCXXaG TCOCCTCAGC CTCCACAGCA AGCTCAACGC 
CACCGCC6AC ATCCTGOGAG GCCTCCTTAG CAACGTGCTG TGCCX3CXTOT GCA6CAAGTA 
CCAOGTGGGC CATGTGQACG TGACCTACXaO CXX:TQACACC TCGGGTAAOG ATGTCTTCCA 
GAAGAAGAAG CTGGGCTGTC AACTCCTGGG GAAGTATAAG CAGATCATCG CCGTGTTGGC 
50 CCAGGCCTTC TAGCAGGAGG TCTTGAAGTG TGCTGTGAAC CGAGGGATCT CAGGAGTTGG 
OTCCAOATOT GGGGGOCXGT GGAAOGOTGO CTGGGOCGCA GGGCATGGCT AAACCC AAAT 
GGGGGCTGCT GGCAGACCCC GAGGGTGCCT GGCCAOTCCA CTCCACXCTO GQCTGOOCrO 
TGATGAAGCT GAGCAGAGTG GAAACTTCCA TAGGGAGGGA GCTAGAAGAA GGTG CCCCTT 
CCTCTGGGAG ATTGTGGACT GGGGAGCGTG GGCTGGACTT CTGCXTTCTAC TTGTCCCTTT 
55 GGCCCCTTGC TaWrrTTGTO CAGTGAACAA ACTACACAAG TCATCTACAA GAGCCCTGAC 
CACAGGGTGA GACACCAGGO CCCAGGGGAO TGGACCAGCC CCCAGCAAAT TATCACCATC 
TGTGCCTTTG CTGCX3CCTTA G0TT6GGACT TA0GTGG6CC AfiAGGGGCTA GGATOCCAAA 
GGACTCCTTC TCCCCTAQAA QTTTGAT6AG TGGAAGATAG AGAGGGGCCT CTQGGATGGA 
- _ AGGCTGTCTT CTTTTGAGQA TGATCAQAQA ACTTGGGCAT AGGAACAATC TGGCAQAAGT 
60 TTCCAGAAGQ AGGTCACTTG GCATTCAGGC TCTTGGGGAG GCAGAGAAGC CACCTTCAGG 
GCIGGGAAGQ AA6ACACIG6 GAG6AGGAGA GGGCTGGAAA GCTTTGGTAO GTTCrrOGTT 
CTCTTCOCX33 TQATCTTCCC TGCAGCCTGQ GATGGCCAGa OTCTGATOGC TGGAOCTGCA 
GCAGGGGTTT GTGGAGGTGG GTAGGGCAGG GGCAGGTTGC TAAGTCAGGT GCAGAGGTTC 
TGAGGGACCC AGGGTCTTCC TCTGGGTAAA GGTCTGTAAG AAGGGGCTGG GGTAGCTCAG 
65 AGTA6CAGCT CACATCTGAO OGCCrGGGAG GTCTTGTGAG GTCACACAGA GGXACTTGAQ 
. GGGGACXGGA 06CCX3TCTCT GQTCOOCAGQ GCAAGGGAAC AGGAGAACTT AGGGTCAOGG 
TCTCAGGGAA CXXTTGAGCTC CAAGOGTGCT GTG06TCTGA CCTGGCATCA TTTCtATTTA 
TTATGATATC CTATTTATAT TAACTTATTG GTGCTTTCAG TGGCCAAGTT AATTCCCCTT 
TCCCTGGTCC CTACTCAACA AAATATGATG ATGGCTCCCX3 ACACAAGOGC CAGGGCCAGO 
70 GCTTAGCAGG GCCTGGTCTG GAAGTC6ACA AIGTTACAAG TG6AATAAQC TTAOGQGTGA 
AGCTCnOAGA AGGGTCGGAT CXGAGAGAAT GGGGAGGGCT GAGT GGGAG T GGGGGGCCTT 
6CTCCACCCC CATCCCCTAC TOTGACTTGC TTTAG08TGT CAGGGTCCAO GCTGCAGQGO 
CTGGGCCAAT TTGTGQAGAG GC0GG6TGCC TTTCTGTCTT GCTTCCAGGQ GGCTQGTTCA 
CACTGTTCTT GGGOGCCCCA GCATTGTGTT GTGAGGOGCA CTGTTCCTGG CAGATATTGT 
75 GCCCCXrCGGA GCAGTGG6CA AQACAaTCCT TGTGGCCCAC CCTGTCCTTG TTTCTGTGTC 
CCXATGCTGC CTCTGAAATA GGGGCCIGGA ACAAOOCTGC CCCT6CA00C AGCA1GCTCC 
GACACAGCAG GGAAGCTCCT CCIGTGGCXX: GGACACCCAT AGAOGGTGOQ GGGQ G OCTGG 
CTGGGCCAGA CCCCA6GAAG 0TG6GGTAGA CTGGGGG6AT CAGCTGaX:A TTGCTCCCAA 
GAGGAGGAGA GGGAGGCTGC AGA0QCX:T6G GACTCAGACC AGGAAGCTGT OGGCCCTCCT 
80 GCrCCMSOCC CATCXICACTC CCACa2AT6T CTGGGCTCCG AGGCAGGGAA CXXX3ATCTCT 
TCCTTTGTGC TGGGGCCAGQ OQAGTGQAGA AAG6GCCTCC AGTCTGAGA6 CAGGGGAGGG 
AASQA6GCAG CAGAGTTGGO GGAGCTQCTC A6AGCAGTGT VCLXSUCL'LXrr TCtCAAACCC 
TGAGOSGGCT GOCGGCCTOC AAGTTGCICC GACAAGA1GA TGGTACXAAT TATGGTACTT 
TTCACICACT TTQCACCTTT CCXriGTCiGCT CTCTAA6CAC TrTACCTGGA TG60GGGTGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



GCAGTGTGCA 
CCATCTGTOC 
CCCTT6TCCA 
CTGGCT601T 
GCTGATTCCA 
GGAGCTCTGT 
GGACTTGGCC 
CQTOCACCCT 
COGGGAGCTQ 

oggaggaag;^ 

TTTTTTTAAA 
CTTGTCCCro 
CTCTCCAOAO 
CCXntX»GAT 
06GCATCCAG 
QAGQTTTCCC 
TQATGAAT6T 
CATATTTAAA 
GAOAAATGAA 



06CAC6TCCT 
ATCOCAACAO 
GGMGCAGGQ 
TCOCCCAGGA 
GOOQGGGGGC 
GCCAGGCCCA 
CCATGC5GACC 
GCACAGO^TC 
GGTTTCTCTT 
QAGAGTTTAC 
AA6CACTGCT 
ACTTGOGGCA 
TAGACATAGT 
GGTACAGATG 
CCTTCAGTCC 
TCCTTCCTTT 
ACCCTOTGQO 
ATATTTATTT 
TAAAGAATCT 



GAGGCCTGGG 
CAAGAOCSAQG 
ACTGCCTTCT 
TGGGCTTOQA 
CCG6CTGACT 
CCTTGGC3G0C 
CATCCTCAGT 
ACTGAATCAC 
CCCTTTTTAT 
CAAGAGAGAT 
AOTTTACTTO 
CTTCCACCCT 

TTCCTOCCTT 
OGOCCAOGIG 
GCACXOAMA 
QATGTTTCAtr 
TTTATACCAA 
ACTCTTCX3 



GTT0GG6TGG 
ATGTGGCTGT 
CCTTCCTGCT 
GAAAGACAAA 
OGCCCATCAC 
CTGGCTCTGA 
GCTCXXTCCA 
AGAGCCTTTQ 
CT6CTGQT0T 
GTCTC066GC 
TCTCTCCrCC 

gacccagcx:a 
ggagctctgo 
agagtcatct 

CTAGCTCOGT 
GGM^TGQGC 
ACTOhCAOAT 
ATGAATCACT 



AGGGTOOGGC 
TGAOATGTGO 
TCATCOGGCT 
CTTGTCTGGA 
CTCATCTCCC 
GTCGCTCTCC 
GATCCCGTCC 
GGTGAAACAB 
GQACCACACC 
CCTTATTTAT 
CCATCGTCCC 
GTCCAGCTCT 
CACCCGGGGA 
CTAGTTCCCC 
GGGCCCAOOO 
TTGQOTGACA 
TATTTTTATT 
TTTTTTTTTA 



C06GAGTT6T 
GCCACACTCA 
TAGCrrGGGG 
AACX31GAGTT 
TGTGGACTTO 
CACOCAGCCT 
GGCAGCTTGG 
CTCTGCCAGG 
TGGGOCTQGC 
TATTTAAACA 
CATOGTCCTC 
GCCTTGCGOG 
6GTAGCATTT 
ACCTCAATCC 
TGOGGCCTTA 
AATTCCTCTT 
TATTCAAltST 
AGAAAAAAAA 



2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3868 



Seq ZD N0> C173 DNA Sequence 
Nucleic Acid Accession ffi XM_097508 
Coding sequence I 44.. 2788 

1 11 21 31 41 51 

I I till 

TGAAAGGOQO TTGTGGTGCA AAGGAAAAOC CACAOQOCAA GGAATG6QAA GAGCAAOGTT 60 

GAC3VCTTGTT TGTCAOQTGT CAATAATCAT CTCTGCXXGG GACCTCAGC31 TGAACAACCT 120 

CACAGAGCTT CAGCCTGGCC TCTTCCACCA CCTGCGCTTC TTGGAGGAGC TGOGTCTCTC 180 

TGOGAACCAT CTCTCACACA TCCCAGGACA AOCATTCICT GGTCTCTACA GCCTQAAAAT 240 

CCTGAT6CTG CAGAACAAIC AOCTGaOAGa AATOCCGGCA GAQGOaCTGT GGGAGCSGOC 300 

GAOOCTGCAG TG6CT60GCC TAGAT6CCAA CCTCATCTGC CTGGTCCCGG AGAGGAfiCTT 3«0 

TGAOQGGCrQ TCCTCCCTCC GCCAOCTCTG GCTGGACGAC AATGCACTCA CGGAGATCGC 420 

TGTCAQGGCC CTCAACAACC TCCCTQCCCT GCAGGCCATG ACCCTGGCCC TCAACC3QCAT 480 

CAGCCACATC CCCGACTACO CGTTCCAGAA TCTCACCAGC CTTGTGGTGC TGCATTTGCA 540 

TAACAACGGC ATCCAGCATC TGGGGACCCA CAQCTTOOAG GGOCIGCACA ATCTOOAGAC 600 

ACTAGACCTG AATTATAACA AGCT6CAGGA GTTCCX:TGTG GCCATCOQGA CGCTGOaCAG 660 

ACTGCAGGAA CTGGGGTTCC ATAACAACAA CATCAAGGCC ATCCCAGAAA AGGCCTTGAT 720 

GGGGAACCX:T CTGCTACAGA CGATACACTT TTATGATAAC CCAATCCAGT TTGTGGOAAG 780 

ATCQ6CATTC CAGTACCT6C CTAAACTCCA CACACTATCT CIGAATGGTO CCATGGACAT 840 

CCAOQAOTTT CCA6ATCTCA AAOGCACCAC GAGOCIGQAa ATGCTQACCC TQACCOGGQC 900 

AG6CATC0G0 CTGCTOCCAT OGOOSATGTO CCAACASCTQ CCCAGOCTCC QAOTGCTGGA 960 

ACTGTCTCAC AATCAAATTG AGGAGCTGCC CAGCCTGCAC AGGTGTCAGA AATTGGAGGA 1020 

AATCGGCCTC CAAC3VCAACC GCATCTQGQA AATTGQAGCT QACACCTTCA GCCAGCTQAG 1080 

CTCCCTGCAA OCCCTQGATC TTAGCTGGAA 06CCATGCX36 TOCATCCACC CGGAG6CCTT 1140 

CTCCACCCTG CACTCCCTGO TCAA6CT6GA GCTGACM3AC AAOCSWGCTQA CCACACTGCC 1200 

CCTGGCTGGA CTTGGGGGCT TGATGCATCT GAAGCTCAAA GGGAACCTT6 CTCTCTCCCA 1260 

GQCC T TCTCC AAGGACAGTT TCCCAAAACT GAGGATOCTG GAGGTGCCTT ATGCCTACCA 1320 

GTGCTGTCCC TATGGGATOT OTGCCAGCTT CTTCAAGGCC TCTGGGCAGT GGGAGGCTGA 1360 

AGAOCTTCAC CTT6ATGATG A6GAGTCTTC AAAAAGGOCC CtGGGCCTCC TTGCCAOACA 1440 

A6GAGAGAAC CACTATGACC AGGAOCTGGA TQAGCTCCAG CTGGAGATGG AGGACTCAAA 1500 

GCCACAOOOC AOTQTCCAGT GTAGOCCTAC TCCAGGCCCC TTCAAGCCCT GTGAOTACCT 1560 

CTTTGAAAGC TGGGGCATCC GCCTGGCGGT GTGGGCCATC GTGTTGCTCT CGGTGCTCTG 1620 

CAATGQACIG GTGCTGCTGA CC3GTX3TTOGC TGGOGGGCCT GTCCCCCTGC CCCCGGTCAA 1680 

GTTTaTGGTA GGTGOQATTO CAGGCXSGCAA CACXnTGACT GGCATTTCCT GTGGCCITCT 1740 

AGGCTCAGTC GATGCCCTOA GCTTTGQTCA GTTCTCTGAG TAC66AGC0C GCTOGGAGAC 1800 

GGGGCTAG6C TGCCGG60CA CIGGCTTGCT GGCA6TACTT GGGTOGGAGG CATOOOTOCT 1860 

OCTGCTCACT CTGGCOGCAG TGCAGTGCAG OGTCTCCGTC TCCTGTGTCC GOGCCTATGG 1920 

GAAGTCCCCC TCCCTGGQCA GOGTTOQAQC AGQGGTCCTA GGCTGCCTGG CACTGQCAGO 1980 

6CTG0CCGCC G06CT6CCCC TGGCCTCAGT GGGAGAATAC GG66CCTGCC CACTCTGCCT 2040 

OGCCTAGGCO CCACCTQAGG QTCAGCCAGC AaCCCTGGGC TTCACCQTGG GCCTGGTGAT 2100 

GATGAACTCC TTCTGTTTOC TQOTOGTGGC OQQTGGCTAC ATCAAACTGT ACTGTGACCT 2160 

GC060GGGGC GACTTTGAGG CG6TGTGGGA CTGCGOCATG GTGA6GCA0Q TGGCCTGGCT 2220 

CATCTTCGCA GACGGGCTCC TCTACTGTCC OGTGGCCTTC CTCAGCTTTG CCTCCATGCT 2280 

GGGCCTCTTC CCTGTCACGC C0GAGG0G6T CAAGTCTGTC CT6CTGGTGG TGCTGCCOCT 2340 

• GCCTGCCIGC CTCAAGCCAC TGCIGTACCT QCTCTTCAAC GCCCACTTOC OGGAXGACCT 2400 

T066CGGCTT 0QGCCC06GG CAGGGGACTC AGGGCCCXn'A GCCTATCCTG CGGC06GGGA 2460 

GCTGGAGAAG AGCTCCTGTG ATTCTACCCA GGCOCTGGTA GCCTTCTCTG ATGTGGATCT 2520 

CATTCTGGAA GCITCTGAAO CTGGGOQGCC CCCT6GGCTG GAGACCTATG GCTTCCCCTC 2560 

AGTGACCCTC ATCTCCTOTC AGCAGCCAGQ GGCGCCCAGO CIGGAGGGCA GCCATTQTST 2640 

AGAGOCAGAO GGQAAOCACT TTGGGAAOOC OCAACX!CTCC ATGGATGGAG AACTGCTGCT 2700 

QAGGGCAOAG GGATCTAOGC CAGCAGGTGO AGOCTTGTCA GGGGGTGG06 GCTTTGAGOC 2760 

CTCTGGCrPG GCCTTTQCTT CAGAOOTGTA AATATCCCTC CCCATTCTTC TCTTCCOCTC 2820 

TCTTCCCrrr CCTCTCTCCC CCTOGGTGAA TGATOOCTQC TTCTAAAACA AATACAACCA 2880 

AAACTCAGCA GTGTGATCTA TAGCAGGATG GCCCAGTCCC TGGCTCCACT GATCACCTCT 2940 

CrCCTGTGAC CATCAOCAAC OGOTOCCICT TOGCCTGGCT TT0CCTTG6C CTTOCTCAGC 3000 

TTCACCTT6A TACTGGGCCT CTTCCTTGTC ATGTCTGAAG CTGT6GACCA QAGACCTQGA 3060 

CTTTTGTCT6 CTTAAGGGAA ATGAGGGAAG TAAAGACAGT GAAGGGGTGG AOGGTTGATC 3120 

AGGGCACAGT GGACAGGGAG ACCTCACAGA GAAAGGCCTG GAAGGTGATT TCCOGTGTGA 3180 

CTCATGOATA GGATACAAAA TGTGTTCCAT QTACCATTAA TCTTGACATA TQCCATGCAT 3240 

AAAGACTTCC TATTAAAATA AGCTTTGGAA GAG 3273 

Seq ID NOt C174 DKA Sequence 
Nucleic Acid Accession ftt MM 130649 



1308 



wo 03/042661 



PCTAJS02/36810 



Coding sequence 1 101.. 2044 

1 11 21 31 41 51 

5 AGTCTGGCCC TOGACAACXX: CAGCAAAGCC GCCXTCAGCC AQCC CAGAA O CACTGGGCCT 60 

TGGGOVCAGC AACACX:CACT GAOCAOGCTO GGAOCTGJMST ATGGOGTCOC TGGTCTOGCr 120 

GGAGCTGGGG CTGCTTCTGG CTGTGCTGGT GGTGAOGGOG AOGGCGTCCX: CGCCTGCTOG 180 

TCTGCTGAGC CTCCTCACCT CTGGCCAGGG CGCTCTGGAT CAAGAGGCTC TGGQCGGOCT 240 

OTTAAATACO CTGGOGGACC GTGTGCACTG CACCAACGQG CCGTGTGGAA AGTGCCTGTC 300 

10 TGTGGAGGAC GCCCTGGGCC TGGGCGAGCC TGAGGGGTCA GGGCTGCCCC CGGGCCXX3GT 360 

CCTGGAGGCC AGGTACGTCG C0C60CTCA0 TGCCGCXSGCC GTOCTGTACX: TCAGCAACCC 420 

CGAGGGCACC TGTGAGGACA CTCGGGCTGG CCTCTGGGCC TCTCATGCAG AOCACCTCCT 4B0 

GGCCCTGCTC GiMSAGCCCCA AGGCCCTGAC CCOGGGCCTG AGCTGGCTQC TGCAGAGGAT 540 

GCAGGCCCGG GCTGCOGGCC AGACCCCCAA GACGGCCTGC GTAGATATCC CTCAGCTGCT 600 

15 GGAGGAGGCG GTGGGGGCGG GGGCTCX3GGG CAGTGCTGGC GGOGTCCTGG CTGCCCTGCT 660 

GGACCATGTC AGGAGCOGOT CTTQCTTCCA CG CCITOO CO AOCCCTCAGT ACTTCQ TGGA 720 

CTTTGTGTTC C3VGCAGCACA GCAOOOAGOT CXJCTATOACO CTGGC0QA6C TGTCRGCCTT 7B0 

GATGCA6CGC CTGGGGGTGG GCAGGGAGGC CCACAGTGAC CACAGTCATC GGCACAGGGG 840 

AGCCAGCAGC CGGGACCCTG TGCCCCTCAT CAGCTCCAGC AACAGCTCCA GTGTGTGGGA 900 

20 CACGQTATGC CTGAGTGCCA GG6A0GTQAT GGCTGCATAT GQACTGTCGG AACAGGCTGO 960 

GGTGACCCCX3 GAGGCCTOGG OCCaACTGAO CCCTGCCCTO CTCCAACRGC A6CTGAGTGG 1020 

AGCCTGCACC TCCCAGTCCA QGCCCCCOBfT CCAQGACCAG CTCAG CCAGT CAGA6AGGTA 1080 

TCTGTACQGC TCCCTGGCCA CGCTGCTCAT CTGCCTCTGC GOGGTCTTTO GCCTCCTGCT 1140 

GCTGACCTGC ACTGGCTOCA GGGGQQTCGC CCACTACATC CTGCAGACCT TCCTGAGCCT 1200 

25 GGCAGTGGGT GCACTCACTG GGGACGCT6T CCTGCATCTG ACS3CCCAAGG TGCTGGGGCT 1260 

GCATACACAC AGOSAAGAGG GCCTCRGCCC ACAGCXXAGC TGOCGCCTCC TGGCTATGCT 1320 
GQCCGGQCTC TACGCCTTCT TCCTGTTTGA GAACCTC?rTC AATCTCCTGC TGCSCCRaOGA 1380 
CCCGGAGGAC CTGGAGGAOG GGCCCTGCGG CCACAGCAGC CATAGCCACG GGGGCCACAG 1440 
CCACJGGTCTG TCCCTGCAGC TGGCACCCAG CGAGCTCCGG CAGCCCAAGC CCCCCCAOSA ISOO 
30 GGGCTCCCGC GCAOACCTGO TGGCGQAGGA GAGCCCX3GAG CTGCTGAACX: CTQAGCCCAG 1560 
GAGACTCAGC CCAGAGTTOA GGCTACTOCC CIATATOKIC ACTCTGQ003 AOGCOQTGCA 1620 
CAACTTCGCC GACGGGCTGG CCGTGGGCGC 06CCTTC60G TCCTCCTOOA AGACCGG6CT 1680 
GGCCACCTOG CTGGCCGTGT TCTGCCACGA GTTGCCACAC GAGCTGGGGG ACTTCGCCGC 1740 
CTTGCTGCAC 60GGGGCTQT CCQTGCGCCA AQCACTGCTG CTGAAC!CTGG CCTCCGOGCT 1800 
35 CACGGCCTTC GCTGGTCTCT ACGTGGCACT CGOSGTTGGA GTC»GOGRGG A6AGC6AGGC I860 
CTGGATCCTG GCAGTGGCCA CCX3GCCTGTT CCTCTAOSTA QCACTCTGCG ACATGCTCCX: 1920 
GGCX3ATGTTG AAAGTACGGG ACCXX30QGCC CTGGCTCCTC TTCCTGCTOC ACAAOGTQGG 1980 
CCTGCTGGGC GQCTGGACCG TCCTGCTGCT GCTGTCCCTG TACGAGGATG ACATCACCTT 2040 
CTGATACCCT GCCCTAGTCX: CCCACCTTTG ACTTAAGATC CCACACCTCA CAAACCTACA 2100 
40 GCCCAGAAAC CRGAAGCCCC TATAGAGGCC CCAGTCCXaA CTCCAGTAAA GACACTCTTG 2160 
TCCTTGGAAA AAAAAAAAAA AAAAAAAAAA AA 2192 



Seq ID NO: C17B DNA Sequence 
Nucleic Acid Accession #t NMJ)ie971 
45 Coding sequence: 1..1128 

1 11 21 31 41 51 

ATGGCGAACG CGAGOGAGCC GGOTGGCAGC GGGGGCQGCG AGOCGGCCGC C CTGGGC CTC 60 

50 AAGCTGGCCA OGCTCAGCCT GCTGCTGTGC GTGAGCCTAG CGGGCAAOGT GCTGTTOGOG 120 

CTGCTGATCG TGOSGGAGCG CA6CCTGCAC C6GGO0CC6T ACTACCTGCT GCrCGAGCTO 180 

TGCCTGGCCG ACGGGCTGCG CGCGCTOGCC TGCCTCCOGG CCOTCATGCT GGOGGOGGGG 240 

OGTGCGGOGG COGCGGCGGG GG06CCGCCG GGCG06CTGG GCTGCAAGCT GCTCGCCTTC 300 

CTGGCOGOGC TCTTCTGCTT CCAOGCOGCC TTCCTGCTGC TGGGOGTGGG OGTCACCOGC 360 

55 TACCTGGCCA TOQCGCACCA CCGCTTCTAT GCAQAGCGCC TOGCCGGCTO GCOGTOOGCC 420 

GCCATGCTGG TGTGCGCCGC CTGQQOQCTG OCSCIGOCOB CGGOCTTCCC GCCAGTGCTG 480 

GACGGCGGTG GOGACGACGA GGA0GCGCC6 TGOGCCCTGG AGCAG0G6CC CGACGGCGCC 540 

CCCGGCGCX3C TGGGCTTCCT GCTGCTGCTG GCCGTGGTCG TGGGCGCCAC GCACCTCGTC 600 

TACCTCOGCC TGCTCTTCTT CATCCA06AC OGCOGCAAGA TGC3QGCCCGC GCGCCTGGTG 660 

60 CCCGCCGTCA GCCACGACTG GACCTTCCAC GGCCCGGGCG CCACCGGCCA GGCGGCCGCC 720 

AACTGGAOGG OSGGCTTCGG CCGCGGGCCC AC6CCGC0CG OGCTTOTGGG CATOCGGOCC 780 

GCAGGGCOQQ GCCGCGGOGC GOGCCQCCTC CTCGTGCTGG AAGAATTCAA GA06GAGAAG 840 

AGGCTGTGCA AGATGTTCTA OGCCGTCACG CTGCTCTTCC TGCTCCTCTG GGGGCCCTAC 900 

GTaJTGGCCA GCTACXTTGOS GGTCCTGGTG OGGCCCGGCG COGTCCCCCA GGCCTACCTG 960 

65 AOGQCCTCCG TGTGGCTGAC CTTCGOGCAG GCCGGCATCA ACCCOGTCGT gTGC TTCCTC 1020 

TTCAACAGGG AGCTGAGGGA CTGCTTCA66 GCCCASTTCC OCTGC TGOCA GAGCGCOCGO 1080 

ACCACCCAGG OGACCCATCC CTGCGACCTG AAAGGCATTG OTTTAT6A 1128 

Seq ID NO 5 C176 DNA Sequence 
70 Nucleic Acid Accession #: NM_005631 
Coding sequence: 290.. 2653 

1 11 21 31 41 51 

75 GGCAC6AGQG GGCTGAAGAC AACTTGGATT 6CGAGGCTAG GGCT TGGGG A GTCGTGCATC 60 
CCGTTC06GG GCTC06CAGC OCAACATGGQ GGCCGGGTtC GAAASTTTGC GAA6TTGGGC 120 
GCCGAGGGGC CGGGGOGOGC GGAGCGTCOO GGGGOGCCOQ GGCCOGGATT CTCTGGGCGC 180 
ACAGGTCGCC TGAGCOGOCT OCGOGGCOSC CGAGCTCGTG 0GTGTGGC06 GGGGGCTCOG 240 
AGQAGCAGGC GGGGGCGC06 GGGCTTTTGC T6AGTTGGCX3 GGGTTGGCCA TGGCCGCTGC 300 

80 CCGCCCA60G CGGGGGCCGG AGCTCCCGCT CCTGGG6CTG CTQCTGCTGC TGCTGCTGGG 360 
GGACCOSGGC GQGGGGGCGG CCTCGAGCGG GAAOSOGUVCC GG6CCT0GGC CTCGGAG06C 420 
GGGOQGGAGC GGGAOGAG6A 60QG6G0G6T GACIG6CCCT CGGOOGCCGC TQA6C CTCTG 480 
OGG CO GGGCT GCOCCCTGGG AGCC6CTGGG CTACAAOGTO TGCCTGG6CT OGSIGCIGCC 540 
CTAGGGGGCC AOCTCCACAC TGCTGGCCGG AGACT0G6AC TCCCAGGA06 AAGOQCAGGa 600 



1309 
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10 

15 

20 
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80 



CAAGCrOGTG CTCIGGTOOG GCXTTCCGGAA T GQ CCOCCQC IQCTQGGCAO TGATCCA6CC 
CCroCltnxyf GCCGTATACA TOCCCAAQTO TGAiSAATGAC OGGOTGGAGC TGCOCAGCOQ 
TACCCTCTGC CAQGCCACCC GAGGOCCCTG tGCXaVTOSTQ GAGAOGGAQC GGGGCTOGCC 
TQACTTGCTG OGCTGCACTC CTGACCGCTT CCCTGAAGGC TGCAOQAATQ AGQTQCAGAA 
CATCAAOTTC AACAOTTCAO OCCAGTGCXSA AGT6CCCTT0 QTrCXSGACAG ACAACCCCAA 
OAGCTGGTAC GAOQAOOTGO AGGGCT6GGG CAT0C3UITQC GAGAAGGGGC TCTTCACAGA 
GGCTQAGCAC CAG6ACATGC ACAGCTAOIT 0Q06GCCTTC GGGGCOGTCA OOGOCCTCIO 
CA06CTCTTC ACCCTGGCCA CATT0GTG6C TGACTGGOGG AACTOGAATC 6CTACCCT0C 
TGTTATTCTC TTCTACOTCA ATGCGTX3CTT CTTTGTGGGC AGCATTGGCT GGCTGGCCCA 
GTTCATGGAT 0GTGCCG6CC 6AGAGAT06T CTGCOSTGCA GATGGCACCA TGAGGCTTGG 
GGAGCCCACC TCCAATGAGA CTCTGTCCIG CSGTCATCATC TTr G TCATOB TOTACTAOGC 
CCTQATGGCT GGTGTGOTTT GGrrTTGTQOT GCTCAGCTAT GCCT6GCACA CTTCCTT C AA 
AGCCCTGQOC ACCACCTACC AGCCTCTCTC QGOCAAGACC TCCTACTTCC ACCTGCTCAC 
CTGGTCACTC CCCTTTGTCX: TCACTGTGGC AATCCTTGCT GTGGCX3CAGG TGQATGGGGA 
CTCTOTQAOT GGCATTTGTT TTOTGGGCTA GAAGAACTAC OtSATACOOTO OGGGCTTOGT 
GCTQGCCCCA ATCQaGCTOG tGCTCATOOT GGOAGGCTAC TTGCTCATCC GAaaAGTCAT 
GACTCTGTTC TCCATCAAGA CCAACCACCC 0GG6CTGCTG AGTGAGAAGG CTGGCAGCAA 
GATCAA06A0 ACCATGCTGC OCCTGGGCAT TTTTGGCTTC CTGGCCTTTO GCTTTGTGCT 
CATTACCTTC AGCTGCCACT TCTACGACTT CTTCAACCAG GCTQAQTGGG AQCGCAGCTT 
CCQQOACTAT OTGCTATQTC AGGCCAATGT 0ACCAT06GO CTXXXCACCA AGCAQCOCAT 
CCCTGACTGT OAGATCAAGA ATCOCCOGAO CCTTCTGGTG GAGAAQATCA ACCTOTTTGC 
CAT6TTTGGA ACTGGGATGG CCAT6AGCAC CT6GGTCTGG ACCAAGOCCA OOCTGCTCAT 
CTGGAG0C6T ACCTGGTQCA G6TTGACTGG GCAGAGTGAC QATQAOCCAA AGOGGATCAA 
GAA6AGCAAG ATGATTGCCA AGGCCTTCTC TAAGCGGCAC GA6CTCCTGC AGAACCCAGG 
GOUSGAGCTG TCCTTCAGCA TGCACACTGT GTCCCACGAC GGGCGOGTGG OGGGCTTGGC 
CTTTQACX^TC AATQAaCCCT GAOCTQATaT CTCCTCTGGC TGOGGOGAOC ATGTCACCAA 
GATGGTGGCT OGGAGAGGAG CCATACTGCC CCAGGATATT TCTGTCACCC CTGTGGCAAC 
TCCAGTGCCC CCAGAGGAAC AAGCCAACCT GTGGCTGGTT GAGGCAGAGA TCTCCCCAGA 
GCTGCAGAAG CGCCTGGGCC GGAAGAA6AA GAGGAGGAAG AGGAAGAAOG AGGTGTGCCC 
GCTGGCGCOG CCCCCTGAGC TTCACCXXXX: TGOCXXrTGCC GCCAGTACXA TTCCTCX3ACT 
GCCTCAGCTG CCCCGGGAGA AATGCCTGGT GGCIQCAGGT GCCTGGGQAO CTGGGQACTC 
TTGCC3GACAG GGAG06TG6A CCCTOQTCTC CAACGCATTC TGCCCA6AGC CCAOTCCCCC 
TCAGGATCCA TTTCTGCCC31 GTGCACCGGC CCCCQTGGCA TGQGCTCATG QC0GCC3GACA 
GGGCCTGGGC CCTAITCACr CCCGCACCAA CCTGATGGAC ACAQAACTCA TGGATGCAGA 
CTCGGACTTC TGAGCCTGCA GAGCAGGACC TGGGACAGGA AAGAGAGGAA CCAATACCTT 
CAAG6CTCTT CTTCCTGACC GAGCATGCTT CCCIAGOATC CC6TCTTGCA GAGAACCIOT 
GGGCTGACTG CCCTC0QAA6 AGAGTTCTQG ATGTCTGGCT CAAAGCAGCA G6ACT0T0GG 
AAAGAGCCTA ACATCTCCAT GGGGAGGCCT CACCCCAGGG ACAGGGCCCT GGAGCTCAGG 
OTCCTTGTTT CTGCCCTGCC AGCTGCAGCC TGGTTGGCAG CATCTGCTCC ATOGGGQCAQ 
GGGOTATGCA GAGCTrGTGG TGGGGCAGGA ACGGTGGAOG CAOAGQTGAC ASTTCOCAOA 
GTQG6CTTTG GTGGCCAGGG AG6CAGCCTA 6CCTA10TCT GGCAOATGAO GGCTQGCTGC 
CJQTTTTCTGG GCTGATGGGT GCCCTTTCCT 6QCAGTCTCA GTCCAAAA6T GTTGACTGTG 
TCATTAGTOC TTTGTCTAAG TAGGGCCAGG GCACCOTATT CCTCTOCCAO GTQTTTGTGQ 
GGCTOGAAGQ ACCTGCTCCC ACAGGGGOCA TGTCCTCTCT TAATAGGTGG CACTACCCCA 
AACCCATCTT TTGTTCTCCT ATATCCTCCT TCTCCTGTTC CATTTCAQTT CAGTTTCA6C 
GGTGCCAACC TCTTTGCGTT TCCTTTTTGT TGATGAGGAC GGAOAQCTGC TGCACACACT 
CACCTCTAAC CCCCTCCCCT CGCrGCTGGG CCXXATCTCC ACAGGAGAOA CTGGTTOOGC 
TCTAGGGCCT CAGTCTGQAG TGGGATAGGA GCAGTGAOTG ACAAAOCCTC TGAAAGATGC 
ATCATCTCTT CCTCACACCC ATTTAGTGGG GGATQGGTCC TCTAGACTTG AGGGGCTACX: 
CTGGGAAGCT GCXX3TAGCTT CAGCX^WSGCA AGAAAGCTTC CTTCAACCTG CATAGCOGGT 
GGOTGAGGAG ATTCCCAOCT TCCATAGCCT CCAAACATOT TCCCAAGGCC CCACTTTCAA 
GAATCAGACA GCA6GAAGCC ATAGATGCTG GCTGGGTTCC AGGT7ATQGG GAGAAGAAAT 
ACAGTCAATA AAAGQTTTTT GTATAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 
A 

Seq ID NO: CI 7 7 DNA Sequence 
Nucleic Acid Accession 8t AK094595 
Coding sequence: 1..2B53 



1 
I 

ATGGGGGCCC 
CCGAGGCIGA 
TCAGCGCCAG 
AAGAACAAGC 
TGCAAOGGOG 
ACCCTOGGGG 
CAGG70QA0G 
GOOGGCACCA 
GATCAGGAGC 
COGCOQGAGG 
CCCACCCAGQ 
CGCCTGTOGQ 
AGCACCACTG 
TCAOCCTGCT 
CCOGCTOCAC 
ACCACCATCT 
ACTGAGTGTG 
OOTGACTGCA 
AATAAGAAAA 
CTOTATQOGG 
GTQGTQGTGT 
GCCCT6ACTG 
CTGCTACAGC 



11 
I 

OQAGCGGAGC 
GCCAAGCAGG 
CAGAGCOGCT 
CTGTGGAGCT 
AGTGGGTCAO 
OGCGGGGOGG 
AgCTCTTTGO 
CCAAQAGTGG 
CTCTGGGCAA 

ACACCAACTT 
ACACTGCCAA 
CCACGGTCAT 
CCAACOGCTG 
TCAAOGGAGO 
GCCCAGTOGA 
CCCACTGG03 
QOOOOAOGCT 
CTCTAAGOGA 
GGCTOQTGGT 
ACCGCCQCAA 
GTG6TTTGCA 
CCTCTGTGCC 



21 
I 

TAGGAAGCX3A 
GGOCTACTTC 
COQCTGCCGC 
CCAGAACGAC 
CCTGOGGGTG 
GCTGGAGGAT 
CCGAGCCTAC 
GGAGGTGCCC 
GGCOGAGGTG 
CCTGCTCACC 
CTATACCTQC 
0GTCTA06TG 
TGGOOGAOGC 
GGCCTTCTOC 
TGGGGOGTGO 
TAGCO0C3GAO 
GCTOGACTCT 
CCCCAACAGC 
GGCCATCTTC 
CTGCOQTGAC 
CCCOS TCAAC 
TCCTOACCTO 



31 
I 

CTGCTGCTGG 
TOGGGTGAGG 
CTGCAGGAGC 
GCCTTCCCCO 
CAOGTCACAC 
GGOGAGGTGC 
TACTGGTGGC 
GTCOOCATCO 
CTGGACCATG 
GAATGGCTCA 
ATOSACCACA 
GTGGCCAAGA 
AATG60GGCT 
TGGCAQAAGC 
QAGGGCCAGG 
AGGGAGTGGA 
TQCATGGOGC 
AAGAACTGCA 
CAOCTGCTGG 
GTGGTOGTGG 
TTOGACACAO 
TTTAAGAOGG 
ACAGCCAGCG 



41 

I 

CACTGCTGCT 
TGCTCGCTGA 
CACAGGAOGC 
CCACACAGAT 
AGGAAGGCCT 
AGATOGAGGT 
AGTGGOTGGC 
CCTACCTGCG 
AGGTTCTCCT 
AGAATGAGGA 
ACCTCATCAT 
ACATOOTGGC 
G6T0CAGCTG 
GCAC!COQGAC 
CATTCCAQAA 
OCAAGTGGTC 
CCCCAOOOCA 
CAGATQGGCT 
AGGCCTCAGG 
CAATCCrCAT 
ACATCACTGA 
CAAG0CCCA6 
COGGCATCTA 



660 

720 

780 

840 

900 

960 

1020 

1060 

1140 

1200 

1260 

1320 

1360 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1960 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2860 

2940 

3000 

3060 

3120 

3160 

3240 

3300 

3360 

3420 

3460 

3540 

3600 

3660 

3720 

3780 

3781 



51 
I 

CTGCTGGGAC 

CTACATT6TG 
CTACTTCAAG 
GGATGAGGCC 
GTOGCGGCAG 
CTGGAOCTCC 
CAAGAACTTC 
GCAGTGCCX3C 
TGTCATOQAC 
COQOCAGGOC 
CAAAOGOCGG 
GGCAGAGTGG 
CTGGACCAAC 
GAOOGOCTGC 
AGCCTGCAGC 
QAAC3GGAGGC 
GTGCATGCAA 
GGATGOGGOG 
GGOGOTGGGG 
CTCATCTGCT 
CAACCOBCAG 
CGGGGGACCC 



60 

120 

160 

240 

300 

360 

420 

460 

540 

600 

660 

720 

760 

640 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 
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10 

15 

20 

25 

30 

35 
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75 

80 



GTGTATGCCC 
CCCTTACCCA 
CTGGCAGATG 
GCCCGGGACA 
GGCCTGCCCC 
CTCAGCATCC 
AAGTTCTACO 
GGGACCCAGA 
CGCXXXX5TCA 
CAQCTCAAGA 
ACOCTGAACA 
CAGCIGGGCA 
CA6CTGGCG6 
TGCCTGOAGG 
GGATACTTGG 
CTCTCCCTCC 
GAGATCCCCT 
CTGGAGAGGC 
GAAGGGGAGG 
CTGGACACTC 
TTCAAGATCC 
CGGG6CAATG 
TTTGCCACCA 
GACGATGGGG 
CTGGTGGCTG 
ACTGGaUSGA 
CTGCTTCCTC 
ACCATGACCA 
CCACCCCCGC 
A6CCTCTGGA 
CXXITCAQCCC 
CGTTATTGAT 
GAAGAGTCAA 
GAAAGAAAGA 
AGAAGGGAAA 
TTGGATAAOT 



TGCAGGACTC 
GCCTTAAGGT 
GGGCTGACCT 
CXXACTTCCT 
GAGACCCAGG 
CGGGCACAGG 
AGATGTATCT 
CAGTATTGAG 
TCCTCACCAT 
CCCAGGCCCA 
CACOCT OCTA 
CCTAOGTGTT 



CACCGACAAA 
CAAGGTCTAC 
GCTGGGGQTC 
GC3VCCTGCGC 
GAGCAGCGTC 
GGTCAGCTTG 
ACTCATCAAC 
CCCCTOGGTG 

gccxx:actgt 
cca6ggccac 

CTGCX313CTQ 
GAC9GGGGG118 



ACACQCXrrGT 
TGGAGGAGCC 
AT6ACCT0CC 
TCTATCACAT 
ACAGCTTGGC 
GCCAGATATT 
TCTGCTCTGC 
CACTQTCCAT 
ACTGGCGGAT 
AAGCGAGCCC 
ACCTCAACAG 
TGGCCACCX3A 
GGCAGGTOCA 
CCAGTTCACA 
GCXTTTAGAAA 
TCTCTCTCTC 
GGCAGTTGGT 
GGCAACTTCT 
TTCTCCTTTC 
GTACAATTCA 
AAGCrrCAGA 
AGAAAAACCC 
CCTTTTTAAA 



AGCACIGAAG 
GAAACGQCTA 
CCAT6CCCAT 
TTGGAOTGGC 
CTCCACAGAO 
CCAGCTGCAT 
CCCTGGCA6C 
COSGCAGAAG 
GTTAGCACA6 
CACGGGTGTG 
CCTGGCX3AGT 
CGGG6ACTGC 
GGGAGGCCTG 
GCCASA6TTG 
ATCCATGTAC 
TTGGCCTGAG 
TGGGGGOGGG 
QGGTT0CAT3 
TCCCTAAGCC 
GACAAACTGC 
CXX3CTAGTAA 
AQTTTCTTAG 
A 



ATCCrCATGA 
AGCTCCAGCA 
TTGCCGCCTO 
AGCGCCAGCC 
AGOGGCACCT 
CTGGTGqCCA 
AAGGCAGAAA 
ACCTGTGGAC 
GCOGAAGTCA 
TGGGAQGAGG 
GAGCCCAGGG 
TCCTATTCCC 
ACCTCCCTGG 
GAGGTGCTGG 
ATGTTC3VAGG 
TG6AGGAGCA 
AGCGAGAASG 
CTCACCTGCA 
ACCACTCTGG 
ACTGTCACCA 
ATATGCAAGA 
AAGCTCTCTA 
ATCCTGGACC 
GCCTTGGAGG 
TGAGCCTCCT 
GGQCA6GCTC 
CCTCTCCTCC 
TCTGTTGTTA 
ATCTCTGTGC 
CAGGCAGGAG 
GGITTTAGTT 

cccr r cT GC T 

TTTCTCCTGT 
GGCTCAAAGA 
GAAAOGCAAA 




Seq ID NO: C178 DNA Sequence 
nucleic Acid Accession #: MMj004625 
Coding sequence: 3 10.. 13 5 9 



TGGTGACCCT 
CCTGTCACAT 
GCTCAGCAGT 
AGTACAGCXrr 
AGCTGGAGCG 
ACAGTTACCA 
AGCTGCTGGC 
CCCTCCACTG 
AGATCTGCGT 
CAGAGACACC 
CCCAGCTGGG 
GCCTAGATGC 
TGGACCGGTA 
TCTGGGAAGC 
AGATGGGCAA 
GGGACA6CGG 
CTGATGGGGA 
TCCTCTTCCC 
GM3GGCCCMS 
AGGAACCAAG 
GCCCTCCCTC 
CCX3TTCTCGT 
TOCACGCCCT 
CCAAAA6CAA 
AGAAGAAAAA 
OGATTTATTA 



TCTGCTGGAC 
TGGGCCAGGC 
TAGOGATTTC 
GCAGCTCTTG 
GGGTIGGGAGG 
TCCCCAGGGC 
GCTTTCAGAA 
CCTGCTGTGC 
CTGGATCTTT 
GGATGAGGA6 
CCTGCTGGAC 
CAAGCGGCTC 
CCX3GGTCTAC 
GACTCTGGGC 
CAACCTGCGC 
CAAATACXA6 
CACTTTCACC 
GOGGCAAGTG 
TGCTG6GTCC 
ACCTTATGCC 
CCXXaU^CTCA 
CCTGAATTAC 
TCTGCAGCAG 
QAGTGAGATG 
GCTGGCAGGG 
TGTTTGGCCT 
CAACCCCCAQ 
AGTTCCTTCT 
ATGGGGCTGA 
CACCCCCCCA 
TTTCTTCCTC 
TTTCCTCTTT 
AAAGGCAAA6 
CACCAAAACC 
TCCAGATTAT 



1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 

3501 



1 11 21 31 41 51 

I I 1 I I i 

GAGGGAGGGG OGGGGGCTGQ AGGCAGCAGC GCCCCCGCAC TCCXCGCGTC TOGCACACTT 
GCACCGGTCX3 CTCGCGOSCA 6CCG6G0STC GCCCCACX3CC GCGCTCGCTC CTCCCTCCCT 
C C rCCOSCTC GGTGGCTCGC GTGCTCCTGO GQAGOCTCAG GOGCGGAGGQ OGOG aAOGGQ 
GGCACOGACA GA06GCCXX3G GGGACGCCTC GGCTGGOGCC TCCOGGGOGG GCTATGTTGA 
TTGCCXXX3CC GGGGCOGGCC CGC3GGGATCA GCACAGCCCG GCCOGOGGCC CCGGCQGCCA 
ATOGGQACTA TGAACCGGAA AGOGCXIGCiGC TGOCTGGGCC ACCTCTTTCT CAGCCTGGGC 
ATGGTCTACC TCCGGATCGG TGGCTTCTCC TCAGTGGTAG CTCTGGGOGC AAGCATCATC 
TCTAACAAQA TCCCAGGGCT GGCTCiOCAGA CAGGGG6CQA TCTGCCAGAG COGGO COGAC 
GCCATCATC6 TCATAG6AGA AGQCTCACAA ATOQQCCTGO AOQAiGTGTCA OTTTCAGTTC 
CGCAATGGCC GCTGGAACTG CTCTGCACTG GGAQAGOOCA CCGTCTTCGG GAAGGAGCTC 
AAAGTGGGGA GCCGGGAGGC TGCGTTCACC TACX3CCATCA TTGCCGCOGG CGT6GCCCAC 
GCCATCACAG CTGCCTGTAC CCAGGGCAAC CTGAGGGACT GTGGCTGOGA CAAA GAGAAG 
CAA6GCCA6T AGCACCQGGA OGAGGGCTOG AAGTGGGGTG GCTGCTCTOC OGACAT COGC 
TAOGGCATOG GCTT06CCAA GGTCTTTGTG GATGCCOGQO AGATCAAGCA GAATGCCCGG 
ACTCTCATGA ACTTGCACAA CAACGAGGCA GGC06AAAGA TCCTGGAG6A GAAC^TGAAG 
CTGGAATQTA AQTGCCACGG OSTGTCAGGC TOQTGCACCA CCAAOAOQTG CTGGAOCACA 
CTGCCACAGT TTOGGGAGCT GGGCTAOQTG CTCAAGGACA AGTACAACGA GGCXX5TTCAC 
GTGGAGCCIG TGOGTGCCAG CGGCAACAAO CGGCCCACCT TGCTGAAGAT CAAGAAGCCA 
CTOTGQTACX: GCAAGCCCAT GGACACGGAC CTGGTGTACA TGQAGAAGTC GCXXAACCAC 
TGOOAGQAOG ACXXX3GTGAC CX3GCAGT6T6 GGCACCCAGG GCCXSOGCCTG CAACAAOAOG 
GCTCCCCAGG CCAGCGGCTQ TGACCTCATG TGCTGTGGGC GTGGCTACAA C3VCCCACCAG 
TAOGGCC3GC53 T6TGGCAGTG CAACTGTAAG TTCCACTGGT GCTGCTATGT CAAGTGCAAC 
AC9GnGCAGGG AG0GCACG6A GATSTAGAOO TGCAAOTGAa 00000101 00 ACAOCACOOT 
COOGCieCAA GTCAGATTGC TGG6AG0ACT GGAOQGTTTC CAAGCTQ08G GCTOCCIGGC 
AGGATGCTGA GCTTGTCTTT TCHtSCTGAGG AGQGTACTTT TOCTGGGTTT CXTFGCAGGCA 
TCOGTGGGGG AAAAAAAATC TCTCAGAGCC CTCAACTATT CTGTTOCACA CCCAATGCTG 
CTCCACCCTC GCCCAGACAC AGCCCAGGTC CCTCG60GGC TGGAGOQAA6 CCTTCTGCA3 
CAGGAACTCr G6ACCCCTGG GGCTCATCAC AGCAATATTT AACAATTTAT TCTGATAAAA 
ATAATATTAA TTTATTTAAT TAAAAAGAAT TCTTCCACAA AAAAAAAAAA AAAAAA 

Seq ID NO: C179 DNA Sequence 0BR3 
Nucleic Acid Accession §-. NM_003786 
Coding sequence: 71.. 4 654 



11 



21 



51 
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31 41 

I I I 

CTCCGGOGCC CGCTCTGCCC GCCGCTGGOT CCGAC0GC6C TOQCCTTCCT TGCAGCCQCG 
CCTC6GCCCC ATG6AG6CCC TGTGCGGTIC 06G6GAGCTC GGCTGCAAGT TCTGGGACTC 
CAACCIGTCT GTGCACACAG AAAACCOOQA CCTCACTCCC T6CTT0CA6A ACXGCCXGCT 
GGOCTGGGIG CCCTGCATCT AOCTGTGGST OOOCCTSCCC TGCIACTT6C TCTACCTGGG 
GCAOCATTGT OGTGGCTAGA TCATOOTCTC CCAOCTGTCC AAGCTCAAOA TQGTCCIGGG 
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TGTCCTGCrO TGOTQCOTCT CCTGQOaiQA CCTTTTTTAC TOCTTCCATO GOCTQOTGCA 360 

T GG OOGG G CC CCTqCCCCTG TmCHim CACCOCCTTG G TG G TQ G G G Q TOVCCATGCT 430 

GCTGGCCACC CTGCTGATAC AGTAtGAGCO GCTGCAGGGC GTACRGTCTT OQGGQOTCCT 480 

CATTATCTTC TGOTTCCTGT G-lt S lX X rrCTQ OGCCATOOTC CCATTCCX3CT CCAAGATCCT 540 

TTTAGGCAAO GCAGAGGGTG AOATCTCAQA CCCCTTCCGC TTCACCACCT TCTACA TCav 600 

CTTTGOCCTG GTACTCTCTG OCCTCATCTT GGCCXCCTTC AGOGAGAAAC CTCCATTTTT 660 

CTCOQCAAAG AATGTOIACC CTAACCCCTA CCCTGA6ACC AGCGCTGGCT TTCTCTOCOB 730 

CCTQTTTTTC TGGTGGTTCA CAAAQATGQC CATCTATOGC TACOQOCATC CCCTGGAGGA 780 

GAAGGACCTC TGGTCCCTAA AGGAAGAGQA CAQATCCCAG ATGGTGOTQC AGCAGCTGCT 840 

GGAGGCATGG AGGAAGCAGG AAAAGCAGAC GGCA06ACAC AAGGCTTCAG CAOCACCIGG 900 

GAAAAATGGC TCOGGGBAGG AGQAGGTGCT G C TG GG T G OC OGOOOCAOGC CCCQGAAGCC 960 

CTCCTTOCTO AAOGCCCTGC TGGCCACCTT C6GCTCCA0C TTCCTCATCA GTGCCTGCTT 1030 

CAAGCTTATC CAGGACCTGC TCTCCTTC3VT CAATCCACAO CTGCTCAGCA TCCTQATCA6 1080 

GTTTATCTCC AACCCCATGG CCCCCTCCTQ GTGGGGCrtC CTGGTGGCTO GGCTGATQTT 1140 

CCTGTGCTCC ATGATGCAOT OOCTGATCTT ACAACSUn-AT TACCACTACA TCTTTQTQAC 1200 

TGGGGTQAAG TTTaaTACTQ aOATCATGQO TQTCATCTAC AGGAAGQCTC T GGTT A TCAC 1260 

CAACTCAGTC AAAGGTGOGT CCACTGTGGG GGAAATTGTC AACCTCAT6T CAGTGGATGC 1320 

CCAOCGCTTC ATG6ACCTTG CCCCCTTOCT CAATCTOCTO TOGTCAGCAC CCCTOCAGAT 1380 

CATCCTGG06 ATCTACTTGC TCTGQCAGAA CCTAOGTOCC TCTGTCCTGG CTGGAGTOGC 1440 

TTTCATGGTC TTGCTOATTC CACTCAAOGQ AGCTGTGGCC QTGAAGAT6C GOGCCTTCCA 1500 

GCTAAAGCAA ATGAAATTQA AGGACTOGOQ CATCAAGCTG ATGAGTGAGA TCCIGAAOGO 1560 

CATCAAGGTO CTGAAGCTGT AOSCXrTGaGA GGCCA6CTTC CTGAAGCAGG TGOAGGGCAT 1620 

CAGGCAGGGT GAGCTCCAOC TGCTGCGCAC OGOOGCCTAC CTCCACACCA CAACCACCTT 1680 

CACCTGGATG TGCAGCXrCT TCCTGGTGAC CCTGATCACC CTCTGGGTGT A0GT6TAOGT 1740 

GGACCCAAAC AATGTGCTGG A06C0GAGAA GGCCTTTGTG TCTGTGTOCT TGrTTAATAT 1600 

CTTAAGACTT CCCCTCAACA TGCTQCCCCA GTTAATCAGC AACCIGACTC AGGCCAGTGT 1860 

GTCTCTGAAA 06GATCCAGC AATTCCT6AG CCAAGAGGAA CTTGAGCCCC AOAGTGTGGA 1920 

AAGAAAGACC ATCTCCCCAG GCTATGCCAT CACCATACAC A6TGGCACCT TCACCTGGGC 1980 

CCAGGACCTG CCCCCCACTC TGCACAGCCT A6ACATCCAG GTCCCQAAAG OGGCACTGGT 2040 

GGCOSTGGTG GGGCCT6TGG GCTGTGGGAA GTCCTCCCTG GTGTCTGCCC TGCTGGGAGA 2100 

GAT66AGAA0 CTAGAAG6CA AAGTGCACAT GAAGGGCTCC GTOGC3CTATG TGCGCCAGCA 2160 

GGCATGGATC CAOAACTGCA CTCTTCAGGA AAACXSTGCTT TT0GGCAAA6 CCCTGAACCC 2220 

CAAGOGCTAC CAGCAGACTC TGGAGGCCTG TGCCTTGCTA GCTQACCTGQ AGATQCTGCC 2280 

TGGTGGGGAT CAGACA6AGA TT6GAGAGAA GGGCATTAAC CTGTCTGGGG GCCAGC6GCA 2340 

GCGGGTCAGT CTGGCTOGAG CTGTTTACAG TGATGCOGAT ATTTTCTTOC TG6ATGAC0C 2400 

A C TQTO OO O S OTQGACrCTC ATOTGQCiCAA GCACATCTTT OACCAOGTGA TOGGGOCAOA 2460 

AGGOGTGCTG GCAGGCAAGA CG08ASI0CT OGTGAOSCAC GGCATTAGCT TCCTGCXXiCA 2520 

GAOVGACTTC ATCATTGTGC TAGCT6ATGG ACAGGTGTCT GAGATGGGCC OGTACCCAGC 2580 

CCTGCTGCAG 06CAA0GGCT CCTTTGCCAA CTTTCTCTGC AACTATGCCC C06ATGAGGA 2640 

CCAAGGQCAC CTGQAGGACA GCT6QAC0GC QTrGQAAGGT GCAGAGGATA AGGAGGCACT 2700 

GCTOATTGAA GACACACTCA GCAACCACAC G6ATCIGACA GACAATGATC CAGTCACCTA 2760 

TGIGGTCCAO AAGCAGTTTA TGAGACAGCT GAGT6CCCT0 TCCTCAGATG GGGAGG6ACA 2B20 

OGOTGGGCCT OTACCCOGGA GQCACCTGGG TCCATCAGAG AAGGTGCAGO TGACAGAGGC 2880 

GAAGGCAGAT GOGGCACTGA CCCA6GAGGA QAAAGGAGCC ATTQQCACTG TOGAGCTCAG 2940 

TQTGTTCTGG GATTATGCCA AGGCOGTGGQ GCTCTGTACC AOGCTGGCCA TCTGTCTCCT 3000 

GTATX3TGGGT CAAAGT606G CT6CCATTGG AGCCAATGTG TG6CTCAGTG CCTOGACAAA 3060 

TQATGCCATG GCAGACAGTA GACAGAACAA CACTTCCCTO AGGCTGGGOQ TCTATGCTGC 3120 

TTTAOSAATT CTGCAAGGGT TCTTGGTGAT GCTGGCAGCC ATGGCCATGQ CAGCGGGTGG 3180 
CATCCAGGCT GCCCGTGTGT TGCACCAGGC ACT6CTGCAC AACARQATAC GCTOGCCACA 3240 

GTCXTTTCTTT GACAOCACAC CATCAGGCOQ CATCCTGAAC tGCTTCTCCA AGGACATCTA 3300 

TGTOGTTGAT GAGGTTCTGQ CCCCTOTCAT CCTCATGCTQ CTCAATTCCT TCTTCAAGGC 3360 

CATCTCCACT CTTGTOGTCA TCATGGCCAG CAOGCOGCTC TTCACTGTGG TCATCCTGOC 3420 
CCTOGCTGTG CTCTACACCT TAGTGCAGOQ CTTCTATQCA GCCACATCAC GGCAACTGAA 3480 
0CX3GCTGQAA TCAGTCAGCC GCTCACXTTAT CTACTCXXAC TTTTCGGAGA CAQTGACTGG 3540 
TGCCAGTGTC ATGCGGGCCT ACAAC06CAG COOGGATTTT GAGATCATCA GTGATACTAA 3600 
GGTGGATGCC AACCAGAGAA GCTGCTAOCC CTACATCATC TCCAACOGGT GGCTGAGCAT 3660 
CXSQAOTGGAG TTGOTGGGGA ACTGQGTG GT GCTCTTTQCT GCACTATTTG COGTCATOOQ 3720 
GAOGAGCAGC CTGAACCCGG GGCTGGTGGG CCTTTCrOTG TCCTACTCCT TQCAGGTGAC 3780 
ATTTGCTCTG AACTGGATGA TAOSAATGAT GTCAGATTTG GAATCTAACA TCGTGGCTGT 3840 
GGAGAGGGTC AAGGAGTACT CCAAGACAGA GACAGAGGOG CCCTGGGTGO TGGAAGGCAG 3900 
CG6CCCTCCC GAAGOTTOGC CCCCACQTGO GGAGGTGGAG TTCOGGAATT ATTCTOI6GG 3960 
CTACCGGCOO GGCCTAGACC TGGTGCTGAG AGACCTGAGT CTGCATGTGC A0GGTGG06A 4020 
GAAGGTGGGG ATOGTGGGCC GCACTGGGGC TGGCAAGTCT TCCATQACCC TTTGCCTGTT 4080 
C06CATCCIG GAGGaSGCAA AOGGTGAAAT CX»CATTQAT GGCCTCAATG TGGCAOACAX 4140 
CGGCCTCCAT GACCTGOSCT CTCAGCTGAC CATCATCCCG CAGQACCCCA TCCTGTTCTC 4200 
GGGGACCCTG CGCATGAACC TGGACCCCTT CGGCAGCTAC TCAGAGGAGG ACATTTGGTG 4260 
GGCTTTGOAG CTGTCCCACC TX3CACACGTT TQTGAGCTCC CAC!CXX3GCAQ GCCTGGACTT 4320 
CCAGTGCTCA GAGGGCOGGG AGAATCTCSUS CXjrGGGCCAO AGGCAGCTOG TGTGCCTGGC 4380 
COGAGOCCTG CTCOGCAAGA GCC6CATCCT GOTTTTAGAC GAGGCCACAG CTGCCATCGA 4440 
CCTGGAGACT GACAACCTCA TCCAGGCTAC CATOCGCACX: CAGTTTGATA CCTGCACPGT 4500 
CCTOACCATC GCACAC06GC TTAACACTAT CATGGACTAC ACCAGQGTCC TQGTCCrGGA 4560 
CAAAGGAGTA GTAGCTGAAT TTGATTCTCC AGCCAACCTC ATTGCAGCTA GAGGCATCTT 4620 
CTAOSGGATG GCCAGAGATC CTGGACTTGC CTAAAATATA TTCCPGAGAT TTCCTCCTGG 4680 
CCTTTCCTGQ TTTTCATCAQ GAAGGAAATG ACACCAAATA 7GTC0GCAGA ATGGACTTGA 4740 
TAGCAAACAC TQGGGGCACC TTAAGATTTT GCACCTGTAA AGTOCXTTTAC AGGGTAACTG 4800 
TGCTGAATGC TTTAGATGAG GAAAT6ATCC CCAAGTGGTG AATGACAOGC CTAAOGTCAC 4860 
AGCTAOTTTG AGCCAGTTAG ACTAOTCCCC CXXTTCTCCCG ATTCCCAACT GAGTGTTATT 4920 
TGCACACTGC ACTGTTTTCA AATAACQATT TTATGAAATG ACCTCTGTCC TCCCTCTGAT 4980 
TTTTCATATT TTCCTAAAGT TTCGTTTCTO TTTTTTAATA AAAAGCTTTT TCCTCCTGGA 5040 
ACAGAAGACA GCTGCTGGQT CAGGCCACCC CXAGGAACTC AGTCCTGTAC TCTGGGGTGC 5100 
TGCCTGAATC CATTAAAAAT GGOAGTACTO ATOAAATAAA ACTACATGOT CAACAGTAAA 5160 
AAAAAAAAAA AAAAAA 5176 

Seq ID NO I CI 80 DHA Sequence 
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Nucleic Acid Accession ftt 1IM_004626 
Coding sequence: 124.. 1168 ~ 

- 1 11 21 31 41 SI 

Si I I I 1 I 

TAACCC6CC6 CCTGOGCTCT CCCX3SGCTGC AGGCXX30GTG CAGGACCAGC GGCGGCCGTG 60 

CAGGCG6AGG ACTTCG6GGC GGCTCCTCCT GGGTGTGACC CGGG60GG6C C0GCC6CG06 120 

ACGATQA6G0 CGOGQCCGCA GGTCTGCGAG GOGCTGCTCT TOGCCCTGGC GCTCCAQACC 180 

GGCOTGTGCT ATGGCATCAA GTGGCTGGOG CTOTCCAAGA CACCATCGGC CCTGGCACTG 240 

10 AACCAGAOSC AACACTGCAA GCSUSCTGGAG GGTCTGGTGT CTGCACAGGT GCAGCTGTGC 300 

GGCAGCAACC TGGAGCTCAT GCACACG6TG GTGCACGCX3G CCCGGGAGGT CATGAAGGCC 360 

TGTaSCOQGQ CCTTTGCOGA CATGGGCTGG AACTQCTGCT CCATIGAGCr CXSCOCCCAAC 420 

TATTTGCTTG ACCTGGA6AG AGGGACCOGG GAGTCGGCCT TCGTGTATGC GCTGTOGGCC 480 

GCOGCCATCA GCCACX3CCAT CGCCCGGGCC TGCACCTCCG GCGACCTGCC OGGCTGCTCC 540 

15 T6CX3GCCCGG TCCCAGGTGA GCCACCOGGG CCCX3GGAACC GCTGGGGAGG ATGTGCGGAC 600 

AACCTCAGCT AGGGOCTCGT CATGGQOQGC MSTSTSCCQ AT6CTCCTAT GAAGGXGAAA 660 

AAAACAG6AT CCCAAGCCAA TAAACTGATG GGTCTACACA ACAGTGAAGT GGGGAGACAG 720 

GCTCTGCGCXS CCTCTCTGGA AATGAAGTGT AAGTGCCATG GGGTGTCTGG CTCCTGCTCC 780 

ATCCX5CACCT GCTGGAAGQQ GCTGCAGGAQ CTGCAGGATG TGGCTGCTGA CCTCAAQACX; 840 

20 CGATACCTGT CQGCCACCAA GQTAGTGCAC CX3ACCCATGG GCACCOOCAA 6CACCTGGTG 900 

CCCAAGGACC TGGATATGCX3 GCCTGTGAAS GACTCQGAAC TOGTCTATCT 6C3U3AGCTCA 960 

CCT6ACTTCT 6CAT6AAGAA TGA6AAGGTG GGCTCCXZACG GQACACAAOA CAGGCAGTGC 1020 

AACAAGACAT CCAACGGAAQ CGACAGCTGC GACCTTATGT GCTGCGGGOG TGGCTACAAC 1080 

CCCTACACAG ACCGCX3TGGT CGAGCX3GTGC CACTGTAAGT ACCACTGGTG CTGCTACGTC 1140 

25 ACCTGCCGCA GGTGTGAGCG TACCX3TGGAG CGCTATGTCT 6CAAGTGAGQ CCCT6CCCIC 1200 

OQCCCXACGC AGGAGOQAGG ACTCT6CTCA AGGACCCICA OCAACTGQGG CCAGGG6CCT 1260 

GGAGACACTC CATGGAGCTC TGCTTGTGAA TTOCAGAT6C CAGGCATGGG AG6CGGCTT6 1320 

TGCTTTGCCT TCACTTGGAA GCCACCAGGA ACAGAAGGTC TGGCCACCCT GGAAGGAGGG 1380 

^ CAGGACATCA AAGGAAACCG ACAAGATTAA AAATAACTTG GCAQCCTGAQ GCTCTGGAGT 1440 

30 6GCCACA0GC TGGTGTAA6G AGCX30GGCTT GGGATOGGTG AGACTGATAC AGACTTGACC 1500 

TTTCAGGGOC ACAGAGACCA GGCTCGGGGA AG G GGTCTGC COGCCTTCTT CAGAATGTTC 1S60 

TGGGG6ACCC CCTGGCCCAC CCTGGGGTCT GAGQCIGCT G GGCCCACCAC ATG6AATCAC 1620 

TAGCTTGGGT TGTAAATGTT TTCTTTTGTT TTTTGCTTTT TCTTCCTTTO GQATGTGGAA 1680 

GCTACA6AAA TATTTATAAA ACATA6CTTT TTCTTTGGGG TGGCACTTCT CAATTCCTCT 1740 

35 TTATATATTT TATATATATA AATATATATG TATATATATA ATGATCTCTA TTTTAAAACT 1800 

AaCTTTTTAA GCAGCTQTAT GAAATAAATG CIGAGTQAGC CCCAOCGOQC CCCTGCAGTT 1860 

CCOQGGCTCO TCAAOTGAAC TCGGCAGACC CTOGGQCTGO GASAGGGAflC TCTCCAOTTT 1920 

CCAGGCA 1927 

40 Seq ID NO: C181 DNA Sequence 

Nucleic Acid Accession ft: NM_031B66 
coding sequence: 6. .2090 



^^1 11 21 31 41 51 

45 I 1 1 I I I 

ACA8C31TGGA GflGGGGTTAC CTGTTGGAAG TGACCTCGCT GCTG6CCGGC TTGOCGCTGC 60 

TGCAGGOCTC TAQGGGC6CT 6GGGG06CCT OGGGCAAGSA GCTGGCAT6C CAAGASATCA 120 

CCOTOCCGCT QTGTAAGGGC ATOGGCTACA ACTACACCTA CATGCCCAAT CAGTTCAACC 180 

ACGACAOGCA AGACGAGGCG GGCCTGGAGG T6CACCAGTT CTGGCCGCTG GTGGAGATCC 240 

50 AGTGCrOGCC CGATCTCAAG TTCTTCCTGT GCAGCATSTA CACGCCCATC TGCCTAGAGG 300 

ACIACAAGAA GCOGCTGCCG GCCTGCGQCT GGGTGIGCaA GGGC6CCAAG GCG6GCTGCG 360 

0SCC6CTCAT GGGCCAGTAC GGCTTCGCCT 0GCCG6ACCG CATGCGCIGC GAC06GCTGC 420 

CG6A6CAAGG CAACCCTGAC ACGCTGTGCA TGGACTACAA CO6CAC0GAC CTAACCACCG 480 

CCQCGCCCAO CCCOCCGCGC CGCCTGCCGC OGCCGCCGCC OGGCQAaCAO CC3GCCTTCG0 540 

55 GCAGGGGCCA CGGCGGCCCG CGGGGGGCCA GGCCCCCGCA CC606GAG6C GGCAGGGGOS 600 

GTGGGGGGGG GGAC6CGGGG GG6CCCCCAG CTCGCG60GG CG6CG6TGGC GG6AAGG06C .660 

GGCCCCCTGG CG6CGGG6C6 GCTCGCTGGG AGCC06GGTG CCAGTGCGGC GC0CCTATG6 720 

TGA6CGTGTC CAGCXSAG06C CACCOGCTCT ACAACCGCGT CAAGACAGGC CAGATOSCTA 760 

ACTGOGCGCT GCCCTGCCAC AACCCCTTTT TCAGCCAGGA CGAGCGOGCC TTCACCGTCT 840 

60 TCTGGATCGO CCTGTGGTC6 GTGCTCTGCT TCGTGTCCAC CTTOGCCACC GTCTCCACCT 900 

TCCTTATCGA CATOQAGGGC TTCAAOTACC GQQAOCGQGC CATTATCTTC CTCTGQGCCT 960 

GCTACCTCTT O G TOTCGGT Q G6CTACCTAG T6G6CCTGGT GGOGOGGGAC 6AGAAGGTGG 1020 

CGTGCAGCGG TGGOGGGCC6 GGG60GGGGG 60GCTGGGGG OGOGGGCGGC GGGGOGGOGG 1080 

GG60GGGC6C GGCGGGCGOS GGCQCGGGGG GCOOGGGOGO GCX3CGG0GAG TAOGAGOAGC 1140 

65 TGG6CGG6GT GGAGCA6CAC GTGC6CTAGG AGACCAC06G CCCG6CX3CT6 T6CACCGTGG 1200 

TCTTCTTGCr GGTCTACTTC TTOGGCATGO CCAGCTCCAT CTGGTGGGTG ATCTTGTOGC 1260 

TCACATGOTT GCTGGCGGGC GQTATGAA9T GOGOCRAOaA AOCCATOCSOC G6CPACTCGC 1320 

AGTACTTCCA CCTGGCC600 TGGCTTGTGC CCAGOQTCAA GTCCATOGCG GTGCTGGOGC 1380 

TCAGCTC3GGT GGACGGCGAC CCX3GTGG0GG GCATCTGCTA CGTGGGCAAC CAGAGCCTGG 1440 

70 ACAACXTTGCG CGGCTTOGTG CTGG0GCC6C TGGTCATCTA CCTCTTCATC GGCACCATGT ISOO 

TGCTGCTOGC OGGCTT C ST G TGGCTGTTCC GCATCCGCZC G8TCATCAA3 CAACAGQAGG 1560 

6CCCCACCAA GACGCACAAO CTGGAGAA6C TGATGATC06 CC T GG G CCTG IfCAtJC Xfi XJC 1620 

TCTACACCGT GCCCGCCGOG GTGGTGGTOG CCTGCCTCTT CTACGAGCAG GACAACGGCC 1680 

__ CGCGCTGGGA GGCCACGCAC AACTGCCCGT GCCTGCGGGA CCTGCAGCCC GACCAGGCAC 1740 

75 GCAOGCCCGA CTAOQCOGTC TTCATQCTCA AQTACTTCAT GTGCCTAGTG GTGGGCATCA 1800 

CCTOGGGGGT GTGGGTCTGG TCCGGCAA6A CGCIGGAGTC CTGGaSCTCC CTBTGCACGC 1860 

GCTGCTGCXG GGCCAGCAAfi GGOGCCGCGG TGGGC6GGG6 GGOGGGCGOC AOGGCGGCGG 1920 

GGGGT6GCGG 0GGGCCGGG6 GG0G60GGCG GCGGGGGACC CQGCGGCX^GC GGGGGGCCOG 1980 

GCGGOGGCGG GGGCTCCCTC TACAGCGACQ TCAGCACTGO CCTGAC3GTGG CX3GTCX36GCA 2040 

oO CGGCGAGCTC CGTGTCTTAT CCAAAGCAGA TGCCATTGTC CCAGGTCTGA 6CGGAGQGQA 2100 

GGGGGCGCCC AGGAGGGGI6 GGGAGGQGGG CGAGQAGACC CAAGTGCAGC GAAGGGACAC 2160 

TT6ATGGGCT GAGGTTGCCA COCCTTCACA GTGTTQATTO CTATTAGCAT GATAATGAAC 2220 

TCTTAATGGT ATCCATTAGC TGG6ACTTAA AT6ACTCACT TAGAACAAAG TACCTG6CAT 2280 

TQAAGGCTCC CA6ACCCAGC CU C tTiT OCr OCATTGATGT GGGGGGAGCT CCTCCOGGCA 2340 
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5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



OGOQTTAATT 
TGGAGCOCTC 
GAGAAOCTCT 
GAGQAGGGOT 
AAATGCCTTA 
TTCTTACATT 
AAAATAT6TA 
TAOCCCTGTA 
OATTTAAOCA 
AGOAOGOITG 
TGQAGAAAAT 
TGAACTX^AA 
CTCTTTTCTG 
AGOCAQTAAT 
AACOCTSAAA 



TCTGTTOGCr 
CCTQGCTGCA 
TTTTCTCCCT 
OAOOGCCACC 
AOTAAACAAA 
A6AG6ATGTA 
TATATCCAAA 
AOAAGAOATA 
TTOCOCTCTC 
GG6AAAATQQ 
TACTTGTTAA 
TCAAAATTGA 
ATCCATGQAT 
TOOOCTTAGG 



GAGGAOGGTG 
CTTGOCTGGO 
CGACTCTTCC 
TGATGGGATT 
CAAGAAATOT 
TTTATATAAT 
GATATA6T6T 
TAAGTATTCT 
0CCCX3GCTCT 
ACATTTTCIG 
ACTCTAGTTC 
GTTTTTGCAC 
AACAACT CTC 
CCTTGTTATT 



GACTCTGOGO 
TTTGCAGTCA 
TA09TAAACT 
GCAGGGTXTQ 
CTTAATTATA 
TATTTCTTAA 
GTACATTTTT 
ATTTTGTCAA 
TCTGAOCIGT 
OCTTGTCATT 
TTAAOTTGTT 
CTTCCCCAAA 
ACTTTAOTGG 
TATOCTOCAT 



CQTTTCCAGA 
6ATACACAGA 
OCCACOOCTQ 
GOTATTCTTA 
CAC0CCAG6T 
ATTGTAAAAA 
TTQTAAAAAG 
TAAAATGACT 
CAOCTTTAAA 
CTGTACACT6 
AOCCAAGTAA 
GA0QQTGT7T 
AT6TAAATGG 
GQTATCACTA 



ACCCGAGATT 
TTTCACCTGG 
ACTTACCCTQ 
ATGAOCAOGC 
AAATAOQGOT 
AAAAAAGTGT 
TTTAGAGGCT 
TTTGATAAAT 
GTOCTTGCTA 
ACCTTAGQCA 
ATATCATTGT 
TTCATGGOAO 
AACTTCTGCA 
AAOGTTTCAA 



Seq ID KOx C182 DMA Sequence 
Nucleic Acid Accession ffs XM_0S0625 
Coding sequence! 222.. 1109 ~ 



CC6GGT06GA 
OOGGTOTOOC 
GC!A0CCAQCX9 
CGGCTCOGCT 

TCTTTGGCXA 
TGCAOCTGXG 
AGAOCATGAA 
0CCACCXXX5A 
TA6ACX3AGAC 
OOGTCATCTC 
AOGACAAOGA 
AA6CTGCAAA 
AAAOGCTTTQ 
ACCX3AGATAC 
TGTGOQAAAO 
GTGAGQAOAT 
AGCTGGTQAT 
CCOGCAGCAT 
CTCCAGAGCA 
TCCTAGCT6C 
CCAGCATTTC 
GCCCACGCX3A 
TT 



11 
I 

G0C0CC06GA 
GCTTCTOOSC 
AAGAGA6G6G 
COCTCTGCCC 
GCTCTTCCTC 
GCCOQACTTC 
GCAGQGCATC 
GGAGGTGCTG 
CACCAAGAAG 
CATCCAGCCA 
0QCCTTG6GC 
CCTTTGCATC 
GGTATGTGAA 
TAAAAATGAT 
CAAAATCATC 
OGAOCTQAAG 
GAAGQACATC 
CACCTCQGTG 
C06CAAGCTG 
CGGCTGACCA 
TCCAGTCTCA 
CTGAGTTATA 
ATCTTGTAGA 




CCCCTCGCTA 
6GCTGCAAAA 
TTT6CACTGA 
CTGQAGACCA 
AAATGG6IOC 
AAGGOGCGCT 
AAGCGGT06C 
CAGTGCTAGT 
TTTCTGCTCC 
GCCTGGGCAG 
AGGCCACAGG 
AATATTCAAA 



31 

1 

GGCTTGCAGC 
CCX3GCXGCCA 
AGCTCQAACT 
GCGCGCCCAC 
GCTGCCTGGQ 
6CA0CAATTO 
AC ATOOG GCT 
G06CTTGGAT 
CGCTCTTOGC 
TCTGCQTGCA 
CCGACATGCT 
GCAGC6ACCA 
ATAAAAATGA 
AAATAAAAGT 
AGAGCAAGAC 
TGTGGCTCAA 
ATCTGGTCAT 
AGAAGGG6CA 
CCOGGCATCC 
GGQATCTCAG 
CTTCCCCCTG 
AGTGGATA6C 
CTAATAAAAT 



41 

I 

gcctoggcog 
6ctttt0ggg 
COGGGCXjCCT 
GATGCP6CAO 
CT0G60G06C 
CAAOCCCATC 
GCCCAACCTG 
CCCGCTGGTC 

GGTGAAGGAC 
TGAGTGOQAC 
CCTCCTGCCA 
TGATGACAAC 
GAAGGA6ATA 
CATTTACAAO 
AGACA6CTTG 
GOOACAGAAA 
QAGAQAGTTC 
TGATGGCTCC 
CrcCOGTTCC 
OCTTTTGCAC 
TGTTTTCACC 
CATGAATATT 



51 

I 

COCTGTCCTC 
GCXJCCGAGTC 
OGCCCTTCCC 
GGCCCTG6CT 
GGGCTCTTCC 
CCTGCCAACX: 
CTGGGCCACG 
ATQAAGCAGT 
CTCX3ATQACC 
OGCTGCX5CCC 
CGTTTCCCCC 
GCCACOQAGG 
GACATAATGG 
ACCTACATCA 
CTGAACQGTG 
CAGTGCACCT 
CAGGGTGGGG 
AAGOGCATCT 
GACAGGCCTG 
CCAAGCACAC 
GTTTGCATCC 
TAAAGQAAAA 
TTTATGAAGT 



Seq ID NO: C183 DNA Sequence 

Nucleic Acid Accession ftt MM_0013O6.1 

Coding sequence! 199.. 861 ~" 



1 
I 

AATTOGOCAC 
G0GCGC6C06 
OQCCAGGCCG 
GGCCTTGCCO 
CTQGGCTGGC 
ATGGGCAGCA 
GTGCAGAGCA 
QACCTTCAGO 
CTAGTGG06C 
AAGATCACCA 
GTGTOCTQOT 
CAGAAGOGCG 
CTGQGGG60G 
AAOQTOGTCT 
6AC06CAAGG 
CAACACCACC 
GCCTCGGAGG 
TCCCCRQCAG 
GCArGGACTG 
ACCACCCOGT 
GCCCTGGAAG 



11 
I 

GAGGOCAGGT 
TOGGTGAOTC 
AGOGGCCCCG 
COGCAGCCAT 
TOGGCACCAT 
ACATCATCAC 
CCGGCCAGAT 
CGGCCCGOGC 
TGGTGGGOOC 
TGGTGGCAGG 
OQGCCAACAC 
AGATGGGCGC 
CGCTGCTCTG 
ACTCOGOGCC 
ACTAOGTCTA 
ACCACCACOG 
CCAGCCCACC 
CCA06GCTTT 
TGAAACCTCA 
CGAGCCCCAT 
GGGCACTTGA 



21 

I 

GCAGGOQCAC 
AGTCOGTCOO 
GCCCCTOSTC 
GTCCATX3GGC 
CGTGTGCTGC 
GTCGCAQAAC 
GCAGTGCAAG 
CCTCATOGTG 
CCAGTGCACC 
CGTGCTGTTC 
CATTATCCX3G 
GGGCCTGTAC 
CTOCroOTOT 
GCGCTOCACC 
AGGGACAGAC 
OQAGCTGOAG 
OCCAGAAGCC 
GGGGGCCGGG 
CCCTTCTGGA 
O GGGCOOC TQ 
TATTTTTCAA 



31 

I 

GOSGCGAGAO 
TCOGTC06TC 
TCCCOSCACC 
CTGGAQATCA 
GCX3TTG0CCA 
ATCT6GSAGG 
GTGTAOQACT 
6TGG0CATCC 
AACTGOBTGC 
CTTCTCQCOQ 
GACTTCTACA 
GTGGGCTGGG 
COXCACGCG 
GGCCOGGGAG 
GCAGGGAGAC 
OGGGCACCAO 
AG6AAGC0CC 
CAGT08ACTT 
GCAGG0Q80C 
GCCGCATGTC 
TAAAAOGCTC 



41 
I 

OOTATGGAOC 
C6TCGGGG03 
CQQAGCCACC 
OOGOCAGOQC 
TGTG6CGC0T 
GOCTGTGQAT 
06CTGCTGGC 
IGCTOGCGGC 
AOGACGACAC 
OCCTGCTCAC 
ACCCCOTGOT 
06GCCGCGGC 
AGAAGAAGTA 
CCAGCCTGGG 
COCACCACCA 
GCCATCCA6C 
G60GCTGGAC 



TOQQTGACCQ 
GCGCTGGGCA 
TCGTTTTA6C 



51 
1 

CGAGCOGTTA 
COOCAGCTCC 
C6GTGGA0GG 
GCTGGCOQTO 
QTGG6CCTTC 
GAACTGOGTG 
ACIGCCACAG 
CTTCGGGCTO 
GGCCAAOGCC 
CCT06TGCCG 
GCCCGAGGOO 
GCTGCACCTG 
CAG6GCCACC 
CACAG6CTAC 
CCACCACCAC 
GTGCAGCCTT 
TGGGGCAGCT 
GGAGCAAOCT 
OCAATACTTO 
G6GA0CG6CA 



Seq ZD NO: CI 8 4 ONA Sequence 

Nucleic Acid Accession U-. NM 012449.1 

Coding sequence! 66.. 1085 

i 11 21 31 41 51 

I I I I I I 

CCGAOACTCA CGGTCAASCT AAGGCQAAOA GTG G OXGGCT GAAOCCATAC TATTTTATAG 
AATTAATGGA AAGCAGAAAA GACATGACAA AOCAAGAAOA ACTTTGGAAA ATGAAGCCTA 
GQAGAAATTT A6AAGAAGAC GATTATTTGC ATAAOGACAC OOGAOAGAOC AGCATQCTAA 



2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3195 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1382 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 « 

1080 

1140 

1200 

1250 



60 

120 

180 
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AAAGACCTGT GCTTTTGCAT TTGCACCAAA CA60CCATGC TGATGAATTT OACTOCCCTT 240 

CAGAACTTCA GCACACACAG 6AACTCTTTC CACAGTGGCA CTTGCCAATT AAAATAGCTG 300 

CTATTATAGC ATCTCTGACT TTTCTTTACA CTCTTCTGAQ GGAAGTAATT CACCCTTTAG 360 

CAACTTCCCA TCAACAATAT TTTTATAAAA TTCCAATCCT GGTCATCAAC AAAGTCTTGC 420 

CAATGGTTTC CATCACTCTC TTGGCATTGG TTTACCTGCC AGGTGTGATA 6C31GCAATTG 480 

TCCAACTTCA TAATGGAAOC AAGTATAA6A AGTTTCCACA TTGGTTGGAT AASTGGATGT 540 

TAAOUVGAAA GCAGTTTGGG CTTCTCAGTT TCTTTTTTGC TGTACT6CAT GCSUVrTTATA 600 

GTCTGTCTTA CCCAATGAGG CX3ATCCTACA QATACAAQTT GCTAAACTGG OCATATCAAC 660 

AGGTCCAACA AAATAAAGAA GATGCCTGGA TTGAGCATGA TGTTTGGAGA ATGGAGATTT 720 

ATGTGTCTCT GGGAATTGTG GGATTGGCaUl TACTGGCTCT GTTGGCTGTO AOVTCTATTC 780 

C ATCTQ TQAG TQACTCTTTG ACATGGAGAG AATTTCACTA TATTCAGAGC AAGCTAGGAA 840 

TTGTTTCCCT TCTACTGGGC ACAATACAOG CATT6ATTTT TGCCTGGAAT AAOTOGATAO 900 

ATATAAAACA ATTTGTATGG TATACACCTC CAACTTTTAT GATAGCTGTT TTCCTTCCAA 960 

TTGTTGTCCT 6ATATTTAAA AGCATACTAT TCCTGCCATG CTTGAGGAAG AAGATACTGA 1020 

I J AGATTAGACA TGQTTGGGAA GACOTCACCA AAATTAACAA AACXQAGATA TOTTCCCAGT 1080 

TGTA GAATTA CTGTTTACAC ACATTTTTOT TCAATATTOA TATATTTTAT CACCAACATT 1140 

TCAA6TTTGT ATTTGTTAAT AAAAT6ATTA TTCAAGGAAA AAAAAAAAAA AAAAA 1195 



10 



20 
25 



35 
40 
45 
50 



Seq ID NO: asS DNA Sequence 
Nucleic Acid Accession 8: NM_001775. 
Coding sequence t 70 . . 972 " 



1 11 21 31 41 51 

i I { i j I 

CTAAAGCTCT CTTOCTGCCT A6CCTCCTGC CGGCCTCATC TT06CCCAGC CAACCCCX3CC 60 

TGGAGCCCTA TGQGCAACIG CGAGTTCAGC COOGTGTOC33 G6GACAAACC CTGCTGCOGG 120 

CTCTCTAGGA GAGCCCAACT CTGTCTTQ6C GTCAGTATCC TGGTCCTGAT CCTCGTCGTG 180 

GT GCTO QCGQ TGGTCGTCCC GA6GTGGC6C CAGAOTrGGA GOGGTCCX3GG CACCACCAAG 240 

CGCTTTCCCQ AGACCOTCCT GGCGOQATGC GTCAAGTACA CTGAAATTCA TCCTGAGATQ 300 

J\) AGACATGTAG ACTGCCAAA6 TGTATGGGAT GCTTTCAAGG GTGCATTTAT TTCAARACAT 360 

CSCTTGOVACA TTACTGAA6A AGACTATCA6 CCACTAATGA A6TTG6GAAC TCABAC06TA 420 

CCTTGCAACA AOATTCTTCT TTGOAGCAGA ATAAAAGATC TGGCCCATCA GTTCACACAG 480 

GTCCAGCGGG ACATGTTCAC CCTGGAGGAC AOGCTGCTAO GCTACCTTGC TQATGACCTC 540 

ACATGGTGTG GTGAATTCAA CACTTCCAAA ATAAACTATC AATCTTGCCC AGACTGGAGA 600 

AAGGACTGCA 6CAACAACCC TGTTTCAGTA TTCTGGAAAA OGGTTTCXXB CAGGTTTGCA 660 

GAAGCTGCCT GTGATaTGGT CCATQTGATG CTCAATGQAT CCG6CAGIAA AATCTTTGAC 720 

AAAAAC3U3CA CTTTTGGGAG TGTG6AA6TC CATAATTTGC AACCA6A6AA GGTTCAGACA 780 

CTAGAGGCCT GGGTGATACA TGGTGGAAGA GAAGATTCCA GAGACTTATG CCAGGATCCC 840 

ACCATAAAAG AGCTQQAATC GATTATAAGC AAAAGGAATA TTCAATTTTC CTGCAAGAAT 900 

ATCTACAGAC CTGACAAQTT TCTTCAGTGT GTGAAAAATC CTQAOGATTC ATCTTGCACA 960 

TCTGAGATCT GAGCCAGMG CTGTGGTTGT TTTAGCTCCT TGACTCCTTG TGGTTTATGT 1020 

CATCATACAT GACTCAGCAT ACCTGCTGGT GCAQAGCTGA AGATTTTGGA GGCTGCTCCA 1080 

CAATAAGGTC AATGCCAGAQ ACX3QAAGCCT TTTTCCCC3WV AGTCTTAAAA TAACTTATAT 1140 

CATCAGCATA CCTTTATTGT GATCTATCAA TAGTCAAGAA AAATTATTGT ATAAGATTAG 1200 

AATGAAAATT GTATGTTAAG TTACTTCCTT TAG 1233 



Seq ID NO: C186 DNA Sequence 

Nucleic Acid Accession #: XM_120S13.2 

Coding sequences 1..2208 ~ 



i 11 21 31 41 51 

I i I I I I - 

ATGG TGTC AT GCACGTTCTC GGGGOCXXH-A OGGGAAACAA ATGAAAACGT GAAAAAGTTC 60 

TACGCCTTGC GAOCTTTTAT GTTOCGCATG AGCTCAGAGG CX3GCGATQCT CGGGQAAAGC 120 

AG^CCCCAA AGCCCCGTAA ACAC060GG6 ACCACCOGGG CCAAGATCTT CAAGAGGTTC 180 

TTTTCAGAAG GATCGGAGAG CAATTCCCGA TTGGTAGAAG AACTTGCTGT AAXACAGAiCS 240 

TACTCTGAOG ACXZCCGCCCC AACX3ACTAGC OXTCCTCTG TGCAACXZCOB AQAGmOGG 300 

GTCATGCAGG GQGCGCCAOG A6CTCGTTTC GGAAGCCGQA CTCCGCCCGC AGCCG<2AGAA 360 

GCCTGQAGTC CACATCTGGQ CATTGGOGAG GCAGCCTGTC AATCAGGAGC TCGGGCGGCA 420 

OU GCCCCCCGOQ CGGGGGCTCG GOGATGCX»G CCTCAGCGAC AGGCX3GCGGC GGCGGCGGCC 480 

ACX3GCACAGA CACACACCXT CCCAC31CXWG OQCRCCAOGO OlSACCOGGC GGGCAGGGG6 540 

CX3QAGGCACC CTCGGAGCCC GGCGCCmSC GGGGAGGGGA CX5TGCTO06A GGGAOOGGCC 600 

CCQAGGCGCC GGATGGAGGA AGAGATGCAG COGGCAGAGG AGGGGCCCA6 CGTCCCCAAA 660 

^- ATCTACAAGC AGOaCAOCCC CXACAGGQTC CTCAAGACGT TOOCCAGCAA GAGACOGGCO 720 

03 CTG6CCAAOC 6CTAGGA60G ACCCACCCTG GTGGAGCTGC CGCAOOGCCA CTTGAGGACT 780 

CXX3GCGCAGC CGCCGCCCGC GTCCCCCX3CC GCCTCCTOGT OGTCTTOGTT OGCCGCTGTC 840 

GTCAGACTCG GGGCTCCTCC GCGTCCX3CCA CGCOOTGGAT TTCGGGCGOS GGGAACCATC 900 

CCGCCCCTOC TTOCTG CCCC GGGAGTG6CA GGCACTCTGC TCCCACOGCC CAOGT06TOG 960 

TCOCGBOCAT CCCCTOGTOC CGQTCC6TG6 CACGCTGCOS 0GC0GCXX3GG AGGGACCTCA 1020 

/U CATACACATA T6TGGAGGTC CCAGTCCACA CTTOCAGGAT CIGACACCAT GGTCTCTGTC 1080 

TTTGGATTGA TGQCTCAGAG AAGATGGCAG CATA6ATCTT TAAAGCAGTT TGA6TGGGGA 1140 

ATTCTTGGAT CTTGGGGTAC TTGGCCATGT GGACAGGATT GGCTGQAGAA QGAGGGTCAO 1200 

GTOGOSGTCC TGCTGCCAAG GTCTGAGGGT AATACTGCTC CTAAGAAGAG TCXSAATGATC 1260 

7^ ™2ii3S^^ TTGCCCAGCA OTGCAGTOGA OTTCTTAGCC TCTTAAATTG TGGAGGAAAA 1320 

tJ CTCCTGGACT CCAACCATTC TCRGTOCATG ATTTCrTGCXS TAAAGCAGGA AGGCTCAAGT 1380 

TACAAOQAAA GACAGGAGCA CTGTCACATT GGGAAAGGGG TCCACAGTCA GACCTCAGAC 1440 

AATGTAGACA TAGAGATGCA GTATATGCAA AGGAAACAAC AAACTTCTGC CTTTTTGAGG 1500 

GTTTTCACTG ACTCTCTACA AAATTACCTG CTCTOGGGAA GCTTTCC3UVC TCCAAACCCC 1560 

TGGTCAOCCA GIGAATATGG GCATCTGGCX: GAOJEGGATC CTCTGTCaAC CTCTCCTGTG 1620 

OU CATACATTAO AAAATATTTC ACTTGATTCC ACAGCTTCCC TGTOTAAATC TAGGCATCTA 1680 

TCCAGAGAGC CCCCAGTCAA GAGTGATTTT CCAAATCCTT TGC3W3CAGGC CTTGGCTGGG 1740 

GGTGCTTCAA GACCATTTTC AGGGGCACAG CAAAGCATCX3 CTTACAGGQT GAACTCTGAA 1800 

CTTQAGQATG GCATCOSCAG CCCCGTCXXT TTGAGTTGT6 AQGCCTTCGA AATGGATTTG 1860 

ACCTCCTTGQ GAAGCAAOCA OCTGTTOAAC AACTATCCTG TCTACATAAC GAGCAAACaO 1920 
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TGGOATGAGQ CTGTAAATTC TTOJIAGAAA GATGG6AGAC GGCTGCTTOO ATAOCTCftTC 1980 

A6ATTTGTTT TCACAACCCUV TGA6CTTAA6 TACTCATGCG GCCTTGGGAA AAGOAAAAGQ 2040 

TCAGTGCAGT CAGGAGAGAC AGQTCCCGAA AGAOGCCCTC TOOATCCAGT TAAAOTAACA 2100 

TGCCTCCQAQ GTACT6CATC CTTCOSCTCA OrGTCACCAT CTOTQATCTC ATTTCACOGC 2160 

5 ATTGOCTQTO GCTCTCOCCG TACAACTGTT CAGCCTTCTG TATTTTGA 2208 

Seq ZD NOi C187 DMA Sequence 
nucleic Acid Accession fit AB037745.1 
Coding sequence: 26.. 1744 

1 11 21 31 41 51 

I I I I I I 

ATOGTQGAAC AOQCTGCCCA CAAACATGGA AACGACOGTT CTCASTGOGA TCAACTTOGA 60 

OTAaUVGGGC ATGAC3VGGCT GGGAGGTGGC TGGTGATCAC ATTTACACAG CTGCTGQAGC 120 

15 CTCAOACAAT GACTTCATGA TTCTOICTCT OCmOTGCCA OQATTTAGAC CTC06CAGTC 180 

GGTOATGQCA QACACAGM3A ATAAAGAOaT OGGCAGAATC ACATTTGTCT TTOASACOCT 240 

C l' GT l' Ci 'G' WS AACTGTGAGC TCTACTTCAT OGTGGGTGTG AATTCTA6GA CCAACACTCC 300 

TGTGGAGACX5 TGGAAAGGTT CX^AAGQCAA ACAGTCCTAT A0CTACATC31 TTGAGOAQAA 360 

C3VCTACCA0G AGCTTCACCT GOGCXJrTCCA GAGGACCACT TTTCAT6AGQ CAAGCAGGAA 420 

20 GTACACCAAT GAOGTTGCOl AGATCTACTC CATCAATGTC ACCAATOTTA T6AATGQ0GT 480 

GGCCTCCTAC TGGC36TCCCT OTOCCCTAGA AOCCTCTGAT G TGGQCT C CT 0CIGCAC3CTC 540 

TTGTCCT G CT GGTTACTATA TTGAC0C3A0A TTCAGQAACC TGCCACTOCT OCCCCCCTAA 600 

CACAATTCTG AAAGOCCACC AOCCTTATGQ TOTCCAOGCC TGTGTGCCCT GTG6TCCAGG 660 

GACCAA6AAC AACAAGATOC ACTCTCTGTG CTACAATGAT TGCACCTTCT CACGCAACAC 720 

25 TCCAACCAGG ACTTTCAACT ACAACTTCTC OGCTTTGGCA AACaCOOTCA CTCTTGCTOO 780 

AGGOCCAAGC TTCACTTCCA AAGGGTTQAA ATACTTCCAT CACTTTAOCC TCA6TCTCT0 840 

TG6AAACCAG GGTAGGAAAA TGTCTGTGTQ CACOGACAAT GTCACTGACC TCGGQATTCC 900 

TGAGGGTGAG TCRGGGTTCT CCAAATCTAT CACAQCCTAC GTCTGCCAOG CAGTCATCAT 960 

CCCCCCAQAG GTGACAGGCT ACAAGGOOGG GOTTTCCTCA CAGCCTQTCA GCCTTGCTQA 1020 

30 TGQACTTATT GGGGTGACAA CAGATATGAC TCTGGATGGA ATCACCTCCC CAGCTGAACT 1080 

TTTOCACCrO GAGTC C TTGG GAATACCGOA GSTOATCTTC TTTTATAGQT CCAATQATGT 1140 

GAGCXAOTGC TGCAGTTCTG GGAGATCAAC CAGCATCCX3C OTCAlOaTGCA GTCGACAOAA 1200 

AACraTCOCT OaAAGTTTGC TQCTGCCAGG AACXSTQCTCA GATGGGACCT GTGATGGCTQ 1260 

CAACTTCCAC TTCCTGTGGG AGAGOGOGGC TGCTTGCCXX3 CTCTGCTCAG TGGCTGACTA 1320 

35 CCATGCIATC GTCAGCAGCT GTGTGGCTGG GATCCAGAAG ACTACTTAOG TGTGG08AQA 1380 

ACCCAAGCTA TGCTCTGGTO GCATTTCTCT GCCTGAGGAQ AGAGTCAOCA TCTOCAAAAC 1440 

CATAGATTTC TGGCT6AAAG TGGGCATCTC TGCAGGC3VCC TOTACTGCCA TCCTGCTCAC 1500 
OGTCTTGACC TGCTACTTTT GGAAAAAGAA TCAAAAACTA QAOTACAAGT ACTCCAAGCT 1560 

GGTGATQAAT GCTACTCTCA AGGACTGTGA CCTGCCAGCA OCTQACAGCT G CGCCA TCAT 1620 
40 GQAAGGCQAG GATGTAGAGO ACXSACCTCAT CTTTACCAGC AAGAAQ TCAC TCTTIGGGAA 1680 
GATCAAATCA TTTACCTCCA A6CA6CCAGC TCCTGTCACC ATCTCTCTTT GAGAGGACTC 1740 
CTGATGQATT TGACTCAGTG CCX3CTQAAGA CATCCTCAGQ AGGCC CAQA C ATOOACCTQT 1800 
GAQAOOCACT GCCTGCCTCA CCTGCCTOCT CACCTTGCAT AQCACCTTTG CAAGCCTGCG 1860 
GCGATTTGGG TGCCAGCATC CTGCAACACC CACTGCTGGA AATCTCTTCA TTGTGQCCTT 1920 
45 ATCAGATGTT TGAATTTCAG ATCTTTTTTT ATAGAGTACC CAAAOCCTCC TTTCTGCTTG 1980 
CCTCAAAOCT GCCAAATATA CCCACACTTT OTTTOTAAAT TATGCCCTTG CT7GTATCTT 2040 
GTTTCCCAAA ATGGCCCATC OGCCAGAGCC ATAOCTTOGT CTOCTCATAA TTCTTATAGC 2100 
TTTGGAATQA AAATATTTCT ATCTTCTTAA GTATAGAAAC TATTTCCTCT GTCCTCTAAC 2160 
^ TTAAGGGCAG AAACA6CTGG GAGTTTTCCT CGCATGCCCT CAGCTCATGA TCTCTTCAGQ 2220 
50 AGAGAGGCTG GGTGAGGAGG OTGTOGGGGT TCCCTGQTGG ATAATCTTCA TAOCAGOCTG 2280 
OATCCATTTC CCCTGGATAA CCAQCTCAAA GGGAGTGAAA ATOGTAGTCT OAGGGCAAOG 2340 
GGAGCAAGGC CTGGGTAAGA AAAGCCTTGA AAAGCATAAA AA6AGGC0SG GQGCXSQTGGC 2400 
TCACGCCTGT AATCCC3U3CA CTTTGGGAGQ COGAGQCGGG CAOATCATOA OGTCXSGGAQA 2460 
TTOAOACCAT CCTOGCTAAC AOGGTGAAOC CCCGTCTCTA CTGGAAATAC AAAAAATTAG 2520 
55 COGGGOGTGG TX3GCX3GGTGC CTGTGGTCCC AGCTACTOGQ GAGGCTQAGG OGGGAGAATA 2580 
GOGTGGGOCT GGAAGGOGGA GCTTGCAGTG AGCa3AGATC GOGCCACTQC ACTOCATCCA 2640 
GCCTGGGTGA CAGAQTGAGA CTCTGOCTCA AAAAAAAAAA AAAAAAAGAA AAOCACAAAO 2700 
AOAGQCAACA AGGAATGTTT TTGTTTTTGA GACAGGCTCT CACTCTGTCA CCTAGGCT60 2760 
AGTGCAGTGG OGTAATCACT GTTCAGTGCA GCCTCAAGCT CTTGGGCTCA GGCTATCCTC 2820 
60 OCATCTCAGC CTCTCAAGTA GCTOGGACTA OaAOTOTGCA CCACCSAGGCT CA CTAftT TTT 2880 

itrmrrrm ' gtaoacacxw ggtttcaccg TCTTGCCxaG gctggictcc aactccxggq 2940 

CTCAAGTQAT CTGTCOGCCT OGGCXTCCCA AACTGCTGGG ATTACAGGCA TAA60CACIO 3000 
CACTCAGCCr TTTATTTGTT TTTTAAACCA OGTAQCTCAT TGCCTTCrCT TAAQTAAATO 3060 

^ ATAOATATTC TCACTGAAGC CAAAOGAATA AOTTCATCAA GAAAATGCCC AAAGCCCTGG 3120 

65 TGGATACATC CTCCCTATCT TTTTTTTAAA CCTTCGACTA TCACTCTATG ACACTGAAAA 3180 
GAACCAGGTA AGCCCCAAAC CCAGATGTTC CAGCCTTATC CTCTATTQGG TTTACOCACA 3240 
QACATAGCAA AGCCTOTCAa TGAGQAAAAT TCCCCATCCT TGAOTOCOOC OOTCCTAGAA 3300 
GTTTQQ6CCA TATTATGOAA CAGGGGTCTC TTATTTGAAA AGAGCACAAO QAGGCCAAGA 3360 
TTTTAATGGO 6CACTTTA06 GQATACAGCC CACAATGGCA TCGGCCPQAG GTGGCOGTGA 3420 

70 TGTCTGCTTC TAAGCTTAAC GCATCTGCTC AGGCACAGAA TAAAOSTCTA GGCTOQCCAA 3480 
AAAAGQAACT QAATCCCAGG COCSITAOQOC AGCACCAGAA TCAAACCAGT CTTCAAOTAA 3540 
GGAAGGCTAG GAGAQTTTAA CAAGATTTTC ACTGGGCCCA GCATGOTGGC TCACACCT6T 3600 
AATCCCAAGO CAGAATGGTG GCTTGAGCTC AGGAGTTCAA GACCAGCCTG GGCAACACAO 3660 
TQAGACCCTG TCTCTAAAAA ATTTAAAAAT AAACAAGGTO TTCAOCAAGC TGGQ ATACTT 3720 

75 CTCACTATTA AOCCCCTATC TTTCrCTTTT TTTCATTCTC AATTGCTTTG TQTGATAAAA 3780 
AACTAAAGAG ACTTCTGGTC CAATTTCTGG CAACATCCCT TCTGAAAGGT QA QTACAG TO 3840 
GGTOTCTTCT ATGCCCATTT TCCCCAATTT TACACAAACT ATTATCAATO AACTTTTAAO 3900 
TACCTAGAAT OGGTAAAACC AGAGCAAGAC TTTAAATTAC CTTCTTCTTT CTTCTACPQO 3960 
CAGTTCTGCC TCCATCACTA TCAGGCTAGG GTGACCTTCC CTTOGTCAAG CXX3CAATTGC 4020 

80 CCATGATTTG TGCCTGTGCC CTTTCTCCAO TGACCATTTO GTGAOCAGAT GOTAGATATA 4080 
QAAAOGGGAT GOCATTTGCA AGTGACTAOT CTOCCACAAA ATOCTCATCT QATTAO OCAC 4140 
TOCTGCXXnO GCAATGQCTT TGTAAGAGTC AATQAOAACT AOAGOCAGOC TOT OQTCCCT 4200 
GGCCATCAAC J Uf lVA'JGGT G A0QGCA6GGA OTC0CTTTG6 TTTAATAAAT OraGTTTTTC 4260 
TrrOGQTATC CAAATTCTCC CCTCCTTTTO TAGGAGTCAG OCTCTCAOAA CCTGIGTCCA 4320 
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TOTTGGAACT TCCCCCA0T6 TGGATGCAGA TACOCAGCTC CTGAGCTCCA GCCTMAQTC 
TTCTGTAGCC TCA(3CAATAC TTGGGGACCT GCTGTCTCAC T6AATAGCTT TCTTTTGTGA 
CAAAGGCCAC AGACAGCCCT TAGACTATTC CGGAAACftGT AGGAAAAATT ACAT ATGTCT 
TTGACTTCTT TATTCTGACT CCACT6ATTT TAOCCATAAT ACTTTAAlGGA GCTACTTTTT 
ACTACCCCTT ACCX5TGCTGA CTTCTGCSiGa TCTQCCCT6T GACCTGTCAG GAAC TCCTGA 
GTTACGCTAC TGOGOTCACC IGTTGCTCCC CTAGC3\AGTT AG6CATGTCA TATATTTTTA 
ACAGCTTTAT TGAGATATAA TTCACATATT ATACAATTCA CCTTTAAAAC ATACX3ATTCA 
ATGGTTTTCA GCAAACTCAC AGAGTTGTCC GCCCACTTGA GAGCAAACAC ATGTTCAATT 
TTCTTTTCCT TTTTTTTTTT GAGACAGAGT CAGCTTTGTC GCCCAGGCTG GAGTGCAGTG 
CCATGATCTT GGCTCACTGC AOCCTCCCCA TCCTGGGTTC AAGTGATCCT TCTG CTTCAG 
CCTCCCCAGT AGCTGQGATT ACftGGCAITQC GCXa«:CACGC CTAGCTAATT TTrGTOTTTT 
TAGTAGAGAT GGGGTTTCAC CGTGTTGGCC AGGCTGGICT CAAACTCCTG GACTCAAGTO 
ATCCACCCAC CTCGGCCTCC CAAAGTQCTG GQATTGCAGG TGTGAGCCAC CGTGCCTGGC 
CTACGTGTTC AATTTTCTAT GAACAAAGGC TTTAGTCCTT GACCCAGGGC TAAAGTGQTC 
TGTCCAA6CT GrTGTTGGTA GAGGGAGTAT 6ATAAAATGT TTAAATCTCA rTTGGTTACC 
TEGAGTCCTG GAACAOSCAa TAACTGTCAT GCTATAQTCA TCATCPOTAT TTGGCIGGG A 
ATACAAATGA AGATTOTGGT GTATTCAAGC AGTAGGGTTT TTGCTTTTGT TTTTGTTTTA 
GTGCCAACAA AACTTTTTTT TGTCT6ACTA CATTAAAGAT AAGA CTGAC T ATATTTATAC 
AACAGAAACT TTGTAATAGA TTTTTTCAGC TTTQTGAAAT CGAATTTTTT TTCATCAGGG 
CTGGTTGGAT TTCCTTTTTA CCCTGTAATC CAAGCGTTAA TAGTTTGTTA GAAGATGGGT 
XATTGCATGT CACTTTTTTT TTTTTGTAAA ATAAAAACAT ACCTTAC 

Seq ID NO I CIBB DNA Sequence 
Nucleic Acid Accession #: MM_014324.1 
Coding sequence t 8 9 123 7 

1 11 21 31 41 51 

GGCGCCGGGA TTCGGAGGGC TTCTTGCAGQ CTGCTGQGCT GGGQCTAAGG GCTGCTCAGT €0 

TTCCTTCAGC GGGGCACPGG GAAGOGCCAT QQCACTGCAG GGCATCTCGG TCGTGGAGCT 120 

GTCCGGCCTG GCCCCQGGCC GTNTCTGTGC TATGGTCCTO GCTGACTTGQ QOOOGCGIGT 180 

GGTAC60GTG GACCGGCCCG GCTOCCGCTA CGAOGTGAOC CGCTTGQGCC OGGGCAAGCO 240 

CTCGCTAGTG CTGGACCTGA AGCAGCCGOG QGAQCOGOGT GCTGOGGCGT CTGTGCAAGC 300 

GGTGGQATGT GCTGCTGQAQ CCCTTCC6CC GCX5GTGTCAT GGAGAAACTC CAGCTGGGCC 360 

CAGAGATTCT GCAGCGGGAA AATOaAGGC TTATTTATGC CAGGCTGAQT GGATTTGGCC 420 

AGTTCAGGAA AGCTTCTGCC GGTTAlGCTOO CCAG6ATATC AACTATTtQQ CTTTGTaGG 480 

TGTTCTCTCA AAAATTGGCA GAAGTGGTQA GAATCX»TAT GCCCOGCTGA ATCTO GTGGC 540 

TGACTTTGCT GGTGGTGGCC TTATGTGTGC ACTGGGCATT ATAATGGCTC TTTTTGACCQ 600 

CACACGCACT GACAAGGGTC AGGTCATTGA TGCAAATATG GTGGAAGGAA CAGCATATTT 660 

AAGTTCTTTT CTGTGGAAAA CTCAGAAATC GA6TCTGTGO GAAGCACCTC GAGGACA6AA 720 

CATGTTGGAT GGTGGAOCAC CTTTCTATAC GACTTACAGG ACAGCRGAIG GGGAATTCAT 780 

GGCTGTTGGA GCAATAGAAC CCCAGTTCTA OGAGCTGCTG ATCAAAGGAC TTOGACTAAA 840 

GTCTGATGAA CTTCCCAATC AGATGAGCAC GGATGATTGG CCAGAAATQA AGAAGAAGTT 900 

TGCAGATCTA TTTGCAAAQA AGAC33AAQQC AGAGTGGTGT CAAATCTTTG ACGGCACAGA 960 

T0CXnX3TGTQ ACTCCGGTTC TGACTTTTGA GGAGGTTGTT CATCAT GATC ACAACAAGGA 1020 

ACGGGGCTCG TTTATCACCA GTGAGGAGCA GGACQTQAGC COXQOCrra CAOCTCTGCT 1080 

GTTAAACACC CCAGCCATCC CTTCTTCCSWV AGOGGATCCT TTCATAGQAG AACACACTGA 1140 

GGAGATACTT QAAGAATTTO QATTCAGCCO AGAAQAGATP TATCAGCTTA ACTCAGATAA 1200 

AATCATTGAA AGTAATAAGG TAAAAGCTAG TCXCTAACTT CCAGGCCCAC GGCTCAAOTO 1260 

AATTTGAATA CTGCATTTAC AGTGTAGAGT AACACATAAC ATTGTATOCA TGGAAACATG 1320 

GAGGAACAGT ATTACAGTGT CCTAOCACTC TAATCAAGAA AAGAATTACA GACTCXGATT 1380 

CTACAGTGAT GATTGAATTC TAAAAATGGT TATCATTAGG GCTTTTGATT TATAA AACT T 1440 

TGGGTACTTA TACTAAATTA TGGTAGTTAT TCTGCCTTCC AGTTTGCXTO ATATATTTGT 1500 

TGATATTAAG ATTCTTGACT TATATTTTGA ATGGGTTCTA QTGAAAAAGG AATGATATAT 1560 

TCTTGAAGAC ATCQATATAC ATTTATTTAC ACTCTTGArT CTACAATGTA GAAAAIGAGG 1620 

AAATGCCACA AATTGTATGG TGATAAAAOT CACSIGAAAC AGAGIGATTQ GTTQCATCCA 1680 

GGCCTTTTGr CTTGGTGTTC ATGATCTCCC TCTAAGCACA TTCCAAACTT TAGCAACRGT 1740 

TATCACACTT TGTAATTTGC AAAQAAAAGT TTCACCIGTA TTGAATCAGA ATGCCTTCAA 1800 
CTGAAAAAAA CATATCCAAA ATAATGAGGA AATGTGTTGG CTGACT AOGT AGAGTCCAGA 1860 
GGGACAGTCA GTTTTAGGGT TGCCTGTATC CAGTAACTCG GGGCXrrGTTT C3CCXX3TGGGT 1920 
CTCTGGGCTQ TCAQCTTTOC TTTCTCCATQ TOTTTGATTT CTCCTCAGGC TGQTAGCAAG 1980 
TTCTGQATCT TATACCCAAC ACACAGCAAC ATCCAGAAAT AAAGATCTCA GGAOCOCCCA 2040 
AAAAAAAAAA AAAA7WUUVAA AAAAAAAA 2068 

Seq ID HO: C189 t»lA Sequence 
Nucleic Acid Accession ft: XM_0 91332.1 
Coding sequence: 1..1401 

1 11 21 31 41 51 

ATGCAAAGGT GGACACTGTG GGCrGa\GCC TTCCXGACXX: TOCACICTQC ACAOGCCTTT 60 

CCACAAACAO ACATCAGTAT CAGTCCAGCC CTGCCAGAGC TGCOCCTGOC TTCCCTOTQC 120 

CCCCTGTTCT GGATGGAGTT CAAAGGCCAC TGCTATCGAT TCTTCCCTCT CAATAAGACC 180 

TGGGCTGAGG CCGACCTCTA CTGTTCTGAG TTCTCTGTGG GCAGQAAQTC CGCCAAGCTG 240 

GCCTCCATCC ACAGCTGGGA GGAGAATGTC TTTGTATATG ACCTCGTGAA CAGCTGTGTT 300 

CCCGGCATCC CAOCTGAGGT CTGGACAGGC CTTCATGATC ACAGACAGGA AGGOCAGTTT 360 

GAATGGACTQ ATGGCTCATC CTATGACTAC AGCTACTGGG ATGGCAGCCA GCCAGATGAT 420 

GGOGTCCACG OGGACCCAGA AGAAQAGGAC TQCGTGCAGA TATGGTACAG GCCTACCAGT 480 

GAGCAGCTAC AGGCCCCAGA GCCCCAGTTA CCCTTATCAA TCTCAGAGGC C ACAGA TGTC 540 

TATCTCCCT6 AGGATTTCCC AGCTGAGCCC AAGCTCATGG ACCAGTCCTG GGTGTCCAGO 600 

AA6AGCCTQA AACCATCCAA GAOTCATCTT ATGGAQCCAC CCACTCCAGT GGOCAAOCAC 660 

CAAAAGGCAA AGACCCGACA TAGQAGCCIG OB0G6GGTCT GGTGGGCATC AGGTAAGGCT 720 

GGGTCATGGA AAGAAAGAAT GAATGCAGAC TACGGG06AA GAAAGOSATC GGGCCC6AGG 780 

CAG6AAG0CC G6CTCCGGTG CAGGGAGCGC CGCCTGGGGG CXGCTTCGGG CCA0GGTG6A 840 
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COOSMOOOC AOCGCMOCA GOOOCAAnO OMOOCCMO AOftSMGGCIO GGAAGMCTO 900 

ffm rn n ff rffT coocaatgoo oaooQCCCM eoGTCGCAOC acso o ci go o aoobggoaoc 96o 

CASCOOOGTO 0G606C00GA GTQOGGSGAa AACCAOCAGO COCCGQAATT GOGOAGCACXS 1020 

TGGAGGGGGC AQOGGCTCCA GCCCCAGACC OCCOOOCTCT OTCACrRGC ATTAACAAAG 1080 

5 CITCOGGGOA ATOCACAOGG CXTtGOCOGOC GCCITOGIGC AGCC08CCCT OCAOGTOCAQ 1140 

GAAQAAAAOA ATAATOGCAC OOBTTTCTCA GBTGCTIACT TCACCATGIC OOATOOOACO 1200 

TGTGACCAAO ATAGCAAGGA GCAGICTTIA AGGCQACAOO GCAOAGAaOC AOAAAAAGAT 12S0 

GGGCCTXACC GGTTAOTTAA GAAAAAAASA OOAOCrGRG CCTOtCCCTC TAGCI TTOAA 1320 

CTACAAAGTO GAGGGGAAGT TTOTCTOGAT TTTOCTGinG AACTGAGGGC AGGGACCIGG 1380 

10 ATTGCTOOAG AACCTCCATA A ^401 
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Seq ID MOt C190 DNA Sequence 

Nucleic Acid Accession «i XM_054B69.2 

Coding sequence: 26.. 2902 

1 11 ai 31 41 51 

1 I I I 1 1 

TAGA060GGA GCCCAAGGAG GTAAAATGOV CACTTGCTGC CCCCCAOTAA CTTTOGAACA 60 

GGACCTTCAC AGAAAAATGC ATAGCTGGAT GCTQCAQACT CTAOOGTTTG CTGTAACATC 120 

TCTOGTCCTT TOGTGTGCAa AAACCATOQA TTATTATGGO GAAATCTGTG ACAATGCATG 180 

TCXnTOTGAG QAAAAGGAOO OCATTTTAAC TSTGAGCT6T GAAAAOOGGG GGATCATCAO 240 

TCTCTCTGAA ATTAGCCCTC CCOSITTCCC AATCTACCAC CrCTTGTTGT COOaA AACCT 300 

TTTGAACXX5T CTCTATCCCA ATOAOTTTOT CAATTACACT GQGGCTTCAA TTT TGCAT CT 360 

AGGTAOCRAT OTTATCCAGG ACATTGAGAC OQGGGCTTTC CATGGGCTAC GGGGTTTQAQ 420 

GAGATT6CAT CTAAACAATA ATAAACTGGA ACTTCTSCQA GATQATACCT TCXmGGCTT 480 

GQAGAACCTG GAGTACXriAC AOOTOQATTA GAACTAGATC AOOQTCATTG AACOCAATGC 540 

TTTTGGGAAA CTGCATTTGT TGCAOOTOCT TATCCTCAAT QACAATCTTT TGTCCAOTTT 600 

ACOCAACAAT CTTTTCCX3TT TTGTGCCCTT AACGCACTTO GACCTC06GG GGAACOGGCT 660 

GAAACTTCTG CCCTACXTPGO GGCTCTTQCA QCACATGGAT AAAGTTGTGQ AGCTACAGCT 720 

GGAGGAAAAC CCTT6GAATT QTTCTTGTGA GCTGATCTCT CTAAAGGATT GGTTGGACAa 780 

CATCTCCTAT TCAGCCCTGG T6GGGGATGT AGTTTGTGAG AGCCCCTTCC GCTTACAG66 840 

AAGGGACTTO GACXSACOTAT CCSVAGCAGGA ACTTTOCCCA AGQAQACTTA TTTCTGACTA 900 

OGAGATGAGG CCGCAGACGC CTTTOAGCAC CACGGGGTAT TTACACACCA CCCCGGOOTC 960 

AGTOAATTCT GTGGCCACTT CTTCCrCTGC TGTTTACAAA CCCCCTTTQA AGCCCCCTAA 1020 

6GGGACTC6C CAACCCAACA AGOCOWQGGT GOGCCCCAGC TCTGQGCAOC CCTCTAAGGA 1080 

CTTGG6CTAC AGCAACTATQ GCGGCAOCAT 06CCTATCA0 ACCAAATGCC OaGTGCCITT 1140 

GGAGTGTCCC ACOGOOTQ C T CTTGCAACCT GCAOATCTCT GATCT6GGCC TCAAOGTAAA 1200 

CTOCCAGGAG CGAAAGATOG AGAGCATC6C TGAACTQCAG CCCAAGCCCT ACAATCCCAA 1260 

GAAAATGTAT CTGACAGAOA ACTACATCGC TGTOQTGOGC AGGACAQACT TCCTQQAOOC 1320 

CAOGGGGCTG GACCTCCTGC ACCTOGaOAA WICCGCATC TC3GATGATCC AGQAC00C6C 1380 

TTTGGOGQAT CTCACCAACC TOAGGOQCCT CTACCTOAAT GGCAACAOGA TCSQAGAOGCT 1440 

OAOGCOGGAG TTATTCTATG GCCT6CAGA0 CCTGCAGTAT CTCTTCCTCC AOTACAATCT 1500 

CATCCGCGAG ATTCAGTCTG GAACTTTTGA CCOOOTCCXaV AACCTOCAGC TGCTATTCrT 1560 

GAATAACAAC CTCCTGCAGG CCATGCCCTC AGGOGTCTTC TCTGGCTTGA CCCTCCTCAG 1620 

QCTAAACCTG AGGAGTAACC ACTTCACCTC CTTGCCAGTG AGTGGAGTTT TQGACCAGCT 1680 

GAAGTCACIC ATCCAAATQQ ACCTGCATSA CAATOCTTGG GATTOTACCT GTGACATTGT 1740 

GGGCATX3AAG CTGTGGGTGG A6CAGCTCAA AGTGGGOQTC CTAQTGGAOO AGGTG ATCTG 1800 

TAAGGOGCCC AAAAAATTOO CTGAGACOGA CATGOGCTCC ATTAAGTOGG AGCTGCTGTG 1860 

CCCTGACTAT TCAQATOTAG TAGTTTCCAC GCCCACACCC TCCTCTATCC AGGTCCCTGC 1920 

GAG6AGCAQC OCCGTGACTC CTGCQGTCCX3 GTTGAATAGC ACCQGGGCCC CCGO QAGC TT 1980 

GGGGOCAGQC QaAOGGGOOT OQTOGGTGCC cn'Ol'CiqTO TTAATTCTCA GCCTOCTGCT 2040 

GGTTTTCATC ATOTCOGTCT TO0TOGCC3GC OSGGCTCTTC GTGCTGQTCA TQAAG03CAO 2100 

6AAGAAGAAC CAGAGCXWCC AC3VCCAGCAC CAACAACTCC GAOOTGAGCT CCTTTAA^T 2160 

GCAGTACAGC GTGTAOJGCG GCGGCXWCOG CAOGGGCJQQC CACCCACAOG OGCAOGTGCA 2220 

TCAC0G060G CCGOOQCTGC CCAAGGTGAA GACGCCOGGG 6GCCA0GTGT ATGAATAC3VT 2260 

CCCOCACCCA CTGGGCCACA TGIGCAAAAA CCCCATCTAC GGCTCXX3GAG AOGGCAACTC 2340 

OGTAGAGGAT TACAAAGACC TGCAOQAOCT CAAGOTCACC TACAGCAOGA ACCAOCAGCT 2400 

GCAGCAGCAG CAGCAGCCX3C COOOOCCACC GCAGCACCCA CAGCAGCAGC OCCOGCOGCA 2460 

GCTGCAGCTG CAGCCCGGGG AGGAGGAGAG 60GGGAAAGC CACCACTTGC GGAGCCCCGC 2520 

CTACA60GTC AGCACCATOO AGGCC0G06A OQAGCrGCTQ TOGCCXSGTGC AG6ACX3COGA 2580 

CGQCTTTTAC AGGQaCATTT TAOAACCAOA GAAACACXGC TGCACCACCC CG6C0GGCAA 2640 

TAGCCTCCOQ GAATATCCCA AATTCC06T6 CAG0CCG6CT GCTTACACTT TCTCCCOCAA 2700 

CTATGACCTG AGAOGCCCCC ATCA6TATTT 0CACXX3GGGQ GCAGGGGACA GCAOGCTACG 2760 

GGAACOGGTG CTCTACAGCC CCCCGAGTGC TOTCTTTQTA GAACXX3VACC GQAACGAATA 2820 

TCTGOAOTTA AAAOOUAAC TAAAOGTTGA GCXXXIACTAC CTCGAAGTGC TGGAAAAACA 2880 

GAGCAGGTTT AOCCAGTTCT AAAAGCAAAG AAACTCTCTT GGAGCTTnO CATTT AAAAC 2940 

AAACAA6CAA GCAQACACAC ACAGTGAACA CATTTOATTA ATTOTOTTOT TTCAA08TTT 3000 

AGGGTGAAOT GCCTTGQCAC GGGATTTCTC AGCTTCGGTG GAAGATAOGA AAAG GGTG TG 3060 

CAATTTCCTT TAAAATTTAC AOQTGGGAAA CATTTGTGTA AACTGGGCAC ATCACTTTCT 3120 
CTTCTTGOGT GTGGGGCAGG TGTGGAGAAG G6CTTTAAGG A06CCAATTT GCTGOQOGGG 3180 
TGACCTGTQA AAGGTCACAG TCATTTTTOT AOTGQTTGQA AOTGCTAAGA ATGGTGGATO 3240 
ATOGCAGAGC ATAQATTCTA CTCTTCCTCT T WG C lTC XrT CCCCCTCCCC OSCCCCTGCC 3300 
CCACCTCTCT TTCTCCCCTT TTAAGCCATG GOTGGGTCTA ACTGGCTTTT GTGGAGAAAT 3360 
TAGCACACCC CAACTTTAAT AGGAAATTTG TIX. - IX.TnTI CCGCCCCTCT CCTTCTCTCC 3420 
TOCXXrrOOOC TCCCTTCTCA TTCCTTTTCT TTOTTTTTAA AGGATGTGTT TGTATGCATT 3480 
CTGOACATTT GAATTAAAAA AAAAGTATTO TGATCCTGTA AAGGATCAGC ATAGATGTGO 3540 
ACAAATCATT AAAATTACAO AGCTATATGA TCCATAATTQ ATTASTCAAA ATAACTTATT 3600 
GATGAAATAT ACAAATATTT TATTOTAOCA CCTATTTTTA TATGCACATT TAGCATTCCT 3660 
CTTTCCTTCA CTATTTAQCC TATGATTTTG CAQAGQTGTC ACACTGTATT AGGATCTQCA 3720 
TTTCTAAAAC TQACGTGOTA TCAGGAAGGC ATTTTCAATC ATTCAAAATG TOQ AQAATT T 3780 
AAT6QCTAAA TCTTTAAAAO CX3UIT6CAAC OCAOCCSUVTT OAATCTGCAT TTTCTTTTAA 3840 
6AAAACAQA0 CTQATTQTAT 0CCAAT8TAT TTTAAAAAAT AOSQCAATTG ATTQOGCCAT 3900 
TOOQAGAGAA TTCTTTGCAA CTTTTGOOTT TTATTAGAAA ATATT TGAAA OTATTTTTAT 3960 
TAATQAAOCA AAATGACATO TTCATTTQAC TACTATTGTA OOOGATTTTC GATTOTTTAA 4020 

1318 



wo 03/042661 



PCT/US02/36810 



CCAAACCtaO TTGCATTTGT AOkSATCCRC GTGTACTGGC ACCTCAGAM AOCAAAtCAT 
OGACTOTACA AOTCTCTATA CAATOTCTTT ATCOCTBTGO OCAGCAAGCA ATGATraXRA 
TOACAAACAG 6ATATCTGTA AJJATOOOSCr ACrGTTOrTA CSeiCTCATA TOTATCCCAG 
CACATGTAAT TTTTTAAATA QTTTCTGAAT AAACACTTGA TAACTATGTC 

Seq ID NO: C191 DNA Sequence 

Huclelc Acid Accession #i »M_000793.2 

Coding sequence I 401.. 1232 
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11 



21 31 41 51 

6CCTGCAGAG AGAGGCACTT TGCACCACAG ACAGATA6CA AOAAGOGAAA GACAGftGAGT 
QAOAAAAAAO AOGAOTCAGT CGCTCCTGGO GAAGGQAGAG AGTGAGACTG GGAGAAAGAG 
AAGC3«aGAA AgfGTGTGT A AAACX3GAGTA AAGAAAGAAA AAAAAAAAAC TACCCTTAAA 
GCACATTTAA AAAAAAAAAA CTCTGGCAAT TCAAGAAAGA AACAGGCTAC GTTTAAAGAG 
CATAGAGACA ATGAAAGGCT AAAGAAAATT TTAAAATCTC TGCCACAGTC TCATAGGTGC 
TTGGAAATGA AAGTAGAACT GCCTGTCTTT AACGGACTCT GACA6AGAGG GTGAAGGGGA 
ACCAGAGGGC ACAAGQGAAC TGACTC3«5GA GGCAGAGAAG ATGGGCATCC TCAGCGTAQA 
CTTGCIOATC ACACTGCAAA TTCTGCCAGT TTTTTTCTCC AACTQCCTCT TCCTGGCTCT 
CTATGACTCG GTCATTCTGC TCAAGCACGT GOTQCTGCTG TTGAGCC6CT CCAAGTCCAC 
TOGCGGAGAG TGGCGGCGCA TGCTGACCTC AGAGGGACT6 CGCTGCOTCT GGAA GA G CTT 
CCTCCTCGAT GCCTACAAAC AGGTGAAATT GGGTGAGGAT GCCCCCAATT CCAGTGTGGT 
GCATQTCTCC AGTACAGAAQ OAGGTQACAA CAGT6GCAAT GGTACCCAGG AGAAGATAGC 
TOAGGGAOCC ACATGCCACC TTCTTOACTT TGCCAGCCCT GAGCGCCCAC TAGTGGTCAA 
CTTTGGCTCA GCCACTTGAC CTCCTTTCAC GAGCCAGCTG CCAGCCXTCC GCAAACTQGT 
GGAAGAGTTC TCCTCAGTGG CTGACTTCCT GCTOGTCTAC ATTQATGAOG CTOVTCCATC 
AQATGQCTGa QCGATACCGQ GGGACTCCTC TTTGTCTTTT GAGGTQAAGA AGCAOCAQAA 
CCaMMAAaAT OOATGTGC»G CAGCCCAGCA GCTTCTGGAG CGTTTCTCCT TQCCX3CCCCA 
GTGCOGAGTT GTQOCTGACC GCATGGACAA TAACGCXIAAC ATAOCTTAOG GGGTAGCCTT 
TGAAC6T6TG TGCATTGTQC AGAGACAGAA AATTGCTTAT CTGGGAGGAA AGGGCCCCTT 
CTCCTACAAC CTTCAAGAAG TCCGGCATTG GCrGGAGAAG AATTTCAOCA AOAGATOAAA 
GAAAACTAGA TTAGCTGGTT AAAGGTATGA TTATAAGAGA GCTTATTQTT TTAAAAAGTT 
ATATAAAGGC AAGGAAATTA AGAACTGAAT CXy^TATTTCA ACAQAGCCCT ATTGGCTTAC 
TGAAAGACAG GAGTTTATCT ATCGGAAGAA CATGAATCTC TAACAGCTCC ATACTTCTTT 
CACTACTCAA ATGGCATTGG GCTGAGTAAG TAACCATATC ACCTCTCTTC TTAglAAAAA 
6CCCTATGTG AAAAGATCCC AAGATG6AGA GQAAQAAAOQ CTAATTCAOC ATGTGTTCAT 
TCTGCATTGA GAAGGAACTQ ATACATCTGA TGCATGCTTT GAGACCWSAA GAAAAGACTT 
ACXrCGAATAA TTACTACATT AGQGAAGCTA CTGTCTACGT TAAGATAAAG GGTATTGCCT 
TGOCTCTATT TGGCATGOAT GGAGCCCAGT TGGAAAATTC CCAAATATTA CAACAAGTCC 
TTGAACCX3W3 GCCATGTGGT TAGACGTTGG TQTTAAGGTT AGACCTTATO TTAGAGTCAT 
TTCTGATGTT CX3VGCTTCTA GCCATGTAGT GCTCTCAGTC T TCATA OOCC AOAAATTATT 
GGTATATTTG TAGATACOGA 6AATGATCCC TCAGTCTGAG AGGTTAGAAT GATCATCTOT 
AATCTOAOQO TTAATTTCTA GGCAG6TGGA GAGAGTGQTA AAAAAGAAAT 6AAATTGACA 
AGCTAGGAAA GAOaAGGCAO AAAGATTTOG AAAATTCACA GAOTTTCACC CTTAAGCTGT 
A6AGAGTGG0 TCACATTTGT TAQCOVCGGA AACATAGAAA CATACACAAG 6CCAGAAAAA 
GAAGAAGGAG CTCAACTAAA AGTGGCATAG AGAATACACA TATAAAAACA ATATAT TTGT 
CATATGCTCC TAGAGAGGAG AAAQGGGTGA TTCAAAGAAA AAAAAATACT TAAAIATTTO 
TAATTGTQftG GGOTTTCTTT TGGAAATAAT TACTTTTGAA CCATGTATGT GGTATGTATA 
TTTTCRGTCG GTTAATTATA CXTCCATGATA CCTATTAAAG 6AAAACCAGT GGGTCTGOTG 
GTGCTGGTCT TTTCCTCCCC ATTCXTACAA TTTCTATGTG GCCCAAGTCA TTCCTAATCT 
TGGTCTCTAT AGCAGTGTTC TCTCTGAATO CTGAGCTGAA 6AAATTATAC GTACATACAC 
ACATACATAC ATACATACAA ATATATGTAT ATATATTCTC AGCTGCTGCG GGAGGTAGGT 
ACCATCGCCA TTCAGCACAiQ CCTTGATTTC CTCCCAAAGT AGGTGAGCTA TAGTQAAGAA 
TAGOTOCAAA CRAACAAOCT TACTTCCATT GCAAAATAGA AGAAGAGGAA GTTAGAGATA 
ATTCTGATCA ATCATTTTGG AGGCTTTGTT ATAAGGC3UVC CCXXX3GTATA TC ATGGAA TT 
TCCATTGACA TTTGAATTTG <3ACTTGGATC TTCCCTTQGT CCCATTAOCT GAGGTTtAGT 
AATCTAAAGT CCXTTATAGTA TATGATXATA ATGCTATTTT AAAAAATATA TATATAAAAT 
ATTTTTTXCT TTTTAAAATA GACACTATAG TTTTACXXM: AA STAATA TT TAAAGATTAT 
AOCTCCCAAA AflAATGGACC AACCACTTTC GTATCATAAT TTCTTTTTGG TA AATATG AG 
ACTATTATGA AATCATAGTA TATGATTGTA TTTAAAGGTA CAATCAAAGQ ATCTTTTGTC 
CATTCCATTA ATAACTOAAT AAAAAATAAA TAAAATGGAT AGAAAAAAAC TAARGTTGAA 
AATACATTCT TAAACTAGTT GTCTGAAATC AGAAAAGAGT GAGAACTAGG TGTGCAB6AA 
CCAAAC6TAT TTTATTTTAT TTTTTAAATG GGAGCAACAT ATCAGTCGTG TCACCRGCTQ 
GTATATTOTS TAAATATTAA AGCTCCATTG GGACIGATTT TTCATGGCAA CATCAGCTTT 
CTAATGTTCr AAATTCTATA AAAACCACCC AC3^AAGAAAC AAAGCAAATT TCATTATCTA 
ATGAGTTGCT GGAAAATCAT ATTGA6AATA ATTATTTCRG ATTCCTC3«Sr TOTTA ACTTC 
TACATTCAAG GGCTTATCTC TGCXCCCATT GATTTTTAAC CTCAAAATGG TGT GA6AT TT 
ACTQTGaAAC CCTAAAGCAG TAAAATAAAA AACXTCGTTG CAGCACATTC ACACTGTTGT 
CCTTAAAATT CCCCTTTTTT CTCTATGTAC GATAAAGTAA CAGTAT6TCA GATAAGCOGG 
TGGGGGGATC AGATTAGGCT GAGGCSUxTGC TAGTCAACTQ GGG GAAA AGG ATGATGGAAA 
AATCACCCAG TTGTGCTATA TTTTTAAAGA AGGAGGTCX3T TTATGTOTGC AGACAATTCT 
CCCTOASGTT AGCCCAATGG AGAAATQAAG CAGAGGAAGG AAACATAGAA AGACATOGGC 
TATCAGGGAG GAAGATGTTC AATAGAACAT GCAAGAATTT CTGGAA6AAA GGCTGT GGAA 
GGGCCAAIGG AGAAAATGAA TGGACAAAfiC TCAGGAATCC CTACGCTATG TAGAATGTTC 
TTGGTGTTAT CAGGGTTAAG CCCTGTAATT ATQTAACCTA TTTATOGCAA CATG AATTTT 
TATGATTTCT TGTGATGTAT TCTTTTAT6A AATTAACAAG AACTCATTAT TTTOAGGTAQ 
AGGAAAATC3V ATGCTTTATC TGATATGCTG AGAAATTATT AGATTGCCAA TACTCATGTG 
CGTTTCATGT OTTTTATAAG GTTTGTTCXrr TTGAAGAATT GTAGTTCTTA GTCCCACAGG 
GAAATGIGTA TCTATTTATA TATCATAQTA TAAATCTATG ATATATTTAT ATCATAT ATA 
AAAGTCTGAG TTCTCTTTCT TAGTCCCTAA TCATGTTTCT OCCATAGGCT GT GTTTAC AT 
GQAGCTATC3G GTTTAGCCTT TTAAGCTTCA TTAOCTTGTC TATTATTGAA ATAGTTTCCA 
AOAAATTTTA GATATTATCA TAACATCTGG GXCTACTCAA ACACTTATT6 TTTGAAAGAC 
TTATGTCTTG GACCTATCAA AAACTGACTT TATTTATTGC TTAGTGAAAA TACTAGTCGGG 
ATGAACAAT6 ATTTTCTTGA ATGGGCAXGA ATGGAGATGC GCGCACA8TA ATGIAQAAAT 
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OTTTCATACA GCTATTAAAA TOTAACTOAC CTCCTTAGAG GCAGATTACT AACTGWCCT 4440 

ACTTTGTATA GCTAAGTGAC AGTCACTTAA CTTACATQAC ' m - CXTrriT CACATTGG6T 4S00 

CTCIOCrrCCT GTGTCTTCAC CTCATTTATA 6CA0QTCTCC TTGATTTTTS GTAGTATCAA 4560 

CTTCCCAGTG ATCTGTTCAO TTAAOTTCTT CTCOCGTTAA CGAGGAAGTG CTf A llCJrcr 4620 

CATCACAOTO GSAAOAATAO CCXATTGTCT TTCATTTTQC CT6AGTGTAT TTTACTATTT 4600 

GGGCTCTGAA ATAAAAATTA TQAAATATGG TGAGGTCACA TGTTGGTGCT GOCTTGCTGC 4740 

ATAAAATTCT AGGAGGGCAO QTTAGOAOAC AGTTATGTAT GGCCTTTCGG QAAAATTCAA 4800 

AGGGTGGGAT TACAAOGGTG TTCCTCAGGC AT6CCCCTAT GGGCCCTAT6 TGGAAGCAAO 4860 

AAOAATTGAC TQATTTACftO GACTTCTCTT TAT6TCAATC TTAAOAGQAT GGATGAATCT 4920 

GGACATTTGT TOCAOCOQAC CTCTGACTGA TG6TTTGGAA AATAACTTTA ATTAGGATCA 4980 

TATGACCATT GAAAAAGGAA AAATGTAGAC TCTGACTTCC QTCCCACT6A AGGATTAATO 5040 

AAAACCTTTA CTAGCATTTA GAGCTTTTCA GAACATCCCC ACTGTCATGT OTCTCAaCAa 5100 

TGOAGACrOC AAOTAAGGCT TTTAATTTTA GGAGGTTTTT IT TTTT' rm TTTTTTCCCC 5160 

TAAAT66TAT GGCCAAAAOT CAGAGTrAAA ATATATATAO TTAGATTCCA ACTTCCTCCT 5220 

TCACTCTAAA AATAGAATCC AAACCCACTC TTCATATATG CTTOCAGAAT GaGGCTTAAO 5280 

TACCAATCTC TGCTTT6CAA TGGGCACAAT CTTGGTCATG TCCTQAGOCT CTCTAAGAAA 5340 

AGAGAGGATC TAGGATGGGA GAGCTAQAAA GTTGCXAACT GGGAAGAACA AGGCCCTGAO 5400 

GGGTTXSGTCT ACCAATCTGG GAA0A7TTQA AAACAAACTT CTCQCAACTO AAGGAAGGCT 5460 

QAAGGCTGCT GCAAOTCATT GAOTGACTTT A6GATGAGCA AAACATTGGQ CCACTTCCTA 5520 

ATQCOCTATG TGTATAGTAC CAGAAGCAAG GTCTCAGACT TAAGAGACXX AGCTCT6TTC 5580 

CAAGGTGAGT CTQAACCAAT AGAAAOCAAA CATGTGCAGA TATCCAAACA AGACTGCTCA 5640 

TGCAAGTOGG GGCTGGCTAC CCGTCTTAGG CAGCAACAOC AGAOCTCCAQ GGAGCTTATT 5700 

CAATATTTAC TQAGACTTCG AAGACCCAGC AGATGTTTAA TGAAGTCACT ATTTTG6CTC 5760 

AAAGOCTCCA CTTCTCCOCC TCCCCTOUUl AAGCX3ACA0 6TAAAGACAT AAAT6AAAGA 5820 

AAOXACAGA AGGGGATGGG AAATAAAGAA AATTCTCTCA AGACTTCTCC AGGCCCATGT 5860 

CACTGGTCAG 06TGGTTTTT ATGTGTATTA GGATTGGGGG ATGTGAAGAA ATAAOTATCC 5940 

AGTACTTTAT AACCAAAGCA ATTAAATGAT ATT6GGGTAG GaAATGTTGQ CCAGTTTTGT 6000 

TTA0TTTT6C CATCACATT6 TCACCCAGAC CTGACXn^AGC GCCAAOTAAT OQGGCGCCXX: 6060 

GAAGAGGGAO ACAGAGATGT GGCAGAGTTG AOCCAGTGIO GGGATQATAA GTACTGACGA 6120 

iU AAGAGTCATC QACCTCAGTT AOTGGTTGGA TCTAGTCACA TTAGTTT6CC TCTCCCCATC 6180 

TTTGTCTCCC TGGCAAGGAG AATAT60666 ACATGATGCT AAGAGCCCTG GGTAAATQTG 6240 

GTGAGAATGC ACX3CGTGCAT ATGCTACACA TATOTOCTTC TCAGTTGCAG AAAATQAACT 6300 

GCTTTGGGAG ATTATCA6TA GAAA6AGTGT TATCATATTG GTGCTGAGTG CTAT0T6T6C 6360 

^ TTATACAATT TGTTCTTGTA TTTTAATAAA CTrTGAATAA AA6AATAAAA AAAAAAAAAA 6420 

35 AAAAAAAAA 6429 
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Seq ID NO I C192 DNA Sequence 
Nucleic Acid Accession ffi NM_006549.2 
Coding sequence: 824.. 2590 ~ 

1 11 21 31 41 51 

I I I I ) { 

GAGCCTGGGG AGGTOGAGOG TGCAGOGAGC CGTGATCGTG CTACTGCACT CCAQCCTOGO 60 

CAACACAGAG AGACCCTGTC TCAAAACAAA CAAACAAACA AACAAACAAA CAAAACAAAG 120 

AAAAAAAAAT GGGAOTGGGC aXSCaSCGGT GACTCACACC TGTAATCCCA GCACTTTOGG 180 

AGGCX3VAGGC GGGTGGATCA OGAGGTCAOG AATTCAAGAT TAGCCT60AC AACATGGTGA 240 

AACCCCATCT CTACX5AAAAA TACAAAAATT AGCCAAGTAT GGTGGCOGOC OCCTGTAATC 300 

CGAGCTACTC GGGAGACTGA GGCAGAGAAC TGCTTGAACC TGGGAGGCAG AGGTTGCAGT 360 

6ATC0GAGAT CX3CX3TCACTO CACTCCAGCX3 TGGGOSACAG AGCGAGACTC CGTTTCAGAA 420 

AAOAAAAAAA AAAAAAAAAA AAAAAGGGAG TC6GGGTGGA GCTCTCATTG GCTOGTTGCA 480 

TGTGAGTGTC CCTACGGCCT AGAAATACCA GAGAA6CACA TG6GAA0GGG CTGGAAATCC 540 

ACCCAQTTAA CTAGAGGGCT TTGAACCTTT TATTAACTTG GAGGTTGACT CTCCTGTCAA 600 

CTG6ATTCCC TTTTGGCTGT TTGGCAGGOT CAOTQAGACA TOCCCTQGGT OSCTGGACCC 660 

OGTAGGACGG TTCAGGGAGC CCTCCAGGTC TT06TTTCTC CTCTTCCCOQ CACAGTGCTG '720 

TTATCCA6CT GGGGGATCCA AOSCACACTT AAGGCTCCAO C3UUVGTGGCT C0GCT6CC6G 780 

ATGGQAGTGC CCCAGTGTOC TGQATGAA6C TGG08CATQC AGCAT6TCAT CATGTGTCTC 840 

TAGCCAGCXX: AGCAGCAACC GGGOXOCCC OCAGQATQAO CTGGGGOOCA GQGGCAGCAG 900 

CAOCAGCGAA AGCCAGAAGC CCTGTGAGGC CCI G OGGGGC CTCTCATCJCT TGAGCATCCA 960 

CCTGGGCATG GAGTCCTTCA TTQTGQTCAC OGAGTGTQAG COGGGCTGTG CTGTGGACCT 1020 

CGGCTTGGOG CGGGACOSGC CCCTOGAOGC OGATGGCCAA QAGGTCCCCC TTGACTCCTC 1080 

OGOGTCCCAQ GCTCGGCCCC ACCTCT0C3GG TOGCAAGCTG TCTCTQCAAG AGCGGTCCCA 1140 

GGGTGGGCTO GCAGCXX3OTG GCAGOCTGGA CATGAACGOA CGCTGCATCT GCCCGTCCCT 1200 

60CCTACTCA CCXXJTCAGCT CCCGGCAGTC CTOQCCTCOG CTGCCC06GC GGCOGACAGT 1260 

GGAGTCTCAC CACGTCTCCA TCAOQGGTAT GCAGGACTGT 6TGCA6CTGA ATCAGTATAC 1320 

CCIGAAGGAT 6AAATTGGAA AGGOCTCCTA TGGTGTOGTC AAGTT6GCCT ACAAT6AAAA 1380 

TGAC AATACC TACTATQCAA TGAAGGTGCT GTCCAAAAAG AAGCTGATCC GGCAGGCCGG 1440 

CTTTCCAOGT CaSCCCTCCAC CCCGAGGCaC COGGCCAOCT CCTGGAGGCT GCATCCAGCC 1500 

CAGGGQCCCC ATTGAGCAGG TGTACCAOGA AATTGCXATC CTCAAGAAGC TGGACCACCC 1560 

CAATGTGGTG AAGCTGGTQQ A6GTCCTGGA TQACCCCAAT GAGGACCATC TGTACATGGT 1620 

GTTOGAACTG GTCAACCAAO QQCCOGTGAT GGAAGTGCCX: ACCCTCAAAC CACTCTCTGA 1680 

AGAOCAGGCC GOTTTCTACT TCCAGGATCT GATCAAAGGC ATOGAOTACT TACACTAOCA 1740 

QAAGATCATC CACOGTGACA TCAAACCTTC CAACCTCCTG GTGQGAGAAG ATGGGCACAT 1600 

CAAGATOGCT QACrTTGGTG TGAGCAATGA ATTCAAGGGC AGTGA0G06C TCCTCTGCAA 1860 

CACXX3TGGGC ACGCCXX3CCT TCATGGCACC CGAGTOQCTC TCTQAQACCC GCAAGATCTT 1920 

CTCTGGGAAG QCCTTGGATQ TTTGGQCCAT GGGTGTGACA CTATACTGCT TTGTCTTTGG 1980 

CCAGTGCCCA TTCATGGACG AGCGGATCAT GTGTTTACAC AGTAAGATCA AGAGTCAGGC 2040 

OCTGGAAfTT CCAGACCAOC CCGACATAGC TGAGGACTTG AAGGACCrXSA TCACCOGTAT 2100 

GCTGGACAAG AACCCOSAGT OGAGGATCGT GGTGCCGGAA ATCAAOCTOC ACCCCTGGGT 2160 

CAaSAGGCAT GGGGCGGAOC CXHTGCCGTC GGAGGATGAO AACTGCAOGC TGGTOGAAGT 2220 

GACTGAAOAO GAGGTCQAGA ACTCAQTCAA ACACATTCCC AGCTTGGCAA COGTGATCCT 2280 

GGTGAAGACC AT6ATA0GTA AACGCTCCTT TGGGAACCCA TTaJAGGQCA GCCGGCGGQA 2340 

6GAAC3QCTCA CTGTCAGCGC CTGQAAACTT GCTCACXAAA AAACCAACCA GOaAATGTGA 2400 

OTCCCTQTCT GAGCTCAAGG AA6GAAGQCA GOGAAOACAA GCTGCAGGGC ACCGACCOOC 2460 

CG0C06TG66 QGAGGAG6AA GTOCTCTTCT OAQAGGCAOT OCCTQOOTGO AAAGTTGCTG 2520 
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GGCCCCCGCC CCCX5GCTCCC CCGCACGCAT GCATCCACTG CGGCC0GA6G AfiGCaTGQA 2580 

GCCCGAGTAG CTGCCTGQAT OGCTCGACCT GGCATGCGCG CCGCGTCGCC TCXOGGGGGC 2640 

TCCTOCACCO CGTTTCCATA GCAGCATGTC CTACGGAAAC CCAGCACGTG TOTAGAGCCT 2700 

CGATCGTCAT CTCTGGTTAT 'iTGr m TTT C C rT i'GTTGTT TTAAAGGGGA CAAAAAAAAA 2760 

AAAAAAAGGA CTTCACTCCA TGAOGTOSAC CGTGGCCGCT GGCTGGCTGG ACAGGC GGQT 2820 

GTQAGGAGTT GCAGACCCAA ACCCACGTGC ATmCGGAA ATTGCTTTTT AAAAQATTTT 2880 

TATGCCAAAA ATCCTTCATT GTGATTTTCA GAACCACGTC A6ATATACCA AGTGACTGTe 2940 

TGT6GGGTTT 6ACAACTGTG GAAAGGCGAG CAGAAAACTC CGGGGGTCTG AGGCCATGGA 3000 

GGTCGTTCCT GCATTTCAGA GGGAOTAGGG GGCTAGATGT GGCTCCTAGT GCAAACXX3GA 3060 

AACCATGGCA OCTTCCAGAQ CCOTOGTCTC AAGGA6TCAG AGCRGGGCTQ GCCC TCAGTA 3120 

GCTGCA6GGA GCTTTGATGC AACTTATTTG TAAGAAGGAT TTTTAAATTT TTTATGGGTA 3180 

GAATTGTAGT CAGGAAAACA GAAAGGGCTT GAAATTTAAT AAGTGCT6CP G6AAGGGGAT 3240 

TTTCCAAGCC TO3AA0GGTA TTCA6C31GCT GTGGTGGGGA AACATTTCTC CTGAAAQACT 3300 

GAAaSTGTTT CTTCATGACA OCTGCTCAAA GCAGGTTTCT GAGATAGCTG ACOSAGCTCT 3360 

GGTAAATCTC TTTGTCAAAT TAC6AAAACT TCAGGGTQAA ATCCTATGCT TTCAT6TACA 3420 

TTACATGGCT TAAGATTAAA CAAAAACATT TTTCAAGTCT CTAACTAGAO TOAACTCTAG 3480 

AGCACAGTAO TTCAOAAACT ATTTAGAGCT TCCAGGATAT ATTTCACftGC TTCAGGCATG 3540 

TGATCAGTTA QAGCCGATGA AACCTATGCC OGCCTGTATA TATATTAGCA GCTTAGCTAG 3600 

TTCATAACCT OTATATTCTA AAOACTOCTA AGGTTTTGTT TTCATTTTAA A TCCTA GCTG 3660 

ATTGTTGT60 TCAATQAAAT ACCCAGTTTC TGAAGGGCCA GGTGGGAAAT 6CTTTCACTG 3720 

GACCAACACA CAAATGATCA TCCTGAGGAT CTGAGCTTCC CTAGACTCCa CACAATAAOC 3780 

TTGGGGCACC CTTTTAGAGA AGACTGTTGA AACCCACAGC ACTCGTTGGO GTATGAGGAA 3840 

ACCAGGGCTT GGCACAGGAA OTTCCCCTTT GTAGCTAAAA GTCCAGAAAG AAAGGGTTCA 3900 

TCTTTTTGAC TTCC3UICTGA TATTG6GAAG TTTGGTTGA6 GTTCAAGTGT GACTCCTTCC 3960 

AGAGCCACAG GTAGGGGAGT GTGAAGTTGA GGGGGAGGAA AGCTGGAAGG ACTCTGCCTT 4020 

QGGAGATTCC CAGCTCTGCT TTCCAGCQCT TGGTGGAATC TGGGCTOGGG AAA6AGGGCA 4080 

GGGGGAAACT CTGCTTCCCC ATTOTTTCCA TCTGATCAGC TGTGGTGTGA GGACTTCTCA 4140 

GACaUUlGGCai AGGCCTGOTO CCCCTGCCCA GCCCATTCAT GGAGCCCTGG GCCTTCTTGG 4200 

CTTCXATA6A TCCTAAGCTC TTOACTGTAa TTTAGCCAOA CTTGTTTTGC TATCTTATAA 4260 

GCAGTTCAGA ATTAQGGAAT GCTGGTTTTO AAGAGCAAAG GACAGGTAGT CTAGAG AGG G 4320 

TC6TCTGGCC TGCTTGCTGG 6TCTTTGTAA CCCA6CACTT CCTCTTOCXX: TC CTGQ CTTT 4380 
ATGTTTATGG 6AGAGGACTC AATAGCTCCA CCCCTTCTGG CACCAQATGO GGCTTGGTTA 4440 
GTTTGCAATA AGCACCTTOC AGAGGTTAAA GCCAGC3GGGT CXZCTAGTCTT AGGCCCAGCC 4500 
TOCTTOTGTO 6QCTCTCGCC TGGCCTGGTG GCTGGCCCAQ GGGGCAGCaG TGCTTAGAGC 4560 
TTCTGCAGGG CTTCTCTTGT TTACACAGCT GCATCAGACA AT6CCATTTC TCCCCACCAC 4620 
GGAACCTTCC ATCTAAGATT TCTTCCAGGG AATGCCASCA ATCAGGCA6C ACCCRGCTGT 4680 
GGGGGCAOTO GGGTQGGGGA GACCCACATT GAT6ACTTTT TTTTTTTCTT TTAATGAAGA 4740 
AACACCAAAG AAAGCTGTGG AAAOQACCTO CCCCACATGA AAAG GATAAQ CXaAGATGGC 4800 
TGTAAACACA GAGCATTT6A GCTOCCACTC TTGGAGCACA TTGATTTTTC AAAAGCCAGC 4860 
TCTGTCAGGA AAGGAGGTGC TGTTATGACA GCTCTTCCAG TGGGCAAAGA GGACGCCCAT 4920 
AATTTCTTCC ATTQCTAGCT CATCTGTGGG ACCAATTTQG TGTAAGCAAC CTGTGGCCTG 4980 
CS^CTTGTGGC CTC6AAGGAA GCACAAACCC TCCATCCACT TCCCATTTCC TCTGCCCTTT 5040 
TCCACCTOCC CCTTCCATCC CACCAGCICC CAQTGGCTCC CftGAAA GCCT TATTGAGCCC 5100 
CTTGTTQACA CTTGGG6CT0 COQAaaCCTT TCCCTACTGG TCTGGCCTTT CCTGAGAGGC 5160 
A06TCTTCCG TCCTCAGAGC CTTTCTGGAA CAAGGAGAAT GCCTGTGCAG GTGGACACAC 5220 
AGGCCTGGCC TGTCGCTCTC ACTTGTCTTC CAGCGGGGAG CTTCAOGTTO CCXSAOTGOAA 5280 
GAACCATGAC CTCCACTTGC TTCCAAGGTG CTAGGQAAGT TTCAGGGTAC GCTGGTTCCC 5340 
CTCTCCftOCX GQAG6CCGAG TTTCTOGGGA CTGCAGATTT TTCTACTCrG TGATCGATTC 5400 
AATGCCCGAT GCTTCTGTTT CATTCC06AC CCTTTCTACT ATGCATTTTC CTTTTATCAO 5460 
GTGTATAAAG TTAAATACTG TGTATTTATC ACTAAAAA3T ACATG AACTT AAGAGACAAC 5520 
TAAGCCTTTC GT3TTTTTCC ACAGGTGTTT AAGCTTCTCT 6TACA8TTGA AATAAACA6A 5580 
CAQCAAAATG GTAAAAAAAA AAAAAAAAAA A 5611 

Seq ID KOi C193 DNA Sequenc« 
Zluclelc Acid Accession ft< NM_018646 
Coding sequence; 217.. 23 94 

1 11 21 31 41 51 

I 1 I 1 I I 

GCTCTGCCAA GTGTAACAAA CTCACAGCCC TCTCCAAACT GGCTG^CT GCTGGGAGAC 60 

TCCCAAGOAA CTOGTCAGGA AGGCAGQAGA CAGGAGAOGG GftOCTCTACA G6GAGAOGGT 120 

GGGCCGGCCC TTGQGGGGGC TGATGTGGCX: CCAAGGCT6A GTOCXXSTCAG GGTCTGGCCT 180 

OQGCCrCaWSa OOCOCAAGGA GCOGGCCCTA CACCCCATGG GTTTGTCACT GCXCAAGGAG 240 

AAAGG6CTAA TTCTCTGCCT ATGGAGCAAG TTCTGCaGAT GGTTCCAGAG AC3GGGAGTCC 300 

TGGGCCCAGA QCCOAOATGA GCAGAACCTG CTGCAGCAGA AGAG GATC TG GGAGTCTCCT 360 

CTCCTTCTAG CTGCCAAAGA TAATGATGTC CAGGCCCTQA ACAAOTTQCT GftAOTATGAG 420 

GATTGCAAGG TGCACCAGAG AGGAGCCATG GGGGAAACAG 06CTACACAT AGCAGCCCTC 480 

TATGACAACC TQGAOGGOQC CATGGTGCTO ATGGAGGCTG CCCOGGAGCT GGTCTTTGAG 540 

CCCATGACAT CTSAGCTCTA TGAGGGTCAG ACTGCACTGC ACATCGCT6T TGTQAACCAG 600 

AACAT6AAGC TGGT6C6AGC CCTGCTTGCC CGCAGGGCCA 6TGTCXCTGC CA GAGCCAC A 660 

GGCACroCCT TCCGCCXSTAG TCCCTGCAAC CTCATCEACT TTGGGGASCA C3CCTTTGT0C 720 

TTTGCTGCCT GTGTGAACAG TGAGGAGATC GTGCGGCTGC TCATTGAGCA TGGAGCTGAC 780 

ATCCGGGCCC AGGACTGCCT GGGAAACACA GTGTTACACA TCCXCATCCT CCAGCCCAAC 840 

AAAACCTTTQ CCTGCCAGAT GTACAACCTG TTGCTGTCCT AOGACAQACA TGGGGACCAC 900 

CTGCAQCCCC TGGACX:TCX3T GCCCAATCAC CAGGGTCTCA CCCCTTTCAA eCTGGCTGGA 960 

GTGGAGGGTA ACACTGTGAT GTTTCAGCAC CTGATGCAGA AGCGOAAQCA CAOCCAGIGO 1020 

AC6TATGGAC CACTGACCTC GACTCTCTAT GACCTCACAG AGATOQACTC CTCAOGGQAT 1080 
GABCAGTGGC TGCTGGAACT TATCATCAOC ACCAAGAAGC GGGAGGCTOG CCAGATCCTG 1140 
GACCAGA06C OGOTGAAGQA GCTGGTGAGC CTCAAGTQGA AGOGGTACGG GCGGCCGTAC 1200 
TTCTGCATGC TGGGTGCCAT ATATCTGCTG TACATCATCT GCTTCAaa,T GTGCTGCATC 1260 
TACCGCCCCC TCRAGCCCAG QACCAATAAC COCACOAGCC CCSOQOGACAA CACCCTCTTA 1320 
CAGCAGAA6C TACTTCAOGA AGCCTAO^TG ACCCCTAAG6 ACGKTATC06 GCTGGTCGGG 1380 
GAGCTGGTGA CTOTCArPGG GGCTATCATC ATCCT6CTGG TAGAGGTTCX: A6ACAT CTTC 1440 
AGAATGGGGG TCACTOGCTT CTTTGGACAG ACCATCCTTG GGGGOCXaTT CCATGTCCTC 1500 
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ATCKTCACCT ATO O CTT CA T ( a j W Cf O OTq ACCKTGGTGA 
GGOQAGGTOG TACCCATGTC CTTTGCACTC GTGCTGGQCT 
GCCCGAGQAT TCCAGATGCT AGGCCCCTTC ACCATCATGA 
QACCTGATGC GATTCTGCTG GCTOATGGCT GTGGTCATCC 
TATATCATCT TGCABACAGA OGACCCGGAO GAGCTAGGCC 
GGCCIGTTCA GCAOCTTOOA GCTQTTCCTT ACCATCATOS 
QTQGACCTGC CCTTGATGTA CAGCATCACC TATGCTOCCT 
CTCATGCTCA ACCTCCTCAT TGCCATGATG GGCQACACTC 
GGGGATGASC TCnOGAGGGC CCAOATTGTO GCCACXimSG 
CCTCGCTQGC TOTG O CCTCG CTCCGGOATC T6CG6A06GO 
TGGTTCCIGC 0GGT6GAAGA CAGGCAAGAT CTCAACOBGC 
CAG6CCTT0C ACACCOGGGG CTCTGAGGAT TTQGACAAA9 
CTGGGCTGTC CCTTCAGCCC CCACCTGTOC CTTOCTATGC 
TCCCX^CAGCA GTGCCAATTG GGAAAGGCTT OSGCAAGCSGA 
GGGATAATCA ACAGGGGTCT GGAQGAOQGQ OABAGCTGGO 
OTTCTCACTT OQCTTCCIQO AACTTGCTCT CATTTTCCXO 
AACCAAACAC CCAOAGaTCT CATCTCCCAO GOCCCAGGGG 
OGCCAAGQAA TGTACOTTGA GAATCACTGC TCCAGGCCIG 
GGCAGAGGAA GCXX3U3CCCA AGCACOGOGC TCGCAGOaaS 
TGCTGATCAC CCTTCCXSACA QQA6CACTGC ATGTCAGAGC 
TGCITQGGOa CIGGGTCTOC ACOCCAOGGT CATAAGTGGG 
ACCCAG6CAG GTOCSIGGGAA GIGCSUSAGCT TGTGGAAAGC 
AAOGQCTCTO GGGQTGGGAA GTGGQGCTAG QTCTTGCCAA 
TTTTOO q ATC GCTOAAAAAA AAAAAAAAAA 



TGGQGCTCAT 
GGTCCAAG8T 
TTCAOAAOAT 
TGGGCTTTGC 
ACTTCTA06A 
ATGGCCCAGC 
TTOCCATCAT 
ACTG606AOT 
TGATGCTGGA 
AGTATGGCCT 
AGOSGAXCCA 
ACTCA0TG6A 
CCTCAGTGTC 
CCCTGAG6AG 
AATATCAGAT 
QGTGCATCAA 
AGAAAGAG6A 
CATTACTCCT 
TGAG6AACTC 
ACTTTAAAAA 
GAGAGAGCCC 
OTGTGAGTGA 
CrCCATCTTC 



CAGTGGCAGC 
CATQTACTTC 

GATTTTTGGC 
TTCACCCTTC 
CTACCCCATG 
CAACTACAAC 
OSCCACACTO 
GGCCCATQAO 
GCX^GAAGCTG 
GGGAGAC06C 
AG6CTA0GCA 
AAAACTAGAG 
TOQAAGTACC 
AGACCTGC6T 
CTGACPGCGT 
ACAAAACAAA 
OTAGCATGAA 
TCAGCTCTGG 
TCCTOTGGCC 
CAGGCCA6CC 
TTCCCAOGGSC 
GOaAOACAGO 
AATAAAGTGG 



1S60 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2680 
2918 



8eq ID NOi CI 94 DMA Seijuence 

Nucleic Add Accession fi: NM_021910.1 

Coding sequence: 260.. 601 

1 11 21 31 

I I I 1 

6TTCTCCACA ACTGCCAGCA ATOCTTCCAC CAGGCAAAAC 
GTGAOGTTTG CTTAGGGCGT GGCAGCTTCG GATAAACGCA 
ATTTCTCCCO OAACCTCTGC TCAGCCTGGT GAACCACACA 
CCCACTCCAC GGTGCAGCTG CGGCTTATCT CTCA6CCCAG 
CCCGGGCCA6 GGCTCTGACA TGCAGAAGGT OACCCTGGGC 
CTTTCrTGrC CTGGACGCCA ATGACCTAGA AGATAAAAAC 
GCACAGCCTC CAGGTTGGCG GGCTCATCTQ CGCTGGGGTT 
CATCGTCATG AGTGAOTGGA GGAGCTCGGG GGAGCAGGCQ 
TCCCCTGACC ACTCAGCTCT CCCCAACAOG TOCAAAATGC 
GTCCGGTCAC CATCCAGGGO AOACTCCAOC TCTCATCAOC 
ATGAGGACA6 ACCAGCTGAA ATTGGGTGQA G6AC0GTTCT 
TGCACAGAAA CTTGAACTCC AGGATGGAAT TCTTCCTCCT 
GGCAGGGCCT CATCTCACCT CTCGCAAGAO OOTCTCTrTG 
AATQATTGTG CCTCTGCCCA AGCAGCCIGG AGACTTCCTA 
TTGGGGCACC ATGA6AAG6T TGQCGTCCCC TGGAGGCTGA 
CTGCTTGTTG GGAAAAGOCC ACAGGCCTGT TCCCTTGTG G 
CGCCCrCTGC CTCCTCAGCC ATOGGACCTC ATATGCAATT 
AAGGAATGAA AGA6AGCTCT AACCAGATGG AACACTGGAA 
CATTCCAGGA AAACTGGGAC ATAGGATOGT CCOGCTATGA 
ATAATAGTAA GCCCCTGTGA CCCTCTCACT TACCCOGAGA 
TTTCCAAATA CCCAAATATC CCTGCAAGCC OGTTAAATAA 
AACATACAAT GACCACATAG TOTGAGAACT TCCAACAAGC 
CCCAATACCT AATAAGGCAT G06AAATGTT CTCATQAACT 
CTGAAAACAC CCAAAAATAT CTCCTCCAAT GTCCTGAGAC 
ACAATAAACT 0GTGACTT6T COCCTC 

8eq ID NOt C195 DNA Sequence 

Kucleic Acid Accession #: NM_00S971.2 

Coding sequence! 176.. 439 



41 
I 

ACATCATCTA 
GGACTCCGCC 
GGCCCX3AGTT 
OQAGATGGCA 
CTGCTTOTGT 
AOTOCTTTCT 
CTGTGOGCCA 
GGCCGGGGCT 
AAATGCAAGT 
COGGGCTCAG 
CTGTCOCCAG 
CTGCIGGGAC 
TTCAATTTTT 
TGT6TGCATT 
CACAGAGGCT 
CTTQGGACAT 
TGGGATTTAC 
CATTCCAGTG 
TGGAAGTGTT 
CCICACTTTA 
TTCCCTAT6C 
CTCAAAGTCC 
ACCCCACAAC 
ATCAAOCCAA 



51 
I 

AOGAAAAGAA 
TOGCAGCCOG 
TCACCCAGTC 
GCCTTCCTGT 
TCCTGGCAfiO 
ACTATGACTO 
TGGGCATCAT 
GGGGCTCOCC 
TTGGCCAGAA 
CCCAAAOCTO 
GTOCTOTCrC 
TCCTTTGCAT 
TTTAATCTAA 
GGOGTOGGGC 
GGCACIGAaC 
GGCACAGOCC 
TAGTAGCCAA 
GACCCTGGAC 
CAGAGAGTTT 
TTACAAGATC 
TACCCTTAAT 
CTTGAGACTC 
A06CCTAAAA 
AAAGAGAGCC 



GTTCTCCACA 
GTGAOGTTTG 
ATTTCrCCOO 
GAAGGTGACC 
CCTAGAAGAT 
CATCTGCGCT 
ATGCAAGTTT 
AGGCTCAGCC 
OTOOCCAGGT 
GCTGGQACTC 
CAATTTTTTT 
TGTGCATTGG 
CAGAGGCTGG 
TGGGACATGG 
GGATTTACTA 
TTCCAGTQGA 
GAAGTGTTCA 
TCACTTTATT 
CCCTAT6CTA 
CAAAGTCOCT 
COCACAACAC 



11 

I 

ACTGCCAGCA 
CTTAGGGCGT 
GAACCTCTGC 

AAAAACAGTC 
GGGGTTCTGT 
GGCCAGAAGT 
CAAAGCTGAT 
CCTQTCTCTO 
CTTTGCATGG 
TAATCTAAAA 



CACTGAGCCT 
CACA06CCCG 
GTAGCCAAAA 
CCCTGGACCA 
GACAGTTTAT 
ACAAGATCTT 
COCTTAATAA 
TQAGACTCOC 
GCCTAAAACT 




GGAATGAAAG 
TTCCAGGAAA 
AATAGTAAGC 
TGCAAATACC 
CATACAATGA 
CAATACCTAA 
CAAAACACCC 



31 

I 

CAGGCAAAAC 
GATAAACGCA 
GAACCA CACA 
GGCAGGCTTT 
TGACTGGCAC 
CATCATCATC 
TCCAGGGGAG 
CAOCTGAAAT 
TQAACTCCA6 
TCTCACCTCT 
TCTGCCCAAG 
GAGAAGGTTG 
AAAAGCOCAC 
CCTCAGCCAT 
AGAGCTCTAA 
ACTOQQACAT 
CCCTGT6ACC 
CAAATATGOC 
GGACATAGTO 
TAA06CATGC 
AAAAATATCT 



41 

1 

ACATCATCTA 
GGACTCCGCC 
GGCCA6C6CT 
OCTGTCCTGG 
AGOCrCCAGG 
GTCATGAGTG 
ACTGCACCTC 
TGOOrGGAGQ 
GATGGAATTC 
GGCAAGAGGG 
CAGCCTGGAG 
GC6TGCCCTQ 
AGOCCTGTTC 
GGGACCTCAT 
CCAGATGGAA 
AGGATCGTCC 
CTCTCACTTA 
TOCAftG ^CC G 
TQAGAACTTC 
QAAATGTTCT 
CCTOCAATOT 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1060 

1140 

1200 

1260 

1320 

1360 

1440 

1466 



51 

I 

AGGAAAAGAA 
TGGCAGCCCG 
CTGACATOCA 
A06CCAATQA 
TTGGOGGGCT 
CAAAATGCAA 
TCATCACCCC 
ACC3TTCTCT 
TTOCTCCTCT 
•IViX-TriCTT 
ACTTCCTATO 
GAGGCTGACA 
CCTT6TG6CT 
ATQCAATTTG 
CACTGGAACA 
OGCTATQATG 
CCCCGAGACC 
TTAAATAATT 
CAACAAGCCT 
CATGAACTAC 
OCTQAOACAT 



60 

120 

180 

240 

300 

360 

420 

480 

S40 

600 

660 

720 

780 

840 

900 

960 

1020 

loeo 

1140 
1200 
1260 
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OAACCCAAAA AGAGACCCAC AATAAACTCG TGACTTCTCC CCTC 1304 

Geq ID NO: C19fi DNA Sequence 

Nucleic Acid Accession #: NM_00496l.a 

Coding sequence t 55.. 1575 

1 11 21 31 41 51 

I i I i I 1 

GCCAOAiGCQT GAGCCGCGAC CTCCGCGCAG GTGGTCGCX3C CGGTCTCCJGC GGAAATGTTG 60 

TCCAAAGTTC TTCX3U3TCCT CCTAGGCATC TTATTGATCC TC3CACTCGAG GGTCGAGGQA 120 

CCTCAGACTG AATCAAAGAA TGAAGOCTCT TCCCGTOATO TTGTCTATGO CCCCCW3CCC 180 

CAGCCTCTGG AAAATCAGCT CCTCTCTGAQ GAAACAAAGT CAACTGA6AC TGAGACTGGG 240 

A6CAGAGTTG GCAAACTGCC AGAAGCCTCT CGCATCCTGA ACACTATCCT GAGTAATTAT 300 

6ACX3VCAAAC TCCGCCCTGG CATTGGAGAG AAGCCCACTG TGGTCACTGT TGAGATCGCC 360 

GTCAACAGCC TTGGTCCTCT CTCTATCCTA GACATGGAAT A CACC ATTOA CATCATCTTC 420 

TCCCAGACCT GGTACQACGA AOQCCTCTQT TACAAOSACA CCTTTG AGTC TCTTGTTCTG 480 

AATGGCAATG TGGTGAGCCA GCTATGGATC CCGQACACCT TTTTTAGGAA TTCTAAGAGQ 540 

ACCCACGAGC ATCAGATCAC CATGCCCAAC CAGATGGTCC 6CATCTACAA GGATGGCAAG 600 

GTGTTGTACA CAATTAGQAT GACCATTGAT GCCGGATGCT CACTCCACAT GCTCAGATTT 660 

CCAATGGATT CTCACTCTTQ CCCTCTATCT TTCTCTAGCT TTTCCTATCC TGAGAAT6AG 720 

ATGATCTACA AGTGGGAAAA TTTCAAGCTT GAAATCRATO AGAAGAACTC CIGG AAOCTC 780 

TTCCAGTTTG ATTTTACAGG AGTGA6CAAC AAAACTQAAA T AATC ACAAC CCCA^ Y^ T 840 

GACTTCATGG TCATGACGAT TTTCTTCAAT GTGAGCAGGC GGTTTGGCTA TGTTGCCTTT 900 

CAAAACTATG TCCCTTCTTC CX3TGACCACG ATGCTCTCCT GGGTTTCCTT TTG6ATCAAQ 960 

ACAfiAGTCTG CTCCAGCCCG GACCTCTCTA GGGATCACCT CTGTTCXGAC CATOACCACQ 1020 

TTGGGCAC:x:T TTTCTCGTAA QAATTTCXX3S OOTOTCTCCT ATA TCACAG C CTTGGATTTC 1080 

TATATCGCCA TCTGCTTCGT CTTCTGCTTC TGCGCTCTGT TGGAGTTTGC TGTGCTCAAC 1140 

rrCCTGATCT ACAACCAGAC AAAAGCCCAT GCTTCTCCTA AACTCC3QCCA TCCTCGTATC 1200 

AATAGCCGTG OXATQCXXO TACCCGTGCA COTTCCCGAG CCTGTGCCCX3 CCAACATCAG 1260 
GAAQCTTTTC TGTGCCAGAT TGTCACCACT GAGGGAAGTG ATGGAGAGGA GCX3CCCGTCT 1320 
TGCTCAGCCC AGCAGCXXXX! TAOCCXaGGT AGCCCXQAOG GTOCCCGCAQ CCTCTGCTCC 1380 
AAGCTGGCCT GCTGTGAGTG GTGCAAGCX3T TTTAAGAAGT ACTTCTCCAT QGTCCCC6AT 1440 
TGTOAGGGCA GTACXTGGCA GCAGGQCOSC CTCTGCaVTCC ATGTCTACXX3 CCTGGATAAC 1500 
TACTCQAGAG TTGTTTTCCC AGTGACTTTC TTCTTCTTCA ATGTGCTCTA CTGGCTTGTT 1560 
TCCCTTAACT TGTAGGTACC AGCTGGTACC CT6TGGGGCA ACCTCTCCAS TTCCCCAGGA 1620 
GGTCCAA6CC CCTTQCCAAQ GGAOTTGOGG OAAAOCRQCA OCAGCAGCAO GAGC3QACTAG 1680 
AGTTTTTCCT GCCCCATTCC CCAAACA6AA GCTTQCAQAG GGTTTGTCTT TGCTGCCCCT 1740 
CTCCCCTACC TGGCCCATTC ACTGAGTCTT CTCAGCAGAC CATT TCAA AT TATTAATAAA 1800 
TGGGCCACCT CCCTCTTCTT CAAGGAGCAT CCGTGATGCT CAGTGTTCAA AACCACAOCC 1860 
ACTTAGTGAT GAGCTCCCTA AAACCATGCC TAAOTACaGG CGGATTAGCT ATCTTCC AAC 1920 
AATGCTGACC ACCAGACAAT TACXGCATTT TTCCAOAAGC CCACTATTOC CTTTGTACSTG 1980 
CTTTCGGOCC AGTTCTGGCC TCAGCCTCAA AQTOCACCGA CTAGTrOCTT GCC TATAC CT 2040 
GGCACCTCAT TAAGAIGCTG GGCAGCaGTA TAACAaOAGG AAGAGATCCC TCTCCTTTGG 2100 
TCAGATTATT ATGTTCTCAG TTCTCTCTCC CTGCTACCCC TTTCTCTGCA GATAGATAGA 2160 
CACTGGCATT ATCCCTTTAG GAAGAGGGGG GGGCAGCSiAG AGAGCCTATT TGGGAC^ CA 2220 
TTCCTCTCTC TCTGCTGCTG TGACATCTOC CTCrCCriGC TGGCTCCATC TTTC3QTCT0C 2280 
ACTACCAATT CAATGCCCTT CATOCAATGG GTATCTATTT TTGTGTGTGA TTATAGTAAC 2340 
TACTCCCTGC TTTATATGCC ACCCTCTTCX: TTCTCTTTGA CCCCTGTGAC TCTTTCTGTA 2400 
ACTTTCCCAG TGACTTCCCC TAGCCCTGAC CCAGGCACTA GGCCTTGGTC ACTTCCTGGG 2460 
GCCAAGAAAC TAAGGAAACT CQGCTTTGCA ACAGGCATTA CTCGCCATTG ATTGGTGCCC 2520 
ACCCAGGGCA CACTGTCGGA GTTCTATCAC TTGCTTGRCC OCTGGACOCA TAAAC CAGTC 2S80 
OVCTGTTATA CCOGGGGCAC TCTAACCATC ACAATCAATC AATCAAATTC CCTTAAATTT 2640 
GTATGGCACT GGAACTTTGG CAAAGCACTT TTGACAAOTT GTGTCTGATT GGAGCTTCAT 2700 
GATAGCCTTG TGACATCTTT AGGGCAGGAT TCTTATCCCC ATTTTGCAGA TGAAAACCCT 2760 
GAGTCACAGA TTTCTGTGGG ACT6TGGATC TCACTGGAAG CTATC CAAGA GCCCACTGT C 2820 
ACCTTCTAQA CCACATQATA GGOCTAGACA GCTGASTTCA CCA TaATT CT t-^i^' CmSaC 2880 
CTCTGCTGGC ACACCAGTGG CAAGGCCCaO AATOGCJGACC TCTCTTTAGC TCAATTTCTQ 2940 
GGCCTCAGGT GCTCAQACTG CCCXXSIAGAT CAAATCTCTC CTGGCTGTAG TAACXTAGTG 3000 
GAATGAATTT GGACATGCCX: CS^TGCTTCT ATATGCTAAG TGAAATCTGT GTCTGTAATT 3060 
TGTTGGGGGG TGGATAGGGT GGGCTCTCCA TCTACTTTTT QTCACCATCA TCTQAAATGQ 3120 
G6AAATATGT AAATAAATAT ATCAGCAAAG CAAAAAGAAA AAAAAAAA 3168 

Seq ID NOt C197 SNA Sequence 

Nucleic Acid Accession #: NM_021984.1 

Coding sequence: 572.. 1753 

1 11 21 31 41 51 

GCCAGAGCGT GAGCCGCGAC CTCCGCGCAG GTGGTOGCGC OGGTCTOCGC GGAAATGTTG 60 

TCCAAAGTTC TTOCAGTCCT CCTAGGCATC TTATTGATCC TCCAQTCGAG AACATGTATA 120 

CAGAGAAGTG CTCAAATCAT AAGTGTACAG CTORZGAGTT GTCAAAAAAT 6ACCACAGCG 180 

GTOTAAAGAA ACCCAAATCA AG(»OCCGAA TGTGAGCAGG ACCTCAGAAG CCOCCTTTGT 240 

CACTGCCTCC CAGCAAAGGC AGCACTATCC GGACTTCTAA CACCATCGGG TOGAGGGACC 300 

TCAGACTGAA TCAAAGAATG AAGCCTCTTC CCGTGATGTT GTCTATGGCC CCCAGCCCCA 360 

GCCTCTGGAA AATCAGCTCC TCTCTGAGGA AACAAAGTCA ACTGAGACTG AGACTGGGAG 420 

CAGAGTTG6C AAACTGCCAO AAOOCTCTCO CATCCTGAAC ACTA TCCTG A GTAATTATGA 480 

CCACAAACIG 0GCGCTG6CA TTGGA6AGAA 6GCCACTGTG GTCACTGTTO AS ATCTC CST 540 

CAACAGCCTT GGTCCTCTCT CTATCCTAGA CATGGAATAC ACCATTGACA TCATCTTCTC 600 

CCAGACCTGG TAOGAOQAAC GCCTCTGTTA CAAOaCACC TTTGAGTCTC TT6TTCTGAA 660 

TGGCAATGTG GTGAGCCAGC TATGGATCCC GGACACCTTT TTTAGGAATT CTAAGAGGAC 720 

CCAOGAGCAT (aOATCAOCA TGCCCAACCA GAT6GTCCGC ATCTACAAGO ATGG CAASOT 780 

GTTGTACACA AITAOGATOA CCATT6ATGC GGGATGCTCA CTCCAaCTSC TCAGATTTCC 840 

AATGGATTCT CACTCTT6CC CtCTATCTTT CTCTAGCTTT TCCTATCCTG AGAAT GAGAT 900 

GATCTACAAO TGGSRAAATT TCAAGCTTGA AATCRATGAO AAGAACTCCT G6AA6CTCTT 960 
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CCAOTTGGAT TTTACAGGAG TGAGCAACAA AACTGAAATA ATCACAACCC CAGTTGQTGA 
CTTCftTGQTC ATGAOGATTT TCTTCAATGT OAGCAGGOGO TTTGQCTATG TTGCCTTTCA 
AAACTATGTC CCnvnt. ' m TGACCSVCOAT GCTCTCCTOO GnTCCTTTT GGATCA AGAC 
AGAGTCTGCT CCAGCCC3GGA CCTCTCTAGO GATOVCCTCT OTTCTGACXA TGACCACGTT 
GGGCACCTTT TCTCGTAAGA ATTTCCOGCG TG TCTCCTAT ATCACAGCCT TGGATTTCTA 
TATOGGCATC TGCTTOQTCT ' rC T GCTi ' C T O OGCTCTCTTG GAGTTTGCTG TQCTCAACTT 
CCTGATCTAC AACCAGACAA AAOCCCATGC TTCTCCTAAA CTCOQCCATC CTCGTATCAA 
TAQCOSTGCC CATGCCOOTA CXXSTGCAOQ TTCCCGAQCC TOTGCCOGCC AACATCAGQA 
AOCTTTTOTO TQCCAOATTG TCACCACTOA CGGAAGTGAT GGAGAGGAOC GCCOOTCTTO 
CTCAOCCCAO CAGCCOCCTA GCCCACGTAO CCCTGAGGGT CCCCGCAGCC T CTGCT CCRA 
GCTG G CCT G C TGTGAGTGGT GCAAGCGTTT TAAGAAGTAC TTCT6CATG0 TCCCCGATTG 
TGAGGGCAOT ACCTG6CAGC AGGCCOQCCT CTOCATCCAT GTCTACOGCC TG GATAACTA 
CTGQAQAGTT q XTTTCCCAG TQACTTTCTT CTTCTTCRAT GTGCTCTACT GGCTTGTTTG 
CCTTAACTTG TAGGTACCAG CTGGTACCCT GTGGGGCAAC CTCTCCAGTT CCCCAGGAGG 
TGCAAGGCCC TTGCCAAGGG AGTTGGGGGA AASCA6CAGC AOCAQCAGGA GOQACTAGAG 
TTTTTCCTQC CCCAITCOCC AAACMSUUX: TTGCAGACGG TTTOTCITTO CTOCCCCTCT 
CCCCTACCTG OOCCATTCAC TQAGTTTTCT CAOCAGACCA TTTCAAATTA TTAATAAATG 
GGCCACCTCC CTCTTCTTCA AG6AGCATOC GTQATGCTCA GTGTTCAAAA CCACAGCCAC 
TTAGTGATCA GCTCCCTAAA ACCATGCCTA AGTACAGGCO QATTAGCTAT CTTCCAACAA 
TGCTGAOCAC CAOACAATTA CTQCATTTTT CGAGAAGCGC ACTATTGCCT TTGCAQTGCT 
TT06GGCCAS TTCIGGCCTC AOCCTCMM TGC3^0C8ACT AOTTGCTTGC CTATACCI60 
CACCTCATTA AGATGCTGGG CAGCAQTATA ACAGGAGGAA GAQATCCCTC TCCTTTOOTC 
AGATTATTAT QTTCTCAGTT CTCTCTCCCT GCTACCCCTT TCTCTGCA6A TAGATAGACA 
CTGGCATTAT CCCTTTAGGA A6AGGGGGG0 GCAGCAAGAQ AGCCTATTTG GGACAGCATT 
CCTCTCTCTC TGCTGCTGTG ACATCTCCCT CTCCT TGCTG GCTCCAT CTT T06TCTGCAC 
TAOCAATTCA AT6CCCTTCA TCCAATGGGT ATCXATTTTT GTGTGTQATT ATAgTAACTA 
CTOCXTOCTT TATATOCCAC CVIfr i trT T CTCTTTQAOC CCTOT QACTC TTTCTGTAAC 
TTTCOCAGTO ACTTCCCCTA GCCCTGACOC AGQCACTAGG CCTTGGTGAC TTCCTGGGQC 
CAAGAAACTA AGGAAACTOQ GCTTTGCAAC AGGCATTACT COCCATTGAT TGGTOCCCAC 
CGAOGGGACA CTGTGGQAGT TCTATCACTT GCTIGACCCC TGGACOCATA AACCAGTCCA 
CTGTTATACC GG6G6CACTC TAAOCaTCAC AATCAATCAA TCAAATTCOC TT AAATT TGT 
ATGGCACTGQ AACTTTG6CA AAGCACTTTT GACAAQTTOT 6TCTGATTG0 AOCTTCATGA 
TAGCCTTGTG AC31TCTTTAG GGCAGGATTC TTATCCCCAT TTTGCAGATO AAAACCCTGA 
GTCACAOATT TCTGTGGGAC TGTGGATCTC ACTGQAAGCT ATCCAAGAGC CCACTGTCAC 
CTTCTAGACC ACATGATAGG GCTAOACAGC TCAGTTCACC ATGATTCTCT TCTOTCACCT 
CTGCTGGCAC AGCAOTGGCA AG6C0CAGAA TSGOOAGCTC TCTTTAGCTC AATTTCXGOO 
CCTGAGGT6C TCAGACTGCC CGCAAOATCA AATCTCTCCT OQCTOI AOTA ACCC AC TGGA 
ATGAATTTOO ACAT0CCCC3V ATGCTTCTAT ATGCTAAGTG AAATCIGIGT CTQTAATTTG 
TTGGGGGGTG GATAGGGTGG GGTCTCCATC TACTTTTTOrr CACCATGATC TOAAATGOaO 
AAATATGTAA ATAAATATAT CAGCAAAGC 

Seq ID NOt C198 XXNA Sequence 
Nucleic Acid AccesBlon »t llM_0219a7.X 
Coding sequence t 572.. 1657 

1 11 21 31 41 51 

I I i I i I 

GCCAGAGOGT QAGCCGOQAC CTCCX«3GCA0 OTGQTOOOGC 030TCTC0GC GGAAATGTTQ 60 

TCCAAAOTTC TTOCAOTCCT CCTAGGCATC TTATTGATCC TCCAGTOQAQ AACATOTATA 120 

CAGAGAAGTG CTCAAATCAT AAGTGTACAO CTGATGAGTT GTCAAAAAAT QACC ACAO OQ 180 

GTGTAAAGAA AGGCAAATCA AG6A000QAA TGTGAGGAOQ ACCTGAOAAO GCOCCTTTGT 240 

CACTSCCTOC CAQCAAAG6C AGGACTATOC G6ACTTCTAA CACCATGGOO TCGAOGGACX: 300 

TCAGACTGAA TCAAAGAATO AAGCCTCTTC COGTGATOTT GTCTATGGCX: CCCAGCCXX3V 360 

GCCTCTGGAA AATCAGCTCC TCTCTGAGGA AACAAAGTCA ACTGAOACTO AQACTGGGAG 420 

GAOAGTTGaC AAACTGCCAG AAGCCTCTCS CATCCTGAAC ACTATCCTGA GTAATTATGA 480 

OCACAAACra GQCXKTGQCA TTGGAGAOAA GGCCACTGT6 GTCACJ g T TO AGATCTCXSGT 540 

CAACAGCCTT GGTCCTCTCT CTATCCTAQA CATQGAATAC ACCATTGACA TCATCTTCTC 600 

CCAGACCTGG AATTCTAAGA GGACCCAOQA GCATGAQATC ACCATGCXXA ACCAGATGGT 660 

CCGCATCTAC AAQQATGOCA AGOTOTTGTA CACAATTAGG ATGACCATTG ATGC50GQATG 720 

CTCACTCCAC ATGCTCAGAT TTCCAATGGA TTCTCACTCT T6CCCTCTAT CTTTCTCTAO 780 

CTTTTCCTAT 0CT6AGAATG AGATQATCTA GAAGTGGGAA AAXTTCAAGC TTQAAATCAA 840 

TGAGAAGAAC TOCTGOAAGC 'JfCYl tXa bTI' TGATTTTACA GGAGTGAGCA ACAAAACTGA 900 

AATAATCACA ACCOCAGTTG GTGACrTCAT GGTCAIXSAOG ATTTTCTTCA ATGTGAGCAG 960 

GCGQTTTGGC TATGTTGCCT TTCAAAACTA TOTOXTTCT TCXX3TQACCA CGATGCTCTC 1020 

CTGG6TTTGC TTTTGQATCA AGACAOAGTC TQCTOCAGGC OQGACCTCTC TA6GGATCAC 1080 

CTCTGTTCTa AGCATGAOCA OG T TOGGCAC C T m' C T OG' r AAOAATTTCC 06GQT0TCTC 1140 

CTATATCACA GCCTTGGATT TCTATATOQC CATCTGCTTC OTCTTCTGCT TCTOOOCTCT 1200 

GTTGGAGTTT OCTGTGCTCA ACTTCCTGAT CTACAACCAG ACAAAAQCCC ATGCTTCTCC 1260 

TAAACTCCGC CATCCTOQTA TCAATAOOOG TQCCCATGCC CGTACXrOSTG CACGTTCCOO 1320 

AGCCTGTQGC OGCCAACATC AOGAAGCm TOTGTGCCAG ATTGTCACCA CTGAGGGAA6 1380 

TQATGGAGAO GAGOGOCOGT CTTGCTCAQC OCAGCAOCGC CCTAGGOCAG OTAOC C!CTQA 1440 

O0GTC0CO6C AGOCTCT G CT CCAAGCTGQC CTGCTOTGAG TQGT6CAAGC OTTTTAAOAA 1500 

GTACTTCTGC ATGOTCCCOG ATTGTGAOGO CACTACCTQG CAGCAGGQCC GCCTCTGCAT 1560 

CCATQTCTAC OGCCTGGATA ACTACTOGAG AGTTGTTTTC CCAGTGACTT TCTTCTTCTT 1620 

CAATGTGCTC TACTGGCTTG TTT6CCTTAA CTTGTAGGTA CCAGCTGGTA CCCTGTGGG6 1680 

CAACCTCTCC AGTTCOCC A G GAGGTCCAAO COCCTTGCCA AGGGAOTTGQ GGGAAA6CA6 1740 

CAGCAOCAGC A06AOCX3ACT AQAGTTTTTC CTGOCCCATT OOCCAAACAO AAGCTTGCAG 1800 

AGGOTTTOTC TTTCCTGCCC CTCTCCCCTA CCTGGCCXyiT TCACTGAOTT TTCTCAGCAG 1860 

ACCATTTCAA ATTATTAATA AATGGGCCAC CTOCCTCTTC TTCAAGGAaC ATCC5GTGATQ 1920 

CTCAGTQTTC AAAACCACAG CCACTTAOTO ATCAGCTCCC TAAAAOCATG CCTAA OTACA 1980 

6G0Q6ATTAG CTATCTTC CA ACAAT6CTGA OCAOCAGACA ATTACTGCAT TTTTCCAOAA 2040 

GCOCAGTATT 6CCTTT6CAG TQCTTT0G6C OCAGTTCTGO CCTCAGCCTC AAAOTGCAOC 2100 

GACTAOTTGC TTGCCTATAC CTG6CACCTC ATTAAGATQC TGG0CA6CAG TATAACAOGA 2160 

GGAAGAOATC CCl'CAtX'riT OGTCAOATTA TTATGTTCTC AOTTCTCTCT CGCTGCTAOC 2220 
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cc rr i vi ' C i G cagatagata gacaciggca 
AGAGA6CX:TA tttgggacag cattcctctc 

GCTGGCTCCA TCTTTCGTCT GCACTACCAA 
TTTTGTGTGT QATTATAGTA ACTACTCCCT 
5 GACCCCTGTG ACTCTTTCTa TAACTTTCCC 
AGGGCrrGGT GACTTCCTGG GGCCAAOAAA 
ACTCGCCATT GATTGGTGCC CACCCAGGGC 
CCCTGGACCC ATAAACCAGT CCACTGTTAT 
CAATCAAATT CCCTTAAATT TGTATGGCAC 

10 TGT6TCTGAT TGGAGCTTCA TGATAGCCTT 
CATTTTGOU; ATGAAAAOCC TCAGTCACAG 
GCTATCCAAG AGCCCACTGT CAOCTTCTAG 
ACCATGATTC TCTTCT6TCA CCTCTGCTGG 
CTCTCTTTAG CTCAATTTCT GGGCCTGAGG 

IS CCTGGCT6TA 6TAACCCAGT GGAAT6AATT 
GTGAAATCTO TGTCTGTAAT TTGTTGGGGG 
TGTCACCATC ATCTGAAATO 6G6AAATATG 



TTATCCCTTT AGGAAGAGGG GGGGGCAGCA 2280 

TCTCTGCTGC TGTGACATCT CCGTCTCCTT 2340 

TTCAATGCCC TTCATCCAAT GGGTATCTAT 2400 

QCTTTATATG CCACCCTCTT CCTTCTCrrr 2460 

AGTGACTTCC CCTAGCCCTQ ACCAGGCACT 2520 

CTAAGGAAAC TCGQCTTTGC AACAGGCATT 2580 

ACACTGTCGQ AGTTCTATCA CTTGCTTGAC 2S40 

ACCCGGGGCA CTCTAACCAT CACAATCAAT 2700 

TGGAACTTTG GCAAAGCACT TTTGACAAGT 2760 

GTGACATCTT TAGGGCAGOA TTCTTATCCC 2B20 

ATTTCTGTGG GACTGTGGAT CTCACTGGAA 2880 

ACCACAT6AT AGGGCTAGAC AGCTCAGTTC 2940 

CACACCAGTG 6CAAGGCCCA GAATGG06AC 3000 

TGCTCAGACT QCCCXX3UU3A TCAAATCTCT 3060 

TOOACATGCC CCAATOCTTC TATATGCTAA 3120 

GTGGATAOGG TGGGGTCTCX: ATCTACTTTT 3180 

TAAATAAATA TATCAGCAAA OC 3232 



Seq ID NO: C199 DNA Sequence 
20 Nucleic Acid Accession #: KM_021990.1 
Coding sequences 1309.. 2490 

1 11 21 31 41 SI 

25 GCCAGA60GT GAGCCX^OGAC CTC06CGCAG GTGGTOQCGC 0GGTCTC06C GQAAATQTTO 60 

TCCAAAGTTC TTCCAGTGCT OCIAOGCATC TTATTGATCC TCXaGTOGAO AACATGTATA 120 

CAGAQAAGTG CTCAAATCAT AAGTGTACAG CTGATGAGTT GTCAAAAAAT GACC ACAG CG 180 

GTGTAAAGAA AGCCAAATCA AGGACCCGAA TGTGAGCAGG ACCTCAGAAG CCXJCCTTTOT 240 

CACTGCCTCC CAGCAAAGGC AGCACTATCC GGACTTCTAA CACCATCGGT GAGTTTCATA 300 

30 OCTTGGCAGA TGGCCTTTAA CATTTTTGTT TAATTCAATT ATTCTTACTA ATCTTCTTCT 360 

TTTTCTTQGC TGTGGTOCAT GGCI6TGGAO CTCAGGGTG6 ACTCCIGTTG GGCAGCCAQT 420 

T0CTG6ATQG CTGTCTGTGG 6TGGAGGACT OCTGCCTTTC CTOTTTAGAC ACCCACAAAG 480 

GCTGCTCTTT AGCCTCCTTC CX:TTCATCCC CTTCCCCTGC CCCCABTGCA ACGAGTATTA 540 

CACAACCAAC AAAACCGCAA AATATTCCCA CAATTTTCTG GTCCTCTCTG GGAGAGGCCG 600 

35 CTCTQGCTTT TCCTCTCAGC CCSGGCCCTC TGCCT6CICC TCACTCCTGG TTGQTGCTGG 660 

TCAGGCTGAC TAGAGGCCAA GGGSACCAAC ACTAGOCAAA CGCGGCCAGC GCTCAG ACAT 720 

AAATGCCCtC TTCATTTCAC GTQTAACATT CTTTTAAAAT CTAGGTCTTG GTTTTGTTGA 780 

TTTrrrCTTA AATAAAAGAG TGATCATAAA AGAGGGACAG CATAGAAAGT CCCCAAAGAG 840 

CACCAAGGTT TTAAAGAAAT TCACAAGCCT AATCTGTCAC TQTCTTATAA TTTGCTATTA 900 

40 CCAGTCACAA TTTAACTAGG TTTTGTGTTG AAAACTTGTT TTGGTTTGCT TCTGTCCCAA 960 

GA06CACTAG CTGGQOCCCC TACAGAGTGC AOGQCAGAGC TTCATTTTTC GTTTGAATGT 1020 

TCTAGGGTOQ AGGGACCTCA GACTGAATCA AAGAATGAAG CCTCTTCCCQ TGATGTTGTC 1080 

TATGGCCCCC AGCCCCAGCC TCTGGAAAAT CAGCTCCTCT CTQAGQARAC AAAGTCAACT 1140 

GAGACTGAGA CTGGQAGCAQ AGTTGGCAAA CTGCCAGAAG CCTCTCGCAT CCTGAACACT 1200 

45 ATCCTOAGTA ATTATQACCA CAAACTGOGC CXTTOGCATTG GA6AGAAGCC CACTGTGGTC 1260 

ACTGTTGAGA TCTCOGTCAA CAGCXmOGT CCTCTCTCTA TCCTAGACAT GGAATACACC 1320 

ATTGACATCA TCTTCTCCCA GACCIGGTAC GAOGAACXJCC TCTGTTACAA CGA CACCTTT 1380 

GAGTCTCTTG TTCTGAATGG CAATGTGGTO AGCXaGCTAT GGATCCCX3GA CACCTTTTTT 1440 

AGGAATTCTA AGAGGACCCA OQAGCATGAG ATCACCATGC CXIAACCAGAT GGTCOSCATC 1500 

50 TACAAGGATG GCAAGGTGTT GTACACAATT AGGATGACCA TTQATGCCX3G ATGCTCACTC 1560 

CACAIGCTCA GATTrCCAAT GGATTCTCRC TCTTGCCCTC TATCTTTCTC TAGCTTTTCC 1620 

TATCCTQAQA ATCaOATOAT CXACAAGTG6 GAAAATTTCA AGCTTGAAAT CAATGAGAAG 1680 

AACTCCTGGA AGCTCTTCCA GTTTCArPTT ACAGGAGTGA 6CAACAAAAC TQAAAT AATC 1740 

ACAACCCCAG TTGGTGACTT CATGGTCATO ACGATTTTCT TCAATGTGAG CAGQCXSOTTT 1800 

55 GGCTATGTTG CCTTTC3UUUV CIATGTCECT TCTTCCX3TGA CX3VCGAT6CT CTCCTGGGTT 1860 

TCC mT GQft. TCAAOACaWaV GTCTQCTCCA GCCXX3GACCT CTCTAGGGAT CAOCTCTGTT 1920 

CT6ACCAT6A CCACGTT6GG CACCTTTTCT OSTAAGAATT TCCOGOGTOT CTCCTATATC 1980 

ACAGCCTTGG ATTTCTATAT COCCATCTGC TTCGTCTTCT GCTTCTGCGC TCTGTTGGAG 2040 

TTTGCTGTGC TCAACTTCXTT GATCTACAAC C3\GACAAAAG COCATGCTTC TCCTAAACTC 2100 

60 C6CCATCCTC GTATCAATAG COGTGCOCAT GCCCGTACCX: GTGCAOGTTC CCGAGCCTGT 2160 

6GC0QCCAAC ATCAGGAAGC TTTTGTOTGC CAGATTGTCA CCACTQAGGG AAGTGATGGA 2220 

GAGQAGCGGC OQTCTTGCTC A60CCAQCAG CCCCCTAGCC CAQGTAGCCC TGAGGGTCXX: 2280 

C3GCAGCCTCr 6CTCCAAGCT GGCCTGCTGT GAGTGGTGCa AGOGTTTTAA QAAGTACTTC 2340 

TGCATGGTCC CCGATTGTGA GGGCAGTACC TGGCAGCAGG GCCXSCCTCTO CATCCATGTC 2400 

65 TACCGCCTGG ATAACTACTC GAQAGTTGTT TTCCCAGTGA CTTTCTTCTT CTTCAATGTG 2460 

CXCTACIOGC TTGTTTGCCT TAACTTGTAG GTACCA6CTG GTACCCTGTG GGGCAACCTC 2S20 

TCCSUnrCCC CA6GAGGTGC AAGCCCCTTG CCAAGGGAGT TGGGGGAAAG CA6CAGCAGC 2580 

AGCAGGAGOG ACTAGAOTTT TTCCTQCCCC ATTCCCCAAA CAGAAGCTTG CAGAGGGTTT 2640 

GTCTTTGCTO OCCCTCTCCC CTACCTGQCC CATTCACTGA GTTTTCTCAG CAGACCATTT 2700 

70 CAAATTATTA ATAAATGGGC CACCTCCCTC TTCTTCAAGG AGCATCCGTG ATGCTCAGTG 2760 

TTCAAAAOCA CAGCCACTTA GTGATCAGCT CCCTAAAACC ATGCCTAAGT ACAGGOQGAT 2820 

TAGCTATCTT CCAACAATGC TGACCACCAG AGAATTACTG CATTTTTCC3V GAAGCCCACT 2880 

ATTGCCTTTG CAGTQCTTTC GGCCCAGTTC TGGCCTCaVGC CTCAAAGTGC ACCXIACTAGT 2940 
TGCTTGCCTA TACCTGGCAC CTCATTAAGA TGCTOGGCAG CAGTATAACA GGAGGAAGAG 3000 
75 ATCCCTCTCC TTTGGTCAGA TTATTATGTT CTCAGTTCTC TCTCCCTGCT ACCCCTTTCT 3060 
CTGCAGATAO ATAGACACTG GCATTATCCC TTTAGQAAGA QGGGGGGGCA GCAAGAGAGC 3120 
CTATTTGGGA CAGCATTCCT CTCTCTCTGC TGCTGTGACA TCTCCCTCTC CTTGCTGGCT 3180 
CCATCTTT06 TCTGCACTAC CAATTCAATG CCCTTCATCC AATGGGTATC TATTTTTGTG 3240 
_ TGTGATTATA GTAACTACTC CCTGCTTTAT ATGCCACCCT CTTCCTTCTC TTTGAOCCCT 3300 
oO GTGACTCTTT CTOTAACTTT CCCAGTGACT TCCCCTAGCC CTGACCAGGC ACTAGGCCTT 3360 
GGTGACTTCC TGGGGCCAAG AAACTAAG6A AACTOGGCTT TGCAACAGGC ATTACTOGCC 3420 
ATTGATTGGT GCCCACXXAQ GGCACACTGT CGGA6TTCXA TCACTTGCTT 6ACCCCTGGA 3480 
CCCATAAACC AGTCCACTGT TATACC06GQ GCACTCIAAC CATCACAATC AATCAATCAA 3540 
ATTOC!CTY A A ATTTGTATG6 CACT6GAACT TTGGCAAA6C ACTTTTGACA AGTTQTGTCT 3600 
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GATTGGA6CT TCATGATAGC CTTGTGACAT CTTTAGGGCA GGATTCTTAT CCCCATTTTG 3660 

CAGA.T6AAAA CCCIGAOTCA CAGATTTCTO TGGGACTGTQ Cy^TCTCACTG GAAGCTATCC 3720 

AAGACCCCAC TGrCACCTTC TAGACCACAT GATAGGGCTA GACAGCTCAG TTCACCATGA 3780 

TTCTCTTCTO TCACCTCTGC TGGCACACCA GTOGCAAGOC CCAGAATGGC GACCTCTCTT 3840 

TAGCTCAATT TCTGGOCCT6 AGOTGCTCAa ACTGCCCOCA AGATCAAATC TCTCCTGGCT 3900 

GTAGTAACXIC ACTGGAATGA ATTTGGACAT GGCCCAATGC TTCTATATGC TAAGT GftAAT 3960 

CTOrGTCTGT AATTTGTTGG GGGGTGGATA QGGTGGOGTC TCCATCTACT TTTTOTCACC 4020 

ATCATCTGAA ATGGG6AAAT ATGTAAATAA ATATATCAGC AAAGC 4065 



8eq ID NO: C200 DNA Sequence 

Nucleic Acid Accession fti NM_021B19.1 

Coding sequences 39. .1619 



X 11 21 31 41 51 

I I I i I I 

TAGGQGGGTC QCQTAATTGa 6CAG6A0G6C GCTGACOIAT GGOGGOGGTC AGTOGTCCAG 60 

GTCCCTTATT CrOCCTTCTC CTCCTGCTCC TGGACCCXXA CAGCCCTQAO A00GG6T0TC 120 

CTCCTCTAOG CAGQTTTGAG TACAAGCTCA GCTTCAAAGG CCCAAGGCTG GCATTGOCTO 180 

GGGCTGGAAT ACCCTTCTGG AGCCATC3VTO OAQAOOCCAT CCTGGGCCTQ GAGGAAGTGC 240 

GGCTOACGCC ATCCATOAGG AACOGQAGTG G00CCX3TOTG OAGCAGGGCC TCTGTCCCCT 300 

TCTCT G QCT G GGAAGTAQAO GTGCAAATGA GG(3TGAGGGG ACTGGGG06C G6GGGAGCCC 360 

AGGGCATGGC CGTGTGGTAC ACC06GGGCA GGGGGCATGT A66CTCTGTC CTTGGGGGGC 420 

TGGCTTOGTO GGAOGGCATC OGGATCTTCT TTGACTCTCC GGCAOAGQAT ACTCAGGACA 480 

GTCCTGCCAT COGTGTGCTG GCCAGCGACG GGCACATCXIC CTCTGAGCAG CCTGGGGATG 540 

GAGCTAGCCA AGGGCTGGGC TCCTGTCATT GGGACTTCOG GAACOGGCCA CACCXXnTTCA 600 

GAGCAGG6AT CACCTACTGG GGGCAGAGGC TG06CATOTC C TTGA ACAOT GGCCTCACTC 660 

CCAGTGATCC AGOTGAOTTC TOTOTGQATG TGGGGCOCCT GCTTTTGGTC CCTGGAGGTT 720 

TCTTTGGGGT CTCAGCAGCC ACCGGCACCC TGGCAGATGA TCATGATGTC CTGTCCTTCC 780 

TGACCTTCAG CCTGAGTGAG CCCAGCCCAQ AGOTTCCCCC TCAGCCCTTC CTGQAQATGC 840 

A6CAGCTC0Q GCTGOOQAGG CAGCIGGAA3 GGCTGTGQGC AAGGCTGGGC TTGGG CACC A 900 

GGQAaSATOT AACTOCAAAA TCAGACTCTG AAGCTCAAG6 AOAAGGGQAA AG6CTCTTTG 960 

ACCTGOAOGA GACSCTGGGC AGAOICCGCC GGATCCTGOl G6CICTG0GG G6TCTCTCCA 1020 

A6CAGCTGGC CCAGGCTGAG AGACAAT6GA AOAAGCAGCT GGGGGCCCCA GGCCAAGCCA 1080 

GQCXntSACXSa AQOCTGGGCC CTOGATGCTT CCTQCCAGAT TCCATCCACC CCAGGGAGGG 1140 

GTGGCCACCT CTCCATGTCA CTCAATAAGG ACTCTGCCRA GGTGGGTGCC CTGCTCCATG 1200 

GAC3^GTG6AC TCTGCTCCAO GCOCTOCAAa AOATGAGGGA T6CAGCTQTC GQCATGGCTG 1260 

CAGAAOGCCA GGTCTCCTAC GTGCCrGTGQ GCATTOAOCA TCATTTCTTA GAGCTGGACC 1320 

ACATCCTGGG CCTCCTQCAG GAOGAGCTTC GGGGCCCGGC GAAGGCAQCA GCCAAGGCOC 1380 

CCCGCCCACC TGGCCAGCXX: CCAAGGGCCT CCTOGTGCCT GCAGCCTGGC ATCTTCCTOT 1440 

TCTACCTCCT CATTCAGACT GTAGGCTTCT TCGGCTA06T GCACT TCAGQ CAGGAOCTGA 1500 

AGAAGAGCCT TCAGGAOTGT CrGTCCACAG GCAOCCTTCC TCTGG6T0CT GGACCACACA 1560 

CCCCCAOGOC CCTGGGOATT CTGAOOAGGC AOCCTCTCCC T6CCA6CATG CCTGCCTGAC 1620 

CCACCTCAGA GCCTGCTTTG CATCACTGGG AAGCAGGCAG TGTCTTGGGT GGGGGCTTGQ 1680 

TCAGTATCCr CTCCGTCTGG GTCCCX^WSCT CCCACQCACA CCTGAGCTTT CX30CATQCTC 1740 

CCACCTCOTT AAAGGTGATT TCCCTCTCAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 1800 

A 1801 



Seq ID MO I C201 DNA Sequence 

Nucleic Acid Accession #: XN_117036.1 

Coding sequences 25.. 495 

I' 11 21 31 41 51 

III''' 

AOCCAAGAGA GGGGGGACAG ACAGATGGAA AGACGGACAC GGGQAGCTCT GGGGAGCAGG 60 

CGGCCCCCAC CCCCACTTCC A6CTCTGAQA CATTT6TGCA CAGGOCTQCA GOCGGCTGGG 120 

ATGQCCTGGC CGGOCACQCT CTGGAGACAC ACATGCCAAG GCAOGOCCMO G6CAGCCGA0 180 

GGCCGQTGGG GGCTGTTCC6 ACCACACAGG TGCC06AGGG AGGCA6GQCA GOOCGGGGTG 240 

GGACCCAGCC OCGAAACGCA GG6TGTCGCC CAOGTTTGCA GCCQCOCTCG C0T0TCS6TG 300 

GATGAGOGGG AACOGGQGGQ CGGCGCCTAC GCAATGCAOQ TTAOGCCOOG QTGQAAGGGG 360 

TGTCACOGCC ACAGOGGCCO CAC06TGCGT GGCTCTGTTT CCTGGAAAOG TCCAGAACAQ 420 

GCAOOOCCCQ AGACAGG6AG QGGCCCAGC6 OTCQCC»aQQ OAAGIGGOOA TGaGAATGAG 480 

TQCQGATGGQ GCTGAOGTTC TTCCIQAAQQ ATGAATGCTC TQAAACTOTa AATAOACACA 540 

CGGAACTGTG CAOGTTCACN GCTGAAOOST GTGGGGAGTG AATCCATCTC AACAOAGCTG 600 

TTACACAGTO AACAA6AGCA OGANGGGTOQ AGGCCNCTTG TCTGCTCCTG GAGATCGAGC 660 

OGGCTGCTCA GAGCCGGGAG ATGGGCACTC AGCrCCrTTA ACTG 704 



Seq ID NOs €202 ONA Sequence 
Nucleic Acid Accession #s XN_167803.2 
Coding sequences 1162.. 1488 

1 11 21 31 41 SI 

I I I 1 I I 

AACATCATAC ATAGTAGGTO AATOGTTTTO TAGAOTGAAQ AATGCTAATG TAAAGCAAAT 60 

AGTCACCCAC GTTCCTTOTA AATCCAAATQ TTTCTATATT GTAGCTTTGC TTAAAATOOQ 120 

OTCGGCCCCA ACTGCATCCT CCTCTTTGGC GGGCTGGGGA GOGGCCOOCA GCOGGGAOGO 180 

OAGGQCAGCO A0CCGGAG6C CTOGTGGA06 TGGGAGAaftG ICTGOTOGGA AOTCTTOAGC 240 

QQAOQAOGGa ATCXQCCCTT CTCCACTCCT CTCirOQATC OGCCTOOOTT TCCTOTCCCC 300 

CCACCACCCQ CCTGCCCCGC GQAAOACCGC CCAGTQAGCC AGCCCCCACC TTCCAG GOGC 360 

CTTOGCCCTG GGGATCXAAC CAACTTOTAT CGAQTGGGCG GGGCAAOGGC TCCCCATTTT 420 

TCCOGAGCCC OGCCCACAOA GCTCTTAOGC AATOCTATGC AOAGAGCAIC TCCTOOCACG 480 

QGTCTCTTGC CAACCAGACC CCAOCCAGGC ACATTAGGGA CCAGGCTTGG GCTTCCCCAG 540 

C6C0CCACCA CCACCACOTO CAGQTGGAGC TCIGOOATGC TATGTTGGGO 0G6CAAGGGG 600 

TGGGCCGAG6 GCC6GGTAGG CTAGCAOGGG AGGTAAGGGT GGTATGGQAT OaGGCGGGGO 660 

CGGTCTAGG6 CAATA0GA6A GCAOAOAATO GGGQAACTTG AG6GIG6GGG GAG6GCAO06 720 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 



GAOCCTTGCC 
CCCCATCTGT 
CACCATCACC 
AGTGTAATTA 
A6CTAGCTGA 
GGCTTCGTCT 
TTTCTTGTGA 
GCACCTGCCC 
CCAGGGGGGC 
QAGTGCAAGT 
GCAOGGAAGA 
ACAAAATTTT 
TATTTTTGTO 
GC3TGAAAAA0 



ACCATCCCAO 
AAAATGATG6 
TOACCTGGC36 
CCGAATCCTG 
GGCCAACX3CA 
GCCATCTTTG 
CCATCTOCCC 
TCTGGCACCA 
TCCCCGGAGC 
GTTTTATAAA 
GAAAIGAAiBA 
TCCACCACAC 
GGAAT6G6CC 
T 



QACTTTGGGC 
TAATAATACT 
GTCAAGGCAG 
ACTGCAAGGC 
GGCCCATCCG 
TGGGIGCCCT 
ATGAAAGTGC 
GATGCCAGGG 
CCCAGGGGTG 
AAATAAAACA 
AAAACTQAAO 
ATACCCTCTA 

croci T rT T G 



AAQTCACCCS 
TCACCTACCT 
GAGGACTCCG 
CCACCTGCCC 
TCTCTTCACT 
A6ACTTA0TC 
TGTACAAATT 
AAGGGACA6A 
GGGATTGGTG 
AAAACCCACC 
AAAAAAAAAA 
AGCCAGCAA6 
TGGCAAGGCC 



CACTCCCTGG 
CATAGGGGAG 
AAG6TGCTAC 
CTCCCCCACA 
CTGTCX3CAGG 
CTTATCTTGT 
OCACCCGCCC 
GGAAAACAGC 
GCCACTGTTT 
ATCACAAAAA 
AACAGGAAAA 
ATTTCCTCTT 
TQTTCTGATT 



GCCTCGGTTT 
GTTGTGAGGC 
CCGTGAGCAA 
GAGCCTCCAG 
CCCTTTCATG 
CCTGGTTTCC 
CAGGACCCCX: 
CACAAACAAG 
GTATGTTCTT 
AAAAAATTTT 
AAA6AACCAT 
TGCAAAATCA 
AATAAAGGAT 



780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

laao 

1440 
1500 
1511 



Seq ID KO: C203 DKA Sequence 

Nucleic Acid AccesBloa #t MM_024780.1 

Coding sequence t 31.. 1023 



1 
I 

ATTAATCTGO 

CCACX3GCA0G 
GGCATTCTTT 
ACCCTCATTQ 
AATTCCI7GC 
66CCTTCAGG 
GTGTGOATTG 
ATCATQTTCT 



GGGGTCTTGT 
CCTTTTGGAG 
ACACGGCCTG 
TTCTTTTTCA 
GAGGGAAGGA 
AAAATOITCC 
AGCTCACTTG 
CATGATGGCA 
TQATQACTCT 
ATTTCTTCXA 
CAGGAGGGQA 
TTTAATACCT 
QTTGTAATAT 
ATTATCTTCA 
TCCXA6A0CT 
CKTCnAATAC 
ACTTTGAACT 
CTGAACTTTC 
CCCCTGTGAG 
AGTACGGTAG 
ATACCCCACC 
GA6ACTGAAT 



11 
I 

CGOTGCCATO 
AAGTCTACGT 
GTTACTATTG 
GCCAGGACAT 
TGGGOGAGTT 
AGTTTGACAT 
QCATCTTCTT 
ACrCCAAAAA 
CACAGATGAT 
GGACCXTTGGC 
OTCTGCCTCT 
GCTACCTGTG 
TCCTCACCCT 
AGATTATGAT 
TQATAiOAAAA 
TTCTG6AAAS 
GTCTTGACTT 
TTTGGTAACC 
TGCCACCTGT 
AACTQACTAC 
GGATTGCTGA 
TQAAATQAGC 
A6AAGTGTGT 
GGCAAAGGTT 
TCCAGCAGG6 
AAAGACATCC 
TTGCX3TACTG 
GTGTTATACA 
GCAATGAGAT 
OTGATGACTT 
AAG 



21 
I 

CATCTACTCC 
TCTCCTGATC 
GCTCAACACC 
CTACGGGCTC 
TCTGAGGA6A 
TGCCAQGAAC 
CTGCCCCCTG 
TATCAGCCTG 
GACTTTCTTC 
CATCACCATC 
CTTCATTCAC 
GGTTGTTTGG 
CATTGTGCTA 
AAGGCTGCTC 
ATTGATCAAG 
6A6AGAGGT6 
GGGATCTAGA 
AGACACCAAT 
GCCTTTAGGA 
CATGTAATTA 
TTTTTCAAGA 
CTACAAAAAC 
GCAGGAAT6A 
TAGAAACTGT 
ATAT6AAGCC 
CCCATGrCGC 
ATTACAT6AG 
TGACCATCAA 
TTATCGGAQA 
GAAATATAAT 



31 
I 

ATGTTCAGGC 
CGAAACATCT 
GTGGCCCTGT 
CTTCTGATGG 
ATCATTGGQA 
GTTCTAGAAC 
CTGCCCTTTA 
ATGATQAATT 
ATCTTCTT6C 
TGGAGATT6A 
TCCATCTACA 
ATCTATCGGA 
ATCATCACCT 
CATGAGCAGA 
CTGGAGGATA 
QAGCAACAAG 
AGATCABTTC 
CAAATAAGGG 
ACTGCCCAGA 
TCAAAGTAAA 
CAAAATACTT 
CTAGGAAGAQ 
TTGGTTCTTA 
TGCTAAGAAA 
TCrGAKTEGT 
AAAG6TGGAA 
TCTTTGGA6T 
AGTCCTACGT 
C606ATTATT 
CAOC36CTGGC 



41 
I 

TTGTGGAGAG 
TTTTGAAAAT 
CTGGTGAAGA 
ATTTTGTGTT 
TQCAACTGAT 
TGATCTATGC 
TCCAAATGAT 
TCCAGCCTCC 
TCTTTTTCCC 
A6CCTTCA6C 
GCTGGATOGA 
ACCTCATTGG 
ATCTTTACTG 
TCATTAATGA 
TGGAOAAGAA 
GCTTTTTGCA 
AAGAAGGTAA 
GAOGAGACGA 
AGAAAATCCA 
ATTGG6CATT 
GGGGrTTTCC 
ATAACTAGGG 
GAAATCTCTC 
AGTGGTCCAT 
AOAACCTGCA 
TACAACCA6A 
GGGGGATGGA 
CAAGCTAGCT 
GCTAATTGGA 
AATTTTTGAC 



51 



GTACGA6ATG 
ATCAATCATT 
GTGTTGGOAA 
CTCTTTAGTC 
CACAAGTCTT 
ACAAACTCTQ 
TATGCTTTTC 
GAGCAAAGCC 
ATCCTTCACC 
TGACTGTGGC 
CACCCTAAGT 
AAGTGTGCAC 
GCAGATCACA 
GGGCAAAGAT 
A6CAAACCCC 
TTTGGGGGAA 
TCCAAGGGCC 
AAATGGAATG 
AGGCTTTAGC 
CCATGCTATT 
AATAAAGATT 
AATAATGTAT 
CTGCCAGACT 
CCTGAATAAA 
TTTATTTGT6 
GGTCTCATCT 
GGAGGTTCTG 
TTGCAGTGGC 
AATTTTCCCA 
AGTCTCTAC6 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

IBOO 

1813 



Seq ID NO: C204 Protein Sequence 
55 Protein AcceBsion ft: Eos sequence 

1 11 21 31 41 51 

I 1 } I I I 

AGCGGGGTTA GATGCAGGGA GTTATGTTGT GATTTGTGTA GGGGTGGCTT TGGT GAGCTC 60 

60 ATCCTGGCAT TTTAAAAATA ATGTGAATGG TGTATCCCTT TOTQATCATC ATCACTTTrT 120 

CCCTQGaAOT CCCAATCAAT GOGGQTGTQA CTGCTGTATQ AAGTCTCAG6 AAGCOCAOOC 180 

CAGTG6AGAA GAAQGCTTGC AGGAG6CAG6 AGATGCTQTG OSATGAOCAC GTQAATQAAA 240 

TCATCATACA GGTTGAGAAT GTTTCCTCTG GGGTCCAAAG CCACCCATCC TCAAATCAGA 300 

TTTTTCAA6A AAAGGTGCTG CTAGACTCAA GCATCAACAT GGTTTTGTCA ATATCTGACA 360 

65 TTGATGTGAT AGACTCTCAG ACAGTCAGCSi AAAGGAATGA CCAAAAGGGT AACCAGGTGC 420 

TGGGGTTTTC AACATCTTTO AATGAOTGQA TGTCTCAGAC CCTTGAXAOC CTA6AATGCA 480 

TGGOCATAGA CACTCX^XSGT TCTTCACATG AAACTGTTCA AGQACAGAAG TTAATG6CAT 540 

CCCTTATACC CATGACATCC AGAGACAGAA TTAAAGCCAT CAGGAAGCA6 CCAAGGACCA 600 

TGGAAGAGAA AAGGAACXm* AGGAAAATAG TTGACAAAGA AAAAAGCAAA CAGACCCATC 660 

70 GTATCXnrCA GCTCAATT6C TGTATTCAGT GTCTGAACTC CATTTCOCJGG GCTTATGGGA 720 

(3AT0CAAGAA CAGCCTCTC3G GAAATTCTGA ATTOCATCAO CCTOTQ QCaO AAOAOGCIQA 760 

AGATCATTGG AGGCAAGTTT GGAACCAGOO TCCTCTCCTA TTTCAACTTT CTGAGATGGC 840 

TTTTGAAGTT CAACATTTTC TCATTCATCC T6AACTTCAG CTTCATCATA ATCCCTCAGT 900 

_ TTACCSTGGC CAAAAAGAAC ACCCTCCRGT TCACTGGGCT GGAGTTTTTC ACTGGGGTGQ 960 

75 GTTATTTTAQ GGACACAGTG ATOTACTATG GCTTTTACAC CAATTCCACG ATCCAGCACX3 1020 

GGAACAGOGO GGCATCCTAC AACATGCAGC TGGOCTACAT CTTCACAATC GGAGCAI6CT 1080 

TGACCACCT6 CTTCTTCAGT TTGCTGTTCA GCATGGGCAA GTATTTCGGG AACAACTTCA 1140 

TTAATCCCCA CATTTACTCC GGAGGGATCA OC3UU3CTGAT CTTTTGCTQQ GACTTCACTG 1200 

^ TCACTCATGA AAAAGCTQTG AAGCTAAAAC AQAAGAATCT TA6CACTGAG ATAAGGGAGA 1260 

oO ACCTGTCAGA GCTCGGTCAG GAGAATTGCA AGTTGACGTT CAATCAGCTG CTGACC06CT 1320 

TCrCIGCCTA CATGGTAGCC TGGGTTSIcr CIACAGQAGT QGCCATASCC TQCTGTGCAO 1380 

GC38mATTA OCTGGCIGAO TACAACXTA6 AOTTCCTGAA GACACACM3T AACOCTGGQO 1440 

OGGTGCTGTT ACTGCCTTTC G ' r JTGTGTOCT 6CATTAATCT GGCCGTGCCA TGCATCTACT 1500 

OCATGTTCAG GCTTGI G SAfl AGGTAGQA6A T60CA0GGCA OSAAGTCTAC OTTCTCCTGA 1560 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



TCOGAAACAT 
COSTGQCCXT 
TCCTTCTGAT 
GAATCHTTGG 
A08TTCTA6JV 
TGCTGCCCTT 
TGATGATGAA 
TCATCrrCTT 
TGTGGAGATT 
ACTOCATCTA 
GGATCTATOG 
TAATCATCAC 
TCCATQAOCA 
AGCrGCAOOA 
TOGAGCAACA 
GAAGATCAGT 
ATCAAATAAO 
GAACTGCCCA 
TATCAAAGTA 
GACAAAATAC 
ACCTAQQAAG 
GATTGGTTCT 
GTTGCTAAGA 
CCTCTGAATT 
CCAAAGGT60 
AGTCrTTGGA 
AAAGTCXn-AC 
GACX3GC3ATTA 
ATCAGOGCra 



CTTTTTGAAA 
GTCTGGTGAA 
GGATTTTGTG 
GAT6CAACTG 
ACTGATCTAT 
TATCCAAATQ 
TTTCCAGCCT 
GCTCTTTTTC 
GAAGCCTTCA 
CAGCTGGATC 
GAACXTCATT 
CTATCTTTAC 
GATCATTAAT 
TATGGAGAAG 
AGGCTTTTTG 
TCAAGAAGGT 
GG6AGGA6AY 
GAAGAAAATC 
AAATTGGGCA 

AGATAACTAQ 
TAGAAATCTC 
AAAGTGGTCC 
GTAGAACCTG 
AATACAACCA 
QTCGGGGATG 
QTCAAGCTAQ 
TT6CTAATTG 
GGAATTTTTG 



ATATCAATCA 
GAGTGTTGGG 
TTCTCTTTAQ 
ATCACAAGTC 
GCACAAACTC 
ATTATGCTTT 
CCGAGCAAAG 
CCATOCTTCA 
GCT6ACT6T0 
GACACCCTAA 
GGAAGTGTGC 
TGGCAGATCA 
GAGGGCAAAG 
AAAGCAAACC 
CATTTGGGGG 
AATCCAAGGG 
GAAAATGGAA 
CAAGGCTTTA 
TTCCATGCTA 
CCAATAAAGA 
OGAATAATGT 
TCCTGCCAGA 
ATCCTGAATA 
CATTTATTTG 
GAGGTCTCAT 
GAGGAGGTTC 
CTTTQCAQTQ 
GAAATTTTCC 
ACT^GTGTCTA 



TTQGCATTCT 
AAACCCTCAT 
TCAATTCCTT 
TTG6CCTTCA 
TGOTOTGQAT 
TCATCATGTT 
CCTG60QGGC 
CX36G6GTCTT 

GCOcrmcQ 

GTACACX5GCC 
ACTTCTTTTT 
CAQAGGGAAO 
ATAAAATGTT 
CCAQCTCACT 
AACATGATGG 
CCTQATGACT 
TGATTTCTTC 
GCCAGGAGCG 
TTTTTAATAC 
TTQTTGTAAT 
ATATTATCTT 
CTTCCC3VGAC 
AACATGTAAT 
TGACTTTGAA 
CTCTGAACTT 
TGCCCCTGTG 
GCAOTACX»T 
CAATACCCCA 
GG6AGACTGA 



TTaiTACTAT 
TGGCCAGGAC 
CCTGGGGGAG 
08AGTTTGAC 
TGGCATCTTC 
CTACTCCAAA 
CTCACAGATG 
0T6CACCCTG 
AOGTCTOCCT 
TG6CTACCTG 
CATCCTCACC 
GAAQATTATG 
CCTGATAOAA 
T6TTCTGGAA 
CAGTCTTGAC 
CTTTTGGTAA 
CATGCCACCT 
GAAACT6ACT 
CTGGATTOCT 
ATTGAAAHRA 
CAA6AAGTGT 
CTGGCAAAGG 
ACTCCAGCAG 
CTAAAGACAT 
TCTTGOQTAC 
AGGTGTTATA 
AGCCAATGAG 
COSTGATGAC 
ATAAG 



Seq ID NO: C205 DNA Sequence 

Nucleic Acid Accession U--' MM_002250.1 

Coding sequence t 3 91 16 8 0 



TGGCTCAACA 
ATCTACCGGC 
TTTCTGAGGA 
ATTGCCAGGA 
TTCT6CC0CC 
AATATCAGCC 
ATGACTTTCT 
QCCATCACCA 
CTCTTCATTC 
TGGGTTGTTT 
CTCATTGTGC 
ATAAGQCTGG 
AAATTQATCA 
AGQAOAOAGO 
TTGOQATCTA 
CCAOACACCA 
GTGCCTTTAG 
ACCATGTAAT 
GATTTTTCAA 
RMHHAMAAAA 
GT6CA6GAAT 
TTTAGAAACT 
GGATATGAAG 
CCCCCATGTC 
TGATTACATG 
CATGACCATC 
ATTTATCCGA 
TTGAAATATA 



SI 



1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
25B0 
2640 
2100 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3285 



1 11 21 31 41 

I I I i I 1 

GTCCTTCX3GT GTCTGGGTGT GGTGAGTAGA GGTGTGTGTC ACAAAGTACA GACCATTGTG 60 

TOTGACAAAQ CCX3^TOGTOT OTCTGTGTGT GTCTTTATCC ACX3TGGAT6G A06TCTCTTT 120 

CTTGCTCTGC CXXaAGACAC ACCCTAGCCC CTCCTTATTC TCAAAAGQG6 GAGCTGGGGA 180 

6CCTCCCCCT ACCCTGGGGC CTCCCCTGCC CCTCCCOGCC CTGCCTGGCC GTCACCACTC 240 

CCCAGAfiGQC AGAGGGCTCT QCT6T6CCTC AGAOCAAAAa TCOCAGAGCC AGCAGA6CA0 300 

OCTGAOaACX: TOCAAOCCAC AOTOGCTGCC CTGTGCX3TGC TOCQaGQTGG GGGACCCTGG 360 

GCAGGAAGCT GGCTGAGCCC CAAGACCCCG GGGGCCATGG GCGGGGATCT GGTGCTTGGC 420 

CTGGGGGCCT TGAGACGCOG AAAGCGCTTG CTGGAOCAGG AQAAGTCTCT GGCCGGCTGG 480 

GCACTGGTGC TGGGAGGAAC TGGCATTGGA CTCATGOTGC TGCATGCAGA GATGCTGTGG 540 

TTOGOGQGQT GCT08TGG0C GCTCTACCTa TTCCIGGTTA AATGCAOGAT CAGCATTTCC 600 

AGCTTCTTAC TCCTCTGOCT CATOSTGGCC TTTCATGCCA AAGAGGTCCA GCTGTTCATQ 660 

AGCOACAAGG GGCTGGGGGA CTGGOGGGTQ G06CTGACXX3 GGGGGCAGGC GOCGCAOATC 120 

GTGCIGOAGC TGGTGQTOTQ TGGGCTGCAC CCGGCX3CC00 TGCGGGQOCC GCCOTGCQTG 780 

CAGQATTTAG GGGCGCCGCT GACCTCCCC» CAGCCCTGGC GGGGATTCCT GGGCCAAGGG 840 

GAAGCGCTGC TGTCCCTGGC CATOCTGCTG GGTCTCTACC TGGTGCCCCS CGGGGTGCTC 900 

CTGOGCAGCXS'GOGTCCTGCT CAAOGCTTCC TACOOCAOCA TGCX30GCTCT CAATCAAOTC 960 

OGCTTCCGCC ACTGGTTOGT GGCXaAGCTT TACATGAACA OGCACCCTGG COSCCTGCTG 1020 

CTCGGCCTCA CGCTTGGCCT CPGGCTQACC ACCGCCTGGG TGCTGTCCGT GGCCQAGAGG 1080 

CAGGCTGTTA ATGCCACTGG GCACCXTTCA 6ACACACTTT 6GCTGATC0C CATCACATTG 1140 

CIQACCATGO GCTATGQTGA CX3TGQT0C0G GOCSlCCATGT GGGGCAAGAT C fflCrQ C CSQ 1200 

TGCACTGGAO TCATGGGTGT CTGCT6CACA GCCCTGCTG6 TGGCCGTGGT OGOCGOGAAG 1260 

CTGGAGTTTA ACAAGGCAGA QAAGCAOGTG CACSU^CTTCA TGATGGATAT CGAGTATACC 1320 

AAAQAGATGA AQGAOTCCGC TGCCCQAGTG CTACAAQAAG CCTGGATGTT CTACAAACAT 1380 

ACTCGCAGGA AGQAOTCTCA TGCTGCC06C AG6CATCAGC GCAAGCTGCT GGCC3GCCATC 1440 

AA0G08TTCC G0CAGGTG06 GCTGAAACAC OQGAAGCTCC GOQAACAAGT GAACTGCATG 1500 

QTGOACATCT CCAA6ATGCA CAT6AT0CTQ TATOAOCTGC AOCAGAATCT GA6CAGCTCA 1560 

CACCGQGCCC TGGAGAAACA GATTGACAOO CTGGOGGGGA AGCTGGATGC CCTGACTGAG 1620 

CTGCTTAGCA CTGCCCTGGG GCCGAGGCAO CTTCCAGAAC CCAGCCAGCA QTCCAAGTAG 1680 

CTOGACCCAC GAGGAGGAAC CAGGCTACTT TCCCCAGTAC TQAGGTGGTG QACATCQTCT 1740 

CIGCCACTCC TQACCCAGOC CrOAACAAAG CACCTCAAGT GCAAGQACGA AAOGGOQCOC 1800 

TGGCTT6GAG TGGGTTGGCT TGCTGATGGC TGCTGGAG66 GACGCTGGCT AAAGTGGGTA 1860 

GGCCTTGGCC CACCTGAGGC CCCAGGTQGG AACATGGTCA CCGCCACTCT GCATACOCTC 1920 

ATCAAAAACA CTCTCACTAT GCTGCTATGG AC6ACCTCCA GCTCTCAGTT ACAAOTGCAG 1980 

GCX3ACT0GAO GCAGGACTCC TGGGTCCCTG GGAAAGAOGG TACTAGGOQC C0QGATCCA6 2040 

GATTCTGGGA GOCTTCAQTT ACCaCTGGCC GAOCTOAAGA ACTG6GTAT0 AGQCTGGGOC 2100 

GGGGCTOGAQ GTG6GG0CCC CTGGTGGGAC AACAAAOAGG ACAGCATTTT TOCAGAGCTG 2160 

CAOAGAGCAC CTGOTGGGGA GGAAGAAGIG TAACTCAOCA GCCTCTQCTC TTATCTTTGT 2220 
AATAAATGTT AAAGOCAG 2336 

Seq ID NOt C206 DNA Sequence 

Nucleic Acid Accession 8* NM_025257.l 

Coding sequence: 1..2139 

1 11 21 31 41 51 

I I I i t I 

ATGGaOQGAA AGCAGGGGGA OQAGGATGAC GAGGOCTACG GGAAGCCAGT CAAATAOGAC 60 
GCCTCCTTTC 6AGG0CCCAT CAAGAACAGA AGCTGCACAO ATGTCATCTO CIGOGTOCTC 120 
TTCCTQCTCT TCATTCTAGO TTACATOnO OTGGQQATTO TGGCCIGGTT GTA3GGA0AC 180 
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CCCCOtSCAftG TCCTCTACCC CaGGAACTCT ACTQGOGCCT ACTGTGQCAT GGGGGAGAAC 240 

AAAGATAAGC OCSTATCTCCT GTACTTCAAC ATCTTCAGCT GCATCCTGTC CAGCAACATC 300 

ATCTCACTTG CraAOAACGQ CCTACAGTQC CCCACACCCC AGGTGTGTGT GTCCTCCTQC 360 

COGGAGGACX: CATGGACTGT GGGAAAAAAC GAGTTCTCAC AQACTOTTGQ GGAAQTCTTC 420 

5 TATACAAAAA ACAGGAACTT TTGTCTCCCA GGGGTACCCT GGAATATCAC GGTGATCACA 480 

A6CCTGCRAC AGGAACTCTO COOCSWTTrC CTCCTOCCCT CXGCTCCAGC TCTGGGACGC 54 0 

TQCTTTCCAT G6ACCAACAT TACTCCACCG GCGCTCCCWS G6ATCACCAA TGAC3^CCACC 600 

ATACAQCAGG GGATCAGCGG TCTTATTGAC AGCCTCAATG CCC6AGACAT CAQTGTTAAG 660 

ATCTTTGAAG ATTTTGCCCA GTCCTGGTAT TGGATTCTTG TTGCCCTGGG GGTGGCTCTG 720 

10 GTCTTGAGCC TACTGTTTAT CTTGCTTCTO CXSCCTGGTGG CTGGGCCCCT GGTGCTGGTG 780 

CTOATCCTGS GAOTQCTCGG CSGTEGCrGGCA TATGGCATCT ACTAC IOCTG GGAGGAGTAC 840 

CGAOTGCTOC GGGACAAGGG CX3CCTCCATC TCX:CAGCTGO GTTTCACCAC CAACCTCAQT 900 

GCCTACCftSA GCX3TGCAGGA GACCTGGCTG GCCGCCCTQA TCGTGTTGGC GGTGCTTGAA 960 

GCCATCCTGC TGCTGGTGCT CATCTTCCTG CGGCAQCGGA TTCGTATTGC CATOGCCCTC 1020 

15 CTGAAQGAGG CCAGCAAGGC TGTGG6ACAG ATGATGTCTA CXaVTGTTCTA CCCACTGGTC 1080 

AOCmxyrCC TCCTCCTCAT CTGCATTGCC TACTGGGCXA TOACTQCTCT OTATCCTCTG 1140 

CCCAOGCaGC CA0CX3VCTCT TCGATATOTG CTCTCGGCAT CCAACATCAG CTCCKCCGGC 1200 

TGTGAGAAAG TGCCAATAAA TACATCATGC AACXXX3VCGG CCCACCTTGT GAACTCCTCG 1260 

TGCCCAGGGC TGATOTOCGT CTTCCAGGGC TACTCATCCA AAGGCCTAAT CCAACGTTCT 1320 

20 GTCTTCAATC TGCAAATCTA TGGGGTCCTG GGGCTCTTCT GGACCCTTAA CTGOGTACTG 1380 

6CCCTGGGCC AKEGCGTCCT OGCTaOAaOC TTTQCCTCCT TCTACTGGGC CTTCCACAAG 1440 

CCCCAGGACA TCCCTACCTT OCCCTTAATC TCTGCCTTCA TCCXKACACT CCX3TTACX31C 1500 

ACTGGGTCAT TGGCATTTGG AGCCCTCATC CTGACCCTTG TGCAGATAQC CX33GGTCATC 1560 

TTGGAGTATA TTGACCACAA GCTCAGAGGA GTGCAQAACC CTGTAGCCCG CTGCATCATG 1620 

25 TGCTGTTTCA AGTGCTGCCT CTGGTGTCTG GAAAAATTTA TCAAGTTCCT AAACCX3CAAT 1680 

GCATACATCA TOATOtSOCAT CTAOGGGftAO AATTTCTQTG TCTCAOCX»A AAATQOOTTC 1740 

ATGCTACTCA TGOGAAACAT TCTCAGGGTQ QT03TCCTGG ACRAAOTCAC AOACCTGCTO 1800 

CTGTrCTTTG GGAAGCTGCT GGTGGTCGOA GQC!GTGGGGG TCCTGTCCTT CTTTTTTTTC I860 

TCOGGTOGCA TCCCQGGGCT GGGTAAAGAC TTTAAGAGCC CCCACCTCAA CTATTACTGa 1920 

30 CTGCXXa^TCA TGACCTCCAT CCTGGGGGCC TATGTCATCO CCAGCGGCTT CTTCAGC6TT 1980 

TTCGGCATGT GTGTGOACAC GCTCTrCCTC TGCTTCCXGQ AAGACCTOGA GCGOAACAAC 2040 

GGCrCCCTGG ACCX30CCCTA CTACATGTCC AAGAGCCTTC TAAAGATTCT GGGCAAGAAG 2100 

AACXSAGGCGC CCCCGGACAA CAAGAAGAGG AAGAAGTGAC AGCTCCGGCC CTGATCCAGG 2160 

ACTGCACCCX: ACCCCCACCO TCCAGCCATC CAACCTCACT TCX5CCTTACA GOTCTCCATT 2220 

35 TTGTGGTAAA AAAAGGTTTT AGGCCAQOCG CCX3TGGCTCA C36CCT6TAAT CCAACACTTT 2280 

GAGAGGCTGA GGCGGOCOGA TCAOCTQAGT CW3SftGTTCG AGACCftGCCT GGCCAACATQ 2340 
GTGAAAC 



Seq ID NOt C207 DNA Sequence 
40 Nucleic Acid Accession #: HM_016180.1 
Coding sequence: 2 6.. 16 18 

1 11 21 31 41 51 

45 CAGGAAGGTT CCTCTCCCAG TGGCCATGGG TAGCAACAGT GGGCAGQCTG GCCXKCAOIT 60 

CTATAAATCC CTAGCTGATG ATOGCCCCTT TGACTCTGTO GAOCOQCCTA AAAGAOCCAC 120 

CAGCAGACTC ATCATGCACA GCATGGCCAT GTTCGGAAGA GAGTTCTGCT ACGCGGTQGA 180 

GQC3W3CGTAT GTQACCCCAG TCCTCCTCAG OGTAGGTCTG CTCAGCAGCC TGTACAGCAT 240 

TGTGTGGTTC CTCAGCCCCA TCCTGGGATT CCTGCTGCAG CCCGTGGTCX3 GATCXXKX3VG 300 

50 CGACCACTGC 0G6TCCAGGT GGGGCC0CX3G GAGACCCTAC ATCCTC3VCCC IGGGAG TCAT 360 

GATOCTCGTG GGCATOGCTC TGTACCTCAA TGGGGCTACT GTTGTAGCAG CTTTGATXGC 420 

TAACCCAAGG AG6AAGCTGG TTTGGGCCAT AA6TGTCACC ATGATAGOTG TCOTTCTCTT 480 

TGATTTTGCr GCXX5ACTTCA TTGATGGGCC CATCAAAGCC TACTTATTTG ATGTCTGCTC S40 

CCATCAGGAC AAOQAGAAGG GCCTCCACTA CCATGCCXnT TTCACAGGTT TTGGAGGTGC 600 

55 CCTGGGTTAC CTTTTCGGTG CTATAGACTG GGCCCATCTG GAGCTGGQAA GACTOT TGGQ 660 

TACAGAATTC CAGGTCATGT TCTTCTTCTC TGCATTGOTO CTCACTTTGT 0TTTTACT6T 720 

TCATCTGTGC AGTATCTCTG AAGCCCCACT TACAGAGOTT GCAAAGGGCA TTOCCCCACA 780 

GCAAACCCCT CAQGACCCTC CaTTGTCATC AGATGGAATG TAOGAGTATG GTTCTATOQA 840 

GAAAGTTAAA AATGGTTAOS TAAATCCAGA GCTGGCAATG CAGGGAQCAA AAAACAAAAA 900 

60 TCATGCTGAA CAGACTCGCA GGGCAATQAC ATTAAAGTCA CTGCTGAGAG CACTGGTGAA 960 

CATGCCTCCT CACTACCGCT ACCTTTGCAT CftGCCACCTC ATTGOATGGA CBOCCrrCCT 1020 

GTCCAACATG CTGTTCTTCA CAGATTTCAT GGGCCAGATT GTGTACOQOG GGQATCCCTA 1080 

TAGTGCACAC AACTCCACAG AGTTTCTCAT CTAOGAAAQA GGAGTCGAGG TTGGATGTTG 1140 

GGGCTTCTGC ATCAACTCOG TGTTTTCCTC ACTTTATTCT TACTTTCAGA AAGTTTTGGX 1200 

65 ATCCTACATT GGATTAAAGG GTCTTTACTT CAOGGGATAT TTGCIGTTTG GCCT GGGGA C 1260 
GGGATTTATT GGGCTCTTCC OGAATCTCTA CTGCACCCTG GTOCTGTQCA GCCTCTTTGG 1320 
TCTAATGTCC AGCACCCTGT ACaCTGTQOC CTTTAACCTC ATTACTGAGT ACCACCGCGA 1380 
GGAAGAAAAG QAGAGGCAGC AQGCJCCCAGG AGGGGACCCA GACAACAGC3G TGAGAGGGAA 1440 
GGGCATGGAC TGCGCCACCC TCACATGCAT GGTGCAGCTG GCTCAQATCC TGGTCGGAGQ 1500 
70 TGGCCTGGGC TTTCrGGMl ACACAGCCX3G GACCGTTGTC GTOQTGGTGA TCACAfiCGTC 1560 
TGCGGTG6CA CIGATAGGCT OTTQCTTTGT COCXCTCTTT GTTAGATAT6 TQGATTAfiOT 1620 
CaATAAAGAQ ACAATGAOCC TAAAAAAAAA 1650 



- Seq ID MO I C208 DNA Sequence 
75 Nucleic Acid Accession ft: MM_003273.1 
Coding sequences 255.. 2024 

1 11 21 31 41 51 

OA I II I I 1 

80 OGCOGOGG G G CCGGATCCTC 0GCG0GGCG6 AGTCC3VTCTC CTGGQAAATG GGGOSGACAG 60 

TGTTTCCTTG ACTGACTATT GTGAGOGCCC TCTCTCTCOG GGGGAGGGGA 6ACCATGGCC 120 

CCCACTCAGG CCCCOQGOCC CC3GCTGGAAT TCGGAGGGGC OCTGGGTAAT GGGGCftGAGA 180 

GATO6GACCT GGGGCAAAG6 CXAAGCGAAG GAGA6CTGGA QGGGGTGAAC TAASA QOGG O 240 

GG06AGATCT GftGGATGGAA GGCTTTGGGG GTGTOGGROO CAGAGGGAOC OGGGGGTTTa 300 
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CA60GAAGGG TGTCTGGAGA OGGAGAGCTG AGGAGGGOCC GGTTCTGGGO GCTQCAGAftC 360 

GGGGATTTAT GGTGTCGflCT GG6AGCAG0A GGAGGGTCTT CGAGGGGCCT GGGGGOGGGa 420 

GACTAAGATO GAOGCCTQQQ AAOGQAACTO GGAGGCAGOQ OGGTGCCTGG 6GGCOQAX3GO 460 

. CTGAGGACGG GGTG06GA00 C36CIICTCTGO GAATQ006AG AGOGTCOOQC A6A6A0BTCA 540 

5 GGG06CCGT0 CX3GGCCXS3CG GGQAOCTGGQ GGGCTAOGOG 0GGA06CCGA 06T6ATOG0C 600 

CTTCC06CA0 G0QC0QG66C TCTGCTACTG CTGCTGCXrOS CCACCATGTT CCACCTGCTC 660 

CTG6GGGCCC 0TT0G0C5CCC 0Q0GG6CCTG CTGGQTCXJVC CCGCGTCCCT GCOCGGQCTO 720 

GAGGTGCTGT GGAGCXXZACG GGOGCTQCTO CTOTOGCTCG CCTGGCTGQG CCTGCAGGOG 780 

GOSCTCTACC TACTGCO G GC GCGCAAOGTO OGGQCCC06C T060S0A08C T066GGGAGG 840 

10 GAAQCOAATO GGCTCGGOGA GGOAAAGQAC GCCC06GGCC TTATCAGAGC CCOCTTGGAC 900 

OGGGAOTGGC 06AG066CAG GAATTGAAGG ACAAGAGTCG CCTGCX^CTAT CXTTATTAACXS 960 

GCTTGCAaGC CCTGGT6CT6 ACRGCCCTGT TGOTGGGGCX QGGGATGTCA GOGGGGCTGC 1020 

CrCrOGGGGC GCTCCCGGAA ATGCTCCTGC CCTTGGCGTT TGTC GCCA CC CTCACCGCTT 1080 

- - TCATCTTCAQ CCTCTTTCTC TACATGAAGO CGCAGGTAGC COCAGTTTOG GCCCTGGCAC 1140 

IS • CIOGGGGQAA CTCAGGCAAT CGGATTTAC6 ACTTTTTTCT GGOAOSAGAG CTCAACCCTC 1200 

OTATCTO T TT CTTOSACTTC AAATATTTCT aTOAACTGOO AOCOGGCCTC ATCOGCTGGG 1260 

TCCTCATCAA CCTG6CCCTO TTGATGAAiGG AOOCAGAlSCT TCQAG6CAGT CCCTCACTGG 1320 

CXrATGTGGCT GGTCAATOGC TTCCAGTTGC TCTAOGTGGG TGAT6CCCTC TGGCACGAGG 1380 

AGGCOGTCCT CACCACCATG GATATCACAC ATGACX3GGTT TGGCTTCATO CTGOOGTTTG 1440 

20 GGGAC3VTGGC CTQGGTGCCC TTCACCTACA GCCTGCAOGC GCAOTTCCTG CXGCACCACC ISOO 

C6CA0GCCCT GOGOTXGOCC ATGQOCICTG TCATCT8GCT CATCAAT6CT ACTGGTTACT 1560 

ACATCTTOCG TGGGGGGAAT TCCCAC3AAAA ACACTTTGOQ AAAGAATGCT TCTGACOCCA 1630 

6AGTGGCTGG GCTTGAGACC ATCTCTACAO CCACAGGGCG GAAACTGCTG GTOTCTGGGT 1680 

GGTGGOGTAT GGTCCGCCAT CCCAACTATC TTGGAGACCT CATCATGGCT CTGGCTTGOT 1740 

25 CCTT Q OCCTG 06GG0TGTCA GACCTGCTGC CCTACTTCTA CCTCCTCTAC TTGAOGOGGC 1800 

TGCTGGTGCA OCXITGAGGCC GGQGATQASC OGAOTGCCIG CAaAAOTACS OOCIGQCCTG 1860 
GCAGGA6TAC TGCOSGGBTG TGCCTTACCQ CATGATGCOC TACATCTACT GAAGGQGCTC 1920 
CACCACCXXA GGTGGQGCAT GTGCCCACTC ATCCACCAGC ACACCCAGGA CCAGGAGCCT 1980 
C6ACACACTT GGGACTCAAG GGCTTGCACC CCACCCAGCC CTGAGGATQA ACAACCTCAG 2040 
30 AGAAGAGGTG GTTTAGAGCA AGGAAAAAAA TQAAACCAOT GAGCAAAAAA AAAAAAAAAA 2100 



Seq 10 NOs C209 ONA Sequence 

Nucleic Acid Accession tf: im.015720.1 

coding eequencet 21.. 1838 

1 11 21 31 41 51 

I I I I I I 

CCAGTTCaSO CAOGAGGACC ATQGGCOGGC TGCTGOGGGC CGCCCGGCTG OOGCCGCTGC 60 

TTTOGCOOCT GCTGCTTCTG CTOGTTGGGQ GAGCGTTCCT GGGTGCCTGT GTGGCTGGGT 120 

40 CTGATGAGCC TGGCCCAGAG GGCCTCACCT CCACCTCCCT GCTAOACCTC CTGCTGCCCA 180 

CTGGCTTGQA GCCACT6GAC TCAOAQOAGC CTAOTGAiQAC GATGQGGCTG GGAGCTGGGC 240 

TGGGAGCCCC TGGCTCAOGC TrCCCCAGOG AAjQAOAATGA AGAGTCTOGG AITTCTGCAGC 300 

CACCACAOTA CTTCTGGGAA GA6GAGGAAG AGCTGAAT6A CTCAAGTCTG GACCTGGGAC 360 

CXa^CTGCAGA TTATGTTTTT CCTGACTTAA CTGAGAAGGC AGOTTCCATT QAAQACACTA 420 

45 GCCAGGCTCA AGAGCTGCCA AACCTCCCCT CTCCCTTOCC CAAGATGAAT CTGGTTGAGC 480 

CTCOCTGGCSi TATOGCTCCC AaAaAQGAGQ AAOftAQAGOA AGAGGAAGAG QAG6AGAGGG 540 

AGAAG6AAGA GGTAOAGAAA GAAGAGGAQG AGGAAGAGGA GGAGCTGCTC CCrOTQAATG 600 

GATCCCAA6A AGAAGCCAAG CCTCAGGTCC GTGACTTTTC TCTCACCAGC AGCAGCCAOA 660 

CCCCAGGGGC CACCAAAAfiC AGGCATGAAG ACrCCGGGGA CCAGGCCTCA TCAGGTGTGG 720 

50 AGGTQQAGAO CAQCATGGGO CCCAGCTTQC TGCTGCCTTC AGTCACCCCA ACTACAGTGA 780 

CTCCO O GGGA CGAOGACTCX! A0CAGCCAA6 AGGOUSAGGC CACAGIGCIG OCAOGTQGAO 840 

6GCTTGGGQT AGAGTTCGAG GCTCCTCAGG AAOCAAGCGA GGAAOOCACT GGAOGAfiCAG 900 

CTGGTTTGTC TGGCCAQCAC aAOaAGGTGC CXMCCTTGCC TTCATTCCCT CAAACCACAG 960 

CTCCCAGTGO GGCCGAGCAC CCAGAT6AAG ATCCCCTTGQ CTCTAGAACC TCAGCCTCTT 1020 

55 CCCCACTGGC CCCTGGAGAC ATGGAACTGA CACCTTCCTC TGCTACCTTQ GGACAAOAAG 1080 

ATCTCAACCA GCAGCTCCTA GAAGGGCAGG CAOCTGAAOC TGAATCGAGG ATACCCTGGO 1140 

ATTCTAG6CA GOTGATCTGC AAGGACTG6A GCAATCTGGC T0G6AAAAAC TACATCATTC 1200 

T6AACATGAC AGAGAACATA GACTGTGAGG TGTTCOGGCA 6CAC0GGGGQ CCACAGCTCC 1260 

^ TGGCCCTGGT GGAAGAGGTO CTGCCCCXJCC ATGGCAGTGG CCACCATGGG GCCTGGCACA 1320 

60 TCTCXCTGAO CAAGOCCAGC GAGAAOQAGC AGCSICCTTCT CATGAGACTG 6TGGG0QAGC 1380 

AGG0G0TG8T GOOCACTCAA GATQTGCTTT CXATOCTGGG TGAGATOCGC AGGAGGCIGQ 1440 

AGGAGATTGG CATCCAGAAC TATTGCAGAA OCAGCAGCTG CCAGOCGOGG 6CCAGCCAGG 1500 

TGCX5CAGCGA CTACGGCAOO CrCrTOOTGO TGCTQGTGGT CATTGGGGCC ATCTGCATCA 1560 

^ TCATCATTGC GCTTGQCCTO CTCTACAACT GCTQGCAGOG COGGCTGCCC AAGCTCAAOC 1620 

65 ACX3TGT0GCA GGGCGAGGAG CTGCGCTTCQ TGGAGAACX3G CIGCCAOQAC AACCCCAOGC 1680 

TGGA06TGGC CAGOGACAGC CAOTOGQAOA TaGAGGAGAA QCAOOOCAGC CTSAAOGX300 1740 

GOQGGGCCCT CAAGGQCCCX3 GGGAGCTGQG GGOGGCTCAT 6GGG66CAAG OGGGAGCCOG 1800 

AGGACTCGGA CGTGTTCOAO GAGGACACGC ACCTGTGAGC GCAGOGAGGC GCAGGCOQAO 1860 

TGGGCOGCCA GGACCAAGCG AGGTGGACCC CGAAAOGQAC OGCCOGGAGC CCX3CACCAGC 1920 

70 CCCGCGCCTA CCCGGCCGCC CXTCGCGCXTO GCCCTOQOOG CX3GGCTCCTT CCCGCTTCCC 1980 

COGACTTCAC AOOGCGGCTT OGGACCAACT CCCTCACTOC 0G00GQAGG6 GCAGGCCTCA 2040 

AAGCrcxSCTT TGGCCXX3GCT TTCCX3G0CCC TGAACCCOGG OCCXX306GGC GQOaGGGOOO 2100 

CTTCCTGCGC CCOGGGACTC AATTAAACXX: GCOGOQAGAC CAOGCQGOCC CAGCGAAAAA 2160 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 2220 

75 AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAA 2269 



Seq ID NOt C210 DNA Sequence 

Ifucleic Acid Accession #: 2IM_001197.3 

Coding seqMence t 61 . . 543 

1 11 21 31 41 51 

1 I I I I 1 

GACAOGAAGC CTCCC360GTG GCTTACAGAC GCTGCCAGCA TG6GC3QCCX3C CAGAGQAGAA 60 

AT6TCTGAAG TAAGACCCXTT CTCCAOAGAC ATCTTGATGO AGAGCCTCCT GTATGA6CA0 120 



1330 



wo 03/042661 



CTOCTGGAAC CCCCGACCAT GGAGGTTCTT GGCATGACTG ACTCTOAAaA GGACCTGGAC 
CCTATGGAGG ACTTCGATTC TTTGGAATGC ATGGAGGGCA GTGACGCATT GGCCCTGCGG 
CTGGCCTGCA TCX5GGGACGA GATOGACXSTG AGCCTCAGGG CCCCX3CGCCT GGCCCAGCTC 
TCXmGQTGG CCATGCACAQ CCTOGGTCTO GCTTTCATCT AOGACCAOAC TGAGGACATC 
AGGGATGTTC TTAGAAGTTT CATGGACGGT TTCACXaCAC TTAAQGAOAA CATAAT6RG0 
TTCTGGAGAT CCCCGAACCC CGGGTCCTGG GTQTCCTQOG AACAGGTGCT GCTGGCGCTG 
CTGCTQCTGC TGGCGCTGCT GCTG(XGCTG CTCAGCGGGG GCCTGCACCT GCTGCTCAAG 
TGAGGCCCOG GCGGCTC3«3G GCGGGGCTGQ CCCCACCCCC ATGA CCACTQ CCCTGGAGGT 
GGOGGCCTGC TGCTGTTATC TTTTTAACTG TTTTCTCATG ATGCCTiTT T ATATTTAAA C 
CCC6AGATAG TGCTGGAACA CTGCTGAGGT TTTATACTCA GGTTTTTTGT TTTTTTTTTA 
TTCCAGTTTT CGTTTTTTCT AAAAGATGAA TTCCTATGGC TCTGCAATTG TCACCQGTTA 
ACT6TGGCCT OTGCCCAGGA AGAGCCATTC ACTCCTGCCC CTGCCCACAC GGCAGGTAGC 
AGGGGGA6TG CTGGTCACAC CXXrTGTGTGA TATGTGATGC CCTCG6CAAA GAATCTACTQ 
GAATAGATTC OGAGGAGCAG GAGXGCTCAA TAAAATGTTO 6TTTCCAGCA AAAAAAAAAA 
AAA 

Seq ID NO: C211 DNA Sequence 
Nucleic Acid Accession #i AF272357 
Coding sequence: 83.. 1060 

1 11 21 31 41 51 

1 1 1 i i I 

GCTGCTCCCG ACGCG6AGCC CGGAGCCCGC GCCGAGCCXX: TGGCCTOSCG GT6CCATGCT 
GCCCCGGCGG CGGCXKTTGAA GGATGGCGAC GCCGCTGCCT COQCCCTCCC OOOGGCAOCT 
GCGGCTGCTQ CGGCTOCTGC TCTCCGGCCT CQTCCTOGGC GCCXSCCCTGC QTGGA6CGGC 
CGCCQGOCAC CGGOATGTAG CCGCCTGTCC CGG6AGCCTG GACTGTGCCC T6AAGAGG0G 
GGCAAGGTGT CCT OC T G GTG CACATGCCTG TCGGCXXTTGC CTTCAGCCCT TCCAGGAGQA 
CCA6CAAGGG CTCTGTGTGC CCAGGATGCG COGGCCTCCA GGCGGGGGCC GGCCCCAGOC 
CAGACTGQAA GATQAGATTG ACTTCCTGGC CCAGGAGCTT GCCOGORAOG AOTCTGGACA 
ATCAACTCXXS CCCCTACXXA AGGACCGACA GCGGCTCCCG GAGCCTOCCA CCCnOOQCTT 
CTCGQCaCGG 0GGCAGGG6C TGGAGCIGGG CCTCCCCTCC ACTCCAGGAA CCCCCAOGCC 
CAG6CCCCAC ACCTCCCTG3 GCTOCCCTGT GTCATCCGAC CCGGTGCACA TGTCGCCCCT 
GGAGCCCCGG GQAGGGCAAG G0GAC3GGCCT C6CCCTTGTG CTGATCCTGG CGTTCTGT6T 
GGCCQGTGCA GCCGCCCTCT CCGTAGCCTC CCrCTGCTGG TGCAGGCIGC AGCGTGAOAT 
CCGCCTGACT CAGAAGGCGG ACTACGCXAC TGCGAAGGCC CCTGGCTCAC CTGCAGCTCC 
COQGATCTCO CCTCGOOACC AGGGGCTGOC ACAQAGCGCG GA6ATGTACC ACTACCAGCA 
CCAAC3GQCAA CAGATGCTGT OCXTOQAQOS 6CATAAAGAG CCACCCAAGG AGCTGGACAC 
GGCCTCCTCG GATGAGGAGA ATGAGGACGG AGACTTCAOG GTGTACGAGT GCCCGGOCCT 
GGCCCXX3ACC GGGGAAATGQ AOGTQCGCAA CCCTCTGTTC GACCACGCCXS CACTGTOCGC 
QCCCCTQCCG GCCCSCCAGCT CACCGCCTOC ACTGCCATGA CCTGGAGGCA 6ACAGACGCC 
CACCTGCTCC CCXSACCTCXa GGCCCCCQGG GAGGGGCAGG GCCTGGAGCT TCCCACTAAA 
AACATOTTTT GATGCTGTGT GCTTTTQGCT GGGCCTCQGG CTCCAQGCCC TGGGACCCCT 
TGCCAGGGAQ ACCCCCGAAC CTTTQTGCCA GGACACXZTCC TGGTCCCCTG CACCTCTCCT 
OTTCGGTTTA GACCCCCAAA CTGGAGGGGG CATGGAGAAC CGTAGAGOGC AGGAACX3GGT 
GGGTAATTCT AGAGACAAAA GCCAATTAAA GTCCATTTCA GAAAAAAAAA A 

Seq ID MOt C212 DNA Sequence 
Nucleic Acid Accession #: NH_00444S.l 
Coding sequence: 799.. 3819 

1 11 21 31 41 51 

CGGAGGGGGC GGGCOGGGCT GCGTTCGCTC CAflCJOQOOGC TCTAC3M3CAG CGGGOSGCGG 60 

GACCCGGGAC CCAGCTTGQC GACGGCOATT CTCGAOQCGG GCCCCCAGGA TTCTCCOSGC 120 

GCCCCACCTC TGGAGCAGCC CCTGCOGCCA GOGTCAGGTC CACCCCGGAA TCCCAGGGAC 180 

TCTGGOOGCC GAACXSGAGCC GGGCCGGTGC AACOGGGXGC CGGOACIGGA GAA6AC60GG 240 

6TGGCAC0GT GCGAGCTCCA GGA0CCCXX3G GTOCACTGOG AGOCCTOGGO GGGCX3CAGAC 300 

CTGCSUSAQAC TGOGGCCAAC GGQAAGAAAT AAAGGGATTA TAGTCCACOC AATTCACAGA 360 

CTTCW3AGAC TCAGACACGA GGAGAGATAG AGAAOMCCA ATCTCTAGAT CAACAAGCAA 420 

AGGAGGTGCC AAGCCTGTTT GTCXTCATTG TGACACTGQA GTCTAGATGC TGGGAAGTCC 480 

AAGATGAGGG TGCCG6CATG OTCROTTCCT G60GAAGCCT CTCTTCTAGQ TTTCAGACTG 540 

CCCTCTTCTT TGTTOTOTCC TOGAATGGCA GAAAAAGQGG TGGCTGTTGG AGGAAGGGAG 600 

GAGAGTAAAT 6AAGAGAAAQ AACTGGAATA ACCCCTTGCA GAAAAAAAAA AAAAGGGAAG 660 

CTTAGCT6TA CACCXTTGAGT CTTGCAAAAQ CTGCAQCCCC ACCCAGGAGC AGGGTGGTGG 720 

CTGGGGOQAT GOTGQAGGCC CTGAAGAT6T CCCATGGCTA CTGAAGOGGC TGCCCAGTTA 780 

GGGAACAGAG TGGCX3G6CAT GGTGTCnSVGC CTATGGGTGC TGCTGCTOGT GTC TTCAG TT 840 

CTGGCTCTGG AAGAGGTATT GCIGGACAGC A0GQ6AGAGA CATCTGAGAT TGGCTGGCTC 900 

ACCTACCCAC C3«K3GGGGTQ GQAOGAGGTG AGTGTTCTGG ACX3ACCAG0G AC3GCCTGACT 960 

OGGACCTTTG AGGCATGTCA TGTGGCAGGG GOCXXTTCCAG GCACCGGGCA GGACAATTGG 1020 

TTGCAGACAC ACTTTGTGGA G0GG0GCX»X5 GCXXaVGAGGG OGCACATTCO AC TCCACT TC 1080 

TCTGTGOSGG CATGCTCCAG GCTGGGT6TG AGOG6CX3GCA CCIGGC3QG(A GAOCnCACC 1140 

CTTTACTACC GTCAGGCTGA GGAGC0CX3AC A6CCCTGACA GCX5TTTCCTC CTGGCACCTC 1200 

AAAOQCTGGA CCAAGGTGGA CACAATTGCA GCAGAOSAGA GCTTTCCCTC CTCCTCCTC3C 1260 

TCCTCCTCCT CTTCTTCCTC TGCAGCGTGG GCTGTGGGAC CX:CACGQGGC TGGGCAGCGG 1320 

GCTGGACTGC AACTGAAGGT CAAAGAGGGG AGCTTTGGGC CTCTCAOOCA ACX3CGGCTTC 1380 

TACOTGQCCT TCCAG6ACAC GOGGGCCIGC CTGGCCCTGO TOGCXGTCAG GCTCTTCTCC 1440 

TACACCTGGC CTCC06TGCT CCGATCCTTT GCTTCCTTTC CAGAGAG6CA GGCCAGTGGO 1500 

GCTGGGGGGG CCTCCCTGGT GGCAGCTGT6 GGCACCTQTG TGGCTCATGC AGAGCCA6AG 1560 

GAGGATGGAG TAGGGQGCCA GQCAGGAGGC AGCCCCCCCA GGCTGCACTG CAAOGGGGAG 1620 

GGCAAGTGGA TGGTAGCTGT OGGGGGCTGC CGCTGCCAGC CTGGATACCA ACCAGCAOSA 1680 
GQAOACAAGO CCTCCCAAGC CTGCXXaOGG GGGCTCTATA AQTCTTCTOC TGOOAATGCT 1740 
CCTTGCrCAC CATGOOCTGC COQCAOTCAC GCTOCCAACC CA6CA0CCCC OGTTTGOCCC 1800 
TGGCTGQAGO GCTTCTACOQ GGOCAGTTCC GAOOCACCAG AG6CCCGCTG CACTGGTCCT 1860 
OCATOGGCTC CCCA06AGCT TTGGTTTGAG GTGCSUyaGCT CAGCACTCAT GCTACACIOG 1920 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
963 
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CGCCTGCCTC GGGAGCTGGG GGGTOGAGGG GAOCTOCTCT TCAATGTOGT GTQCAAQOAO 1980 

TGTGAADOCC GCXaVGGAACC TGCCAGOGGT GGTGG6GGCA CTTGTCACOG CTGCAGGGAT 2040 

GAGGTCCftCT TGGACCCTCQ OCAOAOAGGC CTGACTGAOA GC0GA0T6TT AGTOGGGGGA 2100 

CTOOGOGCAC AOGTACCCTA OITCTTAGAG GTGCAGGCTO TTAATGQGGT GTCT OAOC TC 3160 

AGCGCTGACC CTCCTCAGGC TGCAGCCATC AATGTCAGO^ CCAOOOITQA JmTQCOCTCT 2220 

GCTOTCCCTG TGGTGCACCA G6TQAGC0Q0 GCATCCAACA GCATCAOGGT GTCCTGGCCG 2280 

CAOCCOGACC AGACCAATGG GAACATCCTO QACTATCAGC TCOGCTACTA TGACCAGGCA 2340 

GAAGACGAAT CCCACTCCTT CACCCTQACC AGCGAGACCA ACACT6CCAC GGTGACACAO 2400 

CTGAGCCCTG GCCACATCTA TGGTTTCXy^ GTGOSGGCCC GGACTGCTGC GQGCCACGQC 2460 

CCCTACGGGG GCAAAGTCTA TTTCCAQACA CTTCCTCAAO G0GAGCT6TC TTCCCRGCTT 2520 

CCXSQAAAGAC TCTCCTTGOT QATCGGCTCC ATCCTGGGGG CTTTGGCCTT CCTCCTGCTG 2580 

GCAGCCATCA COGtGCIGGC GGTOGTCTTC CAGOGGAAGC GGOQTQGGAC TGGCTACACG 2640 

GAGCAGCT6C A6CAATACAG CAGCCCAGGA CTCGG6GTGA AOTATTACAT OGACCCCTCC 2700 

ACCTACGAGQ ACCCCTGTCA GGCCATCCX3A OAACTTGCCC GGOAAOTOSA TlXriV CTIfAT 2760 

ATCAAOATTG AGOAGGTCAT TGOOACAGGC TCTTTTGGAG AAGTGCOCCA GG6C0GCCT0 2820 

CAGCCAC3GGG GAOGGAGGGA GC3UGACTGT0 GCCATCCAGG CXXrTGTGGGC OGGGGGCQCC 2880 

GAAAQCCTGC AGATGACXTTT CCTGGGCOGG GCX33CAGTGC TG60TCA0TT CCASCACCOC 2940 

AACATCXn^C GOCTGOAGGG OGTGGTCACC AAQAGCCGAC CCCTCATGGT GCTGAGGGAG 3000 

TTCATGGAGC TTGOCCCCCT GGACAGCTTC CTCAGGCAGC G6GAQGQCCA GTTCftS CaGC 3060 

CT6CAGCTGG TGGCCATGCA GCGGGGAGTG GCTGCTGCCA TGCSWnrACCT GTOCAfiCTTT 3120 

GCCTTOSTCC ATCGCTG6CT GTCTGCCCAC AOOQTGCTGG TGAATAGCCA CTTGGTGTGC 3180 

AAOGTQGCCC GTCTTGGCCA CAOTCCTCAG GGCCCAAGTT GTTTGCTTCG CTGGGCAGCC 3240 

CCAGAGGTCA TTGCACATGO AAAGCATACA ACATCCAGTG ATGTCTGGAG CTTTGGGATA 3300 

CTCAT6TGGG AAGTGATGAG TTATGGAGAA CX>GCCTTACT GGQACATGAG TGAGCAOGAO 3360 

GTACTAAATG CAATAGACCA GGA6TTCCG0 CTGCCCCOGC CTCCAGGCTG TCCTCCTGGA 3420 

TTACATCTAC TTAIGTTGGA C3«JrTGGCAG AAGGACOGTG CCOSGCGGCC TCATTTTGAC 3480 

CAGCTGGTGG CTGCATTTGA CAAOATGATC OGCAAGCCAG ATACCCTGCA GGCTGGOSGG 3540 

6ACCCAGGG0 AAAGGCCTTC CCAGGCCCTT CTGACCCXTTG TGGCCCTGGA CTTTCCTTGT 3600 

CTGGACTCAC CCCAGGGCTO GCTTTCAGCC ATTGGACTGG AGTGCTACCA GGACAACTTC 3660 

TCCAAGTTT6 GCCTCTOTAC CTTCAGTGAT GTGGCTCAGC TCAGCCTAGA AGACCTOCCT 3720 

GCCCTGG6CA TCAOCCTQGC TGGCCACCAO AAGAAGCTGC TGCACCACAT CCAGCTCCTT 3780 

CAGCAACACC TOAOGCAGCA GOGCTCAGTG GAGGTCTGAO AATGACGATA CCOGTQACTC 3840 

AGCCCTGOAC ACTGGTCCGA GAAGGGACAT GTGGGACGTG AGCOGGGCTC CAACAGCCTC 3900 

TGTQAGAGAT GCCXXIACACC AAACCCAACC CTCXXX3ATGG CTGCATTCCC TGGTCCTOOQ 3960 

CCTCTCCACC AGCCCCCTCC TCATTAAAGG GAAAGAAGGG AATTTGCAAA 4010 

Seq ID NO: C213 SNA Sequence 

Nucleic Acid Accession #i XM_043340.4 

Coding sequences 195.. 1067 

1 11 21 31 41 51 

I I I I 1 1 

GGGOGGCGCC CAATGGGCTG GGG6GAGCGT CACTTCCOGO CAGCGGGAGG OQAGTGGCGA 60 

GTGGOGAGTG GOGAGTGTCA GGGGGGCGGC OGGOGGGGGC GGGGCGGCCG GAGGAGGCGT 120 

T6GCAGGGGG CTOGGACCCA CGCGG06C00 GGGCCOGOCT GGCCTGCAGC GCTCCCACCC 180 

CGGGGGGOSa CAGQATGCCX: ITTGACTTGA GQAGGTTTOA GATCTACAG6 AAGGTGCCCA 240 

AGQACCTTAC GCAGCCAACG TACaCOGGGG CSSMTTATCTC CATCTGCTGC T6CCTCTTCA 300 

TCCTCTTCCT CTTCCTCTCX5 GA6CTCAC0G GATTTATAAC OACAGAAGTT 6TGAACGAGC 360 

TCTATGTCSGA TGACCCAGAC AAGGACAGCG GTGGCAAGAT CGAOGTCAGT CTQAAC3VTCA 420 

GTTTACCCAA TCTQCACTOC GAaTTGOTTG GGCTTGACAT TCAGGAIGAG ATGOQCAGGC 480 

Aa3AA0TGGQ CCACATGGAC AACTCCATGA AOATCCOGCT GAACAATG60 OCAGGCT6CC 540 

GCTTOGAGGG GCAGTTCAGC ATCAACAAGG TCCCOGGCAA CITGCAGOTG TCCACACACA 600 

GTGCCACAGC CCAGCCACAQ AACCXAGACA TOACGCATGT CATCCACAAO CTCTCCTTTG 660 

GGGACACGCT ACAGGTCGAO AACATCCACO GAOCTTTCAA TGCTCTCX3GG GGAGCAGACA 720 

GACTCACCTC CAACCCCCTG GCCTCCCAC3G ACTACATCCT QAAQATTGTG CCCAOGQTTT 780 

ATGAOGACAA 6AGTG6CAAG CAGCGGTACT CCTACCAOTA CAGGOTOOOC AACAAGGAAT 840 

ACGTOSCCTA CAGOCACROS 6GCCX5CATCA TOCCTQCAAT CTO3TTC0GC TACGACCTCA 900 

GCOCCATCAC GGTCAAGTAC ACAGAGAGAC GGCAGC06CT GTACAGATTC ATCACCAC6A 960 

TCTGTGCCAT CATTGGCX3GQ ACCTTCACCG TCGCCGGCAT CCTGQACTCA TGCATCTTCA 1020 

CaWSCCTCTGA GGCXnXSGAAG AAGATCX3U3C TGGGCAAGAT OCATTOAOGC CACACCCAOC 1080 

CTAATQQCOG AGOAOCCTGO GCKT08GCAO OCTTG O CTOC AGTG0CCT6T CTCCTTTG6C 1140 

CCTCAATCTO GTCGCAAATC TG6CTGT6TC OGAAAGGOTG TGTGGQAAST GGGGG6AAAQ 1200 

TAGAGGATGG CTOGATGTTT TGCAGCTACC TCTTTTCOCC GTGTTTCTTT TTA6ACAAAT 1260 

TACACTGCCT QAAGTTOCAG TTCCCCTTTC OCTGGGGAGC CCCAAQAACA GAGTCAGGCA 1320 

AGGGGTGGGG AGTCCAGG6G AACATCCCAG AATGCATATC GATCAQCTCT CAGCCAGQCT 1380 

TOSACAATCT GGCAGCXXXX: ACTAGOTGGA CACATTAATG ATTTGGTTTC TCCXCTGGOC 1440 

AGCCAACCTQ CCCC3U3AG6C ACCAGACCTO OQCTTTCAGC TTTQGGACCA 6GCIGCCCAA 1500 

AGGTACTCCT TTATACACCC GGCACCTTCC AC3QAAA6ATO GTACTTCCCA AG CAAGC CCC 1560 

TATQATTTGT CACTATAGAT GGAAATGTGT GGCATGCACA TGAGTTGAAA TTCTTTTATQ 1620 

CATTTTTTTG AAGAAAAAAA AAAAAACAAC TCTGAGQACA TAGGGGATGT CAGTTTCCTA 1680 

TQGAAGAGAC AOCTCTGACC CX7TTATTCTT ATAATOVAAA TCTGAft GGGA AAAAAATOTT 1740 

TTAGTTCTTT COCCACTOOT TGGGTTCAAC TAGATTAAAA GGCTGATTTT CA6 1793 

Seq ID NO I C214 DNA Sequence 

Nucleic Acid Accession tfs NM_002151.1 

coding sequence! 246.. 1499 

1 11 21 31 41 51 

I I I I I I 

TCGAGCCCGC TTTCCAGOGA CCCTACCTOA OOGCCCACAG GT6AGGCAGC CTGGCCTAGC 60 

AGG0CCCA06 CCAOO G CCTC TGCCTCCAGO GGQCCCGCIQ CTGQGGQGCC ACCATOCTGC 120 

TGCCCAGGCC TG6AGACTGA CCOOACCCOO GCACTACCTC GAGGCTCCGC COOCAOCTGC 180 

TQGACCCCAa GGTCCCACCC T060CCAGGA GGTCAGCCAO GGAATCATTA ACAAOAOOCA 240 

GTGACATGGC GCAQAAGGAG GGTGGCOGGA CTGTGCCATQ CTGCTCCAGA OCCAAOGTGO 300 
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CAGCTCTCAC 
TTGTGGCTGT 
CGGAjCGCTCG 
CGGGCTCCAA 
TGAOCdCTC 
GTGTGQACQA. 
ATTGCCXXAG 
C06TGGAC0Q 
GCCTTOGCTA 
TGACAGGG6C 
CGGGT6CC0T 
ACCACGGGGG 
CCCTGGTCCA 
CAGCTQCGGG 
C6CAGTACTA 
ATGATGTCTG 
CTQGCTACCC 
6TQAGGACA0 
CTGQCT6T6C 
GGATCTTOCA 
OQQTGGCTTC 
CTGGGCCGAO 
CCCTOCAGGG 
CACCCTCCTQ 
CTGATQATGQ 



TGGGGGGAGC 
TCTCCTCAGG 
GCTCATG6TC 
COCGAGGQTA 
OGAGCTGGAC 
GGGGAGGCTG 
AGGCCGTTTC 
CATCGTGGGA 
TGATGGAGCA 
CCACTGCTTC 
GQCCCAGGCC 
CTATCTTCCC 
CCTCTCCAGT 
GCAGGCCCTG 
TGGCCAACAG 
CAATGGCGCT 
CGAGGGTGGC 
CATCTCTCGG 
CCTG60CCAG 
G6CCATAAA6 
TOSCTGCGCA 
GATGGGACGT 
TCCTCTCTTC 
ACCCCCATOT 
GAT6CTCTTT 



CTGCTACTTC 
AGTGACCAGG 
TTTGACAAGA 
GCOGQACTCA 
GTGG6AAG6G 
CCCCACACCX: 
TTGGCCGCCA 
GGCCGGGACA 
CACCTCT6TG 
CGGGAGCGGA 
TCTCXXXACG 
TTTCGGGACC 
CCCCTGCCCC 
GTGGATOGCA 
GGOGGGGTAC 
GACTTCTATG 
ATTGATGCCT 
ACGCCACGTT 
AAOCCAOGGQ 
ACTCACTCOS 
GCCTCCAGGG 
TTTTCTTCTT 
CAGAGXGGCX3 
AAATATTGTT 
AAATAATAAA 



TGACAGCCAT 
AGCCGCTGTA 
G6GAA6GGAC 
GCTGGQAOQA 
GGGG06CCAA 
AGAGGCTGCT 
TCTGCCAAGA 
CCAGCTT66G 
CGGGATCCCT 
ACC6GGTCCT 
6TCTGCAGCT 
CCAACAQOGA 
TCACAGAATA 
AGATCTGTAC 
TCCAGGAGGC 
QAAACCAGAT 
GCCAGGGOGA 
GGCGGCTGT6 
TCTACAOCAA 
AAGGCAGCX36 
CCXX3AGGTGA 
GGGCCCQGTC 
GGCCCACrCA 
CTGCTOTCTQ 
GATGGTTTTG 



Seq ID NOt C215 DNA Sequence 
Nucleic Acid Accession «s AB037745.1 
Coding sequences 2 6 ..1744 



11 



31 



OGGGGGG6CA 
CCCAGTGCAG 
GTG6066CTG 
6AT0GGCTTC 
TGGC3V0GT0Q 
GGAGGTCATC 
CTGTGGCOGC 
C0GGTGGG06 
GCTCTCXX3GG 
GTCCCX3ATGG 
GGGGGTGCA6 
GGAGAACAGC 
CATCCAOCCT 
CX3TGACX3G6C 
TCGAGTGGCC 
CAAGCGCAAG 
CA6CGGT6GT 
TGGCATTGTG 
AGTCAGTGAC 
GATGOTQACC 
TCCCGQTQQT 
CACAG6TCCA 
GCCCCX3AGAC 
GGACIGCTGT 
ATT 



41 



TCCTGGGCCA 
GTCAGCTCTG 
CTGTGCTCCT 
CTCAGGGCAC 
GGCTTCTTCT 
TCOGTGTGTG 
AGGAAGCTGC 
TGGCAAGTCA 
GACTGGGTGC 
CGAGTGTTTG 
GCTGTGGTCT 
AACGATATTG 
GTGTGCCTCC 
TGGGGGAACA 
ATAATCA6CA 
ATGTTCTGTG 

AGTTGGQOCA 
TTGC666AGT 
CAGCTCTGAC 
GGGATCXaCG 
AGGACACCCT 
CACCCAACCT 
CTAGGTOCCC 



51 



360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

U40 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1783 



21 

111)1 

ATGGTGGAAC AGGCT6CCCA CAAACATGGA AACGACCGTT CTCAGTGGGA TCAACTTOGA 60 

GTACAAGGGC ATGACAGGCT GG6AGGTGGC TGGTQATCAC ATTTACACAG CTGCT66A6C 120 

CTCAGACAAT GACTTCATGA TTCTCACTCT GGTTGTGCXA GGATTTAGAC CTCCX3CAGTC 180 

GGTGATGGCA GACACAGAGA ATAAAGAGGT GGCCAGAATC ACATTTGTCT TTGAGACCCT 240 

CTGTTCTGTG AACTGTGAQC TCTACTTCAT GGTOQQTQTG AATTCTAGGA CCAACACTCC 300 

TGTGGAGACG TGGAAAGGTT CCAAAGGCAA ACAGTCCTAT ACCTACATCA TT6AGGAGAA 360 

CACTACCAOS AGCTTCACCT GGGCCTTCCA GAOQACCACT TTTCATGAGO CAAGCAGQAA 420 

GTACACCAAT GAOGTTGCXA AQATGTACTC CATCAATGTC ACCAATGTTA TGAAT6GOGT 480 

GGCCTCCTAC TGCCGTCCCT OTGCCCTAGA AQCCTCTGAT GTGGGCTCCT CCTGCACCTC 540 

TTGTCCTGCT GGTTACTATA TTGACCGAGA TTCAGGAACC TQCCACTCCT GCCCCCCTAA 600 

CACAATTCTG AAAGCCXACC AGCCTTATGG TGTCXZAGGCC TGT6T6CCCT GTG6TGCAGG 660 

GACX3UU3AAC AACAAGATCC ACTCTCTGTO CI AC3AT GAT TGCACCTTCT CAOGC AACAC 720 

TCCAACCAG6 ACTTTCAACT ACAACTTCTC 06CTTT6GCA AACACXX3TCA CTCTTGCIGG 780 

AGGGCCAAGC TTCACTTCCS^ AAGGGTTGAA ATACTTCCAT CACTTTACCC TCAGTCTCTG 840 

TGGAAACCaO QGTAGGAAAA TGTCTGTGTG CACOGACAAT GTCACTGACC TCOSGATTCC 900 

TGAGGGTGAG TCAGGGTTCT CCAAATCTAT CACAGCCTAC GTCT6GCAGG CAGTCATCAT 960 

CCCCCCA6AG GTGACAGQCT ACAAGGCOGG GGTTTCCTC31 CAG0CX6TCA GCCTT6CIGA 1020 

TOGACTTATT GG6GIGACAA CAGATATGAC TCTGGATGGA ATC3LC CTCC!C CAGCTGAACT 1080 

TTTCXJACCTG GAQTCCTTQQ GAATACOGGA OGTGATCTTC TTTTATAGGT CCAATGAT6T 1140 

GACCCAGTCC TGCAGTTCTG GGAGATCAAC CACCAICOGC GTCAGGTGCA GTCXACAGAA 1200 

AACTGTOCCT GGAAGTTTGC TGCTGCCAG6 AAGGTGCTCA GAT06GACCT 6TGATGGCTG 1260 

CAACTTCCAC TTCCTGTGGG AGA6GGGGGC TGCTTGCCCG CTCIGCTCA6 IGGCTGACTA 1320 

CCATGCTATC GTCAGCAGCT 6TGTGGCIGG 6ATCCAGAAG ACTACTTAOG TGTGGCX3AGA 1380 

ACCCAAGCTA TGCTCTGGTG GCATTTCTCT GCCTGAGCAO AQAGTC3WX3V TCTGCAAAAC 1440 

CATAGATTTC TGGCTGAAAG TGGGCATCTC TGCAGGCACC TGTACTGCCA TCXTTGCTCAC 1500 

CGTCTTGACC T6CTACTTTT GGAAAAAGAA TCAAAAACTA GAGTACAAGT ACTGCAAGCT 1560 

GGTGAT6AAT GCTACTCTCA AGGACTOTQA OCTOOCAOCA QCTGACAOCT GCX3CCATCAT 1620 

GGAAGGOGAG GATGTAGAGG ACGACCTCAT CTTTACCAGC AAKSUVGTCAC TCTTTGGGAA 1680 

GATCAAATCA TTTACXTTCCA AGCAGCCAGC TCCTGTCACC ATCTCTCTTT CAGAGGACTC 1740 

CTGATGGATT TGACTCAGTG COQCTGAAGA CATCCTCAGQ AGGCCCAGAC ATGGACCTGT 1800 

GAGAGGCACT GCCTGCCTCA CCTGCCTOCT CACCTTGCAT AGCAOCTTTO CAAGCCTGCG 1860 

GGGATTTGGG TQCCAOCATC CTGCAACAOC CACTGCTGGA AATCTCTTCA TTGTGGCCTT 1920 

ATCAGATOTT TGAATTTCAG ATCTTTTTTT ATAQAGTACC CAAACOCTGC TTTCT6CTTG 1980 

CCTCAAACCr GCCAAATATA CCCACACTTT GTTTGTAAAT TATGCXXTTTG CTTGTATCTT 2040 

QTTTCCCAAA ATGGCCCATC CGCCAGAGCC ATAGCTTCGT CTGCTCATAA TTCTTATAGC 2100 

TTTGGAATQA AAATATTTCT ATCTTCTTAA GTATAGAAAC TATTTCCTCT GTCCTCTAAC 2160 

TTAAGGGCAO AAACKGCTOO GAGTTTTOCT GSGATOOQCT CAGCTCAIGA TCTCTTGAOG 2220 

AGAGAGGCIG GGTGAG6AGG GTGTOGGGGT TCOCTGGTGG ATAATCTTCA TAGGAGCCTG 2280 

GATCCATTTC CXX:TGGATAA CCAGCTCAAA GGGAGTGAAA ATQGTAGTCT GAGGGCAAGG 2340 

GGAGCAAGGC CTGGGTAAGA AAAGCCTTGA AAAGCATAAA AAGAGGCOGG GCGCGGTGGC 2400 

TCAOGCCTGT AATCCCAOCA CTTTGGGAGO 006AGGGGGG CA6ATCATGA GGTOGGGAGA 2460 

TTGAGACCAT CCTGGCTAAC AOGGTGAAGC GCOGTCTCTA CTGGAAATAC AAAAAATTAG 2520 

COGGGGGrOG TGGGGGGtGC CTGTGGTCCX: AGCTACTOCXS GAGGCTGAGG GGGGAGAATA 2580 

GOGTGGGCCT GGAAGGOGGA GCTTQCAGTG AGCOGRGATC GOSCCACTGC ACTCCATCCA 2640 

GCCTGGGTGA CAGAGT6AGA CTCTGCCTCA AAAAAAAAAA AAAAAAAGAA AAGCACAAAG 2700 

AGAGGCAACA AG6AATGTTT TTGTTTTTGA GACAGGCTCT CACICTGTCA CCTAGGCTGG 2760 

AGTGCAOIGG OGTAATGACT GTTCAGTGCA GCCTCAAGCT CTrGGGCTCA GGCIATCCTC 2820 

CCATCTCAGC CTCTCAAGTA GCTGOGACTA CGAGT6TGCA GCACCAOGCT CACTAATTTT 2880 

TQTGTTTTTT GTAGACAOGG 6GTTTCACCG TQTTGCCCAQ GCTGOTCTCC AACTCCTGGG 2940 

CTCAAGTGAT CTGTCaSCCT CX3GCCTCCCA AACTGCTGGG ATTACAGGCA TAAGCXaCTG 3000 

CACTCAGCCT TTTATTTGTT TTTTAAACCA GGTAGCTCAT TGCCTTCTCT TAA6TAAATG 3060 

ATAGATATTC TGACrGAAGC CAAAGGAATA AOTTCATCAA GAAAATGCCC AAAGOCCTGG 3120 
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tgqataca7c 
gaacx:aggta 
gacatagcaa. 

G TTlt S q QO C^ 
TTTTAATGQG 



AAAAGGAACT 
GGAAOGCTAO 
AATCOOUUSG 
TGAGACCXTTG 
CTOICTATTA 

aactaaaqag 
ggtqtcttct 
ta£x:tagaat 

CAiOTTCTGCC 
CCATGATTTG 
GAAAOOOGAT 
TGCTGCCCT6 
GGOCATCAAC 
TTTGG6TATC 
TGTTGGAACT 
TTCTGTAGCC 
CAAAGGCCAC 
TTQACTTCTT 
ACTACCCCTT 
GTTAOGCTAC 
ACAQCTTTAT 
ATG6TTTTCA 
TTCTTTTOCT 
GCATQATCTT 
CCT00CCA6T 
TAGTAGAGAT 
ATCC ACXXaVC 
CTA03TQTTC 
TGTCCAAGCT 
TTGAGTCCTG 
ATACAAATGA 
6TGCCAACAA 
AACAGAAACT 
CTSOTTGGAT 
TATTGCAT6T 



CTCCCTATCT 
AGCCCCAAAC 
ACCCT6TCAG 
TATTATG6AA 
GCACTTTAGQ 
TAAGCTTAAC 
GAATCCCAGG 
GAGAGTTTAA 
CAGAATGQTO 
TCTCTAAAAA 
AGCCCCTATC 
ACTTCTGGTC 
AT6CCCATTT 
GGGTAAAACC 
TCCATCACTA 
TGCCTGTGCC 
GGCATTTGCA 
GCAATGGCTT 
AQTGTTGGTO 
CAAATTCTCC 
TCCCCCAGTO 
TCAGCAATAC 
AGACAGCCCT 
TATTCIGACT 
AOOGTGCTGA 
TGGGGTCACC 
TGAGATATAA 
6CAAACTCAC 

GGCTCACTGC 
AGCTGGGATT 
GGGGTTTCAC 
CTOGGCCTCC 
AATTTTCTAT 
GTTGTTGGTA 
GAACACGCAG 
AGATTQTQOT 
AACTTTTTTT 
TT6TAATAGA 
TTCCTTTTTA 
CACTTTTTTT 



TTTTTTTAAA 
CCAGATGTTC 
T6A0GAAAAT 
CAGGGGTCrC 
GGATACAGCC 
GCATCTGCTC 
CCCATACGCC 
CAAGATTTTC 
GCTTGACCTC 
ATTTAAAAAT 
TTTCTCTTTT 
CAATTTCTGO 
TCCCCAATTT 
AQAGCAAGAC 
TCAGGCTAGO 
CTTTCTCCAO 
AOTGACTAOT 
TOTAAGAOTC 
AOQOCAGGQA 
CCTOCTTTTG 
TGGATGCAGA 
TTGGGCACCT 
TAGACTATTC 
CCACTGMTTT 
CTTCTGCAG6 
TGTT6CTCCC 
TTCACATATT 
AGAGTT6T0C 
OAOAC AGAg T 
AOCCTOCCCA 
ACA6GCATGC 
COTQTTGQCC 
CAAAGTGCTG 
GAACAAAGQC 
GAGG6AGTAT 
TAACTGTCAT 
OTATTCAAGC 
TGTCTGACTA 
TTTTTTCAGC 
CCCTGTAATC 
TTTTTGTAAA 



CCTTCCACTA 
CAGCCTTATC 
TCCCCATCCT 
TTATTTQAAA 
CACAATGGCA 
AGGCACAQAA 
AOCACCAGAA 
ACTGGQCCCA 
AGGAOTTCAA 
AAACAAGGTG 
TTTCATTCTC 
CAACATCCCT 
TACACAAACT 
TTTAAATTAC 
QTGACCTTCC 
TGACCATTTO 
CTGCCACAAA 
AATGAGAACT 
GTGOCTTTGG 
TAGGAGTCAG 
TACXaCAGCTC 
GCTGTCTCAC 
CQGAAACAGT 
TAOCXATAAT 
TCTGOCCTGT 
CTAGCAAGTT 
ATACAATTCA 
GGCCACTTGA 
CAOCTTTQTC 
TCCTQG Q Tl'C 
GCCACCAOGC 
AGGCTOGTCT 
GGATTGCA6G 
TTTAQTCCTT 
GATAAAATGT 
GCTATAGTCA 
AQTAOGGTrT 
CATTAAAGAT 
TTTGTGAAAT 
CAAGCGTTAA 
ATAAAAACAT 



TCACTCTATG 
CTCTATTGGG 
TGAGTGCCCC 
AQAG CACAA G 
TGGGOCrOAO 
TAAAOGTCTA 
TCAAACCAGT 
GCATGGTGGC 
GACCAOOCTO 
TTCAOCAAGC 
AATTGCTTTG 
TCTGAAAQGT 
ATTATCAATG 
C ' rit:iTC T lT 
CTTOGTCAAG 
GTGACCAGAT 
ATGCTCATCT 
AGAGCCA06C 
TTTAATAAAT 
GCTCTCAQAA 
CTGAGCTCCA 
TGAATAGCTT 
AGGAAAAATT 
ACT TTAAGG A 
GACCTGTGAG 
AG6CATGTCA 
CCTTTAAAAC 
GAGCAAACAC 
GCCCAOGCIG 
AAGTGATCCr 
CTAGCTAATT 
CAAACTCCTG 
TGTGAGCCAC 
GACCCAGQaC 
TTAAATCTCA 
TCATCTQTAT 
TTGCTTTTGT 
AAQACTGACT 
OGAATTTTTT 
TA6TTTGTTA 
ACCTTAC 



ACACTGAAAA 
TTTACCCACA 
OGTCCTAGAA 
GAOGOCAAGA 
G TOQOO GTGA 
G6CT0GCCAA 
CTTCAAGGAA 
TCACACCTGT 
GGCAACACAG 
TGGGATACTT 
TGTQATAAAA 
GAGTAQAGTG 
AACTTTTAAG 
CTTCTACTGO 
CCCCAATTGC 
GGTAGATATA 
GATTAGCCAC 
TGTGGTCOCT 
CCAGTTTTTC 
CCTGTGTCCA 
GCCTAAAGTC 
TCTTTTGTGA 
ACATATGTCT 
GCTACTTTTT 
GAACTCCTGA 
TATATTTTTA 
ATACGATTCA 
ATGTTCAATT 
GAGTGCAOTO 
TCTOCTTCAG 
TTTOTOTTTT 
GACTCAAOTG 
CGtGCCTGGC 
TAAAGTGGTC 
TTTQQTTACC 
TTGQCTGGGA 
TTTTQTTTTA 
ATATTTATAC 
TTCATCAGGG 
GAAGATGGGT 



Seq ID NO: C216 ONA Sequence 

Nucleic Acid Accession «t NH_004a64.1 

Coding sequence: 26-952 



1 
I 

06GAACGA6G 
TCAGATGCTC 
GGCCGAGGCX3 
ATTCCQAGAG 
CTQGGAAGAT 
AGTGOGGCTG 
GGGGCTCCCC 
AAGGTCGTGG 
GCCCGCGCTG 
ATCTTCGTCC 
CCGCAGAOOQ 
TCTGCACACQ 
A0GGGAGGT6 
CATGGAOQOG 
CTGCT6GQTG 
GTCGCTCCAG 
GGTCCITCCA 
GGGCTCAAGQ 
TTATTTATTA 
ACTGTGTATT 



11 
I 

GCAACCT6CA 
CTGGTGTTGC 
AGCCGCGCAA 
TTGCGQAAAC 
T0GAACACC30 
GGATCCGGCO 
GAGGCCrCCC 
GACGTGACAC 
CACCTGCGAC 
GCAGGGCGCX: 
CGTGCGCX3C3V 
GTC0GCGCX3T 
CAAGTGAGCA 
CAGATCAAGA 
CCCGCCAGCT 
ACCTATGATG 
CTGT6CACCT 
TTCCTGAGAC 
TTAATTTATT 
TATTTAAAAC 



21 
I 

CAOCCATGCC 
TGGTGCTCTC 
GTTTCCCGGQ 
GCTACGAGGA 
ACXrrCGTCCC 
GCCAOCTGCA 
GCCTTCACCO 
GAC0GCT80Q 
TGTCGCCGCX: 
AGCTGGA6TT 
ACGGGGAOSA 
06CTGGAAGA 
TGTGCATOGG 
OQAGCCTGGA 
ACAATCCCAT 
ACTTGTTAGC 
GOGGGGGGGA 
ACCOGATTCC 
GGGGTGACXrr 
TCTGGTGATA 




003TCAGCTC 
GCCGTOCX^a 
GCACTTG0GX3 
CTGTCOGCTC 
CCTGQGCTGG 
OGCXnGCCOG 
C06CCTGAAO 
GQTGCTCATT 
CAAAGACTGC 
GGOSACCTCA 
TGCGCAAACA 
TCTTQGGGAC 
AAAAXAAAGC 



8eq ID NOt C432 OKA Sequence 
Nucleic Acid Accession «i NM_052S58.1 
Coding sequence : 54 . . 1259 



1 
I 

GGCACGAGGT 
ATCOGTOGGG 
CCCAGCCAQA 
GQAAOOQAAG 
AG6A6AGGGA 
GAGA00C3GGA 
AACAOQGAGT 
CCTGGGACX3C 



11 
I 

GTTGCCCTCA 
G6CTCGCGAG 
CCAAGGCOGC 
CAGOQACGGO 
CGGGAAC08C 
C06AGGCC0C 
TXGGQAAAAA 
AGOCGCOOCT 



ACCCACGATC 
AACOGGOQAA 
GAOOGQAACC 
0G0CG06ACA 
00SGEK3CAAA 
CCTGGGOCCO 



31 
I 

GQQOQCGQAC 
GGCCGAGAGA 
GACGGCGGGA 
GGGACGGGGA 
OGQAOOGGQA 

QOOGQACGOO 
CQCCCTGGQA 



TGTCIGAACT 



41 

I 

AOQGAACCOG 
GCGOGACCOG 
CCGACCCGGO 
COGGGACCCG 
GAGGQAGAGA 
OGOGGGCOCL' 
GGAC6GAGCC 
AGCCC08GA0 



3180 
3240 
3300 
3360 
3420 
3480 
3S40 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5567 




51 
I 

GCCATGGAAG 
GGACGGGOCC 
GACCCGOGCA 
AAOAGAGACC 
QAGAOGGAAA 
CGC38CAOOTQ 
OGGGQACIGA 
0G8C0GCAGC 



60 

120 

180 

240 

300 

360 

420 

480 



1334 
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OGCAGAGGAA GGGAGACOCC GGGCGOCGOV GACCCGAAAG TGAACCCCCT TCGGAGAGAT 
ATCTCCCCTC GACG00CAG6 CCTGGACGAG AGGAGOTGGA ATATTACCAO TCAGAGGCGG 
AAQGACTCCT GGAATGCCAC AAATGCAAAT ACTTGTGCAC TGGGAGAGCC TGCTGCCAAA 
TGCTGGAGGT TCTCCTGAAC TTGCTOATCC TGGCCTGCAG CTCTGTGTCT TACAGTTOCA 
CAGGGGGCTA CACGGGCATC ACCAGCTTGG GGGGCATTTA CTACTATCAO TTCGGAGGGG 
CTTACAGTGG CTTTGATG6T GCTGAGGGGG AGAAGGCCCA GCAACTGGAT GTCCAGTTCT 
ACCAGCTAAA GCTGCCCATO OTCACTGTOG CAATGGCCTG TAGTGGAGCC CTCACAGCCC 
TCTGCTGOCT CTTCGTTGCC ATGGGTGTCC TGCGGGTCCC GTGGCATTGT CCACTGTT6C 
TGGTGACX3GA AGGCTTGTTG GACATGCTCA TCGCGGGGGG GTACATCCCS GCCTTGTACT 
TCTACTTCCA CTACCTCTCT GCTGCCTATG GCTCTCCTGT OTGTAAAGAG AGGCAGGGGC 
TGTACXaUU^ CftAAOGCTAC AGOGGTTTCG GCTGCAGTTT CCAOGGAGCA GATATAGGAG 
CTGGAATCTT TOCTGCOCTG OOCATTGTGG TCTTTGCCCT GGGGGCGGTC CTGGCCATAA 
AGGGCTACCG AAAAGTTAGG AAGCTAAAAG AGAAGCCAGC AGAAATGTTT GAATTTTAAQ 
GGTTTCTAAA ACGCTCTGAC AGATGCAAGT GGTGGTGGAA GQTAQTCTGA GCCACTGCCT 
TTCCCAAGAA TCCCTTOTTG TGGAAGTTTC CAATGCTGGA AAAGCAGCGA GCCAGCGTTG 
GTGTGGTGG6 CGGA6CTC0C AGTCGCATGG AGCGGTGTTC ATGGATGCAA CAGACCCTGG 
CTTCTGGAGT CCTCTGT6AG TCAGGGACCA ATCAAAATTA TTTTTCAAAA AGCAAAAAAA 
TGGCCGGCCT OGGCX^CTCA CACCTGTAAC CCCAQCACTT TGOGAOGCTG AGGTGGGTGG 
ATCACTTGAG GTCAGGAGCT CGAGACCAGC TTGGCCAACA TGGTGAGCCC CC6TCTCTAC 
TAAAATACAA AAAAATTAGC CAGGCGTGGT GGCGGGC53CC TGTAATCCCA GCTACTTGGG 
AGGCTQA66C AGGAOAATOQ CTTGAATCT6 GGAGGGQ8AG ATTQCAOTOA GCOSAQATOC 
C!6CCACTGCA CTGCAGCXZCA GGTOACAOAO COAGACTOCA TCTCAAAAAA AAAAAAAAAA 

Seq ID NO: C434 DNA Sequence 
Nucleic Acid Accession #s Eos sequence 
Coding seqaence: 2 61.. 2861 

1 11 21 31 41 51 

I i I I I I 

GAGCTAGG6C TCAAGCAGAG CGCAGC6CGG TGCTATCGGA CAGAGOCTGG OGAGCGCAAG 60 

OGGOGGGGGO AGCCAGOGGG GCTGAGCXSCG 6CCAGG6TCT GAACCCAGAT TTCCCAGACT 120 

AGCTAOCACT CCGCTTGCCC ACGCCCC3GGG AGCTCGCGGC GCCTGGOGGT CAGC6ACCAG 180 

ACGTCX3GGGG COQCTGCGCT CCTGGCCCGC 6AGG0GTGAC ACTGTCTCGG CTACAGACCC 240 

AGAGGGAGCA CACTGCCAGG ATGGGAGCTG CTGGGAGGCA GGACTTCXTTC TTCAAGGCCA 300 

TGCTGACCAT CAGCTGGCTC ACTCTGACCT GCTTCCCTGG GGCCACATCC ACAGTGGCTG 360 

CTGGGTGCCC TGAGCAGAOC CCIGAGTTGC AAOCCTGGAA CCCTGGCCAT GACCAAGACC 420 

AOTilGTOCA TATOGGOCAG GGCAAGACRC TGCTGCTCAC CTCTTCTGCC ACGGTCTATT 480 

CCATCCACAT CTCAGACGGA GGCAA6CTGG TCS^TTAAAGA CCACGACGAG C06ATTGTTT 540 

TGCGAACCCG GCACATCCTG ATTGACSU^CJG GAQGAGAGCT GCATGCTGGQ AaTGCCCTCT 600 

GCXXnTTCCA GGGCAATTTC ACCATCATTT TOTATQQAAG GGCTGAT6AA GGTATTCAGC 660 

GGGATOCTTA CTATGGTCTG AA6TACATT0 GGGTTGGTAA AGGAGQCQCT CTTGAGTTGC 720 

ATQOACAQAA AAAQCTCTCC TGGACATTTC TGAACAAGAC CCTTCACCCA GOrGGGATGO 780 

CAGAAGGAGG CTATTTTTTT GAAAGGAGCT GGGGCCACCG TQGAGTTATT GTTCATGTCA 840 

TCQACCCCAA ATCAGGCACA GTCATCCATT CTGACCGGTT TGACACCTAT AGATCCAAGA 900 

AAGM3AGTGA ACX3TCTGGTC CAGTATTTGA ACGCGGTGCC CQATGGCAGG ATCCTTTCTG 960 

TTGCAGTGAA TGA3X3AAGGT TCTC6AAATC tGGATGACAT GOGGAGQAAG GGGATGACCA 1020 

AATTCGGAAO CAAACACTTC CIQCACCTTO GATTTAGACA OOCTTaOAGT TTTCXAACTG 1060 

TOAAAGGAAA TCCATCATCT TCAGTGGAAG ACCATATT6A ATATCATGGA CATOGAGGCT 1140 

CTGCTGCTGC CCGGGTATTC AAATTGTTCC AGACRGAGCA TGGCGAATAT TTCAATGTTT 1200 

CmGTCCAG TGAQTGGGTT CAAGACGIGG AGTGGAaGGA GTGGTTCGAT CATGATAAAG 1260 

TATCTCAGAC TAAAGOTQGO OAOAAAATTT CAOACCTCTQ GAAAGCTCAC CCAGGAAAAA 1320 

TAT6CAATCX3 TOCXATTGAT ATACAGGCCA CTACAATG6A IGGAGTTAAC GTCAGCAGCG 1380 

AGGTTGTCTA CRAAAAAGGC CAGGATTATA GGTTTGCTTG CtACGACXXSQ GGCAGAGCCT 1440 

GCCGGAGCTA COGTGTACGG TTCCTCTGTO GQAAGCCTQT GAGGCCCAAA CTCACAGTCA 1500 

CCATTGACAC CAATGTGAAC AGCACCATTC TGAACTTCGA GGATAATGTA CAGTCATGGA 1560 

AACCTGGAGA TACCCTGGTC ATTGGCAOTA CXGATTACTC CATGTACXAG GGAGAAOAOT 1620 

TCCAGGTGCr TCCCTGCAGA TCXTtGOQCGC GCAACCAGGT CAAA0IG6CA GGQAAAOCAA 1680 

TQTACCTGCA CATCGGGGAG GAGATAGAOS GOGTGGACAT GC7GGGG6GAG GTTGGGCTTC 1740 

TQAGCCX3GAA CATCATAGTG ATGGGGGAQA TGGAGGACAA ATGCTACCCC TACAGAAACC 1800 

ACATCTGCAA TTTCTTTGAC TTOGATACCT TTGGGGGCCA CATCAAGTTT GCTCTGGGAT 1860 

TTAAOGCAGC ACftCTTGGAO GGCAOGQAGC TGAAGCATAT GOGACAGCAG CIGGTGGGTC 1920 

AGTACGGGAT TCACTTCCAC CTGGCOGGTG ATOTAGAOSA AAOGGGAOST TATGACCCAC 1980 

CCACATACAT CAGGGACCTC TCCATCCATC ATACATTCTC TOSCrGCGTC ACAGTCCATG 2040 

GCrCX^ATGG CTTGTTGATC AAQGAC3GTTQ TGQGCTATAA CTCTTTOGGC CACTGCTTCT 2100 

TCAOGGAAGA TOGGCaSGAG GAAOGCAAai CTTTTGACXA CTGTCTTGGC CTCX^nXSTCA 2160 

. AGTCTGGAAC CCTOCrCCCC TOGGACCOTG ACAOCAAGAT GXGCAAGATG ATCACAGAGG 2220 

ACTCCTACCC AOGGTACATC COCAAGOCCA GGCAABACTS GAATQCTGTO TCCACCTTCT 2280 

GGATGGCCAA TCGCAACAAC AACCTCAICA ACTGT6C0GC TGCA6GATCT GA6GAAACTG 2340 

GATTTTGOTT TATTTTTCAC CACGTACCAA 06GGCCCCTC CX3TGGGAATG TACTCOCCAG 2400 

GTTATTCA6A GCACATTCCA CTGGGAAAAT TCTATAACAA C0GA6CACAT TCCAACTACX: 2460 

GGGCIGGCAT 6ATCATASAC AA0G6AGTGA AAAGCAGCX3A GGGCTCTGCC AAG3ACAAGC 2520 

GGGGSTTCCT CTCAATCATC TCTGCCAOAT ACAGGCCTCA CCA6GA06CC GAOOOGCIGA 2580 

AGCCCOGGQA GCGGGCCATC ATCAGACACT TCATTGGCTA CAAGAACCA6 GACXIAOGGGG 2640 

CCTGGCTGCG CGGCGGGGAT 6TGTGGCTGG ACAGCTGCCA TTTCAGAGGG GAGGCTCAGG 2700 

AAGGCTTCTT GCTTACAGGA ATGAAGGCTG GGGGCATTTT GCTG GGGGGA GATGAGGCAG 2760 

CXTTCTGGAAT GGCTCAG6GA TTCA6GCCTC CCTGCXX3CT6 0CTGCTGAA6 CIGGTGACTA 2820 

GGGGGT06CC CTTTGCTCAC GTCTCTCTGG CCCACTCATG ATGGAS^AGT GTGGTCAGAG 2680 
GGGAGCAATG GGCTTTGCTG CTTAT6AGCA CAGAGGAATT CAGT€GCX»G GCAGCCCTGC 2940 
CTCTGACTCC AAGAGGGTGA AGTCCACAGA AGTGAGCTCC TGCCTTAOGG CCTCATTTGC 3000 
TCTTCATCCA GGGAACTQAG CACAGGGGGC CTCCAGGAGA GCCTAGATGT GCTC3GTACTC 3060 
CCT0GGCCT6 GQATTTCAGA GCTG6AAATA TAGAAAATAT CTAGOGCAAA GCXTTCATTT 3120 
TAACAGMGG G6AAAGTGA6 COCOCAAGAT 6G6AAAGAAC CACACA6CIA AOGGAGG60C 3180 
TOGGGAGCCC CACCX^AGCX! CITGCTGOCA CAOChCKTTG' GCTCAACAAC CX3GCCOC3VGA 3240 
GTGOCCAGGC ACI0CTGAG6 TAGCTTC1G6 AAATGGGGAC AAGTCCCCTC 6AAGGAAAGG 3300 
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10 

15 

20 

25 

30 

35 

40 

45 
50 
55 
60 
65 
70 
75 
80 



AAATGACTAG 
AACCCGCCCT 
AGOCCAGOCT 
TCTGCaGCTC 
CCAATTTGGC 
T6CTGCTTAA 
TAAGAGGGAG 
GTCTTGTGAT 
AQAGGGCCTQ 
TTCCCCAGGT 
GGGAOGTGAC 
GGAAGGACTT 
TCCTTCTTGT 
OAACCACTTA 
TTCATTTAAA 
A5GATCTGTA 
TTTCTTGGTA 
TSTAAGACTT 
TTTTTCTGTT 
TGTAAACATT 
ATQTQCACTT 
GAGATGTOCT 
TTGGAAAAAT 
AAAAAAAAAA 



AOTAGAATGA 

GGGTGCACAG 
TACAGGTQAG 
TGATCTTGQG 
TGCCCTGCTC 
AACTCTATCT 
GAACTACATT 
CCTGQCTCCC 
GGQAGCCAAC 
CATAGC3GCTC 
CTTCCAGGOA 
CCAOGGTTTT 
GGATGTOATC 
AAAGATATCT 
CATAAAAQTT 
GCACAAATTT 
AAGTGAGTTA 
GCCGAAATAO 
TCTTGTA6GC 
CAAQAAGTCA 
TTGCATTGCT 
TTT6CTGTTA 
AAAAAAAAAA 



CAGCTAGCAO 
TTGGCGOTCC 
TAGCTGCAAC 
GCCCAGCAGA 
TGTCTQAAOV 



GTGGTTTATA 
TATCCCCTTT 
TOSICCCAAC 
TGTCAGGGAG 
TGCTTTTAAA 
QATTA6T6GT 
GTTGAQTTTT 
ACTTTCAGGT 
ATTTGAAAGT 
TCTTTCCTAA 
TCTTATTGCT 
GGTCTTTAAG 

ATCACCATOA 
CTGrCAGAOA 
TGGAAGGGOT 
TTATAOTAAA 
AA 



ATCTCTTCCC 
CTGTGGOCTT 
TCCCCATTGQ 
GGGAOTAOGG 
GCTATTGOOT 
CCACCTTATA 
ATCTTGCACG 
CCT6CCCCAA 
TQCACCCAT6 
GTCTTTCCa^ 
GATATGGCT6 
GATGQAGAGG 
CACTCTTCTA 
GGCCAGGAAT 
TCTCAGAGTT 
ACXyiTTCACC 
TAGAAAATTO 
GAAAGCAAOS 
TTCGGQAQTT 
ACAAAOATAT 
AATAAAGAAT 
GTACCTAGAG 
CATACAAAGG 



CACTTTGTTC 
TGCTACClOO 
CrOGCCATQT 
CCACCCCAGT 
GAGAGCCCAA 
AGGCACCAGA 
CCACAAACTC 
AGACTOQGTC 
CCAAACATCT 
CTTCAAAGGC 
AGAGTTAAAA 
ATGCAAGGGT 
GTTQAATGTC 
GTACATAT6T 
AAQAGCCAAT 
TCCTCCTTGT 
CTCCTCTGAA 
AQATGTATAO 
ATTTTCTATT 
TOTCTTAAAT 
CCAAGGAAAT 
ATGTCAAAAA 



AGCGCACACA 
ACTACCTGTC 
CTCTCCTOTC 
TTCTQOTGAO 
CCCTTTCAGC 
AGAGCTCCTQ 
GTCTCCCTGQ 
TTTCCTTCAA 
CAAOAGTOCA 
TTCA6CTGCT 
CAGAGTCACA 
T6A0CTCATQ 
CTCACACTGT 
TTTGGCrCAG 
TTCACAGTAC 
ATCTAGGCAT 
TATTTCTGTT 
ATGCTTGTCT 
AGTGTTTGTA 
TATTTATTAT 
GTCATGATTG 
TGGCTCTGGT 
AAAAAAAAAA 



Seq XO NOt C217 Protein Sequence 
Protein Accession #i NP_005805.1 

1 11 21 31 41 51 

I I I I i I 

MVOKMHPVLH TI«CAVRVTVD AISVETPQDV LRASQGKSVT LPCTYHTSTS SREGLIQWDK 
LLliTBTERW IWPPSNKNYI KGELYKNRVS ISNNAEQSOA SITIDQLTMA DNGTYECSVS 
LMSDLBGNTK SRVRLLVLVP PSKPECGIEQ ETIIGNNIQL TCQSKBQSPT PQYSWKRYNI 
LMQEQPLAQP ASGQPVSLKN ISTDTSGYYI CTSSNEEGTQ PCNITVAVRS PSMNVALYVG 
lAVGWAALI ZIGIIZYCCC CRGKDDNTED KEDARPNRBA YEBPPEQXiRB LSREREEEDD 
YRQBBQRSTO RBSK>KXiDQ 



3360 
3420 
3480 
3S40 
3600 
3660 
3720 
3760 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4S60 
4620 
4680 
4702 



60 

120 

180 

240 

300 

319 



Seq ZD NOt C31B Protein Sequence 
Protein Accession #: Bos sequence 



1 
I 

MGSRTPESPL 
GFSVEFYRPG 



SNPTRZLEVA 
XAESYyPEYL 
GYVTILNGSD 
EVGRVYVYLQ 
QQGWPVPPG 
VDRAWYRGR 
OPTVBLQLDW 
IiSPZHIALKF 
GEQNHVYLGD 
FAVNQ8RLLV 
8FRLSVBAQA 
SQOVLELSCP 
8ASSGPQIIJC 
YKALKKPYRl 
yiCU3FFXRSL 



11 

1 

HAVQLRWGPR 
TDGVSVLV6A 
EEPVEYKSLQ 
PCRSDFSWAA 
INLVQGQLQT 
IRSLYNPSGE 
HPAGIEPTPT 
GPGGLGSKPS 
PIV8ASASLT 
QKQKGGVRRA 
8U)PQAPVDS 
KNALNLTFRA 
CDLG»rFi4XAG 
QVTLNGVSKP 
QALBGQQUiY 
CPEAECFRLR 
LPRQLPQKER 
PYGTAMEKAQ 



21 

I 

RRPPLIiPIiLL 
PKANTSQPGV 
WFQATVRAH6 
aQGYGQOGPS 
RQA8SZYDDS 
QMASYFGYAV 
LTLTGHDEFG 
QVLQPLHAA8 
IFPAMFNPEB 
LFLASROATL 
K6LRPALHYQ 
Q»VGBGGAYE 
ASLHGGLRFT 
BAVLFPVSDW 
VTRVTGUTCT 
CELGPLRQQB 
QVATAVQWTK 
LKFPATSDA 



31 

I 

LLLPPPFRVG 
LQGQAVYLCP 
SSZLACAPLY 
ABFTXT(Bt.W 
YLGYSVAVGE 
AATDVKGDGL 
RFGSSLTPLG 
HTPDFFGSAIi 



TQTLLIQNGA 

SKSaiEDKAQ 
AELRVTAPPE 
VPHLRDTKKT 



TNHPZMSIQGL 
SQSLQIAFRV 
AEGSYGVPUf 



41 

I 

GFNLDAEAPA 
NGASPTQCTP 
SWRTEKEPLS 
L0GP6SYFHQ 
FSGDDTBDPV 
DDLLVGAPLL 
DLDQDGYNDV 
RGGRDLDOIG 
ACIHLSFCLN 
RBDCStEMICIY 
IUJX3GEDK1 
AEYSGLVRKP 
ZQFDFQZLSK 
DLGPAVHBVy 
EXiOPBGSLHH 
HAKTFLQREH 
IIILAZliFaL 



51 
1 

VLSGPPGSFF 
ZEFDSKGSRIi 
DFVGTCYLST 
GQZLSATQBQ 
AGVPRC34LTY 
MDRTPDORPQ 
AIGAPFGGET 
YPDLZVGSFG 
ASQKHVADSl 



CVPDUQLEVF 
GNFSSLSCDY 
NLMNSQSDW 
ELINQGP88I 
QQKREAP8RS 
QPFSLQCBAV 
JSLUShLlYlh 



8eq ID NOt C219 Protein Sequence 
Protein Accession fit KP 002412.1 



1 
I 

KHSFPPliLLIf 
VEKLKQMQBF 
YTPDLPRADV 
LAHAFQPGPG 
TPS(a)VQXiAQ 
FYMRINPFYP 
PKDIY8SFQF 
QIGHKVDAVF 



11 
I 

LFH6W8HSF 
FGUCVTGKPO 
DHAIBKAFQL 
XGODAHFDED 
DDZDOIQAIY 
BVBUfFZSVP 
PRTVRBZDAA 
HXDOFFYFFH 



21 
I 

PATZjETQEQD 
ABTLKVMKQP 
WSNVTPLTFT 
ERWniNFRBY 



WPQLPNGZiEA 
LSEBNTGKTY 
QTRQYKFDPK 



31 
I 

VDLVQKYLBK 
RCGVPDVAQF 
KVSBGQADZM 
MLHRVAAHEL 
GPQTPKACD8 
AYEFADSQEV 
FFVANKYHRY 
TKRZLTLQXCA 



41 
I 

YYNLXNDGRQ 
VLTEGNPRWE 
ISFVRGDHRD 
GHSLGZiSHST 
KLTFDAZTTI 
RFFRGNinrNA 
DEYXRSMDPQ 

NSWFNcarai 



51 

I 

VEXRRNSGFV 
QTHLTYRIEN 
NSPFDGPGGN 
DZaAU4YPSY 
RGBVMFFKDR 
VQGQHVZflOY 
yPXNIAHDPP 



Seq XO NOt C220 Protein Sequexice 
Protein Accession ftt Eos sequence 

1 11 21 31 41 51 

I I 1 I I I 

MHSFPPLLLL LFK6W8HSF PATLETQEQD VDLVQIOrLBK YYNLKHDGRO VBXRRNSGPV 
VBXUCQMQBP PGLKVTGXFD ABTLKVMRQP SOQVPDVAQF VLTBQIFRWB OTRLTYRIBI 
YTPDLPRADV DRAIBKAFQL HSNVTPLTFT KVSBGQADZM 1SFVRC9DHRD NSPFDGPG6N 
XAHAFQFOPG IGGDAKFDBD BRNnOfFREY NI^iRVAABAL QHSLGXiSBST DIQALKYPSY 

1336 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1049 



60 

120 

180 

240 

300 

360 

420 

469 



60 
120 
180 
240 
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TPSGDVQLAQ DDIDQIQAIY GR8QNPVQP1 GPQTPKACDS KLTFDAITTI RGEV^FKDR 300 

PYMRTOPFYP BVELKPISVP WPQLPNSLBA AYBPADBDEV RPPKGNKXWA VQGQNVLHGY 360 

PR^IDAA iILn^ «S 
^ OIOHKVDAVP MKDGPPYPFH GTRQYKPDPK TKRILTWJKA KSWPMCRWI 

Seq ID NO: C221 Protein Sequence 
Protein Accession ft: NP_0SS14€,1 

1 11 21 31 41 51 

ivRKPWSTI SKGGYLQGNV NGRLPSLGNK BPPOQEKVQL KRKVTLtHGV SII1GT1I6A 60 

GIFISPKGVL QNTGSVGMSL TIWTVCGVLS UGALSYAEL STTIKKSGGH YTYILBVP6P 120 

Safvww^^ LLIIRPAATA VISLAFGRYI LEPFPIQCEI PELAIKLITA VGITWMVLN 180 

SMSVSHSARI QIFLTFCKLT AILIIIVPGV MQLIKGQTQN FKDAFSG^ 2^3?^^^ \nn 

15 YGMYAYAGWP YLNFVTEEVE NPEKTIPIAI CISMAITI6V YVLTNVAYFT TINAEBLLbS 300 

NAVwSsS LLGNFSLAVP 1PVALSCP6S MRGGVFAVSR LFYVASRE^ I^J^V 360 

RKHTPLPAVI VLHPLTMIML PSGDLDSULN FLSPARHLFI GLAVMI.IYL J^^J^ «0 

FKVPLPIPAL PSFTa;.FMVA LStYSDPFST QIGEVITLTO VPAYYLFIIW DKKPRWFRIM 480 
8EKXTRTLQX IIiEWPEEDK L 



20 



Seq ID NO: C222 Protein Sequence 
Protein Accession ft: NP_003237.1 



1 11 21 31 41 51 

MGLAWGLGVL FLMHVCXrtNR IPESGGDHSV FDIPBLTGAA RKGSGRRLVK GTOPSSPAHl 60 

IBDANLIPPV PDDKPQDLVD AVRAEKGFLL LASUIQMKKT RGTLLALERK DHSGQVPSW 120 

SNGKAGTLDI. SLWQGKQHV VSVEEALLAT GQWKSITLPV QEDRAQLYID CEKMBK^LD 180 
WIQSVP^I^XARI^IAI^FQG 



VPIOSVPTRD IiftSXAiajKAii iu3wv«i/«cs/w »4*v4"»~- 

30 ^^NWSGS SPAIR1NYI6 HKTKDLQAIC GISCDELSSM VLELRGLRTI VT^DSIRK 300 

ELRRPPLCYH NGVQYTfflHBE WTVDSCTECH CQMSVTICKK VSaPIMP«N 360 

ATVPDGECCP RCWPSDSADD GWSPWSEWTS CSTSCXSMGIQ QRORSCDSLN NRCTSSSVOT 420 

RTCHIQECDK RPKQDGGWSH WSPWSSCSVT CGDGVITRIR LCNSPSPQMM GKPCBGEARE 480 

ING^GPWSP WDICSVTCGG GVQKRSRLCN NPAPQFGGKD CVGDV^QI 540 

35 ScPIDG CLSNPCPAGV KCTSYPDGSM KCGACPP6YS GNGIQCTDW E^VPDACT 600 

SeKRCEN TDPGYNCLPC PPRFTG9QPP GQGVEHATMr KQVCKPRIIPC ^5^°^ «0 

AKCNYLGHYS DPMYRCBCKP QYAGNGIICG EDTDLD6WPN BMLVCVANAT YHCKKDNCPM 720 

JSSiD ^iSaSd DDDNDKIPDD RDNCPFHYNP AQYDYDRDDV GDRCDNCPYN 780 

HM^ADTDU MGBGDACAAD IDGDGXLNER DNCQYVYNVD QRDTDMDGVG DQCDNCPLEH 840 

40 RIGDTCDNNQ DIDEDGHQNN LDNCPYVP^ f l 

DGIPDDKDNC RLVPNPDQKD SDGDGRGDAC KDDPDHDSVP DIDDICPEKV MSBTOPW 960 

OttPLDPKfiT SQMDPNWWR HQGKELVQTV NCDPSLAVOY DEPMAVDFSG TFFIMTBRDD 1020 

Si^S ssSSmvJS K^sYi^ nil 

raPGNTPQC^J RTLUHDPRHl GWKDPTAYRW RLSHRPKTOP IRWMYBOKK IMADSGPIYD 1140 

45 KTYAGGRLGL FVFSQEWVPF SDLfOfECRDP 



Seq ID NO: C223 Protein Sequence 
Protein Accession #< NP_002183.1 



50 



1 11 21 Y |1 

MPLLWIAGPL LASCWXIVRS SPTPGSEtmS AAPDCPSCai. AALPCTVENS Q^j^^^^ 

HimMLHLKK RPDVTQPVPK AALLNAIRKI, HVGKVGENGY VEIEDDIGRR AEMNELMEQT 120 

8BIITFABSG TARKTLHFEI SKEGSDLSW BRAEVWLFIiK VPKMIRTRTK VTIRLFQQQK 180 

55 HPQGSLDTOE EABEVQLKGB RSELLLSEKV VDARKSTWHV PPVSSSIQRL LDQGKSS^V 240 

RIACBQCQES GASLVLLGKK KKKEEE6B0K KRS0GBG6AG ADEEKBQSHR PFIMLQRRQS 300 

S2^SrR GI^CDGKVin CCTOPFVSF KDIGHNDHII APS^ 360 

TSGSSLSFHS TVIHHYRMRG HSPFAHUCSC CVPTKLRPMS MLYYDDGQKI IKKDIQHMIV 420 



60 



426 



Seq ID NO: C224 Protein Sequence 
Protein Accession fts NP_000086.1 



65 ^ T T r r 

irVPOTACVLL LTLAALGASG QGQSPLGSDL GPQMLRELQE TOAALODWRD WLRQQV HBIT 60 

FLKNTVMECD ACGMCXJSVRT GLPSVRPLLH CAPGPCPPGV ACIQTESGGR OGPCPAGFTG 120 

HOSHCTDWUB OIWIPCPPRV RCINTSPGFR CBACPPGYSG PTHQGVGLAP AKRNKQVCTD 180 

niECETCQHN CVPNSVCINT RGSPQCGPCQ PGFVGDQASG OQRGAQRFCP DGSPSECHBH 240 

70 ADCVLERDGS RSCVCRVGWA (WOILCXSRDT DLDGPPDEKL RCPBPQCRKD NCVTVPNSGQ 300 

BDVDRDGXGD ACDPDADGDG VrtJEKDNCPL VBMPDQHirn) BDKWGDACDK CR8QKHDDQK 360 

DTDQDGROiA CDDDIDGDRI RNQflDNCPRV PNSDQKDSDG D01<a)ACDNC PQKSNPDQAD 420 

VDHDFVQDAC DSDQDQDGDG HQDSHDNCPT VPNSAQEDSD HDGQGDACDD DDDNDGVPDS 480 

HDSCRLVENP OQEDADHDGV GDVOQDDFDA DKWDKIDVC PEN AEVTL TP FRAFQTWLD 540 

75 PE6DAQ1DPN WWIITQGREI VQTMNSDPGL AVGYTAFNQV DFBGTFHVNT VTODDYAGPX 600 

FGYQDSSSFY WKHKQMEQT WQANPFRAV AEPGIQUCAV KSSTGPGEQI. RHM.WHT6DT 660 

ESQVRLLWKD PRNVGWKDKK SYRWPLQHRP (JVGYIHVRPY BSPELVRDSM WLDTTKRQG 720 

RL6VFCFSQB NIIHfiNLRYR CNDTIPEDYB THQLSQA 757 

80 Seq ID NOt C225 Protein Sequence 
Protein Accession ft: NP_612464 

1 11 21 31 41 51 

I t I I 1 1 
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MRPQGPAASP QRLROLLLLL LLQLPAPSSA 8BIPKGKQKA QLRQRSWDL YNGMCUXiPA 60 

GVPGRDGSPG ANGIPGTPGI PGRDGPKOBK GBCLRBSFEB SWTPUYKQCS NSSLNYGIDL 120 

GKIAECTFTK MRSNSALRVL FSGSLRLKCR NACOQRSnTFT FMGABCSGPI. PXEAXXYLDQ 160 

GSPEKKSTZN XHRT8SVB6L CBGIQAGLVD VjaHVGTCSD YPX6DASTQH HSV8RXXXBB 240 

LPK 343 

Seq XD NOi C226 Protein Seq:uence 
Protein Accession ftt kp_00321€.I 

1 11 21 31 41 51 

1111)1 

MAOnOnCVlC ALVLVSMLAL GTLABAQfrBT CTVAPRERQN GGFPGVTPSQ CANHSOCFDD 60 

TVR6VPWCFY PNTIDVPPBB ECBP 84 

Seq XD NOt C227 Protein Sequence 
Protein Accesalon «: NP_0S6234.1 

1 11 21 31 41 51 

1 i I I 1 I 

MPKRAHWGAL SWLXLLHGB PRVALACPHP CACYVPSEVH CTFRSLASVP A6XARHVERX 60 

NLGFNSXOAb SBT8FAGLTK hELtMlBIWB IPSIPOGALR DLSSLQVFKF 8YNKLKVXT0 120 

QTZiQGLSNLM RIAXDBNKXB FIHPQAFNGL TSLRUJILBQ NLUIQLHPST F6TPTFLDYF 180 

RLSTIRHLYL AKNMVRTLPA SMLRKMPLLE NLYliQGNPWT CDCBMRWFLB MDAKSRGIUC 240 

CKKDKAYEGO QLCAMCP8PK KLYKHBXHKL KDMTCLKPSI ESPLRQNRSR SIBEEQEQBB 300 

DGGSQLXLBK FQLPQWSISL NMTDEHGNMV NliVCDXKKPM DVYKIHUIQT DPPDXDXKAT 360 

VAXiDFBCPMT RENYEKUIKIi lAYYSBVFVK IiRRELMX^SKD PRVSYQYRQD ADEEALYYTG 420 

VRAQIXAEPB WVMQP8IDXQ lUaRQSTAKK VLL8YYTQYS QTISTKDraQ ARGRSWVMXB 480 

PSGAVQRDQT VLBOGPOQLS OIVKASESPS XFHVLPD6SX LKAPMDDPDS KFSXItSSGNL 540 

RXKSMEPSDS GLYQCIAQVR DEMDRMVYRV LVQSPSTQPA EKDTVTXGKN PGE8VTLPCN 600 

AXiAIPEAHLS WXUtlRRXXM DLANTSHVYM LPNOTLSXPK VQySDSGYYR CVAVNQQGAD 660 

HFTVGITVTK RGS6LPSXRG RRPGAKALSR VREDXVEDBQ GSGKODBEIIT 8RRLLBPKDQ 720 

BVFLKTKDDA IM6DKECAKKO RRXLKIMKHS BKBPBINVAB GRRVFBSRRR XMMANKQXKP 7B0 

ERWADXLAKV RGKNLPKOTE VPPLXKTTSP PSLSLBVTPP FPAVSPPSAS PVQTVTSAEE 840 

SSADVPLLQB BBHVL6TISS ASMGLEBNHN GVXLVBPEVT STPLEEWDD LSBKTBEXTS 900 

TEGDLKGTAA PTLX8BPYEP SPTXiBTLDTV YEKFTHEBTA TBGHSAADVG SSPEPTSSEY 960 

EPPLDAVSIA BSBPMQYFDP DIiETKSQPDB DXMKEDTFAH LTPTPTXHVN DSST8QLFED 1020 

STXGBPGVFG QSHLQGLTDK XHLVKSSIiST QDTUjXKKGM KEMSQTIXySG NMLE6DPTHS 1060 

RSSESEGQBS KSITLPDSTL GXMS8MSPVK KPAETTVGTL XJJKDTTTVTT TPRQKVAPSS 1140 

TMSTHPSRRR PKGRRRLRPN KFRHRHKQTP PTTFAPSBTP 8TQPTQAFDX KIS8QVBSSL 1200 

VPTAHVDNTV MTPKQLEMBK NAEPT8KGTP RRKHOKRFNK BRYTPSTVS8 RA8GSKP8PS 1260 

PaiXHRNXVT PSSETXXJjPR tVSXiRTBGPy DSXiDYMTTTR KXYSSyPICVQ ETliFVTYKPT 1320 

SDQKBXKroV ATNVDKHK8D XLVTGBSXTN AIPTSRSLV8 TMOBFKBSSS FVQFFGTPTH 1380 

NPSRTAQPGR LQTDXPVTTS GBNLTDPPLL KELEDVDFTS EFLSSLTVST PFHQEEAGSS 1440 

TTLSSIKVEV ASSC2ABTTTL DQDHLETTVA ILLSBTRPQN HTPTAARMKE PAS8SPSTXL 1500 

MSLGQTTTTK PALPSPRISQ ASRDSKEMVF LNYVGEIPBTB ATFVNNBGTQ HM8GPNELST 1560 

PSSDRDAFNL STKLBIiEKQV F6SR8LFRGP DSQRC^JGRVU ASHQLTRVPA KPXLPTATVR 1620 

LFEMSTQSAS RYFVTSQSPR HHTMKPBXTT YPSGALPENK QFTTPRLSST TXPXiPLHHSK 1680 

PSXPSKFTDR RTDQFNGYSK VPGNNNXPEA RNPVGKPPSP RXPHYSNGRL PFFTHKTLSF 1740 

PQLGVTRRPQ XPTSPAPVMR ERKVIPGSYN RIHSHSTPHL DPGPPAPPIi HTPQTTGSPS 1800 

THLQNXPMVS STQSSX6FXT SSVQSSGSFH QSSSKFFAOG PPASRFHSI/3 BKPQXLTKSP 1860 

QTVSVTABID TVFPCBATOK PKPFVTHTKy STOAIMTENT RIQRFEVLKN GTLVIRKVOV 1920 

QDRGQYMCTA SMXiRGLDRMV VLLSVTVQQP QILASHYODV TVYI/3DTXAM ECLAK6TPAP 1980 

QISWXFPDRR VHQTVSPVES RXTUIENRTI* SIKEASF8DR GVYKCVASNA AGADSLAXRL 2040 

HVAALPPVXK QEKIiENlSLP PGLSXKXKCT AKAAFLPSVR WVIiGDQTQIR PSQFLHOTLP 2100 

VFPNGTIfYXR NLAPKDSGRY ECVAANLVCS ARRTVQUIVQ RAAANARXTG TSPRRTDVRY 2160 

GQTLRU)CSA SGDPWPRIIM RX.P8KRMX&A LFSFDSRIKV FANGTLWKS VTOKDAaDYL 2320 

CVARNKVGI3D YWLKVDWM KPAKXERKEB NDBRVFYG6D LKyOCVATGL FNFBXSWSXiP 2260 

DGSLVNSFKQ SDOSGGRTKR YWFMNGTLY FNEVGMRBEG DYTCFAEHQV GKDEHRVRVK 2340 
WTAPATIRN KTYLAVQVPY GDWTVACEA KGEPMPKVTW LSPTNKVIPT 8SEKYQIYQD 2400 
GTLLXQKAQR SDSGKYTCLV RN8A6EDRKT VWXEVNVQPP KXNQMPNPXT TVREXAAGGS 2460 
RKLIDCKAEG XFTPRVLHAF PEGWItPAPY YGtlRITVnmi OSXJIXRSLRK SDSVQLVCMA 2520 
RMEGGEARLX VQLTVLEPKB KPIFHSPXSE VJTMWSXTTJ SXJTCSAA6TP TFSZ1VWVI.FN 2580 
GTDLQSGQQL QRPYHKADGM LHXSGL8SVD AGAYRCVARN AAGHTBRLVS XiKVGLKPEAN 2640 
KQYHNLV8XI NGETUCLPCT PPGAGQGRFS WTLPNGMHLB OPQTLGRVSIi LDNGTLTVRB 2700 
ASV7DR6TYV CRKBTBYGPS VTSXPVIVIA YPPRITSEPT PVXYTRPGNT VKXJTCMAKOX 2760 
PKKDXTNEZiP DKSKLXAGVQ ARLYGNRFLK PQ68I1TXQHA TQROAGFYXC KAKKILOSDS 2620 
KPTYXHVF 3828 

Seq XD NO: C228 Protein Sequence 
Protein Accession fti Bos sequence 

1 11 21 31 41 51 

1 I I I 1 I 

MPGTKLTRTG APADYRVXUC TSQEDBLDVP DDISVRVMSS QSVLV8HVDP VLEKQKKWA 60 
SRQYTVRYRB KGBLARHDYK QXANRRVI*XB NLXPDTVYEF AVRXSQGERD OKMSTSVFQR 120 
TPESAPTTAP EMX^IVWPVNO XFTWAASHD AZiPBTEQICVX VCULOTaLFS VSSFQP8AX8 180 
FQMTFFBTPR liSNHLEQSPS PXLBTLLLPW UKVC8L6NAX F6K8QPQTGB AKDLTPKFSL 240 
SLOQQECSCT QKDFSCLAYL IDIQTKQVNK DPQLBGSVPO PCFLFYPLTF MIiDXQGPSFI 300 
MCYEDP7V88 LTGNSLKSVA ASKADVQQNT EI»tGKPEKPE PSSP8PRAPA SSQBPSVPAS 360 
PQGRNAKDLL LDLKMKXLAM OGAPRKPQLR AKKAEELDLQ STBXTGBBEL GSRBD8PMSP 420 
SOflQDQKRTL RPPSRH3ISV VAP6RTAVRA RMPALPRRE6 VDXP0F8IAT QPRFQAFPSA 460 
SASPARHA8T QGTSHRPSIfP ASLMDNDLVD SDEDBRAVGS LHPKQAFAQP RPALSPSRQS 540 
PSSVLRDRSS VHPQAKPASP ARRTPHS6AA EBDSSASAPP 8RLSPPBG6S SRIiLPTQPKL 600 
SSPLSROOKD GEDAFATNSN APSR8TMSSS VSSHLSSRTQ V8BGAEASDG ESHGDQDRBD 660 
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GGRQAEATAQ TLRARPASGH FHLLRHKPPA 
AHPRVPSBSD SHPKLSSGIH GDBEDEKFLP 
ASLHRKEPIP EKPKSTGADT KPQOKYSSIA 
SPARPPAARS QQKPSVPRRM TP6RAPEQQP 
QAGRPRPT9Q GRSHSSSDPY TASSRGMLPT 
AARAKEAAAS LPKHQQVESP TGAGAGGDHR 
OKSEPPSKRP LSSKSQQSVS AEDEEEEDA6 
GSLAXEBRBP AIALAPRQ6S LftPVKRPIiPP 
PWPRYTTRAP PGHFSTTPML SLRQRMMHAR 
GSNGKPNGQR IINQPQGTKW WDLDRGLVL 
GTPWSPDGL PLFGQGRHGT PLANAQDKPI 
TTPLPTTTTP RPTTATTMQP TTTTTPLPTT 
TTPKPTTPIP TCPPGTLERH DDDGNLIMSS 
YDEDYBPETS RPPTTTBPST TATTPRVIPE 
DPSAPCSLTD AliDHFQVDSlf DEIIPNDIiKK 
ATPGDLVTGY LVYSASYEDP IFNKFSTQAS 
ISPSVSFVTE SDNPLLWRP PGGELSGSHS 



AMGRSPSRPS IGROPRLQPS 
ATWHDHVPS 8SRQPISRGH 
SKAQDVQQST DADTEGHSPK 
PPPVATSQHH PGPQSRDAGR 
ALQKQDBDAQ 6SYDDDSTEV 



FFKGGKEDLL 
PPGSSPRASH 
FRNPLSRQPA 
NAEGRYLQDS 
LSLG6KPLVG 
TPRPTTATTR 
NGIPECTAEE 
EQAISSFPEE 
SDLPPQHAPR 
SVTHLPIENL 
LSNMIPATRT 



SSSVPKHPSS 
VPSRPPPRSA 
RPSYRQGYNG 
HGNPLRIKL6 
Z<EVIKKITHP 
RTTTRRPTTT 
DEFSGLETDT 
EFDLAGRKRF 
MITWAVEGC 
KPMTRYYPKV 
AMDGNM 



SSPQSTVPSR 
EDIiRRSPQRO 
AQPGSTDRHA 
SPSQPRLSLT 
BAQDVRAPAH 
RARVPSRAAP 
STPRGGKDAD 
ATVSPVAGTH 
RPNVEGKVLP 
GDGRTIVDLE 
PTTTMQPTTT 
VRTTTRTTTT 
AVPTEEAYVI 
VAPYVTYLNK 
HSFVZVDHDK 
QAQSNPHGYGP 



Seq ID HOt C229 Protein Sequence 
Protein Accession ff: JJP_00300S.l 

1 11 21 

1 1 1 

MFLSILVALC I.1«LHIiALGVR GRPCEAVRIP 

YEELVDVNCS AVLRPFFCAM YAPICTLEFIi 

ESLACDELPV YDRGVCISPB AIVTDLPEDV 

KKVKPTUATY LSKNYSYVIH AKIKAVQRSG 

SSCQCP&ZLP EQDVLIMCYE WRSHMMZtLBH 

KKKTAJaiTSR SNPPKPRSKP PAPKPASPKK 



31 



41 51 

1 1 
MCRHMPWNTT RMPNSLHHST QEKAIIiAIEQ 
HDPIKPCKSV CQRARDDCBP LMKMYNHSWP 
KWIDITPDMM VQERPLDVDC KRIiSPDRCKC 
OIEVTTVVDV KEIFKSSSPI PRTQVPLITM 
CLVEKWRSQIi SKRSIQHEER LQEQRRTVQD 
MIXXRSAQXR TNPKRV 



720 

780 

640 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1666 



60 

120 

180 

240 

300 

346 



Seq ID NO: C230 Protein Sequence 
Protein Accession #: MP_00593l.l 



11 

1 

AARALLPPML 
PASSLRPPRC 
AEALKVWSmr 
VHFDYDETWT 
RGVQHLYGQP 
FKAGFVWRLR 
VLOPAPLTEli 
GVPSBIDAAF 



MAPAAWLRSA 
PAPATQGAPR 
LVQEQVRQTM 
FFPKTHRES) 
YPLSLSPDDC 
VSTIRGKXiPF 
QYHVYDOEKP 
PVPRRATDWR 
ASPANTFL 



Seq ID NO: C231 Protein Sequence 
Protein Accession ft: HP_07S927 



21 

I 

LLLIiQPPPLL 
GVPDPSDGLS 
TPIiTFTEVHE 
IGDDQGTDLL 
WPTVT8RTPA 
GGQLQPGYPA 
GLVRFPVBAA 
QDADGYAYFXi 



31 
I 

ARALPPDVKH 
ARNRQKRFVIi 
GRADIMIDFA 
QVAAHEFGHV 
IiGPC2AGIDTN 
LASRBHQGLP 
LVWGPEKNKZ 
RGRLYHKFDP 



41 
I 

LHAERRGPQP 
SGGRWBKTDL 
RYWHGDDLPP 
LGLQHTTAAK 
EIAPLEPOAP 
SFVDAAFEDA 
yPFRGRSYWR 
VKVKAIiBSFP 



51 
I 

HHAALPSSPA 
TYRILRPPWO 
DGPGGIIiAHA 
ALMSAPYTFR 
PDACEASFDA 
QGHZWFFQGA 
FBPSTRRVDS 
RLVOPDFFGC 



1 
1 

M6SNDPPAVB 
LALAIGIAZH 
TAASHKXMCS 
VTALHHSVYV 
LOGGSVITPL 
LGNDIALMKL 
VPIiIStlKICN 
GI6CAEVNKP 



11 
1 

APFSFRSXjFG 
FDCSGKYRCR 
DDWOSHYANV 
RB6CASGHW 
WIITAAHCVY 
AGPLTFMEMI 
HRDVYG6XIS 
GVYTRVTSPL 



21 

1 

LDDIiKISFVA 
SSFKCIEtilA 
ACAQLGFPSY 
TLQCTACX3HR 
DLYLPKSMTI 
QPVCIiPKSEE 
PSKLCAGYLT 
DWIHEQMERD 



31 
I 

PDADAVAAQI 
RCDGVSDCKD 
VSSDNLRVSS 
RGYSSRIVGG 
QVGLVSLLDH 
NPPDOKVCWT 
G6VDSCQGDS 
IiKT 



41 

I 

LSIjLPIiKFPP 
GEDEYRCVRV 
LEGQFREBFV 
NMSLliSQWFW 
PAPSBLVBKI 



G6FLVOQERR 



51 
I 

1IVZ6IIALI 

GGQNAVLQVF 
SIDHLLPDDK 
QASLQ PQQYH 
VYESKYICPKR 
DASPVLNHAA 
LSnOiVGATSF 



60 

120 

180 

240 

300 

360 

420 

480 

488 



60 

120 

180 

240 

300 

360 

420 

453 



Seq ID NO: C232 Protein Sequence 
Protein Accession ft: NP_00321l 



1 

I 

MLWKLTDNZK 
PYQPIYPQ8Q 



PECLNASLLQ 
AHDFGYVCET 
NSRPHPILEP 
BTDMNAKSSD 



11 
1 

YEDCEDRHDG 
DPYSHVNDPY 
EDIiLHGPHAL 
SAIPIHKDNL 
GVIiRRAKSKN 
BFPAKAVABF 
GIQSCLTHFN 



21 

1 

TSNGTARLPQ 
SLNPLHAQPQ 
SSGLGDIiSIB 
PGGWNPNEV 
GGRSIjREKLD 



I.ISH6FGSPA 



31 

I 

lgtvgqspyt 

PQHPGWPGQR 
SLPHAIEBVP 
FCSVPGRLSL 
KIGUZLPAGR 
QVTRKNMLLA 
VCAAVTALQli 



41 

1 

SAPPLSHTPN 
QSQESGLLBT 
HVEDPGINIP 
LSSTSKYKyr 
RKAANVTUiT 
TKQICKEPTD 
YLTBALKAMD 



51 
I 

ADFQPPYPPP 
HRGLPRQLSG 
DQTVIKKGPV 
VAEVQRRIiSP 
SLVEQEAVHL 
LLAQDRSPLQ 



Seq ID NOt C233 Protein Sequence 
Protein Accession «s NP_002979.1 

1 11 21 31 41 51 

I 1 I I I I 

MKGLAAALLV IiVCTMALCSC AQVGTNKELC CLVYTSWQIP QKPIVDYSBT SPQCPKPGVI 
LI.TKR6RQZC ADPNKXHVQK YISDIiKUZA 

Seq ID NO I C234 protein Sequence 
Protein Accession ft: HP_0040S4.1 

1339 



60 

120 

180 

240 

300 

360 

420 

437 



60 
89 



wo 03/042661 



1 11 21 31 41 SI 

I I 1 I I I 

MILQAHLHSL CLLMLYIATG YGQEGXPSGP LKPMTPSIYB QQKPSQIIPQ FKANPPAVTP 60 

BLTGETDNZF VIEREQLLYY NRALDRETRS THNXiOVAALD AN6IIVBGPV PITIBVKDIN 120 

DNRPTFLQ3K YBGSVRQNSR FGKPFIiYVNA TDUSDVIOVS GOLYVQIVIQ LFMXHNVMYP 180 

QZNMKTGIVIS LTKBGSQELN PAKNPSYNLV ISVKDMGGQS BWSPSDTTSV DUVTEMXWK 240 

APKPVEMVEM STDPHPIKIT QVRWNDPGAQ YSLVDKBKLP RFPPSIDQEG DIYVTQPliDR 300 

EEKDAYVFYA VAKDBYQKPI* SYPLBIHVKV KDINDUPPTC PSPVTVPEVQ ENERU3NSIG 360 

TLTAUDRDEB NTANSPLHYR IVEQTPKLFM DGLFLIOTYA, GMLQIARQSL KKQDTPQYNL 420 

TIEVSDRDPK TLCFVQINVX DINDQZPIFE KSDYGNLTIA BITNIGSTZL TIQATDADSP 480 

FTGSSKItiyB ZZK6DSEGRI* GVDT0PH7NT GYVZIKKPLD FBTAAVSEOV FKAENPEPLV 540 

FGVKYNASSP AKPTLIVTDV NEAPQPSQHV FQAKVSEDVA IGTKVGNVTA KDPGGU>I8Y 600 

SLRQDTRGWL KIDHVTOEIF 3VAPLDRBAG 8PYRVQVVAT SVGGSSLSSV SEFHLIU4DV 660 

KDtfPPRLAKD YTQLPFCKPL SAPGSLIFBA TODDQHIjFIIG PHFTFSXiQSG SLQMZniEVSR 720 

INOTRARLST RRTEPEERBY WIjXRIIIDGO RPPLEQZVSIi PVTFCSCVEO SCFRPAaBQT 760 

GIPTVGMAVQ XLLTTliLVIO IZLAWPXRI XKDKOKQNVB SAQASEVKPL R8 832 



Seq ID NO: C235 Protein Sequence 
Protein Accession fti NP_004434.1 



1 11 21 31 41 SI 

I I I I I I 

MARARFPPPP SPPPGLLPIjIi PPLLLLFLX^ LPAOCRALBB TLMDTKNVTS ELAWTSHPBS 60 

GWEEVSGYDB AMNPIRTYQV OIVRESSQKH WLRTGFIHRR DVQRVYVELR PTVRZXa^SXP 120 

NIPGSCKETP NLFYYEAOSD VASASSPPNK EKPYVRVDTZ APDBSFSRIA AGRVNTKVRS 180 

PGPLSKAGPY LAFQDQGACM SLISVRAPYK KCASTTAOFA LFPBTLTGAB PTSLVXAFGT 240 

CIPNAVBVSV PUOiYOlODG EWKVPVGACT CaiGHBPAAK ESQCRPCPPQ SYKAKQGBGP 300 

CLPCPPNSRT TSPAASICTC HNNPYRADSD SADSACTTVP SPPRGVISNV NBTSIilLEWS 360 

EPRDIiGGRDD LLYNVICKKC HGAGGASACS RCDDNVEFVP RQLGLTERRV HX8BLLAHTR 420 

YTPEVQAVNG VSGKSPLPPR YAAVNITTNQ AAPSEVPTLR MSSSGSSLT liSHAPPERFN 4 BO 

GVILDYEMKY FEKSEGZAST VTSQMNSVQL D6LRPDARYV VQVRARTVAG YGQfYSRPAEF 540 

ETTSERGSGA QQLQEQLPLI VGSATAGLVF WAWVIATV CLRKQRHGSD SBYTEKLQQY 600 

lAPGMKVYID PPTYEDPNBA VRBFAKBIDV SCVKIEEVIG AGEPGEVCRQ RLKQPGRREV 660 

FVAIKTLKVG YTERQRRDPL SBASIMGQFD HPUIXRLEGV VTKSRPVMIL TBFMEKCAIiD 720 

SFLRIiNDOQP TVIQLVGKLR GIAAGMKYLS EMNYVHRDLA ASNXLVMSNL VCKVSDFGL8 760 

RFLBDDPSDP TYTSSLGGKI PIRHTAPEAI AYRKPTSASD VHSYGIVMHE VMSYGBRPYW 840 

DMSKQDVINA VEQDYRLPPP MDCPTAmQL MLDCWVRBRN LRPKF8QIVN TLDKLIRKAA 900 

SLKVIASAQS GMSQPLLDRT VPDYTTPTTV GDWU)AIKKG RYRBSFVSAG FA8FDLVAQM 960 

TAEDLLRIGV TLAGHQKKIL SSIQDMRLQM NQTLPVQV 996 



Seq ID NOi G236 Protein Sequence 
Protein Accession ft: 1IP_00179S.1 

1 11 21 31 41 51 

i I I 1 I 1 

MYVGYVLDKD SPVYPGPARP ASLGIiGPANY GPPAPPPAPP QYPDFSSYSH VEPAPAPPTA 60 

KGAPFPAPXD DHAAAY6PGP AAPAASPA8L AFGPPPDFSP VPAPPGPGPG LLAQPI/X3PG 120 

TPSSPGAQRP TPYEHMRRSV AAG0GG6SGK TRTKDKYRW YTDHQRLELE KBFHY8RYIT 180 

ZRRKSBLAAN LQI.TBRQVKI WPQHRRAKBR KVNKKKQQQQ QPPQPPMAHD ITATPAGPSL 240 

G6LCPSMTSL LATSSPMPVK EEFLP 265 



Seq ZD NO I C337 Protein Sequence 
Protein Accession #t NP_068813.1 

1 11 21 31 41 51 

I I I I 1 I 

KOSDRARKOS GGPXDFGAGL KYNSRHBKVN GIiBBGVEFLP VNNVKKVEKH GPGRWWLAA 60 

VLIGLLLVtiL GXGFLVHHLQ YHDVRVQKVP NQYMRITNEN FVDAYENSNS TEPVSLASKV 120 

KDAIiKLLYSG VFFLGPYHKB SAVTAPSBQS VIAYYWSEPS IPQHLVEEAE RVMAEERWM 180 

LPPRARSLKS PWTSWAFP TDSKTVQRTQ DNSCSPGLHA HGVELMRFTT PQP PD3P YPA 240 

HARGQNALRG DADSVLSLTF RSPDLASCDE R6SDLVTVYM TLSFMEPEAL VQLOGTYPPS 300 

YNLTFHS8QN VLLZTIiimT ERRHPOFEAT FFQLPRMSSC QGBUaXAQGT FN8PYYP6HY 360 

PPNZDCTWia BVPNNQHVKV RFKFFYLLBP GVPAQTCPKD YVBXNGEKYC GERSQFWTS 420 

NSNKITVRPH SDQSYTDTGP LAEYLSYDSS DPCPGQFTCR TGRCZRKBLR CDGWADCTDH 480 

SDELNCSCBA GHQFTCKKKP CKPLPWVCDS VNDCODNSDE QGCSCPAQTF RCSNGKCLSK 540 

SQQCN6KDDC GDGSDEASCP KVNWTCTKH TYRCUIGLCL 8KGNPBCDGK BDCSDGSDEK 600 

DCD06IA8FT RQARWQGTD ADBOEWPWQV 6UIALGQSHZ CGASLISPMW LVSAAHCYID 660 

0RGFRY8DPT QHTAFLGLHD QSQRSAFGVQ BRRLKRZZSH PFFNDFTFDY DIALLELEKP 720 

ABY8SKVRPZ CLPDASHVFP AGKAZWVTGN QHTQYGQTOA LZLQKC3BXRV XMQTTCgiLL 780 

PQQITPRMMC VGFLSGOVDS GQ(a)SaGPIiS SVEADGRXFO AGWSNODGC AQKNKPGVnTT 840 

RLPLFRDMZK ENTGV 855 

Seq ZD NOi C238 Protein Sequence 
Protein Accession ft: Eos sequence 



1 11 21 31 41 51 

) I I I I I 

HPPFLLLBAV CVFLF8RVPP SLPLQBVBVS KBTIGXISAA 8XKMWC8AAV DZMFIiLDGSN 60 

SVQKGSFERS KHFAITVC3X5 LDISPBRVRV GAPQPSSTPH LEPPLDSFST QQBVKARZICR 120 

MVFKOGRTET ELALKYLLHR GLPGORNASV PQILIXVTOG KSQQDVALPS KQLKEaGVTV 180 

FAVGVRFPRH EBLHALASEP RGQRVLLAEQ VSDA1NGLF8 TXiSSSAICSS ATPDCRVBAU 240 

PCBHRTXiEMV RBFACStAPOl RG8RRTLAVI. AAHCPFYSHR RVFLTHPATC YR TTCP OPCD 300 

8QPGQNQGTC VPB6U)GYQC LCPIiAFaaEA NCALKX«SIiSC RVOIiIjFLLDS SAOTTLDGFL 360 

1340 
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RAKVPVKRPV BAVLSEDSRA RVGVATYSRE LLVAVPVGBY QDVPDLVWSL DGIPPRGGPT 420 

LTGSALHQAA ERGPGSATRT GQDRPRRVW LLTESHSEDE VAGPARHARA RELLLLGVGS 480 

EAVRAELEEI TGSPKHVMVY SDPQDLFNQI PELQGKLCSR QRPGCRTQAL DLVFMLDTSA S40 

SVGPEITPAQM QSFVRSCAIiQ FEVNPDVTQV 6LWYGSQVQ TAPGLDTKPT RAAKLRAISQ 600 

APYLGGVGSA GTALLHIYDK VMTVQRGARP GVPKAWVLT GGRGAEDAAV PAQKLHNNGI 660 

SVLWGVGPV LSB6LRRI«AG PRDSLIHVAA YADLRYHQDV L1BWLCX3BAK RPWLCKPSP 720 

CMNEGSCVLQ NQSYRCKCRD GWEGPHCEKR FLRRP "^^S 



Seq ID NO: C239 Protein Sequence 
Protein Accession #s Eos sequence 

1 11 21 31 41 51 

MPPPLLLEAV CVPLFSRVPP SLPLQEVHVS- KETIGKISAA SKMMWC8AAV DIMPLLDGSH 60 

SVGKQSFERS KHPAITVCDG LDISPERVRV GAFQFSSTPH LEPPIflSPST QQEVKARIKR 120 

MVPKGGRTBT BLALKYLLHR GLPGGRNASV PQILIIVTDQ KSQGDVALPS KQLKERGVTV 180 

FAVGVRFPRH EBLHALASEP RGQHVLLABQ VEDATNGLFS TLSSSAICSS ATPDCRVEAH 240 

PCEHRTLEKV REPAOIAPCW RGSRRTLAVI. AAHCPPYSWK RVFLTHPATC YRTTCPGPCD 300 

SQPOQNGQTC VPEGLDGYQC LCPLAFGGEA NCALKLSLEC RVDLLFLLDS SAGTTUJGPL 360 

RAKVPVKRPV RAVLSEDSRA RVGVATYSRE LLVAVPVGBY QDVPDLVWSL DGIPPRGGPT 420 

LTOSALRQAA ERGFOSATRT GQDRPBHVW LLTESHSEDE VAGPARHARA RELLLLGVGS 400 

EAVRAELEEI TGSPKHVMVY SDPQDLFNQI PELQGKLCSR QRPGCRTQAL DLVFMLDTSA 540 

SVGPEMFAQM QSFVRSCALQ FEVNPDVTQV GLWYGSQVQ TAFGLDTKPT RAAMLRAISQ 600 

APYLGGVGSA GTALLHIYDK VMTVQRGARP GVPKAWVLT GGRGAEDAAV PAQKLRNNGI 660 

SVLWGVGPV LSE6LRRLAG PRDSLIHVAA YADLRYHQDV LIBWLOGBAK QPVHLCKPSP 720 

CMNEGSCVLQ NOSYRCKCRD GMEGPHCBNR BWSSCSVCVS Q6WILBTPLR HMAPVQEG3S 780 
RTPPSMYREO L6TEMVPTFW NVCAPGP 



Seq ID NO J C240 Protein Sequence 
Protein Accession #: XP_097386.l 

1 11 21 31 |1 I? 

MPKSBPLGCL SPASRAPGSA AATGAWLPAA SGGPGPLGPP CTCPPRSI/3R GRAGSRAGSS 60 

PSGCVCVSGI LRWSV6DPA SRRWVDLDSN SEDLSLLLTP MIVGTGGVGG GHARGHVFAQ 120 

EKEVAEGSGB AGRGMOBRLQ RVYOftRSHIL GRKPCLQRLL PASGGPVQPQ PCPSPATACR 180 

WGPKPGVAFW GAAQHPPLCR LGQGRAVPSA TRTLDGP ^17 



Seq ID NO: C241 Protein Sequence 
Protein Accession H: CAC03433 

1 11 21 31 41 51 

MLSSTDFTFA SWELWRVDH PNEEQQKDVT LRVSGDLHVG GVMLKLVEQI NISQDHSDPA 60 

LWWBQKHCWL LKTHWTLDKY GVQADAKLLF TPQHKMLRLR LPNLKKVRLR VSFSAWPKA 120 

V8D1CKILMI RRSBBLSLLK PSGDYFKKKK KKDKMIKEPI lEDIUILBSS PTASGSSVSP 180 

6LYSKTMTP1 YDPINOTPAS STMTHPSDSP LTEQHCSILA FSQPPQSPEA LADMYQPRSL 240 

VDKAKLNAGW LDSSRSLMEQ QIQEDEQLLL RFKYYSFPDL NPKVDAVRIN QLYEQARWAI 300 

LLEEIDCTEE EMLIFAALQY HISKLSLSAE TQDPAGESEV DEIBAALSNL EVTLBGGKAD 360 

SLLEDITDIP KLADNLKLFR PKKLLPKAFK QYWFIFKDTS lAYFKNKELE QQEPLBKLNL 420 

RGCBWPDVN VAGHKTOIKL LIPVADGMNB MYLRCDHENQ YAQWMAACML ASKGKTMADS 480 

SYQPBVLHIL SPLRMKNHNS ASQVASSLBH MDMMPBCFVS PRCAKKHKSK QLAARILEAH 540 

QHVAQMPLVE AKLRFIQAWQ SLPEFGLTYY LVRFKOSKKD DIU3VSXNRL IKIDAATGIP 600 

VTTWRFTNIK QWNVNWETRQ WIETOQNVP TAPTCLSADC KIVHEYIGGY IPLSTRSKDQ 660 
NETLDEDLFH KLTGGQD 



Seq ID NO: C242 DNA Sequence 
Nucleic Acid Accession fti NM_005170 
Coding sequence: 337.. 918 

1 11 21 31 41 51 

GGGCGTGAGA AAGGOGAOGG OGGOGGCGOG GAGGAGGGTT ATCTATACAT TTAAAAACCA 60 

OCCGCCTG03 CCGCOOCTGC GGAOAOCTGG GAGAGTCCGG CCGCAOSOGC GGGACACSAG 120 

CGTCCCAGOC TCCCTGGOGC GTAOGGCCTG CCACCACTAG GCCTCCTATC CCCGGGCTCC 180 

AGAOGACCTA GGAOGOGTGC OCTGGGG A GT TGCCTGGOGG OGCCGTGCCA GAAGCCCCCT 240 

TGGGGOGCCA CAOTTTTCCC CGTOGCCTOC QOTTOCTCTG CCTGCACCTT CCTGCGGCQC 300 

GCCGGGAOCT GGAGCGGGCG GGTGGATGCA GGOGOGATGG AOGGCGGCAC ACTGCCCAGG 360 

TCOGOGCCCC CTGGGOCCCC CGTCCCTGTC GGCIGCGCTG CCCGGCGGAG ACCCGCGTCC 420 

CCGGAACTOT TGCQCTGCAG OCQGOGGCGG GGAOGGQCCA COGCAGAGAC 0GGAGGC3GGC 480 

GCAOGQGCGQ TAGOGCGOOS CAATGAGOGC GAGOGCAACC GCQTQAAGCT GGTGAACTTG 540 

GGCTTCCAGG C6CTGCGGCA GCACGTGCCG CACQ6CGGCG CCAGCAAGAA GCXGAGCAAG SOO 

GTGGAGACGC TGCGCTCAGC OGTGGAGTAC ATC0G06CGC TGCAGCGCCT GCTGGCCGAG 660 

CAC6ACGCCS TGCGCAACGC GCTGGCGGGA GGGCT6AGGC CGCAGGCCGT GGGGCCX3TCT 720 

GCGCCOOGOO GOOOGCCAQG GACCACCCOQ OTCQOGQCCT C6CCCTCC0G CGCTTCTTCG 780 

TC0C0GG6OC GCGGGGGCAQ CTCOGAGCCC OGCTCCCCGC QTTCCGCCTA CTCGTCGGAC 840 

GACAQ0G6CT GOGAAGGOQC GCTGAOTCCT GOSGRGCGCG A6CTACT0GA CTTCTCCACC 900 

TGGTTAGGGQ GCTACTGAGC GCOCTCGAGC TA 932 

Seq ID NOt C243 Protein Sequence 
Protein Accession #t NF_Q 60233.1 

1 11 21 31 41 51 
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111)1! 

MSGGRQLQLA ALNPHUMAT XX3A0FGHTGL VLAAAVBSCR SAEQKAVIRV ZPLKMDPTGK 60 

LNLTLEGVFA GVAEITPAEG KIKQSHPLYL QtASDDDNLB PGFISIVKLE SPRIIAFRPCL 120 

SLASKARMAO EROASAVLFD ITSDRAAAEQ LOGPUHiTMP WLIWCanSAB KLKEFVyiQIO 180 

5 KAHVRXELRE PPAHPDYDVW XLMTWGTIP VIILASVLRI RCRPRKSRFD PLQQHTAHAX 240 

SQUVTRRYQA 6CR0ARGBWP DSG8SCSSAP VCAZCLBBPS BQQELRVISC LHEFHSKCVD 300 

PNIiRQHRTCP LCVFMITBQD 8FSQSLQPSR SYQBPGRRLH LIRQHPGKAH YHLPAAYLLO 360 

PSRSAVARPP RPGPFLPSQB PQIQPRHHRF PRAAHPRAPG BQQRLAGAQK PYAQGWGMSH 420 

LQSTSQHPAA CPVPLRRARP PDSSGSGBSY CTERSGYLAD GPASDSSSQP OIGSSSDSW 480 

10 NCTDISLQGV H6S8STFC8S LSSDFDPLVY CSPKGDPQRV DMQPSVTSRP RSLDSWPTG 540 

ETQVSSHVKY HRHRHHEYKK RF0HHGRX9G PBTQVPQSRP PIPRTOPQPE PPSPDQQVTG 600 

SNSAAPSGRL SNPQCPRAIiP BPAF6FVDA8 SXCPST8SLF NI^KSSLSAR HPQRKRROGP 660 

SEPTPGSRPQ DATVHPAGQZ FPBXTP8VAY PW8PSARPLI C3QPPGLDKRL LPBTPGPCYS 720 

NSQPVWLCLT PRQPLBPKPP GEGPSEMSSD TAEGRPCFYP HGQVZiSAQPG SBBSIfSZiCB 780 

15 QAV 783 



20 



60 



Seq XD NO: C244 SNA Sequence 
Nucleic Acid Accession #> NN_004289 
Coding sequence I 493.. 1695 



1 11 21 31 41 51 

I I I I I I 

GCOGCCGCCT OOTCCACCQO AGGAGCOSGC 0CCAG06TGG ACGGOGGC3«3 CCAGGCTGTQ 60 

CAGGGGGGOO GCGGGGACCC C06AGCX3OCT CG6AGTGGCC CXTTGGACGC CXX3GGAAGA6 120 

25 GA6AAGGCAC CGQCGGAACC GACGGCTCAO GTGOCGGAOQ GTGG06GATG TQCGAGCGAG 180 

GAGAATGGGG TACTAAGAGA AAASCAOOAA GCIOTOQATC ATAOTTCCXA GCATOAGGAA 240 

AATGAAQAAA GGOTGTCAGC CCAGAA6GA0 AACTCACTTC AGCAGAATGA T6ATGATGAA 300 

AACAAAATAG CAGAGAAACC TGACTGGGAG GCAOAAAAGA CCACTGAATC TAGAAATGAO 360 

AGACATCTGA ATGGGACAOA TACTTCTTTC TCTCTGOAAO ACTTATTCCA GTTGCTTTCA 420 

30 TCACAGCCTG AAAATTCACT GQA6GGCATC TCATTGQ6AG ATATTCCTCT TCCAGGCAGT 480 

ATCAOTGATO GCATQAATTC TTCAGCACAT TATCATGTAA ACTTGAGGCA G6CTATAA0T 540 

CftGGATGTGA ATCTTCATGA GGCXaTCTTG CTTTCTOCCA ACAATACATT TAOAAOAQAT 600 

CCAACAGCAA GGACTTCACA OTCACAAGAA CCATTTCTGC A6TTAAATTC TCATACCACC 660 

AATCCTQAGC AAACCCTTCC TOQAACTAAT TTQACAGGAT TTCTTTCACC GGTTGACAAT 720 

35 CATATGAGGA ATCTAACAAG CCAAGACCTA CTGTATGACC TTOACATAAA TATATTTOAT 780 

GAOATAAACT TAATGTCATT GaCXJ^CAGAA OACAACTTTO ATGCAATGQA TGTTTCTCAG 640 

CTTTTTQATQ AACCAOATTC TGATTCTGGC CTTTCTTTAG ATTCRAOTCA CAATAATACC 900 

TCTGTCATCA AGTCTAATTC CTCTCACTCT GTGTGTGATG AAGGTOCTAT AGGTTATTOC 960 

ACTGACCATG AATCTAGTTC CCATCATGAC TTAGAAGGTG CTaTAGOTOG CTACTACCCA 1020 

40 GAACCCAGTA AG C TTT G TCA CTT66ATCAA AOTOATTCrG ATTTCCATGO AGATCTTACA 1080 

TTTGAACAGQ TATTTCATAA CCACACTTAC CACTTACAQC CAACTGCACC AOAATCTAGT 1140 

TCTGAACCTT TTCO G TGG C C TGGGAAGTCA CAGAAGATAA GGAGTAGATA CCTTGAAOAC 1200 

ACAGATAGAA ACTTGAGCX3G TQATGAACAG CXyTGCTAAAG CTTTGCATAT CCCTTTTTCT 1260 

GTAGATGAAA TTGTCGGCAT GCCTOTTOAT TCTTTCAATA GCATGTTAAO TAGATATTAT 1320 

45 CTGAC3U3AOC TACAAGTCTC ACTTATCCGT GACATCAGAC GAAGAGGGAA AAATAAAGTT 1380 

GCTGCXSCAOA ACTO T OOTAA AC6CAAATTQ GACATAATTT TGAATTTAGA AGATGATOTA 1440 

TOTAACrrOC AAGCAAAGAA GGAAACTCTT AAGAGAGAGC AAOCACAATO TAACAAAGCT 1500 

ATTAACATAA TQAAACAQAA ACTGCATOAC CTTTATCATO ATATTTTTAG TAGATTAAGA 1560 

GATQACCAAa GTAQGCCAGT CAATCCCAAC CACTATGCTC TCCAGTGTAC CXaTGATGGA 1620 

50 AGTATCTTGA TAGTACCCAA AGAACTGGT6 GCCTCA66CC ACAAAAAGGA AACCCAAAAG 1680 

GGAAAQAGAA AGTGAGAAGA AACTQAAOAT GQACTCKATT ATGTQAAOTA G TAAIG TTCA 1740 

GAAACIGATT ATriGQATCA QAAACC3VTTG AAACTGCTTC AAGAATTGTA TCTTTAAGTA 1800 

CTOCTACTTG AATAACTCAG TTAACGCTGT TTTQAAGCTT ACATGGACAA ATGTTTAGQA 1860 

_ - CTTCAAGATC ACACTTGTGQ GCAATCTGGO QGAQCCACAA CTTTTCATOA AGTGCATTOT 1920 

55 ATACAAAATT CATAOTTATG TGCAAAGAAT AGGTTAACAT GAAAACCCAG TAAGACTTTC 1980 

CATCTTGGCA GCCATCCTTT TTAAGAGTAA 6TTGOTTACT TCAAAAA6A6 CAAAC ACTGQ 2040 

GGATCAAATT ATTTTAAGAO GTATTTCAGT TTTAAATGCA AAATAGCCTT ATTTTCATTT 2100 

AGTTTGTTAO CACTATAGTG AGCTTTTCAA ACACTATTTT AATCTTTATA TTTAACTTAT 2160 

AAATTTTGCr TTCT 2174 



Seq XD NOt C245 Protein Sequence 
Protein Accession fis MP 004433 



^^1 11 21 31 41 51 

65 I I I I I I 

MALRRLGAAL UjLPLLAAVB ETU4DSTTAT AEL8NHVHPP SGMEEVSGYD EHMHTXRTyQ 60 

VQ7VFESSQN NWLRTKFXRR RGAHRXHVEM KF8VR0CS8I P8VPGSCKET mLYYYBADF 120 

DSATKTFPNW MENPWVKVDT lAADESPSQV DLGGRVMKIH TEVRSPGPV8 RSGPYliAFQD 180 

YGGCMSLIAV RVFYRXCPRI IQNGAXFQET LSGAESTSLV AARGSCIANA EEVDVPIKLY 240 

70 CKCaXSEWLVP lORCKCKAGF EMWCTtVCSL GCPSGTFKAN QGDBACTHCP IK8RTT8BGA 300 

TITCVCRKGYY RADIi}PIiDMP CTTXPSAPQA VX88VNETSL MLEHTPPRDS G6REDLVYNI 360 

ICKSCGSGRG ACTRCGDNVQ YAPRQLGLTB PRIYISDIjLA HTQYTPBIQA VNOyTDQSPF 420 

SPQPASVNIT TUQAAPSAVS IMHQVSRTVD SITLSWSQPD QPNQVILDYB LQYYEKELSB 480 

YNATAIKSPT NTVTVQGLKA OAXYVPQVRA RTVAGYGRYS QKMYPQTKTE ABYQTSIQEK 540 

75 LPLIIGSSAA GLVFLIAVW lAIVOIRRRO FERADSEYTD KLQHYTSGHM TPOOIYIDP 600 

PTYEDFNEAV REFAKBID18 CVKXBQVXGA GBFGEVC8GB XiXLPGKRBXF VAZKTLKSGY 660 

TEKQRKDPLS EASIMGQPDH PNVXHLEGW TKSTPVMIIT BFMHTOSLDS PL RQNDG QFT 720 

VIQLVGMLRG lAAQMKYtAD MNYVHRDLAA RNILVNSNLV C3CVSDFGI.SR FLEDDTSDPT 780 

YTSALGGKIP IRHTAPBAXQ YRKFT8ASDV WSYGIVMWBV KSYGERPYHD MTNQDVINAI 840 

80 BQDYRLPPPM DCPSAUIQLM LDCWQKDRNH RPKFGQXVHT LDICMXRNPKS LKAMAPI1S8G 900 

INLPItLDRTI PDYTSFNTVD EtfLBAXKMGQ YKBSFANAGF T8FDW8QKH HEDILRVGLT 960 

LAGHQRKILN SIQVMRAQHN QXQSVEV 987 

Seq XD NOt C246 Protein Sequence 
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Protein Accession ft: KP_114148.1 

1 11 21 31 41 51 

c I 1 I 1 1 I 

O MDARRVPQKD UIVKKNLKKF RYVKLISMBT SSSSDDSCDS FASDMPANTR LQSVRE6CRT fiO 

SSQCRHSQFL RVANKFPARS TR6ATNKKAB SRQPSEHSVT D9TSDSEDES 6MNFLEKRAL 120 

NIKQNKAMLA KLMSELESFP 6SFRGRBPLP 6SDSQSRRPR RRTFFGVASR RNPERRARPL 180 

TRSRSRIU3S LDALPMBBBE EEDKYMLVRK RKTVDGYMNE DDLPRSRRSR SSVTLPHIIR 240 

PVEEITBGGV GERLQQFSKR RYITVHWALL VINAVRRLLI PKQTAETQTA GAFEASSVAP 300 

10 AFETVMVKRS GMIiCWIRTGX ARLVEBSATA VSAGSEMDGV RLGSIjCI 347 

Seg ID NO: C247 Protein Sequence 
Protein Accession #s NP_036577.1 

15 1 11 21 31 41 51 

I I I i I 1 

MENPSPAAAL GKALCALLLA TL6AAGQPLG 6BSICSARAP AKYSITFTGK WSQTAFPKQY 60 

PLFRPPAQWS SLtiGAAHSSD YSMWRKNQYV 5N6LRDFAER GBAWALMKEI BAAGEALQSV 120 

HAVPSAPAVP SGTGQTSAEL BVQHRHSLVS FWRIVPSPD WFVGVDSLDL CDGDRWREQA 180 

20 ALDLYPYDAG TDSGFTFSSP NFATIPQDTV TBITSSSPSH PANSPYYPRL KALPPIARVT 240 

LVRLRQSPRA FIPPAPVLPS HDtSBZVDSAS VPBTPLDCBV 8LWSSHGL0S GH0SRL8TKS 300 

RTRYVRVQPA MMGSPCPBLB BBAECVPONC V 331 

Seq ID NO I C248 Protein Sequence 
25 Protein Accession #: 2^_063947.1 

1 11 21 31 41 51 

I 1 I I I 1 

MLQDPDSDQP LaJSLDVKPLR KPRIPMETFR KVGIPIIIAL LSLASIIIW VIiIKVIliDKY 60 

30 YFLOGQPLBP IPRKQLCDGE LDCPLGEDEE HCVKSFPEGP AVAVRLSKDR STLQVLDSAT 120 

GKWFSACFDN PTBALAETAC RQMSYSSKPT PRAVBZ6PDQ SLDWBZTEfiT 8QELRMRNSS 180 

GPCLSGSLVS XiHCLACOKSL KTPRWGGEB ASVDSWPHQV SIQyDKQRVC GGSILDPHHV 240 

LTAAHCPRKH TDVFNWKVRA GSDKLGSFPS lAVAKIIIIE FNPMYPKDND lALMKLQFPL 300 

TPSGTVRPIC LPFFDEELTP ATPLWIIGWG PTKQNGGKMS DILLQASVQV IDSTRQJADD 360 

35 AYQGEVTEKM MCAGIPEGGV DTOQGDSGGP LMYQSDQWHV VGIVSWGYGC GGPSTPGVYT 420 

KVSAYLNWIY NVHKABL 437 



40 



65 



Seq ZD NOi C249 Protein Sequence 
Protein Accession ftt HP 003036.1 



X 11 21 31 41 51 

1 I I I I I 

MGCKVLLNIG QQMLRRKWD CSREETRLSR CLNTPDLVAL GVGSTL6AGV YVLAGAVARE 60 

NAGPAIVISF LIAALASVLA GLCYGEF6AR VPKTGSAYLY SYVTVGELWA PITGWNI»ILS 120 

45 YZIGTSSVAR AWSATFDELI GRPIGEFSRT HKTLNAPGVIi AEKPDIPAVZ ZIIiILTGLLT 180 

LGVKBSAMVN KIFTCIHVLV LQPINVSGFV KSSVKElWQIiT EEDF6NTS6R t^UIMDTKEG 240 

KPGVGQFMPF GF86VL9GAA TCFYAFVGFD CIATT6EEVK NPQKAIPVGI VASLIiICFZA 300 

YFGVSAALTL MMPYFCLDNN SPLPDAFKHV GWEGAKYAVA VGSLCALSAS LLQSMFPMPR 360 

VIYAMAEDGL LFKFLANVND RTKTPIIATL ASGAVAAVMA FLFDLKDLVD LMSIGTliLAY 420 

50 SLVAACVLVZt RYQPEQPNLV YQMASTSOEL DPAOQNELAS TNDSQLGFLP EAEMFSLKTI 480 

XiSPKHMEPSK ZS6LZVNZST SLIAVLZITF CIVTVLGREA LTKGAIMAVF LXiAGSAZtLCA 540 

WTGVINRQP ESKTXLSFKV PFX1PVI.PILS ZFVNVYLMHQ LDQGTHVRFA VHMLZGFZIY 600 

FGYGLWHSEE A5LDADQART PDGKLDQCK 629 

55 Seq ZD NO: C250 Protein Sequence 
Protein Accession ft: 1IP_002767.1 

1 11 21 31 41 51 

' » • I ^ ' 

UU MRAPHLHLSA ASGARALAKL LPLLMAQLWA AEAALLPQND TRLDPBAYGA PCARGSQPWQ 60 

VSI1FK6LSFH CAOVLVDQSW VLTAAECGNK PIMARVGDDB LLLLQGEQLR RTTRSWHPK 120 

YEQGS6PZLP RRTDERDLML LKLARFWPG PRVRALQIiPY RCAQPGDQGQ VAGNGTTAAR 180 

RVKYNKGLTC SSITZLSPKE GBVFYPGWT NNMZCASIiDR QQDP0QSD9G GPLVCDBTLQ 240 

GZLSHGVYPC GSAQHFAVyT QZCECXMSHZK KVIRSK 376 



Seq 10 MO I C251 Protein Sequence 
Protein Accession ft: XP 095088.3 



„^ 1 11 21 31 41 51 

70 I 1 I I I I 

MTRAAXAEPG RVSPASPARS TAHSiPRAFIiQ SLRIIjUSZIjD DHQRGCVRIA EZQSLNVEAR 60 

ELPSGVLBGL SQRRGPQPGA AVRSRRGGAV PRGARAVPER CAGTETRR6R RCSGLQRLGG 120 

GFRGCPADPC ARGEHRRRTZ TSGVDOGLLK QMKELEQEKB VLLQGLEMMA QGRDWYQQQL 180 

QQVQERQCRL GQSRASADFG AVGSPRPLGR LLPKVQEVAR WLOELLAEAC AGRALPTSSS 240 

75 GPPCSALTST SSPGHQQQIZ I.^(LKEQNRLL TQEVTEKSER ITQLEQKSAIi ZKQLFEARAL 300 

SQQDGGLSPA GPHIEPLTRF RLPVLTWAGA LLSPHSPQLL LPLSADSGGP LHELPDTWPP 360 

AVLUHVPSPG KRTAHARLHF RQRPABGAHQ L60SAEAAFB TGOTLPHFES HKTTCEPDSL 420 

GGPCPQBGDR SHSHLGAAFD VAPAVAKVTP NREDAA6SRH GDZCPLCPKG LLTFRDIAIB 480 

PSIiAEWQCIiD HAQQNLYRDV KLENYRNLFS IX3MTVSKPDL lACLEQNKEP CJinKRNEMAA 540 

oO KHPVTCSRFM QDtQPBQSZK DSLQKVIPRT YGKOSHENLQ LKRCCKRVDE CEVHKGGYKD 600 

IMQCLSNTQ^ KIFQTSKCVK VFSKFSHSNR HNARYTOKKB LKCKKYGKSF OfFSHLNQHQ 660 

IZHTKEXSYK CBBCGKSFNH SSSGTTEKRI LTGEKFYRCB BCXxKAFRHPS NLTRHKRIHT 730 

GEKPYACBBC GQAFRRSSTL 1MEKRZBT6B RPYKCBBOGK AFSVS5ALZY HKRIHTGEXP 780 

YTCEEGGKAF NCSSTLICIHK ZZKT6EKPYT CEBC6RTFNC SSTVKABXRI BTGEICPYKCB 840 

1343 



wo 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 
55 
60 
65 
70 
75 
80 



BCDKAFRNUS 
GNLVRNKNBf 
QRNTGVGGLL 
CLEQNKEPWN 
EVQKGQOIEV 
MVSQL HQHQI 
IiTKBKRIRTO 
KRZHTGBKPy 
TGBBPyXCBB 



SLAXHKIIKT 
RTQLPQIKAA 
TFR0WIBFS 
ZKRNB4VTKH 
NQCLSTTONK 
ZBTRENSYQC 



TCEB08KAFM 
CDKftFKHSSS 



GBKFYKCSDS 
VRFNROPSHO 
LEBHQCXaSHA 
PDLPPSLOIK 
XFQTHKCVKV 
EE06KPFNCS 
QAFSRSSTIA 
CSSTLKKHKI 
LANmCSMHTG 



XALAKSSEVQ 
QQBGSLTDPZ 
QQNLYRDVI4L 
DSLQKVIPRR 
FGRFSHSNBH 
STLSKBKRZH 
NBKRXBTGEK 
XHTGBKPYKC 
BKPYKCB 



RVYS6DGEKG 
QKKEBPDU2H 
EKYRNLVSLG 
YQR8GHDNLQ 
KTRHTGKKHF 
TGBKPYRCBE 
pyTCBECX3(A 
KBCQKAFAFS 



IRVHKXKBTQ 
EYDKQHALED 
lAVSKPDIiIT 
VKTCKSMGEC 
KCKKYGKSFC 
OGKAFmSST 
PSL SSSLT YH 
STUnHXRZH 



Seq ID NO: C2S3 Pxoteln Sequence 
Protein Accession «i MP_114433.1 

1 11 21 31 41 51 

I 1 i I I I 

HASRSMRLLL XiLSOAICraV L6DZIMRFSC APGHPYIIKSN CYGYFRKLRN WSDABLB0Q9 
YGNGAHLASI LSLKEASTIA BYISGYORSQ PXVZGLHDPQ KRQQKQMXOQ AHYLYRSSfSG 
KSMGGNFOICA EMSSNNNPLT WSSNECNKRQ HPLCKYRP 

Seq 10 NO: C2S3 Protein Sequence 
Protein Accession fit XP 051S60.2 



900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1357 



60 
120 
15 B 



MDGVNtiSTSV 
LEDNVQSHKP 
DMRAEVOLZiS 
HMGQQLVOQY 
YNSLGHCPFT 
DC3IAVSTPHM 
NNRABSNYRA 
AYKNQDRGAW 
GTEMMDNRIW 
LAFRLNNAWQ 
SBYPQSYLTK 
HPLYLEaALT 
RGTTF8ZLSD 
NEREKFAFCS 
TKDHFLEVKM 
NSILQGIPNQ 
GFKOSFRPXH 



11 

1 

VYKK6QDYRF 
GDTIiVIASTD 
RNIIVMOEMB 
PIHPHLAGDV 
EDGPBEBNTF 
ANPNNNLINC 
C9«IXDNGVKT 
LRGGDVWLDS 
GPGGU)HSGR 
SCPHNNVTGI 
NDNWLVRHPD 
RS1HYQQYQP 
VHNRUiKQTS 
MKGCERIKIK 
ESSKQHFFHIi 
LPNYVATIPD 
VTL0TBDHKA 



21 

I 

ACYDRQ RACR 
ySMYQABBFQ 
DKCYPYRNHI 
DERG6YDPPT 
DHCLGIiLVKS 
AAAGSBETGP 



CRPADNOIGL 
TLPIGQNPPI 
AFBDVPITSR 
CINVPDHR6A 
WTLQKQYTI 
KTQVFVRTLQ 
ALXPKNAGVS 
HNDFAYIEVD 
NSXVLMASKG 
KIPQWPIPV 



31 
I 

SYRVRFL0C3K 
VLPCR8CAPN 
QIFFDFDTFO 
YIRDLSXHHT 
GTIiLPSDRDS 
NFIFKHVPT6 
FLSZXSARYS 
TLASOGTFPy 
RGIQliYDGPI 
VFFGEPGPWP 
IC86CYAQMY 
HNDQTAPAEL 
MDKVSQSYFG 
DCTATAYPKF 
GKKYPSSEDQ 
R YVSRG PWTR 
VKKKKL 



41 

I 

PVRPKLTVTX 
QVKVAGKPMY 
GHXKFAIAFK 
PSRCVTVHGS 
KMCKMITGDS 
P6VGMYSPGY 
PHQDADPLKP 



NIQNCTFRKP 
NQLDMD6DKT 
XQAYKXSNIiR 
AXWLXNENX6 
RSHYYHDEDS 
TERAWEVPM 
XQVWXDGKQ 
VLEKLGADRG 



51 

1 

DTKVNSTXLN 
LBIGBBXDGV 
AAHIiEQTBLK 
NGLLIKDWG 
YPGYIPKPRQ 
SEHlPIiQKFY 
REPAXXRHFI 
SLFV6ES6NV 
VALEGRUTSA 
SVFHDVDGSV 
MKXXKNDFPS 
DWXRVGLCYP 
GLLFLKUCAQ 
PKKLFGSQLK 
GRWSHTSFR 
UOiXEQMAFV 



Seq ID NOt C254 Protein Sequence 
Protein Accession #i MP_0551B8.l 

1 11 21 31 41 51 

1 I I I I I 

HTALSSENCS FQYQLRQTNQ PLDVMYLLPIi IILGKIUJTI LTLC»IRRKNT OQNFMBYFCI 
SLAFVDUiUi VNISIILYFR DFVLLSXRFT KYHICLFTQI ISPTYGFLHY PVFLTACIDY 
GLNPSKTTKL SPKOQKLPYF PTVILIWISV lAYVLGDPAX YQSIiKAQNAY SRHCPPYVSX 
QSYWLSFFMV MILFVAFITC WSEVTTIiVQA XRXTSYKNET XLYFPFSSHS SYTVRSKKIF 
LSKLIVCPLS TWLPFVLLQV IXVLLKVQIP AYIDfHXPWL YFVNSFLXAT VYHFNGKKZM 
LKDXGLPLDP FVHWKCCFXP LTXFNLEQIE KPX8XMXC 

Seq ID NO I C25S Protein Sequence 
Protein Accession ft i Eos sequence 



MALVLGSLLL 
IFLYWQPRD 
FCMCRCCNKC 



IFVLDBXRSM 
HPSSBTGNSX 
RVQRQTTTW 
YDSYWHLGGL 
SFLFCNXUa 
SKMKLTFEQV 
LGAAGRKNLQ 
LKRDAQTXKT 
NT8SVIIBEI 
PLNLFNFGXO 
KVYGXBNFVM 



11 
I 

LGLCGNSF8G 
FPEDTLRKFL 
GGEMHQRQKB 
DLRTLUIETP 
ATAXKETKEA 
RIiSLSQLNSN 
A6XKRVU7SX 
VICSLLTLIV 
XWLTFVFCSA 
YSDCKKNR6T 
DFAAOOXDRM 
IHOQRVLPXE 
KKYGRTXXGY 
XATVFLLPAL 
TSPSQH 



21 
I 

GQPGSTDAPK 
QKAYBSKIDY 
NGPFLRKCPA 
BQIKYILAQY 
LENMNSTIiKS 
PELRQIiPPVD 
GSDXDNVTQR 
XFYYIiGLLOG 
NVEKLICBPY 
YGTLHLQNSF 
NYDSYIAQTG 
QSL6TLYQSV 
FEHYLQfflEF 
XPAVKZAKYY 



31 
I 

AMNYELFATN 
DKIVYYEAGI 
XSLLVICXXI 
NTTKDKAFTD 
LHQQSTQLSS 
ABXjDNVNNVL 
LPIQDILSAF 
VCXSYDKHATP 
TSKELPRVLD 
NXeERLNINE 
KSPAGVKLLS 
KXLQRTOIGX* 
8XSSKVASCK 
RBKDSEDVYD 



41 

1 

YETQDSHKAO 
ZLCCVIiGIiLF 
SXGZFY6FVA 
LNSXNSVIiGG 
SLTSVKTSLR 
RTDLDGLVQQ 
SVYVNBTESY 
TTOGCVSNTO 
TPYLLNBDWE 
HTGSI8SELB 
FAYDIiBARAN 
LERVTRILAS 
PVATAIiDTAV 
DVETXPHKNM 



60 
120 

leo 

340 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
996 



60 

120 

180 

240 

300 

338 



51 
I 

PXGXLFELVH 
IILMPLVGYF 
NHQVRTRIKR 
GXLDRLRPNI 
SSLNDPIiCIiV 
GYQSLNDXPD 
XHRNIiPTLBE 
GVFLKVGVGL 
YYL8GKLFNK 
SliKVNLNXPL 
8LPPGNLBNS 
LDFAQNFIIN 
DVFLCSYIID 



Seq ID KO: C256 Protein Sequence 
Protein Accession «j NP_14903e.l 

1 11 21 31 41 51 

1 I I I 1 I 

MKAXIHLTLL ALI»SVNTATN QG»SADAVTT TBTATS6PTV AAADTTETNF PBTASTTANT 
PSFPTATSPA PPXISTHSSS TIPTPAPPIX STHSSSTXPI PTAADSESTT MVNSIATCTI 
ITASSFMDGL XTMVPSETQS NKEMSPTTED NQSSGPPTGT ALLETSTUIS TGPS WPOQDD 
PCADNSLCVR LHMTSFCLCb BQYYYKSSTC KKGKVFPGKX SVTVSBTFDP BBKHSMAYQD 
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60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

856 



60 
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180 
240 
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5 

10 
15 



25 
30 
35 
40 
45 
50 
55 
60 



LHSEITSLFK DVFGTSVYGQ TVILTVSTSL SPRSEMRADD KFVNVTIVTI lAETTSDNEK 300 

TVTEKINKAI RSSSSNPLNY DLTLRCDYYQ CNQTADDCLN GLACDCKSDL QRPNPQSPFC 360 

VASSIiKCPDA CNAQHKQCLI KKS6GAPECA CVP6YQE0AN GNGQKCAFGY SGIiDCKDKE\3 420 

LXLTXVGTIA 6IVII>SMIZA ItlVTARSNNK TKKIGEEHLX SEDFQHLKLR STGFTNLGAB 480 

GSVPPKVRIT ASRDSQMQMP YSRHSSMPRP DY S12 

Seq ID NO: C2S7 Protein Sequence 
Protein Accession NP_001423.l 

1 11 21 31 41 51 

) I I I ) I 

MTACRRMEML CAGRVPAIjLL CLGFHLLQAV LSTTVIPSCI PGBSSDNCTA LVQTEDNPRV 60 

AQVSITKCSS DMNCYCLHGQ CIVLVDMSQN YCRCEVOYTQ VRCEHFPLTV HQPLSKEYVA 120 

LTVILXIIiFL ITWGSTYYF CRWYRMRKSK EPKREYERVT SGDFBLPQV 169 

Seq ID MO: C258 Protein Sequence 
Protein Accession ftt AAC63902.1 



Ort 3. 11 21 31 41 51 

20 I I I I I I 

MDRSKENCIS GPVKATAPVQ GPKRVLVTQQ IPCQNPLPVN SGQAQRVLCP SNSSQRVPLQ 60 

AQKLVSSHKP VQNQKQKQLQ ATSVPHPVSR PLNNTQKSKQ PLPSAPENNP BEELASKQKN 120 

BESKlCRQWAI* EDFBIGRPLG KBKFGHVYLA REKQSKFIIA LKVXiFXAQLB KAGVEHQLRR 180 

EVEXQSHLRK FNXZiRLyGyF BDATRVYLXL EYAFLGTVYR BLQKLSKFDB QHTATYITEL 240 

ANALSYCXSK BVIHHDXXFB MLLLGSAGEL KIADFGtfSVH APSSRRTTLC GTLDYLPPEM 300 

IBGSMHDEKV DUfSLGVLCY BFLVGKPPFB ANTYQETYKR ZSRVEFTFPD FVTEGASDLZ 360 

SHLLKHNPSQ RPMLRBVLEH PMITANSSKP SNOQNKBSAS KQS 403 



Seq ID NOt C2S9 Protein Sequence 
Protein Accession #: np_037504.1 

1 11 21 31 41 51 

I I I I I I 

MSRTAYTVGA IiLIiLLGTIiLP AAE0RKK6SQ GAXPPPDKAQ BNDSBQTQSP QQPGSRNRGR 60 

GQGRGTAMPQ BEVLESSQEA LHVTERinrUC RDWCKTQPLK QTIHEEGCNS RTimRFCYO 120 

QCNSFYIPRH IRKEEGSFQS CSFCKPKKFT TMMVTLHCPB LQPPTKKXRV TRVKQCRCX8 180 

XDU> 1B4 

Seq ID NO I C260 Protein Sequence 
Protein Accession fft Eos sequence 

1 11 21 31 41 51 

I I I I I I 

MKV6VXMLXS FPTFTDGHGO FLGKHDGXKT KKBLZVMKKK HL6PVEEYQI. LLQVTYRDSK 60 

EKRDLRMFLK LLKPPIiLWSB OLIRIIRAKA TTDCNSLNGV LQCTCEDSYT WFPPSCLDPQ 120 

NCYiaTAGAIi P8CECHLNNL SQSVNPCERT KIWOTPKIKE RPTNDLLNSS SAIYSKYANG 180 

lEIQLKKAYE RIQGPESVQV TQFRNGSIVA GYEWGSSSA SELLSAIEHV AEKAKTALKK 240 

LFPIiEDGSFR VPOKAQOaDI VPGFGSKDDE YTLPG8S6YR GMITAKCESS GWQVIRBTCV 300 

LSLLBELMKH FSHIV<aiATB AAVSSFVQML SVXIRQNPST TVGNLASWS ILSKISSXiSL 360 

ASHFRVStrST MEDVISIADK IINSASVTNH TVLIAEEKYA SSRLLBTLEN ISTLVPPTAL 420 

PUIFSRKPID WKGIPVNKSQ LKROYSYQIK MCPQNTSIPI RGRVLI6SDQ FQRSLPETII 480 

SMASLTLGNI LPVSKNGNAQ VNGPVISTVI QNYSINEVFL FPSKIBSNLS QPHCVFWDFS 540 

KLQWNDASai liVNETQDIVT OQCTHLTSFS XLMSPFVPST XFPWKWITY VQLQXSIOSL 600 

XLOiXXEALF ffKQIKKSQTS mSRXCMVHI ALSLLIADVH FIVGATVDTT VNPSGVCTAA 660 

VFPTHFFVLS IiPPHMLMLOX LLAYRIILVF KHMAQHLHMA VGFCLOYGCaP LIISVITIAV 720 

TQPSNTYKRK DVCWLNWSMO SKPLLAPWP ALAIVAVNFV WLLVLTKLW RPTVGERLSR 780 

DDKATIIHVG KSLLXLTPLIi GLTWGPGIGT IVDSQNLAWH VIFALLNAPQ GPFILCFGXI. 840 

LDSKLRQLLF NKLSALSSHK QTEKQNSSDL 8ARFKFSKPF NPLQNKGBYA PSHTGDSSDN 900 

ZMLTQFVSNB giO 

Seq ID NOs C261 Protein Sequence 
Protein Accession #t HP 000575.1 



^ V- 2^ 3^ 41 51 

65 I I I I I I 

MTSKIAVftLL AAFLISAALC EGAVLPRSAR ELRCQCIKTY SKPFHPXFIK ELRVIES6PH 60 
CANTBIIVRL SDGXUSLCIAP KENWVQRWE KFLKRAENS 99 

Seq ID KO: C262 Protein Sequence 
/U Protein Accession ft: NP_005594.1 

1 11 21 31 41 51 

I i I t I I 

MSTERDSBTT FDBDSQPNDB WPYSnDBTB DELDDQQSAV BPEQHRVMRE AEENREPPRK 60 

I J ECTWQVKftHD RKYHBQPHFM NTKFLCIKBS KSANMAIKTY KWiAPTPIPM IfLFEQPKRAA 120 

NLYPLALLIL QAVPQISTIA WYTTLVPLLV VLGVTAIKDI. VDDVARHKMD KEINNRTCBV 180 

IKDGRFKVAR WKEIQVG0VI RIiKKNDFVPA DILLLSSSEP NSLCYVETAE LDGETNLKFK 240 

MS^EXTOQYL QRBDTLATFD GFIBCBEPNN RLDKFTGTIiF MBMTSPPLDA DKIIiLRGCVI 300 

o« RKTDFGHGLV IFA6ADTKIM KNSGKTkFKK TKmYLMNYN VYTIFWIilL LSA6LAIGHA 360 

OU YHBAQVGtfSS HYLYDGEDDT PSYRGFLIFH GYTIVUmiV PISLYVSVEV IRLGQSBFIN 420 

WDIXJMYYAEK DTPAKARTTT LNEQLGQXHY IPSDKTGTLT QNIMTPKKCC INGQIYCTHR 480 

DASQHKHNKI EQVDFSMNTy ADGKIAPYDH YLIEQIQSGK EPEVHQPPFL LAVCHTVMVD 540 

RTDGQUnfQA ASPD EGALVN AASNPGPAFL ARTQNTITIS ELGTERTmV LAILDPNSDR 600 

KRMSirVRTP EGBTIKLYCRQ ADTVXYERIiH RKNPTKQETQ DALDXPANET LRTLCLCYKE 660 
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XSEXEFTEWN KXFMAASVAS TNBDEALOKV YEBZEKDLIL LGATAIEDKL QDGVPETISK 720 

LAKADIKIWV LTCHJKKETAE NIGFACELLT BDTTICYGBD INSLLHARMB KQSNRGGVYA 780 

KFAPFVQBSF PPPGGNRALI ITOSHliHBZL LEKKTKRNKZ LKLKFPRTEE ERRMRTQSKR 840 

RLEAXXEQRQ KMPVDIACBC SAVICCRVTP KQKAMWDLV KRYKKAXTIA IGDGANDVSN 900 

5 IKTAHIGVGX SGQE6KQAVM SSDYSFAQFR YLQRU.I.VHG RWSYIRKCKP LRyPFYKHPA 960 

FTLVHFWY8F FNGYSAQTAY EDWFITLYNV LYTSLPVLLM GLLDQDVSDK LSLRFPGLYI 1020 

VGQRDLLFNY KRFFVSLLHG VLTSMILFFI PLOAYLOTVC QDGEAPSDYQ 8PAVTIASAL 1080 

VXTVNFQZGL DTSYWTFVNA FSIFGSIALY FOIMFDFUSA GZHVLFPSAF QFTQTASNAL 1140 

^ RQPYIVLTII LTVAVCLLFV VAZRPX«SNTZ WP9ESDKIQK HRKRUCAEBQ NQRRQQVFRR 1200 

10 GVSTRRSAYA FSHQRGYADL IGSGRSIRKK RSPU3AIVAD GTAEYRRTGD S 1251 

Seq ID NO* C263 Protein Sequence 
Protein Accession tti XM_044533 

IS 1 11 21 31 41 51 

I I I 1 I I 

MLRTAM6LRS NLAAFNQALP PRPPLLLLIiL LLLLIiQPPPP TWALSPRXSL PliSSEERPFL 60 

RFBAERXSNY TALLLSRDGR TLYVQAREAL FAbSSNLSPI* PGGBYQELLM GADAEKKQQC 120 

SFXGIIDPQRD OQNYZKILXiP X.SaSRLPTOQ TAAFSPNCTY ZMHSKFTLAR DEXGNVLLED 180 

20 6KSRCPFDPN FKOTALWDG BLYT3TVSSF QGNDPAI8R8 QSLRPnCTES SUINIiQDPAF 240 

VASAYXPBSL GSLQGDDDKI YFFFSBTGQB FEFFBHTZVS RXARICXGDE G6ERVLQQRW 300 

TSFLKAQLIfC SRPDDGFPFN VliQDVFTLSP SPQDHRDTLP YGVFTSQWHR GTTBGSAVCV 360 

FTKKDVQRVF SGLYKBVNRE TQQHYTVTBP VPTPRPGACX tMSARSRKXM SSLQLPDRVIi 420 

NFZ.KDHFU4D GQVRSRMliLL QFQARYQBVA VBRVFGLBHT YI3fVZ.FLGTGD GRZARAVSVO 480 

25 PRVKIIBEI4 IFSSGQPVQN LLLDTHRGLL YAASK8GVVQ VPHANC8LYR SGGDCLLARD 540 

PYCAWSGSSC KHVSLYQPQL ATRPWIQDZB GASAXDIiCSA 8SWSPSPVP TGEKFCBQVQ 600 

FQFNTVMTLA CPI^SNLATR LWLRNQAPVN ASASCHVIiPT ODLLLVOTQQ liGBFQCWSI^E 660 

EGFQQLVASY CPEWEDGVA DQTDEGGSVP VIISTSRVSA PAGGKASHGA DRSYHKBFLV 720 

MCTLFVLAVL LFVLFLLYRH RNSMKVFLXQ 6ECA8VHPKT CPWLPPBTR PLN6L6PPST 780 

30 PU)HRGYQSL SDSPPGSRVF TCSEKRPLSI QDSFVEVSPV CPRPRVRLGS BXRDSW 837 

Seq ID NOt C264 Protein Sequence 
Protein Accession #t NP_008950.1 

35 I 11 21 31 41 51 

I 1 I I I I 

HASQKKDPAA TSVAAARK6A EPSOQAARGP VGKRLQQBIiM TLMMSGDKGX SAFPESDiniF 60 

KHVGTXEGAA GTVYEDLRYX LSLEPPSGYP YNAPTVKPX.T PCYHPNVDTQ GNICLDZLKE 120 

KN8flLYI>VRT ItiLSXQSLLQ EFNIDSPLMT HAABLNKNPT AFKKyX.QETY SKQVTSQBP 179 



40 



65 



75 



80 



Seq ID NO I C265 Protein Sequence 
'Protein Accession it MP 055399.1 



^^1 11 21 31 41 51 

45 1 1 I I I 1 

MGRGNGFLFG LLGAVWLLSS GBOBEQPPET AAQRCFOQVS GYIiDDCTCDV BTIDRFNKYR 60 

LFPRLQKLLE 6DYFRYYKVN LKRPCPFHND I8QGGRROCA VKPGQSDBVP DGIKSASYKY 120 

SBEANNLIEB CBQABRL6AV DESLSBBTQK AVLQWTKHDD SSDNFCEADD XQSPBABYVD 180 

LLLNPERYTG YKGPDAWKXW NVXYEENCFK PQTXKRPUn» LASGQGTSBE NTFYSWLEGL 240 

50 CVEKRAFYRL X6GLKASINV HLSARYLLQE TWLEKKHGHM XTBFQQRFDG XLTBGE6PRR 300 

LKHLYFLYLX BLRAL8KVLP FFERPDFQLF TGNKXgDEEN XKLLiiElLKB XKSFPLHFDE 360 

MSFFAGDKKB AHKLKEDFRL HFRNXSRXMD CVGCFKCRLN QKLQrEQGLQT ALKIXf SBKL 420 

lANMPBSGPS YEFRLTRQEZ VSLFMAF6RX 8TSVKELENF RNXA«HIB 468 

55 Seq ID NO* C266 Protein Sequence 
Protein Accession fti 1IP_002879.1 

1 11 21 31 41 51 

OU KQPRRQRLPA PWSGPRGPRP TAPLLALLLL LAPVAAPAGS GGFDDP6QPQ DAGVPRRLLQ 60 

QXARAAIiZPP HFRS68P8AL RVLAEVQBQR AWXHPXEGCK VHWFSTERY NPESLLQEGE 130 

GRLGKCSARV FFRNQKPRPT ZMVTCTRLXE KKKRQQEDYL LYKQKKQLRN PLBXVSIPDN 180 

HQHXDPSLRL XWDLAFLGSS YVMWEMTTQV SHYYIiAQLTS VRQHVRKT 228 



Seq ID HOt C267 Protein Sequence 
protein Accession #> NP_005400.1 



1 11 21 31 41 51 

/O MSVK6MAXAL AVXI«CATVVQ GFFMFKRGRC LCIGPOVKAV KVADXBKASZ MYPSMMCDKI 60 
BVIXTLKBNK QQRCWPKSK QARLZIKKVE RKKP 94 



Seq ID NOs C268 Protein Sequence 
Protein Accession S: FGENBSH predicted 

1 11 21 31 41 51 

I I t 1 I 1 

MLRQVLRRGL QSFCHRLGXiC VSRHPVFFLT VPAVLTITFG LSAUIRPQPE GDLERLVAPS 60 

H8IAKIERSL A5SLFFLDQS KSQLYSDLST PGRYGRVXU. SPTGDNXLLQ AEGILQTHRA 120 

VI.Q4KVNHXG YNYTFSHLCV LRNQDKKCVL DDIXSVLEDIi RQAAVSNKTT ARVQVRYFNT 180 

KLKVCSFCML LPXiQEEAAIjilF LP 202 

Seq ID NOt C269 Protein Sequence 
Protein Accession fts NP 002429.1 



1346 



wo 03/042661 



1 11 21 31 41 SI 

I I I I I I 

MRLPLLLVFA SVIPGAVI,LI> ETRQFLIYNE DHKHCVDAVS PSAVQTAACM QDAESQKPRW 60 

VSESQXMSVA FKLCLGVPSK TDHVAITLYA CDSKSEFQKW ECKNDTLLGI K6EDLFFNYG 120 

NRQBKHIMLy R6SGLW8RWK IYGTTDNLC8 RGYEMffTIiL GITANGATCAP PFKPENKWYA 180 

DCTSAGRSD6 WLWCXSTTTDY DTDKLFGYCP LKFBGSESLW NKDPLTSVSY QINSKSALTH 240 

EQARKSOQCX} IIAELLSITBI HEQTYLTGLT SSLTSGLWIG LNSLSFNSGH QWSDRSPFRY 300 

LNWLPGSPSA EPGKSCVSLN PGKNAKWENL BCVQKLGYIC KKGNTTLNSP VIPSESDVPT 360 

RCPSQHWPYA GRCYKIHRDS KKIQRDALTT CRKEGGDLTS IHTIBELDFI ISQLGYEPND 420 

BLMX6UIDIK IQHYFEHSOG TFVTFTKHUR 6EPSHESINRQ EDCWMKGKD GYWADR6CEW 480 

PLGYICKMKS RSQ6PEIVEV EKGCRKGHKK HHEYCYMKm TLSTFAEANQ TCNNENAYLT 540 

TIEDRYEQAF LTSFVGLRPE KYFWTGLSDI QTKGTFQHTZ EBEVRFTRHN SDMP6RKPGC 600 

VAMRTGIAGG LWDVLKCDEK AKFVCKHWAE GVrTHPPKPTT TPSPKCPEDW GASSRTSLCF 660 

KLYAKGKHEK KXHFBSRDFC RAIiGGDIiASI KMKEBQQTIW RLZTASGSYH KLFHLGIiTYG 720 

SPSB6FTW8D OSFVSYENHA YGBPNHYONV EYGQELKGDP TKSHHDIHCB KLNNttlGQIQ 780 

KGQTPKPEPT PAPQEHTPPVT BDGHVXYXDY QVYPSREKBT MDNARAFCKR HFGDLVSZQS 840 

ESEKKPLWKY VNRNDAQSAY FIGLLISLDK KFAHMDGSKV DYVSHATGEP NFANEDEHCV 900 

TMYSNSGFWN DINOGYPNAP IC3QRHNSSIN ATTVMPTMPS VPSGCKEGWN FYSNKCFKIF 960 

6FKEEERKNW QEARKACIGF GGNLVSIQNE KEQAFLTYHH KDSTFSAWTG LMDVNSEHTF 1020 

Um36R6VRy TNWGKSYFGG RRSSXiSYEDA OCWIIGQAS NEAGKMMDDT GDSXRGYICO 1080 

TRSDPSLTNP PATIQIDGFV KYGKSSYSUt RQKFQMHEftB TYCKLHNSLZ ASZLDPYSNA 1140 

FAWLQMETSK ERVWXALNSN LTDNQYTWTD KHRVRYTKWA ADEPKLKSAC VYXJ)LD6YWK 1200 

TAHCNESFYF LCKRSDEIPA TEPPQLPGRC PESDHTAMIP FHGHCYYIES SYTRNWGQAS 1260 

LECIiRMGSSIi VSIBSAAESS FLSYRVEPLK SKTHFWIGLF RNVE6TWLHZ MNSPVSFVMW 1320 

ZmaOFSGERll DCVALHASSG FWSHXHCSSY KGYZOCRPKZ ZDAKPTHELL TTKADTRKMD 1380 

PSKPSSNVAG WZXVXLLXL T6AGLAAYFF YRKRRVBLPQ EGAFBHTLYF HSQS8P6TSD 1440 

MKDLVGtflEQ HERSVZ 1456 

Seq ZD NO: C270 Protein Sequence 
Protein Accession Eos sequence 

1 11 21 31 41 51 

i I i 1 I I 

MVLLHHCLI.H LLFPLSSRTQ KLPTRDEELP QMQZSDKAPF HDSSVZPDGA EZSSYIiFBDT 60 

PKRYFFWEB DNTPLSVTVT PCDABLEHKL SIdQELPEDRS GBGSGDZjEPL BQQKQQXZHB 120 

EGTELFSYKG NDVEYFXSSS SFSGI»YQU)Ii ZiSTEKDTHFK VYATTTPBSD QFYPELPYDP 160 

SVDVTSLGRT TVTLAWKPSP TASLLKQPZQ YCWINKEHN PKSLCAVEAK LSADDAFMMA 240 

PKPGLDFSPF DPAHFGFPSD ^SGKBRSFQA KPSPKLGRHV YSRPKVDIQK ICIGMKNIFT 300 

VSDLKPDTQY YFDVFWNZK SNMSTAYVGT FARTKBEAKQ KTVBLKDGKI TDVFVKRKGA 360 

KFXiRFAFVSS HQKVTFFZRS CLDAVQZQVR HDG1QULL8QN VBGZQQFQLR GKPKAmiVR 420 

LKCaiKKQASM LKZLATTRPT XQSFPSLPED TRZKAFDKUl TC8SATVANL GIQERNKFCl 480 

YKKEVDDNYM EDQKKSEQMQ CLGFDXRXKS EKVLCKYFHS QNLQKAVTTB TlKCaiQPGKS 540 

YLLDVYVZOa GGHSVKYQSK WKTRKFC 568 

Seq ZD NO; C271 Protein Sequence 
Protein Accession #: AAH34229.1 

1 11 21 31 41 51 

I I 1 I I I 

HERVOLBFEK QEMBKKLQEF RSTRHKEKED RESSEYYUKS GKVGKLVNQS YMNSQNXGNV 60 

VKFSAGKVKL KXiIiKEQZQEP VKPTVNYKHA NSSBCBKPXI BGKVOGQCEN KAALLVCLEC 120 

6EDYCSGCFA NVHQKGALKL HRTTLLQARS QILFNVLDVA HQFXKDVNPD EPKEENNSTK 180 

ETSKIQHKPK SVLUQRSSSE VEXTTMKRAQ RTKPRKSLIiC BGSFDBEASA QSPQEVLSQW 240 

RTGNHDONKK QMLHAAVKDS LEECEVQIML KZWREPLUZB LKEDZLSYME KLWLKKHRRT 300 

PQEQliFXCYQ IRSHZHMKPL VMHSVZJCMKI HKZVMVRRPK YNTQIiFYOQ 349 

Seq ZD NOs C272 Protein Sequence 
Protein Accession ftt MP_078963.1 

1 11 21 31 41 51 

I I I I I I 

KEKLWLKKHR RTPQEQLFKM LSDTPPHPHE TTGDAQCSQN ENDBDSDGEE TKVQHTALLL 60 
PVETLMIERP EPSLKTVELD DTYEEEFEBA HJXVPYIWKL ADADSQRSCA FHDGQKNSFP 120 
YEH6ZHQHHV FDKGKRDFLN LCLRNSSTYY KDNSRGBTSN TDFDNZVDPD VYSSDZEKXS 180 
ESTSFESULK EKNZGI^SNQ KSDDSCVSLB SKDTZJ^GRDL EKAPZEBKLS QDZKBSLEZiS 240 
NLYKRPSFEE SKTTXSSXJjXt QBZACR8KPZ TKQYQGliBRF PZFDTHERZ17 ZiZf SHRZiEOI 300 
MSSTRZTLAE DREHXPDHSL SBYADNAIVL GVLQGAQSPS SSRHQQKMGQ KSQRPSTAlfF 360 
PLSNSVKBSS SCLSSSHPRS RSAAAQSSSR AASBISEIEY ZDZTDQNEZiS ZiDDTTDQHTX. 420 
DNIiBKELQVIj RSLADTSEKL Y8LTSEEFPD FSSQSLKZSQ ZSTDFZiKTSH VRGP06VEEL 480 
SCSGRDTKZQ SLL8LSESST DEBEEDFUIK QHVZTLPWSK ST 522 

Seq ZD NO: C273 Protein Sequence 
Protein Accession t: NP_0053g9.1 

1 11 21 31 41 51 

1 I I I } I 

MKVSAVZiLCL LIMTAAFIIPQ GLAQPDALNV PSTGCPTPSS KKZ8LQRLK8 YVXTT8RCPQ 60 

KAVZFRTXLG KBZCADPKBK HVC^iyMKHLG RKARILKT 98 

Seq ZD MOt C274 Protein Sequence 
Protein Accession #t BAC051S8.1 

1 11 21 31 41 51 
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1 I i 1 I I 

MFLLTG6VSL KSAEKNPDPT WLQDKSWBEI CRASEFPAFR OLRQHFCEHI YEWREZYDSK 60 

BPHMAKPPAP MDWfLNELQK IIILRCLRPD KITPAITNYV TDKLGKKFVE PPPFDLTKSY 120 

LDSNCTIPLI PVLSPQADPM ASLLKFANDK 8MSGNRFQAI 8L6QGQGPIA AKMIKAAIEB 180 

GTWVCLQKCB UVVSWMPMLE KXCEDFTSBT CNSSPRLWLT 8YPSSKFPVT ILQNGVXKIH 240 

EPPTGIiRUIL LQSYliTOPVS DPEFFKOOtG KELLPINHYD TIPFEAISYL TQEC3mK2RV 300 

TDDWDRiUiLL TMLADFYNLY IVENPHYKFS PSGNYFAPPK GTYEDYIEFI KKLPPTQHPB 360 

IPGLRENVDI SKDLQQTICTIi FBSLLLTQG6 8KQT6ASGST DQILLEITKD ILNKLPSDFD 420 

lEMALRKYPV RYEB9(NTVL VQB4ERFNKL IITIRNTLRD LEKiUKGWV MDSALEALSS 480 

SLLVGKVP6I HAKR8YFSLK PZiGSYXTDFIi ARLNFLQOWY NSOKPCVFWIi 8GFFFTQAFL 540 

T6AMQNYARK YTTPZOUAY BFEVXPSDT8 OTSPBDGVYZ HGLYLDGARH PRB8GI»LABQ 600 

YPKLLFDLMP ZIHIKPTQK8 RIIKSDAYVC PLYKTSERKQ TLST1GHSTN FVIAMLLKTD 660 

QPTRKHIKR0 VALLGQLDD 679 

Seq ID NO I C275 Protein Sequence 
Protein Accession #t AAA60212.1 

1 11 21 31 41 51 

i 1 I I I I 

MAESHLLQHL LLLLPTLOGP GTAAWTTSSL ACAQGPEFHC QSLBQALQCR ALGHCLQBVW 60 

GHVGADDLOQ ECBDIVHILN KMAKEAIFQD TMRKFLEQEC NVLPLKLLHP QOIQVLDDYF 120 

PLVIDYFONQ TDSNGICKHL GLCKSRQPEP BQBPGMSOPL PKPLRDPIiPD PLLDKLVLPV 180 

LPGALQARPO PHTQDLSEQQ FPIPLPYCWL CRALIKRIQA MIPKGALAVA VAQVCRVVPL 240 

VAGGICQCLA ERYSVILLDT LLGRMLPOLV CRLVLRCSKD DSAOPRSPTG GWLPRDSECH 300 

LCMSVTTQAG NSSEQAIPQA MLQACVGSWL DREKCKQFVE QHTPQLIiTLV PRGHDAHTTC 360 

QAL6V06TMS SPIiQCIBSro L 381 

Seq ZD NOi C276 Protein Sequence 
Protein Accession #i 2IP_631 911.1 

1 11 21 31 41 51 

1 I I I 1 I 

MLG06IPALG LLLLLQGSAD (^^GIQGFFYP WSCEGDIWDR ES06GC2AAID SFNLCLRLRC 60 

CYRNGVCYKQ RPDENVRRKK MHALVNTCSG LLLLSCSICL FWWAKRRDVXi HMPGPLAGPC 120 

DMSKSVSIiLS KHRGTKKTP8 TGSVPVALSK BSRDVBGGTE GEGTEEGEET EGEEEED 177 

Seq ID NOt C277 Protein Seqpience 
Protein Accession ftt 1IP_473364.1 

1 11 21 31 41 51 

I I I I I I 

MKLVTIFIiLV TZ8LC8Y8AT AFLZMKVPLP VDXLAPLPLD NILPFMDPLK LLLKTLGZSV 60 

EHLVE6LRRC VNELGPEA8E AVKKIjLBALS HLV 93 

Seq ID NOt C278 Protein Sequence 
Protein Accession #t F6ENE8H predicted 

1 11 21 31 41 51 

I I I I I 1 

MPLSYAYKNA ETLA6RRTSS NMSRGAYQRR NTRAAGRPEE CTDHNHHAGR TRGIHLGQLE 60 

ERCSDVFGVS PFWWVRGLAG SGAKLC2TFTP AQBQAPTVQR QAEALLKCRQ SGRPQRGGAB 120 

8ERARDASML SPLSAAMRNY PTSSTIPPRR' SYSPTEIAHK 8YSCSLPDMK XSNABSGPSI< 160 

DSLDILKDGE SGSPFLVTHL YFLGWTTQI BQLDFETGPN IFDLQIYVKD EVGVTDLQVL 240 

TVQVTDVNEP PQPQONIAED HLRADQPHFN AHSHTYVRW ATALARHRLR SSI6SPPLQT 300 

FCWVGMQYF LISPFKSFRM SAKGTLFSTT ELDFEAGURS FHLIVEVRDS GGLRASTBLQ 360 

VNIVNUIDEV PRFTSFTRVY TVLEBLSPGT ZVANZTABDP DDEGFPSHLL YSITTVSRyP 420 

MINQLTGTIQ VAQRZDRDAG SLRQNPTISIi EVZiVKDRPYO GQQIRZQZTF ZVBDVNDNPA 460 

TCX2KFTPRSS LHPALCSKTL THMDTVliDCF HAADKDIFVT GRFTKERGLI GLTVPEGWGS 540 

LTIMAEGKEE QVTSYMDGSR QRDRACVGKL LLIKPSOLMR LSHYHENNSG KTCPHOSISS 600 

YQVPPTTGRN SRIQATNNED TSSVTVTVNI LEENDEKPIC TPNSYPLALP VDLKVGTNIQ 660 

NPKLTCTDIiD 8SPRSPRYSI OPGNVMNBFT F8PMA0SNVT RLLLTSRFDY AOGFDKIHDY 720 

KLLVYVTDDN LMSDRKKAEA LVBTGTVTLS IXVIFRPTTI XTTTPRPRVT YOVLRKHVYS 780 

PSAHYVPFVI TL6SILLLGL LVYLWLLAK AIHRHCPCKT GKNKEPLTRK GETKTAERDV 840 

WETIQMNTI FDGEAIDPEP EQASLELYAL LPSCCDPSPV TLRKVQVOQB SEETGQCSGH 900 

ITLPGKIPVD DFR2CQETGLQ GOFEVWTLCP AVKWVGSPQ AERCIRLALS LKKYSSD 957 

Seq ZD NOt C279 Protein Sequence 
Protein Accession #: XP_166571.1 

1 11 21 31 41 51 

I I I I I I 

MINQLTGTIQ VAQRIDRDAS ELRQNPTISL BVLVKDRPYO GQENRIQITF IVEDVNDNPA 60 

TCQKFTPSIM VPERTAKGTL UJDimFCPD DDSEAPNNRF NPTOPSGVGS GSRFIiQDPAG 120 

SGKIVLIGDL OYENPSNLAA GMKYTVIIQV QOVAPPYYXN NVYVYILTSP ENEFPLIFDR 180 

PSYVFDVSER RPAQGHLSGP EEKRLXiSICH VRAVCHHFGL BIAS6SPRVP GRPIGQSBPQ 240 

TLPLQDWBBQ GTSDRERRME DCRERRRGGN YPDEHYL 277 

8eq ID NOt C280 Protein Sequence 
Protein Accession #: MP_00S257.2 

1 11 21 31 41 51 

I I I I I I 

MODHSFLGNF LEEVHXHSTV VGKVWLTVLP ZFRMLVLGTA AB88HGDEQA DFRC3DTZQP0 60 

C3QHVCXDQAF PISHZRYHVIi QZZPV8TPSL VYM6HAMHTV RMQEKRKIiRB ABRAXBVROS 120 
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GSYBYPVABK AELSOfEEGM GRIALQGTU* NTYVCSILIR TTMEVGFIVG QYPIYGIPLT 180 

TLHVCECRSPC EHPVNCYVSR PTBKHVFIVP MIAVAALSLL LSLAELYHLG WKKIRQRFVK 240 

PRQHMAKCQL SGFSVGIVOS CTPPPDFMQC LEHGPGGKPP HPFSNNMASQ QNTDNLVTEQ 300 

VRGQEQTP6B GPIQVRYGQK PEVPMGVSPG HRLEHGYHSD KRRIfSKASSK ARSDDLSV 358 

8eq ID NO: C281 Protein Sequence 
Protein Accession #t NF_055274.2 

1 11 21 31 41 51 

I I I I i I 

MYISICCCEL LHAPALTLKN UIY8VPEGQG AGTVIGNIGR DARLQPGLPP AERGGGGRSK 60 

SGSYRVLENS APHLLOVDAD SGLLYTKQRZ DRESLCRHNA KCQLSLEVPA NDKEICMIKV 120 

EIQDINDNAP SFSSDQIEMD ISENAAPGTR FPLTSAHDPD AGEMGLRTYL LTRDDHGLFG 180 

LDVKSRGDGT KFPELVIQKA 'LDREQQNHHT LVLTALDGGE PPRSATVQIN VKVIDSNDNS 240 

PVPEAPSYLV ELPEMAPLGT WIDIjMATDA DBGPHGBVLY SPSSYVPDRV RELFSIDPiCT 300 

GLIRVKGNLD YEENOOiBID VQARDLQPNP IPAHCKVTVK LIDRNDNAPS IGFVSVRQGA 360 

LSEAAPPGTV lALVRVTDRD SGKNGQLQC31 VLGQOGTGGO GGLGGPGGSV PFKLEEUYDK 420 

FYTWTDRPL DRETQDEYNV TIVARDGGSP PLHSTKSFAI KILDENDMPP RFTKGLYVLQ 480 

VHENNIPGEY LGSVLAQDPD LGQNGTVSYS ILPSHIGDVS lYTYVSVNPT N6AIYALRSP 540 

HFEQTKAFEP KVLAKDSGAP AHLESMATVR VTVLDVNDIIA PVIVLPTLQN DTABLQVPRN 600 

AGL6YLVSTV RAIiDSDPOES GRLTYEIVDG UDDHLPBIDP SSGEIRTLHP FWEDVTPWE 660 

LWKVTDHGK PTLSAVAKLI IRSVSGSLPE GVPRVNGBQH HHDMSLPLIV TLSTISIILL 720 

AAMITIAVKC KREMKEIRTY NCRIAEYSHP QLGGGKGKKK KINKNDIMLV Q SBVBERK AM 780 

NVMNWSSPS LATSPMYFDY QTRLPLSSPR SBVMYLKPAS NNLTVPQGHA GCHTSPTGQG 840 

TMASBTPATR MSIIQTDNFP AEPNYM6SRQ QFVQSISVAP RLRTQKBPA 889 

Seq ID NOt C2B2 Protein Sequence 
Protein Accession ftt NP_005592.i 

1 11 21 31 41 51 

1 I I I I I 

HELCRSLALL GGSLGLMPCL lALSTDFWFB AV0PTHSAH8 GLHPTOHGDI IS6YIHVTQT 
FSIMAVLWAL VSVSFI.VI.SC FPSLFPPGHG PLVSTTAAFA AAISKWAMA VYTSBRHDQP 
PHPQIQTPFS MSFYIiGMVSA ILliLCTGAIiS lOAHGOaPRP GYETIi 165 

Seq ID MO: C283 Protein Sequence 
Protein Accession #t NP_006424.2 

1 11 21 31 41 51 

i I I I i I 

MATUAULLIA AMLLGNPGLV FSRLSPEYYD IiASAHLRDEB KSCPCLAQEO PQCSIIiLTKIQ 60 

ELGRDYRTdi TIVQKLKKMV DKPTQRSVSM AATRVCRTGR SRWRDVCRNF MRRYQSRVTQ 120 

GLVAGETAQQ ICEDLRLCIP STGPL 

Seq ID NOs C284 Protein Sequence 
Protein Accession #t NP_00SS94.1 

1 11 21 31 41 51 

111)11 

MKVSAAALAV ILIATALCAP ASASPYSSDT IPCCPAYIAR PLPRAHIKEY FYTS6KCSMP 60 

AWFVTRKNR QVCANPEKKW VREYINSLS4 S 91 



60 
120 



Seq ID NO: C285 Protein Sequence 
Protein Accession ftt NP_071437.1 

1 11 21 31 41 51 

1 { I I I i 

MAPGRAVAGIi LIJAAAGIiGG VAEGPGLAFS BDVLSVFGAN LSIiSAAQLQH LLEQMGAASR 60 

VaVPBPGQLH FNQGLTAEBI FSLKGPStXAT QITSSKFSVI CPAVIiQOmP HPCEDRPKHK 120 

T&PSBSBVnO YOFLSVTIIN LASIiLGLILT SLIKXSYFFK ILTFFVGLAI GTLFSHAIPQ 180 

LIPBAPGPDP KVDSYVEKAV AVPGGFYLLP PPERMLKMIiL KTY6QMGBTH PGHDNPOPQB 240 

KTHQPKALPA INGVTCYANP AVTEANOHIH FIJNVSWSLQ DQKKEPSjCT CLKGPKLSEI 300 

GTIAWMITLC DAIiHMPIDGI. AIGASCTLSL LQGLSTSIAI LCEEPPHEl/3 DFVILLNAGM 360 

STRQALLFNF I«SACSCYVGIi AFGILVGNNF APNIIFALAG GMFLYISLAD KFPEMNDMLR 420 

EKVT6RRTDF TFFMiaHA(34 LTGFTAILLI TIiYAGBIBLB 460 



Seq ID NO: C286 Protein Sequence 
Protein Accession #t NP_004175.1 

1 11 21 31 41 51 

i 1 1 I I I • 

MPNSEPASLL ELFNSIATQG ELVRSLKAGN ASKDEIDSAV KMLVSLKMSY KAAAGEDYKA 60 

DCPPGNPAFT SHKGPDATBA EBDFVDPHTV QfTSSAKGIDY DKLTVRFGSS RIDKELINRI 120 

BRATGQRFHH FUtRGIFFSB RDMNCfVLDAY ENKKPFYIiYT GR6P8SEAMH VSHLIPFIFT 180 

RHLQDVFNVP LVIQMTDDSK YLWKDLTU3Q AYCmVENAK 0IIA06FDIN KTFIFSIHiDY 240 

MGMSSGFYKN WKIQKHVTP MQVKGIPQFT DSDCIGKISF PAIQAAPSPS NSFPQIPRDR 300 

TDIQCLIPCA IDQDPYFRMT RDVAPRIGYP KPALLHSTFF PALQ6AQTKM SASDPNSSIF 360 

LTDTAKQIRT KVNKHAFSG6 RDTIEERRQF GGKCDVDVSF MYLTFFLEDD DKLBQIRKDY 420 

TSGAMLTGSL KKALIEVIiQP LXAEHQARRK EVTDEIVKEF HTPRXLSPDF Q 471 



Seq ID HO: C287 Protein Sequence 
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Protein Accession $t NP_004929.1 



HTVFRQENVD 
XERSVSILKB 
KQILNOVYYL 
PEPVAPBIVN 
PSNTSALAKD 
ARKKWKQSVR 
QHUUSSXiSHY 
RH6HVDTLKF 
TPLRCAAHHG 
CDKD6HIALH 

OLLARLRRDT 
RPRL88TNSS 
PTHHPHCSAD 
PSLSBPYBIQ 
GEFGYDKDTS 
PPMTHLCBRI 
BINXMQSBTV 
ELLQILDAMD 
PPCGIPHKVQ 
GLETBKZXCC 
AQTLKBTSLT 
PDPLGXDHCL 
LRELGRRDAA 



11 

1 

DYYT3TGEELG 
IQHPMVXTLH 
KSLQIAHFDb 
YEPLGLEADM 
PIRRLLVKDP 
LISLGQRIiSR 
DVNQPNKHOT 

YYSVAKALCE 
lAVRROQMEV 
GRTPLBLAAK 
RR6LPXQQLR 
RFPPSPLA8K 
DQSTKAIDIQ 
LMPVIPWLSF 
LLXBXRNRFQ 
XSTLPSWRKL 
QDVLLIiDPRW 
ICARDLSSGT 
VNLCRWXHQQ 
LUiDSVCSTX 
ilTMQQYKESF 
LAMNLGIiPDL 
DLLIiKASSVP 



21 

1 

SGQPAWKKC 
BVYBNKTDVI 
KPEHXMLLDR 
WSIGVITYIL 
KKRMTIQOSL 
SFLSRSNMSV 
PPUiXAAOOO 
KDKSGEMALH 
AGOIVNIKNR 
XKTLLSQGCF 
NGXIiDWRYIi 
PTQNLQFRXK 

PTVSvsxmni 

NAYLMGVGDF 
UCSLVPVEBP 
MDLHXSNKLF 
NGPNQUISLQ 
IiCTNVLGKLXi 
MVDVPALIKT 
STEGDADIRL 
BNVMATTLPQ 
SSXHCFGCKD 
VAKyMTMNGA 
KXMUX3NGQB 



31 
I 

REKST6LQYA 
LIIiBLVAGGE 
NVPKPRIKXX 
LSGASPFLGD 
QHPWIKPKL3T 
ARSDDTLDEE 
NXQXLQLLXK 
VAARYGKASV 
GGBTPZiLTAS 
VDYQDRHGNT 
CLMQASVBAL 
LKLPGBSGSG 
YP6CQIVSVR 
SVWKFSGNPV 
XAFGGKLKKP 
VLDAGASG8K 
QFVyDVQOQIi 
SVETPRALHB 
DNLHR5HADB 
WVNGCKLANR 
LLTVKHYIiSP 
VYSQASLGHD 
PXDFLPSPLR 
AYA8SCN8GT 



41 

I 

AKFXKKRRTK 
LFDFIiABKES 
DPGLAHRIDF 
TKQBTLAMVS 
QQALSRKASA 
DSFVMKAIXH 
RGSRXDVQDK 
AQVTCAASAQ 
ARGYHDXVBC 
PUIVACKDGN 
TTDGKTAEDI* 
KTTLVBSIiKC 
SRSKMFBPGb 
YFCCYDYFAA 
LQWLVATHA 
DMKVLRMHLQ 
NPIiASEEDLR 
YRGRYTVBDX 
EDEVMVYGGV 
GAELLVLLVN 
QQLREHHBPV 
IHASDimtLT 
ALLREHTTYP 
8YNSXSSWS 



51 
I 

SSRRGVSRED 
LTBBEATEPL 
Q7EPKKXFGT 
AVNYEPEDEY 
VNMEKFKKFA 
AXHDDNVPGL 
GGSNAVyNAA 
IPXSRTKBBB 
LABHGADLHA 
MPIWALCEA 



GLLRSFFRRR 
TKQKLEVFVA 
NDPTSIHVW 
DIKNVPRPAG 
EXR5QIV8VC 
aXAQQLHSTG 
QRLVPDSDVE 
RXVPVEHLTP 
KGQQXEVQVR 
KXYQPRDFPR 
RRXIiSRLLDP 
BSTVGTLNSK 
R 



60 

120 

180 

240 

300 

360 

420 

4B0 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1431 



Seq XD NO: €268 Protein Sequence 
Protein Accession #t HP 002072.1 



KELRARGHWL 
XCPQOYTCCT 
TLQATPPGAP 
QLLLPDDYIiD 
PLGPEC8RAV 
TDKFWQTSGV 
RGKLAPRERP 
RGRYLPEVMG 
ASDDGSGSGS 



11 
I 

LCAAAALVAC 



6ELYTQNARA 
CLGKQAEALR 
MKLVYCAHCL 
BSVXGSVHTW 
PSGTLSKLVe 
DGLANQXMNP 



21 

I 

ARGDPASKSR 
SHABLEIALR 
FSDLYSELRL 
PP6BAPRSLR 
GVPGARPCPD 
ItAEAIKALQD 
BAKAQLRDVQ 
EVEVDITKPD 



31 

! 

SaSEVRQIYG 
DSSRVIiQAML 
YYRGANLHLB 
LRATRAFVAA 
YC31NVLKGCL 
NRDTLTAKVI 
DFHISXiPGTL 
HTXRQQXNQL 



41 

1 

AKGFSLSDVP 
ATQLRSFDDH 
GTIiAEPHARIi 
R8FVQGLGVA 
ANQADLDAEW 
QGCGNPRVNP 
CSBKMALSTA 
KXMINRLRSA 



51 

I 

QABXSGEHLR 
FQHLUIDSBR 
I.BRLFKQUXP 
SDWRKVAQV 
RNLLDSMVLI 
QGPGPEEKRR 
SDDRCHNGMA 
YKQMX3VDFQD 



60 

120 

180 

240 

300 

360 

420 

480 

490 



Seq XD NO: C289 Protein Sequence 
Protein Accession «s AAH30205.1 

1 11 21 31 41 51 

i i I ) I I 

MXXLXYLPLL LWEDTQGHGF KDGXFHNSXW LERAAOVYHR BARSGKYKLT YAEAKAVCBP 
BGGHLATYKQ LBAARKIGFB VCAAGWMARQ RVQYPIVlCPa PNCQPaKIOX IDXGXRXJ9RS 
ERNQAYCXNP BAKE0G6VFT SPXQXFK6PG FPNEYEDNQI CYNHXRIiRYG QRXHLSPLDF 
DLEDDPGCLA DYVEIYSSYD DVRGFVGRyC GOELPDDXXS TCSIVMTLKFL SDASVTAGOF 
QXKYVAMDPV SKSSQGKNTS TTSTraTRNPL AffitPSHL 

Seq XD NOs C290 Protein Sequence 
Protein Accession ft: NP 001973.1 



60 

120 

180 

240 

277 



1 
I 

MRANDALQVL 
GNIiEXVLTGH 
UmiTNSSRA 
RSCPPCHBVC 
TDCFACRUFN 
CVRACPPOKM 
LDPLITGUIG 
RSLYNR0P8L 
RU>XKHNRPR 



YKYPDVQNEC 
QTPLYWR6RR 
GTVHKSVWXP 
SSLQLVTQYL 
LLKSPSQVQV 
VWELMTFOAB 
LAHBFTPMAR 
NLATTTLGSA 
PV8LHPMPRG 
TPVTPLSPPG 



11 
1 

OLLFSLAROS 
NADL8FLQWX 
LRQLRLTQLT 
KGRCWGPGSE 
DSQACVPRCP 
EVDXNGIiXMC 
DPHKKIPALD 
LXMKNIiNVTS 
RDCVAEGKVC 
SCHPB0QPM6 
RPCHENCTQG 
XQNKRAMRRY 
BGESIKIPVC 
PLGSLLDHVR 
ADFX3VADLLP 
PYA6LRLAEV 
DPPRYX.VIKR 
LSLPVGTLNR 
CLASBSSEGH 
LEBGDVHGYV 



21 
I 

BVmiSQAVCP 
REVTGYVLVA 
BXLSGGVYXE 
DCX3TLTKTIC 
QPLVTOKLTF 
BPGGGI^KA 
PEICLNVFRTV 
L6FRSLRB1S 
DPLCSSGGCH 
GTATCN6SGS 
CKBPELQDCL 



EYMNRQSDGG 
SAFDNPDYHH 



GPG^YAAMG 
8RLFPKANAQ 



XKVIEDKSGR 
QHR6ALGPQL 
PDDKQLLYSB 

ESGPGXAPGP 
FRGSQSLLSP 
VTGSBAELQB 
NPDTBIiRQTP 
GYBYMDVGSD 
ACPASBQ6YB 
RT 



31 
I 

GTUIOLSVTG 
MNEFSTLPLP 
KNDKLGBMDT 
APQCNGHCFG 
QLBPNPHTKY 
CB6TG868RF 
RBXTGYXmQ 
AORXYXSANR 
GPGPGQCLSC 
DTCAQCAHPR 
GQTLVLIGKT 
DPSBKANKVL 
QSFQAVTDHM 
LLNWGVQXAK 
AKTPXKWMAL 
AQPQXCTXDV 
BPHGLTNXKL 
SSGYMPMNQG 
KVSKCRSRSR 
SSRBGTZ«SSV 
LSASLG8TQS 
BNRAFQ6P(ai 



41 

I 

DABIQYQILY 
NUlWRGTaV 
XDNRDIVRDR 
PNPNQCCHDE 
QYG6VCVASC 
QTVDSSNIDO 
8WPPHNHNFS 
QLCYBBSLNW 
RMYSRGGVCV 
DGPHCVS8CP 
HLTMALTVIA 
ARXFKBTBLR 
LAXGSLDHAH 
GMYYIiKEHCa4 
ESIKF6KYTH 
YMVMVXCNMI 
EEVELEPELD 
NLGGSOQESA 
SRSPRPRGDS 
GLSSVLGTEE 
CPLHPVPIMP 
QAPBVHYARL 



SI 
I 

XLYERCBWM 
YD6KFAXFVM 
DAEXWKDNO 
CAGGCSQPQD 
PHNFWDQTS 
FVMCTKXLQN 
VPSNLTTIQG 
TKVIiRGPTEB 
THCNFUIGBP 
HGVL6AKGPX 
GLWXEWIU3 
KLKVbOSGVF 
IVRLLGLCPG 
VHRNLAARMV 
QSDVHSYOVT 
DBIXRPTFKB 
TtPTi PT iRATP"* 
VSGS5BRCPR 
AYHSQRBSI/L 
EDBDEEYBYM 
TAGTTPDBDY 
RTLRSZiBATD 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1342 
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Seq ID NO: C291 Protein Sequence 
Protein Accession #t NP_001207.1 

1 11 21 31 41 SI 

KAPLCPSPWL PLLIPAPAPG IiTVQLLLSIiL LLMPVBPQRL PRHQEDSPLG GGSSGEDDFL 60 

CEEDLPSEED SPREEDPF6B EDLPGEEDLP 6EEDLPEVKP KSEEE6SLRL EDLPTVBAPG 120 

DPQEPQNMAH RDKEGDDQSH WRYGGDPPHP RVSPACAQRF QSPVDIRPQL AAFCPALRPL 180 

BLLGFQLPPL PELRLRNNGH SVQLTLPPGIi EMALGPGREY RALQLHLHWG AAGRPGSEHT 240 

VBGHRPPAEI HWHLSTAPA RVDEALGRPG 6LAVLAAFLE BGPEENSAYE QLLSRLEEIA 300 

BB6SETQVFG LDISKLLPSD PSRYFOraGS LTTPPCAQGV IWTVFNQTWM LSAKQLaTLS 360 

DTLHGPGDSR LQLNFRATQP UIGRVIEASP PAGVDSSPRA AEFVQUrSOi AAGDILALVF 420 

GLLPAVTSVA FLVQMRRQHR RGTKGGVSYR PAEVAETGA 4S9 

Seq ID NO: C292 Protein Sequence 
Protein Acceesion #i NP_00419B.l 

1 11 21 31 41 51 

I I 1 I 1 i 

MGGAWDBGP TGVKAPDGGM GWAVLPGCFV IT6FSYAPPK AVSVPFKELI QEFGIOYSDT 60 

AHISSIUiAM LYQTOPIiCSV CVNRFGCRPV MLVGQLFASIi GMVAASPCRS IIQVYLTTGV 120 

ITGLQLAUIP QPSLIMLNRY FSKRRPMRNG lAAAGSPVPL CALSPLGQLL QDRYGWRGGF 180 

LILGQLIiLHC CVCAALMRPL WTAQPGSGP PRPSRRLUJIi SVFRDRGFVL YAVAASVMVli 240 

GLFVPPVFW SYAKDLGVPD TKAAFLLTIL GFIDIFARPA AGFVAGLGKV RPYSVYLPSF 300 

SMFFNQLADL AGSTAGDYGG LWFCIFFQI SYGKVGALQF EVLM MVG TH KFSSAIGLVL 360 

LMEAVAVLVG PPSGGIQULDA THVYMYVFII* AGABVLTSSL ILLI/SNFFCI RKKPKBPQPB 420 

VAAAEEEKLH KPPADSGVDL REVEHFLKAE PEKMGEWZIT PBTSV 465 

Seq ID NO: C293 Protein Sequence 
Protein Accession #: NP_000349.l 

X 11 21 31 41 51 

1 I 1 I I I 

MALFVRLIiAL MALALGPAA TLAGPAKSPY QLVLQHSRLR GRQHGPNVCA VQKV IQTN RK 60 

YFTNCKQWYQ RKICGKSTVI SYECCPGYEK VPQEKQCPAA LPLSNLYETL GWGSTTTQL 120 

YTDRTEKLRP EMBSPGSFTI FAPSNBAKAS LPABVLDSIiV SNVNIELLNA LRYHHVGRRV 180 

LTDBUCHGMT LTSMYQNSNI QIHHYPNGIV TVMCARLLKA DHHATNGWH LIDKVISTIT 240 

NNIQQIIEIE DTFBTLRAAV AASGLNTMLE QNGQYTLLAP TNEAFEKIPS ETLNRILODP 300 

EALRDIiLNNH ILKSAMCAEA IVAGLSVETL EGTTLEVQCS GDMLTINGKA IISNKDILAT 360 

NGVIHYIDEL LIPDSAKTLP BLAAESDVST AIDLFRQAGL OnKiSGSEHL TLLAPLHSVF 420 

KDGTPPIDAH TRNLLRNHII KDQLASKYLY .HGQTtETLGQ KKLRVFVYRN SLCIBISCXA 480 

AHDKRGRYGT LFTMDHVLTP PMGTVMDVLK ODNRFSMLVA AIQaAOLTBT IflREGVYTVF 540 

APTNEAFRAL PPRERSRLLG DAKELANILK YHIGDEILVS GGIGALVRLK SWGDKliEVS 600 

LKNNWSVNK EPV3CBPDIMA TNGWHVITO VLQPPANRPQ ERGDBLKDSA LBIFKQA8AF 660 
SRASQRSVRL APVYQKLLBR MKH 

Seq ID NO: C294 Protein Sequence 
Protein Accession #: NP_006527.1 

1 11 21 31 41 SI 

I 1 I / I I I 

MTQRSIAGPI CNIiKFVTLLV ALSSELPFLG AGVQLQDNGY NGIilAINPQ VPENQNLISN 60 

IKEMITEASF YLFNATKRRV FFRNIKILIP ATWKANNNSK IKQESYEKAN VIVTDWYQAH 120 

GDDPYTLQYR GCGKEGKYIH FTPNFIJOTJN LTAGYGSRGR VFVHEWAHLR WGVFDEYNND 180 

KPFYINGQNQ IKVTRCSSDI TGIFVCEKGP CPQENCIISK LFKBGCTFIY N STQKA TASI 240 

MFMQSLSSW EFCHASTBNQ BAPNIiQNQHC SUtSAHDVIT DSADFBBSFP MHGTB LPPPP 300 

TFSLVQAGDK WCLVLDVSS KHAEADRLU) LQQAAEPVIiM QIVEIBTFV6 IASFDSK6BI 360 

RAQLHQINSN DDRKLLVSYL PTTVSAKTDI SICSGLKKGP EWEKUJGKA YGSVMILVTS 420 

6DDKLLGNCL PTVLSSGSTI HSIALGSSAA PNLEELSRLT GGLKFFVPDI SNSNSMIDAF 480 

SRISSGT6DI FQQHIQLEST GaWKPHHQL KNTVTVDNTV GMDTMFLVTW QASGPFEIIIi 540 

FDPDQRKYYT NNFITNLTFR TASLWIPGTA KPGHWTYTLN NTHHSLgALi; VTVT8RASNS 600 

AVPPATVEAF VBHDSUIFPH PVMIYANVKQ GFYPIUIATV lATVEPETGD PVTIAIiUSDG 660 

AGftDVIKNDG lYSRYPFSFA ANGRYSLKVH VNHSPSISTP AHSIPGSHAM YVPGYTANGN 720 

IQMNAPRKSV GRNEEERKMG FSRVSSGGSF SVLQVPAGPH PDVFPPCaai DLEAVKVEEE 780 

LTLSWTAPGB DFDQGQATSY EIRMSKSLQN IQDDFNNAIL VNT8KRMPQQ AGIREIFTFS B40 

PQISTNGPEH QPHGETHESH RIYVAIRAMD BNSLQSAVSN lAQAPLFIPP HSDPVPARDY 900 

LIUQBVLTAM GLIGIICLII WTHHTLSRK KRADKKEKGT KLL 943 

Seq ID NO: C295 Protein Sequence 
Protein Accession #x Eos sequence 

1 11 21 31 41 51 

I I I 1 I ( 

MKFLLlLLliQ ATASGALPLN SSTSLBKNNV LFGERYLEKF YGLEINKLPV TKMKYSQILM 60 
KEiaQEMQHF LQIiKVTGQLD TSTLEMMHAP RC6VPDVHHF REMPG6PVKR XHYITYRINK 120 

YTPDMNREDV DYAIRKAPQV WSNVTPLKFS KINTGMADIL WFJ^SGAHGD FBAFD6R0GI 180 
LAHAFGPGSO IGGDAHFDED EFWTTHSGGT NIiFLTAVHBI GHSLGU3SSS DPKAVMFFTY 240 
KYVDINTFRL SADDIRGIQS LYGDPKENQR LPNPDNSEPA I.CDPNLSFDA VTTVGNKIFF 300 
FKDRFFWIiKV SSRPKTSVNL ISSLHPTLPS GIEAAYEIEA RNQVFIiFKDD KYWLISNLRP 360 
BPNYPK8IB8 FGFPNFVKia DAAVFNPRFY RTYFFVDNQY HRYDERRQm DPGYPKLITK 420 

NFQ6IGPKID AVFYSKHXCrY YFFQGSNQFB YDFLLQRITK TLKSNSWFGC . 470 

Seq ID NO: C296 Protein Sequence 
Protein Accession ft: Eos sequence 
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1 11 21 31 41 51 

I I 1 I I I 

MKPLIilLLLQ ATASQALPLN SSTSLBKNNV LPQBRYLEKP YGLEINKLPV TKMKYSGMU4 60 

KEKIQEMQHP LGLRVTGQU) TSTLEMNHAP RGQVFDVHRF RS1PG0FVUR KHYITYBIMN 120 

YTFDMNREDV DYAIRECftFQV HSNVTPUCFS KINTGHADIL WFARGABSD FRAFD6KG6Z 180 

LARAFGPGSG ZGGnABPDBD BFWTTKSGGT MLFLTAVRAI OfSLGIiGHSS DPKAyMPPTY 340 

KYVDINTPRL SADDIRGIQS LYGDPKHIQR LPNPDMSEPA LCDPNI^FDA VTTVGNKIFP 300 

FKDRPFHLKV SBRPKTSVNti ISSLHPTLPS GIBAAYBIEA RNQVFLFKDD KYWLISNLRP 360 

BPNYPKSIHS FGFFNFVKKI DAAVFNPRPY RTYPPVDNQY HRYDBRRQMM DPGYPKLITK 420 

NFQOIGPKZD AVFYSlQIKyy YPFOOSNQFE YDPLUIRITK HJCSNSNFGC 470 

Seq ZD NO: C297 Protein Sequence 
Protein Accession #t NP_O08BB3.1 

1 11 21 31 41 51 

I I I I 1 1 

MAKI»ISTVRC FQGI*LIFGNV IZ0CXX3IALT AECIFPVSDQ ESLYPLLEAT DNDDIYQAAN 60 

XGIFVOICLF CtiSVWIVOI MKSSRKIUA YPILMPIVYA PBVASCITAA TQRDFFTPNL 120 

FLKQMLERYQ NNSPPNKODQ NKNN6VTKTH DRLKLQDNCC GVNOPSDWQK YTSAFRTBIN 180 

DADYPtrPRQC CVMNMLKBPL NLEACKLGVP GFYHNQ6CYB LZSQPMNRHA H6VAHFGFAI 240 

LCHTFHVLLQ TKFYWSRXEY 260 



Seq ID NO: C298 Protein Sequence 
Protein Accession Ui NP_001784.2 



1 11 21 31 41 51 

I I 1 I I I 

MGLPROPLAS LLLLQVCWIiQ CAASEPCRAV PREAEVTLEA GGAEQEPGQA LGKVFMGCP6 60 

QEPALFSTDN DDFTVRNGET VQERRSLKER NPLKIFPSKR ILRRHKRDHV VAPISVPBNG 120 

KOPFPQRUIQ IiKSHKDRDTK IFYSITGPGA DSPPEGVFAV EREIGHLbLH KFLDRBEZAK 180 

YELPQBAVSE NGASVEDPMN ISZIVTDOND HKPKFTQDTF RGSVLSGVLP GTSVMQVTAT 240 

DEDDAIYTYN OWAYSIHSQ BPKDPHDW1P TIHRSTGTIS VISSGLDRBK VPBYTLTIQA 300 

TDMDGDGSTT TAVAWEILD ANDNAPMFDP QKYEAHVPEN AVGHEVQRLT VTDLDAPNSP 360 

AHRATYLIMG GDDGDHFTIT THPESNQGIL TTRKGLDFEA KNQHTLYVEV TNBAPFVLKL 420 

PTSTATZWH VEDVZIEAPVP VPPSXWEVQ EGZPT6BPVC VYTAEDPDKB NQKXSYRXLR 480 

DPAGMLAMDF DSGQVTAVGT LDREDEQFVR NNXYEVMVLA MENGSPPTTG TGTUiLTIiID 540 

VNDHGPVPEP RQITICNQSP VRQVLNITDK DLSPHTSPFQ AQLTDDSDIY WTAEVKEBGD 600 

TWLSUOCFL KQDTYDVHliS LSDHOnCEQL TVIRATVCDC HQHVBTCPGP WKOGPIIiPVIj 660 

GAVIiALIiFLL LVLLLLVRKX RKIKEPLLLP EDDTRJDNVFY YGBBGGGEED QDYDITQLER 720 

GLEARPBWL RNDVAPTIIP TPMYRPRPAN FDEIGNPIXB NUCAA WTDP T AFFYDTLLVF 780 

DYEGSGSDAA SLSSLTS8A8 DQDQDYDYUI EWGSRFKKXA DHYGGGEDD 629 



Seq ID UOt C299 Protein Sequence 
Protein Accession #: NP_005620.l 

1 11 21 31 41 51 

I I 1 I I I 

MAKKSAEtTGI VaVSGDEKKO PLIAPGPDGA PAKGDQPVGL GTPGGRLAVP PRETNTRQMD 60 

FIHSCVGFAV GLGNVWRFPY LCYKKG6GVF LIPYVIiXAIiV GGZPZFFLBI SI<GQFM KAQ3 120 

INWWICPLF KQLOYASMVI VPYOITYYIM VXiAHGFYYLV KSFTTTIiPHA TUGU'IHNTPD 180 

CVBIFRHEDC ANASIANLTC DQLADRRSPV lEFWENKVLR LSGGLEVPQA UWBVTIiCLL 340 

ACHVLVYFCV WKGVKSTGKI VYPTATFPYV VLWLLVRGV LLPGALDGII YYLKPDWSKL 300 

QSPOVWIDAO TQIFPSYAIO LGALTALGSY NRFNNNCYKD AIILALINSQ TSPFAaFWP 360 

SILGFMAAEQ GVHISKVAES GPQLAFIAYP RAVTIi4PVAP LWAALFFFML LLLQIiDSQFV 420 

GVEGFITGLL DIiLPASYYFR FQREI8VALC CALCFVZDLS MVTOGGMYVF QLFDYYSASG 480 

TTUiHQAFWB CWVAWVYGA DRFMDDZACM IGYRPCPWMK HO^SPPTPItV 04QXFIENW 540 

YYBPIiVYMNT YVYPHHOEAM 0WAFAL8SML CVFZiHXjX/3CL IiRAKGTMAER NQHLTQPIUG 600 

LBBLEXRAQD ADVRGLTTLT PVSES8KVW VBSVM 635 



Seq ID NOt C300 Protein Sequence 
Protein Accession «: NP_006507.1 

1 11 21 31 41 51 

I I I I I t. 

KEPS8KKLTG RUCLAVGGAV LGSLQFGYNT GVIKAPQKVZ EEFYNQTHVH RYSBSILPTT 60 

LTTLHSLSVA IFSVGGMIGS PSVGLFVNRF GRKNSMUfMK LLAFVSAVIM GFSKL6KSFE 130 

MLIWRFIZQ VYCGLTTGFV PMYVGEVSPT AFRGALGTIiH QLGIWQILI AQVPQLDSXM ISO 

GilKDLHPUiL SIIPIPALIiQ CIVLPFCPBS PRFLLINRNE EtIRAKSVLKK LRGTADVTHD 240 

LQBMKEESRQ MMRBKKVTII. ELFR8PAYRQ PILIAWLQL SQQLSGINAV FYYSTSIFEK 300 

AGVQQPVYAT IGSGIVMTAF TWSLFWER AGRRTLHLIG LAGMAGCAXIi MTIAIAUiEQ 360 

LPVJMSYLSrV AIPQFVAFPE VOPQPIPHPZ VAELFSQGPR PAAZAVAOFS MNTSltFIVGM 420 

CPQYVEQLCO PYVFIIPTVL LVtFPZPTYP KVPETKDRTF DBZASOFRQG GASgSDRTPE 480 

BLFHPLQADS QV 493 



Seq ID NO I C301 Protein Sequence 
Protein Accession d: XP_035292.2 

1 11 21 31 41 51 

I I I I I I 

MAGAGPKRRA LAAPAAEEKE EAREKMLAAK 8ADG8APAGB GEOVTLQRNI TLWGVAIIV 60 

GTIIGSGIPV TPTGVLKBAO SPOLALWWA A06VF8IVGA bOCAEXiGTrZ SKSGGDYAYM 130 

LEVYGSLPAF LKLMZEIiLZI RPSSQYIVAI* VFATYLLKPL PPTCPVPBBA AKLV ACLC VL 180 

LLTAVMCY8V KAATRVQDAF AAAXLLALAL ZZLXX3PVQXG XGDVSNLDPH FSFEGTKLDV 240 
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GmVLALYSG LFAYGGHNyi. MFVTEEMINP YRNLPIAIII SLPIVTLVYV LTMLAYFTTL 300 

STEQMLSSEIl VAVDFGHyHL GVMSWIIPVF VGLSCF6SVN GSLFTSSRLP FVGSRB6HLP 360 

SILSMIHPQL LTPVPSLVFT CVMTLLYAPS KDIFSVINFF SPFNWLCVAL AIIGMIWLRH 420 

RKPELERPIK VNLALPVFFI LACLFLIAVS PHRTPVECGI GFTIILSGLP VYPPGVWWKN 480 

KPKWLIiQGIF STTVLOQKLM QWPQET 507 

8eq ZD NOt C3Q2 Protein Sequence 
Protein Accession #: NP 005259.1 



10 
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75 

80 



1 11 31 31 41 51 

I I I I I I 

HNNSIFBSU. SGVHXXSTAP GRim^LVFI FRVLVYLVTA BRVHSODBXD FDCMTRQPGC SO 

SHVCFDBFFP VSHVRLWALQ LILVTCPSLb WNHVAYRBV QEKRHRBAK6 EKBSKLHrUK 120 

OKKKGGLHVrr WCSLVPKAS VDIAFbYVFH SFYPKYIIiPP WKCHADPCP HIVDCFISKP 160 

SEKttlPTUm VATMICILL NLVELiniVS KRCBBCIAAS KAQAMCTGHK PHQTTSSCKQ 240 

VOLLaBOLlF LOSOSHPFLL PDRPRDHVKK TIL 273 

Saq H) NOs C303 Protein Sevenca 
Protein Accesiion «t SP_005121.1 



1 11 21 31 41 51 

I I I I I I 

MKICSLTLLS FLIiLAAQVLL VEGKKKVKNG LHSKWSEQK DTLGNTQIKQ KSRPGNKGKF 
VTKDQANCRW AATEQEBGIS LKVECTQLDH EFSCVPAGNP TSCLKLKDER VYWKQVARNL 
RSQKDICRYS KTAVKTRVCR KDFPBSSliKL VSSTLFGNTK PRKEKTEMSP REHIKOKETT 
PSSLAVTQTM ATKAPECVED FDMANQRKIA LEFCX3BTHSS LCTFFLSIVQ DTSC 

Seq ID 210 1 C304 Protein Sequence 
Protein Accession #t AAII22S42 

1 11 21 31 41 51 

I I I I 1 I 

MCSEIILUQB VliKDCFHRDL LXKVKF6ESI EDLHTCRIiLI KQDIPAGLYV DPYELASLRE 
PNITEAVMVS EKPDIBAPNY LSKESEVLIY ARRDSQCIDC FQAFLPVHCR YHRPHSEDGE 
ASIWZIHPDL LMFCDQAGSR RMIRFRFDSF DKTIEFFILK CWAHSEVAAP CALEKEDIOQ 
NNKMKYKSVY XNVILQVPVG LTVBTSIiVCS VTIiLITZI<CS KXKKK 



Seq ID KOi C305 Protein Sequence 
Protein Accession #s HP_004985.1 



1 

) 

MSLWQPLVLV 
RGESKSLGPA 
ITYHIQNYSE 
FDGKDGUiAH 
YSACTTDGRS 
ACTTDGRSD6 
CTSEGRGDGR 
PMYBFTE6PP 
PTAOPTGPPS 
RF8E(SU36RP 
LDKLGLGADV 
THDVFQYREK 



11 
I 

llvlgcx:faa 

LLLIiQKQLSIf 
DLPSAVIDDA 
AFPP6PGIQG 
D6LPWCSTTA 
YRWCATTANY 
LWCATTSNPD 
LHKDDVNGIR 
AGPTGFFTAa 
Q6PFLIADKN 
AQVTGALRSG 
AYFGQDRFYH 



21 
I 

FRQRQSTLVL 
PETGELDSAT 
FARAFALWSA 



mDTDDRFGF 
DSDKLFOFCP 
SDKKWGFCFD 
KLYGPRPEPE 
PSTATTVPLS 
PALPRKLDSV 
RGKMLLFSGR 



31 
I 

FPGDLRTNLT 
LKAMRTPRCG 
VTPLTPTRVY 
SLCSGGWVPT 
CPSERLYTRD 
TRADSTVMGQ 
QGYSLFLVAA 
PRPPTTTTPQ 
PVDDAOIVHI 
FEEPLSKKLF 
RLHRFDVKAQ 
VDQVGYVTYD 



41 

I 

DRQIiAEEYLY 
VPDLGRFQTF 
SRDADIVIQF 
RFGNADGAAC 
GNADGKPOQF 
NSA6ELCVPP 
HEFGHALGLD 
PTAPPTVCPT 
FDAIABIGNQ 
FPSGROVHVy 
MVDPRSASBV 
ZLQCPED 



51 
I 

RYGYTKVAEM 
EGDLKWHHBN 
GVAEHGDQYP 
HFFFZFEGRS 
PFIFQGQSYS 
FTFLGKEY9T 
HSSVPEALMY 
GPPTVBFSER 
LYIiFKDGKyN 
TGASVLGPRR 
DSMFP6VPLD 



Seq ZD NOt C306 Protein Sequence 
Protein Accession #i NP 000204 



KAGPRFSPHA 
CNTQAEXiIAA 
EVFEPLE8FV 
PQTDHRPEKL 
QTAVCIRDZG 
TQDYPSVPTL 
EAFMRZRSNL 
TKVOQLPEDQ 
CSEGHSGQTC 
FQCPRTSGPIi 
GCTQQSLYT 
LKRAEEWVR 
LLFIiLALZiliL 
SGNLKGRDW 
AQLRQEVEEN 
ZiTBKQVEQRA 
LVBAIDVPA6 
KSQVSYRTQD 
VQLSNPKFGA 
RKZHnraXiPP 
AQGE6PY8SL 
HDDNRPZGPM 
KRPMSZPZIF 
EBLDLRRVTH 



11 
I 

RLLLAAItZSV 
GGQRESIWM 
DLYILMDPSN 
KEFHFNSDPP 
HRPDSTHLLV 
VRUAXHNZZ 
OZRALDSPRG 
KGHXHLKPSP 
NCSTGSIiSDI 
CKDRGRCSMG 
DTZCEZHYSA 



LCWKYCACCK 
RWKVTNNMQR 
ZHEVYRQZSG 
EBDLKVAPOY 
TRTLGRRIiVN 
GTAQGNRDYI 
HLGQPHSTTZ 
SGKPMGYRVK 
VSCRTHQEVP 
KKVIiVmPKN 
DIPIVDAQSG 
RLPPEbZPRL 



21 
1 

SLSGTZiANRC 
BSSFQZTEET 
SMSODUSlHiK 
FSPKNVISLT 
FSTBSAPHYE 
PZPAVTNYSY 
LRTEVTSKMP 
SDGLRKDAGX 
QPCLREGEDK 
QCVCEPGWTG 
ZHPGLCBDLR 
TYSyTMB(BX3 
ACLAIiIiPCCH 
PGFATHAASI 
VHKIiQQTKFR 
YTLTADQDAR 
ITIZKEQARD 
PVEGBLLFQP 
IIRDPDELDR 
YVXQGDSBSB 
SEPfflUAFNV 
RMLLlEHUtE 
EDYDSFLmrS 



31 
I 

KKAFVKSCTB 
QIDTTliRRSQ 
RMGQNXARVL 
EDVDEFRNKIj 
ADGANVLASI 
SYYEXIfiTYF 
QKnCTGSFRZ 
ZCDVCTCELQ 



41 

I 

CVRVDKDCAY 
MSPQGLRVRL 
SQI.TSDYTIO 
QGERISGNIJ} 



51 
I 



60 
120 
180 
234 



60 
120 
180 
225 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

707 



PSCDCPLSNA 
SCVQGQANGT 
APGPNSTVLV 
RGHMVGFKED 
NPTELVPYGL 
QQPKAGKKQD 
GMVEFQE6VE 
WSFEQPEFS 
GEAWKBLQVK 
SFTSQKLSSQ 
ABIiLOSKVPS 
VSSTVTQLSW 
SQPyRYTVKA 
DDVUISPSGS 
BAPTAPRTTA 



FV8SL6VLQB 
RRGEVGIYQV 
KEVRSARCSF 
GHCVCYGEGR 
TCIDSHG6IC 
tiUKRGUTCEB 



RPGEERHFEL 
FGKFVDKVSV 
APEGGFDAIL 
DTTGTYTQYR 
DSSNIVEIiX£ 
QLRALBHVD6 
NGDFVCGQCV 
YEGQFCEYDN 



HYMIiRENLMA 
SLRLARLCTB 
HTIVDTVLHA 
LVDVRVPIiFI 
VSRCaiQVARZ 
tiLBljQEVDSL 
PPPHG0L6AP 
VELTNLYPYC 
AEPAETMCBZ 



QRPSVSDDTG 
ARA6RAAAVP 



QTFKVKKVDE 
FWWLZPLLtiL 
SDHI^XTPMLR 
NLLKPDTREC 
PRSAKPALLK 
RPEDDD&KQL 
PVZRRyLDGG 
LRGRQVRRFH 
QNPNAKAAGS 
DYEMKVCAYG 
TAYBVCYGLV 
EAZIHIiATQP 
OQWKFEPLL6 
RSATPGPPGB 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 
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HL VNGR MDFA FPGSTNSLHR MTTTSAAAYG THLSPHVPHR VZjSTSSTLTR DYNSLTRSEH 1500 

SR5TTLPRDY STLTSVSSHD SRLTA6VFDT PTRLVF8AIX3 PTSLRVSHQE PRCERPLQGY 1560 

SVEYQLLMGG BLKRLMIPNP AQTSWVEDL LPHHSYVFRV RAQSQBQWGR BRBGVITIES 1620 

QVHPQSPIiCP LPGSAFTLST PSAPOPLVFT ALSPOSLQLS HBRVRRFNGD IVGYLVTCEM 1680 

^ AQGGGPATAP RVDGDSPE8R LTVPGLSBNV PYKFKVQART TBQFGPBRBQ ZITIESQDGG 1740 

PFFQLQSRAO LFQRPLQSEY SSXTTTRTSA TBPPLVDGLT I/SAQBLEAGG SLIItHVTQBP 1800 

VSRTLTTSGT LSTHMDQQFF QT 1832 

^ ^ Seq ID NOt C307 Protein Sequence 
lU Protein Accession fit 1IP_0764D4.1 

1 11 21 31 41 51 

I I I I 1 I 

MOnUTLMCb nOIBUiaQBS RHSGHSSDGP aXNTTISNBF DnVLPVUIL IIFVASILUI 60 

CIAVNIFFBI SliKTSFIFyL XNIWADUH TLTFPPRIVR DAaFGFMyPK FILOiyTSVIi 120 

nANxyrsiv fuslisidry ucwkffsds bmvsitptkv lsvcvnvima vlslfniilt iso 

NGQPTBDNIH DCSKLKSPLQ VKHHTAVTYV NSCLPVAVLV ILIGCYIAIS RYIHKSSRQP 340 

ISQSSRXKKH HQSIRWVAV FFTCFLFYBL CRIPFTFSBL ORUSESAQK ILYYCKEITIi 300 

FbSACUVCIiD PIIYFFNC8S FSRKbFKKSN IRI8SBSIR8 LQSVRR8BVS lyYDVTDV 358 



15 
20 



30 



40 



50 
55 
60 
65 

70 



Seq ID NOi C306 Protein Sequence 
Protein Accession fii NP_065840.1 



1 11 21 31 41 51 

25 I 1 I I I I 

MVWCLGIiAVL SLVISQGADO RQKPEW8W GRAEBSWLG CDLLPPAGRP PLHVJBWLRF 60 

GFLLPIPIQP GLYSPRIDPD YVGRVRLQKO ASLQIBOLRV EDQGWYECRV PPLDQHIPED 120 

DFANGSWVHL TVNSPPQFQB TPPAVLEVQE LEPVTLRCVA RGSPLPRVTW KLRGKDLGQG 180 

QGQVQVQN6T LRZRRVBRSS SGVYTOQASS TEGSATHATQ LLVLGPPVZV VPPKNSTVNA 240 

SQDVSLACHA BAYPANLTYS WFQDNINVFB ZSRLQPRVQI LVDGSLRLIJV TQPDDAGCYT 300 

CVPSNQLLHP PSASAYLTVL CMPGVIRCPV RANPPLLFVS WTKDQKALQL DKFPGWSQGT 360 

EGSLIIAW3N EDALGEYSCT PYNSLGTAGP SPVTRVLLKA PPAFIERPKB BYPQBVQREL 420 

LIPCSAQGDP PPWSWTKVG RGLQGQAQVD SNSSLILRPL TKEAHGHKEC 8ASNAVARVA 480 

^ - TSraVYVLGT SPHWTOVSV VALPKGANVS WBPGPDGOYIi QRFSVHYTPL AKRPDRMHHD 540 

J J WVSLAVPVGA AHLLVPGLQP HTQYQFSVLA QNKLGSGPFS BIVLSAPBGL PTTPAAPGLP 600 

PTElPPPIiSP PROLVAVRTP RGVLLHWDPP ELVPKRLDGY VLBGRQGSQG WEVLDPAVAQ 660 

TBTBLLVPGL IKDVLYEPRJj VAFAGSFVSD PSNTANVSTS GLEVYPSRTQ LPGLLPQPVL 720 

AGWGGVCFL GVAVLVSILA GCLUIRRRAA RRRRKRLRQD PPIjIPSPTGK SAAPSALGSG 780 

SPDSVAKLKL QOSPVPSLRQ SLU«3DPA(3T PSPHPDPPSS RGPLPLEPIC RGPDGRFVMQ 840 

PTVAAPQER8 GREQAEPRTP AQRLARSFDC 88SSP8GAPQ FLCIEDISFV APPPAAPPSP 900 

LPGPGPLLQY LSZjPFFREMli VZXZDWPPLEB FSPAAPPDYM DTRRCPT88F LRSPETPPVS 960 

PRESLPGAW GAGATAEPPY TALAX9WTLRE RLIiPGLLPAA PRGSLTSQSS GRGSASFLRP 102O 

PSTAPSAGGS YLSPAPGDTS 8WAS6PBRWP RREKWTVSK RRNTSVDQIY EHDSEPPGDM 1080 

EUiBTIiBUSL ASSRUIPBAE TELGVKTPEB GCLUITARVT GFBARChAXiR EBFLAFRKRR 1140 

4D DATRARLPAY RQPVPHPBQA TLL 1163 



Seq ID NOt C309 Protein Sequence 
Protein Accession fi: 

1 11 21 31 41 51 

) 1 1 1 i I 

MLTKPLQGPP APPGTPTPPP GGKDREAFEA BYRLGPLL6K GGFGTVFAGR RLtDRLQVAX 60 

KVIPRKRVLG WSPLSDSVTC PLEVALLWKV GAGGGHPOVI RLLDWPETQE GPMLVLERPL 120 

PAQDLPDYIT EKQPLGEGPS RCFPGQWAA IQHCHSRGW HRDIKDEWIL IDLRRGCAKL 180 

IDPGSGALLH DEPYTOFDGT RVYSPPBWJS RHQYHALPAT VWSLGILLYD MVOQDIPPER 240 

DQEXLEAELH FPAHVSPDCC ALIRRCLAPK PSSRPSLBBX IiU)PWMQTPA EDVTPQPLQR 300 

RPCPFOLVLA TLSLAHP6LA PNGQKSHPHA KSQO 334 

Seq ID KO: C310 Protein Sequence 
Protein Accession #i NP_002501.1 

1 11 21 31 41 51 

i I I I 1 { 

MBCLYYFLGF LLLAARLPLD AAKRFHDVLG NERP8AYMRB HNQLNOWSSD ENDWNEKLYP 60 

VWRR6DMRWK NSHKGGRVQA VLTSDSPALV GSNITPAVNIi IFPRCQKEDA NGNIVYEKNC 120 

RNEAGLSADP YVYNWTAMSB DSDGENOTGQ 8HHNVPPDGK PFPHHP6WRR NNFIYVFBTL 180 

GQYPQKLGRC SVRVSVNTAN VTLGPQLMBV TVYRRHGRAY VFIAOVXDVY WTDQIPVPV 240 

TMPQKNDRNS SDETFLKDLP IMPDVLIHDP SHFLNYSTIN YKWSFGDNTO LEVSTNHTVK 300 

HTYVLNGTFS LNLTVKAAAP GPCPPPPPPP RPSKPTPSLG PWS5KPLBLS RIPOaiOQIN 360 

RYGHFOATIT IVEGILBVHI IQMTDVLMPV PWPESSLIDF WTOQGSIPT BVCTIISDPT 420 

CEITQNTVCS PVDVDEMCIiL TVRRTFNGSO TYCVHLTLQD DTSLALTSTL Z8VPDRDPA8 480 

PIiRMANSALI SVGCLAXFVT VISLLVYKKH KEYNPZOTSP GNWRSXOLS VFXARAXAVP 540 

FPGNQBKDPL LKKQEFKGVS 560 

75 Seq ID NO I C311 Protein Sequence 
Protein Accession fit Eos seq 

1 11 21 31 41 51 

«n ' ^ ' ' I 1 

OU MRIXiKRFLAC IQX«liCVCRU> HANOYYRQQR KLVEBZGWSY TGAUIQRNMO KKYPTCNSPK 60 

QSPINIDBDL TQVNVNLKKL KPQGKDKT8L BITPIBNTOK TVBZMLTNDY RV8G6V6EMV 120 

FKASKITFHW GKQIKSSDGS ERSIiBQQRPP LSMQIYCFDA DRF8SFBBAV KBKGXdiRALS 180 

ILF6VGTBE31 LOFKAZIDGV ESVSRFGKQA ALDPFILLNL LPN8TDKYYI YNQSUTSPPC 240 

TDTVDHZVPK DTVSZSESQL AVFCBVLTMQ QSOYVMLMDY XiQNHFRBQQY KF8RQVF8SY 300 

1354 



wo 03/042661 
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T6KEBIHBAV CSSEPENVQA DPBNYTSLItV THERPRWYD TMIEKFAVLY QQLDGEDQTK 360 

HBFLTDGYQD LGAILNNLLP NMSYVIiQIVA ICTNOLYGKY SDQIiIVDMPT DNPBLDLFPE 420 

LIGTEEIIKE EEEGKDIEEG AIVNPGRDSA TNQIRKKEPQ ISTTTHYKRI GTKYNEAICTN 480 

RSPTRGSEPS GKGDVPNTSL NSTSQPVTKL ATEKDISLT9 QTVTELPPHT VEGTSASLND 540 

5 GSKTVLRSPH MNLSGTAESL NTVSITEYEE BSLLT8FKLD TGAEDSSGSS PATSAIPFIS 600 

ENISQGYIFS SENPETITYD VLIPBSARNA SBDSTSSGSE BSLKDPSMBG NVHFPSSTDI 660 

TAQPDVGSGR ESPLQTNYTE IRVDESEKTT KSFSAGPVMS QOPSVTDIBM PHYSTFAYPP 720 

TEVTPHAPTP SSRQQDLVST VNWYSQTTQ PVYNBASNSS HESRIGLAEG LESEKKAVIP 780 

LVrVSALTFI CLWLVGILI YWRKCFQTAH FYLEDSTSPR VISTPPTPIF PISDDVGAIP 840 

10 IKHFPKHVAD LHASSGFTEE FEBVQSCTVD LGITADSSNH PDHKHKHRYI NIVAYDHSRV 900 

KLAQIiAEKDG KLTDYIHANY VIX3YNRPKAY ZAAQ6PLKST AEDFWRMIHB BNVBVIVMIT 960 

KLVEKGRRKC DQYWPADGSE BYGNFLVTQK SVQVLAYYTV HNFTLFNTKI KKGSQKGRPS 1020 

GRWTQYHYT QWPDMGVPEY SLPVLTFVRK AAYAKRHAVG PVWHCSAGV GRTGTYIVLD 1080 

SMLQQIQHBG TVNIFGFLKH IRSQRNYLVQ TEEQYVFIHD TLVBAILSKE TEVLDSHIHA 1140 

15 YVNALLIPGP AGKTKLEKQP QLLSQSNIQQ SDYSAALKQC NRKKNRTSSI IPVERSRVGI 1200 

8SLSQBGTDY INASYIMGYY QSNBFIITQH PLIiHTIKDFW RMIWDHMAQI* WMIEDGQNM 1260 

AEDEFVYHPN KDBPIHCBSF KVTLMAEEaiK CLSN6BKLII QDFIIjEATQD DYVLEVRHFQ 1320 

CPKHPNPDSP ISKTFBblSV XKBBAAMRDG PMIVBDERGG VTAGTFCAliT TLMHQLBKEN 1380 

SVDVYQVAKM INLMRPGVFA DXEQyQFLYK VILSLVSTRQ EQ7PSTSUDS NGAALPDGin 1440 

20 AESLESLV 1*48 

Seq ID NO: C312 Protein Sequence 
Protein Accession «: XPJ331379 

25 1 11 21 31 41 51 

I I I I i I 

MRILKRFLAC IQLLCVCRLD WANGYYRQQR KLVEEIGWSY TGAIilQIQWG KKYPTQISPK 60 

QSPINIOEDL TQVNVNLKKI* KFQGWDKTSL BNTPIHNTGK TVEINLTHDY RVSGGVSEKV 120 

PKASKITFHW GKCNMSSDGS EHSLBGQKFP LEMQIYCFDA DRFSSFEEAV KGKGKLRALS 180 

30 ILFBVGTEEN LDFKAIIDGV BSVSRFGKQA ALDPPI3EiLNL LPNSTDKYYI YNGSLTSPPC 240 

TDTVDWIVPK DTVSISESQL AVPCEVLTMQ QS6YVMZMDY L^OIFREQQY KFSRQVPSSY 300 

TGKEEIHEAV CSSEPENVQA DPEHYTSLLV TWERPRWYD TMIEKFAVLY QQLDGEDQTK 360 

HEPLTDGYQD LGAILNNLLP NMSYVLQIVA ICTNGLYGKY SDQLIVDMPT DNPBLDLFPE 420 

LIGTEEIIKE EEEGKDIEEG AIVNPGRDSA TNQIRKKEPQ ISTTTHYKRI GTKYNEAKTN 480 

35 RSPTRGSEPS GKGDVPNTSL NSTSQPVTKL ATEKDX8LTS QTVTELPPHT VEGTSASLND 540 

GSKTVLRSPH MNLSGTAESL NTVSITBYEB ESLLTSFKU) TGAEDSSGSS PATSAIPFIS 600 

ENISQGYIFS SENPETITYD VLIPBSASNA SEDSTSS6SB BSLKDPSME6 MVWFPSSTDl 660 

TAQPDVGSGR ESPLQTNYTE IRVDESEKTT KSFSAGPVMS Q6PSVTDLBM PHYSTFAYFP 720 

TEVTPHAPTP SSRQQDLVST VNWYSQTTQ PVYNGBTPLQ PSYSSEVFPL VTPLLLDNQI 780 

40 LNTTPAASSS DSALHATPVP PSVDVSFESI LS8YDGAPLL PFSSASFSSE LFRHLHTVSQ 840 

ILPQVTSATB SDKVPLHASL PVAGGDLLLB PSLAQYSDVL STTHAASETL EFGSBS6VLY 90O 

KTLMFSQVEP P88DAMMKAR SSGPEPSYAL SDNEGSQHIF TVSYSSAIPV HDSVGVTYQO 960 

SLFSGPSHIP IPKSSLITPT ASLLQPTHAL SGDGEWSGAS SDSEFLLPDT DQLTAUJISS 1020 

PVSVAEPTYT TSVFGDDNKA LSKSEIIYOJ ETELQIPSFN EMVYPSESTV MPNMYDNVNK 1080 

45 LNASLQETSV SISSTKGMFP GSLAHTTTKV FDHEISQVPE MNPSVQPTHT VSQASGDTSL 1140 

KPVLSANSEP ASSDPASSEM LSPSTQLLPY ETSASFSTEV LLQPSFQASD VDTLLKTVLP 1200 

AVPSDPILVE TPKVDKISST MLHLIVSNSA SSENMUffSTS VPVFDVSPTS HMHSASLQGL 1260 

TISYASEKYE PVLLKSESSH QVVPSLYSND ELFQTANLEI NQAHPPMGRH VFATPVLSID 1320 

EPUTTLINKL IHSDBILTST KSSVTGKVFA OIPTVASDTF VSTDHSVPIG NGHVAITAVS 1380 

50 PRRD6SVTST KLLFPSKATS ELSKSAKSDA 6LVGG6ED6D TDDDGDDDDD DRGSDGLSIH 1440 

KCMSCSSYRE SQEKVMNDSD THEN8LMDQN NPISYSLSQI SEEDNRVTSV 8SDSQT6HDR 1500 

SPGKSPSANG LSQKHNDGKB ENDIQTGSAL LPL9PESKAH 'AVLTSDEESO SGQ6T6DSUT 1560 

ENETSTDPSF ADTNEKDADG ILAA<2)SBIT PGPPQSPTSS VT8ENSBVFH VSEAEASNSS 1620 

HESRIGLAEG LESEKKAVIP LVIVSALTFI CLWLVGILI YWRKCFQTAH FYLEDSTSPR 1680 

55 VISTPPTPIF PISDDVGAIP IKHFPKHVAD LHASSGFTEE FBTLKBFYQB VQSCTVDLGI 1740 

TADSSNHPDH KHKNSYINIV AYDHSRVKLA QUUBRDQKLT DYINANYVDG YNRPKAYIAA 1800 
QGPLKSTAED FWRMIWEHNV BVIVMITHLV ERGRRKCDQY HPADGSEEYG NFLVTQKSVQ 1860 
VLAYYTVRNF TLRNTKIKKQ SQROTPSGRV VTQYHYTQWP DMQVPEYSLP VLTFVRKAAY 1920 
AKRHAVGPW VHCSAGVGRT GTYIVLDSML QQIQHEGTVN IPGFLKHIRS QRNYLVQTEE 1980 
60 QYVFIHDTLV EAILSKETEV LDSHXHAYVN ALLIPGPAGK TKLEKQFQLL SQSNXQQSDY 2040 
SAALKQCHRB KNRTSSXIFV SRSBVQISSL SGBQTDYIKA SYIMGYYQ3N EPI ITQHP LL 2100 
RTXKDFHSMI f9DHNAQLVVM XPDGQNMAED BFVYHPNKDE PXKCBSFKVT LMABEHKCLS 2160 
KEEKLIIQDF ILEATQDDYV LEVRHFQCPK HPNPDSPISK TFBLISVIKE EAANRD6PKI 2220 
VHDEHGGVTA GTFCALTTLM HQLEKENSVD VYQVAKMINL MRP6VFADIE QYQFLYKVIL 2280 
65 SLVSTRQEEN PSTSLDSNGA ALPDQTIAES LESLV 2315 

Seq ID KOt C313 Protein Sequence 
Protein Accession #i HP_002842 

70 1 11 21 31 41 51 

I I I I I 1 

MRILKRFLAC XQLLCVCRLD HANGYYRQQR KLVEEIGHSY TGALNQKNH6 KKYPTCNSPK 60 

QSPINIDBDL TQVNVNLKKL KPQGWDKTSL ENTFIHNTGK TVBINLTNDY RVSGGVSBMV 120 

_ _ PKASKITFHW GKCMMSSDGS EHSLEGQKFP LEMQIYCFDA DRFSSFEEAV KGKGKLRALS 180 

75 ILFEVGTEEN LDFKAIIDGV BSVSRFGKQA ALDPFILLNL LPNSTDKYYI YNGSLTSPPC 240 

TOTVDHXVFK DTVSXSESQL AVFGEVLTMQ QSGYVHLMDY L(»1NFREQQY XFSRQVFSSY 300 

TQKEEIBEAV CSSEPENVQA DPENYTSLLV TWERPRWYD TMIEKFAVLY QQUXSEDQTK 360 

HBFLTDGYQD LGAIUJNLLP NMSYVLQIVA ICTNGLYGKY SDQLIVDMPT DNPBLDLFPE 420 

LIGTEEIIKE EEEGKDIEEG AIVNPGRDSA INQIRKKEPQ ISTTTHYKRI GTKYNEAKTN 480 

80 RSPTRGSEPS GKGDVPNTSL NSTSQPVTKL ATEKDISLTS QTVTELPPHT VEGTSASLND 540 

GSKTVLRSra MNLSGTAESL KTVSITEYEB BSXiLTSFKLD TGAEDSSGSS PATSAIPFIS 600 

ENISQGYIFS SENPETITYD VLIPBSARNA SEDSTSSGSB ESLKDPSNBG NVHFPSSTDI 660 

TAQPDVGSGR ESFLQTNYTB IHVDBSBRTT RSFSAGPVMS QGPSVTDLEM PHYSTFAYPP 720 

T EVTPHAP r P SSRQQDLVST VNWYSQTTQ FVYNAEASNS 8HBSRI6LAB GLBSBKKAVI 780 
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PLVIVSALTF 
PIKRFPKHVA 
VAYDHSRVKL 
VBVIVMITNL 
GSQKORPSGR 
TQTYXVLDSM 
VLDSHXHAYV 
VER&RVGIS5 
MIPDOQNMAE 
VLEVRHFQCP 
MHQLBKEN8V 
AALPDGNIAB 



ICLWLVaiL 
DLHASSGFTB 
AQLAEKD6KL 
VEKORRKCDQ 
WTQYHYTQW 
IX)QIOREGTV 
NAUiXPGPAG 
L8GEGTDYIN 
DEPVYWPNKD 
KWPNPDSPIS 
OVyQVAKMXN 
8LBSX«V 



ZYWRKCFOrrA 
EFBTLKEFYQ 
TDYINAMYVD 
YWPADGSE8Y 
PDMGVPEYSL 
NIFaFUBZR 
KTKLSRQFQL 
ASYIKOYYQS 
EPINCESFKV 
KTFELISVIK 
LMRP6VPADI 



BFYIiEDSTSP 
EVQSCTVDL6 
GYNRPKAYXA 
GNFLVTQKSV 
FVIiTFVRKAA 
SQRNYLVQTB 
LSQSNXQQSD 
NBPIITQHPL 
TLMABEHKCb 
BEftANRDGPM 
BQYQPLYKVI 



BVX8TPPTPX 
ZTADSSNRPD 
AQGPXiKSTAB 
QVIAYYTVUN 
YAKRHAVGPV 
EQYVFXHDTL 
YSAALROam 
I^XKDFWSM 
SNEEKLXIQD 
XVHDERGGVT 
LSLVSTRQEB 



FPXSODVGAX 
NKKKNRYXNX 
DFWRMXNEHN 
PTUUITKIKK 
WHC8AGVGR 
VBAIIiSXETB 
BKMRTSSXXP 
XMDHNAQtiW 
PILEATQDDY 
AGTFCALTTL 
NPSTSLDSKO 



Seq ID MO; C314 Protein Sequence 
Protein Accession #t Eos sequence 



I 

1 

MRILKRFLAC 
QSPXNIDEDL 
MVFKASKITF 
LSXIiFEVGTB 
PCTDTDWIVP 
yTGKBBXBEA 
KKEFIiTDGYQ 
ELXGTBBIIK 
NRSPTRGSBF 
DGSKTVLRSP 
8ENXSQGYIP 
XTAQPDVGSG 
PTBVTPHAFT 
PLVIVSALTF 
PXKHFPKKVA 
VAYDHSRVKL 
VEVXVMITNL 
GSQKORPSGR 
TGTYIVLDSM 
VLDSHXHAYV 
VERSRVQXSS 
HIPDGQUMAB 
VLEVRHFQCP 
MHQLBKEHSV 
AALPDGtlZAB 



11 

I 

XQLIiCVCRLD 
TQVNVNLKKL 
HHGKOMSSD 
ENLDFKAIID 
RDTVSISESQ 
VCSSBPEtTVQ 
DLGAILNNLl. 
EBBBGKDIBB 
SGKGDVPNTS 
HMNLSGTAES 
8SENPETXTY 
RESFLQTNYT 
PSSRQQDLVS 
XCLWLVGIL 
DLHASSGFTB 
AQLAEKDGKL 
VEKGRRKCDQ 
WTQYHYTQW 
LQQIQHBGTV 
KALLIPGPAO 
LSGEGTDYXN 
DEPVYWPNKD 
KNPNPDSPXS 
DVYQVAKNIN 
SLBSLV 



21 

I 

KANGYYRQQR 
KFQOHDKTSL 
6SEKSLEGQK 
6VESVSRF6K 
LAVFCEVLTM 
ADPBNYTSLL 
PNM8YVLQXV 
GAIVNPGRDS 
UlSTSQPVTK 
LNTVSITBYE 
DVLXPESARN 
BXRVDBSBKT 
TVNWYSQTT 
lYWRKCFQTA 
BFBTLKEFYQ 
TDYXNANYVD 
YWPADQSBBY 
PDMOVPEYSL 
NIFGFLKHXR 
KTKLEKQFQL 
ASYXMGYYQS 
EPINCBSPKV 
KTFELXSVXK 
LMRPGVFADI 



31 

1 

KLVBBIGWSY 
ENTFIBNTGR 
FPLEMQIYCP 
QAALDPFILL 
QQSOYVMLMD 
VTWBRPRWY 
AXCTNGLYGX 
ATNQXRKKBP 
LATBKDXSLT 
EESLLT8FKL 
ASEDSTSSGS 
TKSPSAGFVM 
QPVmBASNS 
HFYLEDSTSP 
EVQSCTVDLG 
GYNRPKAYIA 
GNFLVTQKSV 
PVLTPVRKAA 
8QKHYLVQTB 
LSQSNXQQSD 
NBFXITQHPL 
TLMAEBRKCL 
BEAANRDGPM 
BQYQFLYKVX 



41 

I 

TGAUIQKKNO 
TVBIMLTNDY 
DADRFSSFBB 
NLLPHSTDKY 
YLQNNFREQQ 
DTKZEKFAVL 
YSDQLIVDMP 
QX8TTTBYHR 
SQTVTELPPH 
DTGAEDS8GS 
BESLKDPSMB 
SQGPSVTDLE 
SHBSRIGLAB 
RVXSTPPTPX 
XTADSSNHPD 
AQGPLKSTAB 
QVLAYYTVRN 
YAKRHAVGPV 
EQYVFXHDTL 
YSAALKQOm 
LHTIKDFXRM 
SNEEKLXIQD 
IVHDEHGGVT 
LSLVSTRQEB 



51 

I 

KKYPTCNSPK 
R VSGGVSE MV 
AVKGKGKLRA 
YZYMGSLTSP 
YKFSRQVFSS 
YQQUX3EDQT 
TDNPEUSLFP 
ZOTKyNEAXT 
TVEGT8ASLN 
SPATSAXPFX 
GNVNFPSSTD 
MPKYSTFAYF 
GLBSBKKAVI 
FPI8DDVGAI 
NKHXNRYXNI 
DFVIRMIWEHN 
FTLSNTKXKK 
VVKCSA6VGR 
VEAIL8KETB 
EKNRTS8IIP 
IWDHNAQLW 
FILBATQDDY 
AOTFCALTTL 
NPSTSLDSNO 



840 

900 

960 

1020 

1080 

1140 

1300 

1260 

1320 

1380 

1440 

14S6 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1456 



Seq ID NO I C31S Protein Sequence 
protein Accession #i Eos sequence 



MRILKRFLAC 
QSPXNIDEDL 
FKASKXTFHW 
XltFEVOTEEN 
TDTVDWXVFK 
TGKEBIHEAV 
HEFLTDOYQD 
LXGTEBIIKB 
RSPTR6SBFS 
GSRTVZiRSra 
ENISQGYIF8 
TAQPDV6SGR 
TEVTPHAFTP 
LVZV8ALTFI 
ZKHFPIOIVAD 
AYDHSRVKLA 
EVXVMITNLV 
SQKORPSGRV 
GTYIVLDSML 
LDSHIBAYVN 
8RVAGTILLS 
YXMGYYQSNE 
XNCBSFKVTL 
FELISVIKEB 
RPGVFADXBQ 



11 

I 

IQLLCVCRLD 
TQVNVNLKKL 
GKOIMSSDGS 
LDFKAIIDGV 
DTV8XSESQL 
C8SEPENVQA 
LGAILNNLLP 



QRGDVFNT8L 
MNLSGTAESL 
SQIPETXTYD 
BSFLQTNYTB 
8SRQQDLVST 
OiVVLVGILX 
LKASS6FTEB 
QLAEKDGKLT 
EKGRRKCDQY 
VTQYHYTQWP 
QQXQHBGTVN 
ALLXPGPAGK 
QSNXQQSDYS 
FIITQHPLLH 
KAEBHKCLSN 
AANRDGPHIV 
YQFLYKVILS 



21 
I 

WANGYYRQQR 
KFQGWDKT8L 
EHSLEGQKFP 
ESV8RFGKQA 
AVFCEVLTMQ 
DPENYTSLLV 
NMSYVLQXVA 
AXVNPGRDSA 
HSTSQPVTKL 
NTVSXTBYEB 
VLXPESARNA 
XRVDB8EKTT 
VNWYSQTTQ 
YWRKCPQTAH 
FETLKEFYQE 
DYXNANYVDG 
WPADGSEEYG 
DMGVPEYSLP 
IFGFLKHIRS 
TKLEKQFQGL 
AALKQOTRBK 
TIKDFWRMIW 
EEKLZIQDFX 
HDSHGOVTAO 
LVGTRQBBNP 



31 
I 

KLVEEIGW8Y 
BNTFIHNTGK 
LEMQXYCFDA 
ALDPFXLUnj 
QSGYVMLMDY 
THERPRWYD 
XCTNQLYGKY 
TNQIRKKEPQ 
ATEKDI8LTS 
BSLLTSFKLD 
8EDSTSSGSE 
KSFSAGPVMS 
PVYNEASNSS 
FYIfEDSTSPR 
VQSCTVDLGX 
YNRPKAYXAA 
NFLVTQKSVQ 
VLTFVRKAAY 
QRNYLVQTEE 
TLSPRLBCRG 
KRTSSXXPVE 
DHNAQLWMI 
LEATQDDYVL 
TFCALTTLKH 



41 

1 

TGAI^KNWG 
TVEINLTNDY 
DRFSSFEBAV 
LPNSTDKYYX 
LQNNFREQQY 
TMXEKFAVLY 
SDQLtVDMPT 
XSTTTHYNRI 
CfrVTELPPHT 
TGAEDSSOSS 
ESLKDPSKEG 
QGPSVTDLQi 
HESRIGLAEQ 
VXSTPPTPIF 
TAD8SNHPDN 
QGPLKSTAED 
VLAYYTVRNF 
AKRHAVGPW 
QYVFXHDTLV 
TISAHQILPL 
RSKVGISSLS 
PDGQNMAEDB 
EVRHFQCPKH 
QLEKB7SVDV 
LPD6NIAB8L 



51 
I 

KKYPTCNSPK 
RVSQQVSEKV 
KOKOKUtALS 
YNGSLT8PPC 
KFSRQVFSSY 
QQUXSEDQTK 
nNPBLDLPPB 
GTKyNBARTN 
VBGTSASUn) 
PATSAIPFIS 
NVWFPSSTDI 
PHYSTFAYPP 
LBSBKKAVIP 
PXSDDVGAIP 
KHKNRYXNIV 
FHRMIWaiNV 
TLRHTKXXKO 
VHC8AGVGRT 
EAILSKBTEV 
PGLTDPPTSA 
QEG TDYTOA S 

FvywraKDBP 

PNPDSPISKT 
YQVAKMZNLN 
E8LV 



Seq ID NOt C316 Protein Sequence 
Protein Accession ft: Eos sequence 



1 11 21 31 41 51 

I I I I I I 

MRILKRFLAC IQLLCVCRLD WANGYYRQQR KLVBBIGWSY TGALNQKNHO KKYPTOfSPK 
QSPXNIDEDL TQVNVNLKKL KFQGWDKTSL BNTFIHNTGK TVEINLTNDY R VSGQV SBW 
FKASKXTFHW GKC3mSSD6S EHSLBGQKFP LEMQXYCFDA DRFSSFEBAV KGKOKLRALS 
ILFBVGTBEN IDFKAIXDGV BSV8RFGRQA ALDPFILLNL LPHSTDKYYX YNGSLTSPPC 

1356 
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60 
120 
180 
340 



wo 03/042661 



TDTVDHIVFK DTVSISESQL AVPCEVLrTMQ QSOYVMLMDY X^SNNFREQQY KFSRQVPSSY 
TGKEEIKEAV CSSEPEKVQA DPENYTSLLV TWBRPRWYD TMIEKFAVLY QQLD6EDQTK 
HEPLTDGYQD LGAILNNLLP NMSYVLQIVA ICTHGIiYGKY SDQLIVDMPT DNPEASNSSH 
ESRIGLAEGL ESEKKAVIPL VIVSALTPIC LWLVGILIY WRKCFQTAHP YLEDSTSPRV 
ISTPPTPIFP ISDDVQAIPI KBFPKHVADL HASSGFTEEF BTLKEFYQBV QSCTVDL6IT 
AOSSMHPDNK HXHRYZNIVA YDHSRVKIAQ LAEKOGKLTD YZNANYVOGY NRPKAYIAAQ 
GPLKSTAEDP WRMIWEHNVE VIVMITHLVE KGRRKCDQYW PADGSBSY<ai PLVTQKSVQV 
IiAYYTVRNPT IjRNTKIKKGS QKGRPSGRW TQYHYTQWPD MGVPBYSLPV LTPVRKAAYA 
KRHAVGPVW HCSAGVQRTG TYIVLDSMI^ QIQHEGTVNI FC5PLKHIRSQ RNYLVQTBBQ 
YVFIHDTLVS AIZjSKBTEVL DSKIHAYVNA LLIPGFAGKT KLBKQFQLLS QSNIQQSDYS 
AALKQCNREK NRTSSIIPVB RSRVGISSLS GEGTOYZNAS YZNBYYQSNB FIITQHPLLB 
TXKDPWSMIH DKHAQLWMI PDGQllMAEDE FVYWPNKDBP INCESFKVTL MAEBQCCLSN 
EEKLIIQDFZ LEATQDDYVL EVRHFQCPKH FKPDSPISKT PEIiISVIKBE AANRDGFHIV 
HDEHQGVTAO TFCALTTLMH QLEKENSVDV YQVAKMINLM RPGVFADIEQ yQFLYKVXLS 
LVSTRQEENP 8TSLDSNGAA LPD6NIAESL BSL 

Seq 10 NO: C317 Protein Sequence 
Protein Accession If: Eos sequence 

1 11 21 31 41 51 

I 1 I I I I 

MRILKRFLAC lQLliCVC3«*D WAMGYYRQQR KLVEEIGWSY TGALNQKNWG KKYPTCWSPK 60 

QSPINIDBDL TQVKVNLKKL KFQGVTOKTSL ENTPIHNTQK TVEINIiTNDY RVSGQVSEMV 120 

FKASKITFHW GKCNMSSDGS EHSLEGQKFP LEMQIYCFDA DRPSSFEEAV KGKGKLRALS 180 

ZLFEVGTBEN LDFKAXZDGV BSVSRF6KQA AIiDPFXLLNIt LPHSTDKYYI YNGSLTSPPC 240 

TDTVDWIVFK DTVSISESQL AVFCEVIiTKQ QSOYVMLMDY LQMNFRBQQY KFSRQVPSSY 300 

TGKEEIHEAV CSSBPENVQA DPENYTSLLV TWBRPRWYD TMIBKFAVLY QQLD6EDQTR 360 

HEFLTDGYQD IXSAILNNLiLP NMSYVLQIVA ICTNGLYGKY SDQLIVDMPT DNPELDLFPE 420 

LIGTEEIIKE EEEGKDIEiXS AIVNPGRDSA TNQIRKKEPQ ISTTTHYNRI GTKYNEAKTN 480 

RSPTRGSEFS GKGDVPNTSL NSTSQPVTKL ATBKDISLTS QTVTELPPHT VEQTSASLND 540 

GSKTVLRSPH MNLSGTAESL NTVSITEYBB BSLLTSPKLD T6AEDSSGSS FATSAIPFZS 600 

ENISQGYIPS SENPETITYD VLIPESARNA SEDSTSSGSE ESLKDPSMEG NVWFPSSTDI 660 

TAQPDVGS6R ESPLQTNYTE IRVDESEKTT KSFSAGPVMS QGPSVTDLEM PHYSTPAYFP 720 

TEVTPHAFIP SSRQQDLVST VNWYSQTTQ PVYNEASNSS HESRIGIAEG LESEKKAVIP 780 

LVIVSALTPI CLWLVQILI YWRKCSPQTAH PYLEDSTSPR VISTPPTPIF PISP DVGAIP 840 

IKHFPKHVAD LHA5SGFTBB FBTLKBFYQB VQSCTVDLGI TADSSNHFDN KHKNRYZNIV 900 

AHDHSRVKLA QLAEKDGKLT DYZNANYVDG YNRPKAYZAA QGPLKSTAED FWRMIMmNV 960 

BVIVMZTNLV EKQRRKCDQY WPADQSEEYG NFLVTQKSVQ VLAYYTVRNF TLRNTKIKKG 1020 

SQKGRPSGRV VTQYHYTQWP DMGVPEYSLP VLTPVRKAAY AKRHAVGPW VHCSAGVGRT 1080 

GTYZVLDSML QQZQHEGTVN ZPGFLKHIRS QRNYLVQTBE QYVFIHDTLV EAZLSKETEV 1140 

LDSHIHAYVN ALLIPGPAGK TKLEKQFQGL TLSPRLBCRO TISAHCMIiPL PQLTDP PTSA 1200 

SRVARTILLS QSNIQQSDYS AALKQCNREK NRTSSIIPVB RSRVGISSLS GBGTDYINAS 1260 

YZMSYYQSNE FIITQHPLLH TIKDFWRMIW DHNAQLWMI PDGQNMAEDB FVYWPNKDBP 1320 

INCESFKVTL MAEEHKCLSN EEKLIIQDFI LEATQIH)YVL EVRHPQCPKW PNPDSPISKT 1380 

FELISVIKEE AANRDGPMIV HDEHGGVTAQ TFCALTTIiMH QLBKBNSVDV YQVAKMINIM 1440 

RPGVFADIEQ YQFLYKVXLS LVSTRQBBNP STSIiDSNGAA LFDONIAESL BSL 1493 

Seq ID NO: C3ie Protein Sequence 
Protein Accession Ui Bos sequence 

1 11 21 31 41 51 

I 1 I I I )' 

MRILKRFLAC IQLLCVCRLD HANGYYRQQR KLVEEIGWSY TGALNQKNMG KKYPTCNSPK 60 

QSPINIDBDL TQVNVNLKKL KPQGWDKTSL ENTPIHNTGK TVEINLTNDY RVSGGVSEKV 120 

FKASKITFHW GKCNMSSDGS EHSLEGQKFP LEMQIYCFDA DRPSSFEEAV KGKGKLRALS 180 

ILFEVGTEEN LDFKAIIDGV ESVSRFQKQA ALDPPILLNL LPNSTDKYYI YNGSLTSPPC 240 

TDTVDWIVFK DTVSISESQL AVFCBVLTMQ QSGXVMLMDY LQNNPHEQQY KFSRQVPSSY 300 

TGKEEIHEAV CSSEPBNVQA DPENYTSLLV TWBRPRWYD TMIEKPAVLY QQLDGBDQTK 360 

HEFLTDGYQD LGAIIJJNLLP NMSYVLQIVA ICTNGLYGKY SDQLIVDMPT DNPELDLFPE 420 

LIGTEEIIKE EBEGKDIEEG AIVNPGRDSA TNQIRKKBPQ ISTTTHYNRI GTKYNBAKIN 480 

RSPTRGSEFS GKGDVPNTSL NSTSQPVTKL ATBKDISLTS QTVTELPPHT VEQTSASUID S40 

GSKTVLRSPH MNLSGTAESL NTVSITEYBB ESLLTSPKLD TGAEDSS6SS PATSAIPPIS 600 

ENISQGYIPS SH^PETITYD VLIPESARNA SEDSTSSGSE ESLKDPSMEG NVWFPSSTDI 660 

TAQPDVGSGR ESPLQTNYTE IRVDESEKTT KSFSAGPVMS QGPSVTDLEM PH YSTPA YFP 720 

TEVTPKAFTP SSRQQDLVST VNWYSQTTQ PVYNEASN8S EESRIGLAE6 LESEKKAVIP 780 

LVIVSALTPI CLWLVGILI YWRKCFQTAH PYLEDSTSPR VISTP PTPIF PISDDVGAIP 640 

IKHFPKHVAD LHASS6FTEE FETLKEFYQE VQSCTVDLOI TADSSNHFDN KHKNRYINIV 900 

AYDHSRVKLA QLAEKDGKLT DYINANYVDG YNRPKAYIAA QGPLKSTAED FWRMIWEHNV 960 

EVIVMITNLV EKGRHKCDQY WPADGSEBYG NFLVTQKSVQ VLAYYTVRNF TLRNTKIKKG 1020 

SQKGRPSGRV VTQYHYTQWP DMGVPEYSLP VLTPVRKAAY AKRHAVGPW VHCSAGVGRT 1080 

GTYZVU^SML QQIQHBOTVN IFGFLKHIRS QRNYLVQTBB QYVFIHDTLV BAZLSKBTBV 1140 
LDSHIHAYVN ALLIPGPAGK TKLEKQPQLL SQSNIQQSDY SAALKQCNRB KMRTSSIIPV 1200 
ERSRVGISSL SGBGTDYINA SYIMGYYQSN EFIITQHPLL BTIKDFHBNI WDHNAQLWM 1260 
IPDGQNMAED EFVYWPNKBB PINCBSFKVT LMAEEHKCLS NESKLZIQDP ZLEATQASfRS 1320 
DGRNFLCSDN PYAPTRKRKF R6CLPGSQDD QSDBARSLC 1359 

Seq ZD NO: C319 Protein Sequence 
Protein Accession Us XP_002914.4 

1 11 21 31 41 51 

i t i i I t 

MKDZDIGKEY ZIFSPGYRSV RERTSTSGTB RDREDSKFRR TRPLBOQDAL ETAARAB6LS 60 

lAASNHSQLR ILDBEHPKGK YHBGLSALKP IRTTSKHQHP VDNAGLPSCM TFSWLSSIAR 120 

VAHKKSELSM BOVHSLSKHB SSDVNCSRLB RLWQEEUiEV GPDAASLRRV VWIFCRTRLI 180 
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LSIVCLMITQ 
ALHYRTQVRL 
PWAILGMIY 
VLTYIKPIKM 
BMTLGFDLTA 
NKPASFHIRX 
VLABQKGRLL 
KTSLISAILG 
CCLRFDIAIL 
NHZFNSMRX 
FNMUiLGBrP 
VPWSVYGVYI 
VSDSMKDNFH 
KFFDTTPTGR 
LVILPSVLHI 
LDDHQAPPFL 
GLFQFTVRIA 
RYRENLFLVL 
ZGLADLRSKL 
SBVMENGDMP 
MLTIAHRLHT 



LAGPSGPAFM 
RGMLTKAPK 
NVIILGPTGP 
YAHVKAPSQS 
AQAFTWTVF 
EiaaUVTLMfD 
LDSDERPSPE 
QMTLLEGSIA 
PSSDLTEIGE 
ULKSKTVLFV 
PVBIKSKKET 
QAAGGPIiAFL 
MQYYA8IYAL 
ILNRPSKDhfD 
V6RVLIRELK 
PTCAMRWIAV 
SETEARPTSV 
KKVSPTIKPK 
SIIPQBPVLF 
SVGERQLLCI 
VLGSDRXMVL 



VKHZiLEyTQA 
KILKLKNIKE 
liGSAVPILPy 



NSMTPALKVT 



BEEGKHIRXXS 
ISGTPAYVAQ 
RGANLSGGQR 
THQLQYLVDC 
SOSQKKSQDK 
VINALPMLNV 
8MAVMLILKA 
EVDVRLPPQA 
RLDNITQ6PF 
RU>LI8XALX 
ERINHYZICTL 
EKIOIVGRTG 
SGTVRSNLDP 
ARAIitJmCKI 
AQOQfWBPDT 



TESNLQYSLL 
K8LGBLINIC 
PAMMFASRLT 
ILEKAOYPQS 
PPSVK8LSBA 
KLTPXMXXDK 
HLRLQRTLHS 
QAWIUfATLR 
QRISLARALY 
DEVZFMKEGC 
GPKTGSVKRB 
GSTAFSTWWL 
IRGWPVKOT 
EMFIQNVILV 
LSBITSSIQO 
TTTGU1ZVLM 
8L6APARIXN 
S6KSSLGMAL 
FNQYTEDQIW 
LILDEATAAM 
PSVIiLSHDSS 



LVIXSiLLTBI 
SMDGQBMPBA 
AYFRRKCVAA 
ITVGVAPIW 
SVAVDRFKSL 



lOIiBIQBQKL 
DNILFQKEYD 
SORSIYILOD 
ITERGTHEEL 
KAVKPBSQQL 
SYWIKQGSGN 
LRASSRLHDB 
FFCVGMIAGV 
liATIEAYNKO 
BGQIPPAYAO 
XAP8PDWPQE 
FRLVSLSGGC 
DALERTHMKE 
DTETDLLIQE 
RFYAMFAAAB 



VRSWSUVLTW 
AAVGSLIAGG 
TDERVQKKNB 
VIASWTPSV 
FU4EEVHMIK 
RQIiQRTEBQA 
VGICGSVGSG 
EERYNSVLKS 
PLSALDAHVG 
MKLNGDYATt 
VQLBBKOQGS 
TTVTROIBTS 
LFRRILRSPM 
FPWFLVAVGP 
QEFXiHRYQEL 
tAXSYAVQLT 
GEVTFENAEM 
IKIDGVRISD 
CIAQLPLKLB 
TZREAPADCT 
NKVAVKO 
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Seq ID NO: C330 Protein Sequence 
Protein Acceseion ftt NP_005679.1 



1 
I 

MKDIDIGKEY 
liDASMHSQLR 
VAHKKGELSM 
liSIVCLMZTQ 
ALNYRTOVRIi 
PWAII/a4IY 
VLTYIKPIKM 
HMTLGFDLTA 
HRPASPHIKI 
VLABQIOGKUi 
KTSLISAILG 
CCLRFDLAIL 
NHIFNSAIRK 
PNNLLLGBTP 
VPWSVYGVYI 
VSDSMKDNFH 
KFFDTTPTGR 
LVILPSVLHI 
LDDHQAPPFL 
GLFQFTVRLA 
RYRENLPLVL 
IGLADLRSKL 



MLTIAHRLHT 



11 

1 

IIPSPQYRSV 
ILDEBHPKGK 
EDVWSLSKHE 
LAGPSGPAFM 
RGAILTMAPK 
NVIILSPTGP 
YAWVKAPSQS 
AQAFTWTVP 
EMKNATLAMD 
LDSDERPSPE 
QNTTLLEGSIA 
PSSDLTEIGE 
HLKSKTVLFV 
PVEIK8KKBT 
QAAGGPLAPL 
MQYYASIYAL 
ILNRFSKDMD 
VSRVLIRELK 
PTCAMRWIAV 
SETEARPTSV 
KKVSPTIKPK 
8IIPQEPVLF 
SVGERQLLCI 
VLQSDRIKVL 



21 
I 

RERTSTSGTH 
YHHGLSALKP 
SSDVNCRRLB 
VKHIiLBYTQA 
RILKLKKIKB 
LGSAVPILFY 
VQKIREEERR 
NSMTPALKVT 



ISGTPAYVAQ 
RGANLSGGQR 
THQLQYLVDC 



VINALPMLNV 
SMAVMLILKA 
EVDVRLPFQA 
RLDNITQSFP 
RLDLISIALI 
ERZMHYZKTL 
EKIGIVGRTO 
SGTVRSNLDP 
ARALLRHCRI 
AQGQfWBPDT 



31 
I 

RDREDSKPRR 
IRTTSKHQHP 
RLHQBSLNEV 
TESNLQYSLL 
KSLGBLINIC 
PAMMFASRLT 
ILEKAGYFQG 
PPSVKSLSEA 
KLTPXKKKDK 
HLRLQRTLHS 
QAWILNATLR 
QRISLARALY 
DEVIFNKBGC 
GPKTGSVKKE 
GSTAFSTWWL 
IRGWFVKGT 
S4FIQNVILV 
LSHITSSIQO 
TTT6LMIVLM 
SLEAPARIXN 
SGKSSLGMAL 
FNQYTEDQIH 
LILDEATAAM 
PSVLLSNDSS 



41 
I 

TRPLBCQDAL 
VDNAGLFSCM 
GPDAASLRRV 
LVLGLLLTEI 



AYFRRKCVAA 
ITVGVAPIW 
SVAVDRFKSL 
RA8RGKKERV 
IDLBXQEQKL 
DNILPGKEYD 
8DRSIYILDD 
ITERGTHEEL 
KAVKPEBQQL 
SYHIKQGSGN 
LRASSRLHDE 
FFCVGMIAGV 
LATIHAYNR6 
HGQIPPAYAG 
KAP8PDWPQE 
FRLVELSGGC 
DALERTHMKE 
DTETDLLIQE 
RFYAMFAAAE 



51 
I 

ETAARAEGLS 
TPSWLSSLAR 
VWIFCRTRLI 
VRSHSLALTW 
AAVGSLLAOG 
TDERVQKMNB 
VIASWTPSV 
FLMEEVHMZK 
RQLQRTEBQA 
V0IC8SVGSG 
EERYNSVU7S 
PLSALDAHVG 
MNLNGDYATI 
VQLEERGQ66 
TTVTRGNET8 
LFRRILRSPM 
PPWFLVAVGP 
QBPLHRYQEL 
LAISYAVQLT 
GEVTPBKAEM 
IKIDGVRISD 
CIAQLPLKLE 
TIREAFADCT 
NKVAVKG 



Seq ID NO I C321 Protein Sequence 
Protein Accession «t NP 005553. 1 



1 
I 

MPALWLGCCL 
DGIHCEKCKN 
EMLTDAGCTQ 
PBOCTQCFCY 
SSAQRLDPVY 
MPLGKTLPOG 
DNVTLISARP 
GGACDPDTGD 
CNNCPPGVTQ 
CIHNTAGIYC 
NCEHGAFSCP 
QDILRDAQI8 
RLITQMQLSL 
BTEDY8KQAL 
ADRSYQHSLR 
NHKBBAQQLL 
QVDMRKAEAB 
lEQBIGSLNL 
AQKVDTRAKN 
MMSELEERAR 



11 
I 

CFSLLLPAAR 
GFYRHRERDR 
DQRLLDSKO) 
GHSASCRSSA 
PVAPAKFLGN 
LTKTYTPRLN 
VSGAPAPWVE 
CYSGDENFDI 
ARCELCAD6Y 
DQCKAGYFGD 
ACYNQVKIQM 
EGASRSLGLQ 
ABSEASLGNT 
SLVRKALHBG 
LLDSVSRLQG 



EAMKRLSYIS 
BANVTADGAL 
AGVTIQDTLN 
QQRGHLHLLB 



31 

i 

ATSRRBVCDC 
CLPCNOJSKG 
(SPAGIAGPC 
EYSVHKITST 
QQV8YGQSL8 
EHFSNNWSPQ 
QCICPVOYKG 
BCADCPIGFY 
F(a)PFGBEIOP 
PLAPHPADKC 
DQFMQQLQHM 
LAKVRSQEMS 
NIPASDHYVG 
VGSGSGSPDG 
V8DQSFQVEB 
DQLL8RANLA 
QKVSDASDKT 
AMEKQLASLK 
TliDGLLHUfD 
TSIDGILADV 



31 
I 

NGKSRQCIFD 
SLSARCDNSG 
DAGRCVCKPA 
PHQDVDGWKA 
FDYRVDRGGR 
LSYFEYRRLL 
QFOQDCASGY 
NDFKDPR8CK 
VRPCQPCQCN 
RAQIQIP^X3S 
EALISKAQGG 
YQSRLDDLKM 
FNGFKSLAQB 
AWQGLVEKL 
AKRIKQKADS 
KSRAQEALSM 
QQAERALGSA 



QPLSVDEB6L 
KNLQIIRDNL 



41 

1 

RBLHRQTGNO 
RCSCKPGVTG 
VT6BRCDRCR 
VQRNQSFAXL 
HPSAKDVXLE 
RNLTALRIRA 
KRDSARLGPF 
PCPGHNGFSC 
NKVDPSASGN 
EPV6CR806T 
DGWPDTELE 
TVBRVRALGS 
ATRLASSHVB 
BRrRSLAQQL 
LSTLVTRHMD 
GNATPYEVES 
AADAQRAKNG 
ERKELBPDTN 
VLLEQKLSRA 
PFGCYNTQAL 
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51 
I 

FRd^CNDNT 
ARODRCLPGP 
SGYYNLDGGN 
QWSQRHQDVF 
GAGLRITAPL 
TYGEYSTGYI 
GTCIPO^OQG 
SVKPBTEBW 
CDRLTGRCLK 
CVCKPGFGGP 
GRHQQAEQAL 
QYQNRVRDTH 
SASNMBQLTR 
TREATQABXE 
EPKRTQKNIX3 
ILKNLREPDL 
AGEALEI68B 
MDAVQMVITE 
KTQXNSQLRP 
EQQ 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1193 



Seq ID NOt C322 Protein Sequence 
Protein Accession tt: NP_066924.1 

1 11 21 31 41 51 

I I I I I I 

MANAQLQLLG PILAFLQHIG AXVSTALPQH RIYSYAGDHI VTAQAMYEGL HMSCVSQSTG 

1358 



wo 03/042661 



PCT/US02/36810 



QIQCKVFDSL UOLSSTLQAT RALKWQILL GVIAIFVATV GMKCMKCLBD DEVQIMWIAy 120 

IGGAIPLLAG lAILVATAWY GNRIVQBPY0 PMTPVHARYB FGQALPTOMA AASLCaXGGA 180 
LLCCSCPRKT TSYPTPRPYP KPAPSSGKDY V 

S 8eq ID NO: C323 Protein Sequence 
Protein Accession #i AAM77876 

1 11 21 31 41 51 

10 LswiRWHGP Imarlwgfcw lwgfwraap acptsckcsa sriwcsdpsp givafprlep 60 

MSVDPENITE IFIANQKRLE IIHBDDVEAY VGUOILTIVD SGLKPVAHKA FLKNSMLQHI 120 

NFTRNKLTSL SRKHPRHLDL SELILVGMPP TCSCDIMHIK TLQEAKSSPD 180 

SKNIPLANLQ IPNCGLPSAN LAAPNLTVEB 6KSITLSCSV AGDPVPNMyW DVGNLVSKIM 240 

NBTSHTQGSL RITMISSDDS GKQISCVAEK LVGEDQDSVN LTVHPAPTIT FLESPTSDm 300 

15 WCIPPTVKGN PKPALQWFYN GAlLNESKYI CTKIHVTOHT BYHGCLQLDN ™^GDYT 360 

LIAKNBYGKD EKQISAHFMG WPGIDDGAHP NYPDVIYBDY GTARNDIGDT THRSNBIPST 420 

DVTDKTQREH LSVYAVWIA SWGFCLI.VM LFUJOARHS KFGMKGPVLP HKIPLDG 477 

Seq ID NO: C324 Protein Sequence 
20 Protein Accession ft* NP_006171.1 

1 11 21 31 41 51 

LsWIR«HGP LaRLWGPCW LWGFWRAAP ACPTSCKCSA SRIWCSDPSP GIVAFPW^P 

25 NSVDPENITB IFIANQKRLE IINEDDVEAY VGLRNLTIVD SGUCFVAHKA FLKNSNLQHl 120 

NPTRNKLTSL SRKHFRHLDL SELILVONPP TCSCDI8WIK TKiEAK^ ISS^?^^ llr^ 

SKNIPLANLQ IPNCGLPSAN LAAPNLTVEB GKSITLSCSV AGDPVPNMYW I>VGNLVSKro4 240 

iSsHTQGSL RITOISSDDS GKQISCVAEN LVGEDQDSVN LTVHFAPTIT FI^Dm 300 

WCIPPTVKGN PKPALQWFYN GAlLNESKYI CTKIHVTOHT EYHGCLQLDN PTHMNNOTfT 360 

30 LIAKNBYGKD EKQISAHFMG WPGIDD6ANP NYPDVIYBDY GTAft^GDT ^NRfflJElPST 420 

DVTDKTGREH LSVYAVWIA SW6FCLLVM LFLLKLARHS KFGMKOPASV ISNDDDSASP 480 

UmiSNGSNT PSSSEGGPDA VIIGMTKIPV IBNPQYPOIT NSQLKPDTPV QHIKRHNIVL 540 

KRBLQBGAFG KVFLAECYNL CPEQDKILVA VKTLKDASDN ARKDPHRBAE LLTNLQHmi 600 

VKPY6VCVBG DPLIMVFEYM KHGDLNKFLR AHGPDAVLMA EGNPPTELTQ SQMLHIAQQI 660 

35 AAGMVYLASQ HFVHRDLATR NCLVGENLLV KI6DFGMSRD VYSTDYYRVQ ^^MLPIRWM 720 

PPESIMYRKF TTESDVWSLG WLWEIPTYG KQPWYQLSNN BVIBCITQCSR VIXJRPRTCPQ 780 

EVYELMLGCW QREPHMRKNI KGIHTLL(»IL AKASPVYLDI LG 822 

Seq ID HO: C32S Protein Sequence 
40 Protein Accession Hi Eos sequence 

1 11 21 31 41 51 

MSSWIRWHOP LaRLWGFCW LWQFWRAAF ACPTSCKCSA SRIWCSDPSP GIVAFPRLEP 60 

45 NSVDPENITB IFIANQKRLE IINEDDVEAY VGLRNLTIVD SGLKPVAHKA FLKNSNLQHI 120 
NPTRNKLTSL SRKHFRHLDL SELILVGNPP TCSCDIMWIK TLQEAKSSPD TOMj^C^ 

SKNIPLANLQ IPNCGLPSAN LAAPNLTVEB GKSITLSCSV AOTPVPNMYW DVGMLVSKHM 240 

NBT8HT0QSL RITMISSDDS GKQISCVAEN LVGEDQDSVN LTVHFAPTIT FLESPTSDBH 300 

WCIPFTVWW PKPALQWFYN GAlLNESKYI CTKIHVTOHT EYHGCLQLDN PTHMNNODYT 360 

50 LIAKNBYGKD EKQISAHFMG WPGIDDGANP NYPDVIYBDY GTAANDIGDT TNRSNBIPST 420 

DVTDKaORBH LSVYAVWIA SWGFOiLVM LFLLKLARHS KFGMKOFVLF HKIPLDG 477 



55 



seq ID NO: 0326 Protein Sequence 
Protein Accession #i MP_S70843.1 



1 11 21 31 41 51 

MPLKHYLLLL VGCQAWGAGL AYHGCPSECT CSRASQVECT GARIVAVPTP LPWNAMSIOI 60 

LNTHITEIMB SPFI2IISALI ALRIBKNELS RITPGAFRNL GSLRYLSLAN NKLQVLPIGL 120 

60 P^LDSLESL LLSSNQLLQI QPAHPSQCSN LKBLQLHOIH LBYIEDGAFD HLVGLTKLNL 180 

GKNSLTHISP RVFQHLGNLQ VLRLYENRLT DIPMBOTXH. VNLQELALQQ NQIGLLSPCTi 240 

PHNNHNLQRL YLSNNHISQL PPSIFMQLPQ LNRLTLFGWS LKBLSW3IFG PMPNLRELWL 300 

YDHHISSLPD NVPSNLRQLQ VLILSRNQIS FISPGAFNGL TELRELSLHT NALQDLDCaiV 360 

PFMLANLQNI SLQNNRLRQL POUFANVNG LMAIQLQNNQ LENLPLGIFD HLGKLCELRL 420 

65 YDNPHRCDSD ILPLRNWLLL NQPRLGTDTV PVCFSPANVR GQSLIIINVN VAVPSVHVPE 480 

VPSYPETPWY PDTPSYPDTT SVSSTTELTS PVEDYTDLTT IQfVlDDRSVW GMTQAQSGLA 540 

lAAIVIGIVA LACSLAACVG CCCCKKRSQA VLMQMKAPNB C S81 



70 



Seq ID NO: C327 Protein Sequence 
Protein Accession #: NP_002649.1 



1 11 21 31 41 51 

MRALLARLLL CVLWSDSKG LeLHQVPSN CDCLMGGTCV SNKYFSNIHW CNCPKKPQGQ 60 

75 HCEIDKSKTC YBGNGHFYRG KASTDTMGRP CLPWNSATVL QQTYHAHRSD ALQW3LGKHN 120 

YCRNPDNHHR PWCYVQVGLK PLVQECMVHD CADGKXPSSP PBBLKFQCGQ KTLR PRFKII 180 

GGEFTTIEMQ PWFAAIYRRH RQGSVTYVCO QSLISPCWVI SATHCPIDYP KKEDY1VYW3 240 

RSRLNSMTQG BMKFEVENLI UnCDYSADTL AHHNDIALLK IRSKEGRCAQ PSRTIQTICL 300 

PSMYNDPQFG TSCEITGPGK BNSTDYLYPE QLKMTWKLI SHRECQQPHY YGSEVTTKML 360 

80 CAADPQWKTD SOQCaSGQPL VCSLQGRMTL TGIVSWGRGC ALKDKPGVYT RVSHPLPWIR 420 
i L 



1359 



431 



Seq ID NO: C328 Protein Sequence 
Protein Accession #: ZP 087254.1 



wo 03/042661 



1 
I 

MQFRECSING 
NETBLIKEHD 
AAARIGXVFZ 
ABSSIIiPKCI 
RBERLAAVFQ 
SI^CGKFHRT 
BKLFMBVCRN 
GIMGKEORQfl 
QFYCLFSQQT 
SIKTPLYWTI 
MALETHFWTW 
ZLKWTCLFL 
LERVX6RC8P 



11 

I 

KKYQBIKGRL 
LFFKAVSLCH 
OHSBBTHBVK 
GGEIBKTRZH 
PIEXDLILtX3 
KNILELINQK 
CSAVLCCRMA 
ASNSOYAIAR 
LVDSVYbTLY 
LGFSHAFIFP 
IimLVTWaSI 
DIIKRyPDRH 
THZSRSWSAS 



21 

1 

VPBGPTPDSS 
TVQISNVQTO 
TLQKLBRYKL 
VDBFAXiXOLR 
ATAVEDRLQD 
SDSGCAGQLR 
PLQKAKVIRL 
PKFL8KLLPV 
NXCFTSLPXL 
PQSYLLIGKD 
IPYPVPSLPY 
LHPTSTBRAQ 
DPFYINDRSI 



31 
I 

E6NLSYLSSL 
CTGDOPHQSN 
LRZLEFDSDR 
TLCIAYRKPT 
KVRBTIBALR 
QLARRITEDH 
IKX8PEKPXT 
HGHPyyiRXA 
lYSLLBQHVD 
TSLLGNGQMP 
GGZLHPPL6S 
LTETNAOXKC 
LTLSTMDSST 



41 

I 

SHUQOiSHLT 
lAPSQLEYYA 
RRHSVrVQAP 
SKEYEBIDKR 
MA0IRVWVL7 
VIQHGLWDG 
LAVGDGANDV 
TLVQYFFYKN 
FHVLQNKPTL 
GNWTFGTLVP 
QNMYPVPIQL 
LOSMCCFPBQ 
C 



51 
I 

TSSSFRTSPB 
8SPDEKALVB 
SGHKLLFAKO 
IPEABTALQQ 
GDKHETAVSV 
TSLSLALREK 
6MIQEAUV6X 
VCFITPQFX.Y 
YRDISKNRUi 
TVMVITVTVK 
LSSGSAHFAX 
EAACASV6RM 



60 
120 

180 
340 
300 
360 
420 
480 
540 
600 
660 
720 
761 



Seq ZD NO I C329 Protein Sequence 
Protein Acceesion «i XP_087461.1 

1 11 21 31 41 51 

I I I I I I 

MLPLLAALLA AACPtiPPVRG GAADAPGLXXS VPSIIASVNAS SAASPSPRGC WPRRPPGPPS 
ARARRRHBRR RRLCNISVQR QMLSSLLVRH GRPRGFQCDL LLF8THAHGR AFFAAAFKRV 
GPPLIiXEHLG LAAGOAQQDIj RLCVGCGWVR GRRT6RLRPA AAPSAAAATA QAPTALPAYP 
AAEPP6PLNL Q6EPLHPCCL DPSXiEBLQGE PGWRUIRKPI BSTLVACPMT LVZWHSVAA 
LIWPVPIIAG PLPMGMEQRR TTASTTAATP AAVPAGTTAA AAAAAAAAAA AVTSGVATK 

Seq ID NO: C330 Protein Sequence 
Protein Accession fti XP_051S23.2 



1 
I 

MDLHLFDYSB 
ANSVWWVNI 
HLXPSXMLFG 
YYLKTVTSAS 
ASSDQEKHSS 
QCLSLVHCCV 
TK 



11 
I 

PGNFSDISWP 
QAKTTGYDTR 
8XFPLTCMSV 
NNBTYCRSFY 
RKXXFSYWV 
KPVLYSFINR 



21 
I 

CNSSDCIWD 
CYZLMIiAIAD 
DRYLSITYFT 
PEHSIKENIiI 
PLVCWLPYHV 
NYRYBLMRAP 



31 

I • 

TVMCPNMWIK 
LWWLTIPVH 
NTPSSRKKMV 
GMELVSWLG 
AVUiDXFSXL 
ZFKYSAKTGL 



41 

1 

SVLLYTLSPI 
WSLVQHNQW 
RRWCZLVWL 
FAVPP8XXAV 
EYZPFTCRUB 
TKLIDASRVS 



51 

1 

YIFIPVIGMI 
PM6BLTCKVT 
LAFCVSLTOT 
FYFUARAIS 
HALPTAIiHVT 
ETBY8ALBQS 



60 

120 

180 

240 

299 



60 

120 

180 

240 

300 

360 

362 



Seq ZD NO: C331 Protein Sequence 
Protein Accession ftt NP_000341.i 

1 11 21 31 41 51 

t I 1 I I I 

MGFVRQIQLL I,WKNWTI*RKR QKZRFWELV WPLSIiPLVLZ WIiRNAHPLYS HHBCHFPNKA 60 

MPSAtaflLPWL QGIPCNVNNP CFQSPTPOBS PGIVSNYNNS IIiARVYRDFQ BLLMNAPESQ 120 

HLGRIWTELH ILSQFMDTLR THPERIAGRG IRIRDILKDB ETLTLFLIKN lOLSDSWYL 180 

LXNSQVRPEQ FAH6VPDLAL KDXACSEALL ERFIIFSQRR GAKTVRYAIiC SLSQGTI^WX 240 

EDTLYANVDP FXLFRVLPTL ZJ^SRSQGXNL RSHQGXtiSDM 8PRZQBFIHR PSHQDUiWVT 300 

RPLTfQNGGPB TFTKLMGZLS DIjLOGYPBGG G8RVL8FNHY BDMNYXAFLO XDSTRKDPXY ' 360 

8YDRRTTSFC NALXQSLE8N PLTKXAWRAA KPLLMQKXLY TPDSPAARRX LKNANSTFBE 420 

LEKVRKLVKA WBEVGPQIWY PPDNSTQMKM IRDTLQNPTV KDFLNRQXjGE EGITAEAILM 480 

FLYKOPRESQ ADDMANFDWR DXFNXTDRTL RLVNQYIiECL VLDKFESYND ETQIjTQRAI«S 540 

XJi&BNMFHAG WFPDMYPWT 8SLPPHVKYK XRMDZDWEK 1NKZKDRYKD SGPBADFVBD 600 

FRYIWGGFAY liQDMVEQGlT RSQVQAEAPV QXYLQQMPYP CPVDD9FMXI LNRCFPIFMV 660 

LAWIYSVSMT VKSIVXjEKBL RLKETIjKNQG VSNAVIWCTW PLDSFSIMSM SIFLLTIFIM 720 

HGRILHYSDP PXLFI^FZiLAF 8TATXMLCFL LSTPP8KASL AAACS6VXYF TLYLPHILCF 780 

AWQDRMTAEL KKAVSIiI«8PV AFGFGTEYLV RFBEQGLGLQ WSNIGNSPTB (gBF SPLL SM 840 

Q^4^a«LDAACy GLLAWYUXTV FPGDYGTPbP WYFIiLQBSYH L8GEGC8TRB ERALEKTEPZi 900 

TBBTBDPBHP B6IHDSFFBR EHPGWVPGVC VKNLVKIFEP OGRPAVDRUI ZTFYENQZTA 960 

FliCTNQAGKT TTLSILTGLL PPTSQTVLVG GRDIETSLDA VRQ3L(»CCPQ HNILFHHLTV 1020 

AEHKLFYAQL KGKSQEBAQL EMBAMLBDTG UQIXRNEBAQ DLSGOtQRKL SVAIAFVGDA 1080 

KWILDBPT8 6VDPYSRR8Z HDLLUCYRSG RTXZMPTKKH DEADHQ6DRZ AZZAQQRLYC 1140 

. SGTPLFLRNC FGIGLYLTLV RXMKNZQSQR RGSBGTCSCS SXQFSTTCPA HVDD LTPBQV 1200 

LDGDVNELMD WUIRVPBAX LVECXGQELX FLLP21XNFKH RAYAStiFREL BBTLADLGLS 1260 

SFGISDTPLB BIFLKVTBDS DSQPLFAOGA QQKHBNVNPR HPCLGPREKA GQTPQDSNVC 1320 

SPGAPAAHPB GQPPPBPECP GPQZiNTGTQL VLQHVQALIiV KRFQHTXR8H KDFLAQIVLP 1380 

ATFVFIALML SIVILPFGBY PALTLHPHIY GQQYTFFSMD EPG9BQPTVL ADVLLNKPGF 1440 

GNRCLKEGWL PEYPCGN8TP NKTPSVSPNX TQLFQKQKMT QVNP8PSCRC STRBKIiTMIiP 1500 

ECPBGAGGIiP PPQRTQRSTE ILQDLTDHNI SDPliVKTYPA LXRSSLKSKP HVNBQRYGGX 1560 

SIG6KLPWP XTGEAIiVGFL SDLGRIKtTVS GGPITRBASK BXPDFLKHLE TEDNIKSH^FN 1620 

NXGHHALVSF LNVAHKAILR ASIiPiCDRSPB BYGXTVI8QP LNLTKEQLSB XTVLTTSVDA 1680 

WAICVIFSM SFVPASFVLY LXQERVNKSK KLQFISGVSP TTYHVTOTLIf DIKHYSVSAG 1740 

IjWGIFXGFg KKAYTSPENL PALVALLLLY GHAVXPMHYP ASFLFDVP3T AYVAIiSCANIi 1800 

PXGXNSSAIT PILELFDNNR TLLRFNAVLR KLLXVFPHFC LGRGLXDIiAL 8QAVT0VYAR 1860 

PGBEHSANPP HWDLIGKNIiP AMWBOWYF LLTLLVQRHP FLSQWIAEPT KBPZVDBDDD 1920 

VAEERQRIIT GGNKTDILRL HELTKIYIiOT SSPAVDRLCV GVRPGECFGL liGVNGAGKTT 1980 

TPKMLTGDTT VTSGDATVAO KSILTNISEV HQNMGYCPQF DAIDBLLT6R EHLYLY ARLR 2040 

GVPAE6IEKV ANMSIKSUSL TVYADCLAGT Y8GGNKRKLS TAZALZGCPP LVLLOEPTTG 2100 

MDPQARRMLH HVXVSXZRKO RAWLTSHSM BBCEALCTRL AZKVKGAFRC KGTZQHZiKSK 2160 

F(316YXVTMK XKSPKDDLLP DLNPVBQFFQ GNPPGSVQRB RHYNHLQPQV SSSSLARIFQ 2220 

IiLUSaKDSU* XBBYSVTQTT LOQVFVNPAK QQTBSHDIiPL HPRAAGASRQ AQD 2273 

1360 
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Seq ID NO: C332 Protein Sequence 
Protein Accession »: NP__006662.2 

5 1 11 21 31 41 SI 

MVPHAIIiARG RDVCRRNGLL ILSVLSVIVG CLLGFFLRTR RLSPQEISYP QFPGELLMRM 60 

WMMILPLW SSIMSGIASL DAKTSSKLGV LTVAYYLWTT FHAVIVGIFM VSIIHPGSAA 120 

QKETTBQSGK PIMSSADALL DLIRNMFPAM LVEATFKQYR TKTTPWKSP KVAPEEAPPR 180 

10 RILIVGVQBE NGSHVQNFAL DLTPPPEWY KSBPGTSDGM HVICIVFFSA TMGIMLGRMG 240 

DSGAPLVSFC QCLNESVMKI VAVAVWYFPP QIVFLIAGKI LBKDDPRAVG KKWFYSVTV 300 

VCQLVIOiGLF ILPLLYFFIT KKNPIVFIRG ILQALLIALA TSSSSATLPI TPKCLLENNH 360 

IDSRIARPVL PVGATINMDG TALYEAVAAI FIAQVNNYEL DPQQIITISI TATAASIGAA 420 

OIPOAGLVTM VIVLTSVGLP TDDITLIIAV DWALDRFRTM INVLGDALAA GIMAHICRKD 480 

15 FARDTGTEKL LPCETKPVSI* QBIVAAQQNO CVKSVAEASB LTLGPTCPHH VPVQVERDEB 540 
LPAASLNHCT IQXSEIOTIV 



20 



50 



Seq ID NO I C333 Protein Sequence 
Protein Accession {I: NPjO0S€80.1 



1 11 21 31 41 SI 

MVTVGNYCBA EQPVGPAWMQ DGLSPCFFFT UVPSTRMALG TLALVIALPC RRRERPAGAD 60 

SLSHOAGPRI SPYVLQLUtA TLQAALPLAG LAGRVGTARG APLPSYLLLA SVLESLAGAC 120 

25 GLWLLWERS QARQRLAMGI WIKPRHSPGL LLLWTVAFAA ENIALVSWNS PQMWWARML 180 

GOOVQFSLWV LRYWSGGLP VLOtWAPQIiR PQSYTLQVHB EDQDVERSQV RSAAQQSTWR 240 

DFQRKLRLLS QYLWPRGSPA LQLWLICLG LMGLERALMV LVPIPVRKIV HLLTEKAPWM 300 

SIAWTVTSW FLKPLQQGGT GSTGFVSNLR TFLWIRVQQF TSRRVELLIF SHLHELSLRW 360 

HL6RRTCBVL RIADRGTSSV TGLLSYLVE1« VIPTLADIII GIIYFSMPFN AWFGLIVFLC 420 

30 MSLYLTLTIV VTEWRTKFRR AMNTQEWATR ARAVDSLLMF BTVianfKAES YBVERYREAl 480 

IKYOGLEWKS SASLVLLNQT QNLVIGLQLL AGSLLCAYFV TEQKW2VGDY VLPGTYllQL 540 

YMPUWFGTY YRMIQTNFID MENMPDLLKE ETBVKDIiPGA GPLRPQKGRI EPEMVHPSYA 600 

DGRETLQDVS FTVMPGQTIA LVOPSGAGKS TILRLLPRPY DI8SGCIRID GQDISQVTQA 660 

SLRSKIOTVP QOTVLPMDTl ADNIRYGRVT AGNDBVEAAA QAAGIHDAIM AFPBGYRTQV 720 

35 GERGLKLSGG EXQRVAIART ILKAPGIILb DBATSALDTS «BRAIOASLA KV^JRTTIV 780 
VAHRLSTWH ADQILVIKDG CIVERQRHEA LbSROSWAD MWQLQQGQBB TSEOTKPQTM 



60 



70 



75 



ER 



840 
842 



Seq ID NOi C334 Protein Sequence 
40 Protein Accession «: NP_000667.1 

1 11 21 31 41 51 

jn^LBTQDALY VALELVIAAL SVAONVLVCA AVGTANTLQT PTNYFLVSIA AADVAVGLPA 60 

45 IPFAITISIiO FCTDFYGCLF lACFVLVLTQ SSIFSLIAVA VDRYLAICVP LRYKSLVTGT 120 

RARGVIAVLW VIAFGIGLTP FLGWNSKDSA TNNCTEPWDO TTNBSCCLVK CIiPEHWPMS 180 

YMVYFNFFGC VLPPLLIMLV lYIKIFLVAC RQLQRTELMD HSRTTLQRBI HAAKSLftMIV 240 
GIFALCWLPV HAVMCVTIJQ PAQOKNKPKW AMNMAILLSH AMSWNPIVY AYHNROFRYT 
PHKIISRYUi 0QADVKSGN6 QA6VQPALSV 6L 



300 
332 



Seq ID NOi C335 Protein Sequence 
Protein Accession #: NP_443164 



1 11 21 31 41 51 

ilGIiGARaAHA ALLLGTLQVL ALLGAAHESA AMABTLQHVP SDHTSETSMS TVKPPTSVAS 60 

DSSNTTVTTM KPTAASNTTT POWSTNMXS TTLKSTPICTT SVSQNTSQIS TSTMTVTBMS 120 

SVTSAASSVT ITTTMHSEAK KGSKPDTOSP VOOIVLTLOV LSILYIGCKM YY8RRGIRYR 180 
TIDEHDAII 



189 



Seq ID NOs C336 Protein Sequence 
Protein Accession #i NP_004186.1 

11 21 31 41 51 



1 11 21 31 41 3 

65 i 1 1 I I I 

MAQHGAMGAP RALCQLALLC ALSLGQRPTG GPGCGPGRLL LGTGTDARCC RVHTTRCCRD 60 
YPGBECCSEW DCMCVQPBFH CGDPCCTTCR HHPCPPGQGV QSQGKFSFGP QCIDCASQTF 
8G6HBGKCKP MTDCTQFGFL TVPFOIKTHR AVCVPGSPPA E PMW LTWL lAVAACVliLL 
TSAQL6LH1M QLRSQOWPR ETQUiLEVPP STH)ARSOQF PBBERGBR8A EBKQRLGDLW 
V 



120 
180 
240 
241 



Seq ID NO: C337 Protein Sequence 
Protein Accession ftt BAC03767.1 



1 11 21 31 41 51 

MGCDGRVSGL LRRNLQPTLT YWSVPPSFGL CIAFliGPTLL DIACQTHSSL PQISWVFPSQ 60 

QLCLLLOSAL OaVFKRTLAQ SLWALPTSSL AISLVFAVIP FCRDVKVIiAS VMALAGLAMG 120 

CIDTVANMQL VRMYQKDSAV PLQVLHPFVG PGALLSPI.IA DPPLSEANCL PANSTANTTS 180 

80 RGHLFHVSRV LGQHHVDAKP WSNQTFPGLT PKDGAGTRVS YAFWIMALID LPVPMAVlMIi 240 

LSKKSliLTCC PQRRPLLI»SA DELALBTQPP EKEDASSLPP KFQSHI/3HED LFSOOQRRNXi 300 

RGAPYSFFAI HITGALVLFM TDGLTOAYSA FVYSYAVEKP LSVGHKVAGY LPStPWOKET 360 

LGRU*SIPIS SHMKPATMVP IHWGWVTF LVLIiIFSBIV VFLFVGIASI* GLFLSSTFPS 420 

MLAYTEDSLQ YKfiCATTVLV TGAGVGEMVL QMLVGSIPQA QGSYSFLVOQ VIPGCLAFTP 480 

1361 
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PCT/US02/36810 



YILLLFPRRM HPGLPSVPTQ DRSIGMEHSB CYQR S14 

Seq ID NO I C33B Protein Sequence 
^ Protein Accession ft: ilp_002194.1 

I 11 21 31 41 51 

I I i 1 1 I 

MGPBRTQAAP LPLLLVLALS QGILKCCLAY NVGLPEAKIP SGPSSBQFQY AVQQPINPKO 60 

NWLLVGSPWS GFPENRMGDV YKCPVDLSTA TCBKUJLQTS T8IPNVTEMK TOMSXALZLT 120 

10 RKMGTGGFLT CGPLWAQQOG NQYYTTOVCS DISPDFQIiSA SFSPATQPCP SLIDVWVCD 180 

BSNSIYPKDA VKNPLSICFVQ GLDZOPTKTQ VGLIQYANKP RVVFULNTYK TKBEMIVATS 240 

QTSOYGODIiT NTFOAIOYAR KYAYSAASGG RR6ATKVMW VTDGBSHDGS MLKAVXDQOT 300 

HDNILRFCIA VLGYLHRNAIi DTKMLIKBIK AIASIPTERY FPNVSDEAAL LEKAGTU5BQ 360 

IFSIEGTVQG GDNFQMBMSQ VGFSADYSSQ NDILMLGAVQ APGWSGTIVQ KTSHGHLXFP 420 

15 KQAFDQILQD RNHSSYLGYS VAAISTQEST HFVAGAPRAN YTGQIVLYSV NENOHTVIQ 480 

AHRGDQZ6SY FOSVLCSVDV DKDTXTDVLL VGAPMYMSDL KKEEGRVYLP TIKKGILGQH 540 

QPIjEGP&GIE NTRFOSAIAA LSDINMDGFM DVIVGSPIiQ} QNSGAVYIYN GHQGTIRTKY 600 

SQKItiGSDGA FRSRLQYFtSR SUXSYQDLNO DSITXSVSIOA FGQWQLWSQ 8IADVAIEA8 660 

PTPBKITLVN KMAQIILKLC FSAKFRPTKQ NNQVAIVYNI TLDADGFSSR VTSROLPKEN 720 

20 NERCLQKNMV VNQAQSCPEH IIYIQEPSDV VNSLDLRVDI SLENPGTSPA LEAYSETAKV 780 

F8XPFHXD0G EDGLCXSDLV UDVRQIPAAQ BQPFIVSNQN KRLTFSVTLK NKRESAYNTG 840 

IWDPSENIiP FASPSLPVIX3 TBVTOQyAAS QKSVACDVGY PALKRBQQVT PTINFDFNLQ 900 

NLQNQASLSP QALSBSQBEN KADNLVNLKl PLLYDABIHL TRSTKIKFYE ISSDOIVPSI 960 

VHSFEDVGPK PXPSLKVTTG SVPVSMATVI IHIPQYTKBK NPLMYLTOVQ TDKA GDIS Ol 1020 

25 ADINPLXIGQ TSSSVSPKSE KPRHTKELNC RTASCSNVTC WliKDVHMKGB YPVNVTTRXW 1080 

MOTPASSTFQ TVQtTAAAEI NTYUPBIYVI EDMTVTIPLM XMKPDBKABV PTGVXIGSXX 1140 

AGIIiLLIiALV AXLNXLGFFK RKYBKNTKNP DBIDETTELS S Hdi 

Seq ID NO; C339 Protein Sequence 
30 Protein Accession #t NP 113648.1 

1 11 21 31 41 51 

I I I I I I 

MYRPRARAAP EOKVRGCAVP STVLLLLAYL AYLALOTGVF WTLEGRAAQD SSRSFQRDKM 60 

ELLQNPTCIiD RPALDSLIRD WQAYKNGAS LLSNTTSMGR WELVGSFFPS VSTITTIOYQ 120 

35 NLSPNTMAAR LFCXFFALVQ XPLNLWUIR LGHLMQQGVN HWASRLGGTW QDPDKARWLA 180 

GSGALLSGLL LFLLLFPLXiF SHMEGHSYTE GPYPAFXTLS TVGFGDYVIG MKP6QRYPLH 240 

YKMKVSLWIZi FGMAWLALIX KLIX.SQLETP 6RVCSGCHH8 SKB>FKSQSW RQGPDRBPES 300 

HSPQQGCYPB GPMGXXQRIiE PSARAAGCGK DS 332 

40 Seq ID NOt C340 Protein Sequence 
Protein Accession tf: NP_004145.1 

1 11 21 31 41 51 

45 KEWDNOTOQA LGLPPTTCVY RENFKQLLLP PVYSAVLAAG LPLNICVITQ ICT8RRALTR 60 

TAVYTLNLAI. ADLLYACSLP LLXYNYAQOT BNPF6DFACR LVRFIiFYANL HGSIIiFLTCI 120 

SFQRYIiOICH PLAPWBKRGO RRAAHLVCVA VHLAVTTQCL PTAZFAATGX QRMRTVCYDL 180 

SPPALATHYM PYGMALTVIG FLLFFAALLA CYCLXACRXiC RQDOPABPVA QERRGRAARN 240 

AVWAAAFAI SFLPFHITKT AYLAVRSTPG VPCTVLBAFA AAYKGTRPFA SAMSVLDPXb 300 

50 FYFTQKKFRR RPRBLLQKLT AKHQRQGR 338 

Seq XD NOi C341 Protein Sequence 
Protein Accession #: llP_009128.l 

55 1 11 21 31 41 51 

ilQRPGPRLWL VLOVMGSCAA ISSMDMERPG DGKOQPXEXP MCKDXQYMHT RMPNXMQHai 60 

QREAAIQLHE FAPLVEYGCT GHLRFPLCSL YAPMCTBQVS TPXPACRVMC EQARLKC8PX 120 

MBQFNFKWPD SLDCRKLPNK NDPNYLCMEA PNNGSDBPTR GSGLFPPLPR PQRPHSAQEH 180 

60 ^ PLKDGGPGRG GCDNPGKPHK VEKSASCAPXi CTPGVDVYHS RBDKRFAWH LAIWAVIjCPP 240 

8SAFTVLTFL XDPARFRYPB RPIXFLSKCY CVYSVGYIiXR IfAOAESIAG DRDSGQLYVI 300 

QBGLBST6CT LVFLVLYYFO MASSLWWWL TLTWFLAA6K KH6HBAIBAM 8SYFHXAAMA 360 

IPAVKTILIL VMRRVAGDEL TGVCYVGSMD VNALTGFVLI PLACYLVIQT SFILSGFVAL 420 

FHIRRVMKTG QENTDKLEKL MVRIGLFSVL YTVPATCVIA CYFYERLNMD YWKIIAAQHK 480 

65 CKMNNOTKrL DCUIAASXPA VBXFMVKXFM IiLWGXTSGM WXWTSKTLQS WQQVCSRRLK 540 

KXSRRXPASV XTSQGIYXXA QBPQKTHHGK YEXFAQSPTC V 581 



70 



Seq XD NOi C342 Protein Sequence 
Protein Accession fit HP 005752.1 



1 11 21 31 41 51 

I I I I I I 

MEVSHRKAPP RPPRPAAPLP UAYLLALAA PGROADBPVW RSEQAIGAZA ASQEDGVFVA 60 

SGSCLDQLDY SLEHSLSRLY RDQAGNCTEP V8IAPPARPR PGS8PSKLLL PYREGAAOWS 120 

75 GLLLTGWTFD RGACBVRPLG NLSRNSLRNO TBWSGHPQG STAOWYRAO RNNRWYLAVA 180 

ATYVIiPEPBT ASROIPAASD BDTAIAIiKDT DGRSLATQBIi GRLKXjCBQAO SLHEVDAFUT 240 

NQSXYPPYYP YMYTSQAATG WP8MAR1AQS TBVLFQGQAS XJDOGHGflPDG RRI JJtSSSLV 300 

EALDVWAOVF SAAAGEGQER RSPTTTALCIi FRMSEIQARA KRVSWDFKTA ESHCKEGDQP 360 

^ BRVQPIASST LIHSDLTSVY GTWMNRTVL FLGTGDGQLL KVIL0ENLT8 KCPBVIYBIK 420 

80 EBTPVFYKLV PDPVKNIYIY LTAGKBVRRI RVANCNKHKS CSBCLTATDP HC3GWCHSKJR 480 

CTPQQDCVHS EtlXiBIHXJ>I6 SGAXSCCPRXQ XXR8SKERTT VTKVGSFSPR HSKO WKBVD 540 

8SRELOQNKS QPNRTCTCSX FTRATYICDV8 WNVMFSFGS HMLSDRFNFT NCSSLKBCPA 600 

CVBTGCANCK 8ARRCZHPPT ACDPSDYERN QBQCPVAVEK TSGOGRPKEM KGNRTKQALQ 660 

VFYIKSIBPQ KVSTLOKSHV XVTQANFTRA SHlTfaiiKST STOSKDViaV SHVLNDTHNK 720 
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FSLPSSRKEM KDVCIQFDQG NCSSVGSLSY lALmCSLIF PATTHISGGQ NITMM6RKPD 780 

VZDNLXZSRB IfKONINVSEY CVATYOGFIA PStiKSSKVRT NVTVKLRVQD TYLDCGTLQY 840 

REDPRPTGYR VESEVDTEIiE VKIQKENDNP MISKKDIEIT IiFHGENGQLK CSPENITRNQ 900 

DLTTILCKIK GIKTASTIAN SSIOCVRVKLG NLBLYVBQES VPSTWYFLIV UPVLLVIVIF 960 

AAVGVTRHKS KELSRKQSQQ LBIiLESBLRK EIRDGPAELQ MDKLDWDSF GTVPFLDYKH 1020 

FALRTFFPBS GGFTKZFTED MHNRDlAMDKN ESLTALDALI CHKSFIiVTVI HTZiEKQXNFS 1080 

VKORCLFASF LTIALQTKLV YLTSILEVLT RDLMEQCSNM QPKLMLRRTB SWEKLLTMW 1140 

MSVCLSGPLR ETVGEPFYLIj VTTLNOKINK GPVDVITCKA LYTUTEDWLL WQVPBPSTVA 1200 

LNWPEKIPE NESADVCRNI SVNVLDCDTI GQAKEKIFQA PLSKNGSPYG LQUJEIGLEL 1260 

QMGTRQKBLL DIDSSSVILB DGITKLNTIG HYBISNGSTI KVFKKIANFT SDVEYSDDHC 1320 

HLILPDSBAF QDVQGKRHRG KHKFKVXEIfY LTKUSTKVA IHSVLBKLFR SIHSLPMSRA 1380 

FFAIRYFFDF LDAQAENKKI IDPDWKIHK 3NSLPLRFHV KILKNPQFVF DIKKTPHIDG 1440 

CLSVIAQAPM DAFSLTBQQL OKBAPTKKLL yAKDZFTYKE EVKSYYKAZR DIiPPLSSSEM 1500 

EEFIiTQESKK HENBFNEEVA LTBZYKYZVK YFDBlIAaOjE HERSLEBAQK QLLHVKyLFD 1S60 

EKKKCKWM 1S68 



Seq ZD NO: C343 Protein Sequence 
Protein Accession #: NP_002176.1 



1 11 21 31 41 51 

I 1 I I I I 

MTZLGTTFGM VPSLLQWSQ ESQYAQMQDL EDAELDDYSF SCYSQLBVNG 8QHSLTC3«;B 60 

DPDVMTTNLE PEIOSALVEV KCLNPRKLQB ZYFZETKKPIi LIGKSNICVK VGSKSLTCKK 120 

rDLTTIVKPB APFDLSVZYR EGRKDFWTF NTSHLQKKYV KVLMHDVAYR QEKDENKWTH IBO 

VNLSSTKLTL LQRKLQPAAM YBZKVRSZPD HYFKQFWSEM SPSYYFRTPB ZNKSSGEMDP 240 

IXATZSILSP FSVALLVIliA CVIAOCKRZKP XVWPSLPDHK KTLBHLCKKP RKMZJ WSFKP 300 

B8FU>GQZKR VIH3XQASDEV EGFIiQDTFPQ QLEESBKQRL G(a3VQSPNCP SEDVWTPES 360 

FGROSSIiTCL AGNVSACDAP ZXjSSSRSLDC RBSGKKGPHV YQpLUiSICT THSTIaPPPFS 420 

ZiQS6ZIiTZ.HP VAQGQPZLTS LGSHQEEAYV TM8SFYQNQ 459 



Seq ID NO: C344 Protein Sequence 
Protein Accession ft: MP__002713.1 



1 U 21 31 41 51 

1 I I I I I 

MAAARUXSL LLLSTCVALL LQPLLGAQGA PLEFVYPQDN ATPEQMAQYA ADLRRYINML 60 

TRPRYGKRHK EDTIAFSEWG SPRAAVPREZi SPLDZi 95 



Seq ID NO J C34S Protein Sequence 
Protein Accession ft: NP_115934.1 



1 11 21 31 41 51 

I I I I i I 

MTWRHHVRLL FTVSLALQII NIiGNSYQREK HNQGREEVTK VATQKHRQSP LNWTSSHFGE 60 

VTGSAEGHGP EEPLPYSRAF 6EGASARPRC CRHGGTCVLG SFCVCPAHPT GRYCEHDQRR 120 

SEOOMjEHOA HTLRACKLCR CZFQALHOiP LC2TPDRCDPK DFLASHAHGP SAGGAPSLItL 180 

LLPCALIiHRL LRPDAPAHPR SIiVPSVLQRB RRPCX3RPGLO BRL 223 



Seq ID NO: C346 Protein Sequence 
Protein Accession ft: NP_006524.1 

1 • 11 21 31 41 51 

I I 1 i » I I 

MARSLVCLGV IILLSAPSGP GVRGGPMPKL ADRKLCADQE CSHPISMAVA LQDYMAPDCR 60 

FIiTZHRGQW YVFSKLKGRG RLFWQGSVQG DYYQDLAARZi GYFPSSZVRE DQTLKPGKVD 120 

VKTDKNDFYC Q 131 



Seq ZD NOt C347 Protein Sequence 
Protein Accession ft: Bos sequence 

1 11 21 31 41 51 

i ) i 1 i i 

KTQVTEKSTE HPEKTTSTTE KTTRTPEKPT LYSEKTICTK GKNTPVPEKP TENLGNTTLT 60 

TETZKAPVKS TENPEKTAAV TKTZKPSVKV T6DKSLTTTS SHUHCTEVTH QVPTGSPTLZ 120 

TSRTKLSSIT SBATGNBSBP YZiNKDOSQlOS ZHAGQHSEND SFPANAXVZV VIiVAVZLX<LV 180 

FLOLZFLVSY MMRTRRTLTQ NTOYNDAEDS 06PNSYFVYL MBQQNLGMQQ ZPSPR 235 



Seq ZD NO: C348 Protein Sequence 
Protein Accession ft: MP_543146.1 

1 11 21 31 41 51. 

11)111 

MTQVTEKSTE HPEKTTSTTB KTTRTPEKPT LYSEKTZCTK GKNTPVPEKP TENLGNTTLT 60 

TBTZKAPVK8 TBNPEKTAAV TKTIKPSVKV T(a>XSLTrrS SBLNRIBVTH QVPTGSFTLZ 120 

TSRTKI*SS1T SBAT^IESHP YLNKDGSQXO ZHAGQNGEND SFPAWAZVIV VLVAVILULV 180 

PLGLIPLVSY MMRTRRTLTQ NTQYMDAEDB GGPNEYPVYL MBQQNIiGMGQ ZPSPR 235 



Seq ID NOt C349 Protein Sequence 
Protein Accession ft: FGENESH predicted 



1 11 21 31 41 51 

I I 1 I I 1 
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KWPKLAPCCW GIALVSGMAT PQQMSPSRMF SFRIiPPETAP GAPGSIPAPP APQDBAAGSR 60 

VERUOQAFRR RVRLLRELSE RLELVPLVDD SSSVGBVNPR SELMFVRKLL SDPPWPTAT 120 

RVAZVTFSSK MYWPRVDYX STRRARQHKC ALLLQGXPAI SYRGGGTYTK GAFgQAAQXL 180 

LHARENSTKV VPLITDQYSH GQDPRPXAAS LRDS6VBXFT FGINQ6NIRB UIDMASTPKB 340 

ERCYLLHSFB EPBAXARRAIi KBDLPS6SFI QDXSMVBCSYL CDB6XDCCDR M6SCKCCITHT 300 

GHFECICEKG YYGKGLQYEC TACPSGTYKP EGSPGQISSC XPCPDEKHTS PPGSTSPBDC 360 

VCRBGYRASO QTCELVHCPA LKPPENGYFI QNTQINHFNA AOGVRCHPGP DLVGSSIILC 420 

LPNGLWSOSB SYCRVRTCPH LRQPXH6HXS CSTRBMLYKT TCLVACOBGY RIiBGSDKLTC 480 

QGNSQinXSPB PRCVERKC8T FQMPKDVXIS PHITG6KQPAK FGTXCYVSCR QQFXLSGVKB 540 

MLRCTTS6KW MVGVQAAVCK DVEAFQXNCP KDXBAKTLBQ QDSAMVTWQX PTAXDNS6EK 600 

VSVHVHPAFT PPYLFPXGDV AXVYTATDLS GNQASCIFHX KVIDABPPVI DWCRSPPPVQ 660 

VSEKVHAASW DEPQFSDNSG AELVITRSHT QGDLFPQGBT IVQYTATOPS GNNRTCDIHI 720 

VIKGSPCBIP FTPVNGDFXC TPDNTCVNCT LTCLBGYDFT BGSTDKYYCA YEDGVWKPTY 780 

TTEHPDCAKK RFANHGFKSP EMFYKAARC3} DTDLMKKPSB hPETtUOKKV PSFCSDABDI 840 

DCRLEEaOiTK KYCLEYNYDY ENGFAIGPGG WGAAHRLDYS YCDFUJTVQG TAT6XGNAK8 900 

SRXKR8APL8 DYKXKLXFNI TASVPLPOER KDTLEHGKQQ RLLQTLETXT NKIiKRTLNKD 960 

FMYSFQIA6B ILIADSNSLE TKKASPFCRP GSVLRGRMCV NCPLQTYYNL EHFTCBSCRX 1020 

GSYQDEEX3QL ECKLCPSGMY TEYIHSRNIS DCKAQCKQGT YSYSGLBTCE SCPLGTYQPK 1080 

PGSRSCLSCP ENTSTVKRGA VNISACGVPC PEGKFSRSGL MPCHPCPRDY YQPNAGKAFC 1140 

IiACPFYGTTP FAGSR8ITEC STSVU9XTXF GGPGHLELLH CPSEVFHECP FNPCHNSGTC 1300 

QQIiGRGYVCL CPLGYTOLKC BTDXDECSPL PCLNNOVCKD LVGBFICECP SOYTGQRCEE 1260 

HXNECSSSPC LNKQICVDGV AOYRCTCVKG PVGLHCBTBV NBCQSNPCLN NAVCEDQVGG 1320 

FLCKCPPOFL GTRCX^KNVDG CLSQPCKNGA TCKDGANSFR CI.CAAGPTGS HCBLNXNECQ 1380 

SNPCRNQATC VDELNSYSCK CQPGFSGKRC ETEQSTOFHL DFEVSGIYGY VMLDGMLPSL 1440 

HAIiTCTFWMK SSDDMNYGTP XSYAVDNQSD NTLliLTDYNQ WVLYVKGREK ITNCPSV13DG 1500 

RWBHIAITNT SAMGXHKVYZ D6KLSD66AG LSVGLPIPGG GALVLGQEQD KKGEGFSPAE 1560 

8FVGSIGQI.il LWDYVLSPQQ VKSLATSCPB ELSKGNVLAW PDFLS6XVGK VKXD9KSIFC 1620 

SOCPRLGGSV PHLRTASEDL KPQSKVNLFC DPQFQLVGNP VQYCIjMQQQW TQPLPHCBRI 1680 

SOGVPPPLEN GFHSADDPYA GSTVTYQQQf GYYLLGD^ FCTDH6SWKG VSPSCLDVDB 1740 

CAVGSDCSEH ASCLNVDGSY XCSCVPPYTG DGKNCAEPIK CKAPGKPENG HSSOEXYTVO IBOO 

AGVTFSGQEQ YQLMGVTKXT CLBSGEHNHL XPYCXAVSOQ KPAIPENGCI EELAPTFGSK 1860 

VTYRCNXOYT LA6DKBSSCL AN8SWSHSPP VCBPVKCSSP ENDINGKYIL SGLTYLSTA8 1920 

YSCDTGYSLQ OPSIIECTAS GIWDRAPPAC "HLVFCGEPPA IKDAVITGNN PTFRNTVTYT 1980 

CKEGYTLAGL DTIECLADGK WSRSDQQdiA VSCDBPFIVD HASPETAHRL FGDIAFYYC8 2040 

DGYSLADNSQ LLOfAQGKWV PPBGQDHPRC XAHFCEKPPS VSYSILBSVS KAKFAAGSW 2100 

SFKCMEQFVIi MTSAKIBCMR GGQmiPSPMS ZQCXFVRG6B PPSXMN6YA8 GSNYSFGAMV 2160 

AySCNKOFYI KOBKKSTCEA TGQHS8PXPT CHFV8CX3BPP KVEN6FLEHT TGRIFESEVR 2220 

YQCNPGYKSV GSPVFVOQAN RHWH8ESPLM CVPIiDCGKPP PIQNGFMKGB NFEVGSKVQF 2280 

PCNEGYELVG DSSWTCQKSG KHNKKSNPKC MPAKCPEPPL LENQLVLKEL TTEVGWTFS 2340 

CKBGKVLQGP SVLKCLPSQQ HKDSFFVCKX VLCTPPPLXS FGVPIPSSAL KFG8TVKYSC 2400 

VGOFFLRCaiS TTLCQPDGTW 88FLPECVPV BCPQFBEXPH GXZDVQGZAY LSTAXiYTOCP 3460 

QFBLVGMTTT LGGEHGHWLG GKPTCKAXBC LKFXEXLKGK FSY1DLHYGQ TVTYSQIRQF 3520 

RliEGPSALTC LETGDWDVDA FSCMAIHCDS PQPIENGFVB QADYSYGAXX XYSCFPGPQV 2580 

AGHAMQTCBE SGWSSSXPTC MPIDCX3LPPH XOFGDCTKLK DDQGYFEQBD DMMEVPYVTP 2640 

HFPYKLOAVA KTHENTKESP AlBSSNFLYG TMVSYTCHPG YELLGNPVLX GQEDGTWNGS 2700 

APSCXSXBO) XfTAPBNGFL RFTETSMGSA VQYSCKPGHX XiAGSDIiRLCZ* EmUCRSQASP 3760 

RCBAI8CECKP MPVMNOSIKQ SNYTYLSTLY YBCDPGYVLN GTER^TCQDO KHWDBDBPXC 2820 

XFVDCSSPFV SANGQVRGDB YTFQKBXBYT CNEGFLLEGA RSRVCLANGS WSGATPDCVP 2880 

VRCATPPQIiA 17GVTEGLDYO FMKBVTFHCH E6YXLHGAPK LTCQSDGNWD AEXPLCKFVN 2940 

CXSPFBDLAHG PPNGFSFXHO GHIQYQCFPG YKLBGNSSRR CLSKGSWSQS SPSCLFCRCS 3000 

TFVIBYGTVN GTDFDGGKAA RXQCFKGFKL ljQl*SBXTCBA 0GQH8SGPFH CBHT806SLP 3060 

MXPKAFXSBT SSWKENVXTY 8CRS6YVXQG 8SDLXCTBRG WSQPYPVCB PLSG6SPPSV 3130 

AMAVATGBAH TYE8EVKLRC LEGYTMDTDT OTPTGQKDGR HFPERZSCSP KKCPIiPEtlXT 3180 
HILVHGDDFS VNRQVSVSCA EGYTFEGVNI SVCQLDGTWB PPFSDBSCSP VSCX3KPESPE 3240 

HQFWGSKYT FE8TXIYQCE PGYBLBGNRB RVOQEHRQWS GGVAXCKETR CBTPLBFLNG 3300 

KADXENRTTG PHWYSCSmO YSLEGPSEAR CTaRSTWSHP VFLOCPNPCP VPFVIFENAL 3360 
LSEKEFYVDQ NVSXKCRE6F IJiQGBGIXTC NPDBTNTQTS AXCGKISGOP PAHVENAXAR 3430 
OVHYQYGDMX TYSCYSGYML E6FLRSVCLB NGTHTSPPXC RAVCSFPOQH OOXGQRPNAC 3480 
SCPEGWMGRL CEEPICXLPC UffGGRCVAFY QCDCPPGHTG SRCBTAVCQS PCLtlGGKCVR 3540 
PHRCHOiSSN TGHNCSR 3557 



8eq XD NO: C3S0 Protein Sequence 
Protein Accession #: FGENESH predicted 



1 11 31 31 41 51 

1111)1 

KRP8V8GMRT DYPRSVXAPA YVSVCLLLLC FREVXAPAGS BPHLCX2FAFR OQDKIYMFLB 60 

QGCYMDAIVS LSBTRQGOFF CTFWPCPELC GLDSFGIiTND FWXIiKVQGV N9QCB8SPIS 120 

8KCER6RIC 139 

8eq ID NOi C3S1 Protein Sequence 
Protein Accession fti AAH35671.1 

1 11 31 31 41 51 

I I I I I I 

MVFGARGGGA LARAAGRGLL ALLLAVSAPIi RLOAEBt^ODG G^VTYQDS GTMrSKHYPG 60 

TYPNRTVCBR TITVPXQKRL XLRLGDU3IE SCJTCASDYIiL PT888DQYGP YC6SMTVPKE 130 

LLLNTSEVTV RFESGSHISG RGFLLTYASS DHPDLITCLE RASHYLKTEY SKFCPAGCRD 180 

VAGDISC23MV DGYRDTSLLC KAAIHAGIIA DELGGQISVL QRKOISRYBO XIANGVLSRD 240 

GSLSDKRFLF TSNGCSRSLS FEPDGQXRAS SSWQSVHBSG DQVHWSPGQA RLQDQGPSWA 300 

SGDSSmiUKP REHIiEIDLGE KKRITGXRTT 6STQSITFHFY VKSFVMNFXN NNSKHKrYKO 360 

ZVKNBBKVFQ GNSNFRDFVQ NNFIFPXVAR YVRWPQTfOl QRXALECVELX GOQXTQQIiDS 430 

LVHRJCrSQST SVSTKKEDGT XTRFXPSBBT STQIMITTVA IPLVLLVVLV FAGKGXFAAF 480 

RKXKKXaSPY OSABAQRTDC HKQXRYPFAR HQSABFTI8Y QNEXEMTQKL DLITSDMAO 539 

1364 



wo 03/042661 



8eq ID NOt C3S2 Protein Sequence 
Protein Accession Bos sequence 

1 11 21 31 41 51 

I I I I I I 

MGPGAGQRLR PVPAPRSSAE EAARPGQLRL OIRRGEAELA KLAPSGVMVP GARGGGALAR 60 

AAGRGLIiALL lAVSAPLRLQ AEELGDGCGH LVTYQDSGTM TSKNYPGTYP NHTVCEKTIT 120 

VPKGKRLILR LGDLDIESQT CASDYLLFTS SSDQYGPYCG SMTVPKELLL NTSEVTVRFE 180 

SGSHISGRGF IiLTYASSDHP DIiITCLERAS HYLKTEYSKF CPAGCRDVAG DISGNMVDGY 240 

HDTSLLCKAA 1HAGIIM3EL GGQISVLQRK QISRYEOILA NGVLSRDGSL SDKRPLPTSN 300 

GCSRSLSFEP DGQIRASSSW QSVNESGDQV HWSPGQARLQ DQGPSWASGD SSNKHKPREW 360 

LEIDLGEKKK ITGIRTTGST QSNFNFYVKS PVMNFKNNNS KWKTYKGIVM NEEKVPgGNS 420 

NPRDPVQNNP IPPIVARYVR WPQTWHQRI ALKVELIQOQ ITQGNDSLVW RKTSQSTSVS 480 

TKKEDETITR PIPSBETSTG INITTVAIPL VLLVVLVPAO MGIFAAFRKK KKK6SPYGSA 540 

EAQKTDCWKQ IKYPPARHQS AEFTISYDNB KEMTQKU3LI TSDMAG S86 



Seq ID NO: C353 Protein Sequence 
Protein Accession #: PGENESH predicted 

1 11 21 31 41 51 

MFQRQERFIiD LSSAEAVAAW ILHQHPDIIN KGDGCGHLVT YQDSGTMTSK NYPGTYFNHT 60 

VCEKTITVPK GKRLILRLO) LDIESQTCAS DYLLPTSSSD QYGMQKEEET EVIiCLSVAGA 120 

QRVDIPVQLL PSFLEGWKGH ADAHGPYCGS MTVPKBIiLLM TSBVTVRFES GSHISGRGPL 160 

LTYASSDHPD LITCLERASH YLKTEYSKFC PAOCRDVftGD ISGOTWDGYR DTSLLCKAAI 240 

KAGIIADEIiG GQISVLQRKG ISRYEGII*AN GVLSRDGSLS DKRFLPTSNG CSRSLSPEPD 300 

GQIRASSSWQ SVNESGDQVH WSPGQARLQD QGPSWASGDS SNNHKPREWL EIDLGEKKKI 360 

TGIRTTGSTQ SNPNFYVKSF VMNFKNNNSK WKPYKOIVNN EEKVFQGNSM FRDPVQNNPI 420 

PPIVARYVRV VPQTWHQRIA LKVELIGCQI TQGNDSLVIIR KTSQSTSVST KKH>BTITRP 480 

IPSEBTSTDA MPVQIVGDHT QMISQREMLO PDBGKIPFKQ TAESMVRWF AVWNDWMIi 540 

FIAHTPBBDl DHYCMKQIKY PFARHQSAEP TISYDNEKEM TQKLDLITSD MADYQQPLMI 600 

GTGTVTRKOS TFRPKDTDAE EAGVSTDAGG HYDCPQRAGR HEYALPIAPP EPBYATPIVE 660 

RHVLRAHTPS AQSGYRVPQP QPGHKHSLSS GGPSPVAGVG AQDGDYQRPH SAQPADRGYD 720 

RPKAVSAIAT ESCSaPDSQKP PTHPQTSDSY SAPBDCLTPL NQTAMIMiL 769 



Seq ID NOt C354 Protein Sequence 
Protein Accession 41 1 np_004607.1 

1 11 21 31 41 51 

MAGV8ACIKY SMFTFMPLFW LCGILILALA IWVRVSNDSQ AIFGSEDVGS SSYVAVDILI 60 

AVGAIIMILO FLGOCJGAIKB SROCtLLPFI GLLLILLLQV ATGILQAVFK SKSDRIVNET 120 

LYEKTKLIjSA TGESBKQFQE AIIVPQEEFK CCGLVNQAAD WGNMFQHYPB LCACLDKQRP 180 

CQSYNOKOVY KETCISFIKD PLAKOTilIVl 6ISPGLRVIE II/3LVFSrWI. YCQIGNK 237 



Seq ID MOs C355 Protein Sequence 
Protein Accession NP_004608.1 

1 11 21 31 41 SI 

MCTGGCARCL GGTLIPIAFP GFLAHILIiPP PGOKVIDDND HLSQEIWFFG GILGSGVL^a 60 

FFALVFLOLK MNDOOGCCXSN BGC6KRPAMP TSTIPAWGF L6AGYSPIIS AISINKGPKC 120 

IMAHSTWOYP FHDGDYLMDB ALTOiKCREPL HWPMNLTIiF SILLWGGIQ MVLCAIQWH 180 

GLLOTLCGDC QCX3GC0G(SDG PV 202 



Seq ID MOs C356 Protein Sequence 
Protein Accession «t NPJ)02372.1 

1 11 21 31 41 51 

1 I 1 i I I 

MPRPAPARRI. PGLXiLUMPL LU.PSAAPDP VARPGPHRLE TRGPGGSPGR RPSPAAPDGR 60 
PASGTSEPGR ARGAGVCKSR PIDLVPIIDS SRSVRPLBFT KVKTFVSRII DTLDIGPADT 120 
RVAWNYAST VKIEFQLQAY TDKQSLKQAV GRITPLSTGT MSQLAIQTAM DEAFTVBAGA 180 
REPSSSIPKV AIIVTDGRPQ DQVNEVAARA QASQIELYAV GTORADMASIi KMMASBPLEE 240 
HVPYVBTYGV IBKLSSRFQE TFCALDPCVL GTHQOQHVCI SDGBGKHHCE CSQG YTIiW ftD 300 
KKTCSALDRC AUnRGCBBI CVNDRSGSYH CECYEGYTUl EDRKTCSAQD KCAWJTHGOQ 360 
EICVNDRIGS HHCBCYBGYT IMftDKKTCSV RDKCALGSHG 0QHICVSD6A ASYHCDCYPG 420 
YTLHHHOCTC SATEBARRLV STBDAOGCBA TLAPQDKtfSS YIQRUITKLD DILEKLKINE 480 
YGQIHR 

Seq ID MO: C3S7 Protein Sequence 
Protein Accession #: MPJ)57723.1 

1 11 21 31 41 51 

I I I I I I 

MARGSLRRLL RLLVIXaWIiA UiRSVAOEQA PGTAPCSRGS SHSADU3XCH DCAS CRAR PK 60 

SDPCLGCAAA PPAPFRLIiWP ILGGALSLTF VLGLLSGPLV WRRCRRREKF TTPIBBTGGE 120 

GCPAVALIQ 129 



Seq ID NO: C35B Protein Sequence 
Protein Accession #t NP_001810.1 
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1 11 21 31 41 SI 

I I I I I I 

MQPTLLLSLL GAVGLAAVNS MPVDNRNHNE GMVTRCIIEV LSHALSKSSA PPITPBCRQV 60 

LKTSRKDVKD KETTENENTK PBVRLLRDPA DASEAHBSSS RGEAQAPGBB DIQG PTKA DT 120 

EKHABGGGHS RBRADBPQWS LYPSDSQVSE EVKTRHSSKS QREOEBEEEG Q7YQKGERGS 180 

DSSBBiOILBB FGETQNAFLH ERKQASAIKK BBLVAR8BTB AAGHSQBKTH SRBKSSQGSG 240 

BBAGSQENRP QESKGQPRSQ EESEBGEEDA TSEVDKRRTR PRHHHQRSRP DRSSQGQSLP 300 

SBEKGHPQEB 6BESNVSMAS LGEKRDHHST HYRASBBEPE YGBEIKOYPG VQAPEDLEWE 360 

RYRGRGSEEY RAPRPQSEES HDEEDKRNYP SLELDKMAHO YGSBSEEERG LEPGKGRHHR 420 

GRGGEPRAYF MSDTRBBKRF L6B6HHRVQB NQMDKARRHP QQAWKELDRN YUnrOEBQAP 480 

aKHQQQaDX^ DTKOmBBAR FQDKQYSSHH TAEKRKRLGB LFNPYYDPLQ WKSSHFERSO 540 

NMNCNFLBQB BB7ELTU9BK NFPPBYNYDN WBKXPFSBDV NHOyEKRMLA RVPKLDLKRQ 600 

YDRVAQIiDQL UfYRKKSAEF PDFYDSBEPV 8THQBABHER DRADQTVLTB DSKKELEMLA 660 

AlOLBLQKIA BKP8QRO ^''7 



8eq ID NO I C359 Protein Sequence 
Protein Accession Ifi XP_093082.l 

1 11 21 31 41 51 

I I 1 I I I 

MXLLCEGLXQ PNOOjOTLRW YRCLXSSASC GAIAAVLSTS QWLTEIiBFSE TKLBA8ALKL 60 

LY66LKDPNC RLQKUniQPS LSVTAAKLPV GUNWCSOFB GSLVOSHFOY CQDSSPKCDL 120 

CKLtiWPSTRV AAAKDG68PX SFLSEGLNWA 6RLBAVEEVL GLGVLVQPGD PASQGGGHCB 180 

NYGSFRDLVD LEVKAEPSLR KQGMDIiQRPT LQWLLCKIP SLKLFLPIAL PNSPGQVSW 240 

QVTIPDGPVN VTVQSNVTLI CIYTTTVASR BQLSIQWSFF HKKEMEPISS PWEEGKWPDV 300 

BAVRGTLDGQ QABLQIYFSQ GGQAVAIGQP KDRZTGStlDP GNASITI8HM QPADSGXYIC 360 

OVMNPPDFLG QNQGILNVSV LVKPSKPLCS VQGRPBT6HT ISLSCLSALG TPSPVYYUHK 420 

LEGRDIVPVK BNPNPTTOIL VIGMLTtlPEQ GYYQCTAIKR LGMSSCEIDL TSSHPEVQII 480 

VQALIGSLVG AAIIISWCF ARNKAKAKAK ERNSKTIAEL tePMTKINPRG ESEAMPREDA 540 

TQLEVTLPSS IHBT6PDTIQ EPDYEPKPTQ EPAPEPAPGS EPMAVPDLDI BliELEPBTQS 600 

ELBPBPBPBP ESEP6WVEP IiSBDEKOWK A 631 



Seq ID HOt C360 Protein Sequence 
Protein Accession 9t F6ENESK predicted 



1 11 21 31 41 51 

K7FAFWKVFL ILSCLAGQVS WQVTIPDQP VNVTVQSNVT LICIYTTTVA SREQLSIQW8 60 

FFHKKEMEPI SSPWEEGKWP DVBAVKOTLD GQQAELQIYP SQGQQAVAia QFKDRITGSN 120 

DPGMASITIS HMQPADSGIY ICDVNNPPDF DOQNQGILNV SVLVKPSKPI* CSVQGRPBTO 180 

HTI8L8CL8A LSTPSPWyW HXLEGRDIVP VXENFKPTTG XLVIGNLW BQOYYQCTAI 240 

NRLGNSSCBI DbTSSHPBVG IXVQALXGSL VQAAXXISW CFARNKAKAK ARBRN8XTIA 300 

ELEPHTiailP RQE8EAMPRB DATQIiBVTIiP SSIHET8P0T XQBPDYBPKP TQBPAPEPAP 360 

GSBPMAVPDL DIEIiBIiEPBT QSELEFEPEP EPESBPGWV EPL8EDBKBV VKA 413 



Seq ID NO I C361 Protein Sequence 
Protein Accession «s NP_003011.1 



1 11 21 31 41 51 

I I I I 1 i 

MVSR14V8TML SGLLFHXASG WTPAFAYSPR TFDRV8BADI QRLLKGVMEQ IX5IARPRVBY 60 

PAHOAMNLVG PQSIBGGARE 'GLQHLOPFai IPNIVABLTG DNXPRDFSED QGYPDPPNPC 120 

PVGRTDDGCIi BNTPDTABFS RBFQXdiQHIjiF DPEHDYPGLQ KHNXKLLYEK MKGGERRKRR 180 

SVNPYXiQGQR LEHIWAKKSV PHFSDEDKDP B 311 



Seq ID NO I C362 Protein Sequence 
Protein Accession fti NP_076926.2 

1 11 21 31 41 SI 

MTTKQGHEOA KPOAaPOVPQ LGHMAVIHSR LHRGLQBKFL KOEPKVX^SVV QILTALMSLS 60 

M3ITMKCKAS NTYGSNPISV YIGYTIHGSV HFIISGSIiSI AAOIBTTKOL VR6SX^9(NIT 120 

SSVLAASGIL XNTFSLAFYS FHHPYCNYYG NSNNCHGTHS IU48UX3MVL LLSVLEFCIA 160 

VSLSAFGCKV LCCTPGGVVL XLPSKSHMAB TASPTPLNBV 220 



Seq ID NO I C363 Protein Sequence 
Protein Accession 8i NP_002082.1 



1 11 21 31 41 51 

t I I I I I 

MRGSELPLVL IiALVLCLAPR 6RAVPLPAG0 GTVLTKMYPR OIHWAVGKIjM GKKSTGESSS 60 

VSERQSLKQQ LREYIRWEEA ARNLLGLXBA KBNSNHQPPQ PKAL6NQQPS HDSEDSSNFK 120 

DVGSKQKVGR LSAPGSQREG RNPQLNQQ 148 



Seq ID NO: C364 Protein Sequence 
Protein Accession #: NP_036393.1 

1 11 21 31 41 51 

I I I I 1 I 

MDLQGRGVPS IDKLRVLliML FUTMAQIMAB QEVaOiSGLS TNPBKDIFW RBOOTTCLMA 60 

BPAAKPrVPY DVHA8NYVDL XTEQADIALT SOAEVKGRCO HSQSB LQVF W VDRAYALKMli 120 

FVXESHNMSK GPEATHRLSK VQFVYDSSEK THFKDAVSAO KBTANSBBLS ALVTPAGKSY 180 

BGQAQQTISL ASSDPQKTVT MILSAVHIQP FDXZSDFVFS BEHKCPVDBR BQLEBTLPLI 240 

LQIiILGLVIM VTLAIYHVKa KHTAMQVQIP RDRSQYRHMG 280 
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Seq ID NO: C365 Protein Sequence 
Protein Accession lit NP_003217.1 

5 1 11 21 31 41 SI 

I I I I 1 I 

MLGI.VIAI1I.S SSSAEEYVGL SANQCAVPAK DRVDCGYPHV TPKECNIIRGC CPDSRIPGVP 60 

WCPKPLTRKT ECTF ''^ 

10 Seq ID NOt C366 Protein Sequence 
Protein Accession #s HF_002 984.1 

1 11 21 31 41 51 

15 ilSLPSSRAAR VPGPSGSLCA LLALLLLLTP PGPLASAGPV SAVLTELRCT CLRVTLRVNP 60 
RTIOKLQVPP AGPQCSKVEV VASLKNGKQV CLDPBAPFLK KVZQKIIiDSO NKKM 114 



20 



30 



50 



Seq ID MDs C367 Protein Sequence 
Protein Accession ftt NP_005233.2 



1 11 21 31 41 SI 

MRSPSAAWLL GAAILLAASL SCSGTIQGTN RSSKGRSLIG KVDGTSHVTG KGVTVETVFS 60 

VDEFSASVLT GKLTTVPLPI VYTIVFWGL PSNGMALWVF LFRTKKKHPA VIYMANLALA 120 

25 DLLSVIHFPL KIAYHIHANN MIYGEALC3JV LIGFFYGNMY CSILPMTCLS VQRYWVIVNP 180 

MQHSRKKANI AIGISLAIWL LILLVTIPLY WKQTIPIPA UIITTCHDVL PBQLLVGDMF 240 

NYFLSLAIGV FLPPAFLTAS AYVLMIRMLR SSAMDEKSEK KRKRAIKLIV TVLAJffLICP 300 

TPBOT.LLWH YFLIKSQGiQS HVYALYIVAL CLSTUISCID PFVYYFVSHD FRDHAKMALL 360 

CRSVRTVKQM QVSLTSKKHS RKSSSYSSSS TTVKTSY 39'' 



80 



Seq ID NO I C368 Protein Sequence 
Protein Accession #t NP 003460.1 



1 11 21 31 41 51 

35 I I I I I I 

MABAKTHHLG AALSLIPLIF LI8GAEAASP QRHQLlflKEP DUII.EHVQ8P PSPEM1RAI.E 60 

YIENLRQQAH KEESSPDYWP YQG7SVPLQQ KENGDBSHLP ERDSLSBEDW MRIILEALRQ 120 

AENEPQSAPK ENKPYALNSE KNPPHDMSDD YETQQWPERK LKHMQFPPMY EENSRDNPPK 180 

RTNEIVEEQY TPQSLATLES VFQELGKLTQ PNNQKRERMD BEQKLYTDDE DDIYKANNIA 240 

40 YEDWGGEDW NPVEEKIESQ TQEEVSDSKE MIGKNEQIND EMKRSGQI/3I QEEDLRKESK 300 

DQLSDDVSKV lAYLKHLVHA AOSGRliQNGQ NQERATRIiPB KPIDSQSIYQ LIBISRNIKll 360 

PPEDLIEMLK TGEKPMOSVE PBREtDIiPVD LDDISBADLD HPDLFQNRMIi SKSGYPKTPG 420 

RAGTEALPDG LSVEDII2JLL GMESAANQKT SYPPNPYNQE KVLPRLPYGA GRSRSNQLPK 480 

AAWIPHVENR QMAYENLNDK DQELGBYLAR MLVKYPEIIH SNQVKRVPGQ GSSEDDLQEE 540 

45 BQIBQAIKEH LNQOSSQETD KIAPVSKRPP VGPPKNDDTP IIRQYWDED1.L MKVLEYLNQE 600 
KAENBRBHIA XRAMENM 



Seq ID MOs C369 Protein Sequence 
Protein Accession ft: HP 112217.1 



1 11 21 31 41 51 

MPCAQRSWIA NLSWAQLLN FGALCYGRQP QPGPVRFPDR RQEHPIKGLP EYHWGPVRV 60 

DASGHFLSYG LHYPITSSRR KRDLDGSEDW VYYRISHBEK DLFFNLTVNQ GFLSNSYIME 120 

55 KRYGNLSHVK MMASSAPIiCH LSQTVUIQGT RVGTAALSAC HGLT6PFQLP H6DPPIBPVK 180 

KHPLVEGGYH PHIVYSRQKV PBTKBPTOGL KDSVNISQKQ BLWREKMERH NtPSRSIiSRR 240 

SISKERWVBT LWADTKMIE YHGSENVESY ILTIWNMVTG LFHNPSIOHA IHIWVRLlIi 300 

LEEEEQGliKI VHHAEKTLSS PCKWQKSINP KSDLMPVHHD VAVLLTRKDI CAGFNRPCBT 360 

LGLSHLSarc QPHRSCNINB DSGI.PLWPTI AHELGHSFGI QHDGKEKDCE PVGRHPYIMS 420 

60 RQI.QYDPTPL TWSKCSEEYl TRFLDRGWGP CUJDIPKKKG LKSIWIAPGV lYDVHHQCQL 480 

QY6PNATF0Q EVENVGOTLW CSVROFCRSK lUAAADGTQC GEKKWOOSK CITVGKKPB8 S40 

IPGGWGRWSP WSHCSRTOSA OVQSAERLCN HPEPKFGGKY CTGBRKRYRL CaJVHPCRSEA 600 

PTFRQMQCSE FDTVPYKNEL YHWFPIFNPA HPCBIiYCRPI DGQFSEKMLD AVIDGTPCFE 660 

GGNSBNVCIN GICKMVGCDY EIDSNATEDR CX3VCLGDQSS CQTVRKMFKQ KEGSGYVDIG 720 

65 IiIPKGARDIR VMBIE6AGHF lAIRSEDPEK YYtNGGPIIQ HNGMYKIAGT VPQYDHKGDL 780 

EKLMATQPTO BSVWIQX1I.FQ VTOPGIKYBY TIQKDGLOHD VBQKSfPHQTO BHTECSVTOG 840 

TGIERQTAHC IKKSRGMVKA TPGDPETQPH GRQKKCHEKA GPPRWWAOBW BACSATOBPH 900 

GEKKRTVLCI QTMVSDEQAL PPTDCQHLLK PKTLLSCNRD ILCPSDWTVO NWSECSVSCG 960 

GOVRIRSVTC AXNHDSPCDV TRKPNSRALC GliQQCa?SSRR VLKPKKGTIS NGKNPPTLKP 1020 

70 VPPPTSRPRM LTTPTGPBSM STSTPAISSP SPTTASKBtSD U36KQWQDSS TQPELSSRYL 1080 

ISTGSTSQPI LTSQSL8IQP SBBHVSSSDT GPTSBQGLVA TTTSGSGLSS SRNPXTHPVT 1140 

PPYNTLTKGP EMEIHSGSGE ERBQPEDKDB SNFVZflTKXR VPGMDAPVBS TEMPIAPPLT 1200 

PDLSRESWWP PPSTVMEGLI. PSQRPTTSET GTF RV EGMVT EKPANTLLPL G6DHQPEPSG 1260 

KTfiNRNHLKL PNNMNQTKSS EPVLTEEDAT SIiITEGPLLN ASNYKQLTNG HGSAHWIVGM 1320 

75 HSECSTTOGL GAYWKRVECT T(»mSDCAAI QRPDPAKRCH LRPCAGWKVG NWSKCSRNCS 1380 

GGFKIREIQC VDSRDHRNLR PFHOQFLROl PPPLSMSCSIP EPCEa WgVE P WSQCSRSOGG 1440 

GVQERGVFCP GGLOWTiOUP TSTMSCHEHL CCHMATGHWD LCSTSOQQGF QKRIVQCVPS 1500 
BGHRTEDQDQ CLCDHKPRPP EFKKOIQQAC KKSADLLCTK DKLSASFCQT LKftMKKCSVP 1560 
TVHAECCPSC PQTHITHTQR QRRQRULQKS KEL 1593 



Seq ID NO: C370 Protein Sequence 
Protein Accession #t llP_p01053.1 

1 11 21 31 41 51 
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I 

MRQSUQLPLV 
UOiVGIQXQT 
KLBIKFQABZ 
8QFSVDTGAM 
TPSTCBAKQA 
DINKDSSCVS 
VMEKAQKMND 
RHGSIIiEVRW 



1 

GLLLPSFIPS 
LMQKHIQQIR 
EMMEAHHGTP 
AVIALTCVKK 
LFVSSDYYNE 
ASGH7HISAD 
TIFGPTMEBR 
SKY 



I 

QLCBICBVSB 
YNVKSRLSDV 
LTNYYQLSLD 
SLXNGQXKAD 
NDWNCQQTI2* 
EPITVTPPDS 
SWGPYZTCIQ 



I 

BKYIRLKPXJj 
SSGEUVItllL 
VUUiCLFNGH 
BQStKMISIY 
TVLTHISQGA 
QSYISVNYSV 
GLCANMKDRT 



I 

NTMIQSNYNR 
ALGVCRNAEB 
YSTAEWNBF 
TKSLVBKZLS 
FSNPNAAAQV 
RINETYPTKV 
YWEIiLSGGEP 



I 

GTSAVNWLS 60 

NLIYDYHLTD 120 

TPOIRNYYFG 180 

BKKBNGLZCai 240 

LPALMQKTFL 300 

TVLNGSVPLS 360 

LSQGAGSYW 420 
433 



Seq ZD NOs C371 Protein Sequence 
Protein Accession fti lfP_004S82.1 

1 11 21 31 41 51 

I t I I I t 

KCCTKSLItLA ALMSVLLLHL OQESBAASNF DOCbQYTDRZ LHFKFZVGFT RQLANE6CDZ 
KAZZFHTKKK LSVCANPlCQt WVRYZVRLIiS KKVRNH 

Seq ID NO I C372 Protein Secfuence 
Protein Acceasion ft> NP_037403.1 

1 11 21 31 41 51 

I I I I 1 1 

MAGSPLLWGP RAGGVGLLVIi LTJiHTiFRPPP ALCARPVKBP R6LSAASPPL AETGAFRRFR 
RSVPRGKAAG AVQELARAXA HLLBAERQER ARAEAQBAED QQARVIAQLL RVWGAPRHSD 
PALGLDDDPD APAAQLARAL LRARLDPAAL AAQLVPAPVP AAAIaRPRPPV YDDGPAOPDA 
BBAGDETPDV DPEliLRYLIiO RILAGSADSB GVAAPRRIiRR AADBDVOSEL PPEGVUSALXi 
RVKRLETPAP QVPARRIiLFP 

Seq ZD NO: C373 Protein Sequence 
Protein Accession #> NP_002236.1 

1 11 21 31 41 51 

1 I I 1 I 1 

MLQSLAGSSC VRLVERHRSA WCFGFLVLGY LLYLVPGAW FSSVELPYBD LLRQEIiRKLK 
RRFLSEHECL SBCXJI»EQPLG RVLBASNYGV SVLSNASGNW NWDPT8ALFF ASTVLSTTGY 
GBTVPLSDG6 KAPCIXYSVI GIPFTLLFLT AWQRITVHV TRRPVLYPHI RWGFSKQWA 
IVHAVLLGFV TVSCFPPIPA AVFSVLEDDW NFLBSPYFCF 18LSTI6LGD YVPGEGYNQK 
PRBLYKIOIT CYLLLGLIAM LWLBTFCEL HBLKKFRKMP YVKKDKDEDQ VHZZEHDQLS 
FSSZTDQAAO MKEDQKQNEP FVATQSSACV DGPANE 

Seq ZD NOt C374 Protein Sequence 
Protein Accession #: MP_005463.1 

1 11 21 31 41 51 

1 I t I I I 

METTNGTBTH YESLHAVLKA UTATLHSHXiL CRPGPGLGPD NQTBERRASL PGRDDNSYMY 
ILFVMFLFAV TVGSLILGYT RSRKVDKRSD PYHVYZKHRV SMI 

Seq ID NOi C375 Protein Sequence 
Protein Accession #i NP_005236.l 
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60 
103 



51 



1 11 21 31 41 

I I i I I 1 

MGRKLALLLL LLLLFQHFGD SDGSQRLEQT PLQFTHLEYN VTVQENSAAK TYVGHPVKMG 60 

VYZTKPAWEV RYKZVSODSB NLFKABBYZL ODFCFUORT XOGNTAILNR EVKDHVTLIV 120 

KALEXNTIIVB ARTKVRVQVL DTODLRPLPS PTSYSVSLPB UTAIRTSIAR VSATDADIGT 180 

NGEFYYSPKD RTDMFAIHPT SGVIVLTGRL DYLETKLYB1 EILAADROOC LYQSSQISSM 240 

AKLTVHIEQA NECAPVXTAV TLSPSELDRD PAYAIVTVDD CDQOANfflJIA 8LSZVAGDLL 300 

QQFRTVRSFP GSKEYKVKAI GDIDWDSHPP OYNLTIiQAKD KOTPPQPSSV KVZHVT6PQF 360 

KAOPVKFBXD VYRAEISEFA PPNTPWHVK AZPAY8RLRY VFKRTP6KAK FSUTfNTGLZ 420 

8ZLEFVKRQQ AAHPELEVTT SDRKASTKVL VKVLGftNSNP PEPTQTAYKA AFDENVPZOT 480 

TIMSLSAVDP DEGEMGYVTY SIANLNHVPF AIDHFTGAVS TSEMLDYBU4 PRVYTLRIRA 540 

SDWGLPYRRB VEVLATXTLN NLHONTPtiFB KXNCEGTIPR DLGVQBQXTT VSAIDADEIX) 600 

LVQYQIBAGM BLDLFSLNPN SGVL8LKRSL MDGI/SAKVSF H8LRITATDG ENFATPLYIN 660 

ZTVAASHKLV NLQCEBTGVA KMLAEXLLQA 2IKLHHC2GBVB DIFFDSHSVN AHIPQFR8TL 720 

PTGIQVKaiQ FVOSSVIFKH STDUJTGFMQ KLVYAVS6GN B3SCFMXDME TGMLKILSPL 780 

DRETTDKYTL HITVYDIiGXP QKAAWRLLHV VWDAHDNPP EFLQESYFVE VSEDKBVHSB 840 

XXQVEATDKD LGPNGHVTYS ILTDTDTFSI DSVTGWNIA RPUJRELQHB HSXiKIBARDQ 900 

AREEPQLFST VWKVSLEDV NDNPPTFIPP HYRVKVREDL PEQTVXWWLB AHDPDU^QSO 960 

QVRYSLU3BG ECBIFDVDKIiS GAVRIVQQU) FBKKQVYNLT VRAKDXGKPV SLSSTCYVBV 1020 

BWDVHENLR PPVFSSFVBR GTVKEDAPVG SLVMTV8AHD 8DA6RDGBIR Y8XRDGSGVG 1080 

VFKZGBBT6V lETSDRLDRE STSHYWLTVP ATDQGWFLS SFIEIYIBVB DVNDNAPQTS 1140 

BPVYYPBXME NSPKDVSWQ XEAFDPDSSS NDKI#nfKITS GNPQGFFSXH PKTGrilTTTS 1200 

RXLDREQQDB HILEVTVTDN GSPPK8TXAR VZVKXUSEND NKPQFIiQKFY KXRLPEREKP 1260 

DREBKARREP LYRVXAICKD BQFNABZSYS ZBDGNEHGKP FZEPKrGWS SKRF8AA0BY 1320 

OILSZKAVDN ORPQKSSTTR UIZEWXSKPK QSLBPZSFKB SFFTFTVMBS DPV AHMI QVI 1380 

SVBPPGIPLW FDITGCNYDS HFDVDKGTOT IIVAKPLDAB QKSNYNLTVB ATDGTTTILT 1440 

QVFIKVIDTN DHRPQFSTSK YBWXPBDTA PBTEILQXSA VDQDBKNKLI YTLQSSHDPL 1500 

8LKKFRIJ3PA TGSLYTSEKI. DHBAVSPAHL TVKVRDQDVP VXRHFARIW NVSDTNDHAP IS 60 

WFTASSYXGR VYBSAAVQSV VXiQVTAUIKD X8XNABVLYS ZSSGNXGlIZO NSFMIDPVLO 1620 

SZXTAKBLDR SNQABYDLKV KATDKOSPPM SEITSVRZPV TZADNASPKF T8KBYSVELS 1680 

BTVSI6SFVG MVTAKSQSSV VYEIKDGKTG DAFDINPHSG TZZTQKAU)F BTLPZYTLIZ 1740 

QGINHAGLST NTTVLVKLQID ENDHAPVFMQ AEYTGLXSE8 ASZNSWLTD RMVPLVZRAA 1800 

1368 



wo 03/042661 



DADKDSNALL VYHIVEPSVH TYFAIDSSTO AIHTVIjSLDY BETSIPHPTV QVHDMGTPRL 
FAEYAANVTV HVIDINDCPP VPAKPIiYEAS LLLPTYKGVK VITVKATDAD SSAFSQLIYS 
ITBGNIGEKF SMDYKTGALT VQNTTQIJiSR YELTVRASDQ RFAOLTSVKI NVKBSKESHL 
KFTQDVYSAV VKEMSTEAET LAVITAIGSP INEPLPYHIL NPDRRPKISR TSGVLSTTGT 
PPDRBQQBAF DVWEVIEBH KPSAVAHWV KVIVBDQNDN APVPVNLPYY AWKVDTEVG 
HVIRYVTAVD RDSGRNGEVH YYLKEHHEHP QI6PLGBISL KKQFEUXrLN KEYLVTWAK 
DGGMPAPSAE VIVPITVMNK AMPVFBKPFY SABIAESIQV HSPWHVQAN SPBGLKVPYS 
ITDGDPFSQP TINPKTGVIN VIAPLDPEAH PAYKLSIRAT DSLTGAHABV PVDIIVDDIN 
DMPPVFAQQS YAVTLSEASV IGTSWQVRA TDSDSEPNRG ISYQMPGNHS KSHDHFHVDS 
STQLISLLRT LDYEQSRQHT IFVRAVDGGM PTLSSDVIVT VDVTDIJIGIIP PLPEQQIYEA 
RISEHAPHGH FVTCVKAYDA DSSDIDKLQY SILSGNDHKH PVIDSATOII TLSNiaRHAL 
KPFYSLNLSV SDGVFRSSTQ VHVTVIGGNL HSPAFDQNEY EVELAENAPL HTLVMEVKTT 
DGDSGIYGHV TYHIVNDPAK DRFYINERGQ IPTLEKLDRE TPAEKVISVR U4AKDAGGKV 
APCTWVILT DDWaiAPQFR ATKYEVNIGS SAAKGTSWK SASDADEGSN ADITYAIEAD 
SBSVKEMLEI NKLSGVITTK ESLIGLENEP FTFFVHAVDN GSPSKESWL VYVKILPPEM 
QLPKFSEPFY TFTVSEDVPV GTEIDLIRAE HSQTVIiYSLV KGSTPBSMRD BSFVIDRQSG 
RLKLKKSLDH ETTKWYQPSI LARCTQDDHE MVASVDVSIQ VKDANDHSPV FESSPYEAPI 
VEMIiPGGSKV IQIRASDADS GTNGCJVMYSL DQSQSVEVIE SFAINMETGH ITTLKELDHE 
KRDHYQIKW ASDHGEKIQL SSTAIVDVTV TDVMDSPPRF TABIYKOTVS EDDPQGGVIA 
ILSTTDADSB BINRQVTYFI TGGDPLGQFA VETIQNEWKV YVKKPU3REK RDHYLLTITA 
TDGTFSSKAI VEVKVLDAND NSPVCEKTLY SDTIPEDVLP GKLIMQISAT DRDIRSMAEI 
TYTIiLGSGAE KFKLNPDTGE LKTSTPLDRE EQAVYHLLVR ATDGGGRFCQ ASIWTLEDV 
NDNAPEFSAD PYAITVFENT EPGTLLTRVQ ATDADAGIWR KILYSLIDSA DGQPSINELS 
QllQLEKPIiD RELQAVYTL9 LKAVDQGLPR RLTATGTVIV SVLDINDNPP VPEYREYGAT 
VSEDILVGTE VLQVYAASRD lEANAEITYS IISG»EHGKF 8IDSKTGAVF IIENLDYBSS 
HEYYLTVEAT DGGTPSLSDV ATVNVNVTDI NDNTPVPSQD TTTTVISBDA VtEQSVITVM 
ADDADGPSNS HIHYSIIDGN QGSSPTIDPV RGBVKVTKLl, DRETISGYTI* TVQASDHGSP 

PRvurrrvHi dvsdvndnap vfsrgmysvi iqenkpvgps vlqlwtded sshngppffp 

TIVrONDEKA FBVMPQGVLL TSSAIKRKBK DHYLLQVKVA DNGKPQLSSI* TYIDIRVIBE 
SIYPPAILPL BIPITSSGEE YSGGVIGKIH ATDQDVYDTL tysldpqmdn LPSVSSTQGK 
LIAHKKLDIG QYLLNVSVTD GKFTTVADIT VHIHQVTQEM UIHTIAIRPA III.TPBBFVGD 
YWRNFQRALR NILQVRRNDI QIVSLQSSEP HPHLDVLI«PV EKPGSAQIST KQLLHKINSS 
VTDIEBXIGV RZX^FQKLC AQLDCPWKPC DBKVSVDESV MSTHSTARLS PVTPRHHRAA 
VdiCKBGRCP PVHH6CEDDP CPEGSECVSD PWBEKHTCVC PSGRFGQCPG SSSMTLTGNS 
YVKYRLTENE NKLEMKLTMR LRTYSTHAW MYARGTDYSI LBIHHGRLQY KFDCGSGPGI 
VSVQSIQVND GQWHAVAIiEV NGNYARLVLD QVHTASOEAP GTLKTLNUai YVFFGGHIRQ 
QOTRHGRSPQ VGNGFRGCMD SlYLMGQELP UTSKPRSYAH IBESVDVSPG CFLTATEDCA 
SNPCQNGGVC NPSPAGGYYC KCSALYIQTH CEISVNPCSS NPCLYGGTCV VDNGGFVCQC 
RGLYTGQRCQ LSPYCKDEPC KNGGTCFDSL IXSAVCQCDSG FRGBRCQSDI DECSGNPCLH 
GALCENTHaS YHCNCSHEYR GRHCEDAAPN QYVSTPMMIG LAE6IGIWF VAOIPLLVW 
FVIiCaiKMISR KKKHQAEPKD KHLGPATAFL ORPYPDSKLII KHIYSDIPPQ VPVRPISYTP 
SIPSDSRNNL DRNSFEGSAI PEHPBFSTPM PBSVH6HRKA VAVCSVAPMI. PPPPPSMSPS 
DSDSIQKPSW DPDYDTRWD U)PaiSKKPL EBKPSQPYSA RESLSEVQSL SSFQSESCDD 
HOraWDTSDW MPSVPLPDIQ EFPMYBVIDE QTPLYSADPN AIDTOYYPGG YDIESDPPPP 
PEDPPAADEL PPLPPBFSMQ FESIHPPRDM PAAGSLGSSS RMRQRFMmQ YLPNFYPIiDM 
SEPQTKGTGE NSTCREPHAP YPPGYQRHFE APAVESMPMS VYASTASCSD VSACCEVESE 
VMMSDYES<a> DGHFEEVTIP PLDSQQHTBV 
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Seg ID NO: C376 Protein Sequence 
Protein Accession #t NP_05SO35.1 

1 11 21 31 41 51 

KCYGKCARCZ GHSLVGIAIiL CIAAKILLYF PNGETKYASE NHLSRFVWFF SGIVGGGLLM 60 

IiLPAPVPIGL BQDDCCGCCG HEMOGKRCAM LSSVLAALIG lAGSGYCVIV AAU3LABGPL 120 

CLDSIiGQWNY TFASTEGQYL LDrrSTHSECT BPKHIVEWIIV SMIIAALG GIBPIMLIQ IBO 

VINGVLGGIC GPCCSHQQQY DC 202 



Seq ID NOt C377 Protein Sequence 
Protein Accession #i np_003750.1 

1 11 21 31 41 51 

MSTBa«VBGKP LlLGERGRAR SSTPI&WQP MFKHSIFTSA VSPAAERIRP ILGEKDDSPA 60 

PPQLFTELDE LLAVDGQEMB WKETARWIKF BBKVEQGGER WSKPHVATLS LHSUPELRTC 120 

MEKGSIMIiDR EASSLPQLVB MIVDHQIETG LIiKPBLKDKV TYTIiLRKHSH QTKKSIiliRSIi 180 

ADIGKTVSSA SRMFTNPDNG SPAMTHHNLT SSSLNDISDK PBKDQLKNKF MKKLPHDABA 240 

SNVLVGBVDP LDTPPIAPVR LQQAVMLQAL TBVPVPTRFIi PILM3PKGKA KSYHEIGRAI 300 

ATLMSDEVPH DIAYKAKDRH DLIAGIDEFL DBVIVLPPGE WDPAIHIEPP KSLPSSDKRK 360 

NMYSGGBUVQ M»CH)TPHDGG HGGGGHGDCB BLQRTGRPGG GLIKDIKRKA PFFASDFYDA 420 

miQALSAIL FIYLATVTKA ITFGGLLGDA TDNMQGVLE9 FLGTAVSGAZ PCIJW3QPLT 480 

ILSSTGPVLV FBRIiLFNFSK DMSIPDYLBFR LWIGLWSAPL CLILVATDAS PLVQYFTRFT 540 

BBGFSSLISF IPIYDAPKKM IKLRDYYPIN SMPKVGYNTL PSCTCVPPDP MIISISNDTT 600 

LAPBYLPTMS STDMYHHTTP DWAFLSKKEC SKYQGNLVGN NCNFVPDITL MSPILPIOTf 660 

TSSMALKKFK TSPYFPTTAH KLISDPAIII* SILIFCVIDA LVGV DTPKL I VPSEFKPTSP 720 

KRGWFVPPFG ENPWWVCLAA AIPALLVTIL IFMDQQITAV IVNRKEHKLK KSAGYHgliP 780 

WVAILMVICS LMALPWYVAA TVISIAHIDS LKMETETSAP GBQPKFIX5VR EQRVT6TLVP 840 

1LTGI.SVPMA PILKPIPMPV LYGVFLYMGV ASLNGVQFMD RLKLLLMPLK HQPDFIYLRH 900 

VPLRRVHLFT FLQVLCLALb WILKSTVAAI IPPVMILALV AVRKGMDYLP SQHDLSFLDD 960 

VIPEKDKKKK EDBKKKKKKK GSLDSDNDDS DCPYSBKVPS IKIPMDIMBQ QPFLSDSKPS 1020 

XatERSPTFI£ HHTSC ^^^^ 



Seq ID NOt C378 Protein Sequence 
Protein Accession «> NP_000949.l 
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X 11 31 31 41 51 

I I I t 1 1 

MSTPGVNSSA SLSPDRUJSP VTIPAVMPIP GWGMLVAIV VLCKSRKEQK ETTPYTLVOG 60 

S lAVTDLLGTL LVSFVTIATY MKGQWPG6QP LCBYSTFILL FFSLS6LSII CAMSVERYLA 120 

XMaAypySHy VDXRLAGLTL FAVYASNVLF CALFHMOLOS SRIiQyPDTWC PIDWTINVTA 180 

KAAYSYNYAG F8SFLZIATV LCamiVGQAL LRMHRQFMRR TSL6TBQRBA AAAASVA8R6 240 

HPAASPALPR LSDFRRRRSP RRIAQAEIQM VILLIATSLV VLICSIPLW RVFVNQLYQP 300 

SLBRBVSKNP DLQAIRIASV NPILDPWIYI LLRKTVLSKA lEKIKCLFCR IGGSRRKRSO 360 

10 QKCSDSQRTS SAKSGHSRSP ISRELKEISS TSQTLLPDLS LPDLSENGIiQ GRNLLPGVPQ 430 

M8LAQEDTT8 LRTLRX8ETS DSSQGQDSBS VLLVDBAGQS QRAGPAPKGS SLQVTFP6ET 480 

LKLSBKCI 488 

Seq ID NO: C379 Protein Sequence 
IS Protein Accession #i KP_0026S0.1 

1 11 31 31 41 51 

I i 1 I I t 

MGHPPLLPLL LLLHTCVPAS WGLRCMQCKT NGDCRVEECA LQQDLCRTTI VRLWBBGEEL 60 

20 BLVEKSCTHS EKINRTLSYR TGLKITSLTB WOGLDLCNQ GNSGRAVTY6 RSRYLECISC 120 

GSSDNSCBRO RHQSLQCRSP EEQCUyWTH WIQEGEEGRP KDDRHLRGGO YLPOCPGSNO 160 

FHNNDTFHFL KCCNTTKCNE OPILELBNLP QNGRQCYSCK GSSTBOCSSB BTFLXDCRaP 240 

HNQCLVATOT HEPKNQSYKV ROCATASHCQ UAHLGDAFSK HHIDVSCCTK SGCNHFDLOV 300 

QYRSGAAPQP QPAHLSLTIT LZMTARLWGO TLLNT 33S 



25 



40 



Seq ID NO I C3eo Protein Sequence 
Protein Accession lit BABSS406.1 



^^1 11 21 31 41 SI 

30 ) I I I I I 

MDFESGQVDP LASVILPFNL LQfLSPEDSV tiVRRAQFTFF NKTGLFQDVG PQRRTLVSYV 60 

MACSIGNZTI QNLXDPVQIR IKHTRTQEVH HPZCAFNDU7 KNKSFGGWNT S6CVABRDSD 120 

ASBTVCLCNH PTHPGVLMDL PRSASQLDAR NTKVLTPISY IQOGISAIPS AATLLTYVAF 180 

EKLRRDYPSK ILMNLSTALL PIjNUjFLIiDQ WITSFNVDGL CIAVAVLLHP PLIATPTWMG 240 

35 LEAIHMYIAL VKVPNTYIRR YItKFCIIGW GLPALWSW LASRNNNBVY GKBSYOKEKG 300 

DEFCWIQDFV IFYVTCAGYF GVMFFLMIAM FIWKVQIGO BNOKRSNRTXi R EEVLW imS 360 

WSLTFLLGM TWGFAFFAHQ PUHPFMYLF SIFNSLQGLF IFXEHCANKB KVQKQWRRHL 420 

CCSQRFRLADH SDWSKTAINI IKKS8DNLGR SLSS8SX6SN STYLTSKSXS SSTTYFKRNS 480 

BTDNVSYEBS FSKSGSWQC FHCQVIiVRIG PC 512 



Seq ID NOx C3B1 Protein Sequence 
Protein Accession ft: NP_000565.1 



,^1 U 21 31 41 51 

45 I I I 1 I I 

MTVARPSVPA ALPIiLGELPR LLLLVLLCLP AVWGD06LPP DVPNAQPALE GRTSPPEDTV 60 

ITYKCEESFV KIPGEiOJSVI CLKGSQW6DI EEFCNRSCEV PTRLMSASLK QPYITQNYFP 120 

VGTWEYECR PGYRREPSLS PKLTCLQNLK WSTAVBFCKK KSCPNPOBIR NGQIDVPGGI 180 

LFGATISFSC NTGYKLFQST SSFCLISGSS VQWSDPLPBC RBIYCPAPPQ IDNOIIQGER 240 

50 DHYGYRQSVT YACNKGFTMI GEHSIYCTVN NDEGEMSOPP PBCRCT CSLTS KVPPTVQ KPT 300 

TVNVPTTBV8 PTSQKTTTKT TTPNAQATRS TPVSRTTKHP BBTTPNHQSO TTSOTTRliIiS 360 

GHTCFTLTQL LGTLVTOQLL T 381 

Seq ID NOt C382 Protein Sequence 
55 Protein Accession ftt Eos sequence 

1 11 21 31 41 51 

I I I i I I 

MDTSRLGVLL SLPVLLQLAT GGSSPRSGVL LRGCPTHCHC EPDORMLLRV DC8DLGL8EL 60 

60 PSNLSVFTSY LDLSMNNISQ UiPMPLPSLR PLBELRLAGN ALTYIPKQAP TGLYSIiKVU4 120 

LQNNQLRHVP TEALQNLRSL QSLRLDANHI 8YVPP6CF6G LHSUOUMUD DNRLTBIPVQ 180 

AFR8LSALQA MTLALKKIHH IPDYAFGNLS SLWLHIiHNN RIHSLGKKCF DGL H8X«ET IiD 240 

UnNHLDBFP TAIRTLSNLK ELHFYDNPIQ FVGRSAFQHL PBLRTLTXiHG ASQITBFPDI* 300 

^ TCTAMLESIiT LT0AQI8SLP QTVQIQLPNL QVtDLSYNU. EDIiPSFSVOQ iCLQKIDLRHN 360 

65 EIYBIKVDTF QQLLSLRSUl LAWNKIAIIH PNAFSTLPSL IKLDLSSNLL SSPPITGLHO 420 

. LTHLKLTGNH ALQSLISSEK FPBLKVIEMP YAYQCCAFGV CENAYKISNQ HNKODNSSMD 480 

DLHKKDAOMP QAQDERDLED PIjLDFBEDLK ALHSVQCSPS PGFFKPCERIi LDGWLIRIGV 540 

WTZAVLALTC HALVTSTVFR SPLYISPIKL LIGVIAAVNM LTGVSSAVLA QVDAFTPGaP 600 

ARHGAHHQIO VGCIIVIGFLS IFASESSVFL LTLAALERQP SVKYSAKPET KAPFSSLKVl 660 

70 ILLCALIALT MAAVPLLGGS KYQASPLCLP LPPGEPSTMO YMVALILLNS LCFLMMTIAY 720 

TKLYQJLDKa DLENIWDCSM VKHIALLLFT NCILNCPVAF LSF88LINLT PISPBVIKPI 780 

LLVWFIiPAC ZjNPLLYILFN PHFKBDIiVSL RKQTYVHTRS KHPSLMSINS DOVEKQSCDS 840 

TQALVTFT8S SITYDLPPSS VP8PAYFVTB SCHLSSVAFV PCL 883 

75 Seq ID NO I C3e3 Protein Sequence 
Protein Accession ft: NP_0036S8.1 

1 11 21 31 41 51 

80 MDTSRLGVLL SLPVLLQLAT GGS8PRSGVL LRGCPTHCHC EPDGRMLLRV DCSDIXaSEL 60 
PSNLSVFTSY LDLSMNNISQ LLPNPLPSLR FLEELRLAGN ALTYIPKQAP TGLYSLICVLM 120 
LQMNQLRHVP TEALQNLRSL QSLRLDANHI SYVPPSCPSG LHSLRHLHLD DNALTEIPVQ 180 
AFRSLSALQA MTLALNXIBB IPDYAFGNLS SLWI2LHNN RIHSLGKKCF OOLHSLBTLO 240 
UIYNNLDBFP TAIRTLSNLK RL6FHSNNIR 8IPBKAFV6N PSLITIHFYD MPIQFVGRSA 300 

1370 
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FQHLPELRTL TLMGASQITE FPDLTGTANL ESLTLTGAQI SSLPQTVCNQ I'PNLQVLDLS 360 

YNLLEDLPSP SVCQKLQKID LRHNEIYEIK VDTPQQLLSL RStHLAHMKI AimPKM^ST 420 

LPSLIKLDLS SNLLSSFPIT GLH6I.THLKL TGNHALQSI^I SSENPPELKV lEMP^QCC 480 

AFGVCTKAYK ISNQHUKODN SSMDDLHKKD AGMFQAQDER DLEDFLLDFE EDLKALHSVQ 540 

5 CSPSPGPFKP CEHLLDGWLI RIGVWTIAVL ALTCNALVTS TVFRSPLYIS PI^^QVIA 600 

AVNMLTGVSS AVLAGVDAFT FGSFARHGAW WEMGVGCHVI OFLSIFASES SVFU.TWi 660 

ERGFSVKYSA KFETKAPFSS LKVIILLCAL LALTMAAVPL LGGSIOfGASP ITn 

STMOTMVALI LLMSLCFLMM TIAYTKLYCN LDKQ3LENIW DCSMVKHIAL LLFTNCIUIC 780 

F^nSFSSL ISLTFISPBV IKFILLVWP LPACLNPLLY ILFNPHFKED ^V^KQTYV 840 

10 WTRSKHPSU1 SINSDDVEKQ SCDSTQALVT FTSSSITYDL PPSSVPSPAY PVTBSCHLSS 900 
VAPVPCL 



15 



Seq ID HOi C364 Protein Sequence 
Protein Accession «s NP_003497.X 

] r r f r " 



60 
120 



KEMFTPLLTC IFLPLLRGHS UPTCBPITVP RCMKMAYNMT FPPNLMGHYD QSIAAVEM^ 
FLPLANMXrS PNIETFLCKA FVPTCIBQip WPPCRKLCE KVnrSDCKKLI IJ^FGIW^^ 

20 LBCDRLQYCD BTVPVTFDPH TEFLGPQKKT BQVQRDIGFW CPRHLKTSGG QGYKPLGIDQ 180 

SsSnMYF KSDELEPAKS FIGTVSIFCL CATLPTFLTP LIWRRFRYP BMOIYYSVC 240 

YSIVSLMYFI OFLLGDSTAC NKADEKLELG DTWLGSQNK ACTVLFTttLY FPTMAOTVHW 300 

VILTTOPLA AGRKWSCEAl EQKAVWFHAV AWGTPGFLTV MLLALNKVBG DNISGVCFVG 360 

SGLYLVPIiVT LLGCYVYEQV NRITWEITWV SDHCRQYHIP CPYQAKAKAR P^^J^J*"^ 
LMTLIVGISA VFWVGSKKTC TEWAGPPKRN RKRDPISESR RVLQESCSFP J;KHN®KraHK 

Shykpsshk lkvisksmgt stgatahhgt savaitshdy LGQETLTEIQ tspbtsmrev 

SqdSs PAASISRI.SO BQVDGKOQAO SVSESARSEQ RISPKSDITD 
TOIAQSHNIiQ VPSSSEPSSL KGSTSIiLVHP VSGVRKBQGG GCHSDT 



25 
30 



420 
480 
540 
600 
660 
706 



Seq ID NOs C385 Protein Sequence 
protein Accession #: NP_000S73 



1 11 21 31 41 SI 

LlAVICFCL LlTCAIPVK QADSQSSEBK QLYNKYPDAV ATWLNPDPSQ ^^^^^ 
PSKSNBSHDH MDDMDDEDDD DHVDSQDSID SNDSDDVDDT DDSHQSDESH HSDBSD^ 120 



PSKSNBSHDH vajVmLOJtiUUU unvua\iua*.tJ " i nn 

DFPtoSaTB VFTPWPTVD TTOGRCmSW YGLRSKSKKP RRPDIQYPDA TDEDITSME 180 

sS^YKA IPVAQDLNAP SDWDSRGKDS YETSQUJDQS AETHSHKQSR LVKRKAOTES 240 

40 ELSI^i^ SHBFHSHBDM LWDPKSKEE DKHLKFRISH ELDSASSEVM 300 

Seq ID NO: C386 Protein Sequence 
Protein Accession «: 1IP_002812 

45 1 11 21 Y T T 

Laargspar prrlpllsvl llpllggtot aivfirqpss qdalqgrral i^cbveapop 60 

V^^l^ PV(»>TERRPA QGSS1.SFAAV DRLQDSCTTFQ CVARDDVTGE EARSJ^FN 120 

^S^SSpVV ^S^I QPQTQVTLRC HIDGHPRPTY QWFRDGTPLS DGQSNHTVSS 180 

eamfhoqfsa qpppslqwlp edetpitnrs rpphlrhatv pamosllltq ^'RK^?^ 300 

SSgpP IILEATLHIA BIEDMPLFEP RVFTAGSEER VTCLPPKGLP BPSVWWB^ 360 

VRLP^VY QKQHBLVLAN lAESDAGVYT OIAANLAGQR RQDVNITVAT VPSWLKKPQD 420 

SQLEBGKPGY SdCLTOATPK PTWHYRNQM LISEDSRFEV FKNGTl^S VEVYDGXW^ 480 

55 SssTPAGSi eaqarvqvle klkftpppqp qqcmefdkea tvpcsatgrb KPTiro^ 540 

gsslpewvtd ^tuiparv trddagnytc iasngpqgqi rahvqltvav piwkvbp^ 600 

TTVYQGHTAL LQCEAQGDPK PLIQWKGKDR ILDPTKLQPR MHIFQNGSLV IHDVAPEDSG 660 

KYTC^^ MlS^Y WDKPVPEBS EGPGSPPPYK KIQTIGLSVG AAVAYIIAVL 720 

SiSyS KAKRIX3KQPE GEBPEMEOK GGPUINGQM ^80 
60 KPSSTSDKMH FPRSSLQPIT TLGKSEFGEV FLAiCAQaLEB GVABTLVLVK ffl^Q^fOM 840 
LDFRRELEMF GKUJHANWR LLGLCREAEP HYMVLEYVDL GDLKQFLRIS KSKDBKtKfig 900 
PLSTRQKVAL CTQVAWMEH LSNNRFVHKD LAABNCLVSA QRQVKVSALG I'SKDVYMOTY 960 
YHFRQAWVPI. RHMSPEAILE GDPSTK80W APOVLHHBVP THGEMPHGQQ ADDBVIADW 1020 
A(5KARLPQPB GCPSKLYRLM QRCWALSPKD RPSPSEIASA LfiDSTVDSKP 1070 



65 



Seq ID NO: C387 Protein Sequence 
Protein Accession #t llP_002300.l 



1 r T 

MKVLAAGWP LLLVLHWKHG LsPLPITPV NATCAIRHPC HNMUOaQIRS CIAQLMGSAM 60 

ALF1I.YYTAQ GEPFPNNLDK LCOPNVTDFP PFHANGTEKA KI'^^JVV "freLMCT 120 

RDQKIUIPSA LSiaSKLNAT ADIIAGUiSH VLCRIiCSKJfB VGHWDVTYGP DT9GKDVFQK 180 
KKLGCQLliGK YKQIIAVLAQ AF 



75 



Seq ID NO: C388 Protein Sequence 
Protein Accession #: XP 097508 



1 11 21 31 41 51 

MGRPRLTI.VC HVSIIISARD LSMNNLTELQ PGLPHHIJIFL EELR LSGHH L SHIPGQAFSG 60 

LYSLKILMLQ NNQLGGIPAB ALWELPSLQS LRU3ANLISL VPERSPBOLS SLRHLWLDDH 120 

ALTEIPVRAL NHLPALQAKT LAINRISHIP DYAPQHLTSL WLHLHMNRl QHUSTHSFBG 180 
UOHfTLDLH YNKIXJEFPVA IRTLSMBL GPHNNMlKAl PEKAFMSiPL KIIIHFYIJNP 

1371 



240 
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IQPVGRSAFQ YLPKLHTLSL NGAMDIQBPP DLK G T TSL BI LTLTRAGIRL LPSGMCQQLP 300 

RLRVLELSHN QIEELPSLHR CQKLEEIGLQ KNRIWBIOAD TPSQLSSLQA LDL8WHAIRS 360 

IKPBAFSTLB 8LVKLDLTDN QLTTLPLAOL 06U4RLKLXQ NLAIiSQAPSR DSFPKLRILB 420 

VFYAYQCCPY GMCASFFKAS GQNBABDLHL DDBESSKRPL GLLMtQAENU YXXIDLDBLQL 480 

S EMEDSKPHPS VQCSPTPGPF KPCEYIjFESW GIRIAVHAIV LLSVLCNGLV LLTVPAGCFV 540 

PLPPVKFWO AIAGANTLTG ISOOliUVSVD ALTFQQFSBY GARWBTGLGC RATGPLAVLG 600 

SBASVLLLTL AAVQCSVSVS CVRAYGKSPS LGSVRAGVLQ CLALAGIAAA LPIASVGBYG 660 

ASPLCLPYAP PBGQPAALOF TVAbVKMMSF CPLWAGAYI KLYCTLPRGD FEAVWDCAKV 720 

RHVAWLIFAD GLLYCPVAFL SFASMLGLFP VTPEAVKSVL LWLPLPACL NPLLYLLFNP 7 BO 

10 HFRDDLRRLR PRAGDSOPLA YAAAGELEKS SCDSTQALVA PSOVDLXXiEA SEAORPPGLB 840 

TYGFPSVTLX SCXX^PGAPRL BGSKCVEPB6 I1BF(S}PQPSN DGBLtiLSAEG 8TPA6GGLSG 900 

QQGFQPSGLA PASHV 915 

Seq ID NO: €369 Protein Sequence 
15 Protein Accession fti NP_570901 

1 11 21 31 41 51 

I I I I I I 

MASLVSLBLG LI*LAVLVVTA TASPPAGLLS LLTSGQGALD QBM/SGUm LADRVBCIN6 60 

20 POGKCLSVBD ALGLGEPEGS GLFPGPVLBA RYVARLSAAA VLYLSNPE6T CEDTRA6LWA 120 

SHADHLLALL ESPKALTPGL SHLLQRKQAR AAGQTPKTAC VDIPQLLEEA VGAOAPGSAG 180 

GVLAALLDHV RSOSCFHALP SPQYFVDFVF QQHSSEVPMT LAELSALMQR LGVGRBAHSD 240 

HSHRHRGASS RDPVPLISSS NSSSVWDTVC LSARDVMAAY GLSEQAGVTP BAWAQLSPAL 300 

^- LQQQLSGACT SQSRPPVQDQ LSQSERYLYQ SIATLLICLC AVFOLLLLTC TOGRGVAHYI 360 

25 LQTFLSIiAVG ALTGDAVLHL TPKVLQLHTH SEEGLSPQPT WRLLAMLAGL YAFFLPEHLF 420 

NLUiPRDPED I^EDGPOGHSS HSHGGHSHGV SLQIiAPSELR QPKPPREG8R ADLVAEESPE 480 

LLNPSPRXOiS PELRLLPYMI TLGDAVHNFA DGLAVGAAFA SSWKTGLATS XjAVFCSELPH 540 

BLSDFAALIiH AGLSVRQAIiL LNLASALTAF AGLYVALAVO V8BBSBAHIL AVAT6LFLYV 600 

ALCDKLFAML RVRDPRPHLL FLUINVOIJXI GWTVLUiLSL YEDDXTP 648 



30 



Seq ID NO: C390 Protein Sequence 
Protein Accession ftt NP_06ie44 



1 11 21 31 41 51 

35 I 1 I I I 1 

MANASBPOGS 006EAAALQL KLATLSIjIiIiC VSLASKVLPA LLIVRERSLH RAPYYUJiDL 60 

CLADGLRAIiA CLPAVHLAAR RAAAAAOAPP QAIiGCKLLAF LAALFCFBAA FLLLGVGVTR 120 

YLAIAHHRFY AERLAGWPCA AMLVCAAWAL AIAAAPPPVL DOGGDDEDAP CALEQRPDGA 180 

PGALGFLLLL AVWGATHLV YLRLLPPIHD RRKMRPARLV PAV8HDWTFH OPOATOQAAA 240 

40 NUTAGFGROP TPPALVGIRP AGP6RGARRL LVLEBFKTER RLCKMFYAVT LLFLLLWGPY 300 

WASYUeVLV RPGAVPQAYIi TASVWLTFAQ AOIXIFWCFL FNRELRDCFR AQFPCOQSPR 360 

TTQATHPCDL KGIOL 375 

Seq ID NO I C391 Protein Sequence 
45 Protein Accession #: NP_005622 

1 11 21 31 41 51 

I t I I I I 

MAAARPARGP ELPIiLGLLLL LLLGDPGRGA ASSGNATGPG PRSAGGSARR SAAVTGPPPP 60 

50 LSaOGRAAPC EPLRYNVCLG 8VLPYGATST LLAGDSDSQB EAHGKLVLWS GLRNAPRCWA 120 

VIQPZiLCAVy MPRCBMDRVB LPSRTLGQAT ROPCAZVERE RGWPDFURCT PDRFPBGCTN ISO 

EVQNIXFNSS GQCBVPLVRT DNPKSHYEDV BG06IQ0QNP IiFTBABBQDM HSYIAAFGAV 240 

TGIiCTLFTLA TFVADWRNSM RYPAVILFYV NACPFVGSIQ WLAQPMDGAR REIVC31ADQT 300 

MRLGEPTSNE TLSCVIIFVI VYYALMAGW WFWLTYAWH TSFKALQTTY QPLSGKTSYF 360 

55 HLLTWSLPFV LTVAILAVAQ VDGDSVSGIC PVOYKMYRYR AGFVLAPIGI. VLIVGGYPLI 420 

ROVMTLPSIK SNHPGLLSEK AASKZMBIML RLGIFGFLAP GFVLITFSCK FYDPFNOAEH 460 

ERSFRDYVXiC QANVTIGLPT RQPIPDCEZK KRP6LLVBKI MIiFAHFGTSI AMSTHVHTKA 540 

TLLIWRRTWC RLTGQSDDEP KRIKKSKMIA RAFSKREBLL QNPGQBLSF9 MBTV8HDGFV 600 

AGLAFDLNEP SADVSSAWAQ HVTKMVARRG AILPQDISVT PVATPVPPEE QANLWLVEAB 660 

60 ISPELQKRIiG RKKKRRKRKK BVCPLAPPPB LHPPAPAP8T IPRLPQLPRQ KCLVAAGAWG 720 

AODSCRQGAH TLVSNFFCPE PSPPQDPFLP SAPAFVAHAU GRRQCnXSPIH SRtMLMDTBL 780 

MDADSDP '88 

- Seq ID NO: C392 Protein Sequence 

65 Protein Accession fti BAC04382 

1 11 31 31 41 51 

I I I I I I 

KGARSGAHGA LLl*ALIiLCMD PRLSQAGRKR SGBVbPDSFP SAPAEPLPYP UJBPQDAYIV 60 

70 KNKPVEIiRCR AFPATQIYFK QIGENVSQMD BVTQBQWBA TLGARGGLRV RSVQIBVSRQ 120 

QVEELFGLED YWCQCVASfSS AOTTKSRRAY VRIAYLRnVF DQBPLSKBVP LDHEVLXiQCR 180 

PPEGVFVAEV BWLKHBDVXD PTQDTNFI«LT XDHNLIIRQA RLSDTANYTC VAKNIVAKRR 240 

STTATVrVYV NGGHSSWAEW SPCSNRCGRG HQKRTRTCTN PAPLNQGAPC E GQAP QKTAC 300 

TTICPVDQAW TEWSKWSACS TECAHWRSRB CMAPPPQNGG RDCSGTLLDS KNCTDGLOiQ 360 

75 NKKTLSDPNS KLLEASGDAA LYAGLWAIF VWAIIMAVG VWYRRNCRD FDTDXTDSSA 420 

ALTGGFHPVN FKTARPSHPQ LLBPSVPFOL TASAOXYRGP VYALQDSIDK XFMINSPXiIiD 480 

PliPSUCVBVY SSSTTGSGPG LADGADLLGV LPPGTYPSDF ARDTHFLRLR SA8I/380QLb 540 

GLPRDPGSSV SGTFGCLGGR LSIPGTGVSL LVPNGAIPQG KFYEMYLLIM KABSTLPLSE 600 

GTQTVLSPSV TCXSPTGUiLC RPVILTMPHC AEVSAKDWIP QLKTQAHQGH WBBWTLDEE 660 

OU TUITPCYOQIi EPRACHILLD QLBTYVFTGE SYSRSAVRRL QLAVFAPALC TSLBYSLRVY 720 

CLBDTPVALK EVLBLERTXiG OYLVEEPKPL MFKDSYENLR t*SliHDLPHAH HRSXEjXiAXYQ 780 

BZPPYHXHSQ SQKALHCTPT LBRHSLASTB LTCKICVRQV BGEGQXFQLH TTLABTPAOS 840 

liDTXiCSAFGS TVTTQLGPYA FKIPLSXRQK XOISLDAPIIS RGNSHRMLAQ KLSMDRYIMY 900 

FATKASPTGV XLDUfSALQQ DD(S>LNSIiAS ALEBMOKSBN UVAVAIDGDC 950 
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65 



Sag ID NO: C393 Protein Sequence 
protein Accession ft: MP_004616 

1 11 21 

I I 1 

MNRKARRCLG HLFLSLGMVY LRIGGPSSW 

VIGEX3SQMGL DECQFQPRMG RWKCSAIX3ER 

AACTQCmiSD CGCDKEKQGQ YHRDEGWKMG 

HLHiniEAGRK ILEENMKLEC KCHGVSQSCT 

VRASHNKRPT FLKIKKPLSY RKPMDTDLVY 

ASGCDLMCCG RGYNTHQYAR VWQCNCKPHW 

Seq ID NO: C394 Protein Sequence 
Protein Accession #» HP_003777 



31 41 51 

1 1 I 

AliGASIICNK IPGLAPRQRA ICQSRPDAII 
TVEGKELKVO SREAAFTYAI lAAGVAHAIT 
GCSADIRYGI GPAKVFVDAR EIKQNARTLM 
TKTCMTTLPQ FRELGYVLKD KYNEAVHVEP 
lEKSPNYCEE DPVTCSVOTQ GRACaiKTAPQ 
CCYVKCNTCS ERTEJIYTCK 



60 

120 

160 

240 

300 

349 



11 



MDAliCGSGEL 
RGYXIliSHLS 
LLIQYERLQG 
VLSALILACF 
HSLKEEDRSQ 
KALLATFGSS 
MMQSLIIiQHY 
MDLAPFIiHLXi 
MKLKDSRIKL 
CSPFLVTLIT 
RXQQFLSQEE 
6PVGGGKSSL 
QQfTLEACALIi 
VDSHVAKHIP 
RN6SFANFLC 
KQFMRQLSAL 
DYAKAVGLCT 
LQGFtiVMLAA 
EVLAPVIIiMI< 
SVSRSPIYSH 
PVGNCWLFA 
KEYSKTETEA 
IVORTGAGKS 
RMNLDPFGSY 
LRKSRILVU3 
VAEFDSPANL 



GSKFWDSNLS 
KLKMVLGVLL 
VQSS6VL1IP 
RBKPPFFSAK 
MWQQLLEAW 
FLISACFKIiI 
VHYIFVTGVK 
WSAFIjQIIIA 
MSEILNGIKV 
LWVYVYVDPN 
LDPQSVERKT 
VSALLGEMEK 
ADLEMLPGGD 
DHVIGPEGVL 
NYAPDBDQOB 



TLAICIiLYVG 
MAMAAGGIQA 
LMSFEVAIST 
F8ETVTGASV 
ALFAVIGRSS 
PWWEGSRPP 
SMTLCLFRIL 
8EBDIWWALB 
BATAAIDIAT 
lAARGIFYQM 



21 

VHTENPDLTP 
WCVSWADLFY 
WPLCWCAIV 
NVDPNPYPET 
RKQEKQTARH 
QDLIiSPIHPQ 
FRTGIMGVIY 
lYFLWQNLGP 
X^YAWBPSF 
NVWAEKAFV 
ISP6YAXTZH 
LEGKVKMKGS 
QTEIGEKGIN 
AOKTRVIjVTH 
LEDSNTALEG 
VPRBHXiGPSE 
QSAAAIGANV 
ARVIiHQALLK 
LVVIMASTPL 
IRAYNRSRDF 
LNPGLVOLSV 
EGWPPRGEVE 
EAAKGEIRID 
LSHUITFVSS 
DHLIQATXRT 
ARDAGLA 



31 



CFQNSLLAWV 
SFHGLVHGRA 
PFRSKILIiAK 
SAGFLSRLFF 
KASAAPGKNA 
LLSILIRFIS 
RKALVITNSV 
SVLAGVAFMV 
LKQVBQIRQG 
SVSLFNIIiRL 
SGTFTHAQDL 
VAYVPQQAWI 
LSGGQRQRVS 
GISFLPQTDF 
AEDKEALLIE 
KVQVTBAKAD 
WLSAMTNDAM 
NKIRSPQSFP 
FTWILPLAV 
BIISDTKVDA 
SYSLQVTFAL 
FRNYSVRYRP 
GUIVADIGUH 
QPAGUJFQCS 
QFDTCTVLTI 



41 
1 

PCIYIjWVALP 
PAPVPFVTPL 
AEGBISDPFR 
WWFTKMAIYO 
SGEDEVIiIiQA 
NPMAPSWWGP 
KRASTVGEIV 
LLIPLNQAVA 
EliQUATAAY 
PLNMIiPQlilS 
PPTLHSLDIQ 
QHCTLQENVb 
LABAVYSDAD 
IIVLADGQVS 
DTLSNHTDLT 
qAIjTQEEKAA 
ADSRQHNTSL 
DTTPSORIiaJ 
LYTLVQRPYA 
NQRSCYPYII 
NWMIRMMSDL 
GLDLVLRDLS 
DLRSQbTIIP 
EGQENtiSVGQ 
ABRU3TXMDY 



51 



CYLLYLRHHC 
WGVTMLLAT 
FTTFYXHFAI* 
YRHPLEEKDIj 
RPRPRKPSFIi 
LVAGLMFLCS 
NLMSVDAQRF 
VKMSAFQVKQ 
UTTTTTFTWM 
NLTQASVSUC 
VPKGALVAW 
FGKALNPKRY 
lFIiU3DPI*SA 
BMOPYPAIiUi 
DHDPVTYWQ 
IGTVELSVFW 
RLGVYAALGX 
GFSKDXYWD 
ATSRQLKRXS 
SNRMLSIGVB 
ESNIVAVERV 
XiKVHGGEKVG 
QDPZLPSGTL 
RQIiVCIARAIi 
TRVLVLDKGV 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1527 



Seq ID HO J C39S Protein Sequence 
Protein Accession »» NP_004617 



11 



MRARPQVCEA LLFALALQTG 
SNLELMHTW HAAREVMKAC 
AXSHAIARAC TSGDLPGCSC 
TGSQANKLHR UINSEVCa<QA 
YLSATKWHR PMSTRKHLVP 
KTSNGSD8CD LMOOGRGYIIP 



21 

1 

VCYOIKNLAL 
RRAFADKRWl 
GPVPGEPPGP 
LRASUEKKCR 
KDLDIRPVKD 
YTDSWERCH 



31 41 SI 

SRTPSAIAUl QTQHC»Q1.BG LVSAQVQLCR 
CSSIELAPNY LLDLBRGTRB SAPVYALSAA 
GNRWGGCADN liSYGLLMQAK FSDAPMKVKK 
CHGVSGSCSI RTCMKGLQBL QDVAADLKTR 
SELVYLQSSP DPCMKNEKVO SHGTQDRQCM 
CKXHWCCYVT CRRCERTVER YVOC 



60 

120 

160 

240 

300 

354 



70 



75 



80 



seq ID NO; C396 Protein Sequence 
Protein Accession ft; lffP^114072 

1 11 ai 

I 1 I 

MEN6YLLEVT SLLAALALLQ RSSGAAAASA 
TQDEAGLBVH QFWPLVEIQC SPDUCFFLCS 
liMRQYGFAWP DRMRCDRLPE QGNPDTLCMD 
. GHGRPPGARP PHRGGGRGGG GGDAAAPPAR 
VSSBHHPLYN RVKTGQIANC ALPCHNPPFS 
IDMERPKYPE HPIIFLSACY LFVSV6YLVR 
GAAGAGAGGP OGRGEYBELQ AVEQHVRYET 
WPLAAaOCHG NEAIAGYSQY FHLAAMIiVPS 
UIGFVLAPLV lYLPIGTMPL LAGFVSLERl 
TVPAAWVAC LFYBQHNRPR WEATHHCPOj 

OTWVHSGRHi bswrslcirc ghaskoaavo 

GGGSLYSDVS TCLTWRSGTA SSVSYPKQWP 

Seq ID NO: C397 Protein Sequence 
Protein Accession #: XP_050625 



31 
I 

KELACQBITV 
MYTPIOiBDY 
YNRTDLTTAA 
GGGGGGKARP 
QDERAFTVPW 
LVAffilEKVAC 
TGPALCTWF 
VKSIAVIiAIiS 
RSVIKOODGP 
RDLQPDQASR 
GGA6ATAA0O 
LSQV 



41 

I 

PIiCKGIGYNY 
KKPIiPPCRSV 
P8PPRRLFPF 
PGGQAAPCEP 
IQLWSVIjCFV 
SGGAPGAGGA 
LLVYFFGMAS 
SVDGDPVAGI 
TRTHKLEKLM 
PDYAVFMLKY 
GGGPGQGGG6 



51 
1 

TYMPNQFNHD 
CERAKA6CAP 
PP6EQPPSGS 
GCQCRAPMVS 
STFATVSTFL 
GGAGGAAA6A 
SXVIWVILSIiT 
CYVGNQSXjDN 
IRLGLFTVLY 
FMCLWGITS 
GPGGGGGPGG 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

694 



11 



21 31 41 SI 

Ljgpgslll Llashccus Lrglflfgq pdpsykrshc kpipanwu: HQIEYQ^ 
^SSma ^i^^wi plvmkqchpd tkkplcslpa pvclddldet iqpghslo^ 

^^^SS eS^DND LCIPLASSDH LLPATEEAPK VCEAOTl^ 

SSSS^ KBITYHJRDT KXILBTKSKT lYKLNGVSER OLKKSVI«LK 

1373 
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DSLQCTCBBH NDINAPYLVM GQKQGGELVI TSVKRWQKQQ RBFKRISR8Z RKLQC 295 

Seq ZD NO: C398 Protein Sequence 
Protein Accession 0: NP_001297.1 

1 11 21 31 41 SI 

I I I I I i 

HS^(GLBITOT ALAVLGWLGT IVCCALPMHR VSAPIGSMZI TSQKZWE6LN MNCWQSTGQ 60 

MQCKVYDSXiL ALPQDLQAAR ALIWAZLIA AF6LLVALVO AQCINCVQDD TAKAKITIVA 120 

GVLPLLAALL TLVPVSHSAH TZZRDFYNPV VPEAQKREMG AOLYVOHAAA iVLQUflGALT* 180 
CC8CPPREKK YTATICWYSA PRST6PGASL GTOYDRKDyV 220 

Seq ZD KOt C399 Protein Sequence 
Protein Accession «i 1IP_036581.1 

1 11 21 31 41 51 

I I I 1 I 1 

MESRKDZTNQ EBLWKMKPRR NIiEEDDYLHK DTOETSHLKR PVXiLHIiHQTA KADBFDCPSS 60 

LQHTQELPPQ NKLPZKZAAZ ZASLTFLYTL LREVZHPIAT SHQQYFyKZP ZLVZNKVLPK 120 

VSZTLIALVy LP6VXAAZVQ LHMGTKyKKF PHWLDKHMLT RKQFGLLSFP PAVLHAIYSX* 180 

SYPMRRSYRY KLLNNAYQQV QQNKEDAHIB HDVHRMBZYV SLQZVOLAZL ALIiAVTSZPS 240 

VSDSLTWRBF HYZQSKLOIV SLLLOTZHAL ZFAWNKWXDZ KQFVHYTPPT FNZAVFLPZV 300 

VLZPK8ZLPL PCLRKKZLKZ RHGWEDVTKZ NKTEZCSQL 339 

Seq ZD NOt C400 Protein Sequence 
Protein Accession ff: NP_001766.1 

1 11 21 31 41 51 

I I I I I I 

MANCEFSPV8 GDXPCCRLSR RAQLCL6VSZ ZtVLZLWVLA ' VWPRWRQTW SGPGTTKRPP 60 

ETVIiARCVKY TEIHPEMRHV DGQSVWDAFK GAFISKHPOT XTBEDYQPLM KLGTQTVPC3I 120 

RILLVISRZKD IiAHQFTQVQR DMFTIiEDTIiL GYLADDLTWC GBFNTSKINY QSCPDWRKDC 180 

SNNPVSVFWR TVSRRFABAA CDWHVMZHS SRSKIFDKNS TPGSVEVHNL QPEKVQTLEA 240 

HVZRGOREDS RDLCQDPTZK ELBSXZ8RRN XQP8CRHZYR nHCFLQCVXK PGDSSCTSEZ 300 

Seq ID NO: C401 Protein Sequence 
Protein Accession #i XPJ120S13.2 

1 11 21 31 41 51 

I I I I I I 

MV8CTP8GPIf RETNENVKKF YALRAFMFRM SSEAAMtiGES RTPKPRKHRA TTRAKZFKRP 60 

FSEGSBSNSR LVEELAVIHT YSDDPAPTTS PSSVQPREFG VMQGAPRARF GSRTPPAAAE 120 

ASSPHliGIGE AAOQSGARAA APRAGARROQ PQRQAAAAAA TAQTHTLPHA RTRADPAGRR 180 

RRHPRSPAPG GEGTCSEGPA PRRRMEBBMQ PAEBOPSVPK ZYKQRSPYSV LKIFPSKRPA 240 

LAKRYERPTL VEZiPKGHLRT PAQPPPASPA ASSSSSPAAV VRtGAPPRPP RRGFRAR6TI 300 

PPLLPAPGVA GTLLPPPTSS 6FP8PRPRPW KAAAPRGGTS HTHMHR8QST LPGSDTMVSV 360 

FGU4AQRRWQ HRSX>KQPEWG IL6SHGTHPC GQDHLEKBGQ VAVLLPRSEG NTAPKK8RMI 420 

LDAFAQQC8R VLSLWOGGK liLDSNHSQSM ZSCVXQEGSS YNERQEHCHI GKGVHSQTSD 480 

NVDIiMQVMQ RKQQTSAFLR VPTDSLQNYIj LSGSPPTPNP SSASBYGHLA DVDPLSTSPV 540 

HTLENISLDS TASLCR5RHL SRBPPVKSDF PNPLQQALAO GASRPFSGAQ QSIAYRVNSE 600 

LEDGZRSFVP LSCEALBMDL TSLGSKQXiLN NYPVYXT8KQ WDBAVNSSKK DQRRZiZiRYLZ 660 

RFVFTTDBLK YSCGLGKRKR SVQS6ETGPB BRPLDPVKVT CLRGTASPRS VSPSVISFHR 720 

Z0CX3SPRTSV QPSVF 735 

Seq ZD NO: C402 Protein Sequence 
Protein Accession «t BAA92562.1 

1 11 21 31 41 51 

I I I I I I 

MBTTVLSGIN PBYKGMTGWB VAGDHIYTAA QASDNDFMIL TLWPQPRPP QSVMADTBNK 60 

BVARITFVFB TLCSVNCBLY FMVGVNSRTN TPVETWKGSK GKQSYTYIXB ENTTT8FTWA 120 

PQRTTFHBAS RKYTNDVAKZ YSINVTNVMN GVASYCRPCA LEASDVGSSC TSCPAGYYID 180 

RDSGTCHSCP PNTXLKAHQP YGVQACVPOG PGTKNNKIHS LCYNDCTFSR NTPTRTPMYN 240 

FSALANTVTL AGGPSFTSKG LKYFHHFTLS LOQIQGRKMS VCTDNVTDLR IPEGBSGFSK 300 

SITAYVCQAV IZPPEVTQYK AGVSSQPVSL ADRLIGVTTD KTUXSZTSPA ELFHLBSLGZ 360 

. roVlFFYRSN DVTQSCSSGR STTZRVRCSP QKTVPGSLI<I» P9TCSDGTCD GQIFHFLNES 420 

AAACPLCSVA DYHAIVSSCV AGZQKTTYVH RBPKLCSGGI SLPEQRVTIC KTIDFHLKVG 480 

XSAOTCTAZL LTVLTCYFHK XNQKLEYKYS XIiVMNATLKD CDLPAADSCA IMEGEDVEDO 540 

LZFTSKKSLF GKZKSFTSKQ PAPVTI8LSB DS 572 

Seq ID MOi C403 Protein Sequence 
Protein Accession #i NP_0S5139.1 

1 11 21 31 41 51 

1 I I I I I 

NAbQOZSWB bSOLAFGRXG AMVZADFGAR WRVDRPQSR YDVSRLGRGK RSLVLDLKQP 60 

RBPRAAASVQ AVGCAAGAXiP PRCHOBTPAO PRDSAAGXSK AYLOQAEHZW FVQE9PCRLA 120 

GRDINYLAL8 GVLSKIGRSO ENPYAPLNLV ADFAGGGLMC AliGXXMALFD RTRTDKGQVI 160 

DANMVEQTAY LSSFLWiCTQK SSLWEAPRGQ NMUXKJVPFY TTYRTADGEP MAVGAIEPQP 240 

YSLLIKGUSL KSDELPNQMS TDDWPSIKKK FAOVFAKKTK AEWOQXFDGT DACVTPVLTF 300 

EBWBHDHKX ERGSPZT6BB ^SVSPRLAPL t«EjlTPAXPSS KGDPFZGBBT EBZLBBFGPS 360 

RBBZYQtAISD KIXESMKVXA 81. 382 

8eq ID KG: C404 Protein Sequence 

1374 
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Protein Accession #: XP_091332.1 

1 11 21 31 41 SI 

5 ilQRVmiWAAA FLTLHSAQAP PQTDISISPA LPEIiPLPSLC PIiFWMEFKGH CYRFFPIjinCT 60 

HAEADIiYCSB PSVGRKSAKL ASIHSWEEHV PVTOIiVHSCV POIPADVHTQ LHDHRQEGQF 120 

EWTDGSSYDY SYWDGSQPDD OVHADPBEED CVQIWYRPTS EQLQAPBPQL PLSISEATDV 180 

YLPEDFPAEP KLMDQSWVSR KSLKPSKSHL MEPPTPVAKH QKAKTRHRSL RGVWWPSGKA 240 

GSWKERMNAD YGRRKRSAPR QEGRLRCRER RLRAASGQGR PEGQRKQRQQ EEQERGWEEL 300 

10 GGVSPMRGAQ AWQHGLGAGS QRGAAPBCX3B NHQAPELGST WRGQRLQPQT AALCHFALRK 360 

LPGNAHGLAA AFVQPALQVQ EEKNNRTOFS OAYFTMSOPT CDQDSKBQSL RRHGREAEKD 420 

GPYRLVKKKR QPVAOJSSFB LQSGGEVCLD FPVELRftGTW lAREPP 466 



Seq ID HOt C40S Protein Sequence 
IS Protein Accession #: XP_054869.2 

.'^o 1 11 21 31 41 51 

MHTCCPPVTL EQDLHRKKHS WMLQTLAFAV TSLVLSCAET IDYYGEICHN ACPCEBKDGI 60 

20 LTVSCENRGI ISLSEISPPR FPIYHLLLSG HLLNRLYPNE FVHYTGASII. H1/3SNVIQD1 120 

ETGAFHSLRG UtRLHLNNNK LELLKDDTFL GLENLEYLQV DYNYISVIEP NAFGKIiRXiX^} 180 

VLILMDMLLS SLPUNLPRFV PLTHLDLRGW RLKUiPYVOL LQHMDKWEL QIiEEHPmiCS 240 

CELISLKDMli DSISYSALVG DWCETPFRL HGRDLDEVSK QELCPRHLIS DYEMRPQTPL 300 

STTCYLHTTP ASVNSVATSS SAVYKPPLKP PKGTRQPNKP HVRPTSRQPS KDLGYSNYGP 360 

25 SIAYQTKSPV PLECPTACSC NLQISDLGLN VHCQERKIES lAELQPKPYN PKKMYLTEKY 420 

lAWRRTDFL EATGLDLLKL GMHRISMIQD RAFS>IANLR JRLYLWfflJRlE RIiSPEIiFYQIi 480 

QSLQYLFLQY NLIREIQSGT PDPVPMLQLIi FLNMUliLQAM PSGVFSGLTL LRLMLRSNHF 540 

TSLPVSGVLD QLKSLIQIDL HDNPWDCTCD IVGMKLWVBQ LKV6VLVDEV ICKAPKKFAE 600 

TDMRSIKSEL bCPDYSDVW STPTPSSIQV PARTSAVTPA VRLNSTGAPA SLGAGGGASS 660 

30 VPLSVLILSL LLVPIMSVPV AAGLFVLVMK RRKKNQSDHT STNNSDVSSF NMQYSVYGGG 720 

GGTGGHPHAH VHHRGPALPK VKTPAlCaWYE YIPHPLGHMC KNPIYRSREG NSVEDYKDLH 780 

EUCVTYSSNH HUJQQQQPPP PPQQPQQQPP PQLQIiQPGEB BRRBSHHLRS PAYSVSTIBP 840 

REDIibSPVQD ADRFYRGILE PDKHCBTTPA GNSLPEYPKP PCSPAAYTP9 PNYDLRRPHQ 900 

YIiHPGAGDSR LREPVLYSPP SAVPVBPNRII BYLELKAKUff VEPDYLEVLB RQrTTFSQF 958 



35 



Seq ID NO: C406 Protein Sequence 
Protein Accession MP_000784.2 



1 11 21 31 41 51 

40 { I I I 1 I 

MGILSVDLLI TLQILPVPFS NCLFIiALYDS VIIiLKBWIiL IiSRSKSTRGB MHRMLTSBGL 60 

RCVMKSFIiLD AYKQVKLQED APNSSWHVS STBGQDIISQN GTQBKIAEGA TOttiLDEASP 120 

ERPLWNPGS ATUPPFTSQL PAFRKLVEEF SSVADFLIiVY IDEAHPSDGM AIPGDSSIiSP 180 

EVKKHQNQED RCAAAQQLLE RFSLPPQCRV VADRMDNMAH lAYQVAFBKV CIVQRQKXAY 240 

45 liGGKGPFSYN LQBVRHWLEK NPSKRUKKTR LAG 273 



Seq ID NO; C407 Protein Sequence 
Protein Accession #: NP_006S40.2 

50 1 11 21 31 41 SI 

MSSCVSSQPS LrAAPQDEL GGRGSSSSES QKPCEALRGL SStSIHUSIB SFIWTBCEP 60 

GCAVDLGLAR DRPLEADGQE VPLDSSGSQA RPHLSGRKLS LQERSQGGLA AQGSLDMNGR 120 

CICPSLPYSP VSSPQSSPRL PRRPTVESHH VSITGMQDCV QUJQYTLKDE IGKGSYGWK 180 

55 IiAYNENDNTY YAhJKVLSKKK LIRQAGFPRR PPPRQTRPAP GGCIQPRQPI EQVYQEIAIL '240 

KKIDHPNWK LVBVLDDPNB DHL.YMVFELV MQQPVMEVPT LKFLSEDQAR FYFQDLIKGI 300 

EYLHYQKIIH HDIKPSNLLV GEDGHIKIAD F6VSMSFKGS riALl»SNTVGT PAFMAPESLS 360 

ETRKIFSGKA LDVWAMGVTL YCFVFGQCPP MDERIMCLHS KIKSQALEFP DQPDIABDLK 420 

DLITRMLDKN PBSRIWPEI KLHPWVTRHG AEPLPSEDEN CTLVEVTEEE VENSVKHIPS 480 

60 lATVILVKIM IRKRSFGNPF BGSRREERSL SAPGNLLTKK PTRECESLSE LKEARQRRQP 540 

PGHRPAPRGG GGSALVRGSP CVESCMAPAP GSPARMRPLR PEEAMBPE 588 



Seq ID NO: C408 Protein Sequence 
Protein Accession #t HP_061116,2 

65 

,.1 11 21 31 41 51 

MGLSLPKEHG LILCLWSKFC RWFQRRESWA QSRDEQNLI^ QKRIWESPLL lAAKDNDVQA 60 

LNKIiIiKYEDC KVHQRQAMGK TALHIAALYD NLEAAMVLME AAPELVFBPM TSELYEGQTA 120 

70 LHIAWNQNM NLVRAIiUVRR ASVSARATGT AFHRSPCNLI YFG BHPI.SF A ACVNSEEIVR 180 

U.ZEHGADXR AQDSLGNTVL HIIiILQPIIlCr FAOQMmLUi SYDHBGDRI^ PULVP NHCiG 240 

LTPFKLAGVE GNTVMFQHLM QKRKHTQWTY GPLTSTLYDL TBIDSSGDBQ SLLELIITTK 300 

KREAHQILDQ TPVKELVSLK WKRYGRPYFC MLGAIYLLYI ICFTMCCIYR PLKPRTWNRT 360 

SPRDNTLLQO KLLQEAYMTP KDDIRLVGEl. VTVIGAIIIIi LVBVPDIFRM GVTRFFGQTI 420 

75 USGPFHVLII TYAPMVLVTM VMRLISASGE WPMSFALVL GWCNVMYFAR GFQ MLG PFTI 480 

MIQKHIF(a}L MRFCWIMAW ILGFASAFYI IPQTBDPBEL GHPYDYPHAL FSTFELFLTI 540 

IDQPANYNVD LPFMYSITYA APAIIATLLM LNIilAMMQD THHRVAHBED BLWR AQIVAT 600 

TVMLERKLPR CLWPRSGIOG REYGLGDRHF LRVBDRODUI RQRIQRYAQA FHTR6SBDL0 660 

KDSVEKLBLG CPPSPHLSLP MPSVSRSTSR SSANHERIiRQ GTLRRDLHGI INRGLEDGBS 720 

80 WEYQI 725 



Seq ID HO: C409 Protein Sequence 
Protein Accession #: NP_0 68710.1 
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1 11 21 31 41 51 

1 1 I i I I 

MQKVTLGLLV FIAGFPVLDA NDLBDXHSPF YYDHHSLQVG OLICAGVLOl HQIIIVMSGN 60 
^ R8SGBQAGRG NGSPPLTTQL 6PTGAKCKCK F6QKSGHHPG BTPPLITFGS AQ3 113 

Seq ZD NO I C410 Protein Sequence 
Protein Accession Us MP_00S962.1 

1 11 21 31 41 51 

10 I I 1 I I 1 

MQKVTLGIiLV FLAGFFVLDA NDIiEDXNSPF YYDHHSLQfVa OLICftGVLCA MGIIXVKSAK 60 
CRCKFGQKSG HKPGETPPLI TF68AQS 87 

^ Seq ZD MOt C411 Protein Sequence 
IS Protein Accession 8 1 NP_004952.1 

1 11 21 31 41 51 

I I I I I I 

KL8KVI.PVLL GXLLILQSRV BGPQTBSKNE ASSRDWYGP QPQPLBNQIiL SBETKSTBTB 60 

20 TQSRVGKLPE A6RZLNTXLS NYDHKLRPGI GBKPTWTVB 1AVNSIX3PLS ZLDMETTZDI 120 

IFSQTWYDER LCYNI>TFESL VLNONWSQL WZPDTFFRMS KRTHEHEITM PNQMVRIYKD 180 

aKVLYTIRMT ZDAOCSLHML RFPMDSHSCP LSPSSPSYPE KQ1IYKWQIP KLEZNEKNS« 240 

KLFQPDPTGV SNKTBIITTP VGDFMVMTZP FNVSRRPQYV AFQNYVPSSV TTMLSWV8FW 300 

ZKTESAPART SLGITSVLTM TTLGTFSRK» PPRVBYZTAIi DFYXAZCPVF CFCALUBPAV 360 

25 LNFLZYNQTK AKASPKLRHP RXNSRAKART RARSRACARQ BQBAFVGQZV TTE6SD6EER 420 

PSCSAQQFPS PQSFBGFRSI* CSKLAOCBWC KRFKKITFCKV PDCBGSTHQQ GRLCZRVYRL 480 

DNYSRWFPV TFFPFNVLYW LVCIiHL 506 

Seq ID NO: C412 Protein Sequence 
30 Protein Accession #t HP_068819.1 

1 11 21 31 41 51 

I 1 ) I I ( 

MEYTIDIIFS QTWYDERLCY NDTFKSLVLM GNWSQLWIP OTFFSNSKRT HBKBZTMPNQ 60 

35 MVRIYKDGKV LYTIRMTIDA GCSLHMLRPP MDSHSCPIiSP SSFSYPENEM lYKWEMFKLE 120 

ZNBIQISWKLP QLDFTGVSNK TEIXTTPVQD FMVMTIFFNV SRRFGYVAFQ NYVPSSVTTM 180 

LSWVSFWZKT ESAPARTSI/3 ZTSVLTMTTL OTFSRKNFPR VSYITALDFY lAICFVFCFC 240 

ALLEFAVLNF LIYNQTKAKA 8PKLRHPRIN 8RAHARTRAR SRACARQHQB AFVOQXVTTB 300 

OSDGKERPSC SAQQPPSPGS PEGPRSLCSK liACCBNCKRF XKyPOfVPDC EQSTWQQARL 360 

40 CZHVYRLDNY SRWPPVTFP PPNVIiYWLVC LNI, 393 

Seq ZD NO: C413 Protein Sequence 
Protein Accession ftt NP_068822.1 

45 1 11 21 31 41 51 

I I I 1 i 1 

MBYTIDZIFS QTWNSRRTHE KEITMPNQMV RZYKDOKVbY TIRMTIDAQC SLHMLRFPMD 60 

SHSCPZiSFSS FSYPENEMIY KWENFKLBIN BKNSWKLPQP DFTGVSNKTB ZITTPVGDFM 120 

_ VMTIFFNVSR RFGYVAFQNY VPSSVTTMLS WVSPWIKTES APARTSLGIT SVLTMTTMT ISO 

50 FSSKNFPRVS YXTALDFYZA ICFVFCFCAL IiEFAVUTFLI YNQTKAHASP KLRHPRZNSR 240 

AHARTRARSR ACARQHQBAF VOQZVTTEGS DOBBRPSCSA QQPPSPQSPB OPRSZ£SKLA 300 

CCBWOKFKK YFOIVFDCBG STWQQGRLCX HVYRLDNY8R WFPVTPPPF NVLYNLVCUT 360 

L 361 

55 Seq ID NO: C414 Protein Sequence 
Protein Accession 4: NP_068630.1 

1 11 21 31 41 51 

60 MBYTIDZIFS QTWYDERLCY NDTPESLVUJ GNWSQLWIP DTPFRNSKRT HEHBITMENQ 60 

MVRIYKDGKV LYTXRMTIDA OCSLBMIiRFP MDSHSCPLSF SSFSYPENEN ZYKWESiFKLE 120 

ZNEXNSWKLF QFDFTGVSNK TEZITTPVGD FMVMTZPPNV SRRFGYVAFQ NYVPSSVTTM 180 

LSHVSFWIKT ESAPARTSL6 ZTSVLTMTTL GTP8RKNPPR VSYITAU)FY lAICFVFCFC 240 

ALLEFAVLNF LIYNQTKAHA SPKLRHPRIN SHAHARTRAR SRACARQHQB APVOQIVTTE 300 

65 GSDOEBRPSC SAQQPPSPGS PEGPRSLCSK LACCBWCKRF KKYFaCVPDC BGSTHQQGRL 360 

CZHVYSIANY SRWFPVTFF FFNVLYWLVC UlL 393 



70 



Seq ID NOt C415 Protein Sequence 
Protein Accession 8 s NP 068591.1 



1 11 21 31 41 51 

I I 1 I 1 1 

MPAVS6P6PL FCLLLLLLDP KSPBT6CPPL RRFBYKLSPK GPRLALPGAG IPFWSBHl^A 60 

ILGLEBVRLT PSMRNRSGAV WSRASVPFSA WBVBVQMRVT GLGRRGAH01 AVWYTRGRGH 120 

75 VGSVLGGLAS HDGIGZFFDS PAEDTQDSPA ZRVLASDGHZ PSBQPGD6AS QGLGSGHNDF 180 

RMRPKPFRAR ITYHGQRLRM SLNSGLTPSD PGBFCVDVOP LLLVPGOFFG VSAATQTLAD 240 

DHDVLSFLTF 6LSEPSPBVP PQPFLSMQQL RIARQLEOUf ARLQLOTRBD VTPK8DSEAQ 300 

GBGERLFDLE BTLGRHRRIL QALRGLSKQL AQABRQWKKQ L6PPGQARPD GGHALDASCQ 360 

IPSTPGRGGH LSMSUIKDSA KVGALLHGQW TLLQALQHffi DAAVRMAAEA QVSYLPVQIE 420 

80 HHFLELDHIL GLLQBELRGP AKAAAKAPRP PGQPPRASSC LQFGIFLFYL LZQTVGFFGY 480 

VRFRQEI19K8 LQBCLSTGSL PIX3PAPBTPR ALQZLRRQPL PASKPA 526 



Seq ID NOt C416 Protein Sequence 
Protein Accession ft: XP 117036.1 
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1 11 21 31 1^ 

Lrrtrgalg Lrpppplpa Lhlctglqa agmawpgtlw RHTOQGRAXA AEGPWGL^ 60 
S^S^ PVGPSPETQG Vi^HVCSRiSv SVDEREPO^ 
VRGSVSWKRP BQAAPBTGRQ PAVARGSGDO NEOGMO 

Seq ID NOs C417 Protein Sequence 
Protein Accession It XP_167a03.2 

1 11 21 31 |1 51 

MPGKQQRKTA LcPGGLPGA PGVGIGGHCL YVLBCKCFIK KKPlOrHHHKK KHFAAKRNBE 60 
KLWOTCQEK KNHTKFFHHT YPLSQQDFLP AKSWCGNGP CPLMQ6LP 108 

Seq ID NOt C418 Protein Sequence 
Protein Accession #: NP_0790S6.1 

1 11 21 31 41 SI 

ipRtVERYEM ]>RHBVYVLLI KHIFLKISII QILCYYWLNT VALSGEECWB TLIGQDIYRL 60 
tC^^sS^ nSS:S ??GMQLITSL GLQEPDIAI^ " 
LPPIQMIKLF IMFYSKNISL MMNFQPPSKA WRASQMMTFP IFLLFPPSFT GVLCTLAITI 
WrLSS PFRGLPLFIH SIYSWIDTLS niPGYLHWW IYRNLI6SVH ^^f"-™^ 
25 H^TO EXSRKIMIRLL HE©IINEGKD KMFLIEKLIK LQDMBKKMIP SSJNUE^ 300 
EQQGPUILGE HDGSLDIASR RSVQE(aiPRA 



10 
15 



120 
180 
240 



30 



Seq ID NO I C419 Protein Sequence 
Protein Accession #: Bos sequence 



60 
120 
160 
240 



21 31 41 51 

LdDHVNEI ilQVENVSSG VQSHPSSNQI FOEKVLLDSS INMVLSISM ^^^^ 
RNDOKGNQVL RFSTSUJBSM SQTUiSLECM GIDTPGSSHB TVQGQKLIAS "^"TOTDRI 
K^^i™ ffiKKNIAKlV DKEKSKQTHR ILQUICCIQC LNSISRAYRR SKNSLSEILH 

^ LSWNfSwL LKPNIPSFli. KFSFIIIPQF TVA^WF 

tcSfS yJ^SSSg FVTHSTIQHG KSGASYKMQL AVIPTIGA^ ^SoSsK 60 
^FRNNFI NPHIVSGGIT KLIFCWDFTV THBKAVKLKQ KNLSTEIR^ ™S 42^ 
LTFNQLLTRF SAYMVAWWS TGVAIACCAA VYYLAEYNLB FL1^SNP» VLL^FV^ 420 

40 INLAVPCIYS MPRLVERYEM PBHEVYVLLI PNIFLKISII QlhOTCmm VAMQBECWE 480 
^S^^lS^ I^FVFSLV HSPLOEPLRR IIGMQLITSL GLQBPDIARN VLELIYAQTL 540 
W^GIFfSl SfIQMIMLF IMPYSKNISL MMKFQPPSKA VmASQMMTFF IFl-Jlf P^SFT 600 
rVT rr^TTT TOLKPSADCG PFRGLPLFIH SIYSWIDTLS TRPGYLMWW lYRKLIGSVH 660 
FFF^S^I^L ™MIRLL HEQI^^ ^^0 

45 SSLVLERREV BQQGFLHLGE HDGSLDLRSR RSVQEGNPRA 

Seq ID NOs C420 Protein Sequence 
Protein Accession ft: NP_002241.1 

50 1 11 21 31 41 51 

LctLVLGLO LrRRKRLLE QEKSLAGWAL VLAGTGIGLM ^3fAEMLWFQ GCSJ^JiY^ 
V^ISISTF LLLCLIVAFH AKEVQLFKTD NGLRDWRVAL TGRQAAQIVL ELVVCGl^ 
^PPCVQD LGAPLTSPQP WPQFLGQGEA LLSLAMLLRL YLVPRAVLLR SGWJ^AOT 
SieAliaVRP RHWFVAKLYM NTHPGRLLLG LTLGLWLTTA WVLSWAERQA VMATGHLSDT 

SSS? Shgkivclct gvmgvcctal lvawarkle ^r^^^^^^^ 

SSiQYTiE mSmrvlq bammpykhtr rkeshaarrh qrkllaaina frqvrlkhrk 
^SSsSro i^^lS lqqklssshr alekqidtla gkldaltbll stalgprqlp 



60 

120 

180 

240 

300 

360 

420 

427 



60 



Seq ZD KOt C421 Protein Sequence 
Protein Accession #: HP_079533.l 



1 11 21 31 41 SI 

MGGKQRDBDD EAYGKPVKXD PSFRGPIKNR SCTDVICCVL FLLFILOYIV ^IV^YGD 60 

PRQVLYPRKS TGAYCGMGEM KDKPYLLYFN IPSCILSSNI ISVAENGLQC PTPQVC7SSC 120 

peBpStS efsqtvgbvf ytknrhfclp gvp«nmtvit slqqelcpsf i^i^PSAfMj^ III 

^SWTNITPP ALPGITNDTT IQQQISGLID SLSABDISVK IPEDPAQSWY WIJ-VM^^ ^40 

70 ^^ILLL RLVAGPLVLV LILGVLOVIA YOIYYCWEEY RVLRDKGASI SQLOTTOLS 300 

AYMVOBTWL AALIVLAVLB AILLLVLIFL RQRIRIAIAL LKEASKAVGQ MMSTMFYPLV 360 

Y^M^yS PTQPATLGYV LWASNISSPG CEKVPINTSC NPTAHLVNSS 420 

SSJcVFQG YSSKGLIQRS VFNLQIYQVL GLFWTWWVL ALGQCVLAGA PASFY«AFHK 480 

Sf^VH TQSIAFGALI LTLVQIARVI LBYIDHia«0 540 

75 OTKcShCL EKFIKFLNRN AYIMIAIYGK HPCVSAKNAP MLUWKIVRV VVLDKVro^ 600 

^^WG GVGVLSFPPP SGRIPGLGKD PKSPHUIYYW LPIIfrSIWA YVIASGFPSV 660 

PGMCVDTLPIi CFLBDLBRNH GSLDRPYYMS KSLLKILOKK HBAPPDNKKR KK 712 

Seq ID NO I C422 Protein Sequence 
80 Protein Accession ft< NP_057264.1 

1 11 21 31 41 SI 

MGSMS6QAGR HIYKSLADDQ PPDSVEPPKR PTSRLIMHSM AMPGREPCYA VEAAYVTPVL 60 
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LSVGIiPSSLY SIVWFLSPIL GFLLQFWGS ASDHCRSRWQ RRRPYILTIX3 VMMLVGMALY 120 

LNGATWAAL lANPRRKLVW AISVTMICW LFDFAADFID GPIKAYIiFDV CSHQDKBKOI* 180 

BYHALFTQFQ GAU3YLL6IIZ DNAHLBLGRL IXjTEFQVMFP PSALVLTLCP TVHLCSISBA 240 

PLTBVAKOXP PQQTPQDPPL SSDGMYEYGS lERVKNGYVIt PBLAMQGARII XMHABQTRBA 300 

S MTLKSIiUtAL VNMPFHYRYL CISHLIGWTA FLSNMLFFTD FMGQIVYR8D PYSAKNSTBP 360 

LIYERGVEVO CHOPCINSVF SSLYSYPQRV liVSYIGLKQL YFTOYLLFGL GIXSFIGIiFm 420 

VYSTLVLCSL PGVMSSTLYT VPFNLITEYH REBBKBRQQA PGCTPDNSVR GKGHDCATLT 480 

OWQLAQILV GGGIX5PLVNT AGTWVWIT ASAVALIGCC PVALFVRYVD S30 

10 Seq ID NO I C423 Protein Sequence 
Protein Accession 1 1 NP_003264 . 1 

1 11 21 31 41 51 

I I I I I I 

1^ MEQFGGVGOR GTRGFAAKGV WRGRAEBQPV X/3AAERGFMV ST6SRRRVFB GPGGGGLRHT 60 

PGKGTGRQRG AWGPRABD6V RRRTIOfPRO SRSOVRAPGG PAGSHGAR60 RRRDGPSRRR 120 

RGSATAAARH HVPPAPGGPF QPRAPAGSTR VPARAGGAVE PTGAAAVARL ARPAGGALPT 180 

AGAQGAGPAR GRSGEGSEWA RRQKGRPGPY QSPLGFAVAE GQELKDK8RL RYPINGFQAL 240 

VLTAXiLVGLO KSAGLPLGAL PEMLLPLAFV ATLTAFIF6L FLYHKAQVAP VSALAFGONS 300 

20 GNPIYDFFLO RELNPRICFF DFKYFCELRP GLIGWVLZNb ALLMKEAEltR QSPSLANHLV 360 

NGFQLLYVQD ALHHEEAVLT TMDITHDGPG FMI*AFGDMAW VPFTYSLQAQ FLLHHPQPWS 420 

LPMASVIOiI NATGYYIFRG ANSQKNTFRK NPSDPRVAGIi ETISTATGRK LLVSGWWGMV 480 

RHPNYLGDLI MAUVWSLPOG VSHLLPYFYL LYFTALLVHR EARDERSACR STAHPGRSTA 540 

GVCLTASCPT 8TEAAPPPQV GRVPTHPPAB PGPGASTHLQ VKIHMPTQV 589 



25 



45 



Seq ZD NO I C424 Protein Sequence 
Protein Accession fft NP_0S6535.l 



^^1 11 21 31 41 51 

30 I I I I I t 

MGRIiLRAARL PPLLSPLLLL LVGGAFI/3AC VAGSDBPGPE GLTSTSIJJJIi LLPTGLEPliD 60 

8EBPSETMGL GAGLGAPGSG FPSBENEESR IXiQPPQYFWE BEEELNDSSL DLGPTADYVF 120 

PDXiTEKAGSI EDTSQAQBLP NLPSPLPKMN LVEPPWRMPP REGEEEEEBE EEREKEEVEK 180 

QEEEEEBELL PVNGSQBBAK PQVRDFSLTS SSQTPGATKS RUEDSCaDQAS 86VEVESSN9 240 

35 PSLLLPSVTP TTVTPGDQDS TSQBAEATVL PAAGLQVEFB APQEASEEAT AGAA6LSGQH 300 

EEVPALPSFP QfTTAPSGAEH FDEDPU3SRT SASSPLAPCH) HEItTPSSATL GQEDUTQQLL 360 

EGQAABAQSR IPNDSTQVIC KDWSNIJVGKN YIIUIMTEMI DCBVFRQHRG PQIiLALVBBV 420 

LP8HGSGHHG AWHISItSKPS EKEQELLMTL VGSQGWPTQ DVLSMLGDIR R8LBBIQ IQK 480 

YSTTSSCQAR ASQVRSDYGT LPWLWIGA ICIIIIALGL LYNCWQRRLP KLKBVSHOBB 540 

40 LRFVEKGCHD NPTLDVASDS QSBMQEKHPS LNGGGAUIGP GSWGALMGGK RDFBD8DVFB 600 
EDTHL 



605 



Seq ID NOt C425 Protein Sequence 
Protein Accession 8t NP.OOllBS.l 



1 11 21 31 41 51 

I 1 I I I i 

MSEVRPLSRD ILMETLLYBQ LLEPPTMEVL GMTDSEEDLD PMEDFDSZ^BC MEGSDALALR 60 

LACIGDEMDV SLRAPRLAQL SEVAMHSLGL AFIYDQTEDI RDVIiRSPMDO FTTLKBinHR 120 

50 FNRSPNPGSW VSCEQVLLAL LLLLAZJiliPL LSGGIiHLIiLK 160 

Seq ID NOt C426 Protein Sequence 
Protein Accession 4t AAF'76225.1 

55 1 11 21 31 41 51 

1 I I I I I 

MATPLPPPSP RHLRLLRLLL SGLVXiGAALR GAAAGBPDVA ACPGSLDCAL KRRARCPPGA 60 

HAOGPCLQPF QEDQQGLCVP RMRRPPGGGR PQPRLEDEID FLAQBLARKB SGQSTPPLPK 120 

DRQRIiPEPAT LGFSARGQGIi EIjGIiPSTPGT PTPTPHT8LG 8PVSSDPVHM SPLEPRGGQG 180 

60 DGIiAXiVLILA FCVAGAAAI>8 VASLCWCRLQ REXRLTQKAD YATAXAPGSP AAPRISPGDQ 240 

RIAQSAEMYH YQHQRQQKLC LBRBKBPFKB IiDTASSDBEN SDGDFTVYEC PGIAPTGBMB 300 

VRNPIiFDHAA LSAPLPAPSS PPALP 325 

Seq ID NO I C427 Protein Sequence 
65 Protein Accession ffs NP_004436.1 

1 11 21 31 41 51 

I I I I I I 

MVCSIiWVLLL VSSVLALBEV LLDTTGETSB IGWLTYPPGG WDEVSVLDDQ RRLTRTFEAC 60 

70 HVAGAPPGTG QDNWLQTHFV ERRGAQRAHI RLHFSVRACS 8LGVSGGTCR ETFTLYYRQA 120 

BBPDSPDSV8 SHHLKRWTKV DTIAADB8FP SSSSSSS86S SAANAVGPHQ AGORAmiiN 180 

VXERSFGPLT QRQFYVAFQD TGAOALVAV RLFSYTCPAV LRSFA8FPET QASQAG6ASL 240 

VAAVOTCVAH ABPBEDGVGO QAGGSPPRLH OJOBGICWMVA VGGC310QPGY QPARGDKAOQ 300 

ACPRGLYKSS AGNAPCSPCP ARSHAPNPAA PVC3>CLEGPY RASSDPPBAP CTGPPSAPQE 360 

75 LMFBVQQSAL MLHWRLPREli GGRGDLLFNV VC1CBC3BGRQB PASQGGGTCH RCRDEVHFDP 420 

RQRGLTBSRV LVQGLRAHVP YILEVQAVNO V8BX«SPDPPQ AAAZNV8TSH SVPSAVPWH 480 

QVSRASNSIT VSWPQPDQTN GNZLDYQLRY YDQAEDBSHS FTLTSGIMTA TVTQL8PGHI 540 

YGFQVRARTA AOHGPYGGiCV YFOTLPQCBL 8SQLPBRLSL VIGSIL6ALA FLLIAAITVL 600 

AWFQRKRRO TOYTBQLQQY SSPGLGVKYY IDPSTYEDPC QAIRBLAREV DPAYIKIEEV 660 

80 IGTGSFGBVR QGRLQPRGRR EQTVAIOALH AGGAESLQMT FliGRAAVLGQ FQHPNILRLE 720 

OWTKSRPLM VLTEFKBLQP L0SFLRQRB6 QFSSIiQLVAM QRGVAAAMQY LSSFAPVHRS 780 

X«SAKSVLVNS HLVCKVARLG HSPQGPSCLL RHAAPBVZAB GKRTTSSDVM SFOIUWEVM 840 
SYGERPYWDM SEQEVLNAIE QBFRLPPPPG CPFGLBLLKL DTWQXDRARR FHFDQLVAAP 900 
DIOaRKPDTIi QAGGDPGERP SQALLTPVAL DPPCLDSPQA m^SAXGLBCY QDNFSKFGXX: 960 
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TFSDVAQLSL EDLPALGITL WfflQKKUiHH IQLUIQHLRQ QGSVBV 

Seq ID HOs C428 Protein Sequence 
Protein Accession «: XP_043340.2 

1 11 ai 31 ~ *i f 

^ i L,««^,vTTr.T Jwn.WTT.PT.lf TJ5EI.TGPITT EWNELYVDD 60 

120 
180 
240 



MPPDFRRFDI YRKVPKDm PTYTGAIISI CCCLPILPLF LSELTGFITT EWN^Y^ 
toSSd ^sSisi^nl HCELVGLDIQ DEMGRHEVGH IDNSMKIPI^ ?S!SfSS 
10 ^SSf HVSTHSATAQ PQNPDMTHVI HKI.SFGDTW VCJUHQ^A J^^TSM 
PLASHDYILK IVPTVYEDKS GKQRYSYQYT VMIKEYVAYS HTGRllPAIW PRYDLSPITV 
KYTERRQPLY RFITTICAII GGTFTVAGII. DSCIFTASEA WKKIQMKMH 



Seq ID NO: C429 Protein Sequence 
15 Protein Accession #: MP_002142.1 



1 11 ?l 



31 41 51 



20 



360 
417 



120 
180 
240 
300 
360 
420 
480 
540 
572 



LoKWSGRTV PCCSRPKVAA LTAGTLLLLT AIGAASWAIV AVLLRSDQEP LYPVQVSSAD 60 

SS^^^^nS^^simRVAai^CBEMGP^H^ III 

SSSS3 ssss ^= EF 

25 DSISRTPRWR LCQIVSWQTG CAIAQKPGVY TKVSDFREWI FQAIICTHSEA SGMVTQL 

Seq ID NO: C430 Protein Sequence 
Protein Accession #i BAA92562.1 

30 1 11 21 31 41 51 

iETTVLSGIN FEYKGMTGWB VAODHIYTAA QASDMDPMIL TtWPQFRPP QS^mADT^K 60 

TLCSVNCBLY PMVGVNSRTS TPVETWKGSK GKQSYTYIIE ENTTTSFWA 
PoStTFH^ RlStNUVAia YSINVTNVMN GVASYCRPCA LEASDVGSSC TSCFAGYYID 
35 SsSJ^ POTILKAHQP YGVQACVPCG PGTKNNKIHS LCYNDCTFSR NTPTRTPNW 
raS^ A^PSPTSKO LIOTHHFTM LCCMQGRKMS VCTDNVTDLR IfEGESGPSK 
sf IIPPEVTGYK AGVSSQPVSL ADRLIGVTTD MTLDGITSPA ELFH^I 

ISJ^Sn dvtqscssgr sttirvrcsp qktvpgslll pgtcsdgtcd ^5™^ 
^cplSva dyhaivsscv agiqkttyvw rbpklcsgoi slpbqrvtic otiot^tc 

40 LTVLTCYFWK KNQKLEYKYS KLVMNATLKD CDLPAADSCA IMEOEDVEDD 

LIPTSKKSLF GKIKSFTSKQ PAPVTISLSE DS 

Seq ID KOi C431 Protein Sequence 
Protein Accession ftt NP_004eS5.1 

1 11 21 31 41 ^1 

ipGQBLRTVN GSQMLLVLLV isWLPHGQAL SIABASRASP PGPSELHSED SRPRELRraY 60 
S^^In QsSedSNTDL VPAPAVRILT PEVRI/3SGGH ^HL^I^ 
50 S^SPT ASRSWDVTRP LRRQLSLARP QAPALHLRLS PPf «»S2SSc 

ELHLRPQAAR GRHRARARMO DDCPLOPORC CRLHTVRASL ^jGWADH^ ^^fSSSS 300 
I^CTSOraA ANMHAQIKTS LHRLKPDTEP APCOTASYH PHVLIORTOT GVSLQTYDDL 300 
LAKDCHCI 

55 Seq ID NO J C433 Protein Sequence 
Protein Accession «t NP_443 090.1 

1 11 21 31 41 51 

60 Ldpsgarep rarprerdpg rrphpdqgrt hdrprdrpgd prrkrssdoj rrhdgdrdpk 
^S^^ rerdpdSpr edthrdaopr agehgvwekp RQSrt^ar 

G^^EP PQPQRKGDPO RRRPESEPPS ERYLPSTPRP GR^EYYQS 

SleSk ckylctgrac cqmlevllnl liiacssvsy sstggytgit slggotyof 
^Y^S dgekaqqldv qfyqlklpmv tvamacsgal talcclfvtam gv^vpwbot 

65 L^VTBGLLD MLIA13GYIPA LYFYFHYLSA AYGSPVCKER QALYQSKGYS GPGCSPHGAD 
IGAOIFAALG IWFALGAVL AIKOYRIWRK LKBKPABMFB F 



45 



120 
160 

240 



60 
120 
180 
240 
300 
360 
401 



70 



Seq ID NO I C43S Protein Sequence 
Protein Accession #i Eos se^wnee 

t f r r r t 



mgaagrqdfl pkamltiswl tltcfpgats tvaagcpdqs pelqpwnpgh WJ^vhigq 

GKTLLLTSSA TVYSIHISEG QKLVIKDHDE PIVLRTSHIL IDNGGELHAG SMj^QM 
75 TIILYGRADE GIQPDPYYGL KYIGVGKGGA MIflGQKKLS WTPLNKTLHP GQMAEGGOT 
ERSWCaiRGVI VHVIDPKSCT VIHSDRFDTY RSKKESERLV QYLNAVPDGR "|SVAyNDEO 
SRNIJ3DMARK AMTK1.GSKHF LHL3PRHPHS FLTVIOaiPSS SVEDHIEYHG ^GSAAAKVF 
KLFCrrEHGEY FNVSLSSEMV QDVEMTEWFD FIDKVSQTKGG BKISDLHKAH ^GKICOT^D 
IQATTMDGVN LSTEWYKKG QDYRPACYDR GHACRSYRVR FU3GKPVRPK ^rVTMTOVH 
80 STILMLEDNV QSWKPGOTLV lASTDYSMYQ ABEFQVLPCai SCAPNQVKVA GKPM«flIOB 
BIDGVDMRAB VGLLSSKIIV MGEMEDKCYP YRKSICHFPD FDTFGGHIKF ALGFKAAHI/K 
GIBLKHMGQQ LVGQYPIHFH liAGDVDBRGO YDPPTYIHDI. SIHHTFSRCV TVHGSNGLLI 
KDWGYNSLQ HCFFTEDGPE EHNTPDHCXO LIiVKSGXUiP SDRDSKMCKM ITEDSYPOYI 
PKPRQDCNAV STFWMRNPHN NliINCAAAOS mGFHPIFH HVPTGPSVGM YSPGYSEHIP 
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120 

180 

240 

300 

360 

420 

480 

540 

600 

660 
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LGKFYNNRAR SNYRAGMIID KOVKTTEASA XDKRPFLSXI SARYSPHQDA DPLKPREPAI 780 
IRHPIAYKNQ 0BGAWLR06D VHLDSCHFRG BAQEGPUjTQ MKAGQILLOG DBAAS6MAQG 840 
FSPPCRCIjLK LVTTGSPPAK VSLAHS 866 
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It is understood that the examples described above in no way serve to limit the true 
scope of this invention, but rather are presented for illustrative purposes. All publications, 
sequences of accession numbers, and patent applications cited in this specification are herein 
incorporated by reference as if each individual publication, accession number, or patent 
appUcation were specifically and individuaUy indicated to be incorporated by reference. 



1381 



wo 03/042661 



PCTAJS02/36810 



WHAT IS CLAIMED IS: 



1 1 . A method for determining the presence or absence of a pathological cell in a 

2 patient, said method comprising detecting a nucleic acid comprising a sequence at least 80% 

3 identical to a sequence as described in Tables 2A-80 in a biological sample from said patient, 

4 thereby determining the presence or absence of said pathological cell. 

1 2. The method of Claim 1 , wherein: 

2 a) said pathology is described in Table 1 , including a cancer, and/or 

3 b) said biological sample comprises isolated nucleic acids. 

1 3 . The method of Claim 1 , wherein said biological sample is tissue from an organ 

2 which is affected by said pathology of Table 1, including a cancer. 

1 4. The method of Claim 2, wherein said nucleic acids are mKNA 

1 5. The method of Clahn 2: 

2 a) further comprismg a step of amplifying nucleic acids before said step of detecting 

3 said nucleic acid; or 

4 b) where said detecting is of a protein encoded by said nucleic acid. 

1 6. The method of Claim 1, wherein said nucleic acid comprises a sequence as 

2 described in Tables 2A-80. 

1 7. The method ofClaim 2, wherein: 

2 a) said detecting step is carried out by: 

3 i) using a labeled nucleic acid probe; 

4 ii) utilizing a biochip comprising a sequence at least 80% identical to a sequence 

5 as described in Tables 2A-80; or 

6 iii) detecting a polypeptide encoded by said nucleic acid; or 

7 b) said patient is: 

8 i) imdergoing a therapeutic regimen to treat said pathology of Table 1 ; or 

9 ii) is suspected of having said pathology or cancer. 

1 8. An isolated nucleic acid molecule comprising a sequence as described in 

2 Tables 2A-80. 
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I 9. The nucleic acid molecule of Claim 8, which is labeled. 

1 10. An expression vector comprising the nucleic acid of Claim 8. 

1 1 1 , A host cell comprising the expression vector of Claim 1 0. 

1 12. An isolated polypeptide which is encoded by a nucleic acid molecule 

2 comprising a sequence as described in Tables 2A-80. 

1 1 3 . An antibody that specifically binds a polypeptide of Claim 12. 

1 14, The antibody of Claim 13: 

2 a) conjugated to an effector component; 

3 b) conjugated to a detectable label, including a fluorescmt label, a radioisotope, or a 

4 cytotoxic chemical; 

5 c) which is an antibody fragment; or 

6 d) which is a humanized antibody. 

1 1 5. A method for specifically targeting a compound to a pathological cell in a 

2 patient, said method comprising administering to said patient an antibody of Claim 13, 

3 thereby providing said targetting. 

1 16. A method for determining the presence or absence of a pathological cell in a 

2 patient, said method comprising contacting a biological sample with an antibody of Claim 1 3 . 

1 17. The method of Qaim 16, wherem: 

2 a) said antibody is conjugated to: 

3 i) an effector component; or 

4 ii) a fluorescent label; or 

5 b) said biological sample is a blood, serum, urine, or stool sample. 

1 1 8. A method for identifying a compound that modulates a pathology-associated 

2 polypeptide, said method comprising ttie steps of: 
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3 a) contacting said compound with a pathology-associated polypeptide, said 

4 polypeptide encoded by a polynucleotide that selectively hybridizes to a sequence 

5 at least 80% identical to a sequence as described in Tables 2A-80; and 

6 b) determining the functional efifect of said compound upon said polypeptide. 

1 19. A drug screening assay comprising the steps of: 

2 a) administering a test compound to a mammal having a pathology of Table 1 or a 

3 cell isolated therefrom; and 

4 b) comparing the level of gene expression of a polynucleotide that selectively 

5 hybridizes to a sequence at least 80% identical to a sequence as described in 

6 Tables 2 A-80 in a treated cell or manunal with the level of gene e^qpression of said 

7 polynucleotide in a control cell or mammal, wherein a test compound fliat 

8 modulates said level of expression of the polynucleotide is a candidate for the 

9 treatment of said pathology. 
10 
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